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Investigation of single nucleotide polymorphisms in  
differentially expressed genes and proteins reveals  
the genetic basis of skeletal muscle growth differences  
between Tibetan and Large White pigs

Heli Xiong1,*, Yan Zhang1, and Zhiyong Zhao1

Objective: Skeletal muscle growth is an important economic trait for meat production, with 
notable differences between Tibetan pigs (TIBPs, a slow-growing breed) and Large White 
pigs (LWPs, a fast-growing breed). However, the genetic underpinnings of this disparity 
remain unclear.
Methods: In the current study, we integrated differentially expressed genes (DEGs) and 
proteins (DEPs) from 60-day-old embryonic muscle tissue, along with whole-genome 
single nucleotide polymorphisms (SNPs) displaying absolute allele frequency differences 
(ΔAF) of 0.5 or more between the TIBP and LWP breeds, to unravel the genetic factors 
influencing skeletal muscle growth.
Results: Our analysis revealed 3,499 DEGs and 628 DEPs with SNPs having a ΔAF equal 
to or greater than 0.5. Further functional analysis identified 145 DEGs and 23 DEPs involved 
in biological processes related to skeletal muscle development, and 22 DEGs and 3 DEPs 
implicated in the mechanistic target of rapamycin kinase signaling pathway, which is 
known for positively regulating protein synthesis. Among these genes, several DEGs and 
DEPs, enriched with TIPB-specific SNPs in regulatory or/and coding regions, showed 
marked ΔAF between the TIBP and LWP breeds, including MYF5, MYOF, ASB2, PDE9A, 
SDC1, PDGFRA, MYOM2, ACVR1, ZIC3, COL11A1, TGFBR1, EDNRA, TGFB2, PDE4D, 
PGAM2, GRK2, SCN4B, CACNA1S, MYL4, IGF1, and FOXO1. Additionally, genes such as 
CAPN3, MYOM2, and PGAM2, identified as both DEPs and DEGs related to skeletal muscle 
development, contained multiple TIBP-specific and LWP-predominant SNPs in regulatory 
and/or coding regions, underscoring significant ΔAF differences between the two breeds.
Conclusion: This comprehensive investigation of SNPs in DEGs and DEPs identified a 
significant number of SNPs and genes related to skeletal muscle development during 
the prenatal stage. These findings not only shed light on potential causal genes for muscle 
divergence between the TIBP and LWP breeds but also offer valuable insights for pig 
breeding strategies aimed at enhancing meat production.
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INTRODUCTION

Tibetan pigs (TIBPs), a native mini-type breed from China, are renowned for their high 
meat quality and favorable status in premium markets. Despite their popularity, these pigs 
are characterized by lower meat production, attributable to their smaller body size and 
slower growth rate than other breeds. Typically, a TIBP weighs approximately 25 kg at 1 
year of age, starkly contrasting with Large White pigs (LWPs), which can reach a similar 
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weight in just 2 months and often attain approximately 150 kg 
at around 8 months [1]. However, the genetic basis for the 
lower body size and slower growth rate in the TIBP breed 
remains elusive.
  The postnatal growth rate and growth potential of pigs are 
predominantly determined by the number of muscle fibers 
that develop during embryogenesis [2]. It has been observed 
that littermates with a higher count of muscle fibers exhibit 
faster and more efficient growth than those with fewer fibers. 
Notably, fast-growing pig breeds generally possess a greater 
number of muscle fibers than slow-growing breeds [2]. For 
instance, LWPs, when compared with mini-pigs, demon-
strate that variations in muscle size can be attributed directly 
to differences in myofiber number [3]. Similarly, a compari-
son between fast-growing Landrace pigs and slow-growing 
Lantang pigs revealed that the former typically have a higher 
muscle fiber count than the latter [4]. The development of 
muscle fibers is established through two primary phases of 
fiber generation before birth. The initial phase occurs be-
tween 35 and 60 days post-coitus (dpc), followed by a second 
phase between 54 and 90 dpc. After these two stages of myo-
genesis, the total muscle fiber count is established and remains 
constant [4,5]. Consequently, genes that influence myoblast 
differentiation and muscle fiber formation during embryo-
genesis are crucial in determining postnatal growth and 
overall body size in pigs.
  The formation of muscle fibers is a complex process orches-
trated by the coordinated expression of various transcription 
factors. Central to this regulation are myogenic regulatory 
factors (MRFs), including MYOD, MYOG, MYF5, MRF4, 
and the myocyte enhancer factor 2 (MEF2) family, specifi-
cally MEF2A, MEF2B, MEF2C, and MEF2D [6]. MYOD 
and MYF5 play pivotal roles in guiding embryonic mesoder-
mal progenitor cells to differentiate into myoblasts, whereas 
MYOG and either MYOD or MRF4 (MYF6) are instru-
mental in the subsequent transformation of myoblasts into 
mature myocytes. This process involves the synergistic action 
of MyoD and MEF2 family members, which activate the 
transcription of key skeletal muscle genes, such as M-creatine 
kinase, myosin heavy chain, and desmin [6-9]. Muscle growth 
is achieved when the rate of protein synthesis exceeds that 
of degradation within muscle tissue. Two major signaling 
pathways, the mechanistic target of rapamycin kinase (mTOR) 
signaling pathway and myostatin-Smad2/3 pathway, func-
tion as positive and negative regulators of muscle growth, 
respectively [10]. In particular, the mTOR pathway is vital 
for regulating protein synthesis and is influenced by up-
stream activators, such as growth factors (e.g., IGF1 and 
insulin), which act through the PI3K-Akt cascade and various 
amino acids via Rag GTPases [11]. These intricate molecular 
interactions underscore the complexity and precision of 
muscle growth regulation.

  Comparative studies examining prenatal muscle tissue 
through transcriptome or proteome profiling between breeds 
exhibiting divergent growth characteristics offer valuable in-
sights into developmental differences in muscle tissue and 
collaborative regulation of myofiber formation by numerous 
genes [4,12-14]. The integration of genomic variations iden-
tified through whole-genome sequencing with differentially 
expressed genes (DEGs) and proteins (DEPs) observed in 
transcriptome or proteome analyses between breeds with 
extreme phenotypes enhances our understanding of the ge-
netic basis underlying these divergent characteristics and 
aids in identifying causal genes [15]. Shang et al [16] reported 
the transcriptome and proteome profiles in 60-day-old em-
bryonic longissimus dorsi muscle tissues from TIBP and 
LWP breeds, indicating that numerous genes showed signifi-
cant differeces in mRNA and protein expression level between 
these two breeds. However, their study had limitations in 
comprehensively elucidating the genetic differences of those 
genes exhibiting significant different expression level. A ge-
nome-wide single nucleotide polymorphism (SNP) will help 
reveral the genetic variations that may contribute to expres-
sion differences between the two breeds.
  Therefore, in this study, we investigated SNPs present in 
DEGs and DEPs in 60-day-old embryonic muscle tissues 
from the TIBP and LWP breeds. This was achieved by 
transcriptome and proteome data from prior research with 
whole-genome SNPs that exhibited absolute allele frequency 
differences (ΔAF) of 0.5 or greater between the TIBP and 
LWP breeds, as identified in our previous study. We identi-
fied a significant number of TIBP- and LWP-specific and 
predominant SNPs in the regulatory and coding regions 
with marked ΔAF between the TIBP and LWP breeds, 
which were present in an array of genes implicated in various 
aspects of striated muscle biology, including cell differenti-
ation (MYF5, MYOF, and ASB2), hypertrophy (PDE9A), 
cell development (SDC1, PDGFRA, MYOM2, ACVR1, and 
ZIC3), tissue development (COL11A1, TGFBR1, EDNRA, 
and TGFB2), muscle contraction (PDE4D, PGAM2, GRK2, 
and SCN4B), muscle adaptation (CACNA1S and MYL4), 
and the protein synthesis signaling pathway (IGF1 and 
FOXO1). These findings point to a critical link between 
these genes and the observed differences in skeletal muscle 
growth between the TIBP and LWP breeds, suggesting their 
potential role in breed-specific muscle development.

MATERIALS AND METHODS

All the experimental procedures were reported in accordance 
with ARRIVE guidelines and approved by the Animal Care 
and Use Committee of Yunnan Academy of Animal Hus-
bandry and Veterinary Sciences. The care and use of animals 
were fully in compliance with local animal welfare laws, guide-
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lines, and policies. 

Data utilization
For this study, we used whole-genome SNPs that displayed 
ΔAF between the TIBP and LWP breeds. These SNPs were 
derived from our previous study, which involved whole-ge-
nome sequencing of 44 TIBP and 29 LWP individuals. This 
dataset produced 16.47 billion raw reads, with a mean depth 
of 9.13× per individual and average genome coverage of 
98.96%. A total of 21,594,848 and 15,210,134 SNPs were 
identified for TIBP and LWP, respectively. In total, 21,767,938 
SNPs were obtained from the 73 individuals for subsequent 
analysis. SNPs were categorized based on their specificity 
and predominance in each breed. SNPs with allele frequencies 
of 0.5 or higher in TIBP and nonexistent in LWP were classi-
fied as TIBP-specific. Those with allele frequencies greater 
than 0.5 in TIBP and less than 0.5 in LWP, accompanied by 
an absolute ΔAF equal to or exceeding 0.5, were termed 
TIBP-predominant SNPs. Conversely, SNPs with allele fre-
quencies of 0.5 or higher in LWP and nonexistent in TIBP 
were designated LWP-specific. SNPs with allele frequencies 
greater than 0.5 in LWP, less than 0.5 in TIBP, and ΔAF be-
tween LWP and TIBP of 0.5 or more were labeled as LWP-
predominant SNPs. 
  Shang et al [16] detected the transcriptome and preteome 
profiles in longissimus dorsi muscle tissues of nine embryos 
from two pregnant TIBP and LWBP sows at 60 days after 
insemination. They identified 3,858 DEGs and 830 DEPs, 
respectively, between the TIBP and LWP breeds. In this study, 
we integrated the identified 3,858 DEGs and 830 DEPs into 
our analysis. This integration aimed to enrich our under-
standing of the genetic variations of genes involved in skeletal 
muscle development divergenece between these two pig 
breeds.

Identification of TIBP- and LWP-specific and 
predominant SNPs in DEGs and DEPs
In our study, we meticulously annotated specific and pre-
dominant SNPs for TIBP and LWP breeds and assigned them 
to corresponding genes, referred to as “candidate genes.” We 
then conducted a comprehensive comparison of the candi-
date genes, DEGs, and DEPs. This process enabled us to 
identify genes that overlapped between the candidate genes 
and DEGs and DEPs. To visualize the overlap and relation-
ships among these genes, we used OmicStudio tools (available 
at https://www.omicstudio.cn/tool), creating a Venn diagram 
for an intuitive representation of our findings. Additionally, 
we used custom-developed Python scripts to extract SNPs 
within overlapping DEGs and DEPs.

Functional enrichment analysis of overlapping DEGs
To delve deeper into the functional implications of the 

overlapping DEGs, we conducted a gene ontology (GO) 
enrichment analysis using g:Profiler tools (available at https:// 
biit.cs.ut.ee/gprofiler/orth) [17]. In this analysis, we set or-
ganism to "Sus scrofa", statistical domain scope set to "only 
annotated genes", significance threshold set to "Benjamini-
Hochberg FDR", and the user threshold set to "0.05". 
  Subsequently, we performed Kyoto encyclopedia of genes 
and genomes (KEGG) pathway analysis using the DAVID 
database (https://david.ncifcrf.gov/tools.jsp) [18], a widely 
recognized platform for high-throughput gene function 
analysis. Again, the organism was specified as "Sus scrofa," 
and we adhered to the default settings for the other parameters. 
This approach enabled us to identify potential genes involved 
in skeletal muscle development, as indicated by their enrich-
ment in the relevant GO terms and KEGG pathways.
  We investigated the allele frequencies of SNPs within 
these identified genes to further refine our insights. This 
was achieved using in-house custom-developed scripts, 
which allowed us to identify specific genetic variations that 
potentially drive skeletal muscle development.

Functional enrichment analysis of overlapping DEPs
We conducted a GO enrichment analysis to elucidate the 
functional roles of the overlapping DEPs in skeletal muscle 
growth. This was achieved using the g:Profiler tool (available 
at https://biit.cs.ut.ee/gprofiler/orth) [17]; the organism was 
set to "Sus scrofa", the statistical domain scope was set to 
"only annotated genes", the significance threshold was set to 
"Benjamini-Hochberg FDR" , and the user threshold was set 
to "0.05".
  Furthermore, we performed a KEGG pathway analysis 
using the DAVID database (https://david.ncifcrf.gov/tools.jsp) 
[18]. For this analysis, the organism was again set to "Sus 
scrofa", and the default settings were maintained for other 
parameters. This approach allowed us to identify DEPs that 
were significantly enriched in GO terms and KEGG path-
ways pertinent to skeletal muscle development, suggesting 
their potential role in this process.
  We investigated the allele frequencies of SNPs contained 
within them to deepen our understanding of these DEPs. 
This task was accomplished using custom-developed scripts, 
enabling a detailed examination of genetic variations that 
potentially influence skeletal muscle development.

RESULTS

TIBP- and LWP-specific and predominant SNPs in 
DEGs and DEPs
In our previouly study, 2,893,106 and 813,310 specific and 
predominant SNPs in the TIBP and LWP populations were 
identified and annotated to 24,560 genes. In this study, we 
referred to these annotated genes as “candidate genes”. Shang 

https://biit.cs.ut.ee/gprofiler/orth
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https://david.ncifcrf.gov/tools.jsp
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et al [16] reported a significant number of DEGs and DEPs, 
specifically 3,858 DEGs and 830 DEPs, in the longissimus 
dorsi muscle tissues from the TIBP and LWP breeds at 60 

days of embryonic development. Upon comparing these 
candidate genes with DEGs and DEPs, we discovered that 
3,499 DEGs and 628 DEPs overlapped with candidate genes 

Figure 1. Summary of TIBP- and LWP-specific and predominant SNPs. (A) A Venn diagram illustrating the overlap of genes among candidate 
genes, DEGs, and DEPs; (B) and (C) the chromosomal distribution of TIBP- and LWP-specific and predominant SNPs found within DEGs and DEPs; 
and (D)-(G) the counts of SNPs with ΔAF ranging from 0.5 to 1.0 for TIBP- and LWP-specific and predominant SNPs harbored by DEGs and DEPs. 
TIBP, Tibetan pig; LWP, Large White pig; SNPs, single nucleotide polymorphism; DEGs, differentially expressed genes; DEPs, differentially expressed 
proteins; AF, allele frequency differences.
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(Figure 1A). This overlap represented 91.27% of the total 
DEGs and 75.67% of the total DEPs, indicating that a major 
part of these genes and proteins contained TIBP- and LWP-
specific and predominant SNPs. Specifically, 3,499 DEGs 
contained 924,051 specific and predominant SNPs, includ-
ing 270,189 TIBP-specific and 449,608 predominant SNPs, 
along with 190,210 LWP-specific and 14,045 predominant 
SNPs. Furthermore, 628 DEPs contained 109,625 specific 
and predominant SNPs, comprising 32,938 TIBP-specific 
and 53,692 predominant SNPs, in addition to 1,983 LWP-
specific and 21,014 predominant SNPs. We observed that 
these specific and predominant SNPs were distributed across 
all chromosomes (Figure 1B and 1C). The ΔAF values of 
these SNPs ranged from 0.5 to 1.0, with the majority falling 
within the 0.5 to 0.6 range (illustrated in Figure 1D-1G). 
Furthermore, we identified 263 genes shared among the 
DEGs, DEPs, and candidate genes (Figure 1A).

Investigation of SNPs in DEGs related to skeletal 
muscle development
We conducted a GO enrichment analysis of the overlapping 
DEGs to investigate SNPs present in the DEGs associated 
with skeletal muscle growth. This analysis revealed that 3,499 
overlapping genes were significantly enriched in 1,481 bio-
logical processes, 246 cell components, and 151 molecular 
functions (Supplementary Table S1). Focusing specifically 
on skeletal muscle development, a type of striated muscle, 
we focused on the biological processes relevant to this area. 
We identified seven striated muscle biological process-related 
GO terms, encompassing striated muscle cell differentiation, 
development, tissue development, contraction, adaptation, 
hypertrophy, and negative regulation of muscle contraction. 
Among these categories, 145 genes were identified, includ-
ing a significant number of SNPs: 5,983 TIBP-specific and 
16,894 predominant SNPs, along with 433 LWP-specific 
and 7,072 predominant SNPs (Supplementary Table S2). 
These SNPs were classified into 13 distinct types, including 
missense, synonymous, 5' prime untranslated regions (UTR), 
and 3' prime UTR variations. The majority of these SNP 
were variations in the intronic region, accounting for 66.2% 
of the total. Supplementary Table S3 presents a detailed 
breakdown of each SNP type, providing a thorough under-
standing of the SNP landscape in DEGs associated with 
skeletal muscle development.
  We identified 145 genes, including two members of the 
MRF family (MYF5 and MYF6) and three main members of 
the MEF family (MEF2A, MEF2C, and MEF2D), which are 
key to skeletal muscle development. Additionally, genes such 
as MSTN, which act as negative regulators of muscle devel-
opment, were identified. SNPs located in the exonic, splice, 
and regulatory regions, including synonymous, missense, 
splice region, 3' prime UTR, and 5' prime UTR, as well as 

downstream and upstream variations, can significantly in-
fluence gene structure and function. Breed-specific SNPs are 
crucial in defining breed-specific traits. Therefore, we focused 
on genes containing TIBP-specific SNPs in regulatory and/or 
coding regions, especially those with allele frequencies exceed-
ing 0.80. This led to the discovery of several genes harboring 
multiple regulatory and/or coding region TIBP-specific 
SNPs with allele frequencies greater than 0.8. Table 1 presents 
detailed information on these SNPs. The genes identified in-
clude MYF5, MYOF, and ASB2 (implicated in striated muscle 
cell differentiation); PDE9A (associated with striated muscle 
hypertrophy); SDC1, PDGFRA, MYOM2, ACVR1, and ZIC3 
(involved in striated muscle cell development); COL11A1, 
TGFBR1, EDNRA, and TGFB2 (contributing to striated 
muscle tissue development); PDE4D, PGAM2, GRK2, and 
SCN4B (related to striated muscle contraction); and CACNA1S 
and MYL4 (associated with striated muscle adaptation).
  KEGG pathway analysis revealed significant enrichment 
of over-represented genes across 118 distinct pathways, as 
detailed in Supplementary Table S4. These pathways encom-
pass critical biological processes, including energy 
production (such as metabolic pathway, carbon metabolism, 
citrate cycle, and pyruvate metabolism), fat metabolism (fat-
ty acid metabolism and fatty acid degradation), adipocyte 
differentiation (PPAR signaling pathway), actin dynamics 
(regulation of actin cytoskeleton), and amino acid metabo-
lism (biosynthesis of amino acids, valine, leucine, and 
isoleucine degradation, arginine biosynthesis, arginine, and 
proline metabolism). Several signaling pathways, including 
insulin [11], AMPK [19], FoxO [10], PI3K-Akt [20], ERBB 
[21], HIF-1 [22], MAPK [23], and P53 signaling pathways 
[24], play roles in various biological processes, notably in 
protein synthesis and degradation via regulation of the mTOR 
signaling pathway. Consequently, we identified 22 genes in-
volved in the mTOR signaling pathway. This set included 
genes such as IGF1, INSR, IRS3, PIK3R2, SGK1, AKT2, SKP2, 
MDM2, RPS6KB2, RHEB, EIF4EBP1, SHC1, RAF1, FOXO1, 
MAP2K2, MKNK2, STK11, AKT1S1, RB1CC1, ULK1, ERBB2, 
and GAB1, which collectively harbor 3,915 specific and pre-
dominant SNPs (Supplementary Table S5). Supplementary 
Table S6 presents detailed classifications of these SNP types. 
Further analysis of allele frequencies revealed that genes 
such as IGF1, FOXO1, and EIF4EBP1 possess functionally 
significant TIBP-specific SNPs with allele frequencies exceed-
ing 0.80, as shown in Table 2. Notably, IGF1 includes several 
SNP types in regulatory regions, including the 5' prime UTR, 
upstream, 3' prime UTR, and downstream regions.

Investigation of SNPs in DEPs related to skeletal 
muscle development
Our GO enrichment analysis of the 628 overlapping DEPs 
identified significant enrichment across 270 biological pro-
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cesses, 177 cell components, and 95 molecular function 
terms, as detailed in Supplementary Table S7. This analysis 
revealed four biological processes related to the GO terms 
associated with striated muscle, including striated muscle 
cell development, hypertrophy, contraction, and adaptation. 
Within these categories, 23 genes were identified. These genes 
collectively harbored 3,114 specific and predominant SNPs, 

which are cataloged in Supplementary Table S8. These SNPs 
spanned 12 distinct SNP types, with a notable majority being 
intergenic region variations, accounting for 57.1%, as out-
lined in Supplementary Table S9. An examination of allele 
frequencies highlighted several significant findings: one up-
stream TIBP-specific SNP in the MYL4 genes with 0.93 
allele frequency, a splice region variant and intron TIBP-

Table 1. Tibetan pigs-specific single nucleotide polymorphisms in regulatory and/or coding regions harbored by differentially expressed genes re-
lated to skeletal muscle development

Chrom Position SNP type Gene name Ref allele Alt allele
Allele frequency of Alt allele

TIBP LWP

1 240,842,119 Upstream TGFBR1 C T 0.81 0.00
2 5,208,908 Upstream GRK2 T C 0.83 0.00
2 5,208,922 Upstream GRK2 T C 0.82 0.00
2 5,208,923 Upstream GRK2 G A 0.82 0.00
3 118,010,986 3' Prime UTR SDC1 G A 0.81 0.00
4 115,749,645 Synonymous COL11A1 C T 0.93 0.00
5 100,755,208 Synonymous MYF5 C G 0.84 0.00
7 115,249,986 Upstream ASB2 A G 0.90 0.00
7 115,250,009 Upstream ASB2 A G 0.90 0.00
7 115,250,023 Upstream ASB2 G A 0.89 0.00
7 115,250,304 Upstream ASB2 A G 0.86 0.00
7 115,250,849 Upstream ASB2 A G 0.90 0.00
7 115,250,890 Upstream ASB2 A C 0.88 0.00
7 115,250,903 Upstream ASB2 T C 0.89 0.00
8 40,994,493 Synonymous PDGFRA T C 0.99 0.00
8 40,994,827 Synonymous PDGFRA C T 0.87 0.00
8 41,009,677 Synonymous PDGFRA T C 0.94 0.00
8 81,210,043 Upstream EDNRA A G 1.00 0.00
8 81,277,681 Upstream EDNRA A G 0.89 0.00
8 81,278,079 Upstream EDNRA A T 0.83 0.00
9 45,468,105 Upstream SCN4B T C 0.89 0.00
9 45,468,285 Upstream SCN4B T C 0.90 0.00
9 45,468,683 Upstream SCN4B T C 0.88 0.00
10 8,436,053 Downstream TGFB2 T G 0.81 0.00
10 23,568,482 Upstream CACNA1S G C 0.95 0.00
12 16,774,572 Upstream MYL4 G A 0.93 0.00
13 205,937,377 Upstream PDE9A T C 0.83 0.00
13 205,997,808 Upstream PDE9A T C 0.84 0.00
13 206,000,181 5' Prime UTR PDE9A T C 0.86 0.00
13 206,000,259 5' Prime UTR PDE9A T C 0.84 0.00
13 206,033,545 Missense PDE9A T G 0.87 0.00
13 206,034,864 3' Prime UTR PDE9A T C 0.89 0.00
14 10,494,0521 Upstream MYOF A C 0.87 0.00
15 33,537,058 Splice region & intron MYOM2 G A 0.86 0.00
15 64,749,414 Upstream ACVR1 T A 0.92 0.00
15 64,750,217 3' Prime UTR ACVR1 T A 0.92 0.00
15 64,750,438 3' Prime UTR ACVR1 T C 0.94 0.00
15 64,756,963 3' Prime UTR ACVR1 G A 0.93 0.00
15 64,824,052 Upstream ACVR1 A G 0.80 0.00
16 38,183,547 5' Prime UTR PDE4D T C 0.93 0.00
18 48,694,221 5' Prime UTR premature start codon gain PGAM2 G A 0.83 0.00
18 48,694,249 5' Prime UTR PGAM2 A G 0.86 0.00
18 48,694,283 5' Prime UTR PGAM2 T A 0.82 0.00
19 112,597,017 3' Prime UTR ZIC3 A G 0.97 0.00

SNPs, single nucleotide polymorphisms; TIBP, Tibetan pig; LWP, Large White pig; UTR, untranslated regions. 
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specific SNP in the MYOM2 gene with an allele frequency of 
0.86, and two 5' prime UTR plus one 5' prime UTR prema-
ture start codon gain TIBP-specific SNPs in PGAM2, averaging 
an allele frequency of 0.84.
  KEGG pathway analysis revealed significant enrichment 
in 51 over-represented pathways, as detailed in Supple-
mentary Table S10. These pathways encompass a broad 
range of biological functions, including energy production 
(e.g., metabolic pathways, carbon metabolism, and citrate 
cycle), fat metabolism (such as fatty acid metabolism and 
fatty acid degradation), and amino acid metabolism (in-
cluding biosynthesis of amino acids, valine, leucine, and 
isoleucine degradation, arginine biosynthesis, arginine, 
and proline metabolism). Furthermore, pathways integral 
to protein synthesis and degradation were highlighted, notably 
the insulin and HIF-1 signaling pathways. Within the realm 
of these pathways, genes such as EIF4EBP1, EIF4E2, and 
EIF4E have been identified as being involved in the mTOR 
signaling pathway.

SNP analysis of shared genes in DEGs and DEPs linked 

to skeletal muscle development
In our study, we delved deeper into the shared genes found 
between DEGs and DEPs that play roles in biological pro-
cesses associated with striated muscle development. The 
results revealed that 18 genes were overlapped. These are 
CASQ1, MYOM2, TPM1, ACTA1, CAPN3, NEB, and MYOZ1 
(involved in striated muscle cell development); TCAP, 
RAP1GDS1, ATP2B4, LMCD1, and TWF1 (associated with 
striated muscle hypertrophy); and TNNC2, MYL4, ATP2A1, 
PGAM2, HOMER1, and STAC3 (related to striated muscle 
contraction). A total of 2,930 specific and pedominant SNPs 
were identified within these genes (Supplementary Table 
S11). Notably, several of these genes harbored functionally 
significant specific and predominant SNPs, with ΔAF ex-
ceeding 0.80. These included genes such as TPM1, CAPN3, 
RAP1GDS1, MYOZ1, MYOM2, and PGAM2, as detailed in 
Table 3. Specifically, the CAPN3 gene contained four syn-
onymous and three 5' prime UTR TIBP-predominant SNPs; 
the MYOM2 gene had five synonymous and one splice re-
gion variant and intron TIBP-predominant SNPs; and the 
PGAM2 gene included one 5' prime UTR premature start 

Table 2. Tibetan pig-specific single nucleotide polymorphisms in the regulatory region harbored by differentially expressed genes involved in the 
mTOR signaling pathway

Chrom Position SNP type Gene name Ref allele Alt allele
Allele frequency of Alt allele

TIBP LWP

5 81,778,318 5' Prime UTR IGF1 C T 0.88 0.00
5 81,780,796 Upstream IGF1 C A 0.82 0.00
5 81,780,814 Upstream IGF1 G T 0.81 0.00
5 81,833,004 3' Prime UTR IGF1 A G 0.91 0.00
5 81,833,429 3' Prime UTR IGF1 T C 0.90 0.00
5 81,835,111 3' Prime UTR IGF1 T C 0.81 0.00
5 81,835,227 3' Prime UTR IGF1 T C 0.84 0.00
5 81,835,258 3' Prime UTR IGF1 A G 0.84 0.00
5 81,835,979 3' Prime UTR IGF1 T C 0.86 0.00
5 81,836,365 Downstream IGF1 T C 0.84 0.00
5 81,836,499 Downstream IGF1 C A 0.83 0.00
5 81,836,534 Downstream IGF1 T C 0.83 0.00
5 81,836,638 Downstream IGF1 G A 0.82 0.00
5 81,849,343 3' Prime UTR IGF1 T A 0.93 0.00
5 81,853,114 Downstream IGF1 A T 0.91 0.00
5 81,853,171 Downstream IGF1 A G 0.94 0.00
5 81,853,172 Downstream IGF1 G A 0.94 0.00
5 81,853,917 Downstream IGF1 T A 0.88 0.00
5 81,908,700 3' Prime UTR IGF1 G T 0.99 0.00
5 81,909,169 3' Prime UTR IGF1 C A 0.96 0.00
5 81,910,107 Downstream IGF1 A G 0.96 0.00
11 15,319,209 3' Prime UTR FOXO1 T C 0.94 0.00
11 15,319,295 3' Prime UTR FOXO1 A G 0.94 0.00
11 15,319,643 3' Prime UTR FOXO1 T C 0.94 0.00
11 15,320,069 3' Prime UTR FOXO1 G A 0.93 0.00
11 15,320,117 3' Prime UTR FOXO1 T C 0.94 0.00
15 48,422,881 Upstream EIF4EBP1 T C 0.85 0.00

mTOR, mechanistic target of rapamycin kinase; SNP, single nucleotide polymorphism; TIBP, Tibetan pig; LWP, Large White pig; UTR, untranslated regions.
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codon gain, two 5' prime UTR TIBP-specific SNPs, four 5' 
prime UTR SNPs, one 5' prime UTR premature start codon 
gain and one synonymous LWP-predominant SNP.
  Additionally, EIF4EBP1 emerged as a shared gene among 
both DEGs and DEPs, as identified in our KEGG pathway 
analysis. The EIF4EBP1 gene was found to contain 22 TIBP-
specific SNPs, comprising 20 intronic variations and two 
upstream variations. Within the TIBP population, the SNPs 
exhibited an average allele frequency of 0.76, highlighting 
their genetic distinctiveness and potential functional impact 
in this breed.

DISCUSSION

Our study presents a novel approach for identifying genes 

that influence growth rates by examining the frequency of 
genomic SNPs within DEGs and DEPs. This method was 
applied to two genetically divergent pig breeds at critical 
stages of growth. Our findings, which revealed a substantial 
number of DEGs and DEPs with significant SNP frequency 
differences between the TIBP and LWP breeds, particularly 
in genes associated with muscle development, highlight the 
genetic factors that contribute to variations in muscle growth 
traits. We focused on analyzing the SNP frequency in DEGs 
and DEPs in 60-day-old embryonic muscle tissues from the 
TIBP and LWP breeds. This developmental stage is crucial 
as it marks the formation of primary muscle fibers and lays 
the foundation for postnatal growth [4]. The genes identified 
at this stage may play a pivotal role in determining the dif-
ferences in myofiber formation between breeds. In the context 

Table 3. Specific and predominant single nucleotide polymorphisms in regulatory and/or coding regions harbored by shared genes among DEGs 
and DEPs related to skeletal muscle development

Chrom Position SNP type Gene name Ref allele Alt 
allele

Allele frequency of Alt allele
ΔAF

TIBP LWP

1 108,987,504 3' Prime UTR TPM1 T C 0.91 0.11 0.81
1 128,960,185 3' Prime UTR CAPN3 G A 0.93 0.05 0.88
1 129,012,944 Synonymous CAPN3 C A 0.87 0.03 0.85
1 129,013,136 Synonymous CAPN3 C T 0.86 0.03 0.83
1 129,013,139 Synonymous CAPN3 T C 0.86 0.03 0.83
1 129,013,184 Synonymous CAPN3 G A 0.84 0.03 0.82
1 129,013,317 5' Prime UTR CAPN3 T C 0.89 0.03 0.86
1 129,013,319 5' Prime UTR CAPN3 C T 0.89 0.03 0.86
1 129,013,515 Upstream CAPN3 G T 0.89 0.03 0.86
1 129,013,788 Upstream CAPN3 G T 0.85 0.03 0.83
1 129,014,494 Upstream CAPN3 T C 0.85 0.03 0.82
8 121,866,237 Upstream RAP1GDS1 G A 0.90 0.03 0.87
8 121,866,622 Upstream RAP1GDS1 A G 0.91 0.05 0.86
8 121,867,490 3' Prime UTR RAP1GDS1 T C 0.91 0.03 0.88
8 121,868,433 3' Prime UTR RAP1GDS1 A C 0.88 0.03 0.85
12 16,774,572 Upstream MYL4 G A 0.93 0.00 0.93
14 76,452,928 5' Prime UTR MYOZ1 A C 0.06 0.97 0.91
15 33,537,058 Splice region & intron MYOM2 G A 0.86 0.00 0.86
15 33,569,852 Synonymous MYOM2 T C 0.86 0.05 0.81
15 33,574,636 Synonymous MYOM2 T C 0.86 0.05 0.81
15 33,577,752 Synonymous MYOM2 T C 0.86 0.05 0.81
15 33,577,812 Synonymous MYOM2 C T 0.93 0.11 0.82
15 33,606,405 Synonymous MYOM2 T C 0.87 0.05 0.82
15 33,607,063 Downstream MYOM2 G A 0.88 0.05 0.83
15 33,607,875 Downstream MYOM2 C T 0.89 0.06 0.83
18 48,694,221 5' Prime UTR Premature start codon gain PGAM2 G A 0.83 0.00 0.83
18 48,694,249 5' Prime UTR PGAM2 A G 0.86 0.00 0.86
18 48,694,283 5' Prime UTR PGAM2 T A 0.82 0.00 0.82
18 48,701,904 5' Prime UTR PGAM2 C A 0.03 0.95 0.91
18 48,709,016 5' Prime UTR PGAM2 G A 0.04 0.97 0.93
18 48,709,414 5' Prime UTR PGAM2 C G 0.02 0.94 0.92
18 48,710,042 5' Prime UTR Premature start codon gain PGAM2 C T 0.04 0.84 0.81
18 48,710,267 5' Prime UTR PGAM2 C G 0.04 0.97 0.93
18 48,712,707 Synonymous PGAM2 C A 0.04 0.94 0.90

DEGs, differentially expressed genes; DEPs, differentially expressed proteins; SNP, single nucleotide polymorphism; TIBP, Tibetan pig; LWP, Large White pig; 
UTR, untranslated regions; AF, allele frequency differences.
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of population genetics, disparities in traits between breeds 
are fundamentally attributed to variations in allele frequencies. 
Therefore, the detection of genomic SNP frequencies in DEGs 
and DEPs offers invaluable insights and aids in the identifi-
cation of potential causative genes that govern muscle growth 
and development.

Potentially crucial DEGs related to skeletal muscle 
growth
The MRF and MEF families are pivotal in muscle cell differ-
entiation and development and play central roles in the 
regulation of myogenesis [9]. Notably, in our study, two 
members of the MRF family, MYF5 and MYF6, and three 
principal members of the MEF family, MEF2A, MEF2C, and 
MEF2D, emerged as DEGs. Intriguingly, these genes harbored 
multiple TIBP- and LWP-specific and predominant SNPs. 
Moreover, MSTN, a member of the transforming growth 
factor beta (TGF-β) superfamily produced by skeletal muscle, 
acts as a key inhibitor of muscle growth. The occurrence of 
myostatin mutations across various mammalian species, 
which lead to muscle hypertrophy, underscores its vital role 
in modulating muscle development and size. Our study 
further identified MSTN as a DEG containing several TIBP- 
and LWP-specific and predominant SNPs. This finding aligns 
with previous research, underscoring the significance of 
these genes in muscle fiber formation and potentially eluci-
dating the observed disparities in muscle growth rates between 
the TIBP and LWP breeds.
  The discovery of SNPs within the regulatory and/or coding 
regions of DEGs and DEPs associated with muscle growth 
is a key achievement of our study. Particularly noteworthy 
were the TIBP- and LWP-specific and predominant SNPs 
that exhibited marked ΔAF between the TIBP and LWP 
breeds. These SNPs potentially contribute to the slower 
muscle growth observed in TIBP than in LWP. SNPs located 
upstream, 3' prime UTR, 5' prime UTR, downstream, and 
splice regions have the potential to modulate gene expression 
levels and patterns [25]. Their influences on post-transcrip-
tional regulation, particularly affecting mRNA stability and 
translation efficiency, may play a crucial role in driving 
phenotypic disparities in muscle development observed 
between the TIBP and LWP breeds. Furthermore, SNPs in 
coding regions, such as missense variations, can alter amino 
acid sequences [26], thereby influencing the structure and 
functionality of proteins vital for muscle development. 
Even synonymous SNPs, traditionally thought to be silent, 
can affect gene expression and protein folding, as indicated 
in a recent study [27].
  In this study, we observed that GRK2, ASB2, PDGFRA, 
ACVR1, PGAM2, IGF1, and FOXO1 were DEGs containing 
several TIBP-specific SNPs in regulatory and/or coding re-
gions with allele frequencies greater than 0.8. GRK2 plays a 

crucial role in skeletal muscle development and differentia-
tion, primarily by regulating key signaling pathways, such as 
p38MAPK and Akt. Studies in various models, including 
Drosophila and mice, have shown that alterations in GRK2 
levels can lead to defects in muscle differentiation, changes 
in muscle fiber size, and impaired muscle function. Thus, 
balanced GRK2 activity is essential for proper myogenic 
processes and skeletal muscle growth [28]. ASB2 functions 
as a negative regulator of skeletal muscle mass, influenced 
by the TGF-β signaling network, and follistatin-based in-
terventions, which modulate TGF-β network activity, lead 
to decreased ASB2 expression, promoting muscle hyper-
trophy [29].
  PDGFRA plays a pivotal role in directing stem cell fate 
toward the paraxial mesoderm, which is essential for the 
formation of myogenic precursor cells [30,31]. ACVR1 plays 
a significant role in myogenic differentiation, as demonstrated 
by its mutation (Acvr1R206H/+) negatively affecting this 
process. The mutation in fibro/adipogenic progenitors (FAPs) 
impairs their ability to support the myogenic potential of 
muscle satellite cells (MuSCs), leading to reduced fusion and 
formation of myofibers. Conversely, healthy FAPs can ame-
liorate the impaired myogenic morphology of mutant MuSCs, 
and the ACVR1 signaling pathway, especially in the context 
of the transforming growth factor beta/bone morphogenetic 
protein (TGFβ/BMP) pathway, is crucial, as the dysregulation 
of components such as BMP2 and Noggin in FAP-conditioned 
media is associated with impaired muscle regeneration and 
differentiation [32]. PGAM2, a key glycolytic enzyme highly 
expressed in skeletal muscle, is critical for myogenic differ-
entiation. Mutations in PGAM2, such as the K176R alteration, 
lead to impaired myogenic differentiation and reduced cel-
lular glycolysis and mitochondrial function, as evidenced in 
CRISPR-engineered C2C12 myogenic cells [33].
  IGF1 plays a pivotal role in regulating the growth and 
maintenance of skeletal muscles. It promotes muscle protein 
synthesis through the PI3K/Akt/mTOR and PI3K/Akt/GSK3β 
pathways and inhibits muscle atrophy by suppressing E3 
ubiquitin ligases via the PI3K/Akt pathway, thereby reduc-
ing protein degradation in the ubiquitin-proteasome system 
[20]. FoxO1, a member of the FoxO family, is a crucial tran-
scription factor in skeletal muscle that plays a dual role in 
muscle growth and differentiation. While some studies suggest 
that FoxO1 acts as a negative regulator of skeletal muscle dif-
ferentiation, others highlight its importance in myoblast 
fusion [34]. Furthermore, the co-occurrence of SNPs in both 
the regulatory and coding regions underscores the genetic 
complexity of muscle development in pigs. This complexity 
suggests a multilayered regulation of key genes that influence 
muscle growth through both transcriptional and post-tran-
scriptional mechanisms.
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Shared genes between DEGs and DEPs potentially 
crucial for skeletal muscle growth
In addition, our focus was extended to genes that were both 
DEGs and DEPs related to skeletal muscle growth, and pos-
sessed TIBP- and LWP-specific and predominant SNPs in 
regulatory and/or coding regions with ΔAF greater than 0.8. 
Concurrent changes in the levels of the gene and its protein 
indicate that the function of this gene is critical under certain 
conditions [35]. In our study, CAPN3, MYOM2, and PGAM2 
were identified in this category.
  CAPN3 is the only muscle-specific calpain that plays an 
important role in the promotion of calcium release from 
skeletal muscle fibers, calcium uptake by the sarcoplasmic 
reticulum, muscle formation, and muscle remodeling [36]. 
We discovered four synonymous, three 5' prime UTR, and 
three upstream TIBP-predominant SNPs in the CAPN3 gene, 
suggesting a significant role in the growth disparities between 
the TIBP and LWP breeds.
  Five synonymous TIBP-predominant SNPs were detected 
in MYOM2 in this study. MYOM2 plays a significant role in 
skeletal muscle function. It is involved in the structure and 
integrity of the muscle sarcomere, particularly at the M-line, 
where it contributes to the assembly and stabilization of thick 
filaments. MYOM2 interacts with other sarcomeric proteins 
to maintain the proper alignment and function of the sarco-
mere during muscle contraction. Mutations or dysregulation 
of MYOM2 can affect muscle strength and may be implicated 
in various muscle disorders [37].
  PGAM2, a crucial glycolytic enzyme highly expressed in 
skeletal muscle and essential for myogenic differentiation 
[33], exhibited two 5' prime UTR premature start codon 
gains, six 5' prime UTR, and one synonymous TIBP-specific 
and LWP-predominant SNPs. These findings underscore the 
potential critical role of these genes in the differences in pri-
mary fiber development between the TIBP and LWP breeds, 
highlighting their importance in skeletal muscle growth and 
development.

Toward a holistic understanding of genetic 
determinants in skeletal muscle development across 
life stages in TIBP and LWP breeds
This study synergistically combined DEGs and DEPs from 
the critical stage of primary myofiber formation with genomic 
data to uncover potential causative genes for the differences 
in skeletal muscle growth between the TIBP and LWP breeds. 
However, it is important to recognize that skeletal muscle 
development is a polygenic trait exhibiting varied character-
istics across different stages of life. For example, during the 
prenatal phase, the development of skeletal muscle primarily 
involves an increase in myofiber numbers, beginning with 
the formation of primary myofibers, followed by secondary 
myofibers [5]. Conversely, postnatal muscle growth is pre-

dominantly characterized by hypertrophy of existing fibers 
[38,39]. Therefore, a joint analysis that encompasses DEGs 
and DEPs from multiple developmental stages, combined 
with genomic data, would enable more thorough and in-
sightful exploration. This integrative approach is crucial for 
identifying the genes responsible for the observed differences 
in skeletal muscle development between the TIBP and LWP 
breeds, thereby providing a complete understanding of the 
genetic factors influencing muscle growth across different 
life stages.

CONCLUSION
 
In this study, we conducted an extensive investigation of 
SNPs present in DEGs and DEPs during the prenatal stage, 
focusing particularly on TIBP- and LWP-specific and pre-
dominant SNPs in regulatory and/or coding regions with 
marked ΔAF between the TIBP and LWP breeds. The iden-
tified DEGs and DEPs were significantly involved in the 
biological process of skeletal muscle growth. These included 
genes such as MYF5, MYOF, ASB2, PDE9A, SDC1, PDGFRA, 
MYOM2, ACVR1, ZIC3, COL11A1, TGFBR1, EDNRA, 
TGFB2, PDE4D, PGAM2, GRK2, SCN4B, CACNA1S, MYL4, 
CAPN3, and RAP1GDS1, as well as genes in the protein syn-
thesis signaling pathway, such as IGF1 and FOXO1. These 
genes have been proposed as potential causal factors that 
contribute to the divergence in skeletal muscle growth between 
the TIBP and LWP breeds. Our findings offer significant 
insights into the mechanisms underlying skeletal muscle 
development and provide valuable information for pig breed-
ing strategies aimed at enhancing meat production.
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			Table S1 Enrichment GO terms of overlapping DEGs..


			Source			GO terms			Term id			Adjusted P value			Gene numbers			Genes


			GO:BP			organelle organization			GO:0006996			4.61E-46			811			ABCB6,ABL1,ABLIM2,ABLIM3,ACOT8,ACTA1,ACTC1,ACTN2,ACTR3,ADD3,AFAP1,AFG3L2,AIFM1,AJUBA,AKAP11,AKT2,ALS2CL,AMOT,ANKFY1,ANKRD23,ANLN,ANTXR1,ANXA2,ANXA8,AP1S1,APC2,APITD1,APOE,APOO,AQP11,ARFIP2,ARHGAP12,ARHGAP44,ARHGEF10,ARHGEF10L,ARHGEF17,ARHGEF19,ARHGEF2,ARHGEF9,ARL8B,ARMC9,ARPC5,ARPIN,ASAP3,ASB2,ASPM,ATAT1,ATF5,ATG4D,ATG9A,ATL2,ATL3,ATM,ATP2A1,ATP5IF1,ATR,ATXN3,AUP1,AURKB,AVIL,BAIAP2L2,BAIAP3,BBS12,BBS2,BBS5,BBS7,BCAP31,BCL6,BCL7B,BCR,BID,BIN1,BLM,BLOC1S4,BLZF1,BMP7,BNIP3,BNIP3L,BRCA1,BRCA2,BRIP1,BST1,BUB1,BUB1B,C7H6ORF125,CACNA1S,CALCOCO2,CALR,CAPG,CAPN3,CAPN6,CAPZA1,CAPZA2,CASQ1,CAV2,CAVIN3,CC2D2A,CCDC141,CCDC40,CCDC47,CCDC65,CCDC88A,CCDC88C,CCNB1,CCNB2,CCNE2,CCNF,CCP110,CCT6A,CDC14B,CDC20,CDC25B,CDC42BPG,CDC42EP3,CDC45,CDC6,CDCA2,CDCA5,CDH2,CDK1,CDK2AP2,CDK5R1,CDS1,CDT1,CENPE,CENPH,CENPI,CENPJ,CENPT,CEP131,CEP152,CEP192,CEP76,CEP85,CFAP20,CFL1,CHCHD10,CHCHD2,CHCHD3,CHD1L,CHD3,CHEK1,CHTF18,CIB1,CIDEC,CIT,CKAP2,CKAP5,CKB,CKS2,CLIP1,CLIP3,CLIP4,CLN6,CLUH,CNN1,CNN3,CNOT6,CNOT6L,CNTLN,CNTROB,CORO1B,CORO1C,CORO2B,CORO6,COX10,COX17,CPLANE1,CPLANE2,CRACD,CRMP1,CROCC,CSDE1,CSF3,CSRP2,CTC1,CTNNA1,CUL3,CUL7,CYFIP2,CYRIB,DAAM1,DCN,DCP2,DCX,DDHD2,DDRGK1,DDX1,DDX3X,DES,DIAPH1,DIAPH2,DIAPH3,DISC1,DLC1,DLG4,DLGAP5,DNAAF5,DNAJA3,DNAJC19,DNM1,DNMT1,DOCK7,DRC1,DST,DSTN,DTNBP1,DVL1,DYM,DYNC2I2,DYNLL1,DZIP1,EDNRA,EFHC1,EFS,EGF,EHD4,EHMT2,EIF2D,EMC2,EMC3,EMC7,EME1,EMG1,EML4,ENDOG,EPAS1,EPB41L1,EPB41L2,EPB41L3,EPHA3,EPS8,ESAM,ESCO1,ESPL1,EXT1,EYA2,EZH2,EZR,FAM110A,FAM162A,FAM171A1,FANCA,FANCD2,FANCM,FBF1,FBXL4,FBXO5,FBXW5,FBXW8,FCHSD1,FCHSD2,FEN1,FER,FES,FGD1,FHIP1B,FHL3,FHOD1,FHOD3,FIGNL1,FITM1,FLNB,FLNC,FMNL1,FMNL2,FMNL3,FNBP1L,FOXJ1,FRMD6,FSCN1,FYCO1,FZD10,GAB1,GABARAPL2,GAS2L3,GBA2,GEN1,GHITM,GINS3,GJA1,GMFB,GNAI1,GOLM1,GPR143,GPSM2,GRAMD2A,GRID2,HAUS5,HAUS6,HCLS1,HGF,HIGD1A,HIGD1B,HIGD2A,HIP1,HJURP,HK2,HOOK2,HSD17B10,HSF4,HSPA1L,IER3,IFT122,IFT140,IFT27,IFT43,IFT46,IFT57,IFT80,IFT88,IMMT,INCENP,INSR,INTU,IQCB1,IQGAP2,ITGB1,JAM3,KANK3,KAT2B,KDR,KIAA0586,KIAA0753,KIAA1614,KIF11,KIF14,KIF15,KIF18A,KIF18B,KIF20A,KIF20B,KIF22,KIF23,KIF24,KIF27,KIF2A,KIF2C,KIF3A,KIF3B,KIF4A,KIFC1,KIT,KLHDC8B,KLHL24,KRT18,LARP4,LETM1,LIMK1,LMNB1,LMNB2,LMOD2,LNPK,LOC100155138,LOC100158003,LOC100510930,LOC100513346,LOC100519098,LOC100523684,LOC100627175,LOC100736765,LONP2,LPCAT3,LRRC4,LRRC4B,LRRK2,MACF1,MAK,MAN2A1,MAP1A,MAP1B,MAP1LC3A,MAP1LC3B,MAP1S,MAP2,MAP3K20,MAP4,MAP6,MAPRE1,MAPT,MASTL,MAVS,MCM2,MCM3,MCM4,MCM5,MCM8,MCOLN1,MDK,MEF2A,MEIOB,MET,MFN2,MGME1,MICAL1,MICAL3,MICOS13,MID1,MID1IP1,MIGA1,MIGA2,MKI67,MKKS,MKS1,MND1,MNS1,MPHOSPH9,MRE11,MSH2,MSH4,MTBP,MTERF3,MTFP1,MTM1,MUL1,MYBL2,MYH14,MYO16,MYO18B,MYO1B,MYO7A,MYOM2,MYOZ1,MYPN,NAA10,NAA50,NABP2,NASP,NAV1,NAV2,NAV3,NCAPD2,NCAPD3,NCAPG,NCAPG2,NCAPH,NCKAP5,NCKAP5L,ND4,NDC1,NDC80,NDUFA1,NDUFA10,NDUFA11,NDUFA12,NDUFA2,NDUFA9,NDUFAB1,NDUFAF1,NDUFAF3,NDUFAF4,NDUFAF5,NDUFAF6,NDUFB1,NDUFB3,NDUFB5,NDUFB6,NDUFB7,NDUFB8,NDUFB9,NDUFS1,NDUFS2,NDUFS4,NDUFS7,NEB,NEFL,NEK1,NEK2,NEK6,NES,NEURL1,NEXN,NIN,NINL,NME6,NOCT,NOTCH2,NRAP,NSFL1C,NSL1,NTMT1,NTRK3,NUDCD3,NUF2,NUP107,NUP133,NUP205,NUP93,OBSL1,ODAD4,ODF2,OFD1,OGT,OMA1,OPHN1,OPTN,OXA1L,PACSIN3,PAK3,PARD6G,PARK7,PARP3,PARVA,PARVB,PATL1,PCLAF,PDCD5,PDE3A,PDGFRA,PDLIM2,PDLIM5,PELO,PEX2,PFN1,PGM5,PHACTR3,PHB2,PHF13,PHLDB2,PIK3R2,PINK1,PIP4K2A,PIP4K2C,PKD2,PLCB1,PLEKHF1,PLEKHH2,PLEKHM1,PLEKHM2,PLK1,PLK3,PLS3,PLXNA3,PNPLA2,POC1A,POC1B,POLDIP2,POLG,POT1,PPARGC1A,PPARGC1B,PPIF,PPL,PPM1F,PPP1R9A,PRDX3,PRKAR1A,PRKCD,PRKCI,PRKCQ,PRKCZ,PRKD1,PRRT2,PSMC3IP,PTGES3,PTGFRN,PTK2B,PTK7,PTPRD,PTPRN,PTPRS,PTTG1,RAB10,RAB13,RAB29,RAB34,RAB3A,RAB7A,RAB8B,RABEP2,RAC2,RACGAP1,RAD21,RAD51,RAD51AP1,RAF1,RANBP10,RANBP9,RAP1GDS1,RAPGEF3,RB1CC1,RECQL,RECQL4,REEP1,REEP4,RETREG1,RFC3,RFC5,RGCC,RGS14,RHOD,RHOF,RHOU,RHPN2,RIF1,RMI2,RND2,ROCK2,RPA2,RTKN,RUBCN,S1PR1,S1PR2,SAMM50,SASS6,SBDS,SDC1,SDHAF2,SEC23A,SEC24D,SEC31B,SEC61A1,SELENON,SEMA3E,SEPTIN1,SEPTIN2,SEPTIN6,SEPTIN7,SEPTIN9,SERPINE2,SESN2,SGO1,SGO2,SH3GLB1,SH3PXD2B,SHC1,SHROOM2,SHTN1,SIK3,SIPA1L1,SIRT2,SKA1,SLAIN2,SLC25A4,SLC4A7,SLF1,SLIRP,SLIT2,SMARCA5,SMC2,SMC4,SMC6,SMG5,SMTNL2,SMURF1,SNAP91,SNX30,SNX7,SORT1,SOX9,SPAG5,SPART,SPC25,SPDL1,SPEF1,SPEF2,SPG11,SPG7,SPHK1,SPICE1,SPRY2,SPTAN1,SPTB,SQLE,SQSTM1,SRC,SRF,SRGAP2,SRPX,SS18,SSH1,SSX2IP,STIL,STING1,STMN1,STMN2,STOX1,STX11,STX1B,STXBP1,STXBP6,SUN2,SUPV3L1,SVIL,SWAP70,SYCP2,SYNE3,SYNPO2,SYNPO2L,SYT9,TACC1,TACC3,TAPT1,TASOR,TAX1BP3,TBCK,TBPL1,TCAP,TCF7L2,TCIRG1,TCTN3,TDRKH,TEK,TEKT1,TESK1,TESK2,TEX14,TFEB,TFRC,TGFB1,TGFB3,TGFBR1,THSD7A,TIA1,TIGAR,TIMM44,TIMM50,TLN2,TMED3,TMEFF2,TMEM107,TMEM126A,TMEM231,TMEM38A,TMEM43,TMEM67,TMEM9,TMOD4,TMSB10,TMSB15A,TMSB15B,TNNT2,TOMM34,TOMM40,TOMM40L,TOMM7,TOP2A,TOP2B,TP53INP2,TPCN2,TPM1,TPM2,TPRKB,TPX2,TRAF3IP1,TRAK1,TRAM1,TRAPPC2L,TREX1,TRIM36,TRIP10,TSPO,TTC21B,TTC26,TTC39C,TTC8,TTK,TTLL1,TUB,TUBA1B,TUBA4A,TUBB,TUBE1,TUBGCP4,TUBGCP6,TWF1,TWF2,TXNDC15,UBE2C,UBR2,ULK1,ULK3,USP6NL,VAMP1,VAPB,VAT1,VCP,VDAC1,VDAC2,VDAC3,VIM,VMP1,VPS13B,VPS33A,VRK1,WASF1,WASF2,WDR19,WDR35,WDR45,WDR47,WHAMM,WIPF1,WIPI1,WRN,WWTR1,XIRP2,XPO1,YWHAZ,ZER1,ZFAND6,ZFYVE27,ZMYM4,ZNF135,ZNF385A,ZNF423,ZNF827,ZRANB3,ZWILCH,ZWINT,ZYX


			GO:BP			system development			GO:0048731			1.74E-43			792			AARS1,ABCB6,ABI3BP,ABL1,ABL2,ACADM,ACAP3,ACE,ACKR3,ACSL4,ACTA2,ACTC1,ACTN2,ACVR1,ADAM15,ADAM8,ADAMTS12,ADAMTS16,ADAMTS2,ADAMTS6,ADAMTS7,ADGRA2,ADGRB2,ADGRB3,ADGRG1,ADGRL2,ADIPOR2,ADM,ADRA2C,AFG3L2,AGT,AKNA,AKT2,ALDH1A2,ALPK2,AMOT,ANGPT2,ANKRD1,ANTXR1,ANXA2,APAF1,APLP1,APOD,APOE,APP,AQP11,ARHGAP44,ARHGEF10,ARHGEF2,ARHGEF25,ARHGEF9,ARX,ASB2,ATAT1,ATF4,ATF5,ATM,ATOH8,ATP1A2,ATP2B2,ATP2B4,ATXN1,AVIL,B3GNT5,BBS7,BCAS1,BCL11A,BCL3,BCL6,BCR,BEND6,BGN,BHLHB9,BHLHE41,BICC1,BIN1,BMP5,BMP6,BMP7,BMPER,BOC,BRCA1,BRCA2,BRIP1,BSG,BTBD3,BTBD7,BVES,C3,CACNA1S,CADM2,CALCRL,CALR,CAMK2A,CAPRIN2,CBLB,CBWD1,CC2D2A,CCDC141,CCDC40,CCN1,CCN3,CCN4,CCNB2,CD40LG,CD44,CD9,CDC20,CDH11,CDH2,CDK5R1,CDON,CENPF,CHI3L1,CHODL,CHRD,CHRNA3,CHSY1,CIB1,CITED1,CKB,CLMP,CLSTN2,CLSTN3,CLU,CNP,CNR1,CNTN1,CNTN4,COL11A1,COL11A2,COL1A2,COL22A1,COL27A1,COL2A1,COL3A1,COL5A1,COL5A2,COLQ,CORO1C,CPAMD8,CPE,CPLANE1,CPLANE2,CRABP2,CREB3L1,CREB3L2,CRMP1,CRYBG3,CSPG4,CSRNP1,CTC1,CTF1,CTHRC1,CTNNA1,CTNND2,CTSC,CTSZ,CUL3,CUL4B,CUL7,CUX2,CYB5D2,CYFIP2,CYP7B1,DBX1,DCHS1,DCHS2,DCN,DCX,DDR2,DDRGK1,DHCR24,DHRS3,DIP2B,DISC1,DKK3,DLG4,DLG5,DLL1,DMRT2,DNAJC19,DNMT1,DOCK7,DOK5,DPF3,DPYSL5,DRC1,DTNBP1,DUSP10,DVL1,DZIP1,E2F1,E2F7,E2F8,EAF2,EDA,EDNRA,EFHC1,EFNA1,EFNB3,EGF,EGLN1,EGR2,EGR3,EHMT2,EIF2B3,EIF2B4,EIF2S2,EIF3J,EIF4G1,ELK3,EMB,EMILIN1,EMILIN2,ENC1,ENG,ENPP2,EPAS1,EPCAM,EPHA3,EPHA4,EPHA7,EPHB2,EPHB3,EPHB4,ERBB2,ERBB3,ESR1,ETV1,EXT1,EZH2,F3,FAIM2,FANCA,FANCD2,FBN1,FBN2,FBXW8,FES,FGF1,FGF18,FGF9,FGFR1,FHOD3,FKBP10,FLRT3,FLT1,FMR1,FN1,FOS,FOXJ1,FOXN3,FOXP2,FREM2,FST,FYN,FZD2,FZD9,GAB1,GATA2,GATA3,GBA2,GCNT1,GCNT4,GDF11,GDF9,GFRA3,GJA1,GJA5,GJC1,GLI2,GLI3,GLUL,GPC3,GPC4,GPM6B,GPR161,GPR173,GPR37,GREB1L,GRID2,GRIN3A,GRK2,GRM7,GSDME,GYS1,HES6,HEY2,HGF,HK2,HLTF,HMCES,HOXA3,HOXA5,HPN,HS2ST1,HS6ST1,HSD11B1,HSF4,HSPA5,HSPB6,HTATIP2,IFT140,IFT27,IFT57,IFT80,IFT88,IGFBP5,IGSF10,IGSF3,IGSF9,IL15,IL18,IL2RA,IL6R,IL6ST,INPP5F,INPP5J,INSR,INTU,ITGA5,ITGAV,ITGB1,ITGB4,ITGB6,ITM2C,JADE2,JAM3,JUNB,KCNIP2,KDM1A,KDR,KERA,KIAA1217,KIF14,KIF20A,KIF20B,KIF26B,KIF27,KIF5C,KIT,KLF4,KLHL3,LAMA4,LAMB1,LAMC3,LDB3,LEPR,LFNG,LGR4,LIAS,LIMK1,LNPK,LOC100511937,LOC100515171,LOC100625134,LOC100736765,LOC100737755,LOX,LPAR1,LPCAT1,LRFN5,LRP4,LRP8,LRRC4,LRRC4B,LRRC4C,LRRK1,LRRK2,LRRN1,LRRN3,LRRTM3,LRTM1,LTBP3,LUZP1,LYN,MAB21L1,MAN2A1,MAP1A,MAP1B,MAP1S,MAP2,MAP3K13,MAP4,MAP4K4,MAP6,MAPK14,MAPT,MARVELD1,MBTD1,MCAM,MDFI,MDGA1,MDK,MDM2,MEF2A,MEF2C,MEF2D,MEIS3,MEOX2,MFAP2,MFN2,MFSD2A,MIB1,MIGA2,MITF,MKKS,MKS1,MMD,MMP14,MMP16,MMP2,MMRN2,MPZ,MSC,MSH2,MSH4,MSH6,MSI1,MTDH,MTHFD1L,MTHFR,MUL1,MXRA8,MYBPC3,MYCN,MYF5,MYH11,MYLK2,MYO18B,MYO7A,MYOT,NANS,NAV1,NAV2,NAV3,NAXE,NDN,NDRG2,NDUFS2,NDUFS4,NEB,NECTIN3,NEDD4L,NEFL,NEGR1,NEK3,NEO1,NEURL1,NEXN,NF1,NFATC1,NFATC3,NFATC4,NFIB,NGFR,NHEJ1,NID1,NIN,NKIRAS1,NLGN3,NNAT,NOS3,NOTCH2,NPHP4,NPY1R,NR2F6,NRAP,NRCAM,NSD2,NTF4,NTN3,NTRK3,NUMBL,NUP107,NUP133,NYAP1,OBSL1,ODAD4,OGDH,OPHN1,ORC3,ORMDL1,PAFAH1B2,PAK3,PAK4,PAPPA2,PAQR3,PARP3,PARVA,PATZ1,PBX3,PBX4,PCDH17,PCLO,PCSK5,PCSK9,PCYT1B,PDCD4,PDE6A,PDGFA,PDGFC,PDGFRA,PDLIM2,PDLIM5,PDPN,PGAP1,PGK1,PHLPP1,PHOSPHO1,PI16,PIP4K2A,PKD2,PKDCC,PKM,PLAA,PLAG1,PLCB1,PLCE1,PLEKHA5,PLLP,PLPP3,PLPPR4,PLS3,PLXNA1,PLXNA2,PLXNA3,PLXNB3,PLXND1,PMS2,POPDC2,POPDC3,PPARGC1B,PPP1R9A,PPP3CA,PPP3CB,PRCP,PRDM1,PRELID2,PRKAR1A,PRKCH,PRKCI,PRKCZ,PRKD1,PROM1,PRPS1,PRSS56,PTGES3,PTH1R,PTK2B,PTK7,PTN,PTPN9,PTPRB,PTPRC,PTPRD,PTPRS,PTPRZ1,PTX3,PXDN,RAB13,RAB29,RAB3A,RAC2,RAF1,RAMP1,RAPGEF1,RAPGEF3,RASSF10,RB1CC1,RBFOX1,RBM15,RBM20,RBPJ,RCN1,RCN3,RECK,REST,RGCC,RGMA,RHEB,RIF1,RIMS1,RIPOR2,RND2,RNF165,RNF207,ROBO1,ROCK2,ROR2,RORA,RRAS,RSPO3,RUFY3,S1PR1,SAFB2,SALL2,SAMHD1,SARS1,SAV1,SBDS,SCARF1,SCN1B,SCRT1,SDC2,SDHA,SDK1,SEC61A1,SELENON,SEMA3A,SEMA3E,SEMA3G,SEMA4F,SEMA5B,SEMA6A,SEMA6C,SEMA6D,SEMA7A,SERPINE1,SERPINE2,SEZ6L,SEZ6L2,SFRP2,SGCD,SGPL1,SH3PXD2B,SHC1,SHROOM3,SHTN1,SIK3,SIPA1L1,SIRT2,SLC1A3,SLC25A25,SLC2A10,SLC39A1,SLC4A7,SLC8A3,SLIT1,SLIT2,SLIT3,SLITRK1,SLITRK2,SLITRK4,SLITRK5,SLITRK6,SMAD2,SMO,SMURF1,SOX11,SOX9,SPARC,SPART,SPG11,SPHK1,SPI1,SPRY2,SRC,SRF,SRGAP2,SRPX2,STAB1,STAT1,STAT5B,STC1,STK11,STK3,STMN2,STXBP1,SULF1,SULF2,SUN2,SVEP1,SWAP70,SYBU,SYNJ2,SYPL2,SYT2,TACC1,TACC3,TAPT1,TBX18,TCAP,TCF12,TCF3,TCF7L2,TCIRG1,TDP2,TEAD2,TEK,TENM1,TENM2,TENM3,TENM4,TFRC,TGFB1,TGFB2,TGFB3,TGFBI,TGFBR1,TGFBR2,THAP11,THBS2,THBS3,THBS4,TIGAR,TIMELESS,TMEM107,TMEM126A,TMEM204,TMEM231,TMEM59L,TMEM98,TNC,TNFRSF11A,TNFRSF1B,TNFRSF21,TNMD,TNNT2,TOP2B,TOX,TP63,TP73,TPBG,TPM1,TRAF3IP1,TRAF3IP2,TRAK1,TRAPPC13,TREX1,TRIO,TRNP1,TSKU,TSPAN12,TTC21B,TTC8,TTLL1,TUB,TULP3,TWF1,TWF2,TYRO3,UBA6,UGCG,UGDH,UGP2,ULK1,UMODL1,UNC5B,UNG,UQCRQ,USH1C,USP1,UST,VASH1,VASH2,VCAN,VEGFA,VHL,VIM,VPS13B,VSTM4,WASF2,WDR19,WDR47,WDR48,WDR77,WFIKKN2,WHRN,WNT4,WNT5B,WWTR1,XIRP2,XKR8,YBX3,YWHAZ,ZBTB1,ZBTB16,ZEB1,ZER1,ZFAND5,ZFP91,ZFPM2,ZFYVE27,ZHX2,ZIC3,ZMIZ1,ZNF385A,ZNF423,ZNF521,ZNF536


			GO:BP			developmental process			GO:0032502			1.74E-43			1178			AARS1,ABCA5,ABCB6,ABI3BP,ABL1,ABL2,ACADM,ACADVL,ACAP3,ACE,ACKR3,ACO1,ACSL4,ACTA1,ACTA2,ACTC1,ACTN2,ACVR1,ADAM15,ADAM8,ADAMTS12,ADAMTS15,ADAMTS16,ADAMTS2,ADAMTS20,ADAMTS6,ADAMTS7,ADAMTS9,ADCY9,ADGRA2,ADGRB2,ADGRB3,ADGRG1,ADGRL2,ADIPOR2,ADM,ADRA2C,AFDN,AFG3L2,AGRN,AGT,AJUBA,AKNA,AKT2,ALAS2,ALDH1A2,ALDH6A1,ALDOC,ALPK2,AMOT,ANGPT2,ANKRD1,ANKRD23,ANTXR1,ANXA2,APAF1,APBA3,APLP1,APOD,APOE,APP,AQP11,ARHGAP12,ARHGAP44,ARHGEF10,ARHGEF2,ARHGEF25,ARHGEF26,ARHGEF9,ARIH2,ARRDC3,ARX,ASAH1,ASB2,ASF1B,ASL,ASPN,ASXL3,ATAT1,ATF3,ATF4,ATF5,ATM,ATOH8,ATP1A2,ATP2B2,ATP2B4,ATP5IF1,ATXN1,AVIL,B3GNT5,BAIAP3,BAMBI,BBS12,BBS7,BCAP31,BCAS1,BCL11A,BCL3,BCL6,BCL7B,BCL9,BCR,BEND6,BGN,BHLHB9,BHLHE41,BICC1,BIN1,BMP5,BMP6,BMP7,BMPER,BNIP3,BOC,BRCA1,BRCA2,BRIP1,BSG,BTBD3,BTBD7,BVES,C1QTNF3,C3,C7H6ORF125,CACNA1S,CADM2,CALCR,CALCRL,CALR,CAMK2A,CAND1,CAPN3,CAPRIN2,CASP6,CASQ1,CATSPER4,CAV2,CBLB,CBWD1,CBX2,CC2D2A,CCDC141,CCDC40,CCDC47,CCDC88C,CCHCR1,CCN1,CCN3,CCN4,CCNB1,CCNB2,CCNF,CCNT2,CCR9,CD109,CD151,CD40LG,CD44,CD9,CDC20,CDC25B,CDC42EP3,CDH10,CDH11,CDH2,CDH20,CDH7,CDK1,CDK5R1,CDON,CDS1,CEBPG,CENPF,CEP131,CEP152,CHEK1,CHI3L1,CHODL,CHRD,CHRNA1,CHRNA10,CHRNA3,CHRND,CHSY1,CIAO3,CIB1,CITED1,CKB,CLIP3,CLMP,CLSTN2,CLSTN3,CLU,CMTM7,CNN3,CNP,CNR1,CNTN1,CNTN4,COL11A1,COL11A2,COL12A1,COL1A2,COL22A1,COL27A1,COL2A1,COL3A1,COL5A1,COL5A2,COLQ,CORO1B,CORO1C,CPAMD8,CPE,CPLANE1,CPLANE2,CPT2,CRABP2,CREB3L1,CREB3L2,CRISPLD1,CRMP1,CRYBG3,CSF3,CSNK2B,CSPG4,CSRNP1,CSRP2,CST6,CTC1,CTF1,CTHRC1,CTNNA1,CTNND2,CTSC,CTSZ,CUL3,CUL4A,CUL4B,CUL7,CUX2,CYB5D2,CYFIP2,CYP7B1,DAB2,DACT3,DBX1,DCHS1,DCHS2,DCN,DCX,DDHD2,DDR2,DDRGK1,DDX3X,DEDD,DEFB1,DHCR24,DHRS3,DIAPH1,DIP2B,DISC1,DKK3,DLC1,DLG4,DLG5,DLK2,DLL1,DMRT2,DNAJA3,DNAJC19,DNASE1L2,DNMT1,DNPH1,DOCK5,DOCK7,DOK5,DPF3,DPYSL5,DRC1,DROSHA,DTNBP1,DUSP1,DUSP10,DUSP29,DVL1,DYRK1B,DZIP1,E2F1,E2F7,E2F8,E4F1,EAF2,EBF2,EDA,EDNRA,EFHC1,EFNA1,EFNB3,EGF,EGLN1,EGR1,EGR2,EGR3,EHMT2,EID1,EIF2B3,EIF2B4,EIF2S2,EIF3J,EIF4G1,ELF4,ELK3,ELK4,EMB,EMG1,EMILIN1,EMILIN2,ENC1,ENDOG,ENG,ENPP2,ENTPD7,EPAS1,EPCAM,EPHA3,EPHA4,EPHA7,EPHB2,EPHB3,EPHB4,EPS8,ERBB2,ERBB3,ERO1A,ESR1,ETV1,ETV5,EXT1,EYA2,EYA3,EZH2,EZR,F3,FAIM2,FAM171A1,FAM20A,FAM210B,FAM83D,FANCA,FANCD2,FBN1,FBN2,FBN3,FBXO40,FBXO5,FBXO9,FBXW8,FER,FES,FGD1,FGF1,FGF18,FGF21,FGF9,FGFR1,FHL1,FHOD3,FIGNL1,FKBP10,FLNB,FLNC,FLOT2,FLRT3,FLT1,FMNL1,FMNL2,FMNL3,FMR1,FN1,FNDC3A,FNDC5,FNIP1,FOS,FOXA3,FOXJ1,FOXN3,FOXP2,FRAS1,FREM2,FRY,FRZB,FST,FXR1,FYN,FZD2,FZD9,GAB1,GAB3,GAMT,GATA2,GATA3,GBA2,GCNT1,GCNT4,GDF11,GDF9,GFRA3,GHR,GJA1,GJA5,GJC1,GLI2,GLI3,GLUL,GPAT4,GPC3,GPC4,GPI,GPM6B,GPR161,GPR173,GPR37,GPS2,GREB1L,GRID2,GRIN3A,GRK2,GRM7,GSDME,GYS1,HBEGF,HCLS1,HDGFL2,HES6,HEY2,HGF,HK2,HLTF,HMCES,HOMER1,HOXA3,HOXA5,HPN,HS2ST1,HS6ST1,HSD11B1,HSF1,HSF4,HSPA5,HSPA9,HSPB6,HTATIP2,HTRA1,ICMT,IFT140,IFT27,IFT57,IFT80,IFT88,IGFBP5,IGSF10,IGSF3,IGSF9,IL15,IL17RD,IL18,IL2RA,IL4I1,IL6R,IL6ST,INPP5F,INPP5J,INSR,INTU,IQCB1,IQGAP3,ITGA2,ITGA4,ITGA5,ITGA6,ITGAV,ITGB1,ITGB4,ITGB6,ITM2A,ITM2C,JADE2,JAM3,JPH1,JUNB,KBTBD8,KCNIP2,KCNQ4,KCP,KDM1A,KDR,KEAP1,KERA,KHDRBS1,KIAA1217,KIF14,KIF20A,KIF20B,KIF26B,KIF27,KIF5C,KIT,KLF13,KLF4,KLHL12,KLHL3,KPNA1,KRT8,LAMA3,LAMA4,LAMB1,LAMB3,LAMC1,LAMC3,LARP4,LCK,LDB2,LDB3,LEPR,LFNG,LGALS3,LGR4,LHFPL2,LIAS,LIMK1,LMBR1L,LMOD2,LNPK,LOC100153093,LOC100511937,LOC100512977,LOC100515171,LOC100625134,LOC100736765,LOC100737755,LOX,LPAR1,LPCAT1,LRFN5,LRIG3,LRP4,LRP8,LRRC4,LRRC4B,LRRC4C,LRRK1,LRRK2,LRRN1,LRRN3,LRRTM3,LRTM1,LTBP3,LUZP1,LYAR,LYN,LZTFL1,MAB21L1,MAFF,MAN2A1,MAP1A,MAP1B,MAP1S,MAP2,MAP3K13,MAP3K20,MAP4,MAP4K4,MAP6,MAPK14,MAPKAPK2,MAPT,MARVELD1,MASTL,MBD3,MBNL3,MBTD1,MCAM,MCM2,MDFI,MDGA1,MDK,MDM2,MED15,MEF2A,MEF2C,MEF2D,MEGF9,MEIS3,MEOX2,MET,METRNL,MFAP2,MFN2,MFNG,MFSD2A,MGA,MIB1,MIGA2,MITF,MKKS,MKNK2,MKS1,MKX,MMD,MMP14,MMP16,MMP2,MMRN2,MMUT,MNS1,MPL,MPZ,MSC,MSH2,MSH4,MSH6,MSI1,MSTN,MTDH,MTHFD1L,MTHFR,MTM1,MUL1,MXRA8,MYBPC3,MYCBPAP,MYCN,MYF5,MYF6,MYH11,MYH14,MYLK2,MYLPF,MYMK,MYO10,MYO18B,MYO7A,MYO9A,MYO9B,MYOF,MYOM2,MYOT,MYOZ1,MYPN,NANS,NAV1,NAV2,NAV3,NAXE,NBEAL2,NCAPG2,NDC1,NDN,NDRG2,NDUFS2,NDUFS4,NEB,NECTIN3,NEDD4L,NEFL,NEGR1,NEK2,NEK3,NEO1,NEURL1,NEXN,NF1,NFATC1,NFATC3,NFATC4,NFE2L2,NFIB,NFIL3,NFKBIA,NFKBIZ,NGFR,NHEJ1,NID1,NIN,NKIRAS1,NLGN3,NLN,NMT1,NNAT,NOCT,NOS3,NOTCH2,NOTCH3,NPHP4,NPY1R,NR1D2,NR2F1,NR2F6,NR5A2,NRAP,NRCAM,NSD2,NTF4,NTN3,NTRK3,NUMBL,NUP107,NUP133,NYAP1,OBSL1,ODAD4,OGDH,OGT,OMA1,OMD,OPHN1,ORC3,ORMDL1,OSBPL8,P2RY1,PABPC4,PAFAH1B2,PAK3,PAK4,PAPPA2,PAQR3,PARP3,PARVA,PARVB,PATZ1,PBX3,PBX4,PCDH12,PCDH17,PCLO,PCSK5,PCSK9,PCYT1B,PDCD4,PDE3A,PDE4D,PDE6A,PDGFA,PDGFC,PDGFRA,PDLIM2,PDLIM5,PDPN,PELO,PGAP1,PGK1,PGM5,PHB2,PHEX,PHF19,PHLDB2,PHLPP1,PHOSPHO1,PI16,PIAS3,PINK1,PIP4K2A,PIR,PITHD1,PKD2,PKDCC,PKM,PLAA,PLAG1,PLCB1,PLCE1,PLCG1,PLCG2,PLCL2,PLEKHA4,PLEKHA5,PLEKHB1,PLEKHB2,PLEKHO1,PLLP,PLOD1,PLPP3,PLPP7,PLPPR4,PLS3,PLXNA1,PLXNA2,PLXNA3,PLXNB3,PLXND1,PMS2,POLDIP2,POPDC2,POPDC3,POSTN,PPARA,PPARGC1A,PPARGC1B,PPP1R9A,PPP3CA,PPP3CB,PRCP,PRDM1,PRDX3,PRELID2,PRKAR1A,PRKCH,PRKCI,PRKCZ,PRKD1,PROM1,PRPS1,PRRC2B,PRSS56,PSMB8,PSMD11,PTBP3,PTER,PTGES3,PTGFRN,PTH1R,PTK2B,PTK7,PTN,PTPN9,PTPRB,PTPRC,PTPRD,PTPRN,PTPRS,PTPRZ1,PTX3,PXDN,RAB13,RAB29,RAB3A,RAC2,RACGAP1,RAD51B,RADIL,RAF1,RAI2,RAMP1,RAP2C,RAPGEF1,RAPGEF3,RASSF10,RB1CC1,RBBP8,RBFOX1,RBM15,RBM20,RBM38,RBP1,RBPJ,RCN1,RCN3,RCOR1,RECK,REST,RETREG1,RGCC,RGMA,RHEB,RHOD,RHOF,RHOU,RIF1,RILPL1,RIMS1,RIPOR2,RND2,RNF165,RNF2,RNF207,ROBO1,ROCK2,ROR2,RORA,ROS1,RRAS,RSPO3,RUFY3,S1PR1,S1PR2,S1PR3,SAFB2,SALL2,SAMHD1,SARS1,SAV1,SBDS,SCARF1,SCMH1,SCML2,SCN1B,SCRT1,SDC1,SDC2,SDHA,SDHAF2,SDK1,SEC24D,SEC61A1,SELENON,SEMA3A,SEMA3E,SEMA3G,SEMA4F,SEMA5A,SEMA5B,SEMA6A,SEMA6C,SEMA6D,SEMA7A,SEPTIN7,SERPINE1,SERPINE2,SEZ6L,SEZ6L2,SFRP2,SGCD,SGPL1,SGPP1,SH3PXD2A,SH3PXD2B,SHC1,SHROOM3,SHTN1,SIK3,SIPA1L1,SIRT2,SLC19A2,SLC1A3,SLC24A5,SLC25A25,SLC26A6,SLC2A10,SLC35E2,SLC37A4,SLC39A1,SLC39A7,SLC4A7,SLC8A3,SLIRP,SLIT1,SLIT2,SLIT3,SLITRK1,SLITRK2,SLITRK4,SLITRK5,SLITRK6,SMAD2,SMO,SMURF1,SOAT1,SORT1,SOX11,SOX9,SPARC,SPARCL1,SPART,SPEF2,SPG11,SPHK1,SPI1,SPRY2,SRC,SRD5A1,SRF,SRGAP2,SRPX2,SS18,SSH1,SSUH2,STAB1,STAT1,STAT5B,STAU2,STC1,STEAP4,STK11,STK3,STMN2,STOX1,STOX2,STXBP1,SUCO,SULF1,SULF2,SUN2,SUPV3L1,SVEP1,SVIL,SWAP70,SYBU,SYNE3,SYNE4,SYNJ2,SYPL2,SYT2,TACC1,TACC3,TANC2,TAPBPL,TAPT1,TASOR,TBPL1,TBX15,TBX18,TCAP,TCF12,TCF3,TCF7L2,TCIRG1,TDP2,TDRD12,TDRKH,TEAD1,TEAD2,TEAD4,TEK,TENM1,TENM2,TENM3,TENM4,TET3,TFRC,TGFB1,TGFB2,TGFB3,TGFBI,TGFBR1,TGFBR2,THAP11,THBS2,THBS3,THBS4,THOC5,TIAM1,TIGAR,TIMELESS,TIMP1,TJP2,TLR9,TMEFF2,TMEM107,TMEM120A,TMEM120B,TMEM126A,TMEM204,TMEM231,TMEM53,TMEM59L,TMEM98,TMOD4,TNC,TNFRSF11A,TNFRSF19,TNFRSF1B,TNFRSF21,TNMD,TNNT2,TOP2A,TOP2B,TOX,TP53INP2,TP63,TP73,TPBG,TPD52,TPM1,TRAF3IP1,TRAF3IP2,TRAK1,TRAPPC13,TREX1,TRIM72,TRIO,TRNP1,TSKU,TSPAN12,TSSK3,TST,TTC21A,TTC21B,TTC26,TTC39C,TTC8,TTLL1,TUB,TUBB,TULP3,TWF1,TWF2,TXNRD1,TYRO3,UBA6,UBASH3B,UBD,UBR2,UGCG,UGDH,UGP2,ULK1,UMODL1,UNC13D,UNC5B,UNG,UQCRQ,USF2,USH1C,USP1,UST,VANGL2,VASH1,VASH2,VASN,VAT1,VCAN,VEGFA,VHL,VIM,VMP1,VPS13B,VPS33A,VRK3,VSTM4,WASF2,WDR19,WDR38,WDR43,WDR47,WDR48,WDR6,WDR77,WDTC1,WFIKKN2,WHRN,WIF1,WNT4,WNT5B,WRN,WWC2,WWTR1,XIRP2,XKR5,XKR8,YBX3,YEATS2,YWHAZ,ZBTB1,ZBTB16,ZBTB7A,ZBTB7B,ZBTB7C,ZEB1,ZER1,ZFAND5,ZFP91,ZFPM2,ZFYVE27,ZHX2,ZIC3,ZMIZ1,ZMYM4,ZNF135,ZNF385A,ZNF423,ZNF449,ZNF503,ZNF521,ZNF536,ZNF628,ZNF703


			GO:BP			anatomical structure development			GO:0048856			1.74E-43			1109			AARS1,ABCB6,ABI3BP,ABL1,ABL2,ACADM,ACADVL,ACAP3,ACE,ACKR3,ACO1,ACSL4,ACTA1,ACTA2,ACTC1,ACTN2,ACVR1,ADAM15,ADAM8,ADAMTS12,ADAMTS15,ADAMTS16,ADAMTS2,ADAMTS6,ADAMTS7,ADCY9,ADGRA2,ADGRB2,ADGRB3,ADGRG1,ADGRL2,ADIPOR2,ADM,ADRA2C,AFDN,AFG3L2,AGRN,AGT,AJUBA,AKNA,AKT2,ALAS2,ALDH1A2,ALDOC,ALPK2,AMOT,ANGPT2,ANKRD1,ANKRD23,ANTXR1,ANXA2,APAF1,APBA3,APLP1,APOD,APOE,APP,AQP11,ARHGAP12,ARHGAP44,ARHGEF10,ARHGEF2,ARHGEF25,ARHGEF26,ARHGEF9,ARIH2,ARRDC3,ARX,ASAH1,ASB2,ASF1B,ASL,ASPN,ASXL3,ATAT1,ATF3,ATF4,ATF5,ATM,ATOH8,ATP1A2,ATP2B2,ATP2B4,ATP5IF1,ATXN1,AVIL,B3GNT5,BAMBI,BBS7,BCAS1,BCL11A,BCL3,BCL6,BCL9,BCR,BEND6,BGN,BHLHB9,BHLHE41,BICC1,BIN1,BMP5,BMP6,BMP7,BMPER,BNIP3,BOC,BRCA1,BRCA2,BRIP1,BSG,BTBD3,BTBD7,BVES,C3,C7H6ORF125,CACNA1S,CADM2,CALCR,CALCRL,CALR,CAMK2A,CAPN3,CAPRIN2,CASP6,CASQ1,CATSPER4,CAV2,CBLB,CBWD1,CBX2,CC2D2A,CCDC141,CCDC40,CCDC47,CCDC88C,CCN1,CCN3,CCN4,CCNB1,CCNB2,CCNF,CCNT2,CCR9,CD109,CD151,CD40LG,CD44,CD9,CDC20,CDC25B,CDC42EP3,CDH10,CDH11,CDH2,CDH20,CDH7,CDK1,CDK5R1,CDON,CEBPG,CENPF,CEP131,CEP152,CHEK1,CHI3L1,CHODL,CHRD,CHRNA1,CHRNA10,CHRNA3,CHRND,CHSY1,CIAO3,CIB1,CITED1,CKB,CLMP,CLSTN2,CLSTN3,CLU,CMTM7,CNN3,CNP,CNR1,CNTN1,CNTN4,COL11A1,COL11A2,COL12A1,COL1A2,COL22A1,COL27A1,COL2A1,COL3A1,COL5A1,COL5A2,COLQ,CORO1B,CORO1C,CPAMD8,CPE,CPLANE1,CPLANE2,CPT2,CRABP2,CREB3L1,CREB3L2,CRISPLD1,CRMP1,CRYBG3,CSF3,CSNK2B,CSPG4,CSRNP1,CSRP2,CST6,CTC1,CTF1,CTHRC1,CTNNA1,CTNND2,CTSC,CTSZ,CUL3,CUL4A,CUL4B,CUL7,CUX2,CYB5D2,CYFIP2,CYP7B1,DAB2,DACT3,DBX1,DCHS1,DCHS2,DCN,DCX,DDHD2,DDR2,DDRGK1,DEDD,DEFB1,DHCR24,DHRS3,DIAPH1,DIP2B,DISC1,DKK3,DLC1,DLG4,DLG5,DLL1,DMRT2,DNAJA3,DNAJC19,DNASE1L2,DNMT1,DNPH1,DOCK5,DOCK7,DOK5,DPF3,DPYSL5,DRC1,DROSHA,DTNBP1,DUSP1,DUSP10,DUSP29,DVL1,DYRK1B,DZIP1,E2F1,E2F7,E2F8,E4F1,EAF2,EBF2,EDA,EDNRA,EFHC1,EFNA1,EFNB3,EGF,EGLN1,EGR1,EGR2,EGR3,EHMT2,EIF2B3,EIF2B4,EIF2S2,EIF3J,EIF4G1,ELK3,EMB,EMG1,EMILIN1,EMILIN2,ENC1,ENDOG,ENG,ENPP2,ENTPD7,EPAS1,EPCAM,EPHA3,EPHA4,EPHA7,EPHB2,EPHB3,EPHB4,EPS8,ERBB2,ERBB3,ESR1,ETV1,EXT1,EYA2,EYA3,EZH2,EZR,F3,FAIM2,FAM171A1,FAM20A,FAM210B,FAM83D,FANCA,FANCD2,FBN1,FBN2,FBN3,FBXO40,FBXO5,FBXW8,FES,FGD1,FGF1,FGF18,FGF21,FGF9,FGFR1,FHL1,FHOD3,FKBP10,FLNC,FLOT2,FLRT3,FLT1,FMNL1,FMNL2,FMNL3,FMR1,FN1,FNDC3A,FNIP1,FOS,FOXA3,FOXJ1,FOXN3,FOXP2,FRAS1,FREM2,FRY,FST,FXR1,FYN,FZD2,FZD9,GAB1,GAB3,GAMT,GATA2,GATA3,GBA2,GCNT1,GCNT4,GDF11,GDF9,GFRA3,GJA1,GJA5,GJC1,GLI2,GLI3,GLUL,GPAT4,GPC3,GPC4,GPI,GPM6B,GPR161,GPR173,GPR37,GPS2,GREB1L,GRID2,GRIN3A,GRK2,GRM7,GSDME,GYS1,HBEGF,HCLS1,HDGFL2,HES6,HEY2,HGF,HK2,HLTF,HMCES,HOMER1,HOXA3,HOXA5,HPN,HS2ST1,HS6ST1,HSD11B1,HSF1,HSF4,HSPA5,HSPA9,HSPB6,HTATIP2,HTRA1,ICMT,IFT140,IFT27,IFT57,IFT80,IFT88,IGFBP5,IGSF10,IGSF3,IGSF9,IL15,IL17RD,IL18,IL2RA,IL4I1,IL6R,IL6ST,INPP5F,INPP5J,INSR,INTU,IQCB1,IQGAP3,ITGA2,ITGA4,ITGA5,ITGA6,ITGAV,ITGB1,ITGB4,ITGB6,ITM2A,ITM2C,JADE2,JAM3,JPH1,JUNB,KBTBD8,KCNIP2,KCNQ4,KCP,KDM1A,KDR,KEAP1,KERA,KIAA1217,KIF14,KIF20A,KIF20B,KIF26B,KIF27,KIF5C,KIT,KLF13,KLF4,KLHL12,KLHL3,KPNA1,KRT8,LAMA3,LAMA4,LAMB1,LAMB3,LAMC1,LAMC3,LARP4,LCK,LDB2,LDB3,LEPR,LFNG,LGALS3,LGR4,LHFPL2,LIAS,LIMK1,LMBR1L,LMOD2,LNPK,LOC100153093,LOC100511937,LOC100512977,LOC100515171,LOC100625134,LOC100736765,LOC100737755,LOX,LPAR1,LPCAT1,LRFN5,LRIG3,LRP4,LRP8,LRRC4,LRRC4B,LRRC4C,LRRK1,LRRK2,LRRN1,LRRN3,LRRTM3,LRTM1,LTBP3,LUZP1,LYAR,LYN,MAB21L1,MAFF,MAN2A1,MAP1A,MAP1B,MAP1S,MAP2,MAP3K13,MAP3K20,MAP4,MAP4K4,MAP6,MAPK14,MAPKAPK2,MAPT,MARVELD1,MASTL,MBD3,MBNL3,MBTD1,MCAM,MCM2,MDFI,MDGA1,MDK,MDM2,MEF2A,MEF2C,MEF2D,MEGF9,MEIS3,MEOX2,MET,MFAP2,MFN2,MFNG,MFSD2A,MIB1,MIGA2,MITF,MKKS,MKNK2,MKS1,MKX,MMD,MMP14,MMP16,MMP2,MMRN2,MMUT,MNS1,MPL,MPZ,MSC,MSH2,MSH4,MSH6,MSI1,MSTN,MTDH,MTHFD1L,MTHFR,MTM1,MUL1,MXRA8,MYBPC3,MYCN,MYF5,MYF6,MYH11,MYH14,MYLK2,MYLPF,MYMK,MYO10,MYO18B,MYO7A,MYO9A,MYO9B,MYOF,MYOM2,MYOT,MYOZ1,MYPN,NANS,NAV1,NAV2,NAV3,NAXE,NBEAL2,NCAPG2,NDN,NDRG2,NDUFS2,NDUFS4,NEB,NECTIN3,NEDD4L,NEFL,NEGR1,NEK2,NEK3,NEO1,NEURL1,NEXN,NF1,NFATC1,NFATC3,NFATC4,NFE2L2,NFIB,NFIL3,NFKBIA,NFKBIZ,NGFR,NHEJ1,NID1,NIN,NKIRAS1,NLGN3,NLN,NMT1,NNAT,NOCT,NOS3,NOTCH2,NPHP4,NPY1R,NR1D2,NR2F1,NR2F6,NR5A2,NRAP,NRCAM,NSD2,NTF4,NTN3,NTRK3,NUMBL,NUP107,NUP133,NYAP1,OBSL1,ODAD4,OGDH,OGT,OMA1,OMD,OPHN1,ORC3,ORMDL1,P2RY1,PABPC4,PAFAH1B2,PAK3,PAK4,PAPPA2,PAQR3,PARP3,PARVA,PARVB,PATZ1,PBX3,PBX4,PCDH12,PCDH17,PCLO,PCSK5,PCSK9,PCYT1B,PDCD4,PDE3A,PDE4D,PDE6A,PDGFA,PDGFC,PDGFRA,PDLIM2,PDLIM5,PDPN,PELO,PGAP1,PGK1,PGM5,PHB2,PHEX,PHLDB2,PHLPP1,PHOSPHO1,PI16,PIAS3,PINK1,PIP4K2A,PIR,PITHD1,PKD2,PKDCC,PKM,PLAA,PLAG1,PLCB1,PLCE1,PLCG1,PLCG2,PLCL2,PLEKHA4,PLEKHA5,PLEKHO1,PLLP,PLOD1,PLPP3,PLPP7,PLPPR4,PLS3,PLXNA1,PLXNA2,PLXNA3,PLXNB3,PLXND1,PMS2,POLDIP2,POPDC2,POPDC3,POSTN,PPARA,PPARGC1A,PPARGC1B,PPP1R9A,PPP3CA,PPP3CB,PRCP,PRDM1,PRDX3,PRELID2,PRKAR1A,PRKCH,PRKCI,PRKCZ,PRKD1,PROM1,PRPS1,PRSS56,PTER,PTGES3,PTGFRN,PTH1R,PTK2B,PTK7,PTN,PTPN9,PTPRB,PTPRC,PTPRD,PTPRS,PTPRZ1,PTX3,PXDN,RAB13,RAB29,RAB3A,RAC2,RAD51B,RADIL,RAF1,RAI2,RAMP1,RAP2C,RAPGEF1,RAPGEF3,RASSF10,RB1CC1,RBBP8,RBFOX1,RBM15,RBM20,RBM38,RBP1,RBPJ,RCN1,RCN3,RCOR1,RECK,REST,RGCC,RGMA,RHEB,RHOD,RHOF,RHOU,RIF1,RILPL1,RIMS1,RIPOR2,RND2,RNF165,RNF2,RNF207,ROBO1,ROCK2,ROR2,RORA,ROS1,RRAS,RSPO3,RUFY3,S1PR1,S1PR2,S1PR3,SAFB2,SALL2,SAMHD1,SARS1,SAV1,SBDS,SCARF1,SCMH1,SCML2,SCN1B,SCRT1,SDC1,SDC2,SDHA,SDHAF2,SDK1,SEC24D,SEC61A1,SELENON,SEMA3A,SEMA3E,SEMA3G,SEMA4F,SEMA5B,SEMA6A,SEMA6C,SEMA6D,SEMA7A,SERPINE1,SERPINE2,SEZ6L,SEZ6L2,SFRP2,SGCD,SGPL1,SGPP1,SH3PXD2A,SH3PXD2B,SHC1,SHROOM3,SHTN1,SIK3,SIPA1L1,SIRT2,SLC1A3,SLC25A25,SLC26A6,SLC2A10,SLC35E2,SLC37A4,SLC39A1,SLC39A7,SLC4A7,SLC8A3,SLIRP,SLIT1,SLIT2,SLIT3,SLITRK1,SLITRK2,SLITRK4,SLITRK5,SLITRK6,SMAD2,SMO,SMURF1,SORT1,SOX11,SOX9,SPARC,SPARCL1,SPART,SPEF2,SPG11,SPHK1,SPI1,SPRY2,SRC,SRF,SRGAP2,SRPX2,SS18,SSH1,SSUH2,STAB1,STAT1,STAT5B,STAU2,STC1,STK11,STK3,STMN2,STOX1,STOX2,STXBP1,SULF1,SULF2,SUN2,SUPV3L1,SVEP1,SVIL,SWAP70,SYBU,SYNE3,SYNE4,SYNJ2,SYPL2,SYT2,TACC1,TACC3,TANC2,TAPBPL,TAPT1,TASOR,TBPL1,TBX18,TCAP,TCF12,TCF3,TCF7L2,TCIRG1,TDP2,TEAD1,TEAD2,TEAD4,TEK,TENM1,TENM2,TENM3,TENM4,TET3,TFRC,TGFB1,TGFB2,TGFB3,TGFBI,TGFBR1,TGFBR2,THAP11,THBS2,THBS3,THBS4,THOC5,TIAM1,TIGAR,TIMELESS,TIMP1,TJP2,TLR9,TMEFF2,TMEM107,TMEM126A,TMEM204,TMEM231,TMEM59L,TMEM98,TMOD4,TNC,TNFRSF11A,TNFRSF19,TNFRSF1B,TNFRSF21,TNMD,TNNT2,TOP2A,TOP2B,TOX,TP63,TP73,TPBG,TPD52,TPM1,TRAF3IP1,TRAF3IP2,TRAK1,TRAPPC13,TREX1,TRIM72,TRIO,TRNP1,TSKU,TSPAN12,TST,TTC21A,TTC21B,TTC26,TTC39C,TTC8,TTLL1,TUB,TUBB,TULP3,TWF1,TWF2,TXNRD1,TYRO3,UBA6,UBASH3B,UBD,UGCG,UGDH,UGP2,ULK1,UMODL1,UNC13D,UNC5B,UNG,UQCRQ,USF2,USH1C,USP1,UST,VANGL2,VASH1,VASH2,VASN,VAT1,VCAN,VEGFA,VHL,VIM,VMP1,VPS13B,VPS33A,VRK3,VSTM4,WASF2,WDR19,WDR38,WDR47,WDR48,WDR6,WDR77,WDTC1,WFIKKN2,WHRN,WIF1,WNT4,WNT5B,WRN,WWTR1,XIRP2,XKR5,XKR8,YBX3,YEATS2,YWHAZ,ZBTB1,ZBTB16,ZBTB7A,ZBTB7B,ZEB1,ZER1,ZFAND5,ZFP91,ZFPM2,ZFYVE27,ZHX2,ZIC3,ZMIZ1,ZMYM4,ZNF135,ZNF385A,ZNF423,ZNF521,ZNF536,ZNF703


			GO:BP			multicellular organism development			GO:0007275			6.22E-39			891			AARS1,ABCB6,ABI3BP,ABL1,ABL2,ACADM,ACAP3,ACE,ACKR3,ACO1,ACSL4,ACTA2,ACTC1,ACTN2,ACVR1,ADAM15,ADAM8,ADAMTS12,ADAMTS16,ADAMTS2,ADAMTS6,ADAMTS7,ADCY9,ADGRA2,ADGRB2,ADGRB3,ADGRG1,ADGRL2,ADIPOR2,ADM,ADRA2C,AFG3L2,AGT,AKNA,AKT2,ALDH1A2,ALPK2,AMOT,ANGPT2,ANKRD1,ANTXR1,ANXA2,APAF1,APBA3,APLP1,APOD,APOE,APP,AQP11,ARHGAP44,ARHGEF10,ARHGEF2,ARHGEF25,ARHGEF9,ARX,ASB2,ASF1B,ASL,ASPN,ATAT1,ATF4,ATF5,ATM,ATOH8,ATP1A2,ATP2B2,ATP2B4,ATXN1,AVIL,B3GNT5,BBS7,BCAS1,BCL11A,BCL3,BCL6,BCR,BEND6,BGN,BHLHB9,BHLHE41,BICC1,BIN1,BMP5,BMP6,BMP7,BMPER,BOC,BRCA1,BRCA2,BRIP1,BSG,BTBD3,BTBD7,BVES,C3,CACNA1S,CADM2,CALCRL,CALR,CAMK2A,CAPN3,CAPRIN2,CBLB,CBWD1,CBX2,CC2D2A,CCDC141,CCDC40,CCDC47,CCN1,CCN3,CCN4,CCNB1,CCNB2,CD109,CD40LG,CD44,CD9,CDC20,CDH11,CDH2,CDK5R1,CDON,CENPF,CHEK1,CHI3L1,CHODL,CHRD,CHRNA10,CHRNA3,CHSY1,CIB1,CITED1,CKB,CLMP,CLSTN2,CLSTN3,CLU,CNP,CNR1,CNTN1,CNTN4,COL11A1,COL11A2,COL12A1,COL1A2,COL22A1,COL27A1,COL2A1,COL3A1,COL5A1,COL5A2,COLQ,CORO1C,CPAMD8,CPE,CPLANE1,CPLANE2,CPT2,CRABP2,CREB3L1,CREB3L2,CRMP1,CRYBG3,CSF3,CSNK2B,CSPG4,CSRNP1,CTC1,CTF1,CTHRC1,CTNNA1,CTNND2,CTSC,CTSZ,CUL3,CUL4A,CUL4B,CUL7,CUX2,CYB5D2,CYFIP2,CYP7B1,DBX1,DCHS1,DCHS2,DCN,DCX,DDR2,DDRGK1,DHCR24,DHRS3,DIP2B,DISC1,DKK3,DLG4,DLG5,DLL1,DMRT2,DNAJC19,DNMT1,DOCK7,DOK5,DPF3,DPYSL5,DRC1,DROSHA,DTNBP1,DUSP1,DUSP10,DVL1,DZIP1,E2F1,E2F7,E2F8,E4F1,EAF2,EDA,EDNRA,EFHC1,EFNA1,EFNB3,EGF,EGLN1,EGR2,EGR3,EHMT2,EIF2B3,EIF2B4,EIF2S2,EIF3J,EIF4G1,ELK3,EMB,EMG1,EMILIN1,EMILIN2,ENC1,ENDOG,ENG,ENPP2,EPAS1,EPCAM,EPHA3,EPHA4,EPHA7,EPHB2,EPHB3,EPHB4,ERBB2,ERBB3,ESR1,ETV1,EXT1,EZH2,F3,FAIM2,FAM210B,FANCA,FANCD2,FBN1,FBN2,FBXO5,FBXW8,FES,FGF1,FGF18,FGF9,FGFR1,FHOD3,FKBP10,FLRT3,FLT1,FMR1,FN1,FOS,FOXJ1,FOXN3,FOXP2,FREM2,FST,FYN,FZD2,FZD9,GAB1,GATA2,GATA3,GBA2,GCNT1,GCNT4,GDF11,GDF9,GFRA3,GJA1,GJA5,GJC1,GLI2,GLI3,GLUL,GPC3,GPC4,GPI,GPM6B,GPR161,GPR173,GPR37,GREB1L,GRID2,GRIN3A,GRK2,GRM7,GSDME,GYS1,HCLS1,HES6,HEY2,HGF,HK2,HLTF,HMCES,HOXA3,HOXA5,HPN,HS2ST1,HS6ST1,HSD11B1,HSF1,HSF4,HSPA5,HSPA9,HSPB6,HTATIP2,IFT140,IFT27,IFT57,IFT80,IFT88,IGFBP5,IGSF10,IGSF3,IGSF9,IL15,IL18,IL2RA,IL4I1,IL6R,IL6ST,INPP5F,INPP5J,INSR,INTU,ITGA2,ITGA4,ITGA5,ITGA6,ITGAV,ITGB1,ITGB4,ITGB6,ITM2C,JADE2,JAM3,JUNB,KBTBD8,KCNIP2,KCNQ4,KDM1A,KDR,KEAP1,KERA,KIAA1217,KIF14,KIF20A,KIF20B,KIF26B,KIF27,KIF5C,KIT,KLF13,KLF4,KLHL3,KRT8,LAMA3,LAMA4,LAMB1,LAMB3,LAMC3,LDB3,LEPR,LFNG,LGR4,LHFPL2,LIAS,LIMK1,LNPK,LOC100511937,LOC100515171,LOC100625134,LOC100736765,LOC100737755,LOX,LPAR1,LPCAT1,LRFN5,LRIG3,LRP4,LRP8,LRRC4,LRRC4B,LRRC4C,LRRK1,LRRK2,LRRN1,LRRN3,LRRTM3,LRTM1,LTBP3,LUZP1,LYN,MAB21L1,MAFF,MAN2A1,MAP1A,MAP1B,MAP1S,MAP2,MAP3K13,MAP3K20,MAP4,MAP4K4,MAP6,MAPK14,MAPT,MARVELD1,MBD3,MBTD1,MCAM,MDFI,MDGA1,MDK,MDM2,MEF2A,MEF2C,MEF2D,MEIS3,MEOX2,MET,MFAP2,MFN2,MFNG,MFSD2A,MIB1,MIGA2,MITF,MKKS,MKS1,MMD,MMP14,MMP16,MMP2,MMRN2,MMUT,MNS1,MPZ,MSC,MSH2,MSH4,MSH6,MSI1,MTDH,MTHFD1L,MTHFR,MUL1,MXRA8,MYBPC3,MYCN,MYF5,MYF6,MYH11,MYLK2,MYO18B,MYO7A,MYOT,MYOZ1,NANS,NAV1,NAV2,NAV3,NAXE,NCAPG2,NDN,NDRG2,NDUFS2,NDUFS4,NEB,NECTIN3,NEDD4L,NEFL,NEGR1,NEK2,NEK3,NEO1,NEURL1,NEXN,NF1,NFATC1,NFATC3,NFATC4,NFE2L2,NFIB,NFKBIA,NFKBIZ,NGFR,NHEJ1,NID1,NIN,NKIRAS1,NLGN3,NMT1,NNAT,NOCT,NOS3,NOTCH2,NPHP4,NPY1R,NR2F6,NRAP,NRCAM,NSD2,NTF4,NTN3,NTRK3,NUMBL,NUP107,NUP133,NYAP1,OBSL1,ODAD4,OGDH,OMD,OPHN1,ORC3,ORMDL1,PAFAH1B2,PAK3,PAK4,PAPPA2,PAQR3,PARP3,PARVA,PATZ1,PBX3,PBX4,PCDH12,PCDH17,PCLO,PCSK5,PCSK9,PCYT1B,PDCD4,PDE6A,PDGFA,PDGFC,PDGFRA,PDLIM2,PDLIM5,PDPN,PELO,PGAP1,PGK1,PHB2,PHLDB2,PHLPP1,PHOSPHO1,PI16,PIAS3,PIP4K2A,PITHD1,PKD2,PKDCC,PKM,PLAA,PLAG1,PLCB1,PLCE1,PLCG1,PLEKHA5,PLLP,PLPP3,PLPPR4,PLS3,PLXNA1,PLXNA2,PLXNA3,PLXNB3,PLXND1,PMS2,POPDC2,POPDC3,PPARGC1B,PPP1R9A,PPP3CA,PPP3CB,PRCP,PRDM1,PRELID2,PRKAR1A,PRKCH,PRKCI,PRKCZ,PRKD1,PROM1,PRPS1,PRSS56,PTGES3,PTH1R,PTK2B,PTK7,PTN,PTPN9,PTPRB,PTPRC,PTPRD,PTPRS,PTPRZ1,PTX3,PXDN,RAB13,RAB29,RAB3A,RAC2,RAD51B,RAF1,RAMP1,RAPGEF1,RAPGEF3,RASSF10,RB1CC1,RBBP8,RBFOX1,RBM15,RBM20,RBP1,RBPJ,RCN1,RCN3,RCOR1,RECK,REST,RGCC,RGMA,RHEB,RIF1,RIMS1,RIPOR2,RND2,RNF165,RNF2,RNF207,ROBO1,ROCK2,ROR2,RORA,RRAS,RSPO3,RUFY3,S1PR1,S1PR2,S1PR3,SAFB2,SALL2,SAMHD1,SARS1,SAV1,SBDS,SCARF1,SCMH1,SCN1B,SCRT1,SDC2,SDHA,SDK1,SEC24D,SEC61A1,SELENON,SEMA3A,SEMA3E,SEMA3G,SEMA4F,SEMA5B,SEMA6A,SEMA6C,SEMA6D,SEMA7A,SERPINE1,SERPINE2,SEZ6L,SEZ6L2,SFRP2,SGCD,SGPL1,SGPP1,SH3PXD2A,SH3PXD2B,SHC1,SHROOM3,SHTN1,SIK3,SIPA1L1,SIRT2,SLC1A3,SLC25A25,SLC2A10,SLC35E2,SLC37A4,SLC39A1,SLC4A7,SLC8A3,SLIT1,SLIT2,SLIT3,SLITRK1,SLITRK2,SLITRK4,SLITRK5,SLITRK6,SMAD2,SMO,SMURF1,SOX11,SOX9,SPARC,SPART,SPG11,SPHK1,SPI1,SPRY2,SRC,SRF,SRGAP2,SRPX2,STAB1,STAT1,STAT5B,STC1,STK11,STK3,STMN2,STOX1,STOX2,STXBP1,SULF1,SULF2,SUN2,SVEP1,SWAP70,SYBU,SYNJ2,SYPL2,SYT2,TACC1,TACC3,TANC2,TAPBPL,TAPT1,TASOR,TBX18,TCAP,TCF12,TCF3,TCF7L2,TCIRG1,TDP2,TEAD1,TEAD2,TEAD4,TEK,TENM1,TENM2,TENM3,TENM4,TET3,TFRC,TGFB1,TGFB2,TGFB3,TGFBI,TGFBR1,TGFBR2,THAP11,THBS2,THBS3,THBS4,TIGAR,TIMELESS,TIMP1,TLR9,TMEM107,TMEM126A,TMEM204,TMEM231,TMEM59L,TMEM98,TNC,TNFRSF11A,TNFRSF1B,TNFRSF21,TNMD,TNNT2,TOP2A,TOP2B,TOX,TP63,TP73,TPBG,TPM1,TRAF3IP1,TRAF3IP2,TRAK1,TRAPPC13,TREX1,TRIO,TRNP1,TSKU,TSPAN12,TTC21B,TTC39C,TTC8,TTLL1,TUB,TULP3,TWF1,TWF2,TXNRD1,TYRO3,UBA6,UBASH3B,UGCG,UGDH,UGP2,ULK1,UMODL1,UNC5B,UNG,UQCRQ,USH1C,USP1,UST,VASH1,VASH2,VCAN,VEGFA,VHL,VIM,VMP1,VPS13B,VSTM4,WASF2,WDR19,WDR47,WDR48,WDR6,WDR77,WDTC1,WFIKKN2,WHRN,WNT4,WNT5B,WRN,WWTR1,XIRP2,XKR8,YBX3,YEATS2,YWHAZ,ZBTB1,ZBTB16,ZBTB7B,ZEB1,ZER1,ZFAND5,ZFP91,ZFPM2,ZFYVE27,ZHX2,ZIC3,ZMIZ1,ZNF385A,ZNF423,ZNF521,ZNF536


			GO:BP			positive regulation of biological process			GO:0048518			1.55E-38			1207			ABCA5,ABHD17C,ABHD5,ABI3BP,ABL1,ABL2,ABLIM3,ACE,ACKR3,ACOX2,ACSL1,ACTA2,ACTC1,ACTN2,ACTR3,ACVR1,ADAM8,ADAMTS20,ADAMTS9,ADGRA2,ADGRB3,ADGRG1,ADGRL2,ADIPOR2,ADM,ADORA2A,ADRA1D,ADRA2A,ADRA2C,AFAP1L2,AGT,AGTR2,AHR,AIFM1,AJUBA,AKAP13,AKAP6,AKNA,AKT2,ALDH1A2,AMOT,ANKFY1,ANKIB1,ANKRD1,ANLN,ANO1,ANO2,ANTXR1,ANXA2,APAF1,APOE,APP,AQP11,ARAF,ARHGEF10,ARHGEF10L,ARHGEF2,ARHGEF3,ARHGEF39,ARIH2,ARMC12,ARMC9,ARNTL,ARRDC3,ARX,ASB11,ASB5,ASL,ASNS,ASPH,ASS1,ASXL3,ATAD1,ATAD2,ATAT1,ATF3,ATF4,ATF5,ATL3,ATM,ATOH8,ATP1B1,ATP2A1,ATP2A3,ATP2B4,ATP5F1A,ATP5IF1,ATP7A,ATR,ATXN3,AURKB,AVIL,AZIN2,BAG3,BAIAP2L2,BAIAP3,BAMBI,BARD1,BBS7,BCAP31,BCAS3,BCL3,BCL6,BCL7B,BCL9,BCR,BEND6,BHLHB9,BID,BIN1,BLM,BMP5,BMP6,BMP7,BMPER,BNIP3,BNIP3L,BOC,BRCA1,BRCA2,BST1,BTC,BTNL9,BVES,C1QTNF3,C2,C2CD2L,C3,C4A,C7H6ORF125,CAB39,CAB39L,CACNA1D,CACNA1G,CACNG7,CALCOCO1,CALCOCO2,CALCRL,CALM1,CALR,CAMK2A,CAMKK2,CAMTA2,CAPN3,CAPRIN2,CARF,CASK,CASP6,CASP9,CASQ1,CASQ2,CAT,CAV2,CAVIN3,CBL,CBLB,CCDC124,CCDC88A,CCL19,CCL5,CCN1,CCN3,CCN4,CCNB1,CCNT2,CCP110,CCPG1,CCT6A,CD1.1,CD14,CD151,CD2,CD200,CD276,CD40LG,CD44,CD80,CD8A,CDC14B,CDC20,CDC25B,CDC42EP3,CDC6,CDCA2,CDCA5,CDCA7L,CDH2,CDK1,CDK5R1,CDON,CDS1,CDT1,CEBPG,CENPE,CENPJ,CEP131,CEP192,CFAP20,CFD,CHCHD10,CHCHD2,CHD6,CHEK1,CHI3L1,CHRD,CHST2,CHSY1,CHTF18,CHURC1,CIB1,CIT,CITED1,CKAP2,CKAP5,CKS2,CLIP1,CLIP3,CLN6,CLPX,CLSPN,CLSTN2,CLSTN3,CLU,CNOT6,CNOT6L,CNR1,CNTN1,COL16A1,COPS5,COPS8,CORO1B,CORO1C,CORO2B,COX1,COX17,CPEB3,CPNE3,CPT1C,CPT2,CRABP2,CRACD,CRADD,CRBN,CREB3L1,CREB3L2,CREB5,CREBRF,CROCC,CSDE1,CSF3,CSNK1G3,CSNK2B,CSPG4,CSRNP1,CSRNP3,CTC1,CTF1,CTHRC1,CTNNA1,CTSC,CUL3,CUL4A,CUL4B,CUL7,CUX2,CYB5D2,CYFIP2,CYP7B1,DAB2,DAPK1,DAPK2,DBF4,DCAF6,DCN,DCP2,DCUN1D2,DCUN1D4,DDHD2,DDR2,DDRGK1,DDX1,DDX3X,DDX58,DECR1,DEF8,DEFB1,DEPDC5,DHPS,DHX58,DIP2B,DISC1,DLC1,DLG5,DLL1,DMRT2,DNAJA3,DNAJB2,DNMT1,DNMT3B,DOCK5,DOCK7,DOCK8,DOK5,DOT1L,DPF3,DPP4,DROSHA,DSTN,DTL,DTNBP1,DUSP10,DUSP26,DUSP3,DVL1,DYNLL1,DYRK1B,DZIP1,E2F1,E2F7,E2F8,E4F1,EAF2,EBF2,EBF3,ECHDC3,ECM2,EDA,EDIL3,EDNRA,EFCAB7,EFNA1,EFNB3,EGF,EGFL6,EGFL7,EGLN1,EGR1,EGR2,EGR3,EIF2B3,EIF2B4,EIF4G1,ELF4,ELK3,ELK4,ELL2,EMILIN1,EMILIN2,ENDOG,ENG,ENPP2,EPAS1,EPB41L2,EPCAM,EPHA3,EPHA4,EPHA7,EPHB2,EPHB3,EPHB4,EPHX2,EPS8,EPS8L2,ERBB2,ERBB3,ERBIN,ERP29,ESR1,ESRRG,ETV1,ETV5,EYA2,EYA3,EZH2,EZR,F3,FAM162A,FAM20A,FAM210B,FAM53B,FAM83D,FAM98A,FANCI,FANCM,FAP,FAS,FBLN1,FBN2,FBXO5,FBXW8,FCHO1,FCHSD1,FCHSD2,FEN1,FER,FERMT3,FES,FGF1,FGF18,FGF21,FGF9,FGFR1,FGFR4,FH,FHL5,FHOD1,FITM1,FLOT2,FLRT3,FLT1,FMR1,FN1,FNBP1L,FNDC5,FNIP1,FOS,FOXA3,FOXJ1,FOXM1,FOXO1,FRMD4A,FRZB,FSCN1,FST,FXR1,FXR2,FYCO1,FYN,FZD10,FZD2,FZD9,G0S2,GAB1,GADD45B,GAPDH,GAREM1,GATA2,GATA3,GBP1,GCNT1,GDF11,GDF9,GEN1,GFRA3,GGA1,GHR,GINS3,GJA1,GKAP1,GLI2,GLI3,GNAI1,GNAI3,GOLT1B,GPC3,GPD1,GPI,GPR137C,GPR37,GPRC5B,GPS2,GPSM2,GRB10,GRID2,GRIK2,GRIN2D,GRM4,GRPR,GSDME,GUCA1B,HABP2,HADH,HBEGF,HCLS1,HDAC10,HDGFL2,HEY2,HGF,HHLA2,HIC1,HIP1,HIVEP1,HK1,HK2,HLTF,HMCES,HOMER1,HOXA3,HOXA5,HPN,HRC,HRH1,HSD17B12,HSF1,HSF4,HSPA1L,HSPA5,HSPB6,HSPB8,HTATIP2,IER2,IER3,IFI35,IFIH1,IFIT2,IFIT5,IFT57,IFT88,IGFBP4,IGFBP5,IGSF11,IKBKG,IL12RB2,IL15,IL16,IL17B,IL18,IL1R1,IL2RB,IL4I1,IL6R,IL6ST,INPP5F,INSR,INTU,IQGAP3,IRAK1,IRAK2,IRF5,IRF9,ISCU,ITGA4,ITGA5,ITGA6,ITGAV,ITGB1,ITM2C,ITPR3,ITSN1,JADE2,JAM3,JUNB,KAT2B,KCNB1,KCNIP2,KCP,KDM1A,KDM7A,KDM8,KDR,KHDRBS1,KIF14,KIF20B,KIF26B,KIT,KLF13,KLF4,KLHL12,KLHL17,KPNA2,LAMB1,LARP4,LCK,LDB2,LEPR,LFNG,LGALS3,LGALS9,LGR4,LHFPL2,LIMK1,LIPG,LMCD1,LMO1,LMO2,LMOD2,LNPK,LOC100511937,LOC100512977,LOC100513346,LOC100519808,LOC100520512,LOC100523213,LOC100620540,LOC100737755,LOC102158443,LPAR4,LPCAT1,LPCAT3,LPIN1,LPIN3,LRP4,LRP8,LRRC4B,LRRC7,LRRCC1,LRRK1,LRRK2,LRRN1,LRRN3,LRRTM3,LTBP3,LUM,LYAR,LYN,LYPD6,LYVE1,MAB21L1,MAFF,MAML3,MAN2A1,MAP2K2,MAP3K10,MAP3K13,MAP3K14,MAP3K20,MAP4K1,MAP6,MAPK14,MAPK8IP1,MAPKAPK2,MAPRE1,MAPRE2,MARCHF2,MARS1,MASTL,MAVS,MBD2,MBTD1,MDK,MDM2,MED15,MEF2A,MEF2C,MEF2D,MEIS3,MELK,MEOX2,MET,METRNL,MFN2,MFNG,MFSD2A,MGA,MGAT5,MIB1,MID1,MID1IP1,MITF,MKKS,MLXIP,MLXIPL,MMD,MMP14,MMP2,MMRN2,MN1,MNS1,MOSPD1,MPC2,MPL,MPP7,MRAP2,MRE11,MRPS27,MSH2,MSTN,MTA3,MTBP,MTCH2,MTDH,MUL1,MUSK,MYBL1,MYBL2,MYCN,MYF5,MYF6,MYLK2,MYMK,MYO10,NABP2,NAMPT,NANS,NAV3,NBAS,NCAPD2,NCAPG,NCAPG2,NCAPH,NCOA2,NDC80,NDUFS4,NEDD4L,NEFL,NEGR1,NEK2,NEK4,NEO1,NES,NET1,NEURL1,NFATC1,NFATC3,NFATC4,NFE2L2,NFIB,NFIL3,NFKBIA,NFKBIL1,NFKBIZ,NGFR,NIBAN1,NIBAN2,NID1,NIN,NMI,NOC2L,NOCT,NONO,NOS1,NOS3,NOTCH2,NPAS3,NPHP4,NPLOC4,NR0B2,NR1D2,NR1H2,NR1I3,NR2F1,NR4A3,NR5A2,NRDC,NSD2,NSFL1C,NTF4,NTRK3,NUMBL,NUP93,OBSL1,OGT,OMA1,OPTN,OXTR,P2RY1,PABPC1,PACSIN3,PAFAH1B2,PAIP1,PAK4,PARK7,PARM1,PARP14,PARP16,PARP3,PARP9,PATL1,PATZ1,PBK,PBX3,PCBP1,PCOLCE,PCOLCE2,PCSK9,PDCD4,PDCD5,PDE3A,PDE4B,PDE4D,PDE9A,PDGFA,PDGFC,PDGFD,PDGFRA,PDIA3,PDPN,PDZK1,PELO,PER1,PFKM,PHB2,PHF1,PHF19,PHLDA1,PHLDB2,PIAS3,PIK3R2,PINK1,PIP4K2A,PIP4K2C,PITHD1,PKD2,PKDCC,PKM,PLA2G4A,PLAA,PLAG1,PLAGL1,PLCB1,PLCE1,PLCG1,PLCG2,PLCL2,PLD1,PLEKHA4,PLEKHF1,PLEKHM1,PLEKHM2,PLGRKT,PLIN5,PLK1,PLK3,PLPP3,PLXNA1,PLXNA2,PLXNA3,PLXNB3,PLXND1,PNPLA2,PODXL,POLDIP2,POLR3A,POLR3D,POT1,PPARA,PPARGC1A,PPARGC1B,PPIF,PPM1A,PPM1B,PPM1F,PPP1R15A,PPP1R3G,PPP2R5A,PPP3CA,PPP3CB,PRDM1,PRDM5,PRDX3,PRDX6,PRIM2,PRKAB2,PRKAG1,PRKCD,PRKCH,PRKCI,PRKCQ,PRKCZ,PRKD1,PROM1,PRR5,PRR5L,PRRC1,PRRT2,PRSS56,PSMC1,PSMC2,PSMC3,PSMC3IP,PSMC5,PSMD14,PTGES2,PTGES3,PTH1R,PTK2B,PTK7,PTN,PTPN9,PTPRC,PTPRD,PTPRJ,PTPRN,PTRH2,PTX3,PXYLP1,RAB29,RAB3A,RAB3D,RAB7A,RAC2,RACGAP1,RAD21,RAD23A,RAD51,RAD51AP1,RAD51B,RAF1,RAMP1,RAP2C,RAPGEF3,RASGRF2,RASSF10,RB1CC1,RBBP8,RBM15,RBM20,RBM38,RBPJ,RCC2,RCN3,RCOR1,RECK,REST,RFC3,RFC5,RGCC,RGMA,RGS14,RHEB,RHNO1,RHOD,RIF1,RIMS1,RIPOR2,RND2,RNF14,RNF144A,RNF165,RNF207,RNF217,ROBO1,ROCK2,ROMO1,ROR2,RORA,RPS6KA1,RPS6KA3,RPS6KB2,RRAGD,RRAS,RSPO3,RUFY3,RXRG,RYBP,RYR2,S100A4,S1PR1,S1PR2,SASS6,SAV1,SCARB1,SCARF1,SCN1B,SCN3B,SCN5A,SCUBE1,SDC1,SELENON,SEMA3E,SEMA3G,SEMA4F,SEMA5B,SEMA6A,SEMA6C,SEMA6D,SEMA7A,SENP1,SEPTIN9,SERPINE1,SERPINE2,SERTAD1,SESN1,SESN2,SFR1,SFRP2,SH3GLB1,SH3RF2,SHC1,SHTN1,SIRT2,SKP2,SLAIN2,SLC15A3,SLC1A3,SLC24A1,SLC25A4,SLC26A6,SLC27A1,SLC2A10,SLC30A2,SLC38A2,SLC38A3,SLC6A13,SLC8A3,SLF1,SLIT2,SLITRK1,SLITRK2,SLITRK4,SLITRK5,SLITRK6,SMAD2,SMARCA5,SMC2,SMC4,SMC6,SMO,SMPD1,SMPDL3B,SMTNL2,SMURF1,SNX30,SNX7,SOAT1,SOX11,SOX9,SPAG5,SPARC,SPHK1,SPI1,SPIDR,SPP1,SPRY2,SPTLC1,SQSTM1,SRC,SREBF2,SRF,SRI,SRPX,SRPX2,SS18,SSBP4,STAC3,STAT1,STAT5B,STC1,STIL,STIM1,STIM2,STING1,STK11,STK17B,STK3,STMN2,STOX1,STOX2,STUB1,STXBP1,STXBP5,SUCO,SULF1,SULF2,SUN2,SUPT16H,SUPV3L1,SWAP70,SYNPO2,SYNPO2L,SYT12,SYT2,SYT9,TAF11,TAF12,TAF9B,TAP2,TAPBPL,TAPT1,TASOR,TBC1D14,TBL1XR1,TBX15,TBX18,TCF12,TCF3,TCF4,TCF7L2,TCTN3,TEAD1,TEAD2,TEAD4,TEK,TENM4,TESK1,TET3,TFEB,TFRC,TGFB1,TGFB2,TGFB3,TGFBR1,TGFBR2,THAP11,THBS4,THOC5,TIAM1,TIGAR,TIMELESS,TIMP1,TLR5,TLR9,TMEM198B,TMEM259,TMEM35A,TMEM9,TMEM9B,TMTC3,TNC,TNFRSF11A,TNFRSF12A,TNFRSF19,TNFRSF1B,TNFRSF21,TNIP1,TOMM7,TOP2A,TOP2B,TOX,TOX3,TP53INP2,TP63,TP73,TPBG,TPD52L1,TPX2,TRAF3,TRAF3IP2,TRAF5,TRAPPC13,TRDN,TREX1,TRPC1,TRUB2,TSKU,TSPAN5,TSPAN6,TSPO,TTC21B,TTC5,TUB,TWF1,TWF2,TXNDC15,TYRO3,UACA,UBD,UBE2C,UBE2Z,UCP2,UHRF1,ULK1,ULK3,UNC13D,UNC5B,UNC5CL,USF2,USP13,USP2,USP34,UTRN,VAMP8,VAPB,VASH2,VAV2,VCAM1,VCP,VEGFA,VHL,VIM,VMP1,VRK1,VRK3,WASF1,WASF2,WDR43,WDR45,WDR48,WDR77,WHAMM,WHRN,WIF1,WIPI1,WLS,WNK3,WNT5B,WRN,WWTR1,XKR8,YBX3,ZBTB1,ZBTB16,ZBTB20,ZBTB7B,ZBTB7C,ZEB1,ZER1,ZFP30,ZFP91,ZFPM2,ZFYVE27,ZIC3,ZMIZ1,ZNF142,ZNF175,ZNF235,ZNF287,ZNF300,ZNF385A,ZNF395,ZNF423,ZNF703,ZNF711,ZNF76,ZNFX1,ZXDC,ZYG11B


			GO:BP			regulation of cellular component organization			GO:0051128			2.55E-37			530			ABHD17C,ABL1,ABL2,ACAP3,ACE,ACTN2,ACTR3,ADAM15,ADGRB3,ADGRL2,AEBP1,AFAP1,AGT,AJUBA,AKT2,ANKFY1,ANKRD13A,ANKRD13B,ANKRD23,ANLN,ANTXR1,ANXA2,APOD,APOE,APOM,APP,ARFIP2,ARHGAP44,ARHGEF10,ARHGEF10L,ARHGEF19,ARHGEF2,ARHGEF9,ARMC12,ARPC5,ARPIN,ASAP3,ATAD1,ATAT1,ATF5,ATL3,ATM,ATP5IF1,ATR,AURKB,AVIL,BAIAP2L2,BCL11A,BCL6,BCL7B,BHLHB9,BID,BIN1,BMP5,BMP6,BMP7,BNIP3,BNIP3L,BRCA1,BST1,BUB1,BUB1B,C3,CALCOCO2,CALR,CAMKV,CAPG,CAPN6,CAPRIN2,CAPZA1,CAPZA2,CAV2,CBL,CCDC88A,CCN3,CCNB1,CCNF,CCP110,CCT6A,CD14,CD151,CD44,CDC20,CDC42EP3,CDC6,CDCA2,CDCA5,CDH2,CDK2AP2,CDK5R1,CDT1,CENPE,CENPJ,CEP131,CEP76,CHCHD10,CHEK1,CHODL,CIB1,CKAP2,CKAP5,CKB,CLIP1,CLIP3,CLSTN2,CLSTN3,CLU,CNOT6,CNOT6L,CNTN1,CNTROB,COL16A1,COL5A1,COLQ,CORO1B,CORO1C,CORO2B,CRABP2,CRACD,CRMP1,CROCC,CSF3,CTC1,CTTNBP2,CUL3,CUL7,CUX2,CYFIP2,CYRIB,DAB2,DACT3,DCBLD2,DCN,DCP2,DDHD2,DDR2,DDX3X,DEF8,DIAPH1,DIP2B,DISC1,DLC1,DLG5,DLL1,DNAJB2,DNMT1,DPP4,DPYSL5,DSTN,DUSP3,DVL1,DYNLL1,DZIP1,EAF2,EFNA1,EFNB3,EGF,EGLN1,EHMT2,EIF4G1,EMILIN1,ENDOG,ENPP2,EPB41L3,EPHA3,EPHA4,EPHA7,EPHB2,EPHB3,EPS8,EPS8L2,ERBB2,ESAM,ESR1,ETF1,EZR,FAM162A,FAM98A,FAP,FBXO5,FBXW5,FBXW8,FCHSD1,FCHSD2,FEN1,FER,FES,FGFR4,FHOD1,FHOD3,FLRT3,FMR1,FN1,FNBP1L,FNIP1,FRZB,FSCN1,FXR1,FXR2,FYCO1,FYN,FZD10,GATA3,GBA2,GDF9,GEN1,GHITM,GLO1,GMFB,GNAI1,GPC3,GPC4,GPSM2,GRID2,GRIPAP1,HCLS1,HDGFL2,HGF,HIP1,HJURP,HPN,HSF1,HSF4,IER3,IFT140,IFT88,IGFBP4,IGFBP5,IGSF9,INPP5F,INPP5J,INSR,IQGAP2,ITGAV,ITM2C,JAM3,KANK3,KAT2B,KAZALD1,KDM1A,KDR,KIF14,KIF15,KIF20B,KIF24,KLF4,LGALS3,LIMK1,LMOD2,LNPK,LRFN2,LRFN5,LRP4,LRP8,LRRC4B,LRRC4C,LRRK2,LRRN1,LRRN3,LRRTM3,LYN,MACF1,MAK,MAP1A,MAP1B,MAP1S,MAP3K13,MAP6,MAPK14,MAPRE1,MAPRE2,MASTL,MAVS,MCM2,MDGA1,MDK,MET,MFSD2A,MIB1,MID1,MID1IP1,MKI67,MKKS,MMP14,MNS1,MPHOSPH9,MPP7,MRE11,MSTN,MTBP,MTM1,MUL1,MYO10,NAA10,NABP2,NAV3,NCAPD2,NCAPG,NCAPH,NDC80,NEDD4L,NEFL,NEGR1,NEK2,NEK6,NES,NEURL1,NEXN,NFATC4,NIN,NME6,NOTCH2,NPHP4,NR1H2,NTRK3,OBSL1,ODF2,OMA1,OPHN1,PACSIN3,PAK3,PAQR3,PARK7,PARP3,PCSK9,PDCD5,PDE3A,PDPN,PHLDB2,PI16,PIK3R2,PINK1,PIP4K2A,PIP4K2C,PLAA,PLCB1,PLCE1,PLCG2,PLD1,PLEKHH2,PLEKHM1,PLEKHM2,PLEKHO1,PLK1,PLXNA1,PLXNA2,PLXNA3,PLXNB3,PLXND1,PODXL,POT1,PPARGC1A,PPIF,PPM1A,PPM1F,PPP1R15A,PPP3CA,PPP3CB,PRDM5,PRKCD,PRKCH,PRKCI,PRKCQ,PRKCZ,PRKD1,PRRT2,PTK2B,PTK7,PTN,PTPN9,PTPRA,PTPRD,PTPRJ,PTPRS,RAB29,RAB3A,RABEP2,RAC2,RAD21,RAD51AP1,RAF1,RAP1GDS1,RAPGEF3,RCC2,RGCC,RGMA,RHOD,RHOF,RHPN2,RIMS1,RIPOR2,RMI2,RND2,ROBO1,ROCK2,ROR2,RUBCN,RUFY3,SASS6,SCARF1,SCN1B,SDC1,SEMA3A,SEMA3E,SEMA3G,SEMA4F,SEMA5B,SEMA6A,SEMA6C,SEMA7A,SEPTIN9,SERPINE1,SERPINE2,SERTAD1,SESN2,SFRP2,SH3GLB1,SHFL,SIPA1L1,SIRT2,SKA1,SLAIN2,SLC25A4,SLC2A10,SLF1,SLIT2,SLIT3,SLITRK1,SLITRK2,SLITRK4,SLITRK5,SLITRK6,SMARCA5,SMC2,SMC4,SMG5,SMPD1,SMURF1,SNAP91,SNX30,SNX7,SOX9,SPAG5,SPART,SPDL1,SPEF1,SPHK1,SPICE1,SPIDR,SPRY2,SPTAN1,SPTB,SRC,SRF,SRPX2,SSH1,STIL,STK11,STMN1,STMN2,STON2,STOX1,STUB1,STXBP5,STXBP6,SUPV3L1,SVIL,SWAP70,SYNPO2,SYNPO2L,SYT2,SYT9,TAF9B,TAPT1,TASOR,TEAD1,TEK,TESK1,TEX14,TFRC,TGFB1,TGFB2,TGFB3,TGFBR1,TIGAR,TLK1,TMEFF2,TMEM67,TMOD4,TMSB15A,TMSB15B,TNC,TNFRSF1B,TOP2A,TOX,TPBG,TPX2,TRAF3IP1,TREX1,TRIM36,TSKU,TSPO,TTC8,TTK,TUBA1B,TUBB,TWF1,TWF2,UBE2C,ULK1,USP6NL,UST,VAT1,VCP,VDAC1,VDAC3,VHL,VIM,WASF1,WASF2,WDR45,WDR47,WHAMM,WIPI1,XPO1,YWHAZ,ZFYVE27,ZNF827,ZWILCH,ZWINT


			GO:BP			anatomical structure morphogenesis			GO:0009653			2.21E-36			600			ABL1,ACKR3,ACTA1,ACTA2,ACTC1,ACTN2,ACVR1,ADAM15,ADAM8,ADAMTS12,ADAMTS15,ADAMTS16,ADGRA2,ADGRB2,ADGRB3,ADGRG1,ADIPOR2,ADM,AFG3L2,AGRN,AGT,AJUBA,ALDH1A2,ALPK2,AMOT,ANGPT2,ANKRD1,ANKRD23,ANXA2,APAF1,APOE,APP,ARHGAP12,ARHGAP44,ARHGEF2,ARHGEF25,ARHGEF26,ARX,ASB2,ASPN,ASXL3,ATF4,ATM,ATOH8,ATP2B4,BAMBI,BCL3,BCL6,BCR,BHLHB9,BMP6,BMP7,BMPER,BNIP3,BOC,BRCA1,BSG,BTBD3,BTBD7,BVES,C3,CACNA1S,CALCRL,CAPN3,CAPRIN2,CASQ1,CC2D2A,CCDC40,CCDC88C,CCN1,CCN3,CD109,CD151,CD44,CD9,CDC42EP3,CDH10,CDH11,CDH2,CDH20,CDH7,CDK5R1,CDON,CHI3L1,CHRNA10,CHSY1,CIB1,CITED1,CLU,CNP,CNTN1,CNTN4,COL11A1,COL11A2,COL12A1,COL1A2,COL22A1,COL27A1,COL2A1,COL5A1,COL5A2,CORO1B,CORO1C,CPE,CPLANE1,CPLANE2,CRABP2,CREB3L1,CRISPLD1,CRMP1,CSNK2B,CSRNP1,CSRP2,CTHRC1,CTNND2,CTSZ,CUL3,CUL7,CUX2,CYFIP2,CYP7B1,DAB2,DCHS1,DCN,DCX,DDHD2,DHRS3,DIAPH1,DIP2B,DLC1,DLG4,DLG5,DLL1,DMRT2,DOCK5,DOCK7,DPYSL5,DTNBP1,DUSP1,DVL1,DYRK1B,E2F7,E2F8,EDA,EDNRA,EFNA1,EFNB3,EGF,EGLN1,EGR2,EGR3,EIF3J,ELK3,EMB,EMILIN1,EMILIN2,ENG,ENPP2,EPAS1,EPHA3,EPHA4,EPHA7,EPHB2,EPHB3,EPHB4,EPS8,ERBB2,ESR1,ETV1,EXT1,EZR,F3,FAIM2,FAM171A1,FAM20A,FANCD2,FBN1,FBN2,FBN3,FBXW8,FES,FGD1,FGF1,FGF18,FGF21,FGF9,FHOD3,FKBP10,FLNC,FLRT3,FLT1,FMNL1,FMNL2,FMNL3,FN1,FOXA3,FOXJ1,FOXN3,FRAS1,FREM2,FRY,FST,FYN,FZD2,GAB1,GAMT,GATA2,GATA3,GCNT1,GCNT4,GDF11,GFRA3,GJA1,GJA5,GJC1,GLI2,GLI3,GLUL,GPC3,GPI,GRID2,HBEGF,HEY2,HGF,HK2,HOXA3,HOXA5,HPN,HS2ST1,HS6ST1,HSPA5,HSPB6,HTATIP2,IFT140,IFT57,IFT80,IGFBP5,IGSF9,IL18,INSR,INTU,ITGA2,ITGA4,ITGA5,ITGA6,ITGAV,ITGB1,ITGB4,ITGB6,JADE2,JAM3,JUNB,KBTBD8,KCNQ4,KDR,KIF14,KIF20B,KIF26B,KIF5C,KIT,KLF4,KLHL3,LAMA3,LAMB1,LAMB3,LAMC1,LAMC3,LARP4,LDB3,LEPR,LFNG,LGR4,LIAS,LIMK1,LMOD2,LNPK,LOC100511937,LOC100736765,LOC100737755,LOX,LRIG3,LRP4,LRP8,LRRC4C,LRRK2,LRTM1,LTBP3,LUZP1,MAN2A1,MAP1A,MAP1B,MAP1S,MAP2,MAP3K13,MAP3K20,MAP4K4,MAP6,MAPK14,MCAM,MDFI,MDK,MDM2,MEF2A,MEF2D,MEGF9,MEIS3,MEOX2,MET,MFAP2,MFN2,MFNG,MFSD2A,MIB1,MKKS,MKS1,MMP14,MMP16,MMP2,MMRN2,MTDH,MTHFD1L,MTHFR,MTM1,MUL1,MYBPC3,MYCN,MYF5,MYF6,MYH14,MYLK2,MYMK,MYO10,MYO18B,MYO7A,MYO9A,MYO9B,MYOF,MYOM2,MYOT,MYOZ1,MYPN,NAXE,NBEAL2,NEB,NECTIN3,NEDD4L,NEFL,NEK3,NEO1,NEXN,NF1,NFATC4,NFIB,NGFR,NIN,NOS3,NOTCH2,NPY1R,NR5A2,NRAP,NRCAM,NSD2,NTF4,NTN3,NUMBL,NYAP1,OBSL1,OMA1,OPHN1,P2RY1,PAK3,PAK4,PAPPA2,PARVA,PARVB,PBX3,PBX4,PCSK5,PDGFC,PDGFRA,PDPN,PGK1,PGM5,PHB2,PHEX,PHLDB2,PINK1,PKD2,PKDCC,PKM,PLAA,PLAG1,PLEKHA4,PLEKHO1,PLPP3,PLPPR4,PLXNA1,PLXNA2,PLXNA3,PLXNB3,PLXND1,POLDIP2,PPARA,PPARGC1B,PPP3CA,PPP3CB,PRCP,PRDM1,PRELID2,PRKAR1A,PRKCI,PRKCZ,PRKD1,PROM1,PTGFRN,PTK2B,PTK7,PTN,PTPRB,PTPRD,PTPRS,PTPRZ1,PXDN,RAB3A,RAC2,RAMP1,RAPGEF3,RBM15,RBM20,RBPJ,RECK,RGCC,RGMA,RHOD,RHOF,RHOU,RILPL1,RIMS1,RIPOR2,RND2,RNF165,RNF2,RNF207,ROBO1,ROCK2,RORA,RRAS,RSPO3,RUFY3,S1PR1,SARS1,SAV1,SCML2,SCN1B,SDC2,SDK1,SEMA3A,SEMA3E,SEMA3G,SEMA4F,SEMA5B,SEMA6A,SEMA6C,SEMA7A,SERPINE1,SERPINE2,SFRP2,SGCD,SGPL1,SH3PXD2A,SHC1,SHROOM3,SHTN1,SIK3,SIPA1L1,SLC1A3,SLC39A1,SLIRP,SLIT1,SLIT2,SLIT3,SLITRK1,SLITRK2,SLITRK4,SLITRK5,SLITRK6,SMAD2,SMO,SMURF1,SOX11,SOX9,SPARC,SPART,SPG11,SPHK1,SPI1,SPRY2,SRC,SRF,SRGAP2,SRPX2,SS18,SSH1,SSUH2,STAB1,STAT1,STC1,STK11,STK3,STOX1,STXBP1,SULF1,SULF2,SUPV3L1,SVEP1,SYNE3,SYNE4,SYT2,TASOR,TBPL1,TBX18,TCAP,TCIRG1,TEAD2,TEAD4,TEK,TENM3,TENM4,TFRC,TGFB1,TGFB2,TGFB3,TGFBI,TGFBR1,TGFBR2,THBS2,THBS3,THBS4,TIMELESS,TMEFF2,TMEM107,TMEM231,TMEM59L,TMOD4,TNC,TNFRSF1B,TNMD,TNNT2,TOP2B,TP63,TPBG,TPM1,TRAF3IP1,TREX1,TRIO,TRNP1,TSKU,TSPAN12,TTC21B,TTC39C,TTC8,TTLL1,TULP3,TWF2,TXNRD1,UGDH,ULK1,UNC13D,UNC5B,USH1C,UST,VANGL2,VASH1,VASH2,VAT1,VEGFA,VHL,VPS13B,VPS33A,VSTM4,WASF2,WDR19,WDR47,WDR48,WHRN,WWTR1,XIRP2,YWHAZ,ZBTB16,ZEB1,ZFAND5,ZFP91,ZFPM2,ZFYVE27,ZHX2,ZIC3,ZMIZ1,ZMYM4,ZNF135,ZNF385A


			GO:BP			positive regulation of cellular process			GO:0048522			4.40E-36			1082			ABHD17C,ABHD5,ABI3BP,ABL1,ABL2,ABLIM3,ACE,ACKR3,ACOX2,ACSL1,ACTN2,ACTR3,ACVR1,ADAM8,ADAMTS20,ADAMTS9,ADGRA2,ADGRB3,ADGRG1,ADGRL2,ADM,ADORA2A,ADRA1D,ADRA2A,ADRA2C,AFAP1L2,AGT,AGTR2,AHR,AIFM1,AJUBA,AKAP13,AKAP6,AKNA,AKT2,ALDH1A2,ANKFY1,ANKIB1,ANKRD1,ANLN,ANO1,ANO2,ANXA2,APAF1,APOE,APP,AQP11,ARAF,ARHGEF10,ARHGEF10L,ARHGEF2,ARHGEF3,ARHGEF39,ARIH2,ARMC12,ARMC9,ARNTL,ARRDC3,ASL,ASNS,ASS1,ASXL3,ATAD1,ATAD2,ATAT1,ATF3,ATF4,ATF5,ATL3,ATM,ATOH8,ATP1B1,ATP2B4,ATP5F1A,ATP5IF1,ATP7A,ATR,ATXN3,AURKB,AVIL,AZIN2,BAG3,BAIAP2L2,BAIAP3,BAMBI,BARD1,BBS7,BCAP31,BCAS3,BCL3,BCL6,BCL7B,BCL9,BEND6,BHLHB9,BID,BIN1,BLM,BMP5,BMP6,BMP7,BMPER,BNIP3,BNIP3L,BOC,BRCA1,BRCA2,BST1,BTC,BVES,C1QTNF3,C2CD2L,C3,C7H6ORF125,CAB39,CAB39L,CACNA1G,CACNG7,CALCOCO1,CALCOCO2,CALCRL,CALM1,CALR,CAMK2A,CAMKK2,CAMTA2,CAPN3,CAPRIN2,CARF,CASK,CASP6,CASP9,CASQ1,CASQ2,CAT,CAV2,CAVIN3,CBL,CCDC124,CCDC88A,CCL19,CCL5,CCN1,CCN3,CCN4,CCNB1,CCNT2,CCP110,CCPG1,CCT6A,CD1.1,CD14,CD151,CD276,CD40LG,CD44,CD80,CDC14B,CDC20,CDC25B,CDC42EP3,CDC6,CDCA2,CDCA5,CDCA7L,CDH2,CDK1,CDK5R1,CDON,CDS1,CDT1,CEBPG,CENPE,CENPJ,CEP131,CEP192,CFAP20,CHCHD10,CHCHD2,CHD6,CHEK1,CHI3L1,CHRD,CHST2,CHSY1,CHTF18,CHURC1,CIB1,CIT,CITED1,CKAP2,CKAP5,CKS2,CLIP1,CLIP3,CLSPN,CLSTN2,CLSTN3,CLU,CNOT6,CNOT6L,CNR1,CNTN1,COL16A1,COPS5,COPS8,CORO1B,CORO1C,CORO2B,COX17,CPEB3,CPNE3,CRABP2,CRACD,CRADD,CRBN,CREB3L1,CREB3L2,CREB5,CREBRF,CROCC,CSDE1,CSF3,CSNK1G3,CSNK2B,CSPG4,CSRNP1,CSRNP3,CTC1,CTF1,CTHRC1,CTNNA1,CTSC,CUL3,CUL4A,CUL4B,CUL7,CUX2,CYB5D2,CYFIP2,CYP7B1,DAB2,DAPK1,DAPK2,DBF4,DCAF6,DCN,DCP2,DDHD2,DDR2,DDRGK1,DDX1,DDX3X,DDX58,DEF8,DEFB1,DEPDC5,DHPS,DHX58,DISC1,DLC1,DLG5,DLL1,DMRT2,DNAJA3,DNAJB2,DNMT1,DOCK5,DOCK7,DOCK8,DOK5,DOT1L,DPF3,DPP4,DSTN,DTL,DTNBP1,DUSP10,DUSP26,DUSP3,DVL1,DYNLL1,DYRK1B,DZIP1,E2F1,E2F7,E2F8,E4F1,EAF2,EBF2,EBF3,ECHDC3,ECM2,EDA,EDIL3,EDNRA,EFCAB7,EFNA1,EFNB3,EGF,EGFL6,EGFL7,EGLN1,EGR1,EGR2,EGR3,EIF4G1,ELF4,ELK3,ELK4,ELL2,EMILIN1,EMILIN2,ENDOG,ENG,ENPP2,EPAS1,EPB41L2,EPCAM,EPHA3,EPHA4,EPHA7,EPHB2,EPHB3,EPHB4,EPS8,EPS8L2,ERBB2,ERBB3,ERP29,ESR1,ESRRG,ETV1,ETV5,EYA2,EYA3,EZH2,EZR,F3,FAM162A,FAM20A,FAM210B,FAM53B,FAM83D,FAM98A,FAP,FAS,FBN2,FBXO5,FBXW8,FCHO1,FCHSD1,FCHSD2,FEN1,FER,FERMT3,FES,FGF1,FGF18,FGF21,FGF9,FGFR1,FGFR4,FHL5,FHOD1,FLOT2,FLRT3,FLT1,FMR1,FN1,FNBP1L,FNDC5,FNIP1,FOS,FOXA3,FOXJ1,FOXM1,FOXO1,FRMD4A,FRZB,FSCN1,FXR1,FXR2,FYCO1,FYN,FZD10,FZD2,FZD9,G0S2,GADD45B,GAPDH,GAREM1,GATA2,GATA3,GCNT1,GDF11,GDF9,GEN1,GFRA3,GHR,GINS3,GJA1,GKAP1,GLI2,GLI3,GNAI1,GNAI3,GPC3,GPD1,GPI,GPR137C,GPR37,GPRC5B,GPS2,GPSM2,GRB10,GRID2,GRIK2,GRIN2D,GRM4,GSDME,GUCA1B,HABP2,HBEGF,HCLS1,HDAC10,HDGFL2,HEY2,HGF,HHLA2,HIC1,HIP1,HIVEP1,HLTF,HMCES,HOXA3,HOXA5,HPN,HSD17B12,HSF1,HSF4,HSPA1L,HSPA5,HSPB8,HTATIP2,IER2,IFI35,IFIT2,IFIT5,IFT88,IGFBP4,IGFBP5,IGSF11,IKBKG,IL15,IL18,IL1R1,IL4I1,IL6R,IL6ST,INPP5F,INSR,INTU,IQGAP3,IRAK1,IRF5,IRF9,ISCU,ITGA4,ITGA5,ITGA6,ITGAV,ITGB1,ITM2C,ITPR3,ITSN1,JADE2,JAM3,JUNB,KAT2B,KCNB1,KCNIP2,KCP,KDM1A,KDM7A,KDM8,KDR,KHDRBS1,KIF14,KIF20B,KIF26B,KIT,KLF13,KLF4,KLHL17,LAMB1,LARP4,LCK,LDB2,LEPR,LFNG,LGALS3,LGR4,LIMK1,LMCD1,LMO1,LMO2,LMOD2,LNPK,LOC100511937,LOC100512977,LOC100513346,LOC100519808,LOC100523213,LOC100620540,LOC100737755,LOC102158443,LPAR4,LPIN1,LPIN3,LRP4,LRP8,LRRC4B,LRRC7,LRRCC1,LRRK1,LRRK2,LRRN1,LRRN3,LRRTM3,LTBP3,LUM,LYAR,LYN,LYPD6,LYVE1,MAB21L1,MAFF,MAML3,MAN2A1,MAP2K2,MAP3K10,MAP3K13,MAP3K14,MAP3K20,MAP4K1,MAP6,MAPK14,MAPK8IP1,MAPRE1,MAPRE2,MARS1,MASTL,MAVS,MBD2,MBTD1,MDK,MDM2,MED15,MEF2A,MEF2C,MEF2D,MEIS3,MELK,MEOX2,MET,METRNL,MFN2,MFNG,MFSD2A,MGA,MGAT5,MIB1,MID1,MID1IP1,MITF,MLXIP,MLXIPL,MMD,MMP14,MMP2,MN1,MNS1,MOSPD1,MPC2,MPL,MPP7,MRAP2,MRE11,MRPS27,MSH2,MSTN,MTA3,MTBP,MTCH2,MTDH,MUL1,MUSK,MYBL1,MYBL2,MYCN,MYF5,MYF6,MYO10,NABP2,NAMPT,NANS,NAV3,NCAPD2,NCAPG,NCAPG2,NCAPH,NCOA2,NDC80,NDUFS4,NEDD4L,NEFL,NEGR1,NEK2,NEK4,NEO1,NES,NET1,NEURL1,NFATC1,NFATC3,NFATC4,NFE2L2,NFIB,NFIL3,NFKBIA,NFKBIZ,NGFR,NIBAN1,NIBAN2,NID1,NIN,NMI,NOCT,NOS1,NOS3,NOTCH2,NPAS3,NPHP4,NR0B2,NR1D2,NR1H2,NR1I3,NR2F1,NR4A3,NR5A2,NRDC,NSD2,NSFL1C,NTF4,NTRK3,NUMBL,NUP93,OBSL1,OGT,OMA1,OPTN,PABPC1,PACSIN3,PAFAH1B2,PAIP1,PARK7,PARM1,PARP14,PARP16,PARP3,PARP9,PATL1,PATZ1,PBK,PBX3,PCBP1,PCSK9,PDCD4,PDCD5,PDE3A,PDGFA,PDGFC,PDGFD,PDGFRA,PDIA3,PDPN,PDZK1,PELO,PER1,PFKM,PHB2,PHF1,PHF19,PHLDA1,PHLDB2,PIK3R2,PINK1,PIP4K2A,PIP4K2C,PITHD1,PKD2,PKDCC,PKM,PLA2G4A,PLAA,PLAG1,PLAGL1,PLCB1,PLCE1,PLCG1,PLCG2,PLD1,PLEKHA4,PLEKHF1,PLEKHM1,PLEKHM2,PLK1,PLK3,PLPP3,PLXNA1,PLXNA2,PLXNA3,PLXNB3,PLXND1,PNPLA2,PODXL,POLDIP2,POT1,PPARA,PPARGC1A,PPARGC1B,PPIF,PPM1A,PPM1B,PPM1F,PPP1R15A,PPP1R3G,PPP2R5A,PPP3CA,PPP3CB,PRDM5,PRDX3,PRDX6,PRIM2,PRKCD,PRKCH,PRKCI,PRKCQ,PRKCZ,PRKD1,PROM1,PRR5,PRR5L,PRRC1,PRRT2,PRSS56,PSMC3,PSMC3IP,PTGES2,PTGES3,PTH1R,PTK2B,PTK7,PTN,PTPN9,PTPRC,PTPRD,PTPRJ,PTPRN,PTRH2,PTX3,PXYLP1,RAB29,RAB3A,RAB3D,RAB7A,RAC2,RACGAP1,RAD21,RAD23A,RAD51,RAD51AP1,RAD51B,RAF1,RAMP1,RAP2C,RAPGEF3,RASGRF2,RASSF10,RB1CC1,RBBP8,RBM15,RBM20,RBPJ,RCC2,RCOR1,RECK,REST,RFC3,RFC5,RGCC,RGMA,RGS14,RHEB,RHNO1,RHOD,RIF1,RIMS1,RIPOR2,RND2,RNF14,RNF144A,RNF165,RNF207,RNF217,ROBO1,ROCK2,ROMO1,ROR2,RORA,RPS6KA1,RPS6KA3,RPS6KB2,RRAGD,RRAS,RSPO3,RUFY3,RXRG,RYBP,RYR2,S100A4,S1PR1,S1PR2,SASS6,SAV1,SCARB1,SCARF1,SCN1B,SCUBE1,SDC1,SELENON,SEMA3E,SEMA3G,SEMA4F,SEMA5B,SEMA6A,SEMA6C,SEMA6D,SEMA7A,SENP1,SEPTIN9,SERPINE1,SERPINE2,SERTAD1,SESN1,SESN2,SFR1,SFRP2,SH3GLB1,SH3RF2,SHC1,SHTN1,SIRT2,SKP2,SLAIN2,SLC15A3,SLC1A3,SLC24A1,SLC25A4,SLC26A6,SLC27A1,SLC2A10,SLC30A2,SLC38A2,SLC38A3,SLC6A13,SLC8A3,SLF1,SLIT2,SLITRK1,SLITRK2,SLITRK4,SLITRK5,SLITRK6,SMAD2,SMARCA5,SMC2,SMC4,SMC6,SMO,SMPD1,SMURF1,SNX30,SNX7,SOAT1,SOX11,SOX9,SPAG5,SPARC,SPHK1,SPI1,SPIDR,SPP1,SPRY2,SPTLC1,SQSTM1,SRC,SREBF2,SRF,SRI,SRPX,SRPX2,SS18,SSBP4,STAC3,STAT1,STAT5B,STIL,STIM1,STIM2,STING1,STK11,STK17B,STK3,STMN2,STOX1,STOX2,STUB1,STXBP1,STXBP5,SUCO,SULF1,SULF2,SUN2,SUPT16H,SUPV3L1,SWAP70,SYNPO2,SYNPO2L,SYT12,SYT2,SYT9,TAF11,TAF12,TAF9B,TAP2,TAPBPL,TAPT1,TASOR,TBC1D14,TBL1XR1,TBX15,TBX18,TCF12,TCF3,TCF4,TCF7L2,TCTN3,TEAD1,TEAD2,TEAD4,TEK,TENM4,TESK1,TET3,TFEB,TFRC,TGFB1,TGFB2,TGFB3,TGFBR1,TGFBR2,THAP11,THBS4,THOC5,TIAM1,TIGAR,TIMELESS,TIMP1,TLR9,TMEM198B,TMEM259,TMEM35A,TMEM9,TMEM9B,TNC,TNFRSF11A,TNFRSF12A,TNFRSF19,TNFRSF1B,TOMM7,TOP2A,TOP2B,TOX,TOX3,TP53INP2,TP63,TP73,TPBG,TPD52L1,TPX2,TRAF3,TRAF3IP2,TRAF5,TRAPPC13,TRDN,TRPC1,TRUB2,TSPAN5,TSPO,TTC21B,TTC5,TWF1,TWF2,TXNDC15,TYRO3,UBD,UBE2C,UBE2Z,ULK1,ULK3,UNC13D,UNC5B,UNC5CL,USF2,USP13,USP2,USP34,UTRN,VAMP8,VASH2,VAV2,VCAM1,VCP,VEGFA,VHL,VIM,VMP1,VRK1,VRK3,WASF1,WASF2,WDR43,WDR45,WDR48,WDR77,WHAMM,WIF1,WIPI1,WLS,WNK3,WNT5B,WRN,WWTR1,XKR8,ZBTB1,ZBTB16,ZBTB20,ZBTB7B,ZBTB7C,ZEB1,ZER1,ZFP30,ZFP91,ZFPM2,ZFYVE27,ZIC3,ZMIZ1,ZNF142,ZNF175,ZNF235,ZNF287,ZNF300,ZNF385A,ZNF395,ZNF423,ZNF703,ZNF711,ZNF76,ZXDC,ZYG11B


			GO:BP			negative regulation of cellular process			GO:0048523			1.29E-34			930			AARS1,ABCA5,ABHD17C,ABI3BP,ABL1,ACADVL,ACE,ACKR3,ACOT8,ACTC1,ACTN2,ACVR1,ADAM15,ADAM8,ADAMTS12,ADAMTS20,ADAMTS7,ADGRA2,ADGRG1,ADM,ADNP,ADORA2A,ADRA2A,AEBP1,AGT,AGTR2,AJUBA,AKNA,AKT1S1,AKT2,ALDH1A2,ALPK2,ANGPT2,ANGPTL4,ANKRD1,ANKRD13A,ANKRD13B,ANTXR1,ANXA2,APC2,APIP,APLP1,APOD,APOE,APOM,APP,AQP11,ARAF,ARHGAP1,ARHGAP12,ARHGAP42,ARHGAP44,ARHGEF2,ARPIN,ARRDC3,ARX,ASNS,ASPN,ASS1,ATAD1,ATF3,ATF4,ATF5,ATM,ATOH8,ATP2B4,ATP5F1A,ATP5IF1,ATR,ATXN1,AURKB,AVIL,BAG3,BAMBI,BARD1,BBS12,BCL11A,BCL3,BCL6,BCL7B,BCORL1,BCR,BDKRB2,BEND6,BHLHB9,BHLHE41,BICC1,BID,BIN1,BLM,BMP5,BMP6,BMP7,BMPER,BNIP3,BNIP3L,BOD1,BRCA1,BRCA2,BTC,BUB1,BUB1B,C1QTNF3,CALM1,CALR,CAPG,CAPN3,CAPRIN2,CAPZA1,CAPZA2,CASK,CASQ1,CASQ2,CASTOR2,CAT,CAV2,CAVIN3,CBL,CBLB,CBX2,CBX3,CBX4,CC2D1B,CCDC88C,CCL19,CCL5,CCN1,CCN3,CCN4,CCNB1,CCNB2,CCNF,CCP110,CD109,CD200,CD40LG,CD44,CD80,CD9,CDC6,CDH11,CDH2,CDK1,CDK2AP2,CDK5R1,CDT1,CENPF,CEP85,CHD3,CHEK1,CHRD,CIB1,CILP,CIPC,CIT,CITED1,CKAP2,CKB,CLEC12B,CLIP3,CLSPN,CLU,CNN1,CNOT6,CNOT6L,CNTN4,COL2A1,COL5A1,COL5A2,COPS5,COPS8,CORO1B,CORO1C,CORO2B,CPEB3,CPEB4,CRACD,CRADD,CRBN,CREB3L1,CRMP1,CRY2,CRYM,CSDE1,CSNK2B,CTC1,CTHRC1,CTNNA1,CTNND1,CTSA,CTSC,CUL3,CUL4A,CUX2,CYP7B1,DAB2,DACT3,DAPK1,DBNDD1,DCBLD2,DCN,DCP2,DDIAS,DDRGK1,DDX3X,DEDD,DEPDC5,DHCR24,DHRS3,DHRS7C,DHX58,DIAPH1,DIP2B,DKK3,DLC1,DLG5,DLK2,DLL1,DNAJA3,DNAJB2,DNAJC17,DNMT1,DNMT3B,DOCK8,DOT1L,DPF3,DPP4,DPYSL5,DTL,DTNBP1,DUSP1,DUSP10,DUSP26,DUSP29,DUSP3,DVL1,DYNLL1,E2F1,E2F6,E2F7,E2F8,E4F1,EAF2,EFNA1,EFNB3,EGFL7,EGR1,EGR3,EHMT2,EID1,EIF4A2,EIF4EBP1,EIF4G1,ELK3,ELK4,EME1,EMILIN1,EMILIN2,ENC1,ENDOG,ENG,EPCAM,EPHA3,EPHA4,EPHA7,EPHB2,EPS8,ERBB2,ERBB3,ERBIN,ERO1A,ERP29,ESR1,ETV5,EYA2,EYA3,EZH2,EZR,FAIM,FAIM2,FAM3C,FANCD2,FAP,FAS,FBLN1,FBN1,FBN2,FBXO31,FBXO5,FER,FGF9,FHL2,FHOD3,FIGNL1,FLT1,FMO1,FMO2,FMR1,FN1,FNIP1,FOXJ1,FOXM1,FOXN3,FOXO1,FOXP2,FRMD4A,FRZB,FST,FXR1,FXR2,FYN,FZD9,GADD45B,GAPDH,GATA2,GATA3,GBP1,GCLC,GDF11,GDF9,GEN1,GHITM,GJA1,GLI2,GLI3,GMFB,GNB5,GPC3,GPR161,GPR173,GPR37,GPRASP1,GPS2,GRB10,GRIA4,GRID2,GRIK2,GRK2,GSDME,GTF2IRD1,HCLS1,HDAC10,HES6,HEY2,HGF,HHATL,HIC1,HIGD1A,HIVEP1,HK2,HMGCR,HOMER2,HOMER3,HOXA5,HPN,HRC,HSF1,HSF4,HSPA5,HSPA9,HSPB6,HTRA1,HTRA3,IER3,IFI35,IFT57,IFT80,IGFBP5,IGSF1,IL17RD,IL18,IL2RB,IL4I1,IL6ST,ILRUN,INIP,INPP5F,INPP5J,INTU,INVS,IQCB1,ISCU,ITGA5,ITGA6,ITGAV,ITGB1,ITM2A,ITM2C,ITPR3,IVNS1ABP,JAM3,KANK3,KAT2B,KCNB1,KCTD6,KDM1A,KDM8,KDR,KHDRBS1,KIF14,KIF24,KIT,KLF13,KLF4,KLF9,KLHL12,KLHL15,KLHL17,KLHL31,KRT18,LEPR,LETM1,LFNG,LGALS3,LGALS9,LGR4,LIN37,LMBR1L,LMCD1,LMO1,LMOD2,LOC100510975,LOC100519808,LOC110255204,LPCAT1,LPCAT3,LRCH1,LRFN5,LRP4,LRRK1,LRRK2,LTBP1,LTBP3,LYAR,LYN,LZTFL1,MAF1,MAFK,MAGED1,MAGEH1,MAK,MAP1B,MAP3K10,MAP3K20,MAPK14,MAPK8IP1,MAPKAPK2,MAPRE1,MASTL,MBD2,MBD3,MBNL3,MBTD1,MCM2,MDK,MDM2,MEF2A,MEF2C,MEIS3,MEOX2,MET,MFN2,MFSD2A,MGAT5,MIB1,MICAL1,MID1IP1,MITF,MKKS,MLIP,MLXIPL,MMP14,MMRN2,MN1,MOSPD1,MPHOSPH9,MRAP2,MRE11,MRNIP,MSC,MSH2,MSH6,MSTN,MTA3,MTBP,MTDH,MTERF3,MTM1,MUL1,MUTYH,MXD3,MYCN,MYF6,MYOZ1,NAA10,NABP2,NANS,NAV3,NBAS,NCAPG2,NCOA2,NDC80,NDN,NDRG2,NEDD4L,NEFL,NEIL1,NEK2,NEURL1,NF1,NFATC1,NFATC3,NFATC4,NFE2L2,NFE2L3,NFIB,NFIL3,NFKBIA,NFKBIL1,NGFR,NIBAN1,NIBAN2,NME6,NMI,NOC2L,NOCT,NOL4L,NONO,NOS3,NOSTRIN,NOTCH2,NPC1,NPHP4,NPLOC4,NR0B2,NR1D2,NR1H2,NR1I3,NR2F1,NR2F6,NSD2,NSFL1C,NTF4,NTRK3,OGT,OMA1,OPTN,ORC1,ORMDL1,ORMDL2,OTUB2,OTUD7A,P3H2,P3H3,PABPC1,PACSIN3,PAIP1,PAK4,PAQR3,PARK7,PARP14,PARP16,PARP3,PARP9,PARPBP,PASK,PATL1,PATZ1,PBK,PBLD,PCDH17,PCSK9,PDCD4,PDCD5,PDE3A,PDE4B,PDE4D,PDGFA,PDGFRA,PDK4,PELI3,PER1,PER2,PEX2,PHB2,PHF1,PHF19,PHF21A,PHKG1,PHLDB2,PHLPP1,PI16,PIAS3,PIK3R2,PINK1,PIP4K2A,PIP4K2C,PKD2,PKDCC,PKIG,PLCB1,PLCG2,PLCL2,PLEKHH2,PLK1,PLK3,PLPP3,PLPP7,PLXNA1,PLXNA2,PLXNA3,PLXNB3,PLXND1,PNKD,PODN,PODXL,POLDIP2,POT1,PPARA,PPARGC1A,PPARGC1B,PPIF,PPM1A,PPM1B,PPM1F,PPP1R15A,PPP1R1B,PPP2R5A,PPP3CA,PPP3CB,PRDM1,PRDM5,PRDX3,PRKAR1A,PRKAR1B,PRKAR2A,PRKCD,PRKCH,PRKCI,PRKCQ,PRKCZ,PRKD1,PRR5L,PRRT2,PSMC1,PSMC5,PTBP3,PTH1R,PTK2B,PTN,PTPN13,PTPN9,PTPRB,PTPRC,PTPRD,PTPRG,PTPRJ,PTPRK,PTPRS,PTPRZ1,PTRH2,PTX3,QSOX1,RAB29,RAB7A,RAD21,RAD9B,RAF1,RANBP9,RAP2C,RAPGEF1,RAPGEF3,RASA4B,RASL11B,RB1CC1,RBBP8,RBM15,RBM20,RBM38,RBPJ,RCC2,RCOR1,RCOR2,RECK,REM1,REST,RETREG1,RFWD3,RGCC,RGMA,RGS14,RGS7,RHNO1,RHPN2,RIF1,RIPOR2,RMI2,RNF144B,RNF149,RNF157,RNF2,ROBO1,ROCK2,RORA,RPA2,RPS6KA1,RPS6KA3,RRAS,RUBCN,RUNX1T1,RYBP,RYR2,S1PR3,SALL2,SAMHD1,SAP130,SARS1,SAV1,SCAI,SCMH1,SCML2,SCRT1,SDHAF2,SELENON,SEMA3A,SEMA3E,SEMA3G,SEMA4F,SEMA5B,SEMA6A,SEMA6C,SEMA6D,SEMA7A,SERPINE1,SERPINE2,SERTAD1,SESN1,SESN2,SFMBT2,SFRP2,SH3BP5,SH3RF2,SHC1,SHFL,SIRT2,SLC24A1,SLC24A5,SLC25A4,SLC27A1,SLC2A10,SLC43A2,SLC8A3,SLIRP,SLIT2,SLIT3,SMAD2,SMARCA5,SMO,SMPD1,SMPDL3B,SMURF1,SMYD2,SORT1,SOX11,SOX9,SPARC,SPART,SPDL1,SPEF1,SPHK1,SPI1,SPINDOC,SPRED2,SPRY2,SPTAN1,SPTB,SQSTM1,SRC,SREBF2,SRF,SRGAP1,SRGAP2,SRI,SRPX,SSH1,STAT1,STAT5B,STC1,STK11,STK26,STK3,STMN2,STRN,STT3A,STUB1,STXBP1,SULF1,SULF2,SUPV3L1,SVIL,SWAP70,TAF9B,TAPBPL,TASOR,TAX1BP3,TBL1XR1,TCF3,TCF7L2,TEAD2,TESK1,TEX14,TFRC,TGFB1,TGFB2,TGFB3,TGFBR1,THAP11,THOC5,TIA1,TIGAR,TIMELESS,TIMP1,TLR9,TMEFF2,TMEM109,TMEM259,TMEM38A,TMEM53,TMEM67,TMEM98,TMOD4,TMSB15A,TMSB15B,TNFRSF1B,TNFRSF21,TNIP1,TNMD,TOP2A,TOX3,TP53I13,TP53INP2,TP63,TP73,TPBG,TPCN2,TPM1,TPX2,TRAF3IP1,TRAF3IP2,TRAF5,TRAIP,TRAPPC13,TRDN,TREX1,TRIM59,TRIM72,TRIO,TRPC1,TSHZ3,TSKU,TSPAN6,TSPO,TTK,TULP3,TWF1,TWF2,TYRO3,UACA,UBASH3B,UBE2Z,UBR2,UBXN1,UHRF1,ULK1,ULK3,UNC5B,USP18,USP2,USP25,USP28,VAMP8,VASH1,VASN,VAT1,VCP,VDAC1,VHL,VIM,VRK3,WASF2,WDR47,WDR77,WDTC1,WFIKKN2,WNK3,WWC2,WWP1,WWTR1,YBX3,YEATS2,YWHAQ,YWHAZ,ZBTB1,ZBTB12,ZBTB16,ZBTB20,ZBTB7A,ZBTB7B,ZBTB7C,ZBTB8A,ZEB1,ZEB2,ZFAND6,ZFP37,ZFP91,ZFPM2,ZHX2,ZMYM2,ZNF175,ZNF180,ZNF385A,ZNF423,ZNF503,ZNF536,ZNF692,ZNF703,ZNF827,ZRANB3,ZWILCH,ZWINT


			GO:BP			cellular developmental process			GO:0048869			6.81E-30			801			ABCA5,ABI3BP,ABL1,ABL2,ACADM,ACADVL,ACAP3,ACE,ACKR3,ACSL4,ACTA1,ACTA2,ACTC1,ACTN2,ACVR1,ADAM15,ADAM8,ADAMTS12,ADAMTS15,ADAMTS20,ADAMTS7,ADAMTS9,ADGRA2,ADGRB3,ADGRG1,ADM,ADRA2C,AFDN,AFG3L2,AGRN,AGT,AKNA,AKT2,ALAS2,ALDH1A2,ALDH6A1,ALDOC,ALPK2,AMOT,ANGPT2,ANKRD1,ANKRD23,ANXA2,APOD,APOE,APP,ARHGAP44,ARHGEF10,ARHGEF2,ARHGEF25,ARHGEF26,ARIH2,ARX,ASAH1,ASB2,ATAT1,ATF3,ATF4,ATF5,ATM,ATOH8,ATP2B2,ATP5IF1,AVIL,BAMBI,BBS12,BBS7,BCL11A,BCL3,BCL6,BCL7B,BCL9,BCR,BEND6,BHLHB9,BHLHE41,BIN1,BMP5,BMP6,BMP7,BNIP3,BOC,BRCA2,BRIP1,BSG,BTBD3,BVES,C1QTNF3,C3,C7H6ORF125,CACNA1S,CALCR,CALR,CAMK2A,CAND1,CAPN3,CAPRIN2,CASP6,CASQ1,CATSPER4,CAV2,CCDC88C,CCHCR1,CCN1,CCN3,CCN4,CCNB1,CCNB2,CCR9,CD109,CD40LG,CD44,CD9,CDC25B,CDH11,CDH2,CDK1,CDK5R1,CDON,CDS1,CEBPG,CEP131,CEP152,CHODL,CHRD,CHSY1,CIAO3,CIB1,CITED1,CKB,CLIP3,CLU,CMTM7,CNN3,CNP,CNR1,CNTN1,CNTN4,COL11A1,COL11A2,COL12A1,COL22A1,COL27A1,COL2A1,COL5A1,COL5A2,CORO1B,CORO1C,CRABP2,CREB3L2,CRMP1,CSF3,CSPG4,CSRP2,CTC1,CTF1,CTHRC1,CTNNA1,CTNND2,CUL3,CUL4A,CUL4B,CUL7,CUX2,CYB5D2,CYFIP2,DAB2,DACT3,DBX1,DCHS1,DCX,DDR2,DDX3X,DEFB1,DIP2B,DISC1,DLG4,DLG5,DLK2,DLL1,DNAJA3,DNASE1L2,DNMT1,DNPH1,DOCK5,DOCK7,DOK5,DPYSL5,DROSHA,DTNBP1,DUSP10,DUSP29,DVL1,DYRK1B,DZIP1,E2F1,E2F7,E2F8,EBF2,EDNRA,EFNA1,EFNB3,EGR1,EGR2,EGR3,EHMT2,EID1,EIF2B3,EIF2B4,EIF3J,EIF4G1,ELF4,ELK3,ELK4,EMB,ENG,ENPP2,ENTPD7,EPAS1,EPCAM,EPHA3,EPHA4,EPHA7,EPHB2,EPHB3,EPHB4,ERBB2,ERBB3,ERO1A,ESR1,ETV1,ETV5,EXT1,EYA2,EYA3,EZH2,EZR,FAIM2,FAM210B,FAM83D,FANCA,FANCD2,FBN1,FBN2,FBXO40,FBXO5,FBXO9,FBXW8,FER,FES,FGF1,FGF18,FGF21,FGF9,FGFR1,FHOD3,FIGNL1,FLNB,FLNC,FLOT2,FLRT3,FLT1,FMR1,FN1,FNDC3A,FNDC5,FNIP1,FOS,FOXA3,FOXJ1,FRZB,FST,FYN,FZD2,FZD9,GAB3,GATA2,GATA3,GBA2,GDF11,GDF9,GFRA3,GJA1,GJC1,GLI2,GLI3,GPAT4,GPC3,GPM6B,GPR173,GPR37,GPS2,GRID2,GRIN3A,GRM7,GSDME,HCLS1,HDGFL2,HES6,HEY2,HLTF,HOMER1,HOXA5,HPN,HS6ST1,HSF1,HSF4,HSPA9,HTRA1,ICMT,IFT140,IFT27,IFT80,IFT88,IGFBP5,IGSF10,IGSF9,IL15,IL17RD,IL18,IL4I1,IL6ST,INPP5F,INPP5J,INTU,IQCB1,ITGA2,ITGA4,ITGA5,ITGA6,ITGAV,ITGB1,ITGB4,ITGB6,ITM2A,ITM2C,JADE2,JAM3,JUNB,KBTBD8,KCNIP2,KCP,KDM1A,KDR,KEAP1,KHDRBS1,KIF14,KIF20A,KIF20B,KIF5C,KIT,KLF13,KLF4,KLHL12,KRT8,LAMA3,LAMA4,LAMB1,LAMB3,LAMC3,LCK,LEPR,LFNG,LGALS3,LGR4,LIMK1,LMBR1L,LMOD2,LNPK,LOC100153093,LOC100512977,LOC100625134,LOC100736765,LOC100737755,LOX,LPAR1,LRP4,LRP8,LRRC4C,LRRK1,LRRK2,LRTM1,LTBP3,LYAR,LYN,MAFF,MAN2A1,MAP1A,MAP1B,MAP1S,MAP2,MAP3K13,MAP4,MAP4K4,MAP6,MAPK14,MAPT,MASTL,MBNL3,MDFI,MDGA1,MDK,MDM2,MEF2A,MEF2C,MEF2D,MET,METRNL,MFNG,MFSD2A,MGA,MIB1,MITF,MKKS,MKNK2,MKS1,MKX,MMD,MMP14,MMP2,MNS1,MPL,MSH2,MSTN,MTM1,MUL1,MXRA8,MYCN,MYF5,MYF6,MYH11,MYH14,MYLK2,MYMK,MYO18B,MYO7A,MYO9A,MYO9B,MYOF,MYOM2,MYOT,MYOZ1,MYPN,NANS,NAV1,NAV2,NAV3,NBEAL2,NCAPG2,NDN,NDRG2,NDUFS2,NEB,NECTIN3,NEDD4L,NEFL,NEGR1,NEK3,NEO1,NEURL1,NEXN,NFATC1,NFATC3,NFATC4,NFE2L2,NFIB,NFIL3,NFKBIA,NFKBIZ,NGFR,NHEJ1,NIN,NLN,NOCT,NOTCH2,NOTCH3,NPHP4,NR1D2,NR2F1,NR2F6,NR5A2,NRAP,NRCAM,NTF4,NTN3,NTRK3,NUMBL,NUP133,NYAP1,OBSL1,OGDH,OGT,OPHN1,ORC3,OSBPL8,PABPC4,PAK3,PAK4,PAQR3,PATZ1,PBX3,PBX4,PCSK9,PDCD4,PDE3A,PDE4D,PDGFRA,PDPN,PELO,PGK1,PGM5,PHF19,PHLDB2,PI16,PIAS3,PINK1,PIP4K2A,PIR,PITHD1,PKDCC,PLAA,PLAG1,PLCB1,PLCG2,PLCL2,PLEKHB1,PLEKHB2,PLEKHO1,PLPP3,PLPP7,PLPPR4,PLXNA1,PLXNA2,PLXNA3,PLXNB3,PLXND1,POLDIP2,POPDC2,POPDC3,PPARA,PPARGC1B,PPP1R9A,PPP3CA,PPP3CB,PRDM1,PRDX3,PRELID2,PRKAR1A,PRKCH,PRKCI,PRKCZ,PRKD1,PROM1,PRRC2B,PSMB8,PSMD11,PTBP3,PTER,PTGFRN,PTH1R,PTK2B,PTK7,PTN,PTPN9,PTPRC,PTPRD,PTPRS,PTPRZ1,PTX3,RAB13,RAB29,RAB3A,RAC2,RADIL,RAF1,RAP2C,RAPGEF3,RASSF10,RBM15,RBM38,RBP1,RBPJ,RCOR1,RECK,REST,RETREG1,RGCC,RGMA,RHEB,RILPL1,RIMS1,RIPOR2,RND2,RNF165,RNF2,ROBO1,ROCK2,ROR2,RORA,ROS1,RRAS,RUFY3,S1PR2,S1PR3,SAFB2,SAV1,SBDS,SCARF1,SCN1B,SCRT1,SDC1,SDC2,SDHAF2,SDK1,SELENON,SEMA3A,SEMA3E,SEMA3G,SEMA4F,SEMA5A,SEMA5B,SEMA6A,SEMA6C,SEMA6D,SEMA7A,SERPINE1,SERPINE2,SFRP2,SGCD,SGPL1,SGPP1,SH3PXD2A,SHROOM3,SHTN1,SIPA1L1,SIRT2,SLC1A3,SLC24A5,SLC26A6,SLC37A4,SLC39A7,SLC4A7,SLC8A3,SLIRP,SLIT1,SLIT2,SLIT3,SLITRK1,SLITRK2,SLITRK4,SLITRK5,SLITRK6,SMAD2,SMO,SMURF1,SOAT1,SORT1,SOX11,SOX9,SPART,SPEF2,SPG11,SPI1,SPRY2,SRC,SRF,SRGAP2,STAT1,STAT5B,STAU2,STC1,STEAP4,STK11,STK3,STMN2,STXBP1,SUCO,SULF1,SULF2,SUN2,SUPV3L1,SYNE4,SYPL2,SYT2,TAPBPL,TASOR,TBPL1,TBX15,TBX18,TCAP,TCF12,TCF7L2,TCIRG1,TDP2,TDRD12,TEAD2,TEAD4,TENM1,TENM2,TENM3,TENM4,TFRC,TGFB1,TGFB2,TGFB3,TGFBR1,TGFBR2,THAP11,THOC5,TIAM1,TIGAR,TJP2,TLR9,TMEFF2,TMEM120A,TMEM120B,TMEM204,TMEM231,TMEM53,TMEM98,TMOD4,TNC,TNFRSF11A,TNFRSF1B,TNFRSF21,TNNT2,TOP2A,TOP2B,TOX,TP53INP2,TP63,TP73,TPBG,TPD52,TPM1,TRAF3IP2,TRAK1,TREX1,TRIM72,TRIO,TSKU,TST,TTC21A,TTC21B,TTC26,TTC8,TTLL1,TUBB,TULP3,TWF1,TWF2,TYRO3,UBA6,UBASH3B,UBD,UGCG,UGDH,ULK1,UNC5B,UQCRQ,USH1C,UST,VASH2,VASN,VEGFA,VHL,VIM,VPS13B,VPS33A,WASF2,WDR38,WDR47,WDR6,WDR77,WFIKKN2,WHRN,WIF1,WNT4,WNT5B,WWTR1,XKR8,YBX3,YWHAZ,ZBTB1,ZBTB16,ZBTB7A,ZBTB7B,ZBTB7C,ZEB1,ZFP91,ZFPM2,ZFYVE27,ZHX2,ZIC3,ZMIZ1,ZNF385A,ZNF423,ZNF503,ZNF521,ZNF536,ZNF703


			GO:BP			cell differentiation			GO:0030154			3.04E-29			793			ABCA5,ABI3BP,ABL1,ABL2,ACADM,ACADVL,ACAP3,ACE,ACKR3,ACSL4,ACTA1,ACTA2,ACTC1,ACTN2,ACVR1,ADAM15,ADAM8,ADAMTS12,ADAMTS15,ADAMTS20,ADAMTS7,ADAMTS9,ADGRA2,ADGRB3,ADGRG1,ADM,ADRA2C,AFDN,AFG3L2,AGRN,AGT,AKNA,AKT2,ALAS2,ALDH1A2,ALDH6A1,ALDOC,ALPK2,AMOT,ANGPT2,ANKRD1,ANKRD23,ANXA2,APOD,APOE,APP,ARHGAP44,ARHGEF10,ARHGEF2,ARHGEF25,ARHGEF26,ARIH2,ARX,ASAH1,ASB2,ATAT1,ATF3,ATF4,ATF5,ATM,ATOH8,ATP2B2,ATP5IF1,AVIL,BAMBI,BBS12,BBS7,BCL11A,BCL3,BCL6,BCL7B,BCL9,BCR,BEND6,BHLHB9,BHLHE41,BIN1,BMP5,BMP6,BMP7,BNIP3,BOC,BRCA2,BRIP1,BSG,BTBD3,BVES,C1QTNF3,C3,C7H6ORF125,CACNA1S,CALCR,CALR,CAMK2A,CAND1,CAPN3,CAPRIN2,CASP6,CASQ1,CATSPER4,CAV2,CCDC88C,CCHCR1,CCN1,CCN3,CCN4,CCNB1,CCNB2,CCR9,CD109,CD40LG,CD9,CDC25B,CDH11,CDH2,CDK1,CDK5R1,CDON,CDS1,CEBPG,CEP131,CEP152,CHODL,CHRD,CHSY1,CIAO3,CIB1,CITED1,CKB,CLIP3,CLU,CMTM7,CNN3,CNP,CNR1,CNTN1,CNTN4,COL11A1,COL11A2,COL12A1,COL22A1,COL27A1,COL2A1,COL5A1,COL5A2,CORO1C,CRABP2,CREB3L2,CRMP1,CSF3,CSPG4,CSRP2,CTC1,CTF1,CTHRC1,CTNNA1,CTNND2,CUL3,CUL4A,CUL4B,CUL7,CUX2,CYB5D2,CYFIP2,DAB2,DACT3,DBX1,DCHS1,DCX,DDR2,DDX3X,DEFB1,DIP2B,DISC1,DLG4,DLG5,DLK2,DLL1,DNAJA3,DNASE1L2,DNMT1,DNPH1,DOCK5,DOCK7,DOK5,DPYSL5,DROSHA,DTNBP1,DUSP10,DUSP29,DVL1,DYRK1B,DZIP1,E2F1,E2F7,E2F8,EBF2,EDNRA,EFNA1,EFNB3,EGR1,EGR2,EGR3,EHMT2,EID1,EIF2B3,EIF2B4,EIF3J,EIF4G1,ELF4,ELK3,ELK4,EMB,ENG,ENTPD7,EPAS1,EPCAM,EPHA3,EPHA4,EPHA7,EPHB2,EPHB3,EPHB4,ERBB2,ERBB3,ERO1A,ESR1,ETV1,ETV5,EXT1,EYA2,EYA3,EZH2,EZR,FAIM2,FAM210B,FAM83D,FANCA,FANCD2,FBN1,FBN2,FBXO40,FBXO5,FBXO9,FBXW8,FER,FES,FGF1,FGF18,FGF21,FGF9,FGFR1,FHOD3,FIGNL1,FLNB,FLNC,FLOT2,FLRT3,FLT1,FMR1,FN1,FNDC3A,FNDC5,FNIP1,FOS,FOXA3,FOXJ1,FRZB,FST,FYN,FZD2,FZD9,GAB3,GATA2,GATA3,GBA2,GDF11,GDF9,GFRA3,GJA1,GJC1,GLI2,GLI3,GPAT4,GPC3,GPM6B,GPR173,GPR37,GPS2,GRID2,GRIN3A,GRM7,GSDME,HCLS1,HDGFL2,HES6,HEY2,HLTF,HOMER1,HOXA5,HPN,HS6ST1,HSF1,HSF4,HSPA9,HTRA1,ICMT,IFT140,IFT27,IFT80,IFT88,IGFBP5,IGSF10,IGSF9,IL15,IL17RD,IL18,IL4I1,IL6ST,INPP5F,INPP5J,INTU,IQCB1,ITGA2,ITGA4,ITGA5,ITGA6,ITGAV,ITGB1,ITGB4,ITGB6,ITM2A,ITM2C,JADE2,JAM3,JUNB,KBTBD8,KCNIP2,KCP,KDM1A,KDR,KEAP1,KHDRBS1,KIF14,KIF20A,KIF20B,KIF5C,KIT,KLF13,KLF4,KLHL12,KRT8,LAMA3,LAMA4,LAMB1,LAMB3,LAMC3,LCK,LEPR,LFNG,LGALS3,LGR4,LIMK1,LMBR1L,LMOD2,LNPK,LOC100153093,LOC100512977,LOC100625134,LOC100736765,LOC100737755,LOX,LPAR1,LRP4,LRP8,LRRC4C,LRRK1,LRRK2,LRTM1,LTBP3,LYAR,LYN,MAFF,MAN2A1,MAP1A,MAP1B,MAP1S,MAP2,MAP3K13,MAP4,MAP4K4,MAP6,MAPK14,MAPT,MASTL,MBNL3,MDFI,MDGA1,MDK,MDM2,MEF2A,MEF2C,MEF2D,MET,METRNL,MFNG,MFSD2A,MGA,MIB1,MITF,MKKS,MKNK2,MKS1,MKX,MMD,MMP14,MMP2,MNS1,MPL,MSH2,MSTN,MUL1,MXRA8,MYCN,MYF5,MYF6,MYH11,MYLK2,MYMK,MYO18B,MYO7A,MYO9A,MYOF,MYOM2,MYOT,MYOZ1,MYPN,NANS,NAV1,NAV2,NAV3,NBEAL2,NCAPG2,NDN,NDRG2,NDUFS2,NEB,NECTIN3,NEDD4L,NEFL,NEGR1,NEK3,NEO1,NEURL1,NEXN,NFATC1,NFATC3,NFATC4,NFE2L2,NFIB,NFIL3,NFKBIA,NFKBIZ,NGFR,NHEJ1,NIN,NLN,NOCT,NOTCH2,NOTCH3,NPHP4,NR1D2,NR2F1,NR2F6,NR5A2,NRAP,NRCAM,NTF4,NTN3,NTRK3,NUMBL,NUP133,NYAP1,OBSL1,OGDH,OGT,OPHN1,ORC3,OSBPL8,PABPC4,PAK3,PAK4,PAQR3,PATZ1,PBX3,PBX4,PCSK9,PDCD4,PDE3A,PDE4D,PDGFRA,PDPN,PELO,PGK1,PGM5,PHF19,PHLDB2,PI16,PIAS3,PINK1,PIP4K2A,PIR,PITHD1,PKDCC,PLAA,PLAG1,PLCB1,PLCG2,PLCL2,PLEKHB1,PLEKHB2,PLEKHO1,PLPP3,PLPP7,PLPPR4,PLXNA1,PLXNA2,PLXNA3,PLXNB3,PLXND1,POPDC2,POPDC3,PPARA,PPARGC1B,PPP1R9A,PPP3CA,PPP3CB,PRDM1,PRDX3,PRELID2,PRKAR1A,PRKCH,PRKCI,PRKCZ,PRKD1,PROM1,PRRC2B,PSMB8,PSMD11,PTBP3,PTER,PTGFRN,PTH1R,PTK2B,PTK7,PTN,PTPN9,PTPRC,PTPRD,PTPRS,PTPRZ1,PTX3,RAB13,RAB29,RAB3A,RAC2,RADIL,RAF1,RAP2C,RAPGEF3,RASSF10,RBM15,RBM38,RBP1,RBPJ,RCOR1,RECK,REST,RETREG1,RGCC,RGMA,RHEB,RILPL1,RIMS1,RIPOR2,RND2,RNF165,RNF2,ROBO1,ROCK2,ROR2,RORA,ROS1,RRAS,RUFY3,S1PR2,S1PR3,SAFB2,SAV1,SBDS,SCARF1,SCN1B,SCRT1,SDC1,SDC2,SDHAF2,SDK1,SELENON,SEMA3A,SEMA3E,SEMA3G,SEMA4F,SEMA5A,SEMA5B,SEMA6A,SEMA6C,SEMA6D,SEMA7A,SERPINE1,SERPINE2,SFRP2,SGCD,SGPL1,SGPP1,SH3PXD2A,SHROOM3,SHTN1,SIPA1L1,SIRT2,SLC1A3,SLC24A5,SLC26A6,SLC37A4,SLC39A7,SLC4A7,SLC8A3,SLIRP,SLIT1,SLIT2,SLIT3,SLITRK1,SLITRK2,SLITRK4,SLITRK5,SLITRK6,SMAD2,SMO,SMURF1,SOAT1,SORT1,SOX11,SOX9,SPART,SPEF2,SPG11,SPI1,SPRY2,SRC,SRF,SRGAP2,STAT1,STAT5B,STAU2,STC1,STEAP4,STK11,STK3,STMN2,STXBP1,SUCO,SULF1,SULF2,SUN2,SYNE4,SYPL2,SYT2,TAPBPL,TASOR,TBPL1,TBX15,TBX18,TCAP,TCF12,TCF7L2,TCIRG1,TDP2,TDRD12,TEAD2,TEAD4,TENM1,TENM2,TENM3,TENM4,TFRC,TGFB1,TGFB2,TGFB3,TGFBR1,TGFBR2,THAP11,THOC5,TIAM1,TIGAR,TJP2,TLR9,TMEFF2,TMEM120A,TMEM120B,TMEM204,TMEM231,TMEM53,TMEM98,TMOD4,TNC,TNFRSF11A,TNFRSF1B,TNFRSF21,TNNT2,TOP2A,TOP2B,TOX,TP53INP2,TP63,TP73,TPBG,TPD52,TPM1,TRAF3IP2,TRAK1,TREX1,TRIM72,TRIO,TSKU,TST,TTC21A,TTC21B,TTC26,TTC8,TTLL1,TUBB,TULP3,TWF1,TWF2,TYRO3,UBA6,UBASH3B,UBD,UGCG,UGDH,ULK1,UNC5B,UQCRQ,USH1C,UST,VASH2,VASN,VEGFA,VHL,VIM,VPS13B,VPS33A,WASF2,WDR38,WDR47,WDR6,WDR77,WFIKKN2,WHRN,WIF1,WNT4,WNT5B,WWTR1,XKR8,YBX3,YWHAZ,ZBTB1,ZBTB16,ZBTB7A,ZBTB7B,ZBTB7C,ZEB1,ZFP91,ZFPM2,ZFYVE27,ZHX2,ZIC3,ZMIZ1,ZNF385A,ZNF423,ZNF503,ZNF521,ZNF536,ZNF703
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			GO:BP			phosphorus metabolic process			GO:0006793			2.86E-26			640			ABCC6,ABHD3,ABHD4,ABHD5,ABL1,ABL2,ACACA,ACAT1,ACE,ACOT7,ACOT8,ACSL1,ACSL4,ACSM4,ACSM5,ACSS1,ACSS2,ACVR1,ADAM8,ADCY2,ADCY3,ADCY4,ADCY6,ADCY9,ADRA2A,ADRA2C,ADSL,AGPAT4,AGT,AGTR2,AJUBA,AK1,AK3,AK5,AKAP6,AKR1A1,AKT1S1,AKT2,ALDH18A1,ALDH1L2,ALDOC,ALPK2,AMPD1,AMPD3,APOE,APP,ARAF,ARHGEF2,ATIC,ATM,ATP1A2,ATP1B1,ATP2B4,ATP5F1A,ATP5F1B,ATP5IF1,ATP5MC1,ATP5MC3,ATP5ME,ATP5PO,ATP6,ATR,AURKB,BARD1,BCKDK,BCR,BDKRB2,BLM,BMP5,BMP6,BMP7,BMPER,BOD1,BST1,BTC,BUB1,BUB1B,C3,CAB39,CAB39L,CALM1,CAMK2A,CAMK2G,CAMKK2,CAMKV,CASK,CBL,CCDC88A,CCDC88C,CCL19,CCN1,CCNB1,CCNB2,CCNB3,CCNE1,CCNE2,CCNG2,CCNL1,CCNT2,CD109,CD40LG,CD44,CD80,CDC14A,CDC14B,CDC25B,CDC42BPG,CDCA2,CDK1,CDK14,CDK17,CDK20,CDK2AP2,CDK5R1,CDON,CDS1,CENPE,CEP85,CERKL,CHEK1,CHI3L1,CHPT1,CIB1,CIT,CKMT2,CKS2,CLIP3,CLK3,CLPX,CLSPN,CLU,CMPK2,CNKSR1,CNP,COPS8,COQ8A,CORO1C,CPS1,CRY2,CRYBG3,CRYL1,CSF3,CSNK1G3,CSNK2B,CSPG4,CTF1,DAB2,DAPK1,DAPK2,DBF4,DBNDD1,DCAKD,DCLK3,DCTD,DCTPP1,DDR2,DDRGK1,DDX3X,DLAT,DLC1,DLD,DLST,DNPH1,DOCK7,DTNBP1,DUSP1,DUSP10,DUSP26,DUSP29,DUSP3,DVL1,DYNLL1,DYRK1B,EDNRA,EEF1A1,EFNA1,EFR3B,EGF,EIF4G1,EMILIN1,ENG,ENO3,ENPP2,ENTPD5,ENTPD6,ENTPD7,EPHA3,EPHA4,EPHA7,EPHB2,EPHB3,EPHB4,EPHX2,ERBB2,ERBB3,ERP29,EXTL2,EYA2,EZH2,FAM20A,FAS,FASTK,FBLN1,FBP2,FER,FES,FGF1,FGF18,FGF21,FGFR1,FGFR4,FGGY,FITM1,FLAD1,FLT1,FMO1,FMO2,FMR1,FN1,FN3K,FNIP1,FOXO1,FXR1,FXR2,FYN,FZD10,GADD45B,GAPDH,GARS1,GART,GDF11,GDF9,GFPT1,GFPT2,GFRA3,GHR,GK,GK5,GKAP1,GMDS,GMPR,GNAI3,GPAT2,GPAT4,GPD1,GPD2,GPI,GPRC5B,GRB10,GRK2,GRK7,GUCA1B,GUCY1A1,GUK1,HADHA,HADHB,HBEGF,HCLS1,HGF,HIPK4,HK1,HK2,HMGCR,HRC,HTATIP2,HUNK,IER3,IL12RB2,IL15,IL18,IL6R,IL6ST,IMPDH1,INPP4A,INPP4B,INPP5F,INPP5J,INSR,IQGAP3,IRAK1,IRAK1BP1,IRAK2,ITGA5,ITGA6,KAT2B,KDR,KIF14,KIT,KLHL31,LCK,LDB2,LEPR,LHPP,LIMK1,LMTK2,LOC100511937,LOC100520512,LOC100620540,LOC100736765,LOC110255887,LOC110258060,LOX,LPCAT1,LPCAT3,LRP4,LRP8,LRRCC1,LRRK1,LRRK2,LYN,MAK,MAP2K2,MAP3K10,MAP3K13,MAP3K14,MAP3K15,MAP3K2,MAP3K20,MAP4K1,MAP4K4,MAPK14,MAPK4,MAPK8IP1,MAPKAPK2,MAST3,MAST4,MASTL,MAVS,MBOAT1,MBOAT2,MDH1,ME1,MELK,MET,MFSD2A,MGAT5,MICAL1,MKNK2,MLXIPL,MMD,MMUT,MOCOS,MOCS1,MRE11,MSTN,MTM1,MTMR1,MTMR10,MTMR4,MUSK,MVK,MYH3,MYLK2,MYLK4,NAGK,NAMPT,NAXE,NCAPG2,NCEH1,NDUFS1,NDUFS4,NEK1,NEK2,NEK3,NEK4,NEK6,NEURL1,NIBAN1,NME4,NME6,NOCT,NOS1,NOS3,NR1H2,NRK,NT5C1A,NT5C3A,NT5E,NT5M,NTF4,NTRK3,NUDT12,NUDT15,NUDT5,NYAP1,OGDH,OGT,ORMDL1,OXSM,PAICS,PAK3,PAK4,PANK3,PANK4,PAQR3,PARG,PARK7,PARP14,PARP16,PARP9,PASK,PBK,PC,PCSK9,PCYT1B,PDE4B,PDE4D,PDE9A,PDGFA,PDGFC,PDGFD,PDGFRA,PDHA1,PDHB,PDHX,PDK2,PDK4,PDP1,PFKM,PGAM2,PGAP1,PGK1,PGLS,PHB2,PHEX,PHKG1,PIGA,PIGQ,PIK3C2A,PIK3R2,PINK1,PIP4K2A,PIP4K2C,PIP4P2,PKD2,PKDCC,PKIG,PKM,PLA2G4A,PLCB1,PLCD1,PLCD4,PLCE1,PLCG1,PLCG2,PLD1,PLD2,PLK1,PLK3,PLPP3,PLPPR4,PLXNA1,PLXNA2,PLXNA3,PLXNB3,PLXND1,PPARA,PPARGC1A,PPARGC1B,PPAT,PPIP5K1,PPIP5K2,PPM1A,PPM1B,PPM1F,PPM1J,PPM1L,PPM1M,PPME1,PPP1R14C,PPP1R15A,PPP1R1B,PPP2R5A,PPP2R5B,PPP3CA,PPP3CB,PPP4R1,PPP5C,PPP6C,PPP6R2,PPTC7,PRDX3,PRDX6,PRKAB2,PRKAG1,PRKAG3,PRKAR1A,PRKAR1B,PRKAR2A,PRKCD,PRKCH,PRKCI,PRKCQ,PRKCZ,PRKD1,PRKG2,PROCA1,PRPS1,PRR5,PRR5L,PRRC1,PRTFDC1,PTDSS1,PTGES3,PTK2B,PTK7,PTPMT1,PTPN13,PTPN4,PTPN9,PTPRA,PTPRB,PTPRC,PTPRD,PTPRG,PTPRJ,PTPRK,PTPRN,PTPRS,PTPRZ1,PXK,PXYLP1,RAD51,RAF1,RAP2C,RAPGEF3,RB1CC1,RGCC,RGS14,ROBO1,ROCK2,ROR2,RORA,ROS1,RPS6KA1,RPS6KA3,RPS6KB2,RUBCN,S1PR2,SAMHD1,SCARB1,SDHAF2,SELENOI,SEMA7A,SESN2,SFRP2,SGK1,SGPP1,SH3BP5,SHPK,SIK3,SIRT2,SKP2,SLC25A25,SLC27A1,SLC4A7,SLC8A3,SLIT2,SMAD2,SMG5,SMPD1,SMPDL3A,SMPDL3B,SOX9,SPHK1,SPRED2,SPRY2,SQSTM1,SRC,SRPX2,SSH1,SSU72,STK10,STK11,STK17B,STK26,STK3,STOX1,STT3A,STYXL2,SUCLG2,SWAP70,SYNJ2,TAF11,TAF12,TBCK,TBPL1,TBRG4,TEK,TESK1,TESK2,TEX14,TFRC,TGFB1,TGFB2,TGFBR1,TGFBR2,THBS4,TIGAR,TIMM50,TLK1,TLR9,TMEM120A,TNFRSF11A,TNS3,TP53I3,TPD52L1,TPI1,TPX2,TRAF3IP1,TREX1,TRIO,TRPT1,TSPO,TSSK3,TTK,TWF1,TYRO3,UBASH3B,UGCG,UGDH,UGGT1,UGGT2,UGP2,ULK1,ULK3,UXS1,VAV2,VCP,VRK1,VRK3,WDR91,WEE1,WNK3,WWTR1,XYLB,YWHAZ,ZBTB20,ZBTB7A,ZFP91


			GO:BP			intracellular signal transduction			GO:0035556			1.33E-25			558			ABL1,ABR,ACKR3,ACKR4,ADAM8,ADCY2,ADCY3,ADCY4,ADCY6,ADCY9,ADGRB2,ADGRG1,ADRA1D,ADRA2A,ADRA2C,AEN,AGT,AHR,AIFM1,AJUBA,AKAP13,AKT1S1,AKT2,AMOT,ANKRD1,ANO2,APAF1,APIP,APOE,APP,ARAF,ARHGAP1,ARHGAP12,ARHGAP32,ARHGAP42,ARHGAP44,ARHGAP5,ARHGEF10,ARHGEF2,ARHGEF25,ARHGEF3,ARHGEF6,ARRDC3,ASB10,ASB11,ASB13,ASB15,ASB5,ATF3,ATF4,ATM,ATOH8,ATP1B1,ATP2A1,ATP2A3,ATP2B4,ATR,AURKB,BCAP31,BCL3,BCL6,BCR,BDKRB2,BID,BLM,BMP5,BMP6,BMP7,BMPER,BNIP3,BRCA1,BRCA2,BST1,BUB1,BUB1B,C1QTNF3,CAB39,CAB39L,CALM1,CALR,CAMKK2,CAPN3,CASP6,CASP9,CASQ1,CASQ2,CASTOR2,CAT,CAV2,CAVIN3,CBL,CBLB,CCDC88A,CCDC88C,CCL19,CCL5,CCN1,CCN3,CCNB1,CCR9,CD14,CD44,CDC42EP3,CDC6,CDH2,CDIP1,CDK1,CDON,CDT1,CEP192,CHEK1,CHI3L1,CIB1,CILP,CIT,CITED1,CKB,CLSPN,CLU,CNKSR1,COL1A2,COPS5,COPS8,CRADD,CSF3,CSPG4,CTNNAL1,CUL3,CUL4A,CX3CR1,CXCR6,DAB2,DAPK1,DAPK2,DCHS1,DCLK3,DCN,DCX,DDIAS,DDRGK1,DDX1,DDX3X,DEFB1,DENND4B,DEPDC5,DISC1,DLC1,DLG5,DNAJA3,DNMT1,DOCK10,DOCK5,DOCK7,DOCK8,DOK5,DOT1L,DTL,DUSP1,DUSP10,DUSP26,DUSP29,DUSP3,DVL1,E2F1,E2F7,EDA,EDNRA,EFNA1,EGF,EME1,EMILIN1,ENDOG,ENG,EPHA4,EPHA7,EPHB2,EPS8,EPS8L2,ERBB2,ERBB3,ERO1A,ERP29,ESR1,EZH2,EZR,F3,FAM83D,FANCD2,FAS,FBLN1,FBXO31,FBXO9,FGF1,FGF18,FGF21,FGFR1,FGFR4,FHL2,FIBIN,FIGNL1,FLT1,FN1,FNIP1,FOS,FOXM1,FOXN3,FOXO1,FYN,FZD10,GADD45B,GAPDH,GAREM1,GARNL3,GATA3,GBF1,GBP1,GDF11,GDF9,GEN1,GPI,GPR137C,GPR143,GPR37,GPS2,GPSM2,GRB10,GRIN2D,GRM4,GSDME,GUCY1A1,HBEGF,HCLS1,HGF,HIC1,HIPK4,HMGCR,HOMER2,HOMER3,HSF1,HSF4,HUNK,IER3,IFI35,IFIT5,IGFBP4,IGFBP5,IKBKG,IL18,INIP,INPP5F,INSR,IQGAP3,IRAK1,IRAK1BP1,IRAK2,ITGAV,ITGB1,ITGB6,ITPR3,ITSN1,IVNS1ABP,JADE2,JPT2,KDM1A,KDR,KIF14,KIT,KLHL12,KLHL31,KNDC1,LCK,LMCD1,LOC100511937,LOC100513346,LOC100515171,LOC100620540,LOX,LPAR4,LRRC7,LRRK1,LRRK2,LYN,MAGI3,MAK,MAP2K2,MAP3K10,MAP3K13,MAP3K14,MAP3K15,MAP3K2,MAP3K20,MAP4K1,MAP4K4,MAPK14,MAPK4,MAPK8IP1,MAPKAPK2,MAPRE2,MASTL,MDM2,MEF2A,MEF2C,MEIS3,MELK,MET,MFN2,MID1,MKNK2,MRE11,MRNIP,MSH2,MSH6,MSTN,MTDH,MUL1,MYO9A,MYO9B,MYOZ1,MYZAP,NABP2,NCALD,NCEH1,NDC80,NDRG2,NET1,NEURL2,NF1,NFATC1,NFATC4,NFE2L2,NFKBIA,NFKBIB,NFKBIL1,NGFR,NKIRAS1,NMI,NOC2L,NONO,NOS1,NOTCH2,NTRK3,NUP93,NYAP1,OGT,OPHN1,OPTN,ORC1,OTUD7A,PAK3,PAQR3,PARK7,PARP9,PBK,PBLD,PDCD4,PDE3A,PDE4D,PDE7B,PDGFA,PDGFC,PDGFD,PDGFRA,PDK2,PDPN,PHB2,PHKG1,PHLPP1,PIK3C2A,PIK3R2,PINK1,PITPNM2,PLCB1,PLCD1,PLCD4,PLCE1,PLCG1,PLCG2,PLCL1,PLCL2,PLD1,PLD2,PLEKHF1,PLK1,PLK3,PPARA,PPIF,PPM1A,PPM1B,PPM1F,PPM1L,PPP1R9A,PPP3CA,PPP3CB,PRKCD,PRKCH,PRKCQ,PRKCZ,PRKD1,PRR5,PRR5L,PTK2B,PTPMT1,PTPN13,PTPRC,PTPRJ,RAB13,RAC2,RAD9B,RAF1,RALGAPA2,RALGPS1,RALGPS2,RANBP9,RAP1GDS1,RAP2C,RAPGEF1,RAPGEF3,RAPGEF5,RAPGEFL1,RASA4B,RASGRF2,RASGRP2,RB1CC1,RCAN2,RCN3,RFWD3,RGL1,RGS14,RGS7,RHEB,RHEBL1,RHNO1,RHOBTB1,RHOD,RHOF,RHOU,RIPOR2,RND2,RNF149,RNF157,ROBO1,ROCK2,ROR2,RORA,ROS1,RPA2,RPS6KA1,RPS6KA3,RPS6KB2,RRAGD,RRAS,RTKN,RYR2,S100A4,SAV1,SCAI,SEMA3E,SEMA6A,SEMA7A,SERPINE2,SESN1,SESN2,SEZ6L,SEZ6L2,SFRP2,SGCD,SGPP1,SH3BP5,SH3RF2,SHC1,SIK3,SIPA1,SIPA1L1,SIRT2,SLC2A10,SLIT2,SMAD2,SMO,SMPD1,SMYD2,SOX11,SOX9,SPDL1,SPHK1,SPI1,SPRED2,SPRY2,SPSB2,SQSTM1,SRC,SS18,SSX2IP,STAT1,STK11,STK17B,STK3,STOX1,STT3A,TAX1BP3,TBCK,TCF7L2,TEAD1,TEAD2,TEAD4,TEK,TEX14,TFRC,TGFB2,TGFBR1,THOC5,TIAM1,TIMELESS,TLK1,TLR9,TMEM109,TMEM38A,TNFRSF11A,TNFRSF19,TNFRSF1B,TNIP1,TP63,TP73,TPBG,TPCN2,TPD52L1,TRAF3,TRAF3IP2,TRAF5,TREX1,TRIM59,TSPAN6,TSSK3,TTK,TYRO3,UACA,UBD,UBR2,UNC5B,UNC5CL,USP28,VAV2,VCAM1,VIM,VRK3,WASF2,WDR83,WNK3,WSB2,WWC2,WWTR1,YBX3,YWHAQ,YWHAZ,ZFAND6,ZMIZ1,ZNF385A,ZWILCH,ZWINT


			GO:BP			phosphate-containing compound metabolic process			GO:0006796			4.34E-25			630			ABCC6,ABHD3,ABHD4,ABHD5,ABL1,ABL2,ACACA,ACAT1,ACE,ACOT7,ACOT8,ACSL1,ACSL4,ACSM4,ACSM5,ACSS1,ACSS2,ACVR1,ADAM8,ADCY2,ADCY3,ADCY4,ADCY6,ADCY9,ADRA2A,ADRA2C,ADSL,AGPAT4,AGT,AGTR2,AJUBA,AK1,AK3,AK5,AKAP6,AKR1A1,AKT1S1,AKT2,ALDH18A1,ALDH1L2,ALDOC,ALPK2,AMPD1,AMPD3,APOE,APP,ARAF,ARHGEF2,ATIC,ATM,ATP1A2,ATP1B1,ATP2B4,ATP5F1A,ATP5F1B,ATP5IF1,ATP5MC1,ATP5MC3,ATP5ME,ATP5PO,ATP6,ATR,AURKB,BARD1,BCKDK,BCR,BDKRB2,BLM,BMP5,BMP6,BMP7,BMPER,BOD1,BST1,BTC,BUB1,BUB1B,C3,CAB39,CAB39L,CALM1,CAMK2A,CAMK2G,CAMKK2,CAMKV,CASK,CBL,CCDC88A,CCDC88C,CCL19,CCN1,CCNB1,CCNB2,CCNB3,CCNE1,CCNE2,CCNG2,CCNL1,CCNT2,CD109,CD40LG,CD44,CD80,CDC14A,CDC14B,CDC25B,CDC42BPG,CDCA2,CDK1,CDK14,CDK17,CDK20,CDK2AP2,CDK5R1,CDON,CDS1,CENPE,CEP85,CERKL,CHEK1,CHI3L1,CHPT1,CIB1,CIT,CKMT2,CKS2,CLIP3,CLK3,CLPX,CLSPN,CLU,CMPK2,CNKSR1,CNP,COPS8,COQ8A,CORO1C,CPS1,CRY2,CRYBG3,CRYL1,CSF3,CSNK1G3,CSNK2B,CSPG4,CTF1,DAB2,DAPK1,DAPK2,DBF4,DBNDD1,DCAKD,DCLK3,DCTD,DCTPP1,DDR2,DDRGK1,DDX3X,DLAT,DLC1,DLD,DLST,DNPH1,DOCK7,DTNBP1,DUSP1,DUSP10,DUSP26,DUSP29,DUSP3,DVL1,DYNLL1,DYRK1B,EDNRA,EEF1A1,EFNA1,EFR3B,EGF,EIF4G1,EMILIN1,ENG,ENO3,ENPP2,ENTPD5,ENTPD6,ENTPD7,EPHA3,EPHA4,EPHA7,EPHB2,EPHB3,EPHB4,EPHX2,ERBB2,ERBB3,ERP29,EYA2,EZH2,FAM20A,FAS,FASTK,FBLN1,FBP2,FER,FES,FGF1,FGF18,FGF21,FGFR1,FGFR4,FGGY,FITM1,FLAD1,FLT1,FMO1,FMO2,FMR1,FN1,FN3K,FNIP1,FOXO1,FXR1,FXR2,FYN,FZD10,GADD45B,GAPDH,GARS1,GART,GDF11,GDF9,GFPT1,GFRA3,GHR,GK,GK5,GKAP1,GMPR,GNAI3,GPAT2,GPAT4,GPD1,GPD2,GPI,GPRC5B,GRB10,GRK2,GRK7,GUCA1B,GUCY1A1,GUK1,HADHA,HBEGF,HCLS1,HGF,HIPK4,HK1,HK2,HMGCR,HRC,HTATIP2,HUNK,IER3,IL12RB2,IL15,IL18,IL6R,IL6ST,IMPDH1,INPP4A,INPP4B,INPP5F,INPP5J,INSR,IQGAP3,IRAK1,IRAK1BP1,IRAK2,ITGA5,ITGA6,KAT2B,KDR,KIF14,KIT,KLHL31,LCK,LDB2,LEPR,LHPP,LIMK1,LMTK2,LOC100511937,LOC100520512,LOC100620540,LOC100736765,LOC110255887,LOC110258060,LOX,LPCAT1,LPCAT3,LRP4,LRP8,LRRCC1,LRRK1,LRRK2,LYN,MAK,MAP2K2,MAP3K10,MAP3K13,MAP3K14,MAP3K15,MAP3K2,MAP3K20,MAP4K1,MAP4K4,MAPK14,MAPK4,MAPK8IP1,MAPKAPK2,MAST3,MAST4,MASTL,MAVS,MBOAT1,MBOAT2,MDH1,ME1,MELK,MET,MFSD2A,MGAT5,MICAL1,MKNK2,MLXIPL,MMD,MMUT,MOCOS,MOCS1,MRE11,MSTN,MTM1,MTMR1,MTMR10,MTMR4,MUSK,MVK,MYH3,MYLK2,MYLK4,NAGK,NAMPT,NAXE,NCAPG2,NCEH1,NDUFS1,NDUFS4,NEK1,NEK2,NEK3,NEK4,NEK6,NEURL1,NIBAN1,NME4,NME6,NOCT,NOS1,NOS3,NR1H2,NRK,NT5C1A,NT5C3A,NT5E,NT5M,NTF4,NTRK3,NUDT12,NUDT15,NUDT5,NYAP1,OGDH,OGT,ORMDL1,OXSM,PAICS,PAK3,PAK4,PANK3,PANK4,PAQR3,PARG,PARK7,PARP14,PARP16,PARP9,PASK,PBK,PC,PCSK9,PCYT1B,PDE4B,PDE4D,PDE9A,PDGFA,PDGFC,PDGFD,PDGFRA,PDHA1,PDHB,PDHX,PDK2,PDK4,PDP1,PFKM,PGAM2,PGAP1,PGK1,PGLS,PHB2,PHKG1,PIGA,PIGQ,PIK3C2A,PIK3R2,PINK1,PIP4K2A,PIP4K2C,PIP4P2,PKD2,PKDCC,PKIG,PKM,PLA2G4A,PLCB1,PLCD1,PLCD4,PLCE1,PLCG1,PLCG2,PLD1,PLD2,PLK1,PLK3,PLPP3,PLPPR4,PLXNA1,PLXNA2,PLXNA3,PLXNB3,PLXND1,PPARA,PPARGC1A,PPARGC1B,PPAT,PPIP5K1,PPIP5K2,PPM1A,PPM1B,PPM1F,PPM1J,PPM1L,PPM1M,PPME1,PPP1R14C,PPP1R15A,PPP1R1B,PPP2R5A,PPP2R5B,PPP3CA,PPP3CB,PPP4R1,PPP5C,PPP6C,PPP6R2,PPTC7,PRDX3,PRDX6,PRKAB2,PRKAG1,PRKAG3,PRKAR1A,PRKAR1B,PRKAR2A,PRKCD,PRKCH,PRKCI,PRKCQ,PRKCZ,PRKD1,PRKG2,PROCA1,PRPS1,PRR5,PRR5L,PRRC1,PRTFDC1,PTDSS1,PTGES3,PTK2B,PTK7,PTPMT1,PTPN13,PTPN4,PTPN9,PTPRA,PTPRB,PTPRC,PTPRD,PTPRG,PTPRJ,PTPRK,PTPRN,PTPRS,PTPRZ1,PXK,PXYLP1,RAD51,RAF1,RAP2C,RAPGEF3,RB1CC1,RGCC,RGS14,ROBO1,ROCK2,ROR2,RORA,ROS1,RPS6KA1,RPS6KA3,RPS6KB2,RUBCN,S1PR2,SAMHD1,SCARB1,SDHAF2,SELENOI,SEMA7A,SESN2,SFRP2,SGK1,SGPP1,SH3BP5,SHPK,SIK3,SIRT2,SKP2,SLC25A25,SLC27A1,SLC4A7,SLC8A3,SLIT2,SMAD2,SMG5,SMPD1,SMPDL3A,SMPDL3B,SOX9,SPHK1,SPRED2,SPRY2,SQSTM1,SRC,SRPX2,SSH1,SSU72,STK10,STK11,STK17B,STK26,STK3,STOX1,STT3A,STYXL2,SUCLG2,SWAP70,SYNJ2,TAF11,TAF12,TBCK,TBPL1,TBRG4,TEK,TESK1,TESK2,TEX14,TFRC,TGFB1,TGFB2,TGFBR1,TGFBR2,THBS4,TIGAR,TIMM50,TLK1,TLR9,TMEM120A,TNFRSF11A,TNS3,TP53I3,TPD52L1,TPI1,TPX2,TRAF3IP1,TREX1,TRIO,TRPT1,TSPO,TSSK3,TTK,TWF1,TYRO3,UBASH3B,UGCG,ULK1,ULK3,VAV2,VCP,VRK1,VRK3,WDR91,WEE1,WNK3,WWTR1,XYLB,YWHAZ,ZBTB20,ZBTB7A,ZFP91


			GO:BP			regulation of multicellular organismal process			GO:0051239			1.02E-24			577			ABI3BP,ABL1,ACSL1,ACVR1,ADAM8,ADAMTS12,ADAMTS7,ADGRA2,ADGRB2,ADGRB3,ADGRL2,ADIPOR2,ADM,ADORA2A,ADRA1D,ADRA2A,ADRA2C,AFAP1L2,AFG3L2,AGT,AHR,ALPK2,AMOT,ANGPT2,ANXA2,APOD,APOE,APOM,APP,ARHGAP42,ARHGEF2,ARNTL,ARRDC3,ARX,ASPN,ATF4,ATM,ATOH8,ATP1A2,ATP1B1,ATP2A1,ATP2B4,ATP5F1A,BAMBI,BCL3,BCL6,BCL7B,BCR,BHLHB9,BHLHE41,BID,BIN1,BMP6,BMP7,BMPER,BRCA1,BRCA2,BTBD7,BTNL9,BVES,C1QTNF3,C3,CACNA1D,CACNA1G,CALCR,CALM1,CALR,CAPN3,CAPRIN2,CASQ1,CASQ2,CBLB,CCN1,CCN4,CD109,CD14,CD2,CD200,CD276,CD40LG,CD80,CD9,CEBPG,CFAP20,CHI3L1,CHSY1,CIB1,CLSTN2,CLSTN3,CLU,CORO1C,CORO2B,COX1,CPT1C,CPT2,CRABP2,CREB3L1,CRY2,CSF3,CSNK2B,CTNNA1,CTSC,CUL4A,CUL7,CUX2,DAB2,DACT3,DCN,DDR2,DDX1,DDX3X,DDX58,DECR1,DEF8,DHPS,DHRS3,DHX58,DIP2B,DISC1,DLG4,DLG5,DLGAP4,DLL1,DMRT2,DNAJA3,DOCK5,DOCK8,DPP4,DPYSL5,DROSHA,DUSP10,DUSP3,EAF2,EBF2,EDN3,EDNRA,EFNA1,EFNB3,EGF,EGLN1,EGR1,EGR2,EGR3,EMILIN1,EMILIN2,ENG,ENPP2,EPAS1,EPHA4,EPHA7,EPHB2,EPHB3,ERBB2,ERBB3,ERBIN,ESR1,ESRRG,EZH2,EZR,F3,FAM210B,FANCA,FANCD2,FBN1,FBN2,FBXO32,FBXO5,FBXW8,FCHO1,FER,FES,FGF1,FGF18,FGF21,FGF9,FGFR1,FH,FLOT2,FLRT3,FLT1,FMR1,FN1,FOS,FOXJ1,FST,FUNDC2,FZD9,G0S2,GAB1,GAMT,GAPDH,GATA2,GATA3,GBP1,GHR,GJA1,GJA5,GJC1,GLI2,GLI3,GOLT1B,GPAT4,GPI,GRB10,GRID2,GRIN2D,GRK2,GRPR,GTF2IRD1,HADH,HBEGF,HCLS1,HES6,HEY2,HGF,HHLA2,HK1,HK2,HLTF,HMCES,HMGCR,HOMER1,HOMER2,HOMER3,HOXA5,HPN,HRC,HRH1,HSF1,HSPA9,HSPB6,HTATIP2,IFIH1,IGFBP5,IL12RB2,IL15,IL16,IL17B,IL17RD,IL18,IL1R1,IL4I1,IL6R,IL6ST,ILRUN,INSR,INTU,IQGAP3,IRAK1,IRF5,ITGA5,ITGAV,ITGB1,ITGB6,JADE2,KCNN2,KDM1A,KDR,KEAP1,KIF14,KIT,KLF13,KLF4,KLHL12,LAMA3,LAMA4,LCK,LEPR,LFNG,LGALS3,LGALS9,LGR4,LIMK1,LIPG,LMCD1,LMO1,LNPK,LOC100523213,LOC100620992,LOC100736765,LOX,LPCAT3,LRFN5,LRP4,LRP8,LRRC4B,LRRK2,LRRN1,LRRN3,LRRTM3,LTBP1,LTBP3,LUM,LYN,MAFF,MAN2A1,MAP3K13,MAP6,MAPK14,MAPK8IP1,MAPKAPK2,MAPRE2,MAVS,MDK,MDM2,MEF2A,MEF2C,MEOX2,MET,MFN2,MFSD2A,MITF,MKKS,MMP14,MMRN2,MSH2,MTDH,MTG1,MUL1,MYCN,MYL4,MYLK2,MYMK,MYOZ1,NAV3,NAXE,NDRG2,NEFL,NEURL1,NF1,NFATC4,NFE2L2,NFIB,NFKBIA,NFKBIL1,NFKBIZ,NGFR,NIN,NMI,NOCT,NOS3,NOTCH2,NPLOC4,NPTX2,NPY1R,NR1H2,NSD2,NUMBL,OBSL1,OGT,OMA1,OMD,OXTR,PAK4,PARK7,PARP3,PASK,PATZ1,PBX3,PCSK9,PDCD4,PDE3A,PDE4B,PDE4D,PDE9A,PDGFA,PDGFC,PDGFRA,PDK4,PDPN,PER1,PGK1,PHB2,PHLDB2,PI16,PIAS3,PITHD1,PKDCC,PKM,PLA2G4A,PLAG1,PLCB1,PLCG1,PLCG2,PLCL1,PLCL2,PLEKHM1,PLPP3,PLXNA1,PLXNA2,PLXNA3,PLXNB3,PLXND1,POLR3A,POLR3D,PPARA,PPARGC1A,PPARGC1B,PPM1B,PPM1F,PPP3CA,PRCP,PRDM1,PRKAB2,PRKAG3,PRKAR1A,PRKCD,PRKCH,PRKCI,PRKCQ,PRKCZ,PRKD1,PROM1,PROS1,PTK2B,PTN,PTPRC,PTPRD,PTPRG,PTPRS,PTPRZ1,RAC2,RAPGEF3,RASSF10,RBM15,RBP1,RBPJ,RCOR1,RECK,REST,RGCC,RHEB,RIF1,RND2,RNF207,ROBO1,ROCK2,RORA,RPS6KA1,RRAS,RYR2,S1PR1,S1PR2,S1PR3,SARS1,SAV1,SCN1B,SCN2B,SCN3B,SCN4A,SCN5A,SDHAF2,SELENON,SEMA3E,SEMA3G,SEMA4F,SEMA5B,SEMA6A,SEMA6C,SEMA7A,SERPINB1,SERPINE1,SERPINE2,SFRP2,SGPL1,SGPP1,SHPK,SIRT2,SLC27A1,SLC2A10,SLC37A4,SLC4A3,SLC8A3,SLIT2,SLITRK1,SLITRK2,SLITRK4,SLITRK5,SLITRK6,SMAD2,SMO,SMTNL2,SOX11,SOX9,SPARC,SPART,SPHK1,SPI1,SPP1,SPRY2,SRC,SRF,SRI,SRPX2,STAB1,STAT1,STAT5B,STC1,STING1,STK11,STK3,STOX1,SUCO,SULF1,SULF2,TAPBPL,TBX18,TCF7L2,TEAD4,TEK,TENM4,TFPI,TFRC,TGFB1,TGFB2,TGFB3,TGFBR1,TGFBR2,THBS2,THBS4,TIA1,TIMP1,TLR5,TLR9,TMEM25,TMEM38A,TMEM53,TMEM98,TNFRSF11A,TNFRSF1B,TNFRSF21,TNMD,TNNT2,TOX,TP63,TP73,TPBG,TRAF3,TRAF3IP1,TRAIP,TRAPPC13,TREX1,TRPC1,TSKU,TSPAN12,TTC21B,TWF1,TWF2,TYRO3,UBASH3B,UCP2,UNC13D,VAMP8,VASH1,VASH2,VASN,VCAM1,VHL,WDR43,WDR6,WDR77,WWC2,WWTR1,YBX3,YEATS2,ZBTB1,ZBTB16,ZBTB20,ZBTB7B,ZEB1,ZFP91,ZFPM2,ZFYVE27,ZMIZ1,ZNF287,ZNF423,ZNF703


			GO:BP			plasma membrane bounded cell projection organization			GO:0120036			3.46E-24			346			ABL1,ABL2,ABLIM2,ABLIM3,ACAP3,ACTN2,ACTR3,ADGRB3,AFG3L2,AJUBA,ANLN,APOD,APOE,APP,ARHGAP44,ARHGEF25,ARHGEF26,ARHGEF6,ARMC9,ARX,AVIL,BBS12,BBS2,BBS5,BBS7,BCL11A,BHLHB9,BMP5,BMP7,BOC,BSG,BTBD3,CAMK2A,CAPRIN2,CC2D2A,CCDC40,CCDC65,CCDC88A,CCP110,CD44,CDC14B,CDC42EP3,CDH11,CDH2,CDK5R1,CENPJ,CEP131,CFAP20,CHODL,CIB1,CKB,CNP,CNR1,CNTN1,CNTN4,CNTROB,CORO1B,CORO1C,CPLANE1,CPLANE2,CRABP2,CRMP1,CROCC,CSPG4,CTHRC1,CTNND2,CUL7,CUX2,CYFIP2,DCX,DEF8,DIP2B,DISC1,DLG4,DLG5,DNAAF5,DOCK7,DPYSL5,DRC1,DTNBP1,DVL1,DYNC2I2,DYNLL1,DZIP1,EDNRA,EFNA1,EFNB3,EGR2,EHD4,EIF3J,EMB,EMP3,ENPP2,EPHA3,EPHA4,EPHA7,EPHB2,EPHB3,EPHB4,EPS8,EPS8L2,ERBB2,ETV1,EXT1,EZR,FAM98A,FBF1,FBXW8,FER,FES,FGD1,FLRT3,FMR1,FN1,FNBP1L,FOXJ1,FSCN1,FXR1,FXR2,FYN,GATA3,GFRA3,GLI2,GLI3,GPM6B,GPR37,GRID2,GRIN3A,GRM7,IFT122,IFT140,IFT27,IFT43,IFT46,IFT57,IFT80,IFT88,IGSF9,INPP5F,INPP5J,INTU,IQCB1,ITGB1,ITGB4,ITM2C,JADE2,KIAA0586,KIF20B,KIF24,KIF27,KIF3A,KIF3B,KIF5C,KIT,KLF4,LAMB1,LIMK1,LRP4,LRP8,LRRC4C,LRRK2,LRTM1,LYN,MAK,MAP1A,MAP1B,MAP1S,MAP2,MAP3K13,MAP4,MAP4K4,MAP6,MAPRE1,MAPT,MDK,MFSD2A,MKKS,MKS1,MNS1,MPHOSPH9,MSTN,MUL1,MYO10,MYO7A,MYO9B,MYOT,NEDD4L,NEFL,NEGR1,NEK1,NEK3,NEO1,NEURL1,NEXN,NFATC4,NFIB,NGFR,NIN,NRCAM,NTF4,NTN3,NUDCD3,NUMBL,NYAP1,OBSL1,ODAD4,ODF2,OFD1,OPHN1,PAK3,PAK4,PAQR3,PARVA,PARVB,PDPN,PKD2,PLAA,PLCE1,PLD1,PLEKHM1,PLEKHO1,PLPPR4,PLXNA1,PLXNA2,PLXNA3,PLXNB3,PLXND1,POC1A,POC1B,PODXL,PPP1R9A,PPP3CA,PRELID2,PRKCD,PRKCI,PRKCZ,PRKD1,PTK2B,PTK7,PTN,PTPN9,PTPRD,PTPRS,PTPRZ1,RAB13,RAB29,RAB3A,RABEP2,RAC2,RCC2,RGMA,RHOD,RIMS1,RIPOR2,RND2,RNF165,ROBO1,ROR2,RUFY3,S1PR1,S1PR2,SCARF1,SCN1B,SDC2,SDK1,SEMA3A,SEMA3E,SEMA3G,SEMA4F,SEMA5B,SEMA6A,SEMA6C,SEMA7A,SEPTIN2,SEPTIN6,SEPTIN7,SEPTIN9,SFRP2,SHTN1,SIPA1L1,SLIT1,SLIT2,SLIT3,SLITRK1,SLITRK2,SLITRK4,SLITRK5,SLITRK6,SMO,SMURF1,SPART,SPEF1,SPEF2,SPG11,SRC,SRF,SRGAP2,SSX2IP,STK11,STK26,STMN2,STXBP1,SYT2,TAPT1,TCIRG1,TCTN3,TEKT1,TESK1,TGFBR1,TMEM107,TMEM231,TMEM67,TNC,TOP2B,TOX,TPBG,TRAF3IP1,TRIO,TSKU,TTC21B,TTC26,TTC39C,TTC8,TTLL1,TUB,TWF1,TWF2,TXNDC15,UBA6,ULK1,UNC5B,USH1C,UST,VASH2,VAV2,VDAC3,VIM,WASF2,WDR19,WDR35,WDR47,WHAMM,WHRN,WWTR1,ZFYVE27,ZNF423


			GO:BP			circulatory system development			GO:0072359			3.74E-24			275			ABI3BP,ABL1,ACADM,ACKR3,ACTA2,ACTC1,ACTN2,ACVR1,ADAM15,ADAM8,ADAMTS6,ADGRA2,ADGRB2,ADGRB3,ADGRG1,ADIPOR2,ADM,ALDH1A2,ALPK2,AMOT,ANGPT2,ANKRD1,ANTXR1,ANXA2,APOE,ASB2,ATM,ATP2B4,BBS7,BICC1,BMP7,BMPER,BRCA1,BVES,C3,CALCRL,CC2D2A,CCDC40,CCN1,CCN3,CDH2,CHI3L1,CIB1,CITED1,COL11A1,COL1A2,COL22A1,COL2A1,COL3A1,COL5A1,CPE,CPLANE1,CPLANE2,CREB3L1,CUL7,DCHS1,DCN,DHRS3,DLL1,DNMT1,DRC1,DZIP1,E2F7,E2F8,EDNRA,EFNA1,EGF,EGLN1,EGR2,EGR3,ELK3,EMILIN1,EMILIN2,ENG,ENPP2,EPAS1,EPHB2,EPHB3,EPHB4,ERBB2,ERBB3,EXT1,F3,FBN1,FBXW8,FGF1,FGF18,FGF9,FHOD3,FKBP10,FLRT3,FLT1,FN1,FOXJ1,FREM2,FZD2,GAB1,GATA2,GATA3,GJA1,GJA5,GJC1,GLI2,GLI3,GLUL,GPC3,GRK2,GYS1,HEY2,HK2,HOXA3,HOXA5,HS6ST1,HSPB6,HTATIP2,IFT140,IFT57,IL18,IL6R,INSR,ITGA5,ITGAV,ITGB1,JAM3,JUNB,KDR,KIT,KLF4,LAMA4,LEPR,LOC100511937,LOC100736765,LOC100737755,LOX,LUZP1,MAPK14,MCAM,MDK,MDM2,MEF2A,MEF2C,MEF2D,MEOX2,MIB1,MKS1,MMP2,MMRN2,MTDH,MYBPC3,MYH11,MYLK2,MYO18B,NANS,NAXE,NEB,NF1,NFATC1,NFATC3,NFATC4,NGFR,NOS3,NOTCH2,NPY1R,NRAP,NRCAM,NSD2,NTRK3,ODAD4,PAK4,PARVA,PCSK5,PDCD4,PDGFRA,PDLIM2,PDLIM5,PGK1,PI16,PKD2,PKM,PLPP3,PLXND1,POPDC2,POPDC3,PPP3CB,PRCP,PRDM1,PRKAR1A,PRKD1,PTK2B,PTK7,PTPRB,PXDN,RAMP1,RAPGEF1,RAPGEF3,RB1CC1,RBM15,RBM20,RBPJ,RECK,REST,RGCC,RNF207,ROBO1,ROCK2,RORA,RRAS,RSPO3,S1PR1,SARS1,SAV1,SEMA3E,SEMA6A,SERPINE1,SFRP2,SGCD,SGPL1,SH3PXD2B,SHC1,SLC2A10,SLIT2,SLIT3,SLITRK5,SMAD2,SMO,SOX11,SOX9,SPARC,SPHK1,SPI1,SPRY2,SRF,SRPX2,STAB1,STAT1,STK11,STK3,SULF1,SVEP1,SYPL2,TBX18,TCAP,TCF7L2,TEAD2,TEK,TENM4,TGFB1,TGFB2,TGFBI,TGFBR1,TGFBR2,THBS2,THBS4,TMEM204,TMEM231,TNFRSF1B,TNMD,TNNT2,TP73,TPM1,TRAF3IP2,TREX1,TSPAN12,VASH1,VASH2,VEGFA,VHL,VSTM4,WASF2,XIRP2,YWHAZ,ZFAND5,ZFPM2,ZIC3,ZMIZ1


			GO:BP			negative regulation of biological process			GO:0048519			6.57E-24			1032			AARS1,ABCA5,ABHD17C,ABHD5,ABI3BP,ABL1,ACADVL,ACE,ACKR3,ACOT8,ACTC1,ACTN2,ACVR1,ADAM15,ADAM8,ADAMTS12,ADAMTS20,ADAMTS7,ADGRA2,ADGRB2,ADGRB3,ADGRG1,ADM,ADNP,ADORA2A,ADRA2A,AEBP1,AGT,AGTR2,AHR,AJUBA,AKNA,AKT1S1,AKT2,ALDH1A2,ALPK2,AMOT,ANGPT2,ANGPTL4,ANKRD1,ANKRD13A,ANKRD13B,ANTXR1,ANXA2,ANXA8,APC2,APIP,APLP1,APOD,APOE,APOM,APP,AQP11,ARAF,ARHGAP1,ARHGAP12,ARHGAP42,ARHGAP44,ARHGEF2,ARPIN,ARRDC3,ARX,ASNS,ASPN,ASS1,ASXL3,ATAD1,ATF3,ATF4,ATF5,ATM,ATOH8,ATP1A2,ATP2B4,ATP5F1A,ATP5IF1,ATR,ATXN1,AURKB,AVIL,AZIN2,BAG3,BAMBI,BARD1,BBS12,BCL11A,BCL3,BCL6,BCL7B,BCORL1,BCR,BDKRB2,BEND6,BEST3,BHLHB9,BHLHE41,BICC1,BID,BIN1,BLM,BMP5,BMP6,BMP7,BMPER,BNIP3,BNIP3L,BOD1,BRCA1,BRCA2,BTC,BUB1,BUB1B,C1QTNF3,C3,C4A,CALCR,CALM1,CALR,CAPG,CAPN3,CAPRIN2,CAPZA1,CAPZA2,CARHSP1,CASK,CASQ1,CASQ2,CASTOR2,CAT,CAV2,CAVIN3,CBL,CBLB,CBX2,CBX3,CBX4,CC2D1B,CCDC88C,CCL19,CCL5,CCN1,CCN3,CCN4,CCNB1,CCNB2,CCNF,CCP110,CD109,CD200,CD40LG,CD44,CD80,CD9,CDC20,CDC6,CDH11,CDH2,CDK1,CDK2AP2,CDK5R1,CDT1,CENPF,CEP85,CHD3,CHEK1,CHRD,CHSY1,CIB1,CILP,CIPC,CIT,CITED1,CKAP2,CKB,CLEC12B,CLIP3,CLSPN,CLU,CNN1,CNOT6,CNOT6L,CNTN4,COL2A1,COL3A1,COL5A1,COL5A2,COL7A1,COPS5,COPS8,CORO1B,CORO1C,CORO2B,CPAMD8,CPEB3,CPEB4,CRACD,CRADD,CRBN,CREB3L1,CRMP1,CRY2,CRYM,CSDC2,CSDE1,CSNK2B,CST6,CTC1,CTHRC1,CTNNA1,CTNND1,CTSA,CTSC,CTSZ,CUL3,CUL4A,CUX2,CYP7B1,DAB2,DACT3,DAPK1,DBNDD1,DCBLD2,DCN,DCP2,DDIAS,DDRGK1,DDX3X,DEDD,DEPDC5,DHCR24,DHRS3,DHRS7C,DHX58,DIAPH1,DIP2B,DKK3,DLC1,DLG5,DLK2,DLL1,DNAJA3,DNAJB2,DNAJC17,DNMT1,DNMT3B,DOCK5,DOCK8,DOT1L,DPF3,DPP4,DPYSL5,DROSHA,DTL,DTNBP1,DUSP1,DUSP10,DUSP26,DUSP29,DUSP3,DVL1,DXO,DYNLL1,E2F1,E2F6,E2F7,E2F8,E4F1,EAF2,EFNA1,EFNB3,EGF,EGFL7,EGR1,EGR3,EHMT2,EID1,EIF4A2,EIF4EBP1,EIF4G1,ELK3,ELK4,EME1,EMILIN1,EMILIN2,ENC1,ENDOG,ENG,EPCAM,EPHA3,EPHA4,EPHA7,EPHB2,EPS8,ERBB2,ERBB3,ERBIN,ERO1A,ERP29,ESR1,ETF1,ETV5,EYA2,EYA3,EZH1,EZH2,EZR,FAIM,FAIM2,FAM3C,FANCD2,FAP,FAS,FASTK,FASTKD1,FBLN1,FBN1,FBN2,FBXO31,FBXO5,FER,FGF9,FHL2,FHOD3,FIGNL1,FLOT2,FLT1,FMO1,FMO2,FMR1,FN1,FNDC4,FNIP1,FOXJ1,FOXM1,FOXN3,FOXO1,FOXP2,FRMD4A,FRY,FRZB,FST,FXR1,FXR2,FYN,FZD10,FZD9,GABRE,GADD45B,GAPDH,GATA2,GATA3,GBP1,GCLC,GDF11,GDF9,GEN1,GHITM,GJA1,GLI2,GLI3,GMFB,GNB5,GPC3,GPM6B,GPR161,GPR173,GPR37,GPRASP1,GPS2,GRB10,GRIA4,GRID2,GRIK2,GRIN3A,GRK2,GSDME,GTF2IRD1,HCLS1,HDAC10,HES6,HEY2,HGF,HHATL,HIC1,HIGD1A,HIVEP1,HK2,HMGCR,HOMER2,HOMER3,HOXA5,HPN,HRC,HSF1,HSF4,HSPA5,HSPA9,HSPB6,HTRA1,HTRA3,IER3,IFI35,IFIH1,IFIT5,IFT57,IFT80,IGFBP5,IGSF1,IL15,IL17RD,IL18,IL2RB,IL4I1,IL6ST,ILRUN,INIP,INPP5F,INPP5J,INTU,INVS,IQCB1,IQGAP3,ISCU,ITGA5,ITGA6,ITGAV,ITGB1,ITIH3,ITIH4,ITM2A,ITM2C,ITPR3,IVNS1ABP,JAM3,KANK3,KAT2B,KCNB1,KCTD6,KDM1A,KDM8,KDR,KHDRBS1,KIF14,KIF24,KIT,KLF13,KLF4,KLF9,KLHL12,KLHL15,KLHL17,KLHL31,KRT18,LAMA4,LEPR,LETM1,LFNG,LGALS3,LGALS9,LGR4,LIMK1,LIN37,LMBR1L,LMCD1,LMNB1,LMNB2,LMO1,LMOD2,LOC100510975,LOC100519082,LOC100519808,LOC110255204,LPCAT1,LPCAT3,LRCH1,LRFN5,LRP4,LRRK1,LRRK2,LTBP1,LTBP3,LXN,LYAR,LYN,LZTFL1,MAF1,MAFK,MAGED1,MAGEH1,MAGOHB,MAK,MAP1B,MAP2K2,MAP3K10,MAP3K20,MAPK14,MAPK8IP1,MAPKAPK2,MAPRE1,MASTL,MAVS,MBD2,MBD3,MBNL3,MBTD1,MCM2,MDK,MDM2,MEF2A,MEF2C,MEIS3,MEOX2,MET,METRNL,MFN2,MFSD2A,MGAT5,MIB1,MICAL1,MID1IP1,MIR214,MITF,MKKS,MLIP,MLXIPL,MMP14,MMRN2,MN1,MOSPD1,MPHOSPH9,MRAP2,MRE11,MRNIP,MSC,MSH2,MSH6,MSTN,MTA3,MTBP,MTDH,MTERF3,MTM1,MUL1,MUTYH,MVK,MX1,MXD3,MYCN,MYEF2,MYF6,MYOZ1,NAA10,NABP2,NANS,NAV3,NAXE,NBAS,NCAPG2,NCOA2,NDC80,NDN,NDRG2,NEDD4L,NEFL,NEIL1,NEK2,NEURL1,NF1,NFATC1,NFATC3,NFATC4,NFE2L2,NFE2L3,NFIB,NFIL3,NFKBIA,NFKBIL1,NGFR,NIBAN1,NIBAN2,NME6,NMI,NOC2L,NOCT,NOL4L,NONO,NOS3,NOSTRIN,NOTCH2,NPC1,NPHP4,NPLOC4,NQO1,NR0B2,NR1D2,NR1H2,NR1I3,NR2F1,NR2F6,NSD2,NSFL1C,NT5E,NTF4,NTRK3,NUCB2,OGT,OMA1,OPHN1,OPTN,ORC1,ORMDL1,ORMDL2,OSBPL8,OTUB2,OTUD7A,P3H2,P3H3,PABPC1,PABPC4,PACSIN3,PAIP1,PAK4,PAQR3,PAQR6,PARK7,PARP14,PARP16,PARP3,PARP9,PARPBP,PASK,PATL1,PATZ1,PBK,PBLD,PC,PCDH17,PCSK9,PDCD4,PDCD5,PDE3A,PDE4B,PDE4D,PDGFA,PDGFRA,PDK4,PELI3,PELO,PER1,PER2,PEX2,PGK1,PHB2,PHF1,PHF19,PHF21A,PHKG1,PHLDB2,PHLPP1,PI16,PIAS3,PIK3R2,PINK1,PIP4K2A,PIP4K2C,PIP4P2,PKD2,PKDCC,PKIG,PLAA,PLAG1,PLAT,PLCB1,PLCG2,PLCL1,PLCL2,PLEKHH2,PLIN1,PLK1,PLK3,PLPP3,PLPP7,PLXNA1,PLXNA2,PLXNA3,PLXNB3,PLXND1,PNKD,PNPLA2,PODN,PODXL,POLDIP2,POT1,PPARA,PPARGC1A,PPARGC1B,PPIF,PPM1A,PPM1B,PPM1F,PPP1R15A,PPP1R1B,PPP2R5A,PPP3CA,PPP3CB,PRDM1,PRDM5,PRDX3,PRKAR1A,PRKAR1B,PRKAR2A,PRKCD,PRKCH,PRKCI,PRKCQ,PRKCZ,PRKD1,PROS1,PRR5L,PRRT2,PSMC1,PSMC5,PTBP3,PTH1R,PTK2B,PTN,PTPN13,PTPN9,PTPRB,PTPRC,PTPRD,PTPRG,PTPRJ,PTPRK,PTPRS,PTPRZ1,PTRH2,PTTG1,PTX3,PXK,QSOX1,RAB29,RAB7A,RAD21,RAD9B,RAF1,RANBP9,RAP1GDS1,RAP2C,RAPGEF1,RAPGEF3,RASA4B,RASL11B,RB1CC1,RBBP8,RBM15,RBM20,RBM38,RBPJ,RCC2,RCOR1,RCOR2,RECK,REM1,REST,RETREG1,RFWD3,RGCC,RGMA,RGS14,RGS7,RHEB,RHNO1,RHPN2,RIF1,RIPOR2,RMI2,RNF144B,RNF149,RNF157,RNF2,ROBO1,ROCK2,RORA,ROS1,RPA2,RPS6KA1,RPS6KA3,RRAS,RUBCN,RUNX1T1,RYBP,RYR2,S1PR2,S1PR3,SALL2,SAMHD1,SAP130,SARS1,SAV1,SCAI,SCMH1,SCML2,SCRT1,SDHAF2,SELENON,SEMA3A,SEMA3E,SEMA3G,SEMA4F,SEMA5B,SEMA6A,SEMA6C,SEMA6D,SEMA7A,SERPINB1,SERPINE1,SERPINE2,SERTAD1,SESN1,SESN2,SFMBT2,SFRP2,SH3BP5,SH3RF2,SHC1,SHFL,SIRT2,SLC24A1,SLC24A5,SLC25A4,SLC27A1,SLC2A10,SLC37A4,SLC43A2,SLC8A3,SLIRP,SLIT2,SLIT3,SMAD2,SMARCA5,SMG5,SMO,SMPD1,SMPDL3B,SMURF1,SMYD2,SND1,SORT1,SOX11,SOX9,SPARC,SPART,SPDL1,SPEF1,SPHK1,SPI1,SPINDOC,SPRED2,SPRY2,SPTAN1,SPTB,SPTY2D1,SQSTM1,SRC,SREBF2,SRF,SRGAP1,SRGAP2,SRI,SRPX,SSH1,STAB1,STAT1,STAT5B,STC1,STK11,STK26,STK3,STMN2,STOX1,STRN,STT3A,STUB1,STXBP1,SULF1,SULF2,SUPV3L1,SVIL,SWAP70,TAF9B,TAPBPL,TASOR,TAX1BP3,TBL1XR1,TBRG4,TCF3,TCF7L2,TDRD12,TDRKH,TEAD2,TEK,TESK1,TEX14,TFPI,TFRC,TGFB1,TGFB2,TGFB3,TGFBR1,THAP11,THBS2,THBS4,THOC5,TIA1,TIGAR,TIMELESS,TIMP1,TLR9,TMEFF2,TMEM109,TMEM25,TMEM259,TMEM38A,TMEM53,TMEM67,TMEM98,TMOD4,TMSB15A,TMSB15B,TNFRSF1B,TNFRSF21,TNIP1,TNMD,TOP2A,TOX3,TP53I13,TP53INP2,TP63,TP73,TPBG,TPCN2,TPM1,TPX2,TRAF3IP1,TRAF3IP2,TRAF5,TRAIP,TRAPPC13,TRDN,TREX1,TRIM59,TRIM72,TRIO,TRPC1,TSHZ3,TSKU,TSPAN6,TSPO,TTC21B,TTC39B,TTC5,TTC8,TTK,TULP3,TWF1,TWF2,TYRO3,UACA,UBASH3B,UBE2Z,UBR2,UBXN1,UHRF1,ULK1,ULK3,UNC5B,USP18,USP2,USP25,USP28,VAMP8,VASH1,VASN,VAT1,VCP,VDAC1,VHL,VIM,VRK3,WASF2,WDR47,WDR77,WDTC1,WFIKKN2,WNK3,WWC2,WWP1,WWTR1,YBX3,YEATS2,YWHAQ,YWHAZ,ZBTB1,ZBTB12,ZBTB16,ZBTB20,ZBTB7A,ZBTB7B,ZBTB7C,ZBTB8A,ZEB1,ZEB2,ZFAND6,ZFP37,ZFP91,ZFPM2,ZHX2,ZMYM2,ZNF175,ZNF180,ZNF385A,ZNF423,ZNF503,ZNF536,ZNF692,ZNF703,ZNF827,ZNFX1,ZRANB3,ZWILCH,ZWINT


			GO:BP			small molecule metabolic process			GO:0044281			1.48E-23			410			AARS1,AASDHPPT,ABCA5,ABCC6,ABHD3,ACACA,ACAD10,ACADL,ACADM,ACADS,ACADVL,ACAT1,ACCS,ACO1,ACO2,ACOT7,ACOT8,ACOX2,ACSBG1,ACSL1,ACSL4,ACSM4,ACSM5,ACSS1,ACSS2,ACY1,ADCY2,ADCY3,ADCY4,ADCY6,ADCY9,ADHFE1,ADSL,AHCY,AK1,AK3,AK5,AKR1A1,AKT2,ALDH18A1,ALDH1A2,ALDH1L2,ALDH4A1,ALDH6A1,ALDOC,AMPD1,AMPD3,ANKRD23,APIP,APOD,APOE,APOF,APP,ASAH1,ASL,ASNS,ASS1,ATF3,ATF4,ATIC,ATP1A2,ATP1B1,ATP2B4,ATP5F1A,ATP5F1B,ATP5IF1,ATP5MC1,ATP5MC3,ATP5ME,ATP5PO,ATP6,AUH,AZIN2,BCAT1,BCAT2,BCKDHA,BCKDHB,BCKDK,BMP5,BMP6,BRCA1,C1QTNF3,CA13,CA14,CA4,CARNMT1,CARNS1,CARS1,CAT,CCNG1,CDS1,CHPT1,CHST1,CHST15,CLN6,CLPX,CMPK2,CNP,COQ10A,COQ10B,COQ2,COQ3,COQ5,COQ6,COQ8A,COQ9,CPS1,CPT1B,CPT1C,CPT2,CRABP1,CRABP2,CRAT,CRYL1,CUBN,CYP1A1,CYP27A1,CYP2F1,CYP2R1,CYP7B1,DCAKD,DCTD,DCTPP1,DDO,DECR1,DEDD,DHCR24,DHCR7,DHRS3,DHRS7,DKK3,DLAT,DLD,DLST,DNPH1,E4F1,ECH1,EGR1,ENO3,ENOSF1,ENTPD5,ENTPD6,ENTPD7,EPHX2,ETFA,ETFB,ETFDH,EXTL2,FAAH,FADS1,FADS2,FAH,FAM3C,FARSA,FBP2,FGF1,FGFR4,FGGY,FH,FLAD1,FMO1,FMO2,FOXO1,FUCA2,GALE,GAMT,GAPDH,GARS1,GART,GATB,GBA2,GCDH,GCLC,GFPT1,GFPT2,GGT5,GK,GK5,GLUL,GMDS,GMPR,GNAI3,GOT1,GPAT2,GPAT4,GPD1,GPI,GPT2,GRHPR,GSTZ1,GUCA1B,GUCY1A1,GUK1,HADH,HADHA,HADHB,HAGH,HAGHL,HAO2,HIBADH,HK1,HK2,HMGCR,HSD11B2,HSD17B10,HYI,IDH2,IDH3B,IER3,IGFBP4,IL4I1,IMPDH1,INPP5J,INSR,KAT2B,KLHL12,KYAT1,KYAT3,L2HGDH,LDHA,LDHB,LDHD,LEPR,LIAS,LIPE,LIPG,LOC100519130,LOC100525350,LOC100626199,LOC100736765,LOC110255887,LONP2,LPCAT1,LPCAT3,LPIN1,LPIN3,LRRK2,LSS,LTC4S,MACROD1,MAN2A1,MAPK14,MARS1,MAT2A,MCCC2,MDH1,MDH2,ME1,ME3,MFSD2A,MID1IP1,MLXIPL,MMAB,MMADHC,MMUT,MOXD1,MPI,MRI1,MTARC2,MTHFD1L,MTHFR,MVK,MYH3,NAMPT,NAXE,NCEH1,NCOA2,NDUFA9,NDUFAB1,NDUFS1,NFE2L1,NLN,NME4,NME6,NMT1,NOCT,NOS1,NOS3,NOXRED1,NPY1R,NQO1,NQO2,NR1H2,NR5A2,NT5C1A,NT5C3A,NT5E,NT5M,NUDT12,NUDT15,NUDT5,OAT,ODC1,OGDH,OGT,OMA1,OTC,OXCT1,OXSM,PAICS,PANK3,PANK4,PARG,PARK7,PC,PCBD1,PCBD2,PCCB,PCSK9,PDE4B,PDE4D,PDE9A,PDHA1,PDHB,PDHX,PDK2,PDK4,PECR,PEX2,PFKM,PGAM2,PGK1,PGLS,PKM,PLA2G4A,PLAA,PLCG2,PLOD2,PLPP3,PM20D1,PMM1,PNKD,PPARA,PPARGC1A,PPAT,PPIP5K1,PPP1R3G,PPTC7,PRKAB2,PRKAG1,PRKAG3,PRPS1,PRTFDC1,PTDSS1,PTGES2,PTGES3,PTGR2,PTK2B,PTPMT1,PXK,PYCR2,RBP1,RDH11,RDH12,REST,RORA,SAMHD1,SARS1,SCARB1,SDHA,SESN2,SFXN1,SGPL1,SGPP1,SHPK,SLC1A3,SLC25A25,SLC25A44,SLC27A1,SLC27A3,SLC37A4,SLC38A1,SLC4A7,SLC7A7,SMPD1,SMPDL3A,SOAT1,SOX9,SPHK1,SPR,SPTLC1,SQLE,STAT5B,SUCLG2,SYNJ2,TBPL1,TIGAR,TM7SF2,TP53I3,TPI1,TREX1,TSKU,TSPO,TST,TTC39B,UCP3,UGCG,UGDH,UGGT1,UGGT2,UGP2,UXS1,VARS2,VCP,VLDLR,WDTC1,XYLB,ZBTB20,ZBTB7A,ZNF692


			GO:BP			cell projection organization			GO:0030030			1.91E-23			347			ABL1,ABL2,ABLIM2,ABLIM3,ACAP3,ACTN2,ACTR3,ADGRB3,AFG3L2,AJUBA,ANLN,APOD,APOE,APP,ARHGAP44,ARHGEF25,ARHGEF26,ARHGEF6,ARMC9,ARX,AVIL,BBS12,BBS2,BBS5,BBS7,BCL11A,BHLHB9,BMP5,BMP7,BOC,BSG,BTBD3,CAMK2A,CAPRIN2,CC2D2A,CCDC40,CCDC65,CCDC88A,CCP110,CD44,CDC14B,CDC42EP3,CDH11,CDH2,CDK5R1,CENPJ,CEP131,CFAP20,CHODL,CIB1,CKB,CNP,CNR1,CNTN1,CNTN4,CNTROB,CORO1B,CORO1C,CPLANE1,CPLANE2,CRABP2,CRMP1,CROCC,CSPG4,CTHRC1,CTNND2,CUL7,CUX2,CYFIP2,DCX,DEF8,DIP2B,DISC1,DLG4,DLG5,DNAAF5,DOCK7,DPYSL5,DRC1,DTNBP1,DVL1,DYNC2I2,DYNLL1,DZIP1,EDNRA,EFNA1,EFNB3,EGR2,EHD4,EIF3J,EMB,EMP3,ENPP2,EPHA3,EPHA4,EPHA7,EPHB2,EPHB3,EPHB4,EPS8,EPS8L2,ERBB2,ETV1,EXT1,EZR,FAM98A,FBF1,FBXW8,FER,FES,FGD1,FLRT3,FMR1,FN1,FNBP1L,FOXJ1,FSCN1,FXR1,FXR2,FYN,GATA3,GFRA3,GLI2,GLI3,GPM6B,GPR37,GRID2,GRIN3A,GRM7,IFT122,IFT140,IFT27,IFT43,IFT46,IFT57,IFT80,IFT88,IGSF9,INPP5F,INPP5J,INTU,IQCB1,ITGB1,ITGB4,ITM2C,JADE2,KIAA0586,KIF20B,KIF24,KIF27,KIF3A,KIF3B,KIF5C,KIT,KLF4,LAMB1,LIMK1,LRP4,LRP8,LRRC4C,LRRK2,LRTM1,LYN,MAK,MAP1A,MAP1B,MAP1S,MAP2,MAP3K13,MAP4,MAP4K4,MAP6,MAPRE1,MAPT,MDK,MFSD2A,MKKS,MKS1,MNS1,MPHOSPH9,MSTN,MUL1,MYO10,MYO7A,MYO9B,MYOT,NEDD4L,NEFL,NEGR1,NEK1,NEK3,NEO1,NEURL1,NEXN,NFATC4,NFIB,NGFR,NIN,NRCAM,NTF4,NTN3,NUDCD3,NUMBL,NYAP1,OBSL1,ODAD4,ODF2,OFD1,OPHN1,PAK3,PAK4,PAQR3,PARVA,PARVB,PDPN,PKD2,PLAA,PLCE1,PLD1,PLEKHM1,PLEKHO1,PLPPR4,PLXNA1,PLXNA2,PLXNA3,PLXNB3,PLXND1,POC1A,POC1B,PODXL,PPP1R9A,PPP3CA,PRELID2,PRKCD,PRKCI,PRKCZ,PRKD1,PTK2B,PTK7,PTN,PTPN9,PTPRD,PTPRS,PTPRZ1,RAB13,RAB29,RAB3A,RABEP2,RAC2,RCC2,RGMA,RHOD,RIMS1,RIPOR2,RND2,RNF165,ROBO1,ROR2,RUFY3,S1PR1,S1PR2,SCARF1,SCN1B,SDC2,SDK1,SEMA3A,SEMA3E,SEMA3G,SEMA4F,SEMA5B,SEMA6A,SEMA6C,SEMA7A,SEPTIN2,SEPTIN6,SEPTIN7,SEPTIN9,SFRP2,SHTN1,SIPA1L1,SLIT1,SLIT2,SLIT3,SLITRK1,SLITRK2,SLITRK4,SLITRK5,SLITRK6,SMO,SMURF1,SPART,SPEF1,SPEF2,SPG11,SPRY2,SRC,SRF,SRGAP2,SSX2IP,STK11,STK26,STMN2,STXBP1,SYT2,TAPT1,TCIRG1,TCTN3,TEKT1,TESK1,TGFBR1,TMEM107,TMEM231,TMEM67,TNC,TOP2B,TOX,TPBG,TRAF3IP1,TRIO,TSKU,TTC21B,TTC26,TTC39C,TTC8,TTLL1,TUB,TWF1,TWF2,TXNDC15,UBA6,ULK1,UNC5B,USH1C,UST,VASH2,VAV2,VDAC3,VIM,WASF2,WDR19,WDR35,WDR47,WHAMM,WHRN,WWTR1,ZFYVE27,ZNF423


			GO:BP			nervous system development			GO:0007399			2.70E-23			467			AARS1,ABCB6,ABL1,ABL2,ACAP3,ACKR3,ACSL4,ADGRA2,ADGRB2,ADGRB3,ADGRG1,ADGRL2,ADM,ADRA2C,AFG3L2,AKNA,AKT2,ALDH1A2,ANXA2,APAF1,APLP1,APOD,APOE,APP,ARHGAP44,ARHGEF10,ARHGEF2,ARHGEF25,ARHGEF9,ARX,ATAT1,ATF5,ATM,ATOH8,ATP1A2,ATP2B2,ATXN1,AVIL,B3GNT5,BBS7,BCAS1,BCL11A,BCL6,BCR,BEND6,BHLHB9,BHLHE41,BIN1,BMP5,BMP6,BMP7,BOC,BRCA2,BSG,BTBD3,C3,CADM2,CALR,CAMK2A,CAPRIN2,CC2D2A,CCDC141,CD9,CDC20,CDH11,CDH2,CDK5R1,CDON,CENPF,CHODL,CHRD,CHRNA3,CIB1,CITED1,CKB,CLSTN2,CLSTN3,CLU,CNP,CNR1,CNTN1,CNTN4,COL2A1,COLQ,CORO1C,CPLANE1,CPLANE2,CRABP2,CRMP1,CSPG4,CTF1,CTHRC1,CTNNA1,CTNND2,CTSC,CUL4B,CUL7,CUX2,CYB5D2,CYFIP2,DBX1,DCHS1,DCX,DIP2B,DISC1,DLG4,DLG5,DLL1,DOCK7,DOK5,DPF3,DPYSL5,DTNBP1,DUSP10,DVL1,E2F1,EDNRA,EFHC1,EFNA1,EFNB3,EGF,EGR2,EGR3,EHMT2,EIF2B3,EIF2B4,EIF3J,EIF4G1,EMB,ENC1,EPHA3,EPHA4,EPHA7,EPHB2,EPHB3,EPHB4,ERBB2,ERBB3,ETV1,EXT1,EZH2,FAIM2,FANCD2,FBXW8,FES,FGFR1,FLRT3,FMR1,FN1,FOS,FOXJ1,FOXP2,FYN,FZD2,FZD9,GATA2,GATA3,GBA2,GDF11,GFRA3,GLI2,GLI3,GPC4,GPM6B,GPR161,GPR173,GPR37,GRID2,GRIN3A,GRM7,GSDME,HES6,HEY2,HLTF,HOXA3,HS6ST1,HSPA5,IFT140,IFT27,IFT57,IFT88,IGSF10,IGSF9,IL6ST,INPP5F,INPP5J,INTU,ITGB1,ITGB4,ITM2C,JADE2,JAM3,KCNIP2,KDM1A,KIF14,KIF20B,KIF27,KIF5C,KLF4,LAMB1,LAMC3,LEPR,LIAS,LIMK1,LOC100515171,LOC100625134,LPAR1,LRFN5,LRP4,LRP8,LRRC4,LRRC4B,LRRC4C,LRRK2,LRRN1,LRRN3,LRRTM3,LRTM1,LUZP1,LYN,MAN2A1,MAP1A,MAP1B,MAP1S,MAP2,MAP3K13,MAP4,MAP4K4,MAP6,MAPT,MARVELD1,MDGA1,MDK,MEF2C,MEIS3,MFSD2A,MIB1,MKKS,MKS1,MMD,MPZ,MSI1,MTHFD1L,MTHFR,MUL1,MXRA8,MYCN,MYO7A,MYOT,NANS,NAV1,NAV2,NAV3,NDN,NDRG2,NDUFS2,NDUFS4,NEDD4L,NEFL,NEGR1,NEK3,NEO1,NEURL1,NEXN,NFATC4,NFIB,NGFR,NIN,NLGN3,NNAT,NPHP4,NR2F6,NRCAM,NTF4,NTN3,NTRK3,NUMBL,NUP133,NYAP1,OBSL1,ODAD4,OGDH,OPHN1,ORC3,ORMDL1,PAFAH1B2,PAK3,PAK4,PAQR3,PBX3,PBX4,PCDH17,PCLO,PCSK9,PGAP1,PKD2,PLAA,PLAG1,PLCB1,PLLP,PLPP3,PLPPR4,PLXNA1,PLXNA2,PLXNA3,PLXNB3,PLXND1,PPP1R9A,PPP3CA,PRDM1,PRELID2,PRKCH,PRKCI,PRKCZ,PRKD1,PROM1,PRPS1,PTK2B,PTK7,PTN,PTPN9,PTPRD,PTPRS,PTPRZ1,RAB13,RAB29,RAB3A,RAC2,RASSF10,RBFOX1,RBPJ,RECK,REST,RGMA,RHEB,RIMS1,RIPOR2,RND2,RNF165,ROBO1,ROR2,RORA,RRAS,RUFY3,S1PR1,SALL2,SCARF1,SCN1B,SCRT1,SDC2,SDHA,SDK1,SEMA3A,SEMA3E,SEMA3G,SEMA4F,SEMA5B,SEMA6A,SEMA6C,SEMA6D,SEMA7A,SERPINE2,SEZ6L,SEZ6L2,SFRP2,SHROOM3,SHTN1,SIPA1L1,SIRT2,SLC1A3,SLC4A7,SLC8A3,SLIT1,SLIT2,SLIT3,SLITRK1,SLITRK2,SLITRK4,SLITRK5,SLITRK6,SMO,SMURF1,SOX11,SOX9,SPART,SPG11,SPHK1,SRC,SRF,SRGAP2,SRPX2,STK11,STK3,STMN2,STXBP1,SULF1,SULF2,SUN2,SYBU,SYNJ2,SYT2,TACC1,TACC3,TCF12,TCIRG1,TDP2,TEAD2,TENM1,TENM2,TENM3,TENM4,TGFB1,TGFB2,TGFBR1,TGFBR2,THAP11,TMEM107,TMEM126A,TMEM98,TNC,TNFRSF1B,TNFRSF21,TOP2B,TOX,TP63,TPBG,TRAK1,TRIO,TRNP1,TSKU,TTC21B,TTC8,TTLL1,TULP3,TWF1,TWF2,TYRO3,UBA6,UGCG,UGDH,UGP2,ULK1,UNC5B,UQCRQ,USH1C,UST,VASH2,VCAN,VIM,VPS13B,WDR19,WDR47,WHRN,WNT4,WNT5B,YWHAZ,ZBTB16,ZEB1,ZER1,ZFP91,ZFYVE27,ZHX2,ZIC3,ZMIZ1,ZNF423,ZNF521,ZNF536


			GO:BP			regulation of cell communication			GO:0010646			3.50E-23			661			ABL1,ACE,ACKR3,ACVR1,ADAM8,ADAMTS12,ADAMTS20,ADGRA2,ADGRG1,ADM,ADORA2A,ADRA1D,ADRA2A,ADRA2C,AFAP1,AFAP1L2,AGT,AGTR2,AJUBA,AKAP13,AKT1S1,ALPK2,AMOT,ANKRD1,ANKRD13C,ANO1,ANO2,APAF1,APC2,APIP,APLP1,APOD,APOE,APP,ARAF,ARHGAP12,ARHGAP42,ARHGAP44,ARHGEF10,ARHGEF2,ARHGEF25,ARHGEF3,ARMC9,ARRDC3,ASPN,ATAD1,ATF3,ATF4,ATM,ATP2B4,ATR,BAIAP3,BAMBI,BCAP31,BCL3,BCL6,BCR,BDKRB2,BEND6,BICC1,BID,BMP5,BMP6,BMP7,BMPER,BRCA1,BST1,C1QTNF3,C2CD2L,C3,C7H6ORF125,CACNG7,CALM1,CALR,CAMK2A,CAPN3,CAPRIN2,CASK,CASQ2,CASTOR2,CAT,CAV2,CAVIN3,CBL,CBLB,CCDC88A,CCDC88C,CCL19,CCL5,CCN1,CCN3,CCN4,CCNB1,CD109,CD14,CD44,CDC20,CDH11,CDH2,CDK14,CDK5R1,CDON,CDT1,CENPJ,CEP192,CHI3L1,CHRD,CHSY1,CIB1,CILP,CIT,CKB,CLEC12B,CLSTN2,CLSTN3,CLU,CNKSR3,CNR1,COL2A1,COPS5,CPLANE2,CRADD,CRBN,CREB3L1,CRY2,CSF3,CSNK1G3,CSNK2B,CSPG4,CTHRC1,CTNNA1,CTNND1,CTNND2,CTSC,CUL3,CUL4A,CUX2,CYFIP2,CYP7B1,DAB2,DACT3,DAPK1,DAPK2,DCN,DDIAS,DDRGK1,DDX1,DDX3X,DENND4B,DEPDC5,DHRS3,DHX58,DISC1,DKK3,DLC1,DLG4,DLG5,DLGAP4,DLK2,DLL1,DNM1,DOK5,DOT1L,DTNBP1,DUSP1,DUSP10,DUSP26,DUSP29,DUSP3,DVL1,EDA,EFNA1,EGF,EGFL7,EGLN1,EGR1,EMILIN1,ENDOG,ENG,EPHA4,EPHA7,EPHB2,EPS8,EPS8L2,ERBB2,ERBB3,ERBIN,ERP29,ESR1,EYA2,EYA3,EZH2,EZR,F3,FAIM2,FAM53B,FAM83D,FANCA,FANCD2,FAS,FBLN1,FBN1,FBN2,FBXO9,FER,FGF1,FGF18,FGF21,FGF9,FGFR1,FGFR4,FHL2,FIGNL1,FLT1,FMR1,FN1,FNIP1,FOXM1,FOXO1,FRMPD1,FRZB,FST,FYN,FZD10,FZD9,G0S2,GADD45B,GAPDH,GAREM1,GARNL3,GATA2,GATA3,GBF1,GBP1,GDF11,GDF9,GEN1,GHITM,GHR,GIT2,GJA1,GJA5,GKAP1,GLI2,GLI3,GLO1,GPC2,GPC3,GPC4,GPC6,GPR137C,GPR143,GPR161,GPR37,GPRASP1,GPS2,GRB10,GRID2,GRIK2,GRIN2D,GRIN3A,GRK2,GRM4,GRM7,GSDME,HADH,HBEGF,HCLS1,HEY2,HGF,HIC1,HIP1,HIPK4,HMGCR,HOMER1,HOMER2,HOMER3,HRC,HRH1,HSF4,HSPA5,HTRA1,HTRA3,ICMT,IER3,IFI35,IFIT5,IFT140,IFT80,IGFBP4,IGFBP5,IGSF1,IGSF11,IKBKG,IL17RD,IL18,IL1R1,IL6ST,INPP5F,INSR,INTU,INVS,IQGAP3,IRAK1,IRAK2,ITGA6,ITGAV,ITGB1,ITGB6,ITM2C,ITPR3,ITSN1,IVNS1ABP,JPT2,KCNB1,KCP,KCTD6,KDM1A,KDR,KIF14,KIT,KLHL12,KLHL24,KLHL31,KPNA1,LCK,LFNG,LGALS3,LGR4,LMBR1L,LMCD1,LOC100510975,LOC100513346,LOC100620540,LOX,LPAR4,LRFN2,LRP4,LRP8,LRRC4,LRRC4C,LRRC7,LRRK1,LRRK2,LTBP1,LYN,LYPD6,MAGI3,MAP2K2,MAP3K10,MAP3K13,MAP3K14,MAP3K20,MAP4K1,MAP4K4,MAPK14,MAPK8IP1,MAPRE2,MAVS,MBD2,MDK,MDM2,MEIS3,MET,MFN2,MFNG,MGAT5,MID1,MKS1,MMP14,MMRN2,MN1,MPC2,MRAP2,MSTN,MTDH,MUL1,MYO9B,MYOZ1,NCAPG2,NDC80,NDRG2,NEO1,NET1,NEURL1,NF1,NFATC4,NFE2L2,NFKBIA,NFKBIB,NFKBIL1,NGFR,NKIRAS1,NLGN3,NMI,NOC2L,NONO,NOTCH2,NPHP4,NPLOC4,NPTX2,NTF4,NTRK3,NUP93,OGT,OPHN1,OPTN,OTUD7A,PAQR3,PARK7,PARP14,PARP9,PASK,PBK,PBLD,PCDH17,PCSK9,PDCD4,PDE3A,PDE4B,PDE4D,PDGFA,PDGFC,PDGFD,PDGFRA,PDIA3,PDK2,PELI3,PELO,PER1,PFKM,PHB2,PHLPP1,PIK3R2,PINK1,PIP4K2A,PIP4K2C,PKD2,PLCB1,PLCE1,PLCG1,PLCG2,PLCL1,PLCL2,PLEKHA4,PLEKHF1,PLPP3,PLPPR4,PNKD,POSTN,PPARA,PPIF,PPM1A,PPM1B,PPP1R9A,PPP3CA,PPP3CB,PRCP,PREPL,PRKAR1B,PRKCD,PRKCH,PRKCQ,PRKCZ,PRKD1,PRR5,PRR5L,PRRT2,PTK2B,PTK7,PTN,PTPMT1,PTPN13,PTPRA,PTPRC,PTPRD,PTPRJ,PTPRS,PXK,RAB29,RAB3A,RAB7A,RAF1,RALGAPA2,RALGPS1,RALGPS2,RAMP1,RANBP9,RAP1GDS1,RAPGEF1,RASA4B,RASGRF2,RASL11B,RB1CC1,RBPJ,RCN3,RDH11,RECK,REST,RFWD3,RGMA,RGS12,RGS14,RGS7,RHEB,RIMS1,RIPOR2,RNF14,RNF149,RNF157,RNF165,ROBO1,ROR2,RORA,ROS1,RPA2,RPS6KA1,RRAGD,RRAS,RSPO3,RYR2,S100A4,S1PR2,SAFB2,SAMHD1,SCAI,SCUBE1,SDHAF2,SEMA3E,SEMA6A,SEMA7A,SERPINE1,SERPINE2,SESN1,SESN2,SEZ6L,SEZ6L2,SFRP2,SH3RF2,SHC1,SIPA1,SIPA1L1,SKP2,SLC15A3,SLC1A3,SLC24A1,SLC25A4,SLC2A10,SLC38A1,SLC8A3,SLIT2,SLIT3,SMAD2,SMO,SMPD1,SMPDL3B,SMURF1,SMYD2,SNCG,SOX11,SOX9,SPART,SPHK1,SPI1,SPP1,SPRED2,SPRY2,SQSTM1,SRC,SRF,SRI,SRPX,SSX2IP,STAT1,STING1,STK11,STK3,STOX1,STUB1,STXBP1,STXBP5,SULF1,SULF2,SYN1,SYNGR1,SYT12,SYT9,TBCK,TBL1XR1,TBX18,TCF7L2,TCIRG1,TEK,TFRC,TGFB2,TGFBR1,TGFBR2,THAP11,THOC5,TIMP1,TLR9,TMEM198B,TMEM204,TMEM25,TMEM53,TMEM9,TNFRSF11A,TNFRSF12A,TNFRSF19,TNIP1,TP63,TPBG,TPD52L1,TRAF3,TRAF3IP2,TRAF5,TRAIP,TREX1,TRIM59,TRIM72,TSKU,TSPAN12,TSPAN5,TSPAN6,TTC21B,TUB,TULP3,TXNDC15,TYRO3,UACA,UBASH3B,UBD,UBR2,UGCG,ULK3,UNC5B,UNC5CL,USP18,USP34,VAMP8,VASN,VCP,VHL,VRK3,WDR83,WFIKKN2,WLS,WWC2,WWTR1,YBX3,YWHAZ,ZBTB7A,ZBTB7B,ZEB1,ZER1,ZFAND6,ZMIZ1,ZNF385A,ZNF423,ZNF536,ZNF703


			GO:BP			animal organ development			GO:0048513			5.92E-23			581			AARS1,ABCB6,ABI3BP,ABL1,ACADM,ACE,ACTA1,ACTA2,ACTC1,ACTN2,ACVR1,ADAM15,ADAMTS12,ADAMTS16,ADAMTS2,ADAMTS6,ADAMTS7,ADGRG1,ADM,AGRN,AGT,AKNA,ALDH1A2,ALPK2,ANKRD1,ANXA2,APAF1,APLP1,APOD,APP,AQP11,ARRDC3,ARX,ASAH1,ASB2,ASPN,ASXL3,ATAT1,ATF3,ATF4,ATF5,ATM,ATP1A2,BAMBI,BBS7,BCL3,BCL9,BCR,BGN,BICC1,BMP5,BMP6,BMP7,BMPER,BRCA2,BRIP1,BTBD3,BTBD7,BVES,C7H6ORF125,CACNA1S,CADM2,CALCRL,CAV2,CBWD1,CC2D2A,CCDC141,CCDC40,CCN1,CCN3,CCN4,CCNB2,CCNF,CCNT2,CD109,CD44,CDH2,CDK5R1,CDON,CENPF,CHI3L1,CHRD,CHRNA1,CHRNA10,CHRND,CHSY1,CITED1,CNTN1,COL11A1,COL11A2,COL1A2,COL27A1,COL2A1,COL3A1,COL5A1,COL5A2,CORO1C,CPAMD8,CPE,CPLANE1,CPLANE2,CREB3L2,CRYBG3,CSRNP1,CTC1,CTHRC1,CTSZ,CUL3,CUL7,CYP7B1,DAB2,DACT3,DBX1,DCHS1,DCHS2,DCX,DDR2,DDRGK1,DEDD,DHCR24,DHRS3,DISC1,DKK3,DLG5,DLL1,DNAJC19,DNASE1L2,DRC1,DVL1,DYRK1B,DZIP1,E2F1,E2F7,E2F8,EAF2,EBF2,EDA,EDNRA,EFHC1,EFNA1,EGF,EGLN1,EGR1,EGR2,EIF2B4,EIF2S2,EMILIN1,ENG,EPAS1,EPCAM,EPHA4,EPHA7,EPHB2,EPHB3,ERBB2,ERBB3,ESR1,ETV1,EXT1,EZH2,FAIM2,FAM20A,FAM83D,FANCA,FANCD2,FBN1,FBN2,FBXO5,FBXW8,FGF1,FGF18,FGF21,FGF9,FGFR1,FHL1,FHOD3,FLRT3,FN1,FOS,FOXJ1,FOXN3,FOXP2,FREM2,FST,FXR1,FYN,FZD2,FZD9,GAMT,GATA2,GATA3,GCNT1,GCNT4,GDF11,GDF9,GJA1,GJA5,GJC1,GLI2,GLI3,GPAT4,GPC3,GREB1L,GRID2,GRK2,GSDME,GYS1,HEY2,HGF,HOMER1,HOXA3,HOXA5,HPN,HS2ST1,HS6ST1,HSD11B1,HSF4,HSPA5,HTRA1,IFT140,IFT27,IFT57,IFT80,IFT88,IGFBP5,IGSF3,IL15,IL17RD,IL18,IL6R,INSR,INTU,IQCB1,IQGAP3,ITGA6,ITGB1,ITGB4,ITGB6,JPH1,JUNB,KBTBD8,KCNQ4,KDR,KERA,KIF14,KIF20A,KIF26B,KIF27,KIT,KLF4,KLHL12,KLHL3,KRT8,LAMB1,LAMB3,LAMC1,LAMC3,LDB2,LDB3,LEPR,LFNG,LGR4,LNPK,LOC100512977,LOC100736765,LOC100737755,LOX,LPCAT1,LRIG3,LRP4,LRP8,LRRK1,LRRK2,LTBP3,LUZP1,MAB21L1,MAFF,MAN2A1,MAPK14,MAPKAPK2,MCM2,MDFI,MDGA1,MDK,MDM2,MEF2A,MEF2C,MEF2D,MEGF9,MEIS3,MEOX2,MET,MFAP2,MFN2,MFSD2A,MIB1,MIGA2,MITF,MKKS,MKS1,MKX,MMP14,MMP16,MMP2,MSC,MSH2,MSH4,MSTN,MTHFD1L,MYBPC3,MYCN,MYF5,MYF6,MYH11,MYH14,MYLK2,MYLPF,MYO18B,MYO7A,MYOZ1,NANS,NDUFS4,NEB,NECTIN3,NEURL1,NFATC4,NFIB,NGFR,NID1,NIN,NKIRAS1,NLN,NNAT,NOS3,NOTCH2,NPHP4,NPY1R,NR1D2,NR5A2,NRAP,NSD2,NTF4,NTN3,NTRK3,NUMBL,NUP107,NUP133,OBSL1,ODAD4,OGDH,OMD,OPHN1,PAFAH1B2,PAPPA2,PARVA,PATZ1,PBX3,PBX4,PCDH12,PCSK5,PCSK9,PCYT1B,PDE6A,PDGFA,PDGFC,PDGFRA,PDLIM2,PDLIM5,PDPN,PGAP1,PHB2,PHEX,PHLDB2,PHOSPHO1,PI16,PIP4K2A,PKD2,PKDCC,PLAG1,PLCB1,PLCE1,PLEKHA4,PLPPR4,PLS3,PLXNA1,PLXNA2,PLXNA3,PLXND1,POPDC2,POPDC3,PPARA,PPARGC1A,PPARGC1B,PPP3CA,PPP3CB,PRDM1,PRDX3,PRELID2,PRKAR1A,PRKCH,PRKCI,PROM1,PRSS56,PTGES3,PTH1R,PTK2B,PTK7,PTN,PTPRC,PTPRS,PTX3,PXDN,RAB3A,RADIL,RAF1,RAI2,RB1CC1,RBM15,RBM20,RBPJ,RCN1,RCN3,REST,RGCC,RHEB,RIPOR2,RNF207,ROBO1,ROCK2,RORA,RSPO3,S1PR1,SAFB2,SAV1,SBDS,SDHAF2,SDK1,SEC61A1,SELENON,SEMA3A,SEMA3E,SEMA3G,SEMA4F,SEMA5B,SEMA6A,SEMA6C,SEMA6D,SEMA7A,SERPINE1,SERPINE2,SEZ6L2,SFRP2,SGCD,SGPL1,SGPP1,SH3PXD2B,SHC1,SIK3,SIRT2,SLC25A25,SLC2A10,SLC37A4,SLC39A1,SLC4A7,SLIT1,SLIT2,SLIT3,SLITRK5,SLITRK6,SMAD2,SMO,SOX11,SOX9,SPART,SPG11,SPHK1,SPI1,SPRY2,SRC,SRF,SRGAP2,SSUH2,STAT5B,STC1,STK11,STK3,STOX1,STOX2,SULF1,SULF2,SUN2,SVIL,SYNJ2,SYPL2,TACC1,TACC3,TAPT1,TASOR,TBX18,TCAP,TCF7L2,TCIRG1,TEAD1,TEAD2,TENM3,TENM4,TGFB1,TGFB2,TGFB3,TGFBR1,TGFBR2,THBS3,TIAM1,TIMELESS,TMEM107,TMEM231,TMEM59L,TNC,TNFRSF11A,TNFRSF19,TNFRSF1B,TNNT2,TOP2B,TOX,TP63,TP73,TPM1,TRAF3IP1,TRAF3IP2,TREX1,TRIM72,TRNP1,TSKU,TSPAN12,TTC21B,TTC39C,TTC8,TTLL1,TUB,TULP3,TYRO3,UBA6,UGCG,UGP2,UMODL1,UQCRQ,USF2,USH1C,VANGL2,VASH1,VASH2,VASN,VHL,VIM,VPS13B,VRK3,VSTM4,WASF2,WDR19,WDR47,WDR48,WDR77,WHRN,WNT5B,WWTR1,XIRP2,YBX3,YWHAZ,ZBTB1,ZBTB16,ZBTB7B,ZEB1,ZFAND5,ZFP91,ZFPM2,ZHX2,ZIC3,ZMIZ1,ZNF385A,ZNF423,ZNF703


			GO:BP			actin filament-based process			GO:0030029			1.06E-22			228			ABL1,ABLIM2,ABLIM3,ABRACL,ACTA1,ACTC1,ACTN2,ACTR3,AKAP11,AMOT,ANKRD23,ANLN,ANTXR1,ARFIP2,ARHGAP12,ARHGAP44,ARHGEF10,ARHGEF10L,ARHGEF17,ARHGEF19,ARHGEF2,ARPC5,ARPIN,ASAP3,ASB2,ATXN3,AVIL,BAIAP2L2,BCL6,BCR,BIN1,BST1,CACNA1D,CALR,CAPG,CAPN3,CAPZA1,CAPZA2,CASQ1,CAVIN3,CCDC141,CCDC88A,CCDC88C,CDC42BPG,CDC42EP3,CDK5R1,CFL1,CIT,CNN1,CNN3,CORO1B,CORO1C,CORO2B,CORO6,CRACD,CSF3,CSRP2,CTNNA1,CUL3,CYFIP2,CYRIB,DAAM1,DIAPH1,DIAPH2,DIAPH3,DLC1,DSTN,DTNBP1,EFS,EPB41L1,EPB41L2,EPB41L3,EPDR1,EPHA3,EPS8,ESAM,EZR,FAM171A1,FCHSD1,FCHSD2,FER,FES,FGD1,FHL3,FHOD1,FHOD3,FLNB,FLNC,FMNL1,FMNL2,FMNL3,FNBP1L,FOXJ1,FRMD6,FSCN1,FZD10,GAB1,GAS2L3,GBA2,GJA5,GMFB,HCLS1,HIP1,IQGAP2,ITGB1,JAM3,KANK3,KCNN2,KIT,LIMK1,LMOD2,LOC100513346,LOC100736765,LOC110255887,MDK,MEF2A,MET,MICAL1,MICAL3,MKKS,MYH14,MYH2,MYLK2,MYO16,MYO18B,MYO1B,MYO7A,MYO9B,MYOM2,MYOZ1,MYPN,NEB,NOTCH2,NRAP,NTRK3,OPHN1,PAK3,PARVA,PARVB,PDE4B,PDE4D,PDGFRA,PDLIM2,PDLIM5,PDPN,PFN1,PGM5,PHACTR3,PHLDB2,PIK3R2,PLEKHH2,PLS3,PPARGC1B,PPM1F,PPP1R9A,PRKAR1A,PRKCD,PRKCI,PTK2B,PTK7,RAC2,RACGAP1,RAPGEF3,RGCC,RHOD,RHOF,RHOU,RHPN2,RND2,RNF207,ROCK2,RTKN,RYR2,S1PR1,S1PR2,SCN1B,SCN2B,SCN3B,SCN4B,SCN5A,SEMA3E,SGCD,SHC1,SHROOM2,SIPA1L1,SLIT2,SMTNL2,SPTAN1,SPTB,SRC,SRF,SRI,SSH1,STC1,SUN2,SVIL,SWAP70,SYNPO2,SYNPO2L,TBCK,TCAP,TEK,TESK1,TESK2,TGFB1,TGFB3,TGFBR1,THSD7A,TLN2,TMEFF2,TMOD4,TMSB10,TMSB15A,TMSB15B,TNNT2,TPM1,TPM2,TRIP10,TTC8,TWF1,TWF2,WASF1,WASF2,WHAMM,WIPF1,WIPF3,XIRP2,ZYX


			GO:BP			regulation of signaling			GO:0023051			3.72E-22			657			ABL1,ACE,ACKR3,ACVR1,ADAM8,ADAMTS12,ADAMTS20,ADGRA2,ADGRG1,ADM,ADORA2A,ADRA1D,ADRA2A,ADRA2C,AFAP1,AFAP1L2,AGT,AGTR2,AJUBA,AKAP13,AKT1S1,ALPK2,AMOT,ANKRD1,ANKRD13C,ANO1,ANO2,ANXA2,APAF1,APC2,APIP,APLP1,APOD,APOE,APP,ARAF,ARHGAP12,ARHGAP42,ARHGAP44,ARHGEF10,ARHGEF2,ARHGEF25,ARHGEF3,ARMC9,ARRDC3,ASPN,ATAD1,ATF3,ATF4,ATM,ATP2B4,ATR,BAIAP3,BAMBI,BCAP31,BCL3,BCL6,BCR,BDKRB2,BEND6,BICC1,BID,BMP5,BMP6,BMP7,BMPER,BRCA1,BST1,BVES,C1QTNF3,C2CD2L,C3,C7H6ORF125,CACNG7,CALM1,CALR,CAMK2A,CAPN3,CAPRIN2,CASK,CASTOR2,CAT,CAV2,CAVIN3,CBL,CBLB,CCDC88A,CCDC88C,CCL19,CCL5,CCN1,CCN3,CCN4,CCNB1,CD109,CD14,CD44,CDC20,CDH11,CDH2,CDK14,CDK5R1,CDON,CDT1,CENPJ,CEP192,CHI3L1,CHRD,CHSY1,CIB1,CILP,CIT,CKB,CLEC12B,CLSTN2,CLSTN3,CLU,CNKSR3,CNR1,COL2A1,COPS5,CPLANE2,CRADD,CRBN,CREB3L1,CRY2,CSF3,CSNK1G3,CSNK2B,CSPG4,CTHRC1,CTNNA1,CTNND1,CTNND2,CTSC,CUL3,CUL4A,CUX2,CYFIP2,CYP7B1,DAB2,DACT3,DAPK1,DAPK2,DCN,DDIAS,DDRGK1,DDX1,DDX3X,DENND4B,DEPDC5,DHRS3,DHX58,DISC1,DKK3,DLC1,DLG4,DLG5,DLGAP4,DLK2,DLL1,DNM1,DOK5,DOT1L,DTNBP1,DUSP1,DUSP10,DUSP26,DUSP29,DUSP3,DVL1,EDA,EFNA1,EGF,EGFL7,EGLN1,EGR1,EMILIN1,ENDOG,ENG,EPHA4,EPHA7,EPHB2,EPS8,EPS8L2,ERBB2,ERBB3,ERBIN,ERP29,ESR1,EYA2,EYA3,EZH2,EZR,F3,FAIM2,FAM53B,FAM83D,FANCA,FANCD2,FAS,FBLN1,FBN1,FBN2,FBXO9,FER,FGF1,FGF18,FGF21,FGF9,FGFR1,FGFR4,FHL2,FIGNL1,FLT1,FN1,FNIP1,FOXM1,FOXO1,FRMPD1,FRZB,FST,FYN,FZD10,FZD9,G0S2,GADD45B,GAPDH,GAREM1,GARNL3,GATA2,GATA3,GBF1,GBP1,GDF11,GDF9,GEN1,GHITM,GHR,GIT2,GJA1,GKAP1,GLI2,GLI3,GLO1,GPC2,GPC3,GPC4,GPC6,GPR137C,GPR143,GPR161,GPR37,GPRASP1,GPS2,GRB10,GRID2,GRIK2,GRIN2D,GRIN3A,GRK2,GRM4,GRM7,GSDME,HADH,HBEGF,HCLS1,HEY2,HGF,HIC1,HIP1,HIPK4,HMGCR,HOMER1,HOMER2,HOMER3,HRH1,HSF4,HSPA5,HTRA1,HTRA3,ICMT,IER3,IFI35,IFIT5,IFT140,IFT80,IGFBP4,IGFBP5,IGSF1,IGSF11,IKBKG,IL17RD,IL18,IL1R1,IL6ST,INPP5F,INSR,INTU,INVS,IQGAP3,IRAK1,IRAK2,ITGA6,ITGAV,ITGB1,ITGB6,ITM2C,ITPR3,ITSN1,IVNS1ABP,JPT2,KCNB1,KCP,KCTD6,KDM1A,KDR,KIF14,KIT,KLHL12,KLHL24,KLHL31,KPNA1,LCK,LFNG,LGALS3,LGR4,LMBR1L,LMCD1,LOC100510975,LOC100513346,LOC100620540,LOX,LPAR4,LRFN2,LRP4,LRP8,LRRC4,LRRC4C,LRRC7,LRRK1,LRRK2,LTBP1,LYN,LYPD6,MAGI3,MAP2K2,MAP3K10,MAP3K13,MAP3K14,MAP3K20,MAP4K1,MAP4K4,MAPK14,MAPK8IP1,MAPRE2,MAVS,MBD2,MDK,MDM2,MEIS3,MET,MFN2,MFNG,MGAT5,MID1,MKS1,MMP14,MMRN2,MN1,MPC2,MRAP2,MSTN,MTDH,MUL1,MYO9B,MYOZ1,NCAPG2,NDC80,NDRG2,NEO1,NET1,NEURL1,NF1,NFATC4,NFE2L2,NFKBIA,NFKBIB,NFKBIL1,NGFR,NKIRAS1,NLGN3,NMI,NOC2L,NONO,NOTCH2,NPHP4,NPLOC4,NPTX2,NTF4,NTRK3,NUP93,OGT,OPHN1,OPTN,OTUD7A,PAQR3,PARK7,PARP14,PARP9,PASK,PBK,PBLD,PCDH17,PCSK9,PDCD4,PDE3A,PDE4B,PDE4D,PDGFA,PDGFC,PDGFD,PDGFRA,PDIA3,PDK2,PELI3,PELO,PER1,PFKM,PHB2,PHLPP1,PIK3R2,PINK1,PIP4K2A,PIP4K2C,PKD2,PLCB1,PLCE1,PLCG1,PLCG2,PLCL1,PLCL2,PLEKHA4,PLEKHF1,PLPP3,PLPPR4,PNKD,POSTN,PPARA,PPIF,PPM1A,PPM1B,PPP1R9A,PPP3CA,PPP3CB,PRCP,PREPL,PRKAR1B,PRKCD,PRKCH,PRKCQ,PRKCZ,PRKD1,PRR5,PRR5L,PRRT2,PTK2B,PTK7,PTN,PTPMT1,PTPN13,PTPRA,PTPRC,PTPRD,PTPRJ,PTPRS,PXK,RAB29,RAB3A,RAB7A,RAF1,RALGAPA2,RALGPS1,RALGPS2,RAMP1,RANBP9,RAP1GDS1,RAPGEF1,RASA4B,RASGRF2,RASL11B,RB1CC1,RBPJ,RCN3,RDH11,RECK,REST,RFWD3,RGMA,RGS12,RGS14,RGS7,RHEB,RIMS1,RIPOR2,RNF14,RNF149,RNF157,RNF165,ROBO1,ROR2,RORA,ROS1,RPA2,RPS6KA1,RRAGD,RRAS,RSPO3,S100A4,S1PR2,SAFB2,SAMHD1,SCAI,SCUBE1,SDHAF2,SEMA3E,SEMA6A,SEMA7A,SERPINE1,SERPINE2,SESN1,SESN2,SEZ6L,SEZ6L2,SFRP2,SH3RF2,SHC1,SIPA1,SIPA1L1,SKP2,SLC15A3,SLC1A3,SLC24A1,SLC25A4,SLC2A10,SLC38A1,SLC8A3,SLIT2,SLIT3,SMAD2,SMO,SMPD1,SMPDL3B,SMURF1,SMYD2,SNCG,SOX11,SOX9,SPART,SPHK1,SPI1,SPP1,SPRED2,SPRY2,SQSTM1,SRC,SRF,SRI,SRPX,SSX2IP,STAT1,STING1,STK11,STK3,STOX1,STUB1,STXBP1,STXBP5,SULF1,SULF2,SYN1,SYNGR1,SYT12,SYT9,TBCK,TBL1XR1,TCF7L2,TCIRG1,TEK,TFRC,TGFB2,TGFBR1,TGFBR2,THAP11,THOC5,TIMP1,TLR9,TMEM198B,TMEM204,TMEM25,TMEM53,TMEM9,TNFRSF11A,TNFRSF12A,TNFRSF19,TNIP1,TP63,TPBG,TPD52L1,TRAF3,TRAF3IP2,TRAF5,TRAIP,TREX1,TRIM59,TRIM72,TSKU,TSPAN12,TSPAN5,TSPAN6,TTC21B,TUB,TULP3,TXNDC15,TYRO3,UACA,UBASH3B,UBD,UBR2,UGCG,ULK3,UNC5B,UNC5CL,USP18,USP34,VAMP8,VASN,VCP,VHL,VRK3,WDR83,WFIKKN2,WLS,WWC2,WWTR1,YBX3,YWHAZ,ZBTB7A,ZBTB7B,ZEB1,ZER1,ZFAND6,ZMIZ1,ZNF385A,ZNF423,ZNF536,ZNF703


			GO:BP			localization			GO:0051179			8.87E-22			1019			ABCA5,ABCA6,ABCB1,ABCB6,ABCC1,ABCC13,ABCC4,ABCC5,ABCC6,ABHD17C,ABHD5,ABL1,ACE,ACKR3,ACKR4,ACO1,ACSL1,ACTN2,ACTR3,ADM,ADRA2A,AFDN,AFG3L2,AGRN,AIFM1,AJUBA,AKAP11,AKAP6,AKT2,ALS2CL,AMOT,AMPH,ANK1,ANK3,ANKFY1,ANKRD1,ANKRD13A,ANKRD13B,ANKRD13C,ANKRD50,ANO1,ANO10,ANO2,ANO5,ANTXR1,ANTXR2,ANXA11,ANXA2,ANXA8,AP1S1,AP3M2,AP4B1,AP5B1,APOD,APOE,APOM,APP,APPBP2,AQP11,AQP7,ARFIP2,ARHGAP1,ARHGAP12,ARHGAP44,ARL8B,ARPIN,ARRDC2,ASIC3,ASPM,ATAD1,ATF4,ATG4A,ATG4D,ATG9A,ATM,ATP10A,ATP10D,ATP11B,ATP1A2,ATP1B1,ATP1B3,ATP2A1,ATP2A3,ATP2B2,ATP2B3,ATP2B4,ATP5F1A,ATP5F1B,ATP5IF1,ATP5MC1,ATP5MC3,ATP5PO,ATP6,ATP7A,ATP8B2,ATR,ATXN1,ATXN3,AUP1,AURKB,AZIN2,BAG3,BAIAP3,BARD1,BBS12,BBS2,BBS5,BBS7,BCAP31,BCL3,BCL6,BCR,BDKRB2,BEST1,BEST3,BID,BIN1,BLOC1S1,BLOC1S4,BLZF1,BMP7,BMPER,BNIP3,BNIP3L,BRCA1,BRCA2,BUB1B,BVES,C1QTNF3,C2,C2CD2L,C3,C7H6ORF125,CA4,CACHD1,CACNA1D,CACNA1G,CACNA1S,CACNB1,CACNG1,CACNG6,CACNG7,CALCRL,CALM1,CALR,CAPN3,CASK,CASQ1,CASQ2,CATSPER4,CAV2,CBL,CC2D2A,CCDC14,CCDC141,CCDC40,CCDC47,CCDC88A,CCDC88C,CCL19,CCN3,CCNB1,CCNE2,CCT6A,CD14,CD151,CD200,CD5L,CD9,CDCA5,CDH2,CDK1,CDK5R1,CDS1,CDT1,CENPE,CENPF,CENPJ,CEP131,CEP192,CHCHD10,CHRNA1,CHRNA10,CHRNA3,CHRND,CHRNE,CIB1,CITED1,CLCA1,CLCN4,CLCN5,CLDN10,CLIP3,CLSTN3,CLU,CLUH,CNIH1,CNR1,CNTLN,CNTN1,COLQ,COPB1,COPE,COPG2,COPS5,CORO1B,CORO1C,CORO2B,COX1,COX17,COX3,CPE,CPLANE1,CPLANE2,CRABP1,CRABP2,CRBN,CREB3L2,CROCC,CRY2,CRYM,CSNK1G3,CTNNA1,CTSL,CUBN,CUL3,CUTA,CYBRD1,DAB2,DAPK1,DCHS1,DCP2,DDRGK1,DDX1,DDX23,DDX3X,DEF8,DENND2A,DHCR24,DHRS7C,DIAPH1,DISC1,DLG4,DLG5,DLGAP5,DLL1,DNAJC1,DNAJC17,DNAJC19,DNM1,DOP1B,DTNBP1,DVL1,DYNC2I2,DYNLL1,DZIP1,EDNRA,EFCAB7,EFR3B,EGF,EGR2,EHD4,EIF3J,EMC2,EMC3,EMC7,EML4,ENPP2,EPB41L2,EPHA3,EPHB2,ERBB2,ERBB3,ERBIN,ERO1A,ERP29,ESAM,ESR1,EXOC6,EXT1,EYA2,EZH2,EZR,FABP5,FABP7,FAM83D,FAM98A,FAR2,FBLN5,FBN1,FBN2,FCHO1,FCHSD2,FER,FES,FGF21,FGF9,FHIP1A,FHIP1B,FHOD1,FITM1,FLOT2,FLVCR2,FMR1,FNBP1,FNBP1L,FOXJ1,FRMD4A,FRMPD1,FXYD1,FXYD2,FXYD6,FYCO1,FYN,FZD9,GABRE,GATA3,GBP1,GGA1,GGA2,GHR,GJA1,GJA5,GLI3,GLO1,GNAI1,GNB5,GOLGA4,GOLGB1,GOLT1B,GPAT4,GPC2,GPC3,GPC4,GPM6B,GPRASP1,GPS2,GPSM2,GRAMD1C,GRAMD2A,GRB10,GRIA4,GRID2,GRIK2,GRIN2D,GRIN3A,GRIPAP1,GRK2,GULP1,HADH,HBB,HCLS1,HEPH,HHIPL1,HIP1,HK1,HK2,HMGCR,HMMR,HOMER1,HOMER2,HOMER3,HOOK2,HRC,HSPA1L,HSPA5,HSPA9,HTATIP2,IER3,IFT122,IFT140,IFT27,IFT43,IFT46,IFT57,IFT80,IFT88,IKBKG,IL15,IL16,IL2RB,ILRUN,INPP5F,INSR,INTU,IPO13,ISCU,ITGA4,ITGAL,ITGAV,ITGB1,ITGB7,ITPR3,ITSN1,JAM3,JPT2,KAT2B,KCNA7,KCNAB2,KCNB1,KCNC1,KCNC4,KCND2,KCNG2,KCNIP2,KCNK1,KCNN1,KCNN2,KCNQ4,KCNQ5,KCNT2,KDELR3,KDM1A,KHDRBS1,KIAA0753,KIAA1614,KIF14,KIF18A,KIF1A,KIF1C,KIF20B,KIF22,KIF27,KIF2C,KIF3A,KIF3B,KIF5C,KIFC1,KIT,KLC2,KLHL21,KLHL24,KLHL3,KPNA1,KPNA2,KPNA3,KPNA5,KTN1,LCN2,LDAH,LDLRAD3,LEPR,LETM1,LGALS3,LIPG,LMBR1L,LMNB1,LMNB2,LMTK2,LOC100511343,LOC100512977,LOC100513346,LOC100515171,LOC100519098,LOC100519808,LOC100520512,LOC100523213,LOC100620627,LOC100625134,LOC100625711,LOC100627175,LOC110259958,LONP2,LOXL4,LPCAT3,LRP4,LRP8,LRRC4,LRRC8E,LRRK2,LTBP1,LYAR,LYN,LYVE1,LZTFL1,MAK,MAN1A1,MAP1B,MAP1S,MAP6,MAPK14,MAPK8IP1,MAPKAPK2,MAPRE1,MAVS,MCM8,MCOLN1,MDM2,MEF2A,MFN2,MFSD2A,MIB1,MICAL1,MICAL3,MID1,MKKS,MMD,MMP14,MON1A,MPC2,MPP7,MRAP2,MRC1,MRS2,MSH2,MTBP,MTM1,MUL1,MX1,MX2,MYLK2,MYO10,MYO16,MYO1B,MYO7A,NABP2,NANS,NAXE,NBAS,NBEAL2,NDC1,NDC80,NDUFS7,NECTIN3,NEDD4L,NEFL,NEURL1,NFE2L2,NFKBIA,NFKBIB,NGFR,NIBAN2,NIN,NLGN3,NME4,NNT,NOP16,NOS3,NOSTRIN,NOXRED1,NPC1,NPHP4,NPLOC4,NR1H2,NR4A3,NSD2,NSFL1C,NSG1,NUDCD3,NUF2,NUP107,NUP133,NUP205,NUP62CL,NUP93,NXT2,OBSL1,ODAD4,ODF2,OPHN1,OPTN,OSBPL10,OSBPL8,OXA1L,P2RX5,P2RY1,PACS1,PACSIN3,PAQR3,PARD6G,PARK7,PARP3,PARP9,PASK,PCDH17,PCLO,PCSK9,PDCD5,PDE4B,PDZK1,PER1,PEX2,PFKM,PFN1,PGAP1,PHB2,PHLDB2,PIK3R2,PINK1,PIP4K2A,PIP4P2,PITPNA,PITPNM2,PKD2,PKDCC,PKIG,PLAA,PLCG2,PLD1,PLD2,PLEKHA8,PLEKHF1,PLEKHM1,PLEKHM2,PLIN5,PLK1,PLK3,PLPP3,PLPPR4,PLTP,PLXNA2,PNKD,PNPLA2,PODN,POLA2,POT1,PPARA,PPIF,PPM1A,PPM1F,PPP1R15A,PPP1R1B,PPP2R5A,PPP3CA,PPP3CB,PRELID2,PREPL,PRG4,PRKAG1,PRKAR1B,PRKCD,PRKCI,PRKCZ,PRKD1,PROCA1,PRR5L,PRRT2,PSAP,PTGES2,PTK2B,PTN,PTPN9,PTPRC,PTPRK,PTPRN,PTX3,PXK,RAB10,RAB13,RAB29,RAB34,RAB3A,RAB3D,RAB3IL1,RAB7A,RAB8B,RABEP2,RAC2,RACGAP1,RAD21,RAF1,RAMP1,RANBP17,RAP1GDS1,RAPGEF3,RASGRF2,RBM15B,RBP1,RCC2,RCN3,REM1,REPS2,REST,RGCC,RGS14,RHOU,RILPL1,RIMS1,RIPOR2,RNF157,RNF207,ROCK2,ROS1,RP2,RPA2,RRBP1,RUBCN,RYR2,SAMM50,SAR1B,SCARA5,SCARB1,SCARF1,SCARF2,SCN1B,SCN2B,SCN3B,SCN4A,SCN4B,SCN5A,SCN7A,SCNN1A,SDC1,SEC23A,SEC24D,SEC31B,SEC61A1,SEL1L,SELENON,SEPTIN1,SEPTIN11,SEPTIN2,SEPTIN3,SEPTIN4,SEPTIN5,SEPTIN6,SEPTIN7,SEPTIN9,SERPINE1,SERPINE2,SESN2,SFXN1,SFXN5,SGCD,SGPP1,SH3GL3,SH3GLB1,SH3PXD2B,SHROOM2,SIDT1,SIGLEC1,SIK3,SLC12A9,SLC15A2,SLC15A3,SLC16A10,SLC16A14,SLC16A3,SLC16A5,SLC17A5,SLC19A2,SLC1A3,SLC1A6,SLC22A15,SLC22A16,SLC22A17,SLC24A1,SLC24A5,SLC25A12,SLC25A19,SLC25A22,SLC25A24,SLC25A25,SLC25A26,SLC25A27,SLC25A3,SLC25A4,SLC25A44,SLC26A6,SLC27A1,SLC27A3,SLC29A2,SLC29A4,SLC2A10,SLC2A11,SLC2A12,SLC30A2,SLC30A7,SLC35E2,SLC35E4,SLC35F3,SLC35G1,SLC36A4,SLC37A2,SLC37A4,SLC38A1,SLC38A2,SLC38A3,SLC38A4,SLC38A6,SLC39A1,SLC39A2,SLC39A7,SLC39A9,SLC3A1,SLC3A2,SLC41A1,SLC41A2,SLC41A3,SLC43A2,SLC44A2,SLC46A1,SLC46A3,SLC49A3,SLC4A3,SLC4A7,SLC50A1,SLC5A6,SLC6A1,SLC6A13,SLC6A8,SLC7A10,SLC7A2,SLC7A7,SLC7A8,SLC8A3,SLC9A2,SLC9A3R2,SLC9A7,SLCO1A2,SLCO2B1,SLCO5A1,SLF1,SLIT1,SLN,SMAD2,SMDT1,SMO,SMPD1,SMURF1,SNAP91,SNCG,SNUPN,SNX30,SNX7,SOAT1,SORCS1,SORT1,SOX11,SOX9,SPAG5,SPDL1,SPG11,SPG7,SPHK1,SPI1,SPICE1,SPIDR,SPP1,SPRY2,SQLE,SQSTM1,SRC,SREBF2,SRI,SRPX,SSX2IP,STAB1,STAC3,STARD5,STAT5B,STAU2,STC1,STEAP3,STEAP4,STIL,STIM1,STIM2,STK11,STK3,STON2,STX11,STX1B,STXBP1,STXBP5,STXBP6,SUN2,SWAP70,SYBU,SYN1,SYNE3,SYNJ2,SYS1,SYT12,SYT2,SYT9,SYTL2,TAP1,TAP2,TAPT1,TASOR,TAX1BP3,TBC1D17,TBC1D2B,TBC1D8B,TBPL1,TCF7L2,TCIRG1,TESK1,TEX2,TFEB,TFRC,TGFB1,TGFB2,TGFB3,TGFBI,TGFBR2,THOC5,TIA1,TIMM44,TIMM50,TIMM8A,TIMM8B,TJP2,TLK1,TLN2,TLR9,TMC7,TMED3,TMEM107,TMEM120A,TMEM144,TMEM201,TMEM231,TMEM266,TMEM35A,TMEM38A,TMEM53,TMEM98,TMSB15A,TMSB15B,TNFRSF11A,TNFRSF1B,TOMM34,TOMM40,TOMM40L,TOMM7,TP53INP2,TPBG,TPCN2,TRAF3IP1,TRAF3IP2,TRAK1,TRAM1,TRAPPC2L,TRAPPC5,TRDN,TREX1,TRIM72,TRIP10,TRPC1,TSKU,TSPAN33,TSPAN5,TSPO,TST,TTC21B,TTC26,TTC39B,TTC8,TTK,TTLL1,TTYH2,TTYH3,TUB,TUBA1B,TULP3,TUSC3,TWF1,TWF2,TYRO3,UBASH3B,UCP2,UCP3,UGCG,ULK1,UNC13D,USF2,USH1C,USP6NL,VAMP1,VAMP8,VAPB,VCP,VDAC1,VDAC2,VDAC3,VHL,VLDLR,VMP1,VPS13B,VPS26A,VPS26B,VPS26C,VPS33A,VPS37A,VPS9D1,VRK1,WASF2,WDR19,WDR35,WDR45,WDR91,WHAMM,WHRN,WIPI1,WLS,WNK3,WRN,WWTR1,XKR5,XKR8,XPO1,XPO6,YIF1B,YWHAG,YWHAQ,YWHAZ,ZBTB7A,ZBTB7B,ZDHHC20,ZER1,ZFAND6,ZFYVE27,ZNF385A,ZNF423,ZNF827,ZWILCH,ZWINT


			GO:BP			tissue development			GO:0009888			1.34E-21			423			ABL1,ACADM,ACADVL,ACTA1,ACTA2,ACTC1,ACTN2,ACVR1,ADAM15,ADAMTS12,ADAMTS16,ADAMTS7,ADM,AGRN,AGT,AJUBA,AKNA,ALDH1A2,ALDOC,ALPK2,ANKRD1,APAF1,AQP11,ARHGAP12,ARHGEF26,ARRDC3,ARX,ASAH1,ASB2,ASPN,ATF3,ATF4,ATM,ATOH8,BAMBI,BCL9,BCR,BGN,BMP5,BMP6,BMP7,BMPER,BRCA2,BTBD7,BVES,C3,C7H6ORF125,CACNA1S,CASP6,CAV2,CC2D2A,CCDC40,CCDC88C,CCN1,CCN3,CCN4,CCNT2,CD109,CD151,CD44,CDH2,CDK1,CDON,CEP152,CHRNA1,CHRND,CHSY1,CITED1,CNN3,COL11A1,COL11A2,COL12A1,COL1A2,COL22A1,COL27A1,COL2A1,COL5A1,COL5A2,CORO1C,CPLANE1,CPLANE2,CREB3L2,CSNK2B,CSRP2,CST6,CTC1,CTHRC1,CTSZ,CUL7,CYP7B1,DAB2,DACT3,DCHS1,DDR2,DDRGK1,DEDD,DHCR24,DLG5,DLL1,DMRT2,DNASE1L2,DNPH1,DUSP1,DUSP10,DVL1,DYRK1B,E2F7,E2F8,EBF2,EDA,EDNRA,EFNA1,EGF,EGLN1,EGR1,EGR2,ENG,EPAS1,EPCAM,EPHA4,EPHA7,ERBB3,ESR1,EXT1,EYA2,EZH2,EZR,FAM20A,FAM83D,FBN2,FBXO5,FBXW8,FGF1,FGF18,FGF9,FGFR1,FHOD3,FLRT3,FN1,FOS,FOXJ1,FREM2,FST,FZD2,FZD9,GATA2,GATA3,GCNT1,GCNT4,GDF11,GJA1,GJC1,GLI2,GLI3,GPAT4,GPC3,GPI,GPR161,GSDME,HBEGF,HEY2,HGF,HOMER1,HOXA3,HOXA5,HPN,HS2ST1,IFT140,IFT57,IFT80,IGFBP5,IL17RD,IL18,IL6R,IL6ST,INTU,IQGAP3,ITGA2,ITGA4,ITGA5,ITGA6,ITGAV,ITGB1,ITGB4,ITGB6,JUNB,KBTBD8,KDR,KEAP1,KIF20B,KIF26B,KLF4,KLHL12,KLHL3,LAMA3,LAMB1,LAMB3,LAMC1,LAMC3,LDB2,LFNG,LGALS3,LGR4,LIAS,LNPK,LOC100512977,LOC100736765,LOC100737755,LOX,LRP4,LTBP3,LUZP1,MAFF,MAP1B,MAPK14,MBD3,MDK,MDM2,MEF2A,MEF2C,MEF2D,MEGF9,MEOX2,MET,MFSD2A,MIB1,MKKS,MKS1,MMP14,MMP2,MMRN2,MSC,MSTN,MTHFD1L,MTHFR,MYBPC3,MYCN,MYF5,MYF6,MYH11,MYH14,MYLK2,MYLPF,MYO18B,MYO7A,MYO9A,MYOZ1,NEB,NFATC4,NFIB,NGFR,NLN,NOS3,NOTCH2,NR1D2,NR5A2,NRAP,NTF4,NTN3,NUP133,OMD,OPHN1,PDE4D,PDGFRA,PDPN,PELO,PGK1,PGM5,PHB2,PHEX,PHLDB2,PHOSPHO1,PI16,PKD2,PKDCC,PLCB1,PLEKHA4,PLOD1,PLXNA1,PLXNA2,PLXND1,POPDC2,POPDC3,POSTN,PPARA,PPARGC1A,PPP3CA,PPP3CB,PRDM1,PRELID2,PRKAR1A,PRKCH,PROM1,PTER,PTH1R,PTK2B,PTK7,PTN,PTPRC,PTPRS,RAD51B,RADIL,RAP2C,RAPGEF3,RBM15,RBPJ,RCN3,RGCC,RGMA,RHEB,RILPL1,RIPOR2,RNF207,ROBO1,ROCK2,ROS1,RSPO3,S1PR1,S1PR2,S1PR3,SAFB2,SALL2,SAV1,SBDS,SDHAF2,SELENON,SEMA3E,SEMA3G,SEMA4F,SEMA5B,SEMA6A,SEMA6C,SEMA7A,SERPINE1,SERPINE2,SFRP2,SGCD,SGPP1,SHROOM3,SIK3,SIRT2,SLC25A25,SLC4A7,SLIT2,SLITRK6,SMAD2,SMO,SOX11,SOX9,SPART,SPG11,SPI1,SPRY2,SRC,SRF,STAT1,STAT5B,STC1,STK3,STOX1,SULF1,SULF2,SVEP1,SVIL,SYNE4,TAPT1,TASOR,TBX18,TCAP,TCF7L2,TCIRG1,TEAD2,TENM4,TGFB1,TGFB2,TGFB3,TGFBR1,TGFBR2,THBS3,TIAM1,TIGAR,TIMELESS,TJP2,TMEFF2,TMEM107,TMEM231,TMEM59L,TNC,TNFRSF19,TNNT2,TOX,TP63,TP73,TPM1,TRAF3IP1,TREX1,TST,TTC8,TUBB,TULP3,TXNRD1,UGCG,UMODL1,USH1C,VANGL2,VASN,VHL,VIM,VPS13B,VRK3,WDR19,WDR77,WHRN,WNT5B,WWTR1,XIRP2,YBX3,ZBTB16,ZEB1,ZFAND5,ZFPM2,ZIC3,ZNF703


			GO:BP			cellular component morphogenesis			GO:0032989			4.87E-21			198			ABL1,ACTA1,ACTC1,ACTN2,ADGRB3,AFG3L2,ANKRD23,APP,ARHGAP44,ARHGEF25,ARX,BHLHB9,BMP7,BOC,BSG,BTBD3,CAPN3,CAPRIN2,CASQ1,CD44,CD9,CDH11,CDH2,CDK5R1,CNP,CNTN1,CNTN4,CORO1B,CORO1C,CRABP2,CRMP1,CSRP2,CTNND2,CUL7,CUX2,CYFIP2,DCX,DIP2B,DLG4,DOCK7,DPYSL5,DTNBP1,DVL1,EDNRA,EFNA1,EFNB3,EGR2,EIF3J,EMB,ENPP2,EPHA3,EPHA4,EPHA7,EPHB2,EPHB3,EPHB4,ERBB2,ETV1,EXT1,FBXW8,FHOD3,FLNC,FLRT3,FN1,FYN,GATA3,GFRA3,GLI2,GLI3,IGSF9,ITGB1,ITGB4,JADE2,KIF20B,KIF5C,LIMK1,LMOD2,LOC100736765,LRP4,LRP8,LRRC4C,LRRK2,LRTM1,MAP1A,MAP1B,MAP1S,MAP2,MAP3K13,MAP4K4,MAP6,MDK,MEF2A,MFSD2A,MTM1,MUL1,MYH14,MYO9B,MYOM2,MYOT,MYOZ1,MYPN,NEB,NEDD4L,NEFL,NEK3,NEO1,NEXN,NFATC4,NFIB,NGFR,NIN,NRAP,NRCAM,NTF4,NTN3,NUMBL,NYAP1,OBSL1,PAK3,PDGFRA,PDPN,PGM5,PHLDB2,PLAA,PLEKHO1,PLPPR4,PLXNA1,PLXNA2,PLXNA3,PLXNB3,PLXND1,POLDIP2,PPP3CA,PRKAR1A,PRKCZ,PTK7,PTN,PTPRD,PTPRS,PTPRZ1,RAB3A,RAC2,RIMS1,RND2,RNF165,ROBO1,RUFY3,SCN1B,SDC2,SEMA3A,SEMA3E,SEMA3G,SEMA4F,SEMA5B,SEMA6A,SEMA6C,SEMA7A,SHTN1,SIPA1L1,SLIRP,SLIT1,SLIT2,SLIT3,SLITRK1,SLITRK2,SLITRK4,SLITRK5,SLITRK6,SMO,SMURF1,SPART,SPG11,SRC,SRF,SRGAP2,STK11,STXBP1,SUPV3L1,SYT2,TBPL1,TCAP,TENM4,TMOD4,TNNT2,TOP2B,TPBG,TPM1,TRIO,TSKU,TTC8,TWF2,ULK1,UNC5B,UST,VPS13B,WASF2,WDR47,ZFYVE27


			GO:BP			positive regulation of cellular component organization			GO:0051130			1.18E-20			250			ABL1,ABL2,ACTN2,ACTR3,ADGRB3,ADGRL2,AGT,AJUBA,AKT2,ANKFY1,ANLN,ANXA2,APOE,APP,ARHGEF10,ARHGEF10L,ATAD1,ATAT1,ATL3,ATM,ATP5IF1,ATR,AURKB,AVIL,BAIAP2L2,BHLHB9,BID,BIN1,BMP5,BMP7,BNIP3,C3,CALCOCO2,CAPRIN2,CBL,CCDC88A,CCP110,CCT6A,CD14,CD151,CDC20,CDC42EP3,CDT1,CENPJ,CHCHD10,CKAP5,CLIP1,CLIP3,CLSTN2,CLSTN3,CLU,CNOT6,CNOT6L,CNTN1,COL16A1,CORO1B,CORO1C,CRABP2,CRACD,CROCC,CSF3,CUL3,CUL7,CUX2,DAB2,DCN,DDHD2,DDR2,DEF8,DLG5,DLL1,DNMT1,DSTN,DUSP3,DVL1,DYNLL1,DZIP1,EGF,EIF4G1,EMILIN1,ENDOG,ENPP2,EPHA3,EPHB2,EPHB3,EPS8,EPS8L2,ESR1,FAM162A,FAM98A,FBXW8,FCHSD1,FCHSD2,FEN1,FER,FES,FHOD1,FLRT3,FMR1,FN1,FNBP1L,FNIP1,FSCN1,FYCO1,FYN,GPC3,GPSM2,GRID2,HIP1,IFT88,INSR,KDR,LGALS3,LIMK1,LMOD2,LNPK,LRP4,LRP8,LRRC4B,LRRN1,LRRN3,LRRTM3,LYN,MAP3K13,MAP6,MAPK14,MAPRE1,MAPRE2,MDK,MET,MIB1,MNS1,MPP7,MRE11,MSTN,MUL1,NABP2,NAV3,NCAPD2,NCAPG,NCAPH,NEFL,NEGR1,NEK2,NES,NEURL1,NIN,NPHP4,NR1H2,NTRK3,OBSL1,PARK7,PCSK9,PDCD5,PDPN,PHLDB2,PINK1,PIP4K2A,PIP4K2C,PLCB1,PLCE1,PLCG2,PLEKHM1,PLEKHM2,PLXNA1,PLXNA2,PLXNA3,PLXNB3,PLXND1,POT1,PPARGC1A,PPIF,PPM1F,PPP1R15A,PPP3CA,PRKCI,PRKCQ,PRKD1,PRRT2,PTK2B,PTK7,PTN,PTPRD,PTPRJ,RAC2,RAD21,RAD51AP1,RAPGEF3,RGCC,RIPOR2,RND2,ROBO1,ROCK2,ROR2,SASS6,SCARF1,SCN1B,SDC1,SEMA7A,SEPTIN9,SERPINE1,SH3GLB1,SIRT2,SLAIN2,SLC25A4,SLF1,SLITRK1,SLITRK2,SLITRK4,SLITRK5,SLITRK6,SMC2,SMC4,SMPD1,SNX30,SNX7,SOX9,SPAG5,SPHK1,SPIDR,SRC,SRF,SRPX2,STIL,STK11,STMN2,STUB1,SWAP70,SYNPO2,SYNPO2L,SYT9,TAPT1,TASOR,TEK,TESK1,TFRC,TGFB2,TGFB3,TGFBR1,TOX,TPBG,TWF1,TWF2,VCP,WASF1,WASF2,WDR45,WHAMM,WIPI1,ZFYVE27


			GO:BP			regulation of response to stimulus			GO:0048583			2.20E-20			735			ABL1,ACKR3,ACOX2,ACVR1,ADAM8,ADAMTS12,ADAMTS20,ADGRA2,ADGRG1,ADM,ADORA2A,ADRA1D,ADRA2A,ADRA2C,AFAP1,AFAP1L2,AGT,AGTR2,AHR,AJUBA,AKAP13,AKNA,AKT1S1,ALPK2,AMOT,ANGPT2,ANKRD1,ANKRD13C,ANO2,ANXA2,APAF1,APC2,APIP,APLP1,APOD,APOE,APP,AQP11,ARAF,ARHGAP12,ARHGAP42,ARHGAP44,ARHGEF10,ARHGEF2,ARHGEF25,ARHGEF3,ARMC9,ARRDC3,ASPN,ATF3,ATF4,ATM,ATP2B4,ATR,ATXN3,BAMBI,BCAP31,BCL3,BCL6,BCL7B,BCR,BDKRB2,BEND6,BICC1,BID,BMP5,BMP6,BMP7,BMPER,BRCA1,BST1,BTNL9,C1QTNF3,C2,C3,C4A,CACNG7,CALM1,CALR,CAMK2A,CAPN3,CAPRIN2,CASK,CASP6,CASP9,CASTOR2,CAT,CAV2,CAVIN3,CBL,CBLB,CCDC88A,CCDC88C,CCL19,CCL5,CCN1,CCN3,CCN4,CCNB1,CD1.1,CD109,CD14,CD200,CD276,CD44,CD48,CD8A,CD9,CDH2,CDK14,CDK5R1,CDON,CDT1,CEBPG,CENPJ,CEP192,CFD,CHCHD2,CHEK1,CHI3L1,CHRD,CHSY1,CIB1,CILP,CIT,CKB,CLEC12B,CLU,CNKSR3,COL2A1,COL3A1,COPS5,CORO1B,CORO2B,CPLANE2,CRADD,CRBN,CREB3L1,CRY2,CSF3,CSNK1G3,CSNK2B,CSPG4,CTHRC1,CTNNA1,CTNND1,CTNND2,CTSC,CUL3,CUL4A,CUX2,CYFIP2,CYP7B1,DAB2,DACT3,DAPK1,DAPK2,DCN,DDIAS,DDRGK1,DDX1,DDX3X,DDX58,DENND4B,DEPDC5,DHRS3,DHX58,DISC1,DKK3,DLC1,DLG5,DLGAP4,DLK2,DLL1,DOK5,DOT1L,DPP4,DROSHA,DUSP1,DUSP10,DUSP26,DUSP29,DUSP3,DVL1,ECHDC3,EDA,EFNA1,EGF,EGFL7,EGR1,EIF2B3,EIF2B4,EMILIN1,EMILIN2,ENDOG,ENG,ENTPD7,EPHA4,EPHA7,EPHB2,EPS8,EPS8L2,ERBB2,ERBB3,ERBIN,ERP29,ESR1,EYA2,EYA3,EZH2,EZR,F3,FAIM2,FAM53B,FAM83D,FANCA,FANCD2,FAS,FBLN1,FBN1,FBN2,FBXO32,FBXO5,FBXO9,FCGR2B,FCHO1,FER,FES,FGF1,FGF18,FGF21,FGF9,FGFR1,FGFR4,FHL2,FIGNL1,FLT1,FMR1,FN1,FNDC4,FNIP1,FOXJ1,FOXM1,FOXO1,FRMPD1,FRZB,FST,FXR1,FXR2,FYN,FZD10,FZD9,G0S2,GADD45B,GAPDH,GAREM1,GARNL3,GATA2,GATA3,GBF1,GBP1,GDF11,GDF9,GEN1,GHITM,GHR,GKAP1,GLI2,GLI3,GPC2,GPC3,GPC4,GPC6,GPR137C,GPR143,GPR161,GPR37,GPRASP1,GPS2,GRB10,GRID2,GRIN3A,GRK2,GRM4,GRPR,GSDME,GTF2IRD1,HABP2,HBEGF,HCLS1,HDAC10,HDGFL2,HEY2,HGF,HHLA2,HIC1,HIP1,HIPK4,HMCES,HMGCR,HOMER1,HOMER2,HOMER3,HSF1,HSF4,HSPA5,HTRA1,HTRA3,IER3,IFI35,IFIH1,IFIT5,IFT140,IFT80,IGFBP4,IGFBP5,IGSF1,IKBKG,IL15,IL16,IL17RD,IL18,IL1R1,IL4I1,IL6ST,ILRUN,INPP5F,INSR,INTU,INVS,IQGAP3,IRAK1,IRAK2,ITGA6,ITGAV,ITGB1,ITM2C,ITSN1,IVNS1ABP,JAM3,JPT2,KCP,KCTD6,KDM1A,KDR,KHDRBS1,KIF14,KIT,KLF4,KLHL12,KLHL15,KLHL24,KLHL31,KPNA1,LANCL1,LCK,LETM1,LFNG,LGALS3,LGR4,LMBR1L,LMCD1,LOC100510975,LOC100513346,LOC100523213,LOC100620540,LOC100620992,LOX,LPAR4,LPCAT3,LRFN5,LRP4,LRP8,LRRC7,LRRK1,LRRK2,LTBP1,LYAR,LYN,LYPD6,MAGI3,MAP2K2,MAP3K10,MAP3K13,MAP3K14,MAP3K20,MAP4K1,MAP4K4,MAPK14,MAPK8IP1,MAPKAPK2,MAPRE2,MAVS,MBD2,MBTD1,MDK,MDM2,MEF2A,MEIS3,MET,METRNL,MFN2,MFNG,MGAT5,MID1,MKKS,MKS1,MMP14,MMRN2,MN1,MRAP2,MSH2,MSTN,MTDH,MUL1,MVK,MYMK,MYO9B,MYOZ1,NCAPG2,NDC80,NDRG2,NEK4,NEO1,NET1,NEURL1,NF1,NFATC4,NFE2L2,NFKBIA,NFKBIB,NFKBIL1,NFKBIZ,NGFR,NKIRAS1,NMI,NOC2L,NONO,NOS3,NOTCH2,NPHP4,NPLOC4,NPTX2,NR1D2,NR1H2,NSD2,NT5E,NTRK3,NUCB2,NUP93,OGT,OPHN1,OPTN,OTUB2,OTUD7A,PAQR3,PARG,PARK7,PARP14,PARP3,PARP9,PARPBP,PBK,PBLD,PCSK9,PDCD4,PDE3A,PDE4B,PDE4D,PDE9A,PDGFA,PDGFC,PDGFD,PDGFRA,PDIA3,PDK2,PELI3,PELO,PER1,PHB2,PHLDB2,PHLPP1,PI16,PIK3R2,PINK1,PIP4K2A,PIP4K2C,PKD2,PLCB1,PLCE1,PLCG1,PLCG2,PLCL2,PLEKHA4,PLEKHF1,PLPP3,PLXNA3,POLR3D,POSTN,POT1,PPARA,PPIF,PPM1A,PPM1B,PPM1F,PPP3CA,PPP3CB,PRCP,PRKAG3,PRKCD,PRKCH,PRKCQ,PRKCZ,PRKD1,PROS1,PRR5,PRR5L,PRSS56,PTK2B,PTK7,PTN,PTPMT1,PTPN13,PTPRC,PTPRD,PTPRJ,PTPRS,RAB29,RAB7A,RAC2,RAD51,RAD51AP1,RAF1,RALGAPA2,RALGPS1,RALGPS2,RAMP1,RANBP9,RAP1GDS1,RAPGEF1,RASA4B,RASGRF2,RASL11B,RB1CC1,RBBP8,RBPJ,RCN3,RDH11,RECK,RFWD3,RGCC,RGMA,RGS12,RGS14,RGS7,RHEB,RIF1,RIPOR2,RMI2,RNF14,RNF149,RNF157,RNF165,ROBO1,ROR2,RORA,ROS1,RPA2,RPS6KA1,RPS6KA3,RRAGD,RRAS,RSPO3,S100A4,S1PR2,SAFB2,SAMHD1,SCAI,SCARF1,SCUBE1,SDHAF2,SELENON,SEMA3E,SEMA3G,SEMA4F,SEMA5B,SEMA6A,SEMA6C,SEMA7A,SERPINE1,SERPINE2,SESN1,SESN2,SEZ6L,SEZ6L2,SFRP2,SH3RF2,SHC1,SHPK,SIPA1,SIPA1L1,SIRT2,SKP2,SLC15A3,SLC25A4,SLC2A10,SLC38A2,SLC8A3,SLF1,SLIT2,SLIT3,SMAD2,SMO,SMPD1,SMPDL3B,SMURF1,SMYD2,SOX11,SOX9,SPART,SPHK1,SPI1,SPIDR,SPRED2,SPRY2,SQSTM1,SRC,SRPX,SSX2IP,STAT1,STAT5B,STING1,STK11,STK26,STK3,STOX1,STUB1,SULF1,SULF2,SWAP70,TAP2,TAPBP,TAPBPL,TBCK,TBL1XR1,TCF7L2,TEK,TFPI,TFRC,TGFB2,TGFBR1,TGFBR2,THAP11,THBS4,THOC5,TIGAR,TIMELESS,TIMP1,TLR5,TLR9,TMEM198B,TMEM204,TMEM25,TMEM259,TMEM53,TMEM9,TNC,TNFRSF11A,TNFRSF12A,TNFRSF19,TNFRSF1B,TNFRSF21,TNIP1,TP63,TPBG,TPD52L1,TRAF3,TRAF3IP1,TRAF3IP2,TRAF5,TRAIP,TRAPPC13,TREX1,TRIM59,TRIM72,TSKU,TSPAN12,TSPAN5,TSPAN6,TTC21B,TUB,TULP3,TWF1,TXNDC15,TYRO3,UACA,UBASH3B,UBD,UBR2,UBXN1,UGCG,ULK3,UNC13D,UNC5B,UNC5CL,USP1,USP13,USP18,USP19,USP25,USP34,VAMP8,VASN,VCP,VHL,VRK3,WDR48,WDR83,WFIKKN2,WLS,WWC2,WWTR1,YBX3,YWHAZ,ZBTB1,ZBTB7A,ZBTB7B,ZEB1,ZFAND6,ZMIZ1,ZNF385A,ZNF423,ZNF536,ZNF703,ZNFX1


			GO:BP			regulation of developmental process			GO:0050793			2.20E-20			482			ABCA5,ABI3BP,ABL1,ACVR1,ADAM8,ADAMTS12,ADAMTS20,ADAMTS7,ADAMTS9,ADGRA2,ADGRB2,ADGRB3,ADGRL2,ADM,ADRA2C,AFG3L2,AGT,ALPK2,AMOT,ANGPT2,ANXA2,APOE,APP,ARHGAP44,ARHGEF2,ARX,ASPN,ATAT1,ATF4,ATOH8,ATP2B4,BAMBI,BBS12,BCL11A,BCL6,BCL7B,BCR,BEND6,BHLHB9,BHLHE41,BIN1,BMP5,BMP6,BMP7,BMPER,BNIP3,BOC,BRCA1,BTBD7,BVES,C3,C7H6ORF125,CALR,CAPN3,CAPRIN2,CCN1,CCN3,CCN4,CCNB1,CCNB2,CD109,CD44,CDC20,CDC42EP3,CDH2,CDK5R1,CDON,CDS1,CHI3L1,CHRD,CIB1,CITED1,CLSTN2,CLSTN3,CNTN4,COL5A1,COL5A2,COLQ,CORO1B,CORO1C,CRABP2,CREB3L1,CSF3,CTHRC1,CTNNA1,CTSC,CUL4A,CUL7,CUX2,CYB5D2,DAB2,DACT3,DCN,DDHD2,DDR2,DIAPH1,DIP2B,DISC1,DLC1,DLG5,DLK2,DLL1,DMRT2,DNMT1,DPYSL5,DROSHA,DUSP10,DVL1,E2F1,EAF2,EFNA1,EFNB3,EGF,EGLN1,EGR2,EGR3,EID1,EIF4G1,EMILIN1,EMILIN2,ENG,ENPP2,EPHA4,EPHA7,EPHB2,EPHB3,EPS8,ERBB2,ERBB3,ESR1,EZH2,EZR,F3,FAM171A1,FAM210B,FANCA,FANCD2,FBN1,FBN2,FBXO5,FBXW8,FES,FGD1,FGF1,FGF18,FGF9,FGFR1,FLOT2,FLRT3,FLT1,FMNL1,FMNL2,FMNL3,FMR1,FN1,FNDC5,FNIP1,FOS,FOXJ1,FRZB,FST,FYN,FZD2,FZD9,GAB1,GAMT,GATA2,GATA3,GDF11,GDF9,GHR,GJA1,GLI2,GLI3,GPAT4,GPC3,GPS2,GRID2,HCLS1,HES6,HEY2,HGF,HK2,HLTF,HMCES,HOXA5,HPN,HSF1,HSF4,HSPA9,HSPB6,HTATIP2,IGFBP5,IL15,IL17RD,IL18,IL4I1,IL6ST,INPP5F,INSR,IQCB1,IQGAP3,ITGA5,ITGAV,ITGB1,JADE2,JUNB,KDM1A,KDR,KEAP1,KIF14,KIT,KLF13,KLF4,KLHL12,LAMA3,LAMA4,LARP4,LFNG,LGR4,LIMK1,LNPK,LOC100736765,LOX,LRP4,LRP8,LRRC4B,LRRC4C,LRRK2,LRRN1,LRRN3,LRRTM3,LTBP3,LYN,MAFF,MAN2A1,MAP3K13,MAP6,MAPK14,MBNL3,MDK,MDM2,MEF2C,METRNL,MFSD2A,MIB1,MITF,MKKS,MKS1,MMD,MMP14,MMRN2,MSH2,MSTN,MTDH,MUL1,MYCN,MYF5,MYO10,MYOZ1,NANS,NAXE,NEDD4L,NEFL,NEURL1,NF1,NFATC1,NFATC3,NFATC4,NFE2L2,NFIB,NFKBIA,NFKBIZ,NGFR,NIN,NLN,NOCT,NOS3,NOTCH2,NOTCH3,NPY1R,NR1D2,NSD2,NTF4,NUMBL,OBSL1,OMA1,OMD,P2RY1,PAK4,PARP3,PARVB,PDCD4,PDE3A,PDGFRA,PDPN,PGK1,PHB2,PHLDB2,PI16,PIAS3,PINK1,PITHD1,PKDCC,PKM,PLAA,PLAG1,PLCB1,PLEKHA4,PLEKHB1,PLEKHB2,PLEKHO1,PLPP7,PLXNA1,PLXNA2,PLXNA3,PLXNB3,PLXND1,PPARA,PPARGC1A,PPARGC1B,PPP3CA,PRDM1,PRKCH,PRKCI,PRKCZ,PRKD1,PROM1,PTBP3,PTK2B,PTK7,PTN,PTPRC,PTPRD,PTPRS,PTPRZ1,RAC2,RAPGEF3,RASSF10,RBM15,RBM38,RBP1,RBPJ,RCOR1,RECK,REST,RGCC,RGMA,RHEB,RHOD,RHOF,RHOU,RIF1,RIMS1,RND2,RNF207,ROBO1,ROCK2,RORA,RRAS,RUFY3,S1PR1,S1PR2,S1PR3,SARS1,SAV1,SCARF1,SDHAF2,SDK1,SEMA3A,SEMA3E,SEMA3G,SEMA4F,SEMA5B,SEMA6A,SEMA6C,SEMA7A,SERPINE1,SERPINE2,SFRP2,SGPL1,SGPP1,SIPA1L1,SIRT2,SLITRK1,SLITRK2,SLITRK4,SLITRK5,SLITRK6,SMAD2,SMO,SMURF1,SORT1,SOX11,SOX9,SPARC,SPART,SPHK1,SPI1,SPRY2,SRC,SRF,SRPX2,STAB1,STAT1,STAT5B,STK11,STK3,STOX1,SUCO,SULF1,SYNE3,SYT2,TAPBPL,TCF12,TCF7L2,TCIRG1,TEAD2,TEAD4,TEK,TENM4,TFRC,TGFB1,TGFB2,TGFB3,TGFBR1,TGFBR2,THBS2,THBS4,TIAM1,TLR9,TMEM53,TMEM98,TNFRSF1B,TNFRSF21,TNMD,TOX,TP63,TP73,TPBG,TPM1,TRAPPC13,TRIM72,TRIO,TSKU,TSPAN12,TTLL1,TWF2,UBASH3B,UMODL1,UST,VANGL2,VASH1,VASH2,VASN,VAT1,VHL,WDR43,WDR6,WDR77,WIF1,WWC2,WWTR1,XKR8,YBX3,YEATS2,YWHAZ,ZBTB1,ZBTB16,ZBTB7B,ZBTB7C,ZEB1,ZFP91,ZFPM2,ZFYVE27,ZHX2,ZMIZ1,ZMYM4,ZNF135,ZNF385A,ZNF536,ZNF703


			GO:BP			cell development			GO:0048468			7.95E-20			536			ABL1,ABL2,ACAP3,ACE,ACTA1,ACTA2,ACTC1,ACTN2,ACVR1,ADAM8,ADGRA2,ADGRB3,ADM,AFG3L2,AKT2,ALAS2,ALDH1A2,ALPK2,ANKRD23,ANXA2,APOD,APOE,APP,ARHGAP44,ARHGEF10,ARHGEF25,ARHGEF26,ARIH2,ARX,ASB2,ATAT1,ATF4,ATF5,ATM,ATP5IF1,AVIL,BCL11A,BCL3,BCL6,BCR,BHLHB9,BHLHE41,BIN1,BMP5,BMP6,BMP7,BOC,BRCA2,BRIP1,BSG,BTBD3,BVES,C3,CACNA1S,CALCR,CAMK2A,CAPN3,CAPRIN2,CASQ1,CATSPER4,CAV2,CCDC88C,CCN4,CCNB1,CCNB2,CCR9,CD109,CD40LG,CDC25B,CDH11,CDH2,CDK1,CDK5R1,CEBPG,CEP131,CHODL,CHSY1,CIAO3,CIB1,CKB,CLU,CMTM7,CNP,CNR1,CNTN1,CNTN4,COL11A1,COL22A1,COL27A1,CORO1C,CRABP2,CRMP1,CSF3,CSRP2,CTC1,CTF1,CTHRC1,CTNNA1,CTNND2,CUL3,CUL4A,CUL7,CUX2,CYFIP2,DCX,DEFB1,DIP2B,DISC1,DLG4,DLG5,DLL1,DNAJA3,DNASE1L2,DOCK7,DPYSL5,DROSHA,DTNBP1,DUSP10,DVL1,DZIP1,EDNRA,EFNA1,EFNB3,EGR1,EGR2,EGR3,EHMT2,EIF2B3,EIF2B4,EIF3J,EMB,ENG,ENTPD7,EPAS1,EPHA3,EPHA4,EPHA7,EPHB2,EPHB3,EPHB4,ERBB2,ESR1,ETV1,EXT1,EZH2,EZR,FAM210B,FANCA,FANCD2,FBN1,FBXO5,FBXW8,FES,FGF18,FHOD3,FLNC,FLRT3,FLT1,FMR1,FN1,FNDC3A,FNIP1,FOS,FOXJ1,FST,FYN,FZD2,FZD9,GAB3,GATA2,GATA3,GBA2,GDF11,GDF9,GFRA3,GJC1,GLI2,GLI3,GPAT4,GPC3,GPM6B,GPR37,GPS2,GRID2,GRIN3A,GRM7,HCLS1,HES6,HEY2,HLTF,HOMER1,HOXA5,HS6ST1,HSF1,HSF4,HSPA9,ICMT,IFT140,IFT27,IFT88,IGSF9,IL15,IL18,IL4I1,IL6ST,INPP5F,INPP5J,ITGB1,ITGB4,ITGB6,ITM2A,ITM2C,JADE2,JAM3,JUNB,KBTBD8,KCNIP2,KCP,KDM1A,KDR,KIF14,KIF20A,KIF20B,KIF5C,KIT,KLF13,KLF4,LAMB1,LAMC3,LCK,LEPR,LFNG,LIMK1,LMBR1L,LMOD2,LOC100153093,LOC100512977,LOC100625134,LOC100736765,LOX,LRP4,LRP8,LRRC4C,LRRK1,LRRK2,LRTM1,LYAR,LYN,MAN2A1,MAP1A,MAP1B,MAP1S,MAP2,MAP3K13,MAP4,MAP4K4,MAP6,MAPK14,MAPT,MASTL,MDK,MEF2A,MET,MFNG,MFSD2A,MITF,MKKS,MKNK2,MKS1,MKX,MMP14,MNS1,MPL,MSH2,MUL1,MXRA8,MYCN,MYF5,MYH11,MYO18B,MYO7A,MYOF,MYOM2,MYOT,MYOZ1,MYPN,NBEAL2,NCAPG2,NDN,NEB,NECTIN3,NEDD4L,NEFL,NEGR1,NEK3,NEO1,NEURL1,NEXN,NFATC4,NFE2L2,NFIB,NFIL3,NFKBIA,NFKBIZ,NGFR,NHEJ1,NIN,NOTCH2,NPHP4,NR2F6,NRAP,NRCAM,NTF4,NTN3,NUMBL,NYAP1,OBSL1,OGDH,OGT,OPHN1,PABPC4,PAK3,PAK4,PAQR3,PATZ1,PBX3,PBX4,PDE3A,PDE4D,PDGFRA,PGM5,PI16,PIAS3,PINK1,PIP4K2A,PIR,PITHD1,PLAA,PLAG1,PLCB1,PLCG2,PLCL2,PLPPR4,PLXNA1,PLXNA2,PLXNA3,PLXNB3,PLXND1,PPARGC1B,PPP1R9A,PPP3CA,PPP3CB,PRDM1,PRDX3,PRELID2,PRKAR1A,PRKCH,PRKCI,PRKCZ,PRKD1,PTH1R,PTK2B,PTK7,PTN,PTPN9,PTPRC,PTPRD,PTPRS,PTPRZ1,PTX3,RAB13,RAB29,RAB3A,RAC2,RADIL,RAP2C,RAPGEF3,RASSF10,RBM15,RBP1,RBPJ,RCOR1,RECK,REST,RGMA,RHEB,RILPL1,RIMS1,RIPOR2,RND2,RNF165,RNF2,ROBO1,ROCK2,ROR2,RORA,ROS1,RRAS,RUFY3,S1PR2,S1PR3,SBDS,SCARF1,SCN1B,SDC1,SDC2,SDK1,SELENON,SEMA3A,SEMA3E,SEMA3G,SEMA4F,SEMA5B,SEMA6A,SEMA6C,SEMA7A,SERPINE2,SFRP2,SGCD,SGPL1,SH3PXD2A,SHROOM3,SHTN1,SIPA1L1,SIRT2,SLC1A3,SLC26A6,SLC37A4,SLC39A7,SLC4A7,SLC8A3,SLIRP,SLIT1,SLIT2,SLIT3,SLITRK1,SLITRK2,SLITRK4,SLITRK5,SLITRK6,SMO,SMURF1,SOX11,SOX9,SPART,SPEF2,SPG11,SPI1,SRC,SRF,SRGAP2,STAT1,STAT5B,STAU2,STC1,STK11,STK3,STMN2,STXBP1,SULF1,SULF2,SYPL2,SYT2,TAPBPL,TBPL1,TBX18,TCAP,TCIRG1,TDP2,TENM1,TENM2,TENM3,TENM4,TFRC,TGFB1,TGFBR2,THOC5,TIGAR,TJP2,TLR9,TMEM98,TMOD4,TNC,TNFRSF11A,TNFRSF1B,TNNT2,TOP2A,TOP2B,TOX,TP63,TPBG,TPD52,TPM1,TRAF3IP2,TREX1,TRIO,TSKU,TTC21A,TTC26,TTC8,TTLL1,TWF1,TWF2,TYRO3,UBA6,UBASH3B,UBD,UGCG,UGDH,ULK1,UNC5B,UQCRQ,USH1C,UST,VASH2,VIM,VPS13B,VPS33A,WASF2,WDR38,WDR47,WDR6,WDR77,WFIKKN2,WHRN,YBX3,YWHAZ,ZBTB1,ZBTB16,ZBTB7A,ZBTB7B,ZEB1,ZFP91,ZFYVE27,ZMIZ1,ZNF385A


			GO:BP			regulation of plasma membrane bounded cell projection organization			GO:0120035			9.25E-20			156			ABL2,ACAP3,ACTR3,ADGRB3,ANLN,APOE,ARHGAP44,AVIL,BCL11A,BHLHB9,BMP5,BMP7,CAPRIN2,CCDC88A,CCP110,CD44,CDC42EP3,CDH2,CDK5R1,CENPJ,CHODL,CIB1,CKB,CNTN1,CNTROB,CORO1B,CORO1C,CRABP2,CRMP1,CROCC,CUL7,CUX2,DEF8,DIP2B,DISC1,DPYSL5,DVL1,DYNLL1,DZIP1,EFNA1,EFNB3,ENPP2,EPHA3,EPHA4,EPHA7,EPHB2,EPHB3,EPS8,EPS8L2,EZR,FAM98A,FBXW8,FER,FES,FMR1,FN1,FNBP1L,FSCN1,FXR1,FXR2,FYN,GATA3,GRID2,IFT140,IFT88,INPP5F,INPP5J,ITM2C,KIF24,KLF4,LIMK1,LRP4,LRP8,LRRC4C,LRRK2,LYN,MAK,MAP3K13,MAP6,MDK,MFSD2A,MNS1,MPHOSPH9,MSTN,MYO10,NEDD4L,NEFL,NEGR1,NEURL1,NFATC4,NIN,OBSL1,ODF2,PAQR3,PDPN,PLCE1,PLD1,PLEKHM1,PLXNA1,PLXNA2,PLXNA3,PLXNB3,PLXND1,PODXL,PPP3CA,PRKCD,PRKCI,PRKD1,PTK2B,PTK7,PTN,PTPN9,PTPRD,PTPRS,RAB29,RABEP2,RAC2,RCC2,RGMA,RIPOR2,RND2,ROBO1,ROR2,RUFY3,SCARF1,SCN1B,SEMA3A,SEMA3E,SEMA3G,SEMA4F,SEMA5B,SEMA6A,SEMA6C,SEMA7A,SEPTIN9,SFRP2,SIPA1L1,SLIT2,SLITRK1,SPART,SRC,SRF,STK11,STMN2,TAPT1,TESK1,TGFBR1,TOX,TSKU,TWF1,TWF2,UST,VDAC3,VIM,WASF2,ZFYVE27


			GO:BP			cell migration			GO:0016477			9.74E-20			337			ABL1,ACAP3,ACKR3,ACKR4,ACVR1,ADAM15,ADAM8,ADAMTS12,ADGRA2,ADGRG1,ADRA2A,AGT,AJUBA,AKT2,AMOT,ANGPT2,ANLN,APOD,APOE,APP,ARHGEF39,ARPC5,ARX,ASAP3,ATM,ATOH8,ATP2B4,ATP5F1A,BAMBI,BCR,BMP7,BMPER,BST1,BVES,CALR,CAMK2A,CCDC141,CCDC88A,CCL19,CCL5,CCN1,CCN3,CCR9,CD151,CD44,CD9,CDH11,CDH2,CDK5R1,CHRD,CHST2,CIB1,COL5A1,CORO1B,CORO1C,CORO6,CPNE3,CSNK2B,CSPG4,CTNNA1,CUL3,CX3CR1,CXCL2,CXCR6,CYP7B1,DAB2,DAPK2,DCHS1,DCN,DCX,DDR2,DDRGK1,DDX58,DISC1,DLC1,DLG5,DOCK10,DOCK5,DOCK7,DOCK8,DPP4,DUSP1,DUSP10,DUSP3,EDNRA,EFHC1,EFNA1,EFS,EGF,EGR3,EMILIN1,EMILIN2,ENG,ENPP2,EPHA4,EPHB2,EPHB3,EPHB4,EPS8,EXT1,FAM83D,FAP,FBXO5,FER,FERMT3,FGF1,FGF18,FGF21,FGFR1,FGFR4,FLRT3,FLT1,FMNL1,FMNL3,FN1,FOXJ1,FSCN1,FYN,GAB1,GATA2,GATA3,GCNT1,GFRA3,GJA1,GLI3,GPC2,GPC3,GPC4,GPC6,GPI,GPR173,GRB10,HABP2,HBEGF,HGF,HOXA5,HRH1,HSPA5,IGFBP5,IGSF10,IL16,IL1R1,INSR,ITGA2,ITGA4,ITGA5,ITGA6,ITGA9,ITGAL,ITGAV,ITGB1,ITGB4,ITGB6,ITGB7,JAM3,KDR,KIF14,KIF20B,KIF2A,KIT,KLF4,KLHL12,LAMA3,LAMA4,LAMB1,LAMB3,LAMC1,LAMC3,LDB2,LGALS3,LOC100511937,LOC100513346,LOC100519808,LOC100737755,LOC110255205,LOX,LRCH1,LRP8,LRRK2,LYN,LYVE1,MAPRE1,MAPRE2,MDGA1,MDK,MEF2C,MEGF9,MEOX2,MET,MGAT5,MITF,MMP14,MMRN2,MSTN,NAV1,NAV3,NET1,NEXN,NF1,NGFR,NOS3,NR4A3,NTRK3,OGDH,PARVA,PATZ1,PDE4B,PDGFA,PDGFC,PDGFD,PDGFRA,PDPN,PHB2,PHLDB2,PIK3C2A,PLAA,PLAT,PLCB1,PLCG1,PLCG2,PLEKHG3,PLEKHO1,PLPP3,PLXNA1,PLXNA2,PLXNA3,PLXNB3,PLXND1,PODN,PODXL,PODXL2,PPM1F,PPP3CA,PRCP,PRKCD,PRKCQ,PRKD1,PRR5L,PRSS56,PTK2B,PTK7,PTN,PTPRC,PTPRG,PTPRJ,PTPRK,RAB13,RAC2,RADIL,RAP2C,RCC2,RECK,RGCC,RHOD,RHOF,RIPOR2,RND2,ROBO1,ROCK2,ROR2,RRAS,RUFY3,S1PR1,SBDS,SCAI,SCARB1,SCRT1,SDC1,SDC2,SDC3,SEMA3E,SEMA3G,SEMA4F,SEMA5B,SEMA6A,SEMA6C,SEMA6D,SEMA7A,SERPINE1,SFRP2,SGPL1,SH3RF2,SHTN1,SLC37A4,SLIT1,SLIT2,SMO,SOX9,SPARC,SPDL1,SPHK1,SPI1,SPRY2,SRC,SRF,SRGAP1,SRGAP2,SRPX2,STAT5B,STC1,STK10,STK26,SULF1,SUN2,SWAP70,TEK,TESK1,TGFB1,TGFB2,TGFBR1,TGFBR2,THBS4,TIAM1,TIMP1,TMEFF2,TMEM201,TMSB15A,TMSB15B,TNS1,TOP2B,TPBG,TPM1,TRIM55,TSPAN11,TYRO3,UMODL1,VASH1,VAV2,VCAM1,VHL,VSTM4,WASF2,WDR47,WNT5B,WWC2,ZFAND5,ZMIZ1


			GO:BP			regulation of molecular function			GO:0065009			1.06E-19			601			ABHD5,ABL1,ABL2,ABR,ACAP3,ACE,ACSL1,ACTN2,ADAM15,ADAM8,ADGRB3,ADRA2A,ADRA2C,AGT,AGTR2,AIFM1,AJUBA,AKAP13,AKAP6,AKT1S1,AKT2,ALS2CL,AMOT,ANGPTL4,ANKRD13C,ANTXR1,ANXA2,ANXA8,APAF1,APBA3,APC2,APOE,APP,ARHGAP1,ARHGAP12,ARHGAP20,ARHGAP23,ARHGAP27,ARHGAP32,ARHGAP39,ARHGAP42,ARHGAP44,ARHGAP5,ARHGEF10,ARHGEF10L,ARHGEF17,ARHGEF19,ARHGEF2,ARHGEF25,ARHGEF26,ARHGEF3,ARHGEF39,ARHGEF6,ARHGEF9,ARRDC3,ASAP2,ASAP3,ASPH,ATP1B1,ATP2A3,ATP2B4,ATP5IF1,ATP7A,AUP1,AURKB,AZIN2,BAMBI,BCAP31,BCAS3,BCL3,BCL6,BCR,BID,BIN1,BLM,BMP7,BOD1,BTC,BUB1B,BVES,C3,C4A,CAB39,CAB39L,CACNB1,CACNG7,CALM1,CAMK2A,CAMKK2,CAND1,CAPN3,CARF,CASP9,CASQ1,CASQ2,CAT,CAV2,CBL,CBLB,CCDC88A,CCDC88C,CCL19,CCL5,CCN1,CCNB1,CCNB2,CCNB3,CCNE1,CCNE2,CCNG1,CCNG2,CCNL1,CCNL2,CCNT2,CCPG1,CD109,CD200,CD40LG,CD44,CDC20,CDC25B,CDK5R1,CDON,CDT1,CEBPG,CENPE,CEP85,CHI3L1,CHN2,CHTF18,CIB1,CIT,CKS2,CLEC12B,CLPX,CLSPN,CLU,COL7A1,COPS5,COPS8,CORO1C,COX17,CPAMD8,CRADD,CRBN,CRMP1,CRY2,CSF3,CSNK2B,CST6,CTHRC1,CTSZ,CYFIP2,DAB2,DAPK1,DBF4,DBNDD1,DCUN1D2,DCUN1D4,DDR2,DDRGK1,DDX23,DDX3X,DDX58,DENND2A,DEPDC5,DHCR24,DISC1,DKK3,DLC1,DLGAP4,DNAJA3,DNAJB2,DNAJC24,DOCK10,DOCK5,DOCK7,DOCK8,DOT1L,DTNBP1,DUSP1,DUSP10,DVL1,DZIP1,E2F1,EBF2,ECSIT,EDA,EDNRA,EEF1A1,EFNA1,EGF,EGLN1,EIF2B3,EIF2B4,EIF4A2,EIF4G1,EPHA3,EPHA4,EPHA7,EPHB2,EPHB3,EPHB4,EPS8L2,ERBB2,ERBB3,ERBIN,ERP29,ESR1,EZH2,F3,FAM162A,FAM20A,FANCA,FANCD2,FAS,FBLN1,FBXO5,FER,FGD1,FGF1,FGF18,FGFR1,FGFR4,FLOT2,FLT1,FMR1,FN1,FNIP1,FOXJ1,FZD10,FZD2,GADD45B,GAPDH,GARNL3,GATA3,GBF1,GDF9,GINS3,GIT2,GLI3,GNB5,GPC3,GPRC5B,GPSM2,GRM7,GUCA1B,HCLS1,HES6,HEY2,HGF,HIP1,HJURP,HMGCR,HOMER1,HOMER3,HRC,HSF1,HSF4,IDE,IFIT2,IFT57,IKBKG,IL18,ILRUN,INSR,IQGAP2,IQGAP3,IRAK1,IRAK2,ISCU,ITGA4,ITGA6,ITGAV,ITGB1,ITIH3,ITIH4,ITSN1,KAT2B,KDM1A,KDR,KIF14,KIT,KLF4,KLHL24,KNDC1,LCK,LDB2,LEPR,LFNG,LIMK1,LMTK2,LOC100511937,LOC100519808,LOC100736765,LOX,LRCH1,LRP8,LRRC7,LRRCC1,LRRK2,LTC4S,LXN,LYN,LYPD6,MAP2K2,MAP3K10,MAP3K13,MAPK14,MAPRE1,MAPRE2,MASTL,MAVS,MCF2L2,MCM2,MET,MFNG,MGAT5,MICAL1,MID1IP1,MKKS,MMD,MMUT,MON1A,MRE11,MSH2,MSH6,MSTN,MTDH,MUL1,MUSK,MYL4,MYO9A,MYO9B,MYOZ1,NANS,NCAPG2,NEDD4L,NEIL1,NEK2,NES,NET1,NEURL1,NF1,NFATC4,NFKBIA,NFKBIB,NFKBIL1,NGFR,NIBAN2,NOL4L,NOS1,NOS3,NPTX2,NQO1,NR0B2,NR1H2,NRDC,NTRK3,OPHN1,PABIR2,PAQR3,PARK7,PARM1,PARP16,PARP3,PARP9,PARVA,PCOLCE,PCOLCE2,PCSK9,PDCD5,PDE3A,PDE4B,PDGFA,PDGFC,PDGFD,PDGFRA,PDP1,PDZK1,PHACTR3,PHB2,PIK3R2,PINK1,PIP4K2A,PIP4K2C,PKD2,PKIG,PLAA,PLCB1,PLCE1,PLCG2,PLCL1,PLCL2,PLEKHG3,PLK1,PLPP3,PLXNA1,PLXNA2,PLXNA3,PLXNB3,PLXND1,POT1,PPARA,PPARGC1A,PPARGC1B,PPIF,PPM1F,PPP1R12B,PPP1R14C,PPP1R15A,PPP1R1B,PPP1R3B,PPP1R3G,PPP2R2B,PPP2R5A,PPP2R5B,PPP3CA,PPP4R1,PPP6R2,PRDX3,PRIM2,PRKAB2,PRKAG1,PRKAG3,PRKAR1A,PRKAR1B,PRKAR2A,PRKCD,PRKCH,PRKCI,PRKCQ,PRKD1,PRRC1,PSAP,PSMA3,PSMB8,PSMB9,PSMC3IP,PSMD1,PSMD14,PSMD3,PTGES3,PTK2B,PTPRB,PTPRC,PTPRJ,PTTG1,PTX3,PXK,RAB3IL1,RABEP2,RABGAP1L,RAC2,RACGAP1,RAF1,RALGAPA2,RALGPS1,RALGPS2,RAP1GDS1,RAP2C,RAPGEF1,RAPGEF3,RAPGEF5,RAPGEFL1,RASA4B,RASGRF2,RASGRP2,RCAN2,RCC2,RCN3,RECK,REM1,REST,RFC3,RFC5,RGCC,RGL1,RGMA,RGS12,RGS14,RGS7,RHEBL1,RIPOR2,RNF2,RNF207,ROBO1,ROCK2,ROR2,RP2,RPS6KA1,RPS6KA3,RTKN,RUBCN,RYR2,SAV1,SBF2,SCARB1,SCN1B,SCN2B,SCN3B,SCN4B,SEC23A,SELENON,SENP1,SERPINB1,SERPINE1,SERPINE2,SESN2,SFRP2,SH3BP5,SH3PXD2A,SH3PXD2B,SIPA1,SIPA1L1,SIRT2,SLC27A1,SLC37A4,SLC8A3,SLIT2,SLN,SMAD2,SMO,SMPD1,SORT1,SOX11,SPHK1,SPI1,SPINDOC,SPRY2,SRC,SRF,SRGAP1,SRGAP2,SRI,STAC3,STIM1,STIM2,STING1,STK11,STK3,STOX1,STUB1,STXBP5,TAF12,TAX1BP3,TBC1D1,TBC1D17,TBCK,TCF3,TCF7L2,TEK,TEX14,TFPI,TFRC,TGFB1,TGFB2,TGFBR1,TGFBR2,THAP11,TIAM1,TIGAR,TIMP1,TLR9,TNFRSF11A,TNNT2,TP63,TPD52L1,TPM2,TPX2,TRAF3,TRAF5,TRAIP,TRDN,TREX1,TRIO,TRPT1,TTC8,TYRO3,UACA,UBASH3B,UBE2Z,UBXN1,UMODL1,USP6NL,VAV2,VCP,VMP1,VPS9D1,VRK3,WDR48,WDR91,WDTC1,WFIKKN2,WNK3,WRN,WWTR1,ZBTB7A,ZBTB7C,ZIC3,ZNF618


			GO:BP			anatomical structure formation involved in morphogenesis			GO:0048646			1.46E-19			274			ABL1,ACKR3,ACTA1,ACTC1,ACTN2,ACVR1,ADAM8,ADAMTS15,ADGRA2,ADGRB2,ADGRB3,ADGRG1,ADIPOR2,ADM,ALDH1A2,AMOT,ANGPT2,ANKRD23,ANXA2,APAF1,ATM,ATOH8,ATP2B4,BCL3,BCL6,BMP7,BMPER,BRCA1,C3,CACNA1S,CALCRL,CAPN3,CASQ1,CC2D2A,CCN1,CCN3,CD109,CD9,CDK5R1,CDON,CHI3L1,CIB1,CNTN1,COL11A1,COL12A1,COL22A1,COL2A1,COL5A1,COL5A2,CREB3L1,CSRP2,CTHRC1,CUL3,DCHS1,DCN,DCX,DLL1,DMRT2,DOCK5,DUSP1,DVL1,DYRK1B,E2F7,E2F8,EDA,EDNRA,EFNA1,EGF,EGLN1,EGR2,EGR3,ELK3,EMILIN1,EMILIN2,ENG,ENPP2,EPAS1,EPHB2,EPHB3,EPHB4,EXT1,F3,FAIM2,FAM20A,FBN2,FGF1,FGF18,FGF9,FHOD3,FLNC,FLT1,FN1,FOXJ1,FZD2,GAB1,GATA2,GATA3,GJA1,GJA5,GLI2,GLI3,GLUL,GPI,GRID2,HEY2,HK2,HOXA3,HOXA5,HS2ST1,HS6ST1,HSPB6,HTATIP2,IFT57,IL18,ITGA2,ITGA4,ITGA5,ITGAV,ITGB1,ITGB4,ITGB6,JAM3,JUNB,KBTBD8,KDR,KIF20B,KIF26B,KLF4,LAMA3,LAMB1,LAMB3,LEPR,LFNG,LIAS,LMOD2,LOC100511937,LOC100736765,LRP8,LUZP1,MAPK14,MCAM,MDK,MEF2A,MEOX2,MFN2,MFNG,MIB1,MKS1,MMP14,MMP2,MMRN2,MTDH,MTHFD1L,MTHFR,MYF5,MYF6,MYMK,MYOF,MYOM2,MYOZ1,MYPN,NAXE,NBEAL2,NEB,NF1,NFATC4,NFIB,NGFR,NOS3,NOTCH2,NRAP,NRCAM,NTF4,OBSL1,OPHN1,PAK4,PARVA,PDGFRA,PGK1,PGM5,PHLDB2,PKM,PLEKHO1,PLXNA1,PLXNA2,PLXNA3,PLXND1,PPARA,PPARGC1B,PPP3CB,PRCP,PRKAR1A,PRKD1,PTGFRN,PTK2B,PTK7,PTPRB,PXDN,RAMP1,RAPGEF3,RBM15,RBM20,RBPJ,RECK,RGCC,RGMA,ROBO1,ROCK2,RORA,RRAS,RSPO3,S1PR1,SARS1,SDK1,SEMA3E,SEMA6A,SERPINE1,SFRP2,SH3PXD2A,SHC1,SHROOM3,SLIT2,SMAD2,SMO,SOX11,SOX9,SPARC,SPHK1,SPRY2,SRF,SRPX2,STAB1,STAT1,STK3,SULF1,TBPL1,TBX18,TCAP,TCIRG1,TEAD2,TEAD4,TEK,TENM4,TGFB1,TGFB2,TGFBI,TGFBR1,TGFBR2,THBS2,THBS3,THBS4,TMOD4,TNMD,TNNT2,TP63,TPM1,TSPAN12,TTC21B,TTLL1,TULP3,TXNRD1,UNC13D,VASH1,VASH2,VEGFA,VHL,VPS13B,VPS33A,VSTM4,WASF2,WHRN,YWHAZ,ZIC3,ZNF385A


			GO:BP			regulation of cell projection organization			GO:0031344			1.59E-19			157			ABL2,ACAP3,ACTR3,ADGRB3,ANLN,APOE,ARHGAP44,AVIL,BCL11A,BHLHB9,BMP5,BMP7,CAPRIN2,CCDC88A,CCP110,CD44,CDC42EP3,CDH2,CDK5R1,CENPJ,CHODL,CIB1,CKB,CNTN1,CNTROB,CORO1B,CORO1C,CRABP2,CRMP1,CROCC,CUL7,CUX2,DEF8,DIP2B,DISC1,DPYSL5,DVL1,DYNLL1,DZIP1,EFNA1,EFNB3,ENPP2,EPHA3,EPHA4,EPHA7,EPHB2,EPHB3,EPS8,EPS8L2,EZR,FAM98A,FBXW8,FER,FES,FMR1,FN1,FNBP1L,FSCN1,FXR1,FXR2,FYN,GATA3,GRID2,IFT140,IFT88,INPP5F,INPP5J,ITM2C,KIF24,KLF4,LIMK1,LRP4,LRP8,LRRC4C,LRRK2,LYN,MAK,MAP3K13,MAP6,MDK,MFSD2A,MNS1,MPHOSPH9,MSTN,MYO10,NEDD4L,NEFL,NEGR1,NEURL1,NFATC4,NIN,OBSL1,ODF2,PAQR3,PDPN,PLCE1,PLD1,PLEKHM1,PLXNA1,PLXNA2,PLXNA3,PLXNB3,PLXND1,PODXL,PPP3CA,PRKCD,PRKCI,PRKD1,PTK2B,PTK7,PTN,PTPN9,PTPRD,PTPRS,RAB29,RABEP2,RAC2,RCC2,RGMA,RIPOR2,RND2,ROBO1,ROR2,RUFY3,SCARF1,SCN1B,SEMA3A,SEMA3E,SEMA3G,SEMA4F,SEMA5B,SEMA6A,SEMA6C,SEMA7A,SEPTIN9,SFRP2,SIPA1L1,SLIT2,SLITRK1,SPART,SPRY2,SRC,SRF,STK11,STMN2,TAPT1,TESK1,TGFBR1,TOX,TSKU,TWF1,TWF2,UST,VDAC3,VIM,WASF2,ZFYVE27


			GO:BP			neurogenesis			GO:0022008			2.72E-19			349			ABL1,ABL2,ACAP3,ACSL4,ADGRB3,ADGRG1,ADRA2C,AFG3L2,AKNA,AKT2,ALDH1A2,ANXA2,APOD,APOE,APP,ARHGAP44,ARHGEF10,ARHGEF2,ARHGEF25,ARX,ATAT1,ATF5,ATOH8,ATP2B2,AVIL,BCL11A,BCL6,BEND6,BHLHB9,BHLHE41,BIN1,BMP5,BMP6,BMP7,BOC,BSG,BTBD3,C3,CALR,CAMK2A,CAPRIN2,CD9,CDH11,CDH2,CDK5R1,CDON,CHODL,CIB1,CKB,CLU,CNP,CNR1,CNTN1,CNTN4,CRABP2,CRMP1,CSPG4,CTF1,CTHRC1,CTNNA1,CTNND2,CUL4B,CUL7,CUX2,CYB5D2,CYFIP2,DBX1,DCHS1,DCX,DIP2B,DISC1,DLG4,DLG5,DLL1,DOCK7,DOK5,DPYSL5,DTNBP1,DUSP10,DVL1,EDNRA,EFNA1,EFNB3,EGR2,EHMT2,EIF2B3,EIF2B4,EIF3J,EIF4G1,EMB,EPHA3,EPHA4,EPHA7,EPHB2,EPHB3,EPHB4,ERBB2,ERBB3,ETV1,EXT1,EZH2,FAIM2,FBXW8,FES,FGFR1,FLRT3,FMR1,FN1,FYN,FZD2,FZD9,GATA2,GATA3,GBA2,GDF11,GFRA3,GLI2,GLI3,GPM6B,GPR173,GPR37,GRID2,GRIN3A,GRM7,GSDME,HES6,HEY2,HLTF,HS6ST1,IFT140,IFT27,IFT88,IGSF10,IGSF9,IL6ST,INPP5F,INPP5J,ITGB1,ITGB4,ITM2C,JADE2,KCNIP2,KDM1A,KIF20B,KIF5C,KLF4,LAMB1,LAMC3,LEPR,LIMK1,LOC100625134,LPAR1,LRP4,LRP8,LRRC4C,LRRK2,LRTM1,LYN,MAN2A1,MAP1A,MAP1B,MAP1S,MAP2,MAP3K13,MAP4,MAP4K4,MAP6,MAPT,MDGA1,MDK,MEF2C,MFSD2A,MIB1,MKS1,MMD,MUL1,MXRA8,MYCN,MYO7A,MYOT,NAV1,NAV2,NAV3,NDN,NDUFS2,NEDD4L,NEFL,NEGR1,NEK3,NEO1,NEURL1,NEXN,NFATC4,NFIB,NGFR,NIN,NPHP4,NR2F6,NRCAM,NTF4,NTN3,NUMBL,NUP133,NYAP1,OBSL1,OGDH,OPHN1,ORC3,PAK3,PAK4,PAQR3,PBX3,PBX4,PCSK9,PLAA,PLAG1,PLPP3,PLPPR4,PLXNA1,PLXNA2,PLXNA3,PLXNB3,PLXND1,PPP1R9A,PPP3CA,PRDM1,PRELID2,PRKCH,PRKCI,PRKCZ,PRKD1,PROM1,PTK2B,PTK7,PTN,PTPN9,PTPRD,PTPRS,PTPRZ1,RAB13,RAB29,RAB3A,RAC2,RASSF10,RBPJ,REST,RGMA,RHEB,RIMS1,RIPOR2,RND2,RNF165,ROBO1,ROR2,RORA,RRAS,RUFY3,SCARF1,SCN1B,SCRT1,SDC2,SDK1,SEMA3A,SEMA3E,SEMA3G,SEMA4F,SEMA5B,SEMA6A,SEMA6C,SEMA7A,SERPINE2,SFRP2,SHTN1,SIPA1L1,SIRT2,SLC1A3,SLC4A7,SLC8A3,SLIT1,SLIT2,SLIT3,SLITRK1,SLITRK2,SLITRK4,SLITRK5,SLITRK6,SMO,SMURF1,SOX11,SOX9,SPART,SPG11,SRF,SRGAP2,STK11,STMN2,STXBP1,SUN2,SYT2,TCF12,TDP2,TENM1,TENM2,TENM3,TENM4,TGFB1,TGFB2,TGFBR1,THAP11,TMEM98,TNC,TNFRSF1B,TNFRSF21,TOP2B,TOX,TPBG,TRAK1,TRIO,TSKU,TTC21B,TTC8,TTLL1,TULP3,TWF1,TWF2,TYRO3,UBA6,UGCG,UGDH,ULK1,UNC5B,UQCRQ,USH1C,UST,VASH2,VIM,WDR47,WHRN,WNT4,WNT5B,YWHAZ,ZEB1,ZFP91,ZFYVE27,ZHX2,ZIC3,ZMIZ1,ZNF521,ZNF536


			GO:BP			vasculature development			GO:0001944			6.13E-19			191			ABL1,ACKR3,ACTA2,ACVR1,ADAM8,ADAMTS6,ADGRA2,ADGRB2,ADGRB3,ADGRG1,ADIPOR2,ADM,ALDH1A2,AMOT,ANGPT2,ANTXR1,ANXA2,APOE,ATP2B4,BMP7,BMPER,BRCA1,C3,CALCRL,CCN1,CCN3,CDH2,CHI3L1,CIB1,CITED1,COL1A2,COL22A1,COL5A1,CPLANE1,CREB3L1,CUL7,DCN,DLL1,DNMT1,E2F7,E2F8,EDNRA,EFNA1,EGF,EGLN1,EGR2,EGR3,ELK3,EMILIN1,EMILIN2,ENG,ENPP2,EPAS1,EPHB2,EPHB3,EPHB4,F3,FBXW8,FGF1,FGF18,FGF9,FKBP10,FLT1,GAB1,GATA2,GJA5,GJC1,GLI3,GLUL,GPC3,HEY2,HK2,HOXA3,HOXA5,HS6ST1,HSPB6,HTATIP2,IL18,IL6R,ITGA5,ITGAV,ITGB1,JAM3,JUNB,KDR,KIT,KLF4,LAMA4,LEPR,LOC100511937,LOC100737755,LOX,LUZP1,MAPK14,MCAM,MDK,MDM2,MEOX2,MIB1,MMP2,MMRN2,MTDH,MYO18B,NANS,NAXE,NF1,NFATC1,NFATC3,NFATC4,NGFR,NOS3,NOTCH2,NRCAM,PAK4,PARVA,PCSK5,PDCD4,PDGFRA,PGK1,PKD2,PKM,PLPP3,PLXND1,PPP3CB,PRCP,PRDM1,PRKD1,PTK2B,PTK7,PTPRB,PXDN,RAMP1,RAPGEF1,RAPGEF3,RBM15,RBPJ,RECK,RGCC,ROBO1,ROCK2,RORA,RRAS,RSPO3,S1PR1,SARS1,SEMA3E,SEMA6A,SERPINE1,SFRP2,SGCD,SGPL1,SHC1,SLC2A10,SLIT2,SMO,SPARC,SPHK1,SPI1,SPRY2,SRF,SRPX2,STAB1,STAT1,STK11,SULF1,SVEP1,TCF7L2,TEAD2,TEK,TGFB1,TGFB2,TGFBI,TGFBR1,TGFBR2,THBS2,THBS4,TMEM204,TMEM231,TNMD,TREX1,TSPAN12,VASH1,VASH2,VEGFA,VHL,VSTM4,WASF2,YWHAZ,ZFAND5,ZFPM2,ZMIZ1


			GO:BP			tube development			GO:0035295			9.06E-19			257			ABL1,ACKR3,ACVR1,ADAM8,ADAMTS12,ADAMTS16,ADAMTS2,ADGRA2,ADGRB2,ADGRB3,ADGRG1,ADIPOR2,ADM,AGT,ALDH1A2,AMOT,ANGPT2,ANXA2,APAF1,APOE,AQP11,ASB2,ATOH8,ATP2B4,BMP7,BMPER,BRCA1,BRIP1,C3,CALCRL,CC2D2A,CCDC40,CCN1,CCN3,CDH2,CHI3L1,CIB1,CITED1,CLMP,COL22A1,COL2A1,CPLANE2,CREB3L1,CSNK2B,CTHRC1,CTSZ,CUL7,DCHS1,DCN,DLG5,DLL1,DVL1,E2F7,E2F8,EDA,EDNRA,EFNA1,EGF,EGLN1,EGR3,ELK3,EMILIN1,EMILIN2,ENG,ENPP2,EPAS1,EPCAM,EPHA4,EPHA7,EPHB2,EPHB3,EPHB4,ESR1,EXT1,F3,FGF1,FGF18,FGF9,FKBP10,FLT1,FOXJ1,FZD2,GAB1,GATA2,GATA3,GDF11,GJA5,GJC1,GLI2,GLI3,GLUL,GPC3,GPR161,HEY2,HK2,HOXA3,HOXA5,HS2ST1,HS6ST1,HSD11B1,HSPB6,HTATIP2,IFT140,IFT57,IGFBP5,IL18,IL6ST,INTU,ITGA5,ITGAV,ITGB1,ITGB6,JAM3,JUNB,KDR,KIF20B,KIF26B,KIT,KLF4,KLHL3,LEPR,LGR4,LIAS,LOC100511937,LOC100737755,LOX,LTBP3,LUZP1,MAN2A1,MAPK14,MCAM,MDK,MEOX2,MET,MIB1,MKS1,MMP14,MMRN2,MTDH,MTHFD1L,MTHFR,MYCN,MYO18B,NAXE,NF1,NFATC4,NFIB,NGFR,NKIRAS1,NOS3,NOTCH2,NRCAM,NUP133,ODAD4,PAK4,PARVA,PCSK5,PDGFC,PDGFRA,PDPN,PGK1,PHB2,PKD2,PKDCC,PKM,PLXNA2,PLXND1,PRCP,PRDM1,PRKD1,PROM1,PTGES3,PTK2B,PTK7,PTPRB,PXDN,RAB3A,RAMP1,RAPGEF3,RBM15,RBPJ,RCN3,RECK,RGCC,RGMA,RNF207,ROBO1,ROCK2,RORA,RRAS,RSPO3,S1PR1,SALL2,SARS1,SAV1,SELENON,SEMA3E,SEMA6A,SERPINE1,SERPINE2,SFRP2,SGCD,SGPL1,SHC1,SHROOM3,SLIT2,SMAD2,SMO,SOX11,SOX9,SPARC,SPHK1,SPI1,SPRY2,SRC,SRF,SRPX2,STAB1,STAT1,STK3,STOX1,SULF1,TBX18,TCAP,TEAD2,TEK,TGFB1,TGFB2,TGFBI,TGFBR1,TGFBR2,THBS2,THBS4,TIGAR,TIMELESS,TMEM107,TMEM59L,TNMD,TP63,TP73,TSPAN12,TTC8,TULP3,VASH1,VASH2,VEGFA,VHL,VSTM4,WASF2,WDR19,WDR48,WWTR1,YWHAZ,ZEB1,ZFPM2,ZIC3,ZMIZ1


			GO:BP			regulation of organelle organization			GO:0033043			9.58E-19			281			ABL1,ACTN2,AFAP1,AKT2,ANKRD23,ANXA2,ARFIP2,ARHGAP44,ARHGEF10,ARHGEF10L,ARHGEF19,ARHGEF2,ARHGEF9,ARPC5,ARPIN,ASAP3,ATAT1,ATL3,ATM,ATP5IF1,AURKB,AVIL,BAIAP2L2,BCL7B,BID,BIN1,BMP7,BNIP3,BNIP3L,BST1,BUB1,BUB1B,CALCOCO2,CALR,CAPG,CAPN6,CAPZA1,CAPZA2,CAV2,CCDC88A,CCNB1,CCNF,CCP110,CCT6A,CDC20,CDC42EP3,CDC6,CDCA2,CDCA5,CDH2,CDK2AP2,CDK5R1,CDT1,CENPE,CENPJ,CEP76,CHCHD10,CHEK1,CIB1,CKAP2,CKAP5,CLIP1,CLIP3,CNOT6,CNOT6L,CNTROB,CORO1B,CORO2B,CRACD,CROCC,CSF3,CTC1,CUL3,CUL7,CYFIP2,CYRIB,DCN,DCP2,DDHD2,DIAPH1,DLC1,DNMT1,DSTN,DYNLL1,DZIP1,EGF,EHMT2,ENDOG,EPHA3,EPS8,ESAM,EZR,FAM162A,FBXO5,FBXW5,FCHSD1,FCHSD2,FEN1,FER,FES,FHOD1,FHOD3,FSCN1,FYCO1,FZD10,GBA2,GEN1,GHITM,GMFB,GNAI1,GPSM2,GRID2,HCLS1,HGF,HSF4,IER3,IFT140,IFT88,INSR,IQGAP2,JAM3,KANK3,KAT2B,KDR,KIF15,KIF20B,KIF24,LIMK1,LMOD2,LNPK,LRRC4B,LRRK2,MAK,MAP1A,MAP1B,MAP1S,MAP6,MAPRE1,MASTL,MAVS,MCM2,MDK,MET,MID1,MID1IP1,MKI67,MKKS,MNS1,MPHOSPH9,MRE11,MTBP,MTM1,MUL1,NAA10,NABP2,NAV3,NCAPD2,NCAPG,NCAPH,NDC80,NEK2,NEK6,NES,NEXN,NME6,NOTCH2,NTRK3,OBSL1,ODF2,OMA1,PAK3,PARP3,PDCD5,PDE3A,PHLDB2,PIK3R2,PINK1,PIP4K2A,PIP4K2C,PLCB1,PLEKHH2,PLK1,PLXNA3,POT1,PPARGC1A,PPIF,PPM1F,PRKCD,PRKCQ,PRRT2,PTK2B,PTPRD,PTPRS,RAB3A,RABEP2,RAC2,RAD21,RAD51AP1,RAP1GDS1,RAPGEF3,RGCC,RHOD,RHOF,RHPN2,RMI2,RND2,ROCK2,RUBCN,SASS6,SDC1,SEMA3E,SEPTIN9,SH3GLB1,SIRT2,SKA1,SLAIN2,SLC25A4,SLF1,SLIT2,SMARCA5,SMC2,SMC4,SMG5,SNX30,SNX7,SPAG5,SPDL1,SPEF1,SPHK1,SPICE1,SPTAN1,SPTB,SRC,SSH1,STIL,STMN1,STMN2,STOX1,SVIL,SWAP70,SYNPO2,SYNPO2L,SYT9,TAPT1,TASOR,TEK,TESK1,TEX14,TFRC,TGFB1,TGFB3,TGFBR1,TIGAR,TMEFF2,TMEM67,TMOD4,TMSB15A,TMSB15B,TOP2A,TPX2,TRAF3IP1,TREX1,TRIM36,TSPO,TTC8,TTK,TWF1,TWF2,UBE2C,USP6NL,VAT1,VDAC1,VDAC3,WASF1,WASF2,WDR45,WDR47,WHAMM,WIPI1,ZWILCH,ZWINT


			GO:BP			cell surface receptor signaling pathway			GO:0007166			1.06E-18			562			ABL1,ACKR3,ACKR4,ACSL1,ACVR1,ADAM11,ADAM12,ADAM15,ADAM22,ADAM8,ADAMTS12,ADAMTS15,ADAMTS20,ADAMTS6,ADCYAP1R1,ADGRA2,ADGRB2,ADGRB3,ADGRG1,ADGRG2,ADGRL1,ADGRL2,ADIPOR2,ADORA2A,ADRA2A,AFAP1L2,AGT,AGTR2,AKT1S1,AKT2,ALPK2,ANGPT2,ANGPTL1,APC2,APOD,APOE,APP,ARHGEF2,ARMC9,ASPN,ATF3,ATOH8,BAG3,BAMBI,BBS7,BCL3,BCL6,BCL9,BEND6,BEX3,BICC1,BID,BMP5,BMP6,BMP7,BMPER,BOC,BRCA1,BTC,BTNL9,C3,CALCR,CALCRL,CAMK2A,CAPRIN2,CAV2,CBL,CBLB,CC2D2A,CCDC88A,CCDC88C,CCL19,CCL5,CCN1,CCN3,CCN4,CCR9,CD109,CD14,CD276,CD40LG,CD44,CD80,CD8A,CDH2,CDIP1,CDK14,CDK5R1,CDON,CELSR3,CENPJ,CFD,CHRD,CHRNA1,CHRNA10,CHRNA3,CHRND,CHRNE,CHSY1,CHURC1,CIB1,CILP,CITED1,CLEC12B,COL1A2,COL2A1,COL3A1,CPE,CPLANE2,CPNE3,CRBN,CREB3L1,CSNK1G3,CSNK2B,CSPG4,CSRNP1,CTF1,CTHRC1,CTNNA1,CTNND1,CTNND2,CUL3,CUX2,CX3CR1,CXCR6,CYFIP2,DAB2,DACT3,DAPK1,DCN,DDR2,DDX3X,DEDD,DISC1,DIXDC1,DKK3,DLG5,DLK2,DLL1,DOK5,DOT1L,DTX2,DTX4,DUSP3,DVL1,DZIP1,EDA,EDNRA,EFNA1,EFNB3,EFS,EGF,EGFL7,EGR1,EIF2B3,EIF2B4,EMILIN1,ENG,EPHA3,EPHA4,EPHA7,EPHB2,EPHB3,EPHB4,ERBB2,ERBB3,EVC2,EXT1,EYA2,EYA3,EZR,F3,FAIM2,FAM53B,FANCA,FANCD2,FAS,FBN1,FBN2,FCGR2B,FCHO1,FER,FERMT3,FES,FGF1,FGF18,FGF21,FGF9,FGFR1,FGFR4,FLRT3,FLT1,FN1,FOS,FOXO1,FRZB,FST,FYN,FZD10,FZD2,FZD9,G0S2,GAB1,GABRE,GAREM1,GATA2,GATA3,GBP1,GDF11,GDF9,GFRA3,GHR,GKAP1,GLI2,GLI3,GMDS,GOT1,GPC2,GPC3,GPC4,GPR161,GPR75,GPS2,GRB10,GRIA4,GRID2,GRIK2,GRIN2D,GRIN3A,GRM4,GRM7,HBEGF,HCLS1,HEY2,HGF,HHAT,HHLA2,HIC1,HIP1,HIVEP1,HOMER1,HOMER2,HOMER3,HSF4,HSPA5,HTRA1,HTRA3,IFI35,IFT140,IFT27,IFT57,IFT80,IGFBP4,IGFBP5,IGSF1,IKBKG,IL12RB2,IL15,IL17RD,IL18,IL1R1,IL2RA,IL2RB,IL4R,IL6R,IL6ST,INPP5F,INSR,INSYN1,INTU,INVS,IRAK1,IRAK2,IRF5,IRS3,ITGA2,ITGA4,ITGA5,ITGA6,ITGA9,ITGAL,ITGAV,ITGB1,ITGB4,ITGB6,ITGB7,ITM2C,JADE2,KCP,KCTD6,KDR,KHDRBS1,KIAA0586,KIT,KLF4,KLHL12,KPNA1,KRT18,KRT8,LCK,LEPR,LFNG,LGALS3,LGR4,LMBR1L,LOC100510975,LOC100511343,LOC100511937,LOC100519082,LOC100523213,LOX,LRP4,LRP8,LRRK1,LRRK2,LTBP1,LTBP3,LYN,LYPD6,MAML3,MAP3K10,MAPK14,MAPKAPK2,MAVS,MBD2,MDK,ME3,MET,MFNG,MGAT5,MIB1,MIB2,MITF,MKKS,MKNK2,MKS1,MMP14,MMRN2,MPL,MSTN,MTDH,MTMR4,MUL1,MUSK,MX1,MYO9B,NCEH1,NDRG2,NEO1,NEURL1,NFATC4,NFKBIA,NFKBIL1,NFKBIZ,NGFR,NKIRAS1,NMI,NOL4L,NOS3,NOTCH2,NOTCH3,NPHP4,NR4A3,NTF4,NTRK3,NUMBL,NUP93,OGT,P2RX5,P2RY1,PAPPA2,PARK7,PARP14,PARP9,PBLD,PDCD4,PDE4B,PDE4D,PDGFA,PDGFC,PDGFD,PDGFRA,PDIA3,PDK2,PDK4,PELI3,PELO,PHB2,PIAS3,PIK3R2,PIP4K2A,PIP4K2C,PKD2,PLAT,PLCB1,PLCE1,PLCG1,PLCG2,PLCL2,PLEKHA4,PLPP3,PLXNA1,PLXNA2,PLXNA3,PLXNB3,PLXND1,POSTN,PPARA,PPM1A,PPM1B,PPM1L,PPP3CA,PRKCD,PRKCH,PRKCQ,PRKCZ,PRKD1,PTH1R,PTK2B,PTK7,PTN,PTPRA,PTPRC,PTPRD,PTPRJ,PTPRK,RAB29,RAB7A,RAF1,RANBP10,RANBP9,RAPGEF1,RASL11B,RB1CC1,RBM15,RBPJ,RCC2,RECK,RGMA,RNF165,ROBO1,ROR2,RORA,ROS1,RSPO3,S1PR2,S1PR3,SAMHD1,SCARB1,SCUBE1,SDC1,SDHAF2,SEMA3E,SEMA3G,SEMA4F,SEMA5B,SEMA6A,SEMA6C,SEMA7A,SERPINE1,SERPINE2,SFRP2,SGPL1,SGPP1,SHC1,SIPA1L1,SIRT2,SLC27A1,SLC2A10,SLC8A3,SLIT2,SLIT3,SMAD2,SMAD9,SMO,SMURF1,SORT1,SOX11,SOX9,SPART,SPHK1,SPI1,SPRY2,SRC,SRPX,SS18,STAT1,STAT5B,STING1,STK11,STK3,STRN,STUB1,SULF1,SULF2,SVEP1,TBL1XR1,TCF7L1,TCF7L2,TCTN3,TEK,TGFB1,TGFB2,TGFB3,TGFBR1,TGFBR2,TIMP1,TLR5,TMEM198B,TMEM204,TMEM231,TMEM25,TMEM53,TMEM9,TNFRSF11A,TNFRSF12A,TNFRSF1B,TNFRSF21,TP63,TPBG,TRAF3,TRAF3IP2,TRAF5,TRAIP,TREX1,TRIM72,TSKU,TSPAN12,TSPAN5,TTC21B,TTC26,TULP3,TXNDC15,TYRO3,UBASH3B,UGCG,ULK3,UNC5B,UNC5CL,USP18,USP34,VANGL2,VASN,VCP,VIM,WDR19,WFIKKN2,WLS,WNT4,WNT5B,WWTR1,ZBTB7A,ZBTB7B,ZEB1,ZFAND5,ZFP91,ZFYVE27,ZIC3,ZMIZ1,ZNF423,ZNF703,ZYX


			GO:BP			regulation of signal transduction			GO:0009966			1.29E-18			579			ABL1,ACKR3,ACVR1,ADAM8,ADAMTS12,ADAMTS20,ADGRA2,ADGRG1,ADM,ADORA2A,ADRA1D,ADRA2A,ADRA2C,AFAP1,AFAP1L2,AGT,AGTR2,AJUBA,AKAP13,AKT1S1,ALPK2,AMOT,ANKRD1,ANKRD13C,ANO2,APAF1,APC2,APIP,APLP1,APOD,APOE,APP,ARAF,ARHGAP12,ARHGAP42,ARHGAP44,ARHGEF10,ARHGEF2,ARHGEF25,ARHGEF3,ARMC9,ARRDC3,ASPN,ATF3,ATM,ATP2B4,ATR,BAMBI,BCAP31,BCL3,BCL6,BCR,BDKRB2,BEND6,BICC1,BID,BMP5,BMP6,BMP7,BMPER,BRCA1,BST1,C1QTNF3,C3,CACNG7,CALM1,CALR,CAMK2A,CAPN3,CAPRIN2,CASTOR2,CAT,CAV2,CAVIN3,CBL,CBLB,CCDC88A,CCDC88C,CCL19,CCL5,CCN1,CCN3,CCN4,CCNB1,CD109,CD14,CD44,CDH2,CDK14,CDK5R1,CDON,CDT1,CENPJ,CEP192,CHI3L1,CHRD,CHSY1,CIB1,CILP,CIT,CKB,CLEC12B,CLU,CNKSR3,COL2A1,COPS5,CPLANE2,CRADD,CRBN,CREB3L1,CRY2,CSF3,CSNK1G3,CSNK2B,CSPG4,CTHRC1,CTNNA1,CTNND1,CTNND2,CTSC,CUL3,CUL4A,CUX2,CYFIP2,CYP7B1,DAB2,DACT3,DAPK1,DAPK2,DCN,DDIAS,DDRGK1,DDX1,DDX3X,DENND4B,DEPDC5,DHRS3,DHX58,DISC1,DKK3,DLC1,DLG5,DLGAP4,DLK2,DLL1,DOK5,DOT1L,DUSP1,DUSP10,DUSP26,DUSP29,DUSP3,EDA,EFNA1,EGF,EGFL7,EGR1,EMILIN1,ENDOG,ENG,EPHA4,EPHA7,EPHB2,EPS8,EPS8L2,ERBB2,ERBB3,ERBIN,ERP29,ESR1,EYA2,EYA3,EZH2,EZR,F3,FAIM2,FAM53B,FAM83D,FANCA,FANCD2,FAS,FBLN1,FBN1,FBN2,FBXO9,FER,FGF1,FGF18,FGF21,FGF9,FGFR1,FGFR4,FHL2,FIGNL1,FLT1,FN1,FNIP1,FOXM1,FOXO1,FRMPD1,FRZB,FST,FYN,FZD10,FZD9,G0S2,GADD45B,GAPDH,GAREM1,GARNL3,GATA2,GATA3,GBF1,GBP1,GDF11,GDF9,GEN1,GHITM,GHR,GKAP1,GLI2,GLI3,GPC2,GPC3,GPC4,GPC6,GPR137C,GPR143,GPR161,GPR37,GPRASP1,GPS2,GRB10,GRK2,GRM4,GSDME,HBEGF,HCLS1,HEY2,HGF,HIC1,HIP1,HIPK4,HMGCR,HOMER1,HOMER2,HOMER3,HSF4,HSPA5,HTRA1,HTRA3,IER3,IFI35,IFIT5,IFT140,IFT80,IGFBP4,IGFBP5,IGSF1,IKBKG,IL17RD,IL18,IL1R1,IL6ST,INPP5F,INSR,INTU,INVS,IQGAP3,IRAK1,IRAK2,ITGA6,ITGAV,ITGB1,ITM2C,ITSN1,IVNS1ABP,JPT2,KCP,KCTD6,KDM1A,KDR,KIF14,KIT,KLHL12,KLHL24,KLHL31,KPNA1,LCK,LFNG,LGALS3,LGR4,LMBR1L,LMCD1,LOC100510975,LOC100513346,LOC100620540,LOX,LPAR4,LRP4,LRRC7,LRRK1,LRRK2,LTBP1,LYN,LYPD6,MAGI3,MAP2K2,MAP3K10,MAP3K13,MAP3K14,MAP3K20,MAP4K1,MAP4K4,MAPK14,MAPK8IP1,MAPRE2,MAVS,MBD2,MDK,MDM2,MEIS3,MET,MFN2,MFNG,MGAT5,MID1,MKS1,MMP14,MMRN2,MN1,MRAP2,MSTN,MTDH,MUL1,MYO9B,MYOZ1,NCAPG2,NDC80,NDRG2,NEO1,NET1,NEURL1,NF1,NFATC4,NFE2L2,NFKBIA,NFKBIB,NFKBIL1,NGFR,NKIRAS1,NMI,NOC2L,NONO,NOTCH2,NPHP4,NPLOC4,NPTX2,NTRK3,NUP93,OGT,OPHN1,OPTN,OTUD7A,PAQR3,PARK7,PARP14,PARP9,PBK,PBLD,PCSK9,PDCD4,PDE3A,PDE4B,PDE4D,PDGFA,PDGFC,PDGFD,PDGFRA,PDIA3,PDK2,PELI3,PELO,PER1,PHB2,PHLPP1,PIK3R2,PINK1,PIP4K2A,PIP4K2C,PKD2,PLCB1,PLCE1,PLCG2,PLCL2,PLEKHA4,PLEKHF1,PLPP3,POSTN,PPARA,PPIF,PPM1A,PPM1B,PRCP,PRKCD,PRKCH,PRKCQ,PRKCZ,PRKD1,PRR5,PRR5L,PTK2B,PTK7,PTPMT1,PTPN13,PTPRC,PTPRD,PTPRJ,RAB29,RAB7A,RAF1,RALGAPA2,RALGPS1,RALGPS2,RAMP1,RANBP9,RAP1GDS1,RAPGEF1,RASA4B,RASGRF2,RASL11B,RB1CC1,RBPJ,RCN3,RDH11,RECK,RFWD3,RGMA,RGS12,RGS14,RGS7,RHEB,RIPOR2,RNF14,RNF149,RNF157,RNF165,ROBO1,ROR2,RORA,ROS1,RPA2,RPS6KA1,RRAGD,RRAS,RSPO3,S100A4,S1PR2,SAFB2,SAMHD1,SCAI,SCUBE1,SDHAF2,SEMA3E,SEMA6A,SEMA7A,SERPINE1,SERPINE2,SESN1,SESN2,SEZ6L,SEZ6L2,SFRP2,SH3RF2,SHC1,SIPA1,SIPA1L1,SKP2,SLC15A3,SLC25A4,SLC2A10,SLC8A3,SLIT2,SLIT3,SMAD2,SMO,SMPD1,SMPDL3B,SMURF1,SMYD2,SOX11,SOX9,SPART,SPHK1,SPI1,SPRED2,SPRY2,SQSTM1,SRC,SRPX,SSX2IP,STAT1,STING1,STK11,STK3,STOX1,STUB1,SULF1,SULF2,TBCK,TBL1XR1,TCF7L2,TEK,TFRC,TGFB2,TGFBR1,TGFBR2,THAP11,THOC5,TIMP1,TLR9,TMEM198B,TMEM204,TMEM25,TMEM53,TMEM9,TNFRSF11A,TNFRSF12A,TNFRSF19,TNIP1,TP63,TPBG,TPD52L1,TRAF3,TRAF3IP2,TRAF5,TRAIP,TREX1,TRIM59,TRIM72,TSKU,TSPAN12,TSPAN5,TSPAN6,TTC21B,TUB,TULP3,TXNDC15,TYRO3,UACA,UBASH3B,UBD,UBR2,UGCG,ULK3,UNC5B,UNC5CL,USP18,USP34,VASN,VCP,VHL,VRK3,WDR83,WFIKKN2,WLS,WWC2,WWTR1,YBX3,YWHAZ,ZBTB7A,ZBTB7B,ZEB1,ZFAND6,ZMIZ1,ZNF385A,ZNF423,ZNF536,ZNF703


			GO:BP			cell adhesion			GO:0007155			1.42E-18			308			ABI3BP,ABL1,ACTN2,ACVR1,ADAM15,ADAM8,ADAMTS12,ADGRG1,ADGRL1,ADORA2A,AFDN,AJUBA,AKNA,ANGPT2,ANO2,ANTXR1,APOD,APP,ASS1,ATM,ATXN3,BCAM,BCL6,BCR,BLOC1S4,BMP6,BMP7,BOC,BSG,BST1,BVES,CADM2,CALR,CASK,CBLB,CCN1,CCN3,CD2,CD200,CD276,CD40LG,CD44,CD80,CD9,CDH10,CDH11,CDH15,CDH2,CDH20,CDH22,CDH7,CDK5R1,CDON,CELSR3,CERCAM,CHRD,CHST2,CIB1,CLDN10,CLSTN2,CLSTN3,CNTN1,CNTN4,COL16A1,COL3A1,COL5A1,COL5A3,COL7A1,CORO1C,CORO2B,CPLANE2,CTNNA1,CTNNAL1,CTNND1,CTNND2,CX3CR1,CYFIP2,DCHS1,DCHS2,DHPS,DLC1,DLG4,DLG5,DLL1,DNAJA3,DOCK5,DOCK8,DPP4,DUSP1,DUSP10,DUSP26,DUSP3,ECM2,EDA,EDIL3,EFNA1,EFNB3,EFS,EGFL6,EGR3,EMB,EMILIN1,EMILIN2,EPCAM,EPDR1,EPHA3,EPHA4,EPHA7,EPHB2,EPHB3,EPHB4,ERBB2,ERBB3,ERBIN,ESAM,EXT1,EZR,FAP,FBLN1,FBN1,FCHO1,FER,FERMT3,FES,FLOT2,FLRT3,FN1,FOXJ1,FREM2,GATA3,GBP1,GCNT1,GLI3,GPC4,GRID2,HHLA2,HSD17B12,IGDCC4,IGSF11,IGSF9,IL15,IL18,IL4I1,IL6ST,IRAK1,ITGA2,ITGA4,ITGA5,ITGA6,ITGA9,ITGAL,ITGAV,ITGB1,ITGB4,ITGB6,ITGB7,JAM3,KDR,KIF14,KIF26B,KIRREL1,KIT,KLF4,LAMA3,LAMA4,LAMB1,LAMB3,LAMC1,LAMC3,LCK,LGALS9,LOC100511343,LOC100513863,LOC100523684,LOC100737755,LRFN5,LRRC4,LRRC4B,LRRC4C,LYN,LYVE1,MACF1,MAPK14,MDGA1,MDK,MEGF9,MPZ,MXRA8,MYF5,MYO10,MYOT,MYPN,NCAM1,NECTIN3,NEGR1,NEXN,NFKBIZ,NID1,NID2,NLGN3,NOTCH2,NR4A3,NRCAM,NT5E,OBSL1,PARVA,PARVB,PCDH11X,PCDH12,PCDH17,PCDH7,PCDHGB1,PDGFRA,PDPN,PHLDB2,PIK3R2,PLPP3,PLXNA1,PLXNA2,PLXNA3,PLXNB3,PLXND1,PODXL,PODXL2,POSTN,PPARA,PPM1F,PPP1CB,PPP3CA,PRKAR1A,PRKCD,PRKCQ,PRKCZ,PTK2B,PTK7,PTPRA,PTPRC,PTPRD,PTPRJ,PTPRK,PTPRS,PXDN,RAC2,RADIL,RAPGEF1,RCC2,RGCC,RHOD,RIPOR2,ROBO1,RRAS,S1PR1,SCARF2,SDK1,SEMA3E,SEMA6A,SERPINE1,SERPINE2,SHC1,SLITRK1,SLITRK2,SNED1,SORBS1,SOX9,SPARCL1,SPI1,SPP1,SRC,SRF,SRPX2,STAB1,STAT5B,STK10,STXBP1,SWAP70,TAPBPL,TEK,TENM1,TENM2,TESK1,TFRC,TGFB1,TGFB2,TGFBI,TGFBR2,THBS2,THBS3,THBS4,TIAM1,TJP2,TLN2,TMEM47,TNC,TNFRSF21,TNIP1,TYRO3,UBASH3B,UNC13D,UTRN,VCAM1,VCAN,VMP1,WHAMM,ZBTB1,ZBTB16,ZBTB7B,ZMIZ1,ZYX


			GO:BP			actin cytoskeleton organization			GO:0030036			1.42E-18			201			ABL1,ABLIM2,ABLIM3,ACTA1,ACTC1,ACTN2,ACTR3,AKAP11,AMOT,ANKRD23,ANLN,ANTXR1,ARFIP2,ARHGAP12,ARHGAP44,ARHGEF10,ARHGEF10L,ARHGEF17,ARHGEF19,ARHGEF2,ARPC5,ARPIN,ASAP3,ASB2,ATXN3,AVIL,BAIAP2L2,BCL6,BCR,BIN1,BST1,CALR,CAPG,CAPN3,CAPZA1,CAPZA2,CASQ1,CAVIN3,CCDC141,CCDC88A,CDC42BPG,CDC42EP3,CDK5R1,CFL1,CIT,CNN1,CNN3,CORO1B,CORO1C,CORO2B,CORO6,CRACD,CSF3,CSRP2,CTNNA1,CUL3,CYFIP2,CYRIB,DAAM1,DIAPH1,DIAPH2,DIAPH3,DLC1,DSTN,DTNBP1,EFS,EPB41L1,EPB41L2,EPB41L3,EPHA3,EPS8,ESAM,EZR,FAM171A1,FCHSD1,FCHSD2,FER,FES,FGD1,FHL3,FHOD1,FHOD3,FLNB,FLNC,FMNL1,FMNL2,FMNL3,FOXJ1,FRMD6,FSCN1,FZD10,GAB1,GAS2L3,GBA2,GMFB,HCLS1,HIP1,IQGAP2,ITGB1,JAM3,KANK3,KIT,LIMK1,LMOD2,LOC100513346,LOC100736765,MDK,MEF2A,MET,MICAL1,MICAL3,MKKS,MYH14,MYO16,MYO18B,MYO1B,MYOM2,MYOZ1,MYPN,NEB,NOTCH2,NRAP,NTRK3,OPHN1,PAK3,PARVA,PARVB,PDGFRA,PDLIM2,PDLIM5,PFN1,PGM5,PHACTR3,PHLDB2,PIK3R2,PLEKHH2,PLS3,PPARGC1B,PPM1F,PPP1R9A,PRKAR1A,PRKCD,PRKCI,PTK2B,PTK7,RAC2,RACGAP1,RAPGEF3,RGCC,RHOD,RHOF,RHOU,RHPN2,RND2,ROCK2,RTKN,S1PR1,S1PR2,SEMA3E,SHC1,SHROOM2,SIPA1L1,SLIT2,SMTNL2,SPTAN1,SPTB,SRC,SRF,SSH1,SVIL,SWAP70,SYNPO2,SYNPO2L,TBCK,TCAP,TEK,TESK1,TESK2,TGFB1,TGFB3,TGFBR1,THSD7A,TLN2,TMEFF2,TMOD4,TMSB10,TMSB15A,TMSB15B,TNNT2,TPM1,TPM2,TRIP10,TTC8,TWF1,TWF2,WASF1,WASF2,WHAMM,WIPF1,XIRP2,ZYX


			GO:BP			neuron differentiation			GO:0030182			2.88E-18			294			ABL1,ABL2,ACAP3,ACSL4,ADGRB3,ADRA2C,AFG3L2,ALDH1A2,APOD,APOE,APP,ARHGAP44,ARHGEF2,ARHGEF25,ARX,ATAT1,ATF5,ATOH8,ATP2B2,AVIL,BCL11A,BCL6,BEND6,BHLHB9,BIN1,BMP5,BMP6,BMP7,BOC,BSG,BTBD3,C3,CALR,CAMK2A,CAPRIN2,CDH11,CDH2,CDK5R1,CDON,CHODL,CIB1,CKB,CNP,CNR1,CNTN1,CNTN4,CRABP2,CRMP1,CTF1,CTHRC1,CTNND2,CUL7,CUX2,CYB5D2,CYFIP2,DBX1,DCX,DIP2B,DISC1,DLG4,DLG5,DLL1,DOCK7,DOK5,DPYSL5,DTNBP1,DVL1,EDNRA,EFNA1,EFNB3,EGR2,EHMT2,EIF3J,EIF4G1,EMB,EPHA3,EPHA4,EPHA7,EPHB2,EPHB3,EPHB4,ERBB2,ETV1,EXT1,FAIM2,FBXW8,FES,FGFR1,FLRT3,FMR1,FN1,FYN,FZD2,GATA2,GATA3,GBA2,GDF11,GFRA3,GLI2,GLI3,GPM6B,GPR37,GRID2,GRIN3A,GRM7,GSDME,HEY2,HS6ST1,IFT140,IFT27,IFT88,IGSF9,INPP5F,INPP5J,ITGB1,ITM2C,JADE2,KCNIP2,KIF20B,KIF5C,KLF4,LAMB1,LIMK1,LOC100625134,LRP4,LRP8,LRRC4C,LRRK2,LRTM1,LYN,MAP1A,MAP1B,MAP1S,MAP2,MAP3K13,MAP4,MAP4K4,MAP6,MAPT,MDK,MEF2C,MFSD2A,MIB1,MKS1,MMD,MUL1,MYCN,MYO7A,MYOT,NDN,NEDD4L,NEFL,NEGR1,NEK3,NEO1,NEURL1,NEXN,NFATC4,NFIB,NGFR,NIN,NPHP4,NR2F6,NRCAM,NTF4,NTN3,NUMBL,NYAP1,OBSL1,OGDH,OPHN1,PAK3,PAK4,PAQR3,PBX3,PBX4,PCSK9,PLAA,PLPPR4,PLXNA1,PLXNA2,PLXNA3,PLXNB3,PLXND1,PPP1R9A,PPP3CA,PRDM1,PRELID2,PRKCI,PRKCZ,PRKD1,PROM1,PTK2B,PTK7,PTN,PTPN9,PTPRD,PTPRS,PTPRZ1,RAB13,RAB29,RAB3A,RAC2,RBPJ,REST,RGMA,RIMS1,RIPOR2,RND2,RNF165,ROBO1,ROR2,RORA,RUFY3,SCARF1,SCN1B,SDC2,SDK1,SEMA3A,SEMA3E,SEMA3G,SEMA4F,SEMA5B,SEMA6A,SEMA6C,SEMA7A,SFRP2,SHTN1,SIPA1L1,SLC1A3,SLC4A7,SLIT1,SLIT2,SLIT3,SLITRK1,SLITRK2,SLITRK4,SLITRK5,SLITRK6,SMO,SMURF1,SOX11,SOX9,SPART,SPG11,SRF,SRGAP2,STK11,STMN2,STXBP1,SYT2,TCF12,TDP2,TENM1,TENM2,TENM3,TENM4,TGFBR1,THAP11,TNC,TOP2B,TOX,TPBG,TRIO,TSKU,TTC21B,TTC8,TTLL1,TULP3,TWF1,TWF2,UBA6,UGCG,UGDH,ULK1,UNC5B,UQCRQ,USH1C,UST,VASH2,VIM,WDR47,WHRN,WNT4,WNT5B,YWHAZ,ZEB1,ZFP91,ZFYVE27,ZHX2,ZIC3,ZMIZ1,ZNF521,ZNF536


			GO:BP			cell cycle process			GO:0022402			3.11E-18			295			ACTR3,ACVR1,ANLN,ANXA11,APITD1,APP,ARHGEF10,ARL8B,ASPM,ATF5,ATM,ATP2B4,ATR,AURKB,BCL7B,BID,BIN1,BLM,BMP7,BRCA1,BRCA2,BRIP1,BUB1,BUB1B,CALM1,CALR,CAPN3,CAV2,CCNB1,CCNB2,CCNB3,CCNE1,CCNE2,CCNF,CCNG2,CCP110,CDC14B,CDC20,CDC25B,CDC45,CDC6,CDCA2,CDCA5,CDK1,CDK14,CDK17,CDK2AP2,CDK5R1,CDT1,CENPE,CENPF,CENPH,CENPJ,CENPT,CEP131,CEP152,CEP192,CEP76,CEP85,CHD3,CHEK1,CIT,CKAP2,CKAP5,CKS2,CLSPN,CNTLN,CNTROB,CRADD,CROCC,CTC1,CUL3,CUL4A,CUL4B,CUL7,DBF4,DDX3X,DLGAP5,DOT1L,DTL,E2F1,E2F6,E2F7,E2F8,E4F1,EDNRA,EFHC1,EGF,EHMT2,EIF4G1,EME1,EML4,EPS8,ESCO1,ESPL1,EZH2,EZR,FAM110A,FAM83D,FANCA,FANCD2,FANCM,FBXL21,FBXL7,FBXO31,FBXO5,FBXW5,FEN1,FES,FIGNL1,FOXM1,FOXN3,GEN1,GFRA3,GINS3,GJA1,GNAI1,GPSM2,HAUS5,HAUS6,HJURP,IER3,INCENP,INIP,INSR,IQGAP3,ITGB1,JTB,KAT2B,KDM8,KIAA0753,KIAA1614,KIF11,KIF14,KIF15,KIF18A,KIF18B,KIF20A,KIF20B,KIF22,KIF23,KIF2A,KIF2C,KIF3B,KIF4A,KIFC1,KLF4,KLHDC8B,KLHL13,KLHL21,KLHL9,LIG1,MAP1S,MAP3K20,MAPK14,MAPRE1,MASTL,MCM3,MCM4,MDM2,MEIOB,MKI67,MN1,MND1,MRE11,MRNIP,MSH2,MSH4,MTA3,MTBP,MYBL2,NAA10,NAA50,NABP2,NCAPD2,NCAPD3,NCAPG,NCAPG2,NCAPH,NDC1,NDC80,NEK2,NEK6,NES,NIN,NME6,NSFL1C,NSL1,NTMT1,NUF2,OBSL1,ODF2,ORC1,PARD6G,PARP3,PARP9,PBK,PCLAF,PDE3A,PHB2,PHF13,PHKG1,PKD2,PLCB1,PLK1,PLK3,POC1B,POLA1,PPP3CA,PPP6C,PSMC3IP,PTPRC,PTTG1,RACGAP1,RAD21,RAD51,RAD51AP1,RAD51B,RAD9B,RBBP8,RCC2,REEP4,RFWD3,RGCC,RGS14,RHNO1,RMI2,ROCK2,RPA2,RTKN,SASS6,SBDS,SEPTIN1,SEPTIN11,SEPTIN2,SEPTIN3,SEPTIN4,SEPTIN5,SEPTIN6,SEPTIN7,SEPTIN9,SGO1,SGO2,SH3GLB1,SIRT2,SKA1,SKP2,SLC25A44,SLF1,SMARCA5,SMARCAD1,SMC2,SMC4,SMC6,SND1,SOX9,SPAG5,SPC25,SPDL1,SPHK1,SPICE1,SPRY2,SSX2IP,STIL,STK11,STOX1,STT3A,SYCP2,TACC1,TACC3,TDRKH,TEX14,THOC5,TIMELESS,TLK1,TMEM67,TOP2A,TOP2B,TPD52L1,TPX2,TREX1,TRIM36,TTK,TUBB,TUBGCP4,TUBGCP6,UBD,UBE2C,UBR2,USH1C,USP28,XPO1,ZNF503,ZWILCH,ZWINT


			GO:BP			cell morphogenesis			GO:0000902			3.11E-18			230			ABL1,ADAM8,ADGRB3,AFG3L2,APP,ARHGAP44,ARHGEF2,ARHGEF25,ARHGEF26,ARX,ATF4,BAMBI,BCL6,BHLHB9,BMP7,BOC,BSG,BTBD3,BVES,CAPRIN2,CCDC88C,CD44,CDC42EP3,CDH10,CDH11,CDH2,CDH20,CDH7,CDK5R1,CIB1,CLU,CNP,CNTN1,CNTN4,COL22A1,CORO1B,CORO1C,CRABP2,CRMP1,CTNND2,CUL3,CUL7,CUX2,CYFIP2,DCHS1,DCX,DIAPH1,DIP2B,DLC1,DLG4,DOCK7,DPYSL5,DTNBP1,DVL1,EDNRA,EFNA1,EFNB3,EGR2,EIF3J,EMB,ENPP2,EPHA3,EPHA4,EPHA7,EPHB2,EPHB3,EPHB4,EPS8,ERBB2,ETV1,EXT1,EZR,FAM171A1,FBXW8,FES,FGD1,FLRT3,FMNL1,FMNL2,FMNL3,FN1,FRY,FYN,GATA3,GFRA3,GLI2,GLI3,HGF,HPN,IGSF9,ITGB1,ITGB6,JADE2,KDR,KIF20B,KIF5C,KIT,LAMC3,LARP4,LIMK1,LRP4,LRP8,LRRC4C,LRRK2,LRTM1,MAP1A,MAP1B,MAP1S,MAP2,MAP3K13,MAP4K4,MAP6,MAPK14,MDK,MET,MFSD2A,MUL1,MYO10,MYO7A,MYO9B,MYOT,NBEAL2,NEDD4L,NEFL,NEK3,NEO1,NEXN,NFATC4,NFIB,NGFR,NIN,NRCAM,NTF4,NTN3,NUMBL,NYAP1,OBSL1,OPHN1,P2RY1,PAK3,PARVB,PDPN,PLAA,PLEKHO1,PLPPR4,PLXNA1,PLXNA2,PLXNA3,PLXNB3,PLXND1,PPP3CA,PRELID2,PRKCZ,PTK2B,PTK7,PTN,PTPRD,PTPRS,PTPRZ1,RAB3A,RAC2,RHOD,RHOF,RHOU,RILPL1,RIMS1,RIPOR2,RND2,RNF165,ROBO1,RUFY3,SCN1B,SDC2,SEMA3A,SEMA3E,SEMA3G,SEMA4F,SEMA5B,SEMA6A,SEMA6C,SEMA7A,SHROOM3,SHTN1,SIPA1L1,SLC1A3,SLIT1,SLIT2,SLIT3,SLITRK1,SLITRK2,SLITRK4,SLITRK5,SLITRK6,SMO,SMURF1,SPARC,SPART,SPG11,SPI1,SRC,SRF,SRGAP2,SS18,SSH1,STC1,STK11,STXBP1,SYNE3,SYT2,TGFB1,TGFB2,TOP2B,TPBG,TPM1,TRIO,TSKU,TTC8,TWF2,ULK1,UNC5B,UST,VPS33A,WASF2,WDR19,WDR47,WHRN,ZFYVE27,ZMYM4,ZNF135,ZNF385A


			GO:BP			negative regulation of response to stimulus			GO:0048585			3.56E-18			349			ABL1,ACKR3,ACVR1,ADAMTS12,ADGRA2,ADM,ADORA2A,ADRA2A,AGT,AGTR2,AHR,AJUBA,AKT1S1,ALPK2,ANGPT2,ANXA2,APC2,APLP1,APOD,APOE,AQP11,ARHGAP12,ARHGAP42,ARHGAP44,ARRDC3,ASPN,ATF3,ATM,ATP2B4,BAMBI,BCL3,BCL6,BCR,BDKRB2,BEND6,BICC1,BID,BMP5,BMP7,BMPER,BRCA1,C1QTNF3,CALR,CASK,CASTOR2,CAV2,CAVIN3,CBL,CBLB,CCDC88C,CCN3,CD109,CD200,CD44,CD9,CDH2,CDT1,CHRD,CIB1,CILP,CIT,CKB,CLEC12B,CLU,COL2A1,COL3A1,CORO1B,CREB3L1,CRY2,CTHRC1,CTNNA1,CTNND1,CUL3,CYP7B1,DAB2,DACT3,DCN,DDIAS,DDRGK1,DDX3X,DEPDC5,DHRS3,DHX58,DKK3,DLC1,DLG5,DLK2,DLL1,DPP4,DUSP1,DUSP10,DUSP26,DUSP29,DUSP3,DVL1,EFNA1,EGFL7,EGR1,EMILIN1,ENDOG,EPHA4,EPHB2,ERBB3,ERBIN,ESR1,EYA2,EYA3,EZH2,EZR,FAIM2,FBLN1,FBN1,FBN2,FBXO5,FER,FGF9,FHL2,FIGNL1,FNDC4,FNIP1,FOXJ1,FOXM1,FOXO1,FRZB,FST,GATA2,GATA3,GBP1,GHITM,GLI2,GLI3,GPC3,GPR161,GPR37,GPRASP1,GPS2,GRB10,GRID2,GRIN3A,GRK2,HEY2,HGF,HIC1,HMGCR,HOMER2,HOMER3,HSF1,HSF4,HSPA5,HTRA1,HTRA3,IER3,IFI35,IFT80,IGFBP5,IGSF1,IL17RD,IL4I1,ILRUN,INPP5F,INVS,ITGA6,ITGAV,ITGB1,IVNS1ABP,KCTD6,KDM1A,KLF4,KLHL12,KLHL15,KLHL31,LFNG,LGALS3,LGR4,LMBR1L,LOC100510975,LPCAT3,LRFN5,LRP4,LRRK2,LTBP1,LYAR,LYN,MAPK14,MAPK8IP1,MDK,MDM2,MEIS3,MET,METRNL,MFN2,MKKS,MMP14,MMRN2,MRAP2,MSTN,MUL1,MVK,MYOZ1,NDRG2,NEURL1,NF1,NFATC4,NFE2L2,NFKBIA,NFKBIL1,NGFR,NMI,NOC2L,NONO,NOS3,NPHP4,NPLOC4,NR1D2,NR1H2,NT5E,NUCB2,OPTN,OTUB2,OTUD7A,PAQR3,PARK7,PARP14,PARP3,PARPBP,PBK,PBLD,PDE3A,PDE4B,PDE4D,PDGFA,PDGFRA,PELI3,PER1,PHB2,PHLDB2,PHLPP1,PIK3R2,PINK1,PIP4K2A,PIP4K2C,PLCL2,PLXNA3,PPARA,PPIF,PPM1A,PPM1B,PPP3CB,PRKCD,PRKCQ,PRKCZ,PROS1,PTPRC,PTPRD,PTPRJ,PTPRS,RAB7A,RAF1,RANBP9,RAPGEF1,RASA4B,RASL11B,RB1CC1,RGMA,RGS14,RGS7,RIF1,RIPOR2,RMI2,RNF149,RNF157,ROBO1,RORA,RPS6KA1,SAMHD1,SCAI,SDHAF2,SEMA3E,SEMA3G,SEMA4F,SEMA5B,SEMA6A,SEMA6C,SEMA7A,SERPINE1,SERPINE2,SESN1,SESN2,SFRP2,SIRT2,SLC25A4,SLC2A10,SLIT2,SLIT3,SMPD1,SMPDL3B,SMURF1,SOX9,SPART,SPI1,SPRED2,SPRY2,SRC,STAT1,STK11,STK3,STUB1,SULF1,SULF2,TCF7L2,TFPI,TGFBR1,THOC5,TLR9,TMEM53,TNFRSF1B,TNIP1,TP63,TPBG,TRAF3IP1,TRAIP,TRAPPC13,TREX1,TRIM59,TRIM72,TSKU,TSPAN6,TULP3,TYRO3,UACA,UBASH3B,UBR2,UBXN1,ULK3,UNC5B,USP18,USP25,VASN,VCP,VHL,VRK3,WFIKKN2,WWC2,WWTR1,YBX3,ZBTB7A,ZBTB7B,ZNF385A,ZNF536


			GO:BP			neuron development			GO:0048666			4.59E-18			247			ABL1,ABL2,ACAP3,ADGRB3,AFG3L2,APOD,APOE,APP,ARHGAP44,ARHGEF25,ARX,ATAT1,ATF5,AVIL,BCL11A,BHLHB9,BMP5,BMP7,BOC,BSG,BTBD3,C3,CAMK2A,CAPRIN2,CDH11,CDH2,CDK5R1,CHODL,CIB1,CKB,CNP,CNR1,CNTN1,CNTN4,CRABP2,CRMP1,CTF1,CTHRC1,CTNND2,CUL7,CUX2,CYFIP2,DCX,DIP2B,DISC1,DLG4,DLG5,DOCK7,DPYSL5,DTNBP1,DVL1,EDNRA,EFNA1,EFNB3,EGR2,EIF3J,EMB,EPHA3,EPHA4,EPHA7,EPHB2,EPHB3,EPHB4,ERBB2,ETV1,EXT1,FBXW8,FES,FLRT3,FMR1,FN1,FYN,FZD2,GATA2,GATA3,GBA2,GFRA3,GLI2,GLI3,GPM6B,GPR37,GRID2,GRIN3A,GRM7,HS6ST1,IFT140,IFT27,IFT88,IGSF9,INPP5F,INPP5J,ITGB1,ITM2C,JADE2,KCNIP2,KIF20B,KIF5C,KLF4,LAMB1,LIMK1,LOC100625134,LRP4,LRP8,LRRC4C,LRRK2,LRTM1,LYN,MAP1A,MAP1B,MAP1S,MAP2,MAP3K13,MAP4,MAP4K4,MAP6,MAPT,MDK,MFSD2A,MKS1,MUL1,MYO7A,MYOT,NDN,NEDD4L,NEFL,NEGR1,NEK3,NEO1,NEURL1,NEXN,NFATC4,NFIB,NGFR,NIN,NPHP4,NR2F6,NRCAM,NTF4,NTN3,NUMBL,NYAP1,OBSL1,OGDH,OPHN1,PAK3,PAK4,PAQR3,PBX3,PBX4,PLAA,PLPPR4,PLXNA1,PLXNA2,PLXNA3,PLXNB3,PLXND1,PPP1R9A,PPP3CA,PRDM1,PRELID2,PRKCI,PRKCZ,PRKD1,PTK2B,PTK7,PTN,PTPN9,PTPRD,PTPRS,PTPRZ1,RAB13,RAB29,RAB3A,RAC2,RGMA,RIMS1,RIPOR2,RND2,RNF165,ROBO1,ROR2,RUFY3,SCARF1,SCN1B,SDC2,SDK1,SEMA3A,SEMA3E,SEMA3G,SEMA4F,SEMA5B,SEMA6A,SEMA6C,SEMA7A,SFRP2,SHTN1,SIPA1L1,SLC1A3,SLC4A7,SLIT1,SLIT2,SLIT3,SLITRK1,SLITRK2,SLITRK4,SLITRK5,SLITRK6,SMO,SMURF1,SPART,SPG11,SRF,SRGAP2,STK11,STMN2,STXBP1,SYT2,TDP2,TENM1,TENM2,TENM3,TENM4,TNC,TOP2B,TOX,TPBG,TRIO,TSKU,TTC8,TWF1,TWF2,UBA6,UGCG,UGDH,ULK1,UNC5B,UQCRQ,USH1C,UST,VASH2,VIM,WDR47,WHRN,YWHAZ,ZFP91,ZFYVE27,ZMIZ1


			GO:BP			cellular response to chemical stimulus			GO:0070887			9.84E-18			509			ABCB6,ABL1,ABL2,ABTB2,ACACA,ACKR3,ACKR4,ACSL1,ACTN2,ACTR3,ADAM15,ADAM8,ADAMTS12,ADAMTS7,ADCY3,ADCY6,ADIPOR2,ADRA2A,AGRN,AGTR2,AHR,AJUBA,AKAP6,AKR1A1,AKT2,ALDH1A1,ALDH1A2,ANKRD1,ANO1,AOX1,APLP1,APOE,APOM,APP,ARHGEF2,ASAH1,ATF3,ATF4,ATIC,ATM,ATP1A2,ATP2B4,ATXN3,AUP1,BAG3,BAIAP3,BCAS3,BCAT2,BCR,BDKRB2,BLM,BMP6,BMP7,BNIP3,BNIP3L,BRCA1,BST1,C2CD2L,CACNB1,CALCOCO1,CALCRL,CALR,CAMK2A,CAPN3,CARF,CASP6,CASP9,CASQ2,CAT,CAV2,CCL19,CCL5,CCN3,CCR9,CD14,CD44,CD80,CDIP1,CHCHD2,CHD6,CIB1,CKB,CMPK2,COL16A1,COL1A2,COL5A2,COPS5,CORO1B,CPEB3,CPEB4,CPNE3,CPS1,CREB3L1,CREB3L2,CRY2,CSF3,CSNK2B,CTNNA1,CTSL,CUL3,CUX2,CX3CR1,CXCL2,CXCR6,CYP1A1,CYP2F1,CYP2R1,CYP7B1,DAB2,DAPK1,DAPK2,DDI1,DDRGK1,DDX3X,DDX58,DIAPH1,DLG4,DNAJC18,DNMT1,DOCK8,DPP4,DUSP1,E2F1,ECHDC3,EDNRA,EGLN1,EGR1,EGR2,EGR3,EHMT2,EIF4A2,EPAS1,EPHA3,EPHA4,EPS8,ERBIN,ERMP1,ERO1A,ESR1,ESRRA,ESRRG,ETV5,EXT1,EZH2,EZR,F3,FAM162A,FAM210B,FANCD2,FAS,FBXO32,FER,FES,FGF1,FGF18,FGFR1,FLT1,FMO1,FMO2,FOS,FOXO1,FYN,GAB1,GAPDH,GATA3,GBP1,GFPT2,GHR,GKAP1,GLI2,GNAI3,GNB5,GOT1,GPD1,GPR173,GPR37,GPR75,GPS2,GPX2,GRAMD1C,GRB10,GSDME,GSR,GSTA4,GSTM3,HABP2,HADHB,HBEGF,HCLS1,HGF,HIF3A,HK2,HRH1,HSF1,HSPA13,HSPA5,HSPA9,HSPB8,IFIH1,IFIT2,IGFBP5,IL12RB2,IL15,IL16,IL17RD,IL18,IL1R1,IL2RA,IL2RB,IL4R,IL6R,IL6ST,INSR,IQGAP3,IRAK1,IRAK2,IRF5,IRS3,ITGA4,ITGA9,JAM3,JUNB,KAT2B,KCNB1,KDR,KEAP1,KIT,KLF4,KLF9,KLHL12,KLHL15,KRT18,KRT8,LANCL1,LEPR,LETM1,LGALS3,LMO2,LOC100510975,LOC100511937,LOC100515171,LOC100519082,LOC100625711,LOC100737755,LOC110259958,LOX,LPIN1,LPIN3,LRCH1,LRRC7,LRRC8E,LRRK2,LTC4S,LYN,MAP4K1,MAPK14,MAT2A,MAVS,MCM2,MCOLN1,MDK,MDM2,MEF2A,MEF2C,MELK,MET,MKKS,MKNK2,MLXIPL,MMP2,MN1,MPC2,MPL,MRC1,MRPL15,MSC,MSTN,MTARC2,MTDH,MUL1,MX1,MYBL2,NCEH1,NCOA2,NDUFS2,NET1,NEURL1,NFATC4,NFE2L1,NFE2L2,NFIL3,NFKBIA,NFKBIB,NFKBIL1,NGFR,NKIRAS1,NMI,NOL4L,NONO,NOS3,NPC1,NQO1,NR1D2,NR4A3,NR5A2,NSG1,NUDT15,NUMBL,OGT,OPTN,OSER1,P2RY1,PAK3,PAK4,PARK7,PARP14,PARP16,PARP9,PARVA,PCOLCE2,PCSK9,PDCD4,PDE3A,PDE4B,PDGFC,PDGFD,PDGFRA,PDIA3,PDK2,PDK4,PELI3,PER1,PGK1,PHB2,PIAS3,PIGA,PIK3R2,PINK1,PIP4K2A,PIP4K2C,PKD2,PLAA,PLCB1,PLCG2,PLK3,PLXNB3,PMM1,POSTN,PPARA,PPARGC1A,PPARGC1B,PPIF,PPM1F,PPP1R1B,PPP3CB,PRCP,PRDM5,PRDX3,PRDX6,PRKCD,PRKCI,PRKCQ,PRKCZ,PRKD1,PRR5L,PRSS56,PTGES3,PTK2B,PTK7,PTN,PTPRA,PTPRC,PTPRK,PTPRN,PXDN,PYCR2,RAB10,RAB13,RAC2,RAD51,RAF1,RAP1GDS1,RAPGEF3,RASA4B,RASGRP2,RBM15,RBPJ,RCSD1,RDH11,RDH12,REST,RGCC,RIF1,RIPOR2,RNF14,RNF149,ROBO1,ROCK2,ROMO1,RORA,RRAGD,RXRG,RYR2,S1PR1,SAFB2,SAMHD1,SBDS,SCARB1,SCN5A,SCNN1A,SELENON,SERPINE1,SESN1,SESN2,SFR1,SGK1,SHC1,SHPK,SIRT2,SKP2,SLC1A3,SLC25A24,SLC26A6,SLC27A1,SLC37A4,SLC38A2,SLC41A1,SLC8A3,SLIT2,SLIT3,SMARCA5,SMO,SMPD1,SOD3,SOX9,SPHK1,SPI1,SPIDR,SPP1,SPRY2,SRC,SRI,SSH1,STAT1,STAT5B,STING1,STK26,STOX1,STUB1,STXBP1,SWAP70,SYNGR1,SYT12,SYT2,SYT9,TCIRG1,TEAD2,TEX14,TFPI,TFRC,THBS4,TIGAR,TIMELESS,TLR9,TMEM38A,TMTC4,TNFRSF11A,TNFRSF1B,TNFRSF21,TNIP1,TP63,TPBG,TPM1,TRAF3,TRAF3IP2,TRAF5,TRAIP,TREX1,TRIM72,TWF2,TXNL1,TXNRD1,UBR2,UGCG,UGGT1,UMODL1,USF2,USP18,USP19,VAPB,VASN,VCAM1,VCP,VHL,VIM,VPS26B,WDR35,WDTC1,WNK3,YBX3,ZBTB20,ZBTB7A,ZBTB7B,ZEB1,ZFAND6,ZFP91,ZMIZ1,ZNF703,ZYX


			GO:BP			tube morphogenesis			GO:0035239			1.13E-17			213			ABL1,ACKR3,ACVR1,ADAM8,ADAMTS12,ADAMTS16,ADGRA2,ADGRB2,ADGRB3,ADGRG1,ADIPOR2,ADM,AGT,AMOT,ANGPT2,ANXA2,APAF1,APOE,ASB2,ATOH8,ATP2B4,BMP7,BMPER,BRCA1,C3,CALCRL,CC2D2A,CCDC40,CCN1,CCN3,CDH2,CHI3L1,CIB1,CITED1,COL22A1,CREB3L1,CSNK2B,CTHRC1,CTSZ,CUL7,DCHS1,DCN,DLG5,DLL1,DVL1,E2F7,E2F8,EDA,EDNRA,EFNA1,EGF,EGLN1,EGR3,ELK3,EMILIN1,EMILIN2,ENG,ENPP2,EPAS1,EPHA4,EPHA7,EPHB2,EPHB3,EPHB4,ESR1,EXT1,F3,FGF1,FGF18,FGF9,FKBP10,FLT1,FZD2,GAB1,GATA2,GATA3,GJA5,GJC1,GLI2,GLI3,GLUL,GPC3,HEY2,HK2,HOXA3,HOXA5,HS2ST1,HS6ST1,HSPB6,HTATIP2,IFT57,IL18,ITGA5,ITGAV,ITGB1,JAM3,JUNB,KDR,KIF20B,KIF26B,KLF4,KLHL3,LEPR,LGR4,LIAS,LOC100511937,LOC100737755,LOX,LUZP1,MAPK14,MCAM,MDK,MEOX2,MET,MIB1,MKS1,MMP14,MMRN2,MTDH,MTHFD1L,MTHFR,MYCN,MYO18B,NAXE,NF1,NFATC4,NFIB,NGFR,NOS3,NOTCH2,NRCAM,PAK4,PARVA,PDGFRA,PGK1,PHB2,PKD2,PKM,PLXND1,PRCP,PRDM1,PRKD1,PTK2B,PTK7,PTPRB,PXDN,RAMP1,RAPGEF3,RBM15,RBPJ,RECK,RGCC,RGMA,RNF207,ROBO1,ROCK2,RORA,RRAS,RSPO3,S1PR1,SARS1,SEMA3E,SEMA6A,SERPINE1,SFRP2,SGCD,SGPL1,SHC1,SHROOM3,SLIT2,SMAD2,SMO,SOX11,SOX9,SPARC,SPHK1,SPI1,SPRY2,SRC,SRF,SRPX2,STAB1,STAT1,STK3,STOX1,SULF1,TCAP,TEAD2,TEK,TGFB1,TGFB2,TGFBI,TGFBR1,TGFBR2,THBS2,THBS4,TIMELESS,TMEM59L,TNMD,TP63,TSPAN12,TULP3,VASH1,VASH2,VEGFA,VHL,VSTM4,WASF2,YWHAZ,ZEB1,ZFPM2,ZIC3,ZMIZ1


			GO:BP			cellular localization			GO:0051641			1.33E-17			645			ABHD17C,ABL1,ACTN2,ADRA2A,AFDN,AGRN,AIFM1,AJUBA,AKAP11,AKT2,ALS2CL,AMOT,AMPH,ANK1,ANK3,ANKFY1,ANKRD1,ANKRD13A,ANKRD13C,ANKRD50,ANO1,ANXA2,ANXA8,AP1S1,AP3M2,AP4B1,AP5B1,APOD,APOE,APP,APPBP2,AQP11,ARFIP2,ARHGAP1,ARHGAP44,ARL8B,ARPIN,ARRDC2,ASIC3,ASPM,ATAD1,ATG4A,ATG4D,ATG9A,ATM,ATP1B1,ATP2A1,ATP2A3,ATP2B4,ATP5IF1,ATR,ATXN1,ATXN3,AUP1,AURKB,BAG3,BAIAP3,BARD1,BBS12,BBS2,BBS5,BBS7,BCAP31,BCL3,BCL6,BCR,BID,BIN1,BLOC1S1,BLOC1S4,BLZF1,BMP7,BMPER,BNIP3,BNIP3L,BRCA2,BUB1B,BVES,C1QTNF3,C2CD2L,C7H6ORF125,CACNG1,CACNG7,CALCRL,CALM1,CALR,CAPN3,CASK,CASQ1,CASQ2,CATSPER4,CC2D2A,CCDC14,CCDC47,CCDC88A,CCDC88C,CCL19,CCN3,CCNB1,CCNE2,CCT6A,CD200,CDCA5,CDH2,CDK1,CDK5R1,CDT1,CENPE,CENPF,CENPJ,CEP131,CEP192,CHCHD10,CIB1,CITED1,CLIP3,CLSTN3,CLU,CNR1,CNTLN,COLQ,COPB1,COPE,COPG2,COPS5,CORO1B,CORO1C,CORO2B,CPE,CPLANE1,CPLANE2,CREB3L2,CROCC,CRY2,CTNNA1,CUBN,CUL3,CUTA,DAB2,DCHS1,DDRGK1,DDX1,DDX3X,DENND2A,DHCR24,DHRS7C,DIAPH1,DISC1,DLG4,DLG5,DNAJC1,DNAJC19,DNM1,DOP1B,DTNBP1,DVL1,DYNC2I2,DYNLL1,DZIP1,EDNRA,EFCAB7,EFR3B,EGF,EGR2,EHD4,EIF3J,EMC2,EMC3,EMC7,EML4,EPB41L2,EPHA3,ERBB2,ERBIN,ERO1A,ERP29,ESAM,ESR1,EXOC6,EYA2,EZH2,EZR,FAM83D,FAR2,FBN1,FBN2,FER,FES,FGF9,FHIP1A,FHIP1B,FHOD1,FLOT2,FNBP1L,FOXJ1,FRMD4A,FRMPD1,FYCO1,FYN,FZD9,GBP1,GGA1,GGA2,GJA1,GLI3,GLO1,GNAI1,GOLGB1,GOLT1B,GPC2,GPC3,GPC4,GPM6B,GPRASP1,GPSM2,GRAMD1C,GRID2,GRIN3A,GRIPAP1,HADH,HCLS1,HK1,HK2,HMGCR,HOOK2,HRC,HSPA1L,HSPA5,HSPA9,HTATIP2,IER3,IFT122,IFT140,IFT27,IFT43,IFT46,IFT57,IFT80,IFT88,IKBKG,ILRUN,INPP5F,INTU,IPO13,ISCU,ITGA4,ITGAL,ITGB1,ITGB7,ITPR3,ITSN1,JAM3,KAT2B,KCNB1,KDELR3,KDM1A,KHDRBS1,KIAA0753,KIAA1614,KIF14,KIF18A,KIF1A,KIF1C,KIF20B,KIF22,KIF27,KIF2C,KIF3A,KIF3B,KIF5C,KIFC1,KIT,KLHL21,KPNA1,KPNA2,KPNA3,KPNA5,KTN1,LCN2,LETM1,LGALS3,LMNB1,LMNB2,LMTK2,LOC100511343,LOC100512977,LOC100513346,LOC100519808,LONP2,LRP4,LRRC4,LRRK2,LTBP1,LYN,LZTFL1,MAK,MAN1A1,MAP1B,MAP1S,MAP6,MAPK14,MAPRE1,MAVS,MCM8,MDM2,MFN2,MID1,MKKS,MMD,MMP14,MON1A,MPC2,MPP7,MRAP2,MSH2,MTBP,MTM1,MUL1,MX1,MX2,MYLK2,MYO10,MYO16,MYO1B,MYO7A,NABP2,NANS,NAXE,NBAS,NBEAL2,NDC1,NDC80,NECTIN3,NEDD4L,NEFL,NFKBIA,NFKBIB,NGFR,NIN,NLGN3,NOP16,NOS3,NOSTRIN,NOXRED1,NPC1,NPHP4,NPLOC4,NR1H2,NSD2,NSFL1C,NSG1,NUDCD3,NUF2,NUP107,NUP133,NUP205,NUP62CL,NUP93,NXT2,OBSL1,ODAD4,ODF2,OPHN1,OPTN,OXA1L,P2RY1,PACS1,PAQR3,PARD6G,PARK7,PARP3,PARP9,PCDH17,PCLO,PCSK9,PDCD5,PDZK1,PEX2,PFKM,PGAP1,PHB2,PHLDB2,PIK3R2,PINK1,PIP4K2A,PKD2,PKDCC,PKIG,PLAA,PLCG2,PLD1,PLEKHA8,PLEKHF1,PLEKHM1,PLEKHM2,PLK1,PLK3,PNKD,POLA2,POT1,PPIF,PPM1A,PPM1F,PPP1R15A,PPP2R5A,PPP3CA,PPP3CB,PRELID2,PREPL,PRKAG1,PRKAR1B,PRKCD,PRKCI,PRKCZ,PRKD1,PRR5L,PRRT2,PSAP,PTK2B,PTN,PTPN9,PTPRC,PTPRK,PTPRN,RAB10,RAB13,RAB29,RAB34,RAB3A,RAB3D,RAB7A,RAB8B,RABEP2,RAC2,RAD21,RAF1,RAMP1,RANBP17,RAP1GDS1,RAPGEF3,RBM15B,RCC2,RCN3,REPS2,REST,RGS14,RILPL1,RIMS1,RIPOR2,RNF157,ROCK2,RPA2,RRBP1,RYR2,SAMM50,SAR1B,SCN3B,SDC1,SEC23A,SEC24D,SEC31B,SEC61A1,SEL1L,SELENON,SEPTIN1,SEPTIN11,SEPTIN2,SEPTIN3,SEPTIN4,SEPTIN5,SEPTIN6,SEPTIN7,SEPTIN9,SESN2,SGPP1,SH3GL3,SH3GLB1,SH3PXD2B,SHROOM2,SIK3,SLC1A6,SLC25A24,SLC25A4,SLC26A6,SLC29A2,SLC29A4,SLC30A2,SLC30A7,SLC9A2,SLC9A3R2,SLF1,SLIT1,SMAD2,SMO,SMURF1,SNAP91,SNCG,SNUPN,SNX30,SNX7,SORT1,SOX9,SPAG5,SPDL1,SPG11,SPG7,SPI1,SPICE1,SPIDR,SPRY2,SQSTM1,SRC,SRI,SSX2IP,STAC3,STAU2,STEAP3,STEAP4,STIL,STK11,STK3,STON2,STX11,STX1B,STXBP1,STXBP5,STXBP6,SUN2,SWAP70,SYBU,SYN1,SYNE3,SYNJ2,SYS1,SYT12,SYT2,SYT9,SYTL2,TAP1,TAP2,TAPT1,TASOR,TAX1BP3,TBC1D17,TCF7L2,TCIRG1,TESK1,TFRC,TGFB1,TGFB2,TGFB3,THOC5,TIA1,TIMM44,TIMM50,TIMM8A,TIMM8B,TLK1,TMED3,TMEM107,TMEM201,TMEM231,TMEM35A,TMEM38A,TMEM53,TMEM98,TMSB15A,TMSB15B,TOMM34,TOMM40,TOMM40L,TOMM7,TP53INP2,TPBG,TPCN2,TRAF3IP1,TRAF3IP2,TRAK1,TRAM1,TRAPPC2L,TRAPPC5,TRDN,TREX1,TRPC1,TSPAN33,TSPAN5,TSPO,TTC21B,TTC26,TTC8,TTK,TUB,TUBA1B,TULP3,TWF1,TWF2,TYRO3,UBASH3B,UCP2,UCP3,ULK1,UNC13D,USH1C,VAMP8,VAPB,VCP,VDAC2,VHL,VLDLR,VMP1,VPS13B,VPS26A,VPS26B,VPS26C,VPS33A,VPS37A,VRK1,WDR19,WDR35,WDR45,WDR91,WHAMM,WHRN,WIPI1,WLS,WNK3,WRN,WWTR1,XKR8,XPO1,XPO6,YIF1B,YWHAG,YWHAQ,YWHAZ,ZBTB7A,ZDHHC20,ZER1,ZFAND6,ZFYVE27,ZNF385A,ZNF423,ZNF827,ZWILCH,ZWINT


			GO:BP			neuron projection development			GO:0031175			1.53E-17			216			ABL1,ABL2,ACAP3,ADGRB3,AFG3L2,APOD,APOE,APP,ARHGAP44,ARHGEF25,ARX,AVIL,BCL11A,BHLHB9,BMP5,BMP7,BOC,BSG,BTBD3,CAMK2A,CAPRIN2,CDH11,CDH2,CDK5R1,CHODL,CIB1,CKB,CNP,CNR1,CNTN1,CNTN4,CRABP2,CRMP1,CTHRC1,CTNND2,CUL7,CUX2,CYFIP2,DCX,DIP2B,DISC1,DLG4,DLG5,DOCK7,DPYSL5,DTNBP1,DVL1,EDNRA,EFNA1,EFNB3,EGR2,EIF3J,EMB,EPHA3,EPHA4,EPHA7,EPHB2,EPHB3,EPHB4,ERBB2,ETV1,EXT1,FBXW8,FES,FLRT3,FMR1,FN1,FYN,GATA3,GFRA3,GLI2,GLI3,GPM6B,GPR37,GRID2,GRIN3A,GRM7,IFT27,IFT88,IGSF9,INPP5F,INPP5J,ITGB1,ITM2C,JADE2,KIF20B,KIF5C,KLF4,LAMB1,LIMK1,LRP4,LRP8,LRRC4C,LRRK2,LRTM1,LYN,MAP1A,MAP1B,MAP1S,MAP2,MAP3K13,MAP4,MAP4K4,MAP6,MAPT,MDK,MFSD2A,MKS1,MUL1,MYO7A,MYOT,NEDD4L,NEFL,NEGR1,NEK3,NEO1,NEURL1,NEXN,NFATC4,NFIB,NGFR,NIN,NRCAM,NTF4,NTN3,NUMBL,NYAP1,OBSL1,OPHN1,PAK3,PAK4,PAQR3,PLAA,PLPPR4,PLXNA1,PLXNA2,PLXNA3,PLXNB3,PLXND1,PPP1R9A,PPP3CA,PRELID2,PRKCI,PRKCZ,PRKD1,PTK2B,PTK7,PTN,PTPN9,PTPRD,PTPRS,PTPRZ1,RAB13,RAB29,RAB3A,RAC2,RGMA,RIMS1,RIPOR2,RND2,RNF165,ROBO1,ROR2,RUFY3,SCARF1,SCN1B,SDC2,SDK1,SEMA3A,SEMA3E,SEMA3G,SEMA4F,SEMA5B,SEMA6A,SEMA6C,SEMA7A,SFRP2,SHTN1,SIPA1L1,SLIT1,SLIT2,SLIT3,SLITRK1,SLITRK2,SLITRK4,SLITRK5,SLITRK6,SMO,SMURF1,SPART,SPG11,SRF,SRGAP2,STK11,STMN2,STXBP1,SYT2,TNC,TOP2B,TOX,TPBG,TRIO,TSKU,TTC8,TWF1,TWF2,UBA6,ULK1,UNC5B,USH1C,UST,VASH2,VIM,WDR47,WHRN,ZFYVE27


			GO:BP			regulation of anatomical structure morphogenesis			GO:0022603			1.54E-17			202			ABL1,ADAMTS12,ADGRA2,ADGRB2,ADGRB3,ADM,AGT,AMOT,ANGPT2,ARHGAP44,ATP2B4,BAMBI,BCR,BHLHB9,BMP7,BMPER,BNIP3,BRCA1,BTBD7,BVES,C3,CAPRIN2,CD44,CDC42EP3,CDH2,CDK5R1,CHI3L1,CORO1B,CORO1C,CRABP2,CREB3L1,CTHRC1,CUL7,CUX2,DAB2,DCN,DDHD2,DIAPH1,DIP2B,DLC1,DLL1,DMRT2,DPYSL5,DVL1,EFNA1,EFNB3,EGF,EGLN1,EMILIN1,EMILIN2,ENG,ENPP2,EPHA4,EPHA7,EPHB2,EPHB3,EPS8,ESR1,EZR,F3,FAM171A1,FBXW8,FES,FGD1,FGF1,FGF18,FLT1,FMNL1,FMNL2,FMNL3,FN1,FOXJ1,FYN,FZD2,GAB1,GATA2,GATA3,GJA1,GPC3,HGF,HK2,HOXA5,HPN,HSPB6,HTATIP2,ITGA5,ITGB1,KDR,KIT,KLF4,LARP4,LFNG,LGR4,LIMK1,LRP4,LRP8,LRRC4C,LRRK2,MAP3K13,MAP6,MDK,MFSD2A,MKS1,MMRN2,MTDH,MUL1,MYO10,NAXE,NEDD4L,NEFL,NF1,NFATC4,NGFR,NIN,NOS3,OBSL1,OMA1,P2RY1,PAK4,PARVB,PDPN,PGK1,PHB2,PHLDB2,PINK1,PKM,PLAA,PLEKHA4,PLEKHO1,PLXNA1,PLXNA2,PLXNA3,PLXNB3,PLXND1,PPP3CA,PRKD1,PTK2B,PTK7,PTPRD,PTPRS,RAC2,RAPGEF3,RECK,RGCC,RHOD,RHOF,RHOU,RIMS1,RND2,RNF207,ROBO1,ROCK2,RRAS,RUFY3,SARS1,SEMA3E,SEMA3G,SEMA4F,SEMA5B,SEMA6A,SEMA6C,SEMA7A,SERPINE1,SFRP2,SIPA1L1,SLITRK1,SMO,SMURF1,SOX9,SPARC,SPART,SPHK1,SPRY2,SRC,SRF,STAB1,STAT1,STK11,STOX1,SULF1,SYNE3,SYT2,TEK,TENM4,TFRC,TGFB1,TGFB2,TGFBR2,THBS2,THBS4,TNMD,TPM1,TSPAN12,TWF2,UST,VANGL2,VASH1,VASH2,VAT1,ZFYVE27,ZMYM4,ZNF135


			GO:BP			generation of neurons			GO:0048699			1.66E-17			305			ABL1,ABL2,ACAP3,ACSL4,ADGRB3,ADGRG1,ADRA2C,AFG3L2,AKNA,ALDH1A2,APOD,APOE,APP,ARHGAP44,ARHGEF2,ARHGEF25,ARX,ATAT1,ATF5,ATOH8,ATP2B2,AVIL,BCL11A,BCL6,BEND6,BHLHB9,BIN1,BMP5,BMP6,BMP7,BOC,BSG,BTBD3,C3,CALR,CAMK2A,CAPRIN2,CDH11,CDH2,CDK5R1,CDON,CHODL,CIB1,CKB,CNP,CNR1,CNTN1,CNTN4,CRABP2,CRMP1,CTF1,CTHRC1,CTNNA1,CTNND2,CUL7,CUX2,CYB5D2,CYFIP2,DBX1,DCX,DIP2B,DISC1,DLG4,DLG5,DLL1,DOCK7,DOK5,DPYSL5,DTNBP1,DVL1,EDNRA,EFNA1,EFNB3,EGR2,EHMT2,EIF3J,EIF4G1,EMB,EPHA3,EPHA4,EPHA7,EPHB2,EPHB3,EPHB4,ERBB2,ETV1,EXT1,FAIM2,FBXW8,FES,FGFR1,FLRT3,FMR1,FN1,FYN,FZD2,FZD9,GATA2,GATA3,GBA2,GDF11,GFRA3,GLI2,GLI3,GPM6B,GPR173,GPR37,GRID2,GRIN3A,GRM7,GSDME,HEY2,HS6ST1,IFT140,IFT27,IFT88,IGSF10,IGSF9,INPP5F,INPP5J,ITGB1,ITM2C,JADE2,KCNIP2,KDM1A,KIF20B,KIF5C,KLF4,LAMB1,LIMK1,LOC100625134,LRP4,LRP8,LRRC4C,LRRK2,LRTM1,LYN,MAP1A,MAP1B,MAP1S,MAP2,MAP3K13,MAP4,MAP4K4,MAP6,MAPT,MDGA1,MDK,MEF2C,MFSD2A,MIB1,MKS1,MMD,MUL1,MYCN,MYO7A,MYOT,NAV1,NDN,NEDD4L,NEFL,NEGR1,NEK3,NEO1,NEURL1,NEXN,NFATC4,NFIB,NGFR,NIN,NPHP4,NR2F6,NRCAM,NTF4,NTN3,NUMBL,NYAP1,OBSL1,OGDH,OPHN1,PAK3,PAK4,PAQR3,PBX3,PBX4,PCSK9,PLAA,PLPPR4,PLXNA1,PLXNA2,PLXNA3,PLXNB3,PLXND1,PPP1R9A,PPP3CA,PRDM1,PRELID2,PRKCI,PRKCZ,PRKD1,PROM1,PTK2B,PTK7,PTN,PTPN9,PTPRD,PTPRS,PTPRZ1,RAB13,RAB29,RAB3A,RAC2,RBPJ,REST,RGMA,RIMS1,RIPOR2,RND2,RNF165,ROBO1,ROR2,RORA,RUFY3,SCARF1,SCN1B,SCRT1,SDC2,SDK1,SEMA3A,SEMA3E,SEMA3G,SEMA4F,SEMA5B,SEMA6A,SEMA6C,SEMA7A,SFRP2,SHTN1,SIPA1L1,SLC1A3,SLC4A7,SLIT1,SLIT2,SLIT3,SLITRK1,SLITRK2,SLITRK4,SLITRK5,SLITRK6,SMO,SMURF1,SOX11,SOX9,SPART,SPG11,SRF,SRGAP2,STK11,STMN2,STXBP1,SYT2,TCF12,TDP2,TENM1,TENM2,TENM3,TENM4,TGFBR1,THAP11,TNC,TOP2B,TOX,TPBG,TRIO,TSKU,TTC21B,TTC8,TTLL1,TULP3,TWF1,TWF2,TYRO3,UBA6,UGCG,UGDH,ULK1,UNC5B,UQCRQ,USH1C,UST,VASH2,VIM,WDR47,WHRN,WNT4,WNT5B,YWHAZ,ZEB1,ZFP91,ZFYVE27,ZHX2,ZIC3,ZMIZ1,ZNF521,ZNF536


			GO:BP			locomotion			GO:0040011			1.80E-17			295			ABL1,ACKR3,ACKR4,ACVR1,ADAM15,ADAM8,ADGRA2,ADGRG1,ADRA2A,AGT,AJUBA,AKT2,AMOT,ANGPT2,APOD,APOE,APP,ARHGEF25,ARHGEF39,ARRDC3,ARX,ATM,ATOH8,ATP1A2,ATP2B4,ATP5F1A,BCR,BMP7,BMPER,BOC,BSG,BST1,BVES,CALR,CAMK2A,CCL19,CCL5,CCN1,CCN3,CCR9,CD151,CD9,CDH11,CDK5R1,CFAP20,CHRD,CHST2,CIB1,CLN6,CNTN1,CNTN4,CORO1B,CORO1C,CPNE3,CRMP1,CSNK2B,CTNNA1,CX3CR1,CXCL2,CXCR6,CYP7B1,DAB2,DAPK2,DCN,DDR2,DDRGK1,DDX58,DEFB1,DLC1,DLG5,DOCK10,DOCK5,DOCK7,DOCK8,DPP4,DPYSL5,DUSP1,DUSP10,DUSP3,DVL1,EDNRA,EFNA1,EFNB3,EGF,EGR2,EGR3,EMB,EMILIN1,EMILIN2,ENG,ENPP2,EPHA3,EPHA4,EPHA7,EPHB2,EPHB3,EPHB4,ERBB2,ETV1,EXT1,FBLN1,FBXO5,FER,FERMT3,FES,FGF1,FGF18,FGF21,FGFR1,FLRT3,FLT1,FN1,GAB1,GATA2,GATA3,GCNT1,GFRA3,GJA1,GLI2,GLI3,GPI,GPR173,GPR37,HABP2,HBEGF,HGF,HRH1,HSPA5,IGFBP5,IGSF10,IGSF9,IL16,IL1R1,INPP5F,INSR,ITGA6,ITGA9,ITGAV,ITGB1,JAM3,KDR,KIF14,KIF20B,KIF2A,KIF5C,KIT,KLF4,KLHL12,LAMA3,LAMA4,LAMB1,LDB2,LDB3,LGALS3,LOC100519808,LOC100737755,LOC110255205,LOX,LRCH1,LRRK2,LRTM1,LYN,LYVE1,MAPRE2,MDK,MEF2C,MEOX2,MET,MGAT5,MITF,MKKS,MMP14,MMRN2,MSTN,MYOT,NAV3,NEFL,NEO1,NEXN,NF1,NFIB,NGFR,NOS3,NR4A3,NRCAM,NTN3,NTRK3,PARVA,PATZ1,PDE4B,PDGFA,PDGFC,PDGFD,PDGFRA,PDPN,PHLDB2,PLAA,PLCB1,PLCG1,PLCG2,PLEKHG3,PLPP3,PLXNA1,PLXNA2,PLXNA3,PLXNB3,PLXND1,PODN,PPM1F,PPP3CA,PPP3CB,PRCP,PRKCD,PRKCQ,PRKD1,PRR5L,PRSS56,PTK2B,PTK7,PTN,PTPRC,PTPRG,PTPRJ,PTPRK,RAB13,RAC2,RAP2C,RCC2,RECK,RGCC,RHOD,RIPOR2,RNF165,ROBO1,ROCK2,ROR2,RRAS,RUFY3,S1PR1,SBDS,SCAI,SCN1B,SCRT1,SEMA3A,SEMA3E,SEMA3G,SEMA4F,SEMA5B,SEMA6A,SEMA6C,SEMA6D,SEMA7A,SERPINE1,SFRP2,SH3RF2,SHTN1,SLC37A4,SLIT1,SLIT2,SLIT3,SMO,SOX9,SPARC,SPHK1,SPI1,SPRY2,SRC,SRGAP1,SRGAP2,SRPX2,SSX2IP,STC1,STK10,STK26,SULF1,SUN2,SWAP70,TEK,TGFB1,TGFB2,TGFBR1,TGFBR2,THBS4,TIAM1,TIMP1,TMEFF2,TMSB15A,TMSB15B,TPBG,TPM1,TRIO,TTC8,UNC5B,VASH1,WNT5B


			GO:BP			cell motility			GO:0048870			2.13E-17			362			ABL1,ACAP3,ACKR3,ACKR4,ACVR1,ADAM15,ADAM8,ADAMTS12,ADCY3,ADGRA2,ADGRG1,ADRA2A,AGT,AJUBA,AKT2,AMOT,ANGPT2,ANLN,APOD,APOE,APP,ARHGEF39,ARPC5,ARX,ASAP3,ATM,ATOH8,ATP2B4,ATP5F1A,BAMBI,BCR,BMP7,BMPER,BST1,BVES,CALR,CAMK2A,CATSPER4,CCDC141,CCDC40,CCDC65,CCDC88A,CCL19,CCL5,CCN1,CCN3,CCR9,CD151,CD44,CD9,CDH11,CDH2,CDK5R1,CEP131,CFAP20,CHRD,CHST2,CIB1,COL5A1,CORO1B,CORO1C,CORO6,CPNE3,CSNK2B,CSPG4,CTNNA1,CUL3,CX3CR1,CXCL2,CXCR6,CYP7B1,DAB2,DAPK2,DCHS1,DCN,DCX,DDR2,DDRGK1,DDX58,DEFB1,DISC1,DLC1,DLG5,DOCK10,DOCK5,DOCK7,DOCK8,DPP4,DRC1,DUSP1,DUSP10,DUSP3,DZIP1,EDNRA,EFHC1,EFNA1,EFS,EGF,EGR3,EMILIN1,EMILIN2,ENG,ENPP2,EPHA4,EPHB2,EPHB3,EPHB4,EPS8,EXT1,FAM83D,FAP,FBLN1,FBXO5,FER,FERMT3,FES,FGF1,FGF18,FGF21,FGFR1,FGFR4,FLRT3,FLT1,FMNL1,FMNL3,FN1,FOXJ1,FSCN1,FYN,GAB1,GATA2,GATA3,GCNT1,GFRA3,GJA1,GLI3,GPC2,GPC3,GPC4,GPC6,GPI,GPR173,GRB10,HABP2,HBEGF,HGF,HOXA5,HRH1,HSPA5,IER2,IGFBP5,IGSF10,IL16,IL1R1,INPP5F,INSR,ITGA2,ITGA4,ITGA5,ITGA6,ITGA9,ITGAL,ITGAV,ITGB1,ITGB4,ITGB6,ITGB7,JAM3,KDR,KIF14,KIF20B,KIF2A,KIT,KLF4,KLHL12,LAMA3,LAMA4,LAMB1,LAMB3,LAMC1,LAMC3,LDB2,LGALS3,LOC100511937,LOC100513346,LOC100519808,LOC100737755,LOC110255205,LOX,LRCH1,LRP8,LRRK2,LYN,LYVE1,LZTFL1,MAPRE1,MAPRE2,MDGA1,MDK,MEF2C,MEGF9,MEOX2,MET,MGAT5,MITF,MKKS,MMP14,MMRN2,MNS1,MSTN,NAV1,NAV3,NET1,NEURL1,NEXN,NF1,NGFR,NOS3,NPHP4,NR4A3,NTRK3,OGDH,PARVA,PATZ1,PDE4B,PDGFA,PDGFC,PDGFD,PDGFRA,PDPN,PHB2,PHLDB2,PIK3C2A,PLAA,PLAT,PLCB1,PLCG1,PLCG2,PLEKHG3,PLEKHO1,PLPP3,PLXNA1,PLXNA2,PLXNA3,PLXNB3,PLXND1,PODN,PODXL,PODXL2,PPM1F,PPP3CA,PRCP,PRKCD,PRKCQ,PRKD1,PRR5L,PRSS56,PTK2B,PTK7,PTN,PTPRC,PTPRG,PTPRJ,PTPRK,RAB13,RAC2,RADIL,RAP2C,RCC2,RECK,RGCC,RHOD,RHOF,RIPOR2,RND2,ROBO1,ROCK2,ROR2,RRAS,RUFY3,S1PR1,SBDS,SCAI,SCARB1,SCRT1,SDC1,SDC2,SDC3,SEMA3E,SEMA3G,SEMA4F,SEMA5B,SEMA6A,SEMA6C,SEMA6D,SEMA7A,SERPINE1,SFRP2,SGPL1,SH3RF2,SHTN1,SLC22A16,SLC37A4,SLIRP,SLIT1,SLIT2,SMO,SOX9,SPARC,SPDL1,SPEF2,SPHK1,SPI1,SPRY2,SRC,SRF,SRGAP1,SRGAP2,SRPX2,SSX2IP,STAT5B,STC1,STK10,STK26,SULF1,SUN2,SWAP70,TEK,TEKT1,TESK1,TGFB1,TGFB2,TGFBR1,TGFBR2,THBS4,TIAM1,TIMP1,TMEFF2,TMEM201,TMSB15A,TMSB15B,TNS1,TOP2B,TPBG,TPM1,TRIM55,TSPAN11,TTC21A,TTLL1,TYRO3,UMODL1,VASH1,VAV2,VCAM1,VHL,VSTM4,WASF2,WDR47,WNT5B,WWC2,ZFAND5,ZMIZ1


			GO:BP			blood vessel development			GO:0001568			2.30E-17			179			ABL1,ACKR3,ACTA2,ACVR1,ADAM8,ADAMTS6,ADGRA2,ADGRB2,ADGRB3,ADGRG1,ADIPOR2,ADM,ALDH1A2,AMOT,ANGPT2,ANTXR1,ANXA2,APOE,ATP2B4,BMP7,BMPER,BRCA1,C3,CALCRL,CCN1,CCN3,CDH2,CHI3L1,CIB1,CITED1,COL1A2,COL22A1,COL5A1,CPLANE1,CREB3L1,CUL7,DCN,DLL1,E2F7,E2F8,EDNRA,EFNA1,EGF,EGLN1,EGR2,EGR3,ELK3,EMILIN1,EMILIN2,ENG,ENPP2,EPAS1,EPHB2,EPHB3,EPHB4,F3,FBXW8,FGF1,FGF18,FGF9,FKBP10,FLT1,GAB1,GATA2,GJA5,GJC1,GLI3,GLUL,GPC3,HEY2,HK2,HOXA3,HOXA5,HS6ST1,HSPB6,HTATIP2,IL18,IL6R,ITGA5,ITGAV,ITGB1,JAM3,JUNB,KDR,KLF4,LAMA4,LEPR,LOC100511937,LOC100737755,LOX,LUZP1,MAPK14,MCAM,MDK,MDM2,MEOX2,MIB1,MMP2,MMRN2,MTDH,MYO18B,NAXE,NF1,NFATC4,NGFR,NOS3,NOTCH2,NRCAM,PAK4,PARVA,PCSK5,PDGFRA,PGK1,PKD2,PKM,PLPP3,PLXND1,PRCP,PRDM1,PRKD1,PTK2B,PTK7,PTPRB,PXDN,RAMP1,RAPGEF1,RAPGEF3,RBM15,RBPJ,RECK,RGCC,ROBO1,ROCK2,RORA,RRAS,RSPO3,S1PR1,SARS1,SEMA3E,SEMA6A,SERPINE1,SFRP2,SGCD,SGPL1,SHC1,SLC2A10,SLIT2,SMO,SPARC,SPHK1,SPI1,SPRY2,SRF,SRPX2,STAB1,STAT1,SULF1,TCF7L2,TEAD2,TEK,TGFB1,TGFB2,TGFBI,TGFBR1,TGFBR2,THBS2,THBS4,TNMD,TREX1,TSPAN12,VASH1,VASH2,VEGFA,VHL,VSTM4,WASF2,YWHAZ,ZFPM2,ZMIZ1


			GO:BP			cell part morphogenesis			GO:0032990			2.39E-17			168			ABL1,ADGRB3,AFG3L2,APP,ARHGAP44,ARHGEF25,ARX,BHLHB9,BMP7,BOC,BSG,BTBD3,CAPRIN2,CD44,CDH11,CDH2,CDK5R1,CNP,CNTN1,CNTN4,CORO1B,CORO1C,CRABP2,CRMP1,CTNND2,CUL7,CUX2,CYFIP2,DCX,DIP2B,DLG4,DOCK7,DPYSL5,DTNBP1,DVL1,EDNRA,EFNA1,EFNB3,EGR2,EIF3J,EMB,ENPP2,EPHA3,EPHA4,EPHA7,EPHB2,EPHB3,EPHB4,ERBB2,ETV1,EXT1,FBXW8,FLRT3,FN1,FYN,GATA3,GFRA3,GLI2,GLI3,IGSF9,ITGB1,JADE2,KIF20B,KIF5C,LIMK1,LRP4,LRP8,LRRC4C,LRRK2,LRTM1,MAP1A,MAP1B,MAP1S,MAP2,MAP3K13,MAP4K4,MAP6,MDK,MFSD2A,MTM1,MUL1,MYH14,MYO9B,MYOT,NEDD4L,NEFL,NEK3,NEO1,NEXN,NFATC4,NFIB,NGFR,NIN,NRCAM,NTF4,NTN3,NUMBL,NYAP1,OBSL1,PAK3,PDPN,PLAA,PLEKHO1,PLPPR4,PLXNA1,PLXNA2,PLXNA3,PLXNB3,PLXND1,POLDIP2,PPP3CA,PRKCZ,PTK7,PTN,PTPRD,PTPRS,PTPRZ1,RAB3A,RAC2,RIMS1,RND2,RNF165,ROBO1,RUFY3,SCN1B,SDC2,SEMA3A,SEMA3E,SEMA3G,SEMA4F,SEMA5B,SEMA6A,SEMA6C,SEMA7A,SHTN1,SIPA1L1,SLIRP,SLIT1,SLIT2,SLIT3,SLITRK1,SLITRK2,SLITRK4,SLITRK5,SLITRK6,SMO,SMURF1,SPART,SPG11,SRC,SRF,SRGAP2,STK11,STXBP1,SUPV3L1,SYT2,TOP2B,TPBG,TRIO,TSKU,TTC8,TWF2,ULK1,UNC5B,UST,WASF2,WDR47,ZFYVE27


			GO:BP			microtubule-based process			GO:0007017			2.45E-17			241			ABL1,ACTR3,ADCY3,AP3M2,APC2,APP,ARHGEF10,ARHGEF2,ARL8B,ARPIN,ASPM,ATAT1,ATF5,ATP2B4,ATXN3,AURKB,BBS12,BLOC1S1,BLOC1S4,BRCA1,BRCA2,CAPN6,CATSPER4,CC2D2A,CCDC40,CCDC65,CCDC88A,CCDC88C,CCNB1,CCNB2,CCNF,CCP110,CDC14B,CDC20,CDK1,CDK2AP2,CDK5R1,CENPE,CENPH,CENPJ,CEP131,CEP152,CEP76,CEP85,CFAP20,CHD3,CHEK1,CIB1,CKAP2,CKAP5,CLIP1,CLIP3,CLIP4,CNTLN,CNTROB,COPG2,CPLANE2,CRMP1,CROCC,CUL7,DCX,DEFB1,DIAPH1,DISC1,DLGAP5,DNAAF5,DNAH10,DNAL4,DOCK7,DRC1,DST,DTNBP1,DVL1,DYNC2I2,DYNLL1,DZIP1,EFHC1,EIF3J,EML4,EPHA3,ERBB2,ESPL1,EZR,FAM110A,FBXO5,FBXW5,FER,FES,FIGNL1,FLOT2,FOXJ1,FYCO1,GAS2L3,GBA2,GEN1,GJA1,GNAI1,GPSM2,HAUS5,HAUS6,HOOK2,IFT122,IFT140,IFT27,IFT43,IFT46,IFT57,IFT88,ITGB1,KAT2B,KIAA0753,KIAA1614,KIF11,KIF12,KIF14,KIF15,KIF18A,KIF18B,KIF1A,KIF1C,KIF20A,KIF20B,KIF21B,KIF22,KIF23,KIF24,KIF26B,KIF27,KIF2A,KIF2C,KIF3A,KIF3B,KIF4A,KIF5C,KIFC1,KLC2,KLHL42,KTN1,LOC100155138,LOC100158003,LOC100510930,LOC100523684,LZTFL1,MACF1,MAK,MAP1A,MAP1B,MAP1S,MAP2,MAP4,MAP6,MAPRE1,MAPT,MASTL,MEMO1,MET,MID1,MID1IP1,MKKS,MNS1,MYBL2,NAV1,NAV3,NCKAP5,NCKAP5L,NDC80,NEFL,NEK2,NEURL1,NIN,NINL,NPHP4,NSFL1C,NTMT1,NUF2,OBSL1,ODAD4,ODF2,PARD6G,PARP3,PCLAF,PHLDB2,PLK1,PLK3,POC1B,PRKCZ,RACGAP1,RGS14,ROCK2,SASS6,SBDS,SEPTIN1,SGO1,SIK3,SKA1,SLAIN2,SLC22A16,SLIRP,SPAG5,SPC25,SPDL1,SPEF1,SPEF2,SPG11,SPG7,SPICE1,SPRY2,SRGAP2,SS18,SSX2IP,STAU2,STIL,STK11,STMN1,STMN2,SUN2,SYBU,TACC1,TACC3,TEKT1,TMEM201,TMEM67,TPX2,TRAF3IP1,TRAK1,TRIM36,TTC21A,TTC21B,TTC26,TTLL1,TUB,TUBA1B,TUBA4A,TUBB,TUBE1,TUBGCP4,TUBGCP6,WDR19,WDR35,WDR47,XPO1


			GO:BP			phosphorylation			GO:0016310			2.74E-17			429			ABL1,ABL2,ACAT1,ACE,ACSL1,ACVR1,ADAM8,ADRA2A,ADRA2C,AGT,AJUBA,AK1,AK3,AK5,AKAP6,AKT1S1,AKT2,ALDH18A1,ALDOC,ALPK2,APOE,APP,ARAF,ARHGEF2,ATM,ATP2B4,ATR,AURKB,BARD1,BCKDK,BCR,BDKRB2,BLM,BMP5,BMP6,BMP7,BMPER,BST1,BTC,BUB1,BUB1B,C3,CAB39,CAB39L,CAMK2A,CAMK2G,CAMKK2,CAMKV,CASK,CBL,CCDC88A,CCDC88C,CCL19,CCN1,CCNB1,CCNB2,CCNB3,CCNE1,CCNE2,CCNG2,CCNL1,CCNT2,CD109,CD40LG,CD44,CD80,CDC25B,CDC42BPG,CDK1,CDK14,CDK17,CDK20,CDK2AP2,CDK5R1,CDON,CENPE,CEP85,CERKL,CHEK1,CHI3L1,CIB1,CIT,CKMT2,CKS2,CLIP3,CLK3,CLSPN,CLU,CMPK2,CNKSR1,COPS8,COQ8A,CORO1C,CRYBG3,CSF3,CSNK1G3,CSNK2B,CSPG4,CTF1,DAB2,DAPK1,DAPK2,DBF4,DBNDD1,DCLK3,DDR2,DDRGK1,DDX3X,DOCK7,DTNBP1,DUSP1,DUSP10,DVL1,DYNLL1,DYRK1B,EDNRA,EEF1A1,EFNA1,EGF,EIF4G1,EMILIN1,ENG,ENO3,ENPP2,EPHA3,EPHA4,EPHA7,EPHB2,EPHB3,EPHB4,ERBB2,ERBB3,ERP29,EZH2,FAM20A,FAS,FASTK,FBLN1,FER,FES,FGF1,FGF18,FGF21,FGFR1,FGFR4,FGGY,FLT1,FMR1,FN1,FN3K,FNIP1,FOXO1,FXR1,FXR2,FYN,FZD10,GADD45B,GAPDH,GDF11,GDF9,GHR,GK,GK5,GKAP1,GPAT4,GPD1,GPI,GPRC5B,GRB10,GRK2,GRK7,GUK1,HBEGF,HCLS1,HGF,HIPK4,HK1,HK2,HMGCR,HRC,HTATIP2,HUNK,IER3,IL12RB2,IL15,IL18,IL6R,IL6ST,INPP5F,INPP5J,INSR,IQGAP3,IRAK1,IRAK1BP1,IRAK2,ITGA5,ITGA6,KAT2B,KDR,KIF14,KIT,KLHL31,LCK,LDB2,LEPR,LIMK1,LMTK2,LOC100511937,LOC110258060,LOX,LRP4,LRP8,LRRK1,LRRK2,LYN,MAK,MAP2K2,MAP3K10,MAP3K13,MAP3K14,MAP3K15,MAP3K2,MAP3K20,MAP4K1,MAP4K4,MAPK14,MAPK4,MAPK8IP1,MAPKAPK2,MAST3,MAST4,MASTL,MAVS,MELK,MET,MICAL1,MKNK2,MLXIPL,MMD,MRE11,MSTN,MUSK,MVK,MYLK2,MYLK4,NAGK,NCAPG2,NDUFS4,NEK1,NEK2,NEK3,NEK4,NEK6,NEURL1,NIBAN1,NME4,NME6,NOS1,NRK,NTF4,NTRK3,NYAP1,OGT,PAK3,PAK4,PANK3,PANK4,PAQR3,PARK7,PARP14,PARP16,PARP9,PASK,PBK,PDGFA,PDGFC,PDGFD,PDGFRA,PDK2,PDK4,PFKM,PGAM2,PGK1,PHB2,PHKG1,PIK3C2A,PIK3R2,PINK1,PIP4K2A,PIP4K2C,PKD2,PKDCC,PKIG,PKM,PLCE1,PLCG2,PLK1,PLK3,PLPP3,PLXNA1,PLXNA2,PLXNA3,PLXNB3,PLXND1,PPARA,PPARGC1B,PPIP5K1,PPIP5K2,PPM1F,PPME1,PPP1R14C,PPP2R5A,PPP3CB,PRDX3,PRKAB2,PRKAG1,PRKAG3,PRKAR1A,PRKAR1B,PRKAR2A,PRKCD,PRKCH,PRKCI,PRKCQ,PRKCZ,PRKD1,PRKG2,PRPS1,PRR5,PRR5L,PRRC1,PTGES3,PTK2B,PTK7,PTPN13,PTPN4,PTPRA,PTPRB,PTPRC,PTPRJ,PXK,RAD51,RAF1,RAP2C,RAPGEF3,RB1CC1,RGCC,RGS14,ROBO1,ROCK2,ROR2,ROS1,RPS6KA1,RPS6KA3,RPS6KB2,RUBCN,S1PR2,SEMA7A,SESN2,SFRP2,SGK1,SH3BP5,SHPK,SIK3,SIRT2,SKP2,SLC27A1,SLC8A3,SLIT2,SMAD2,SMPD1,SOX9,SPHK1,SPRED2,SPRY2,SQSTM1,SRC,SRPX2,STK10,STK11,STK17B,STK26,STK3,STOX1,STT3A,TAF11,TAF12,TBCK,TBRG4,TEK,TESK1,TESK2,TEX14,TFRC,TGFB1,TGFB2,TGFBR1,TGFBR2,THBS4,TIGAR,TLK1,TLR9,TNFRSF11A,TPD52L1,TPI1,TPX2,TRAF3IP1,TREX1,TRIO,TRPT1,TSSK3,TTK,TWF1,TYRO3,UBASH3B,ULK1,ULK3,VAV2,VRK1,VRK3,WDR91,WEE1,WNK3,WWTR1,XYLB,YWHAZ,ZBTB20,ZBTB7A,ZFP91


			GO:BP			cell projection morphogenesis			GO:0048858			3.25E-17			163			ABL1,ADGRB3,AFG3L2,APP,ARHGAP44,ARHGEF25,ARX,BHLHB9,BMP7,BOC,BSG,BTBD3,CAPRIN2,CD44,CDH11,CDH2,CDK5R1,CNP,CNTN1,CNTN4,CORO1B,CORO1C,CRABP2,CRMP1,CTNND2,CUL7,CUX2,CYFIP2,DCX,DIP2B,DLG4,DOCK7,DPYSL5,DTNBP1,DVL1,EDNRA,EFNA1,EFNB3,EGR2,EIF3J,EMB,ENPP2,EPHA3,EPHA4,EPHA7,EPHB2,EPHB3,EPHB4,ERBB2,ETV1,EXT1,FBXW8,FLRT3,FN1,FYN,GATA3,GFRA3,GLI2,GLI3,IGSF9,ITGB1,JADE2,KIF20B,KIF5C,LIMK1,LRP4,LRP8,LRRC4C,LRRK2,LRTM1,MAP1A,MAP1B,MAP1S,MAP2,MAP3K13,MAP4K4,MAP6,MDK,MFSD2A,MUL1,MYO9B,MYOT,NEDD4L,NEFL,NEK3,NEO1,NEXN,NFATC4,NFIB,NGFR,NIN,NRCAM,NTF4,NTN3,NUMBL,NYAP1,OBSL1,PAK3,PDPN,PLAA,PLEKHO1,PLPPR4,PLXNA1,PLXNA2,PLXNA3,PLXNB3,PLXND1,PPP3CA,PRKCZ,PTK7,PTN,PTPRD,PTPRS,PTPRZ1,RAB3A,RAC2,RIMS1,RND2,RNF165,ROBO1,RUFY3,SCN1B,SDC2,SEMA3A,SEMA3E,SEMA3G,SEMA4F,SEMA5B,SEMA6A,SEMA6C,SEMA7A,SHTN1,SIPA1L1,SLIT1,SLIT2,SLIT3,SLITRK1,SLITRK2,SLITRK4,SLITRK5,SLITRK6,SMO,SMURF1,SPART,SPG11,SRC,SRF,SRGAP2,STK11,STXBP1,SYT2,TOP2B,TPBG,TRIO,TSKU,TTC8,TWF2,ULK1,UNC5B,UST,WASF2,WDR47,ZFYVE27


			GO:BP			regulation of cellular process			GO:0050794			3.89E-17			2034			AARS1,ABCA5,ABHD17C,ABHD5,ABI3BP,ABL1,ABL2,ABLIM3,ABR,ABRACL,ACADM,ACADVL,ACAP3,ACE,ACKR3,ACKR4,ACO1,ACOT8,ACOX2,ACSL1,ACTC1,ACTN2,ACTR3,ACVR1,ADAM11,ADAM12,ADAM15,ADAM22,ADAM8,ADAMTS12,ADAMTS15,ADAMTS20,ADAMTS6,ADAMTS7,ADAMTS9,ADCY2,ADCY3,ADCY4,ADCY6,ADCY9,ADCYAP1R1,ADGRA2,ADGRB2,ADGRB3,ADGRG1,ADGRG2,ADGRL1,ADGRL2,ADIPOR2,ADM,ADNP,ADORA2A,ADRA1D,ADRA2A,ADRA2C,AEBP1,AEN,AFAP1,AFAP1L2,AFDN,AGRN,AGT,AGTR2,AHR,AIFM1,AJUBA,AKAP13,AKAP6,AKNA,AKT1S1,AKT2,ALDH1A2,ALPK2,AMOT,ANGPT2,ANGPTL1,ANGPTL4,ANK3,ANKFY1,ANKIB1,ANKRD1,ANKRD13A,ANKRD13B,ANKRD13C,ANKRD2,ANKRD23,ANLN,ANO1,ANO2,ANPEP,ANTXR1,ANXA2,APAF1,APC2,APIP,APLP1,APOD,APOE,APOM,APP,AQP11,ARAF,ARFIP2,ARHGAP1,ARHGAP11A,ARHGAP12,ARHGAP20,ARHGAP23,ARHGAP27,ARHGAP32,ARHGAP36,ARHGAP39,ARHGAP42,ARHGAP44,ARHGAP45,ARHGAP5,ARHGEF10,ARHGEF10L,ARHGEF19,ARHGEF2,ARHGEF25,ARHGEF3,ARHGEF39,ARHGEF6,ARHGEF9,ARIH2,ARMC12,ARMC9,ARNTL,ARPC5,ARPIN,ARRDC3,ARX,ASAH1,ASAP3,ASB10,ASB11,ASB13,ASB15,ASB5,ASL,ASNS,ASPN,ASS1,ASXL3,ATAD1,ATAD2,ATAT1,ATF3,ATF4,ATF5,ATL3,ATM,ATOH8,ATP1B1,ATP1B3,ATP2A1,ATP2A3,ATP2B4,ATP5F1A,ATP5IF1,ATP7A,ATR,ATXN1,ATXN3,AURKB,AVIL,AZIN2,BAG3,BAIAP2L2,BAIAP3,BAMBI,BARD1,BBS12,BBS7,BCAP31,BCAS3,BCKDK,BCL11A,BCL3,BCL6,BCL7B,BCL9,BCORL1,BCR,BDKRB2,BEND6,BEX1,BEX3,BHLHB9,BHLHE41,BICC1,BID,BIN1,BLM,BMP5,BMP6,BMP7,BMPER,BNIP3,BNIP3L,BOC,BOD1,BRCA1,BRCA2,BRD3,BRIP1,BST1,BTC,BTNL9,BUB1,BUB1B,BVES,BZW2,C1QTNF3,C2,C2CD2L,C3,C7H6ORF125,CAB39,CAB39L,CACNA1D,CACNA1G,CACNA1S,CACNB1,CACNG6,CACNG7,CALCOCO1,CALCOCO2,CALCR,CALCRL,CALM1,CALR,CAMK2A,CAMKK2,CAMKV,CAMTA2,CAPG,CAPN3,CAPN6,CAPRIN2,CAPZA1,CAPZA2,CARF,CARHSP1,CASK,CASP6,CASP9,CASQ1,CASQ2,CASTOR2,CAT,CAV2,CAVIN3,CBL,CBLB,CBX2,CBX3,CBX4,CC2D1B,CC2D2A,CCDC124,CCDC40,CCDC47,CCDC65,CCDC88A,CCDC88C,CCL19,CCL5,CCN1,CCN3,CCN4,CCNB1,CCNB2,CCNB3,CCNE1,CCNE2,CCNF,CCNG2,CCNL1,CCNL2,CCNT2,CCP110,CCPG1,CCR9,CCT6A,CD1.1,CD109,CD14,CD151,CD200,CD276,CD40LG,CD44,CD80,CD8A,CD9,CDC14B,CDC20,CDC25B,CDC42EP3,CDC6,CDCA2,CDCA5,CDCA7,CDCA7L,CDH11,CDH2,CDIP1,CDK1,CDK14,CDK17,CDK20,CDK2AP2,CDK5R1,CDON,CDS1,CDT1,CEBPG,CELSR3,CENPE,CENPF,CENPJ,CEP131,CEP192,CEP76,CEP85,CFAP20,CFD,CHCHD10,CHCHD2,CHD3,CHD6,CHEK1,CHI3L1,CHN2,CHODL,CHRD,CHRNA1,CHRNA10,CHRNA3,CHRND,CHRNE,CHST2,CHSY1,CHTF18,CHURC1,CIB1,CIDEC,CILP,CIPC,CIT,CITED1,CKAP2,CKAP5,CKB,CKS2,CLEC12B,CLIP1,CLIP3,CLK3,CLSPN,CLSTN2,CLSTN3,CLU,CNKSR1,CNKSR3,CNN1,CNOT6,CNOT6L,CNR1,CNTN1,CNTN4,CNTROB,COL16A1,COL1A2,COL2A1,COL3A1,COL5A1,COL5A2,COLQ,COPS5,COPS8,CORO1B,CORO1C,CORO2B,COX17,CPE,CPEB3,CPEB4,CPLANE2,CPNE3,CPT1C,CRABP2,CRACD,CRADD,CRBN,CREB3L1,CREB3L2,CREB5,CREBRF,CREM,CRMP1,CROCC,CRY2,CRYM,CSDC2,CSDE1,CSF3,CSNK1G3,CSNK2B,CSPG4,CSRNP1,CSRNP3,CTC1,CTF1,CTHRC1,CTNNA1,CTNNAL1,CTNND1,CTNND2,CTSA,CTSC,CTSZ,CTTNBP2,CUL3,CUL4A,CUL4B,CUL7,CUX2,CX3CR1,CXCL2,CXCR6,CYB5D2,CYFIP2,CYP7B1,CYRIB,CYSLTR2,DAB2,DACT3,DAPK1,DAPK2,DBF4,DBNDD1,DBX1,DCAF6,DCBLD2,DCHS1,DCLK3,DCN,DCP2,DCX,DDHD2,DDIAS,DDR2,DDRGK1,DDX1,DDX23,DDX3X,DDX58,DEDD,DEF8,DEFB1,DENND4B,DEPDC5,DHCR24,DHPS,DHRS3,DHRS7C,DHX58,DIAPH1,DIP2B,DISC1,DIXDC1,DKK3,DLC1,DLG4,DLG5,DLGAP4,DLGAP5,DLK2,DLL1,DMRT2,DNAJA3,DNAJB2,DNAJC1,DNAJC17,DNAJC24,DNM1,DNMT1,DNMT3B,DOCK10,DOCK5,DOCK7,DOCK8,DOK5,DOT1L,DPF3,DPP4,DPYSL5,DRC1,DROSHA,DSTN,DTL,DTNBP1,DTX2,DTX4,DUSP1,DUSP10,DUSP26,DUSP29,DUSP3,DVL1,DYNLL1,DYRK1B,DZIP1,E2F1,E2F6,E2F7,E2F8,E4F1,EAF2,EBF1,EBF2,EBF3,EBF4,ECHDC3,ECM2,EDA,EDIL3,EDNRA,EEF1A1,EFCAB7,EFHC1,EFNA1,EFNB3,EFS,EGF,EGFL6,EGFL7,EGLN1,EGR1,EGR2,EGR3,EHMT2,EID1,EIF1,EIF2B3,EIF2B4,EIF4A2,EIF4EBP1,EIF4G1,ELF4,ELK3,ELK4,ELL2,EME1,EMILIN1,EMILIN2,ENC1,ENDOG,ENG,ENPP2,EPAS1,EPB41L2,EPB41L3,EPCAM,EPHA3,EPHA4,EPHA7,EPHB2,EPHB3,EPHB4,EPS8,EPS8L2,ERAP1,ERAP2,ERBB2,ERBB3,ERBIN,ERMP1,ERO1A,ERP29,ESAM,ESCO1,ESR1,ESRRA,ESRRG,ETF1,ETV1,ETV5,EVC2,EXT1,EYA2,EYA3,EZH2,EZR,F3,FAIM,FAIM2,FAM13B,FAM162A,FAM20A,FAM210B,FAM3C,FAM53B,FAM83D,FAM98A,FANCA,FANCD2,FAP,FAS,FASTK,FASTKD1,FBLN1,FBN1,FBN2,FBXL21,FBXO31,FBXO5,FBXO9,FBXW5,FBXW8,FCGR2B,FCHO1,FCHSD1,FCHSD2,FEN1,FER,FERMT3,FES,FGF1,FGF18,FGF21,FGF9,FGFR1,FGFR4,FHL2,FHL5,FHOD1,FHOD3,FIBIN,FIGNL1,FLOT2,FLRT3,FLT1,FMO1,FMO2,FMR1,FN1,FNBP1,FNBP1L,FNDC5,FNIP1,FOS,FOXA3,FOXJ1,FOXM1,FOXN3,FOXO1,FOXP2,FRMD4A,FRMPD1,FRZB,FSCN1,FST,FUNDC2,FXR1,FXR2,FYCO1,FYN,FZD10,FZD2,FZD9,G0S2,GAB1,GAB3,GABRE,GADD45B,GAPDH,GAREM1,GARNL3,GATA2,GATA3,GBA2,GBF1,GBP1,GCLC,GCNT1,GDF11,GDF9,GEN1,GFRA3,GHITM,GHR,GINS3,GIT2,GJA1,GJA5,GKAP1,GLI2,GLI3,GLO1,GMDS,GMFB,GNAI1,GNAI3,GNB5,GNG2,GOLT1B,GOT1,GPC2,GPC3,GPC4,GPC6,GPD1,GPI,GPR137C,GPR143,GPR153,GPR156,GPR161,GPR162,GPR173,GPR176,GPR37,GPR75,GPRASP1,GPRC5B,GPS2,GPSM2,GRB10,GRIA4,GRID2,GRIK2,GRIN2D,GRIN3A,GRIPAP1,GRK2,GRM4,GRM7,GRPR,GSDME,GTF2IRD1,GUCA1B,GUCY1A1,HABP2,HADH,HBEGF,HBS1L,HCLS1,HDAC10,HDGFL2,HES6,HEY2,HGF,HHAT,HHATL,HHLA2,HIC1,HIF3A,HIGD1A,HIP1,HIPK4,HIVEP1,HIVEP2,HJURP,HK2,HLTF,HMCES,HMGCR,HMMR,HOMER1,HOMER2,HOMER3,HOXA3,HOXA5,HPN,HR,HRC,HRH1,HSD17B12,HSF1,HSF4,HSPA1L,HSPA5,HSPA9,HSPB6,HSPB8,HTATIP2,HTRA1,HTRA3,HUNK,ICMT,IDE,IER2,IER3,IFI35,IFIH1,IFIT2,IFIT5,IFT140,IFT27,IFT57,IFT80,IFT88,IGF1,IGFBP4,IGFBP5,IGSF1,IGSF10,IGSF11,IGSF9,IKBKG,IL12RB2,IL15,IL16,IL17B,IL17RD,IL18,IL1R1,IL2RA,IL2RB,IL4I1,IL4R,IL6R,IL6ST,ILRUN,INCENP,INIP,INPP5F,INPP5J,INSR,INSYN1,INTU,INVS,IQCB1,IQGAP2,IQGAP3,IRAK1,IRAK1BP1,IRAK2,IRF5,IRF9,IRS3,ISCU,ITGA2,ITGA4,ITGA5,ITGA6,ITGA9,ITGAL,ITGAV,ITGB1,ITGB4,ITGB6,ITGB7,ITM2A,ITM2C,ITPR3,ITSN1,IVNS1ABP,JADE2,JADE3,JAM3,JMJD1C,JPT2,JUNB,KANK3,KAT2B,KAZALD1,KBTBD8,KCNA7,KCNAB2,KCNB1,KCNC1,KCNC4,KCND2,KCNG2,KCNIP2,KCNQ4,KCNQ5,KCP,KCTD6,KDM1A,KDM7A,KDM8,KDR,KEAP1,KHDRBS1,KIAA0586,KIAA1614,KIF11,KIF14,KIF15,KIF18B,KIF20A,KIF20B,KIF24,KIF26B,KIF2A,KIF2C,KIFC1,KIT,KLF13,KLF4,KLF9,KLHL12,KLHL13,KLHL15,KLHL17,KLHL21,KLHL24,KLHL31,KLHL42,KLHL9,KNDC1,KPNA1,KPNA2,KRT18,KRT8,LAMA3,LAMA4,LAMB1,LANCL1,LARP4,LCK,LDB2,LDB3,LEPR,LETM1,LFNG,LGALS3,LGALS9,LGR4,LIMK1,LIN37,LIN54,LIPG,LMBR1L,LMCD1,LMO1,LMO2,LMOD2,LNPK,LOC100510975,LOC100511343,LOC100511937,LOC100512977,LOC100513346,LOC100513741,LOC100515171,LOC100517129,LOC100519082,LOC100519808,LOC100523213,LOC100620540,LOC100623035,LOC100625711,LOC100737755,LOC102158443,LOC110255204,LOC110255205,LOC110258060,LOC110258620,LOC110259371,LONP2,LOX,LPAR1,LPAR4,LPCAT1,LPCAT3,LPIN1,LPIN3,LRCH1,LRFN2,LRFN5,LRP4,LRP8,LRRC2,LRRC39,LRRC4,LRRC40,LRRC4B,LRRC4C,LRRC7,LRRCC1,LRRFIP1,LRRFIP2,LRRK1,LRRK2,LRRN1,LRRN3,LRRTM3,LTBP1,LTBP3,LUM,LVRN,LYAR,LYN,LYPD6,LYVE1,LZTFL1,MAB21L1,MACF1,MAF1,MAFF,MAFK,MAGED1,MAGEH1,MAGI3,MAK,MAML3,MAN2A1,MAP1A,MAP1B,MAP1S,MAP2K2,MAP3K10,MAP3K13,MAP3K14,MAP3K15,MAP3K2,MAP3K20,MAP4K1,MAP4K4,MAP6,MAPK14,MAPK4,MAPK8IP1,MAPKAPK2,MAPRE1,MAPRE2,MARS1,MASTL,MAVS,MBD2,MBD3,MBNL1,MBNL3,MBTD1,MCM2,MDGA1,MDK,MDM2,ME1,ME3,MED15,MED8,MEF2A,MEF2C,MEF2D,MEIS3,MELK,MEMO1,MEOX2,MET,METRNL,MFN2,MFNG,MFSD2A,MGA,MGAT5,MIB1,MIB2,MICAL1,MID1,MID1IP1,MITF,MKI67,MKKS,MKNK2,MKS1,MKX,MLIP,MLXIP,MLXIPL,MMD,MMP14,MMP2,MMRN2,MN1,MNS1,MOSPD1,MPC2,MPHOSPH9,MPL,MPP7,MPZL1,MRAP2,MRE11,MRNIP,MRPS27,MSC,MSH2,MSH6,MSI1,MSTN,MTA3,MTBP,MTCH2,MTDH,MTERF3,MTG1,MTHFR,MTM1,MTMR4,MUL1,MUSK,MUTYH,MX1,MX2,MXD3,MYBL1,MYBL2,MYCN,MYEF2,MYF5,MYF6,MYLK2,MYO10,MYO9A,MYO9B,MYOZ1,MYZAP,NAA10,NABP2,NAMPT,NANS,NAV3,NBAS,NBEAL2,NCALD,NCAPD2,NCAPG,NCAPG2,NCAPH,NCEH1,NCOA2,NDC80,NDN,NDRG2,NDUFS4,NECAB3,NEDD4L,NEFL,NEGR1,NEIL1,NEK2,NEK4,NEK6,NEO1,NES,NET1,NEURL1,NEURL2,NEXN,NF1,NFATC1,NFATC3,NFATC4,NFE2L1,NFE2L2,NFE2L3,NFIB,NFIL3,NFKBIA,NFKBIB,NFKBIL1,NFKBIZ,NFXL1,NGFR,NIBAN1,NIBAN2,NID1,NIN,NKIRAS1,NLGN3,NLN,NME6,NMI,NOC2L,NOCT,NOL4L,NONO,NOS1,NOS3,NOSTRIN,NOTCH2,NOTCH3,NOVA1,NPAS3,NPC1,NPHP4,NPLOC4,NPTX2,NPY1R,NR0B2,NR1D2,NR1H2,NR1I3,NR2F1,NR2F6,NR4A3,NR5A2,NRDC,NSD2,NSFL1C,NSG1,NTF4,NTRK3,NUMBL,NUP107,NUP93,NYAP1,OBI1,OBSL1,ODF2,OGT,OLFML2B,OMA1,OPHN1,OPTN,ORC1,ORC3,ORMDL1,ORMDL2,OTUB2,OTUD7A,OXTR,P2RX5,P2RY1,P3H2,P3H3,PABPC1,PABPC4,PACSIN3,PAFAH1B2,PAIP1,PAK3,PAK4,PAPPA2,PAQR3,PARD6G,PARG,PARK7,PARM1,PARP14,PARP16,PARP3,PARP9,PARPBP,PASK,PATL1,PATZ1,PBK,PBLD,PBX3,PBX4,PCBP1,PCDH17,PCLAF,PCSK9,PDCD4,PDCD5,PDE10A,PDE1C,PDE3A,PDE4B,PDE4D,PDE5A,PDE6A,PDE7B,PDE9A,PDGFA,PDGFC,PDGFD,PDGFRA,PDIA3,PDK2,PDK4,PDPN,PDZK1,PELI3,PELO,PENK,PER1,PER2,PEX2,PFKM,PHB2,PHF1,PHF19,PHF21A,PHKG1,PHLDA1,PHLDB2,PHLPP1,PI16,PIAS3,PIK3C2A,PIK3R2,PINK1,PIP4K2A,PIP4K2C,PIP4P2,PITHD1,PITPNM2,PKD2,PKDCC,PKIG,PKM,PLA2G4A,PLAA,PLAG1,PLAGL1,PLAT,PLCB1,PLCD1,PLCD4,PLCE1,PLCG1,PLCG2,PLCL1,PLCL2,PLD1,PLD2,PLEKHA4,PLEKHB1,PLEKHB2,PLEKHF1,PLEKHG3,PLEKHH2,PLEKHM1,PLEKHM2,PLEKHO1,PLK1,PLK3,PLPP3,PLPP7,PLPPR4,PLXNA1,PLXNA2,PLXNA3,PLXNB3,PLXND1,PNKD,PNPLA2,PODN,PODXL,POGK,POLDIP2,POSTN,POT1,POU6F1,PPARA,PPARGC1A,PPARGC1B,PPIF,PPM1A,PPM1B,PPM1F,PPM1L,PPP1CB,PPP1R12B,PPP1R14C,PPP1R15A,PPP1R1B,PPP1R3A,PPP1R3B,PPP1R3C,PPP1R3D,PPP1R3G,PPP1R9A,PPP2R5A,PPP2R5B,PPP3CA,PPP3CB,PPP4R1,PPP6R2,PPTC7,PRCP,PRDM1,PRDM5,PRDX3,PRDX6,PREPL,PRIM2,PRKAB2,PRKAG1,PRKAG3,PRKAR1A,PRKAR1B,PRKAR2A,PRKCD,PRKCH,PRKCI,PRKCQ,PRKCZ,PRKD1,PRKG2,PROM1,PRR11,PRR5,PRR5L,PRRC1,PRRT2,PRSS56,PSAP,PSIP1,PSMC1,PSMC3,PSMC3IP,PSMC5,PTBP3,PTGES2,PTGES3,PTH1R,PTK2B,PTK7,PTN,PTPMT1,PTPN13,PTPN9,PTPRA,PTPRB,PTPRC,PTPRD,PTPRG,PTPRJ,PTPRK,PTPRN,PTPRS,PTPRZ1,PTRH2,PTX3,PXK,PXYLP1,PYY,QSOX1,RAB10,RAB13,RAB29,RAB3A,RAB3D,RAB7A,RAB8B,RABEP2,RAC2,RACGAP1,RAD21,RAD23A,RAD51,RAD51AP1,RAD51B,RAD9B,RADIL,RAF1,RALGAPA2,RALGPS1,RALGPS2,RAMP1,RANBP10,RANBP9,RAP1GDS1,RAP2C,RAPGEF1,RAPGEF3,RAPGEF5,RAPGEFL1,RAPH1,RASA4B,RASGRF2,RASGRP2,RASL11B,RASSF10,RASSF4,RASSF8,RB1CC1,RBBP8,RBFOX1,RBM15,RBM15B,RBM20,RBM38,RBP1,RBPJ,RCAN2,RCC2,RCN3,RCOR1,RCOR2,RDH11,RECK,REM1,REST,RETREG1,RFC3,RFC5,RFWD3,RFX7,RGCC,RGL1,RGMA,RGS12,RGS14,RGS3,RGS7,RHEB,RHEBL1,RHNO1,RHOBTB1,RHOD,RHOF,RHOU,RHPN2,RIF1,RILPL1,RIMS1,RIPOR2,RMI2,RND2,RNF14,RNF144A,RNF144B,RNF149,RNF157,RNF165,RNF2,RNF207,RNF217,ROBO1,ROCK2,ROMO1,ROR2,RORA,ROS1,RPA2,RPS6KA1,RPS6KA3,RPS6KB2,RRAGD,RRAS,RSPO3,RTKN,RUBCN,RUFY3,RUNX1T1,RXRG,RYBP,RYR2,S100A4,S1PR1,S1PR2,S1PR3,SAFB2,SALL2,SAMHD1,SAP130,SARS1,SASS6,SAV1,SCAI,SCARB1,SCARF1,SCMH1,SCML2,SCN1B,SCN2B,SCN3B,SCN4A,SCN4B,SCN5A,SCN7A,SCRT1,SCUBE1,SCUBE2,SDC1,SDHAF2,SELENON,SEMA3A,SEMA3E,SEMA3G,SEMA4F,SEMA5B,SEMA6A,SEMA6C,SEMA6D,SEMA7A,SENP1,SEPTIN1,SEPTIN2,SEPTIN4,SEPTIN5,SEPTIN9,SERPINE1,SERPINE2,SERTAD1,SESN1,SESN2,SETD7,SEZ6L,SEZ6L2,SFMBT2,SFR1,SFRP2,SGCD,SGPL1,SGPP1,SH3BP2,SH3BP5,SH3GLB1,SH3RF2,SHC1,SHFL,SHPK,SHTN1,SIK3,SIPA1,SIPA1L1,SIRT2,SKA1,SKP2,SLAIN2,SLC15A3,SLC1A3,SLC24A1,SLC24A5,SLC25A24,SLC25A4,SLC26A6,SLC27A1,SLC2A10,SLC30A2,SLC38A1,SLC38A2,SLC38A3,SLC43A2,SLC6A13,SLC7A7,SLC8A3,SLF1,SLIRP,SLIT2,SLIT3,SLITRK1,SLITRK2,SLITRK4,SLITRK5,SLITRK6,SMAD2,SMAD9,SMARCA5,SMARCAD1,SMC2,SMC4,SMC6,SMG5,SMO,SMPD1,SMPDL3B,SMURF1,SMYD2,SNAP91,SNCG,SND1,SNX30,SNX7,SOAT1,SOGA1,SORT1,SOX11,SOX9,SPAG5,SPARC,SPARCL1,SPART,SPDL1,SPEF1,SPHK1,SPI1,SPICE1,SPIDR,SPINDOC,SPP1,SPRED2,SPRY2,SPSB2,SPTAN1,SPTB,SPTLC1,SPTY2D1,SQLE,SQSTM1,SRC,SREBF2,SRF,SRGAP1,SRGAP2,SRI,SRPX,SRPX2,SS18,SSBP4,SSH1,SSU72,SSX2IP,STAC3,STAT1,STAT5B,STC1,STIL,STIM1,STIM2,STING1,STK10,STK11,STK17B,STK26,STK3,STMN1,STMN2,STON2,STOX1,STOX2,STRN,STT3A,STUB1,STX1B,STXBP1,STXBP5,STXBP6,SUCO,SULF1,SULF2,SUN2,SUPT16H,SUPV3L1,SVEP1,SVIL,SWAP70,SYN1,SYNGR1,SYNPO2,SYNPO2L,SYT12,SYT2,SYT9,TAF11,TAF12,TAF9B,TAP2,TAPBPL,TAPT1,TAS1R3,TASOR,TAX1BP3,TBC1D14,TBCK,TBL1XR1,TBRG4,TBX15,TBX18,TCF12,TCF3,TCF4,TCF7L1,TCF7L2,TCIRG1,TCP11L2,TCTN3,TEAD1,TEAD2,TEAD4,TEK,TENM1,TENM2,TENM3,TENM4,TESK1,TET3,TEX14,TFEB,TFRC,TGFB1,TGFB2,TGFB3,TGFBR1,TGFBR2,THAP11,THBS4,THOC5,TIA1,TIAM1,TIGAR,TIMELESS,TIMM50,TIMP1,TLK1,TLR5,TLR9,TMEFF2,TMEM109,TMEM145,TMEM198B,TMEM204,TMEM231,TMEM25,TMEM259,TMEM35A,TMEM38A,TMEM53,TMEM67,TMEM9,TMEM98,TMEM9B,TMOD4,TMSB15A,TMSB15B,TMTC4,TNC,TNFRSF11A,TNFRSF12A,TNFRSF19,TNFRSF1B,TNFRSF21,TNIP1,TNMD,TOMM7,TOP2A,TOP2B,TOX,TOX3,TP53I13,TP53INP2,TP63,TP73,TPBG,TPCN2,TPD52L1,TPM1,TPX2,TRAF3,TRAF3IP1,TRAF3IP2,TRAF5,TRAIP,TRAPPC13,TRDN,TREX1,TRIM36,TRIM59,TRIM72,TRIO,TRIP10,TRNP1,TRPC1,TRPT1,TRUB2,TSC22D1,TSC22D3,TSHZ3,TSKU,TSPAN12,TSPAN5,TSPAN6,TSPO,TSSK3,TTC21B,TTC26,TTC28,TTC5,TTC8,TTK,TUB,TUBA1B,TUBB,TULP3,TWF1,TWF2,TXNDC15,TYRO3,UACA,UBA6,UBASH3B,UBD,UBE2C,UBE2Z,UBR2,UBXN1,UGCG,UHRF1,ULK1,ULK3,UMODL1,UNC13D,UNC5B,UNC5CL,USF2,USP1,USP13,USP18,USP19,USP2,USP25,USP28,USP34,USP6NL,UST,UTRN,VAMP8,VANGL2,VAPB,VASH1,VASH2,VASN,VAT1,VAV2,VCAM1,VCP,VDAC1,VDAC2,VDAC3,VEGFA,VHL,VIM,VMP1,VRK1,VRK3,WASF1,WASF2,WDR19,WDR43,WDR45,WDR47,WDR48,WDR6,WDR77,WDR83,WDR91,WDTC1,WFIKKN2,WHAMM,WIF1,WIPI1,WLS,WNK3,WNT4,WNT5B,WRN,WSB2,WWC2,WWP1,WWTR1,XKR8,XPO1,YBX3,YEATS2,YWHAG,YWHAQ,YWHAZ,ZBTB1,ZBTB12,ZBTB16,ZBTB20,ZBTB7A,ZBTB7B,ZBTB7C,ZBTB8A,ZEB1,ZEB2,ZER1,ZFAND5,ZFAND6,ZFHX4,ZFP30,ZFP37,ZFP91,ZFPM2,ZFYVE27,ZHX2,ZIC3,ZKSCAN4,ZKSCAN7,ZMIZ1,ZMYM2,ZNF114,ZNF135,ZNF142,ZNF175,ZNF180,ZNF235,ZNF26,ZNF260,ZNF280C,ZNF287,ZNF300,ZNF322,ZNF329,ZNF333,ZNF358,ZNF367,ZNF385A,ZNF395,ZNF396,ZNF423,ZNF503,ZNF518A,ZNF521,ZNF524,ZNF536,ZNF567,ZNF568,ZNF608,ZNF624,ZNF628,ZNF641,ZNF692,ZNF703,ZNF704,ZNF711,ZNF76,ZNF768,ZNF827,ZNF865,ZNF879,ZRANB3,ZSCAN12,ZSCAN31,ZWILCH,ZWINT,ZXDC,ZYG11B,ZYX


			GO:BP			plasma membrane bounded cell projection morphogenesis			GO:0120039			3.91E-17			162			ABL1,ADGRB3,AFG3L2,APP,ARHGAP44,ARHGEF25,ARX,BHLHB9,BMP7,BOC,BSG,BTBD3,CAPRIN2,CD44,CDH11,CDH2,CDK5R1,CNP,CNTN1,CNTN4,CORO1B,CORO1C,CRABP2,CRMP1,CTNND2,CUL7,CUX2,CYFIP2,DCX,DIP2B,DLG4,DOCK7,DPYSL5,DTNBP1,DVL1,EDNRA,EFNA1,EFNB3,EGR2,EIF3J,EMB,ENPP2,EPHA3,EPHA4,EPHA7,EPHB2,EPHB3,EPHB4,ERBB2,ETV1,EXT1,FBXW8,FLRT3,FN1,FYN,GATA3,GFRA3,GLI2,GLI3,IGSF9,ITGB1,JADE2,KIF20B,KIF5C,LIMK1,LRP4,LRP8,LRRC4C,LRRK2,LRTM1,MAP1A,MAP1B,MAP1S,MAP2,MAP3K13,MAP4K4,MAP6,MFSD2A,MUL1,MYO9B,MYOT,NEDD4L,NEFL,NEK3,NEO1,NEXN,NFATC4,NFIB,NGFR,NIN,NRCAM,NTF4,NTN3,NUMBL,NYAP1,OBSL1,PAK3,PDPN,PLAA,PLEKHO1,PLPPR4,PLXNA1,PLXNA2,PLXNA3,PLXNB3,PLXND1,PPP3CA,PRKCZ,PTK7,PTN,PTPRD,PTPRS,PTPRZ1,RAB3A,RAC2,RIMS1,RND2,RNF165,ROBO1,RUFY3,SCN1B,SDC2,SEMA3A,SEMA3E,SEMA3G,SEMA4F,SEMA5B,SEMA6A,SEMA6C,SEMA7A,SHTN1,SIPA1L1,SLIT1,SLIT2,SLIT3,SLITRK1,SLITRK2,SLITRK4,SLITRK5,SLITRK6,SMO,SMURF1,SPART,SPG11,SRC,SRF,SRGAP2,STK11,STXBP1,SYT2,TOP2B,TPBG,TRIO,TSKU,TTC8,TWF2,ULK1,UNC5B,UST,WASF2,WDR47,ZFYVE27


			GO:BP			cellular response to stress			GO:0033554			4.03E-17			403			ABL1,ACKR3,ADAM8,AEN,AIFM1,AJUBA,ANKRD1,ANO1,APAF1,APITD1,APOD,APP,AQP11,ARHGEF10L,ARHGEF2,ASNS,ASS1,ATF3,ATF4,ATM,ATP2A1,ATP2A3,ATP5IF1,ATR,ATXN3,AUP1,BAG3,BCAP31,BCL3,BCL6,BCL7B,BDKRB2,BID,BLM,BNIP3,BNIP3L,BRCA1,BRCA2,BRIP1,CACHD1,CALR,CAPN3,CASP9,CAT,CCDC47,CCDC88C,CCL19,CD44,CDC45,CDCA5,CDIP1,CDK1,CEBPG,CEP192,CHAF1A,CHCHD2,CHD1L,CHD6,CHEK1,CIB1,CKB,CLSPN,CLU,COPS5,CORO2B,CRADD,CREB3L1,CREB3L2,CTC1,CUL3,CUL4A,CUL4B,DAPK1,DCTPP1,DDIAS,DDRGK1,DDX1,DDX3X,DEPDC5,DNAJA3,DNAJB2,DNAJB9,DNAJC18,DOT1L,DTL,DUSP1,DUSP10,DUSP3,E2F1,E2F7,ECPAS,EDNRA,EGLN1,EGR1,EHMT2,EIF4G1,EME1,ENDOG,EPAS1,EPHA4,ERMP1,ERO1A,ERP29,ETV5,EXO1,EYA2,EYA3,EZH2,EZR,FAM162A,FANCA,FANCD2,FANCI,FANCM,FAS,FBXO31,FBXO5,FEN1,FER,FGF1,FIGNL1,FMR1,FNIP1,FOS,FOXA3,FOXM1,FOXN3,FOXO1,FOXRED2,FXR1,FXR2,GABARAPL2,GADD45B,GEN1,GPR37,GPS2,GSR,GSTM3,HDAC10,HDGFL2,HGF,HIC1,HIF3A,HK2,HLTF,HMCES,HSF1,HSPA13,HSPA5,HSPA9,HSPB8,IER3,IKBKG,INIP,INPP5F,ITSN1,KDM1A,KEAP1,KIF22,KIFC1,KLF4,KLHL15,KLHL31,LANCL1,LETM1,LIG1,LOC100515171,LOC100737755,LPCAT3,LRRC8E,LRRK2,LYN,MACROD1,MAGI3,MAN1A1,MAP1LC3A,MAP1LC3B,MAP3K10,MAP3K13,MAP3K20,MAP4K1,MAPK14,MAPK8IP1,MAPKAPK2,MBTD1,MCM3,MCM4,MCM5,MCM8,MDM2,MEIOB,MELK,MET,MFN2,MFSD2A,MID1,MMP2,MMS22L,MRE11,MRNIP,MSH2,MSH4,MSH6,MTARC2,MUL1,MUTYH,MYEF2,MYH13,NABP2,NEFL,NEIL1,NEIL3,NEK4,NET1,NFATC4,NFE2L1,NFE2L2,NHEJ1,NIBAN1,NONO,NOS3,NPLOC4,NQO1,NR1H2,NSD2,NUDT15,OMA1,OPTN,OSER1,OTUB2,PARG,PARK7,PARP16,PARP3,PARP9,PARPBP,PBK,PCLAF,PCSK9,PDGFRA,PDIA3,PDK2,PDK4,PGK1,PHF1,PHKG1,PHLPP1,PIK3R2,PINK1,PKD2,PLCB1,PLIN1,PLK1,PLK3,PMS2,POLD1,POLD2,POLDIP2,POLE2,POLG,POLH,POLL,POT1,PPARA,PPARGC1A,PPARGC1B,PPIF,PPP1R15A,PRDX3,PRKAG3,PRKCD,PRKD1,PRR5L,PSMD14,PTK2B,PTPRK,PTPRS,PYCR2,RAD21,RAD23A,RAD51,RAD51AP1,RAD51B,RAD9B,RASGRF2,RB1CC1,RBBP8,RBPJ,RCN3,RCSD1,REV3L,RFC3,RFC5,RFWD3,RGCC,RGMA,RGS14,RHNO1,RIF1,RMI2,ROMO1,RORA,RPA2,RRAGD,SAMHD1,SCARF1,SEL1L,SELENON,SESN1,SESN2,SETD7,SFR1,SFRP2,SGK1,SH3GLB1,SH3RF2,SIRT2,SLC25A24,SLC38A2,SLC38A3,SLC8A3,SLF1,SMARCA5,SMARCAD1,SMC6,SMYD2,SOD3,SPHK1,SPI1,SPIDR,SPINDOC,SQSTM1,SRC,SREBF2,SRF,SRPX,STK11,STK26,STK3,STOX1,STT3A,STUB1,SUPT16H,TDP1,TDP2,TFEB,TGFB2,THBS4,THOC5,TIGAR,TIMELESS,TMEM109,TMEM259,TMEM67,TMTC3,TMTC4,TNC,TNFRSF19,TNFRSF1B,TOMM7,TONSL,TOP2A,TP63,TP73,TPD52L1,TPM1,TRAF3,TRAF5,TRAIP,TRAPPC13,TREX1,TTC5,UBA6,UBXN1,UGGT1,UNC5CL,UNG,USP1,USP13,USP19,USP25,USP28,VAPB,VASH1,VASN,VCAN,VCP,VHL,VRK1,WDHD1,WDR45,WDR48,WIPI1,WNK3,WRN,YBX3,ZBTB1,ZBTB7A,ZBTB7B,ZGRF1,ZMIZ1,ZNF385A,ZRANB3


			GO:BP			catabolic process			GO:0009056			4.59E-17			514			AASDHPPT,ABHD17C,ABHD3,ABHD5,ACAD10,ACADL,ACADM,ACADS,ACADVL,ACAT1,ACE,ACOT7,ACOT8,ACOX2,ADAM8,ADAMTS12,ADAMTS7,ADHFE1,ADRA2A,AIFM1,AKR1A1,AKT2,ALDH1A1,ALDH1L2,ALDH2,ALDH4A1,ALDH6A1,ALDOC,ANKIB1,ANPEP,ANXA2,APAF1,APOE,APP,APPBP2,AQP11,ARAF,ARFIP2,ARIH2,ARL8B,ASAH1,ASB11,ASB2,ASB5,ATG4A,ATG4D,ATG9A,ATM,ATP2B4,ATP5IF1,ATXN3,AUH,AUP1,AZIN2,BAG3,BBS7,BCAP31,BCAS3,BCAT2,BCKDHA,BCKDHB,BLVRB,BNIP3,BNIP3L,C1H18ORF25,CACHD1,CALCOCO2,CALCR,CAPN3,CARHSP1,CAT,CBL,CBLB,CCDC47,CCNF,CD44,CDC20,CEMIP2,CHPT1,CKB,CLN6,CLPX,CLU,CNOT6,CNOT6L,CNP,CPEB3,CPQ,CPS1,CPT1B,CPT1C,CPT2,CRABP1,CRAT,CRBN,CRYL1,CSDC2,CSDE1,CTSA,CTSC,CTSL,CTSW,CTSZ,CUL3,CUL4A,CUL4B,CUL5,CUL7,CYP1A1,CYP27A1,CYP2F1,DAB2,DAPK1,DCAF11,DCN,DCP2,DCTPP1,DDHD2,DDI1,DDO,DDRGK1,DECR1,DEDD,DEPDC5,DISC1,DLD,DLST,DNAJB2,DNAJB9,DNAJC18,DNASE1L2,DNPH1,DTL,DVL1,DXO,E2F1,E4F1,ECH1,ECPAS,EFNA1,EGF,EGLN1,EHMT2,EIF4G1,ELOC,ENC1,ENDOG,ENO3,ENOSF1,ENPP2,ENPP6,ENTPD5,ENTPD6,ENTPD7,EPHA4,EPHX2,ERAP1,ERAP2,ETF1,ETFA,ETFB,ETFDH,EXT1,EZR,FAAH,FAH,FAM83D,FAP,FASTK,FASTKD1,FBXL21,FBXL4,FBXL7,FBXO31,FBXO9,FBXW5,FBXW8,FEN1,FMR1,FNBP1L,FOXO1,FOXRED2,FUCA2,FXR1,FXR2,FYCO1,FYN,GABARAPL2,GALE,GAPDH,GBA2,GCDH,GGA1,GGT5,GK,GK5,GNAI3,GOT1,GPAT4,GPC3,GPD1,GPI,GPRASP1,GPT2,GSTM3,GSTZ1,GUSB,HADH,HADHA,HADHB,HAGH,HAGHL,HDAC10,HECTD3,HERC6,HIBADH,HK1,HK2,HMGCR,HMMR,HSD17B10,HSPA5,HSPB8,IDE,IER3,IL4I1,ILRUN,INPP5F,INPP5J,INSR,ITGB1,ITGB4,ITSN1,KCTD6,KDR,KEAP1,KIF14,KLHDC3,KLHL15,KLHL17,KLHL3,KLHL42,KYAT3,LDHD,LEPR,LIPE,LIPG,LIX1,LIX1L,LOC100511343,LOC100519130,LOC100525350,LOC110259958,LONP2,LPCAT1,LPIN1,LPIN3,LRP4,LRRK2,LVRN,LYVE1,MAGOHB,MAN1A1,MAP1LC3A,MAP1LC3B,MAPKAPK2,MARCHF2,MCCC2,MCOLN1,MDM2,MFN2,MFSD2A,MIB1,MLXIPL,MMP14,MMP16,MMP2,MMP23,MOXD1,MRC2,MTDH,MTM1,MTMR4,MUL1,MYEF2,NBAS,NEDD4L,NFE2L2,NOCT,NOS1,NOS3,NPC1,NPLOC4,NQO1,NQO2,NRDC,NSFL1C,NT5C1A,NT5E,NT5M,NUDT12,NUDT15,NUDT5,OAT,OGT,OMA1,OPHN1,OPTN,OTC,OTUD7A,OXCT1,PABPC1,PABPC4,PACSIN3,PAFAH1B2,PAFAH1B3,PAIP1,PAQR6,PARK7,PATL1,PBK,PCSK9,PCYOX1,PCYOX1L,PDE4B,PDE4D,PDE9A,PELO,PEX2,PFKM,PGAM2,PGK1,PHB2,PIK3R2,PINK1,PIP4K2A,PIP4K2C,PITHD1,PJA1,PKM,PLA1A,PLA2G4A,PLAA,PLCB1,PLCD1,PLCD4,PLCE1,PLCG1,PLCG2,PLCL1,PLCL2,PLD1,PLD2,PLEKHF1,PLEKHM1,PLIN1,PLK1,PLK3,PM20D1,PNKD,PNPLA2,POLDIP2,PPARA,PPP1R3B,PRDX3,PRDX6,PRKAG3,PRKCD,PRKD1,PRR5L,PSMA3,PSMA5,PSMB1,PSMB6,PSMB8,PSMB9,PSMC1,PSMC2,PSMC3,PSMC5,PSMD1,PSMD11,PSMD14,PSMD3,PSMD4,PTER,PTK2B,PXDN,PYGL,PYGM,QSOX1,RAB7A,RAD23A,RB1CC1,RBM38,RCN3,RETREG1,RGMA,RNF123,RNF14,RNF144A,RNF144B,RNF149,RNF150,RNF165,RNF217,RRAGD,RUBCN,RYBP,SAMHD1,SCARB1,SEL1L,SERPINE2,SESN1,SESN2,SGPL1,SGSH,SH3GLB1,SH3RF2,SIRT2,SKP2,SLC25A4,SLC25A44,SLIRP,SMG5,SMOX,SMPD1,SMPDL3A,SMPDL3B,SMURF1,SND1,SNX30,SNX7,SOGA1,SOX9,SPG11,SPP1,SPSB2,SPTLC1,SQSTM1,SRPX,STING1,STK11,STK3,STUB1,SUPV3L1,SYNJ2,TAX1BP3,TBRG4,TCIRG1,TET3,TFEB,TIGAR,TIMP1,TMEM259,TMEM67,TMEM9,TMTC3,TNFRSF1B,TOMM7,TP53INP2,TPCN2,TPI1,TRAF3IP2,TRAF5,TREX1,TRIM72,TSPO,TTC5,UBA6,UBA7,UBD,UBE2C,UBE2D4,UBE2Z,UBL7,UBR2,UBR3,UBXN1,UBXN7,UCHL3,UGGT1,UHRF1,ULK1,ULK3,USP1,USP13,USP18,USP19,USP2,USP24,USP25,USP28,USP34,VAMP8,VCP,VDAC1,VHL,VIM,VMP1,VPS33A,VPS37A,WDFY3,WDR45,WDR47,WDR91,WIPI1,WWP1,WWTR1,XPO1,ZBTB20,ZBTB7A,ZHX2,ZYG11B


			GO:BP			negative regulation of signal transduction			GO:0009968			1.10E-16			285			ABL1,ACKR3,ACVR1,ADAMTS12,ADGRA2,ADM,AGT,AGTR2,AJUBA,AKT1S1,ALPK2,APC2,APLP1,APOD,APOE,ARHGAP12,ARHGAP42,ARHGAP44,ARRDC3,ASPN,ATF3,ATM,ATP2B4,BAMBI,BCL3,BCL6,BDKRB2,BEND6,BICC1,BID,BMP5,BMP7,BMPER,BRCA1,C1QTNF3,CALR,CASTOR2,CAV2,CAVIN3,CBL,CBLB,CCDC88C,CCN3,CD109,CD44,CDH2,CDT1,CHRD,CIB1,CILP,CIT,CKB,CLEC12B,CLU,COL2A1,CREB3L1,CRY2,CTHRC1,CTNNA1,CTNND1,CUL3,CYP7B1,DAB2,DACT3,DCN,DDIAS,DDRGK1,DDX3X,DEPDC5,DHRS3,DHX58,DKK3,DLC1,DLG5,DLK2,DLL1,DUSP1,DUSP10,DUSP26,DUSP29,DUSP3,EFNA1,EGFL7,EGR1,EMILIN1,ENDOG,EPHA4,EPHB2,ERBB3,ERBIN,ESR1,EYA2,EYA3,EZH2,EZR,FAIM2,FBLN1,FBN1,FBN2,FGF9,FHL2,FIGNL1,FNIP1,FOXM1,FOXO1,FRZB,FST,GATA2,GATA3,GBP1,GHITM,GLI2,GLI3,GPC3,GPR161,GPRASP1,GPS2,GRB10,GRK2,HEY2,HGF,HIC1,HMGCR,HOMER2,HOMER3,HSF4,HSPA5,HTRA1,HTRA3,IER3,IFI35,IFT80,IGFBP5,IGSF1,IL17RD,INPP5F,INVS,ITGA6,ITGAV,ITGB1,IVNS1ABP,KCTD6,KDM1A,KLHL12,KLHL31,LFNG,LGALS3,LGR4,LMBR1L,LOC100510975,LRP4,LRRK2,LTBP1,LYN,MAPK14,MAPK8IP1,MDK,MDM2,MEIS3,MET,MFN2,MMP14,MMRN2,MRAP2,MSTN,MUL1,MYOZ1,NDRG2,NEURL1,NF1,NFATC4,NFE2L2,NFKBIA,NFKBIL1,NGFR,NMI,NOC2L,NONO,NPHP4,NPLOC4,OPTN,OTUD7A,PAQR3,PARK7,PARP14,PBK,PBLD,PDE3A,PDE4B,PDE4D,PELI3,PER1,PHB2,PHLPP1,PIK3R2,PINK1,PIP4K2A,PIP4K2C,PLCL2,PPARA,PPIF,PPM1A,PPM1B,PRKCD,PRKCQ,PRKCZ,PTPRC,PTPRD,PTPRJ,RAB7A,RAF1,RANBP9,RAPGEF1,RASA4B,RASL11B,RB1CC1,RGS14,RGS7,RIPOR2,RNF149,RNF157,ROBO1,RORA,RPS6KA1,SAMHD1,SCAI,SDHAF2,SEMA6A,SERPINE1,SERPINE2,SESN1,SESN2,SFRP2,SLC25A4,SLC2A10,SLIT2,SLIT3,SMPD1,SMPDL3B,SMURF1,SOX9,SPART,SPI1,SPRED2,SPRY2,SRC,STAT1,STK11,STK3,STUB1,SULF1,SULF2,TCF7L2,TGFBR1,THOC5,TLR9,TMEM53,TNIP1,TP63,TPBG,TRAIP,TREX1,TRIM59,TRIM72,TSKU,TSPAN6,TULP3,TYRO3,UACA,UBASH3B,UBR2,ULK3,UNC5B,USP18,VASN,VCP,VHL,VRK3,WFIKKN2,WWC2,WWTR1,YBX3,ZBTB7A,ZNF385A,ZNF536


			GO:BP			negative regulation of signaling			GO:0023057			1.21E-16			299			ABL1,ACKR3,ACVR1,ADAMTS12,ADGRA2,ADM,ADRA2A,AGT,AGTR2,AJUBA,AKT1S1,ALPK2,APC2,APLP1,APOD,APOE,ARHGAP12,ARHGAP42,ARHGAP44,ARRDC3,ASPN,ATAD1,ATF3,ATM,ATP2B4,BAMBI,BCL3,BCL6,BDKRB2,BEND6,BICC1,BID,BMP5,BMP7,BMPER,BRCA1,C1QTNF3,CALR,CASTOR2,CAV2,CAVIN3,CBL,CBLB,CCDC88C,CCN3,CD109,CD44,CDH2,CDT1,CHRD,CIB1,CILP,CIT,CKB,CLEC12B,CLU,COL2A1,CREB3L1,CRY2,CTHRC1,CTNNA1,CTNND1,CUL3,CYP7B1,DAB2,DACT3,DCN,DDIAS,DDRGK1,DDX3X,DEPDC5,DHRS3,DHX58,DKK3,DLC1,DLG5,DLK2,DLL1,DUSP1,DUSP10,DUSP26,DUSP29,DUSP3,EFNA1,EGFL7,EGR1,EMILIN1,ENDOG,EPHA4,EPHB2,ERBB3,ERBIN,ESR1,EYA2,EYA3,EZH2,EZR,FAIM2,FBLN1,FBN1,FBN2,FGF9,FHL2,FIGNL1,FNIP1,FOXM1,FOXO1,FRZB,FST,GATA2,GATA3,GBP1,GHITM,GJA1,GLI2,GLI3,GPC3,GPR161,GPRASP1,GPS2,GRB10,GRID2,GRIK2,GRK2,HEY2,HGF,HIC1,HMGCR,HOMER2,HOMER3,HSF4,HSPA5,HTRA1,HTRA3,IER3,IFI35,IFT80,IGFBP5,IGSF1,IL17RD,INPP5F,INVS,ITGA6,ITGAV,ITGB1,IVNS1ABP,KCNB1,KCTD6,KDM1A,KLHL12,KLHL31,LFNG,LGALS3,LGR4,LMBR1L,LOC100510975,LRP4,LRRK2,LTBP1,LYN,MAPK14,MAPK8IP1,MDK,MDM2,MEIS3,MET,MFN2,MMP14,MMRN2,MRAP2,MSTN,MUL1,MYOZ1,NDRG2,NEURL1,NF1,NFATC4,NFE2L2,NFKBIA,NFKBIL1,NGFR,NMI,NOC2L,NONO,NPHP4,NPLOC4,OPTN,OTUD7A,PAQR3,PARK7,PARP14,PBK,PBLD,PCDH17,PCSK9,PDE3A,PDE4B,PDE4D,PELI3,PER1,PHB2,PHLPP1,PIK3R2,PINK1,PIP4K2A,PIP4K2C,PLCL2,PPARA,PPIF,PPM1A,PPM1B,PPP3CA,PPP3CB,PRKCD,PRKCQ,PRKCZ,PTPRC,PTPRD,PTPRJ,RAB7A,RAF1,RANBP9,RAPGEF1,RASA4B,RASL11B,RB1CC1,REST,RGS14,RGS7,RIPOR2,RNF149,RNF157,ROBO1,RORA,RPS6KA1,SAMHD1,SCAI,SDHAF2,SEMA6A,SERPINE1,SERPINE2,SESN1,SESN2,SFRP2,SLC24A1,SLC25A4,SLC2A10,SLIT2,SLIT3,SMPD1,SMPDL3B,SMURF1,SOX9,SPART,SPI1,SPRED2,SPRY2,SRC,SRF,STAT1,STK11,STK3,STUB1,STXBP1,SULF1,SULF2,TCF7L2,TGFBR1,THOC5,TLR9,TMEM53,TNIP1,TP63,TPBG,TRAIP,TREX1,TRIM59,TRIM72,TSKU,TSPAN6,TULP3,TYRO3,UACA,UBASH3B,UBR2,ULK3,UNC5B,USP18,VASN,VCP,VHL,VRK3,WFIKKN2,WWC2,WWTR1,YBX3,ZBTB7A,ZNF385A,ZNF536


			GO:BP			protein modification process			GO:0036211			1.41E-16			736			AASDHPPT,ABHD17C,ABL1,ABL2,ACE,ACSL1,ACVR1,ADAM8,ADRA2A,ADRA2C,AGT,AGTR2,AJUBA,AKT1S1,AKT2,ALG10,ALG14,ALG8,ALG9,ALPK2,ANKIB1,APOE,APP,AQP11,ARAF,ARHGEF2,ARIH2,ARNTL,ARRDC3,ASB10,ASB11,ASB13,ASB15,ASB2,ASB5,ASPH,ATAT1,ATG4A,ATG4D,ATM,ATP2B4,ATR,ATXN3,AURKB,B3GALNT1,B3GALT2,B3GNT3,B4GALT4,BARD1,BCKDK,BCL6,BCR,BDKRB2,BGN,BLM,BLOC1S1,BMP5,BMP6,BMP7,BMPER,BOD1,BRCA1,BRCA2,BST1,BTC,BUB1,BUB1B,C1H18ORF25,C3,CAB39,CAB39L,CACHD1,CALM1,CAMK2A,CAMK2G,CAMKK2,CAMKV,CAND1,CAPN3,CASK,CBL,CBLB,CBX4,CCDC88A,CCDC88C,CCL19,CCN1,CCNB1,CCNB2,CCNB3,CCNE1,CCNE2,CCNF,CCNG2,CCNL1,CCNT2,CD109,CD40LG,CD44,CD80,CDC14A,CDC14B,CDC20,CDC25B,CDC42BPG,CDCA2,CDK1,CDK14,CDK17,CDK20,CDK5R1,CDON,CDS1,CENPE,CEP85,CFAP20,CHD3,CHEK1,CHI3L1,CHPT1,CIB1,CIT,CKB,CKS2,CLIP3,CLK3,CLSPN,CLU,COL3A1,COPS4,COPS5,COPS7A,COPS8,CORO1C,CRBN,CRY2,CSF3,CSKMT,CSNK1G3,CSNK2B,CSPG4,CTF1,CUL3,CUL4A,CUL4B,CUL5,CUL7,DAB2,DAPK1,DAPK2,DBF4,DBNDD1,DCAF11,DCLK3,DCN,DCUN1D2,DCUN1D4,DDR2,DDRGK1,DDX3X,DHPS,DIP2B,DLC1,DLD,DLST,DNAJB2,DNAJC24,DOCK7,DOT1L,DPY19L3,DPY19L4,DTL,DTNBP1,DTX2,DTX4,DUSP1,DUSP10,DUSP26,DUSP29,DUSP3,DVL1,DYRK1B,DZIP3,EDNRA,EFNA1,EGF,EGLN1,EGR1,EGR2,EHMT2,EID1,EIF4G1,ELK4,ELOC,EMILIN1,ENC1,ENG,ENPP2,EPAS1,EPHA3,EPHA4,EPHA7,EPHB2,EPHB3,EPHB4,ERBB2,ERBB3,ERO1A,ERP29,ESCO1,ETF1,EXT1,EXT2,EXTL1,EXTL2,EYA2,EZH1,EZH2,FAM20A,FAM98A,FANCA,FANCI,FANCM,FAS,FASTK,FBLN1,FBXL7,FBXO31,FBXO32,FBXO40,FBXO5,FBXO9,FBXW5,FBXW8,FER,FES,FGF1,FGF18,FGF21,FGFR1,FGFR4,FKBP10,FKBP4,FKBP5,FLT1,FMR1,FN1,FNIP1,FNTB,FOXO1,FRY,FXR1,FXR2,FYN,FZD10,G2E3,GADD45B,GALNT10,GALNT15,GALNT17,GALNT2,GALNT5,GALNT7,GATA2,GATA3,GCNT1,GDF11,GDF9,GFPT1,GFRA3,GHR,GPAT4,GPRC5B,GPS2,GRK2,GRK7,GXYLT2,HADHB,HBEGF,HCCS,HCLS1,HDAC10,HDAC9,HECTD3,HERC6,HGF,HHAT,HHATL,HIPK4,HMCES,HMGCR,HR,HRC,HSF4,HSPA5,HTATIP2,HUNK,IFIH1,IL12RB2,IL15,IL18,IL6R,IL6ST,INPP5F,INPP5J,INSR,IQGAP3,IRAK1,IRAK2,ITGA5,ITSN1,IVNS1ABP,JADE2,JADE3,JMJD1C,KAT2B,KBTBD8,KCMF1,KDM1A,KDM7A,KDM8,KDR,KEAP1,KIF14,KIFC1,KIT,KLHL13,KLHL15,KLHL17,KLHL21,KLHL24,KLHL3,KLHL31,KLHL42,KLHL9,LARGE1,LARGE2,LCK,LEPR,LIAS,LIMK1,LMTK2,LOC100511937,LOC100525350,LOC100620540,LOC110258060,LONRF3,LOX,LOXL1,LOXL4,LRP4,LRP8,LRRCC1,LRRK1,LRRK2,LYN,MACROD1,MAK,MAN1A1,MAN2A1,MAP2K2,MAP3K10,MAP3K13,MAP3K14,MAP3K15,MAP3K2,MAP3K20,MAP4K1,MAP4K4,MAPK14,MAPK4,MAPK8IP1,MAPKAPK2,MARCHF2,MARCHF3,MARCHF8,MAST3,MAST4,MASTL,MAVS,MBD2,MBD3,MBTD1,MDM2,MELK,MET,METAP1,MGAT5,MIB1,MIB2,MICAL1,MKNK2,MKRN1,MLXIPL,MMD,MRE11,MSH4,MTA3,MTBP,MTHFR,MTM1,MTMR4,MUL1,MUSK,MYLK2,MYLK4,NAA10,NAA20,NAA50,NCAPG2,NCEH1,NDUFAB1,NDUFAF5,NDUFS4,NEDD4L,NEK1,NEK2,NEK3,NEK4,NEK6,NEURL1,NEURL2,NEURL4,NFE2L2,NFS1,NIBAN1,NMI,NMT1,NOC2L,NOS1,NPC1,NRK,NSD2,NTAQ1,NTF4,NTMT1,NTMT2,NTRK3,OBI1,OGDH,OGT,OSTC,OTUB2,OTUD1,OTUD7A,P3H2,P3H3,P3H4,P4HA3,PAK3,PAK4,PAQR3,PARK7,PARP14,PARP16,PARP3,PARP8,PARP9,PASK,PBK,PCMT1,PCMTD1,PDGFA,PDGFC,PDGFD,PDGFRA,PDK2,PDK4,PDP1,PELI3,PER1,PHB2,PHF1,PHF19,PHKA1,PHKG1,PIAS3,PIGA,PIGQ,PINK1,PJA1,PKD2,PKDCC,PKIG,PLAA,PLCE1,PLCG2,PLK1,PLK3,PLOD1,PLOD2,PLPP3,PMM1,POGLUT2,PPIF,PPIL3,PPM1A,PPM1B,PPM1F,PPM1J,PPM1L,PPM1M,PPME1,PPP1R15A,PPP1R1B,PPP2R5A,PPP2R5B,PPP3CA,PPP3CB,PPP4R1,PPP5C,PPP6C,PPP6R2,PPTC7,PRDM1,PRDM5,PRDX3,PRKAG1,PRKAG3,PRKAR1A,PRKAR1B,PRKAR2A,PRKCD,PRKCH,PRKCI,PRKCQ,PRKCZ,PRKD1,PRKG2,PRMT8,PRR5,PRR5L,PRRC1,PSMD14,PTK2B,PTK7,PTPMT1,PTPN13,PTPN4,PTPN9,PTPRA,PTPRB,PTPRC,PTPRD,PTPRG,PTPRJ,PTPRK,PTPRN,PTPRS,PTPRZ1,PXK,RAB3D,RABGGTA,RAD51,RAF1,RAMP1,RAP2C,RAPGEF3,RB1CC1,RCOR1,RCOR2,REST,RFWD3,RGCC,RGS14,RIF1,RIMKLA,RIMKLB,RNF123,RNF14,RNF144A,RNF144B,RNF149,RNF150,RNF157,RNF165,RNF19B,RNF2,RNF217,RNF38,ROBO1,ROCK2,ROR2,ROS1,RPS6KA1,RPS6KA3,RPS6KB2,RYBP,S1PR2,SDHAF2,SELENOO,SEMA7A,SENP1,SENP5,SESN2,SETD7,SFRP2,SGK1,SH3BP5,SH3RF2,SIK3,SIRT2,SKP2,SLC27A1,SLC8A3,SLIT2,SMAD2,SMARCA5,SMARCAD1,SMPD1,SMURF1,SMYD2,SOX9,SPHK1,SPI1,SPRED2,SPRY2,SPSB2,SQSTM1,SRC,SSH1,SSU72,ST3GAL5,ST6GALNAC2,ST6GALNAC3,STAMBPL1,STK10,STK11,STK17B,STK26,STK3,STOX1,STT3A,STUB1,STYXL2,SUMF1,SWAP70,TAF11,TAF12,TBC1D14,TBCK,TBL1XR1,TEK,TESK1,TESK2,TET3,TEX14,TFRC,TGFB1,TGFB2,TGFBR1,TGFBR2,THBS4,TIMM50,TLK1,TLR9,TMEM120A,TMTC2,TMTC3,TMTC4,TNFRSF11A,TNIP1,TPD52L1,TPST2,TPX2,TRAF3,TRAF3IP1,TRAF3IP2,TRAF5,TRAIP,TRIM36,TRIM55,TRIM59,TRIM63,TRIM72,TRIO,TRPT1,TSPO,TSSK3,TTC3,TTK,TTL,TTLL1,TTLL7,TUSC3,TWF1,TYRO3,UBA6,UBA7,UBASH3B,UBD,UBE2C,UBE2D4,UBE2Z,UBE3D,UBR2,UBR3,UBR7,UBXN1,UCHL3,UGCG,UGGT1,UGGT2,UHRF1,ULK1,ULK3,USP1,USP13,USP18,USP19,USP2,USP24,USP25,USP28,USP34,USP53,VCP,VHL,VPS37A,VRK1,VRK3,WDR45,WDR48,WDR6,WEE1,WNK3,WSB2,WWP1,WWTR1,YEATS2,YWHAZ,ZBTB7B,ZDHHC20,ZER1,ZFP91,ZMIZ1


			GO:BP			negative regulation of cellular component organization			GO:0051129			1.74E-16			171			ACE,ANKRD13A,ANKRD13B,ANTXR1,ANXA2,APOD,APOE,APOM,ARHGEF2,ARPIN,ATM,AURKB,AVIL,BCL11A,BMP6,BMP7,BNIP3,BUB1,BUB1B,CAPG,CAPZA1,CAPZA2,CCNB1,CCNF,CCP110,CDT1,CHEK1,CIB1,CKAP2,CKB,CLIP3,CLU,CORO1B,CORO1C,CORO2B,CRACD,CRMP1,CTC1,DCP2,DDX3X,DIP2B,DLC1,DNAJB2,DPP4,DPYSL5,EFNA1,EFNB3,EHMT2,EMILIN1,EPHA3,EPHA4,EPHA7,EPHB2,EPS8,FAP,FBXO5,FHOD3,FYN,GEN1,GHITM,GMFB,HGF,HSF1,HSF4,IER3,INPP5F,INPP5J,ITGAV,ITM2C,JAM3,KANK3,KAT2B,KIF14,KIF24,LGALS3,LMOD2,LRP4,LRRK2,MAK,MAPRE1,MCM2,MET,MID1IP1,MKKS,MPHOSPH9,MTBP,MTM1,MUL1,NAA10,NAV3,NDC80,NFATC4,NME6,NR1H2,OMA1,PACSIN3,PAQR3,PCSK9,PHLDB2,PINK1,PLEKHH2,PLK1,PLXNA3,POT1,PPIF,PPM1A,PPP3CA,PRKCD,PRKCZ,PRRT2,PTPN9,PTPRS,RAB29,RAD21,RAF1,RAPGEF3,RCC2,RGMA,RHPN2,ROCK2,RUBCN,SEMA3A,SEMA3E,SEMA3G,SEMA4F,SEMA5B,SEMA6A,SEMA6C,SEMA7A,SIRT2,SLC25A4,SLIT2,SMARCA5,SOX9,SPART,SPDL1,SPEF1,SPRY2,SPTAN1,SPTB,SRC,SSH1,STMN2,SVIL,SWAP70,TESK1,TEX14,TFRC,TIGAR,TMEFF2,TMEM67,TMOD4,TMSB15A,TMSB15B,TNFRSF1B,TOP2A,TPX2,TRAF3IP1,TSKU,TSPO,TTK,TWF1,TWF2,ULK1,VAT1,VIM,WASF2,WDR47,ZNF827,ZWILCH,ZWINT


			GO:BP			protein metabolic process			GO:0019538			1.99E-16			1071			AARS1,AASDHPPT,ABHD17C,ABL1,ABL2,ACACA,ACE,ACO1,ACOT8,ACSL1,ACVR1,ADAM11,ADAM12,ADAM15,ADAM22,ADAM8,ADAMTS12,ADAMTS14,ADAMTS15,ADAMTS16,ADAMTS19,ADAMTS2,ADAMTS20,ADAMTS6,ADAMTS7,ADAMTS8,ADAMTS9,ADRA2A,ADRA2C,AEBP1,AFG3L2,AGT,AGTR2,AIFM1,AJUBA,AKT1S1,AKT2,ALAS2,ALG10,ALG14,ALG8,ALG9,ALPK2,ANKIB1,ANPEP,ANTXR1,ANXA2,ANXA8,APAF1,APLP1,APOD,APOE,APOM,APP,APPBP2,AQP11,ARAF,ARHGEF2,ARIH2,ARNTL,ARRDC3,ASB10,ASB11,ASB13,ASB15,ASB2,ASB5,ASPH,ATAT1,ATG4A,ATG4D,ATM,ATP2A3,ATP2B4,ATP5IF1,ATR,ATXN3,AUP1,AURKB,AZIN2,B3GALNT1,B3GALT2,B3GNT3,B4GALT4,BARD1,BBS7,BCAP31,BCKDK,BCL3,BCL6,BCR,BDKRB2,BGN,BID,BIN1,BLM,BLOC1S1,BMP5,BMP6,BMP7,BMPER,BNIP3,BNIP3L,BOD1,BRCA1,BRCA2,BST1,BTC,BUB1,BUB1B,BZW2,C1H18ORF25,C2,C3,C4A,C7H6ORF125,CAB39,CAB39L,CACHD1,CALM1,CALR,CAMK2A,CAMK2G,CAMKK2,CAMKV,CAND1,CAPN11,CAPN3,CAPN5,CAPN6,CAPRIN2,CARS1,CASK,CASP6,CASP9,CAT,CBL,CBLB,CBX4,CCDC47,CCDC88A,CCDC88C,CCL19,CCN1,CCNB1,CCNB2,CCNB3,CCNE1,CCNE2,CCNF,CCNG2,CCNL1,CCNT2,CD109,CD40LG,CD44,CD5L,CD80,CDC14A,CDC14B,CDC20,CDC25B,CDC42BPG,CDCA2,CDK1,CDK14,CDK17,CDK20,CDK5R1,CDON,CDS1,CENPE,CEP85,CFAP20,CFD,CHCHD1,CHD3,CHEK1,CHI3L1,CHPF,CHPT1,CHST3,CHSY1,CIB1,CISD3,CIT,CKB,CKS2,CLCA1,CLIP3,CLK3,CLN6,CLPX,CLSPN,CLU,CNDP2,CNOT6,CNOT6L,COL11A1,COL2A1,COL3A1,COL7A1,COPS4,COPS5,COPS7A,COPS8,CORO1C,CPA1,CPA4,CPAMD8,CPE,CPEB3,CPEB4,CPLANE2,CPQ,CPXM1,CPXM2,CRADD,CRBN,CRY2,CSDE1,CSF3,CSKMT,CSNK1G3,CSNK2B,CSPG4,CST6,CTF1,CTRB2,CTSA,CTSC,CTSL,CTSO,CTSW,CTSZ,CUL3,CUL4A,CUL4B,CUL5,CUL7,CYFIP2,DAB2,DAPK1,DAPK2,DBF4,DBNDD1,DCAF11,DCLK3,DCN,DCP2,DCUN1D2,DCUN1D4,DDI1,DDR2,DDRGK1,DDX3X,DDX58,DEDD,DHCR24,DHPS,DIP2B,DISC1,DLC1,DLD,DLST,DNAJB2,DNAJB9,DNAJC1,DNAJC18,DNAJC24,DNPEP,DOCK7,DOT1L,DPP4,DPP9,DPY19L3,DPY19L4,DSE,DTL,DTNBP1,DTX2,DTX4,DUSP1,DUSP10,DUSP26,DUSP29,DUSP3,DVL1,DYRK1B,DZIP3,ECPAS,EDNRA,EEF1A1,EFNA1,EGF,EGLN1,EGR1,EGR2,EHMT2,EID1,EIF1,EIF2B3,EIF2B4,EIF2D,EIF2S2,EIF3J,EIF4A2,EIF4E3,EIF4EBP1,EIF4G1,EIF4G3,ELK4,ELL2,ELOC,EMILIN1,ENC1,ENG,ENPP2,EPAS1,EPHA3,EPHA4,EPHA7,EPHB2,EPHB3,EPHB4,ERAP1,ERAP2,ERBB2,ERBB3,ERMP1,ERO1A,ERP29,ESCO1,ESPL1,ETF1,EXT1,EXT2,EXTL1,EXTL2,EYA2,EZH1,EZH2,EZR,F3,F8,FAM162A,FAM20A,FAM83D,FAM98A,FANCA,FANCI,FANCM,FAP,FARSA,FAS,FASTK,FBLN1,FBXL21,FBXL4,FBXL7,FBXO31,FBXO32,FBXO40,FBXO5,FBXO9,FBXW5,FBXW8,FER,FES,FGF1,FGF18,FGF21,FGFR1,FGFR4,FIBIN,FKBP10,FKBP4,FKBP5,FLOT2,FLT1,FMR1,FN1,FNIP1,FNTB,FOXO1,FOXRED2,FRAS1,FRY,FXR1,FXR2,FYN,FZD10,G2E3,GADD45B,GAL3ST4,GALNT10,GALNT15,GALNT17,GALNT2,GALNT5,GALNT7,GANC,GAPDH,GARS1,GATA2,GATA3,GATB,GCNT1,GDF11,GDF9,GFPT1,GFRA3,GGA1,GGT5,GHR,GLCE,GLI3,GLRX5,GPAT4,GPC3,GPRC5B,GPS2,GRK2,GRK7,GSPT2,GUSB,GXYLT2,HABP2,HADHB,HBEGF,HBS1L,HCCS,HCLS1,HDAC10,HDAC9,HECTD3,HERC6,HGF,HHAT,HHATL,HIP1,HIPK4,HMCES,HMGCR,HPN,HR,HRC,HS2ST1,HS6ST1,HS6ST2,HSF4,HSPA5,HTATIP2,HTRA1,HTRA3,HUNK,ICMT,IDE,IER3,IFIH1,IFT57,IGFBP5,IL12RB2,IL15,IL18,IL6R,IL6ST,INPP5F,INPP5J,INSR,IQGAP3,IRAK1,IRAK2,ITGA5,ITGAV,ITIH3,ITIH4,ITM2A,ITSN1,IVNS1ABP,JADE2,JADE3,JMJD1C,KAT2B,KBTBD8,KCMF1,KCTD6,KDM1A,KDM7A,KDM8,KDR,KEAP1,KHDRBS1,KIF14,KIFC1,KIT,KLF4,KLHDC3,KLHL13,KLHL15,KLHL17,KLHL21,KLHL24,KLHL3,KLHL31,KLHL42,KLHL9,LACTB,LARGE1,LARGE2,LARP4,LCK,LDLRAD3,LEPR,LIAS,LIMK1,LIPG,LMTK2,LOC100511937,LOC100525350,LOC100620540,LOC102163847,LOC110258060,LONP2,LONRF3,LOX,LOXL1,LOXL4,LPCAT1,LPCAT3,LRP4,LRP8,LRRCC1,LRRK1,LRRK2,LRRTM3,LVRN,LXN,LYN,MACROD1,MAK,MAN1A1,MAN2A1,MAP2K2,MAP3K10,MAP3K13,MAP3K14,MAP3K15,MAP3K2,MAP3K20,MAP4K1,MAP4K4,MAPK14,MAPK4,MAPK8IP1,MAPKAPK2,MARCHF2,MARCHF3,MARCHF8,MARS1,MAST3,MAST4,MASTL,MAVS,MBD2,MBD3,MBTD1,MBTPS2,MDM2,MELK,MET,METAP1,METTL17,MGAT5,MIB1,MIB2,MICAL1,MKNK2,MKRN1,MLXIPL,MMD,MMP14,MMP16,MMP2,MMP23,MOCOS,MOCS1,MRE11,MRPL15,MRPL16,MRPL2,MRPL24,MRPL35,MRPL43,MRPS17,MRPS18A,MRPS18B,MRPS27,MRPS35,MRPS5,MRPS9,MSH4,MSI1,MSRB3,MTA3,MTBP,MTG1,MTHFR,MTM1,MTMR4,MTRF1,MUL1,MUSK,MYLK2,MYLK4,NAA10,NAA20,NAA50,NANS,NCAPG2,NCEH1,NDUFAB1,NDUFAF5,NDUFS4,NECAB3,NEDD4L,NEK1,NEK2,NEK3,NEK4,NEK6,NEURL1,NEURL2,NEURL4,NFE2L2,NFKBIA,NFS1,NGFR,NIBAN1,NLN,NMI,NMT1,NOC2L,NOCT,NOS1,NPC1,NPEPL1,NPLOC4,NQO1,NR1H2,NRDC,NRK,NSD2,NSFL1C,NSG1,NTAQ1,NTF4,NTMT1,NTMT2,NTRK3,NUDT15,NUMBL,OBI1,OGDH,OGT,OMA1,OPHN1,OSTC,OTUB2,OTUD1,OTUD7A,P3H2,P3H3,P3H4,P4HA3,PABPC1,PACSIN3,PAIP1,PAK3,PAK4,PAMR1,PAPPA2,PAQR3,PARK7,PARP14,PARP16,PARP3,PARP8,PARP9,PASK,PATL1,PBK,PCMT1,PCMTD1,PCOLCE,PCOLCE2,PCSK5,PCSK9,PCYOX1,PCYOX1L,PDCD5,PDGFA,PDGFC,PDGFD,PDGFRA,PDK2,PDK4,PDP1,PELI3,PER1,PGK1,PHB2,PHEX,PHF1,PHF19,PHKA1,PHKG1,PHLDA1,PIAS3,PIGA,PIGQ,PINK1,PITHD1,PJA1,PKD2,PKDCC,PKIG,PKM,PLAA,PLAT,PLCB1,PLCE1,PLCG2,PLD1,PLGRKT,PLK1,PLK3,PLOD1,PLOD2,PLPP3,PMM1,POGLUT2,PPIF,PPIL3,PPM1A,PPM1B,PPM1F,PPM1J,PPM1L,PPM1M,PPME1,PPP1R15A,PPP1R1B,PPP2R5A,PPP2R5B,PPP3CA,PPP3CB,PPP4R1,PPP5C,PPP6C,PPP6R2,PPTC7,PRCP,PRDM1,PRDM5,PRDX3,PREPL,PRKAG1,PRKAG3,PRKAR1A,PRKAR1B,PRKAR2A,PRKCD,PRKCH,PRKCI,PRKCQ,PRKCZ,PRKD1,PRKG2,PRMT8,PRR5,PRR5L,PRRC1,PRSS35,PRSS36,PRSS56,PSAP,PSMA3,PSMA5,PSMB1,PSMB6,PSMB8,PSMB9,PSMC1,PSMC2,PSMC3,PSMC5,PSMD1,PSMD11,PSMD14,PSMD3,PSMD4,PTK2B,PTK7,PTPMT1,PTPN13,PTPN4,PTPN9,PTPRA,PTPRB,PTPRC,PTPRD,PTPRG,PTPRJ,PTPRK,PTPRN,PTPRS,PTPRZ1,PTTG1,PTX3,PXK,PXYLP1,RAB3D,RAB7A,RABGGTA,RAD23A,RAD51,RAF1,RAMP1,RAP1GDS1,RAP2C,RAPGEF3,RB1CC1,RCN3,RCOR1,RCOR2,RECK,REST,RFWD3,RGCC,RGMA,RGS14,RIF1,RIMKLA,RIMKLB,RNF123,RNF14,RNF144A,RNF144B,RNF149,RNF150,RNF157,RNF165,RNF19B,RNF2,RNF217,RNF38,RNPEPL1,ROBO1,ROCK2,ROR2,ROS1,RPS6KA1,RPS6KA3,RPS6KB2,RWDD1,RYBP,S1PR2,SARS1,SCRN2,SCRN3,SDHAF2,SEL1L,SELENOO,SEMA7A,SENP1,SENP5,SERPINB1,SERPINE1,SERPINE2,SESN2,SETD7,SFRP2,SGK1,SGSH,SH3BP5,SH3RF2,SHFL,SIK3,SIRT2,SKP2,SLC27A1,SLC2A10,SLC8A3,SLIT2,SMAD2,SMARCA5,SMARCAD1,SMPD1,SMURF1,SMYD2,SOAT1,SOX9,SPCS1,SPG7,SPHK1,SPI1,SPRED2,SPRY2,SPSB2,SQSTM1,SRBD1,SRC,SSH1,SSU72,ST3GAL5,ST6GALNAC2,ST6GALNAC3,STAMBPL1,STK10,STK11,STK17B,STK26,STK3,STOX1,STT3A,STUB1,STYXL2,SULF1,SULF2,SUMF1,SWAP70,TAF11,TAF12,TAF9B,TBC1D14,TBCK,TBL1XR1,TCF7L2,TCIRG1,TEK,TESK1,TESK2,TET3,TEX14,TFPI,TFRC,TGFB1,TGFB2,TGFBR1,TGFBR2,THBS4,TIA1,TIMM50,TIMP1,TINAGL1,TLK1,TLR9,TM7SF2,TMCC2,TMEM120A,TMEM259,TMEM67,TMEM9,TMEM98,TMPRSS7,TMPRSS9,TMTC2,TMTC3,TMTC4,TNFRSF11A,TNFRSF1B,TNIP1,TP53INP2,TP63,TPD52L1,TPP2,TPST2,TPX2,TRAF3,TRAF3IP1,TRAF3IP2,TRAF5,TRAIP,TREX1,TRIM36,TRIM55,TRIM59,TRIM63,TRIM72,TRIO,TRPT1,TRUB2,TSPAN33,TSPAN5,TSPO,TSSK3,TTC3,TTK,TTL,TTLL1,TTLL7,TUFM,TUSC3,TWF1,TYRO3,UACA,UBA6,UBA7,UBASH3B,UBD,UBE2C,UBE2D4,UBE2Z,UBE3D,UBL7,UBR2,UBR3,UBR7,UBXN1,UBXN7,UCHL3,UGCG,UGDH,UGGT1,UGGT2,UHRF1,ULK1,ULK3,UMODL1,UQCRC2,USP1,USP13,USP18,USP19,USP2,USP24,USP25,USP28,USP34,USP53,VARS2,VASH1,VASH2,VCP,VHL,VIM,VPS37A,VRK1,VRK3,WDR45,WDR48,WDR6,WDR91,WEE1,WFIKKN2,WNK3,WSB2,WWP1,WWTR1,XPO1,XYLT2,YEATS2,YWHAZ,ZBTB7B,ZDHHC20,ZER1,ZFP91,ZMIZ1,ZNF385A,ZYG11B


			GO:BP			response to stress			GO:0006950			2.20E-16			676			ABCB6,ABI3BP,ABL1,ACADM,ACADVL,ACKR3,ACOX2,ACTR3,ACVR1,ADAM15,ADAM8,ADAMTS12,ADIPOR2,ADORA2A,ADRA2A,ADRA2C,AEN,AFAP1L2,AGTR2,AIFM1,AJUBA,AKNA,ALAS2,ANKRD1,ANO1,ANO2,ANXA2,APAF1,APITD1,APOD,APOE,APP,AQP11,ARHGEF10L,ARHGEF19,ARHGEF2,ARL8B,ASIC3,ASNS,ASS1,ATF3,ATF4,ATM,ATP1A2,ATP2A1,ATP2A3,ATP2B4,ATP5IF1,ATR,ATXN3,AUP1,BAG3,BCAP31,BCAS3,BCL3,BCL6,BCL7B,BCR,BDKRB2,BID,BLM,BLOC1S4,BMP6,BNIP3,BNIP3L,BRCA1,BRCA2,BRIP1,BST1,BVES,C1QTNF3,C2,C3,C4A,CACHD1,CALCOCO2,CALR,CAMTA2,CAPN3,CASK,CASP6,CASP9,CASQ1,CAT,CCDC47,CCDC88C,CCL19,CCL5,CCN1,CCN3,CCN4,CD109,CD14,CD151,CD2,CD200,CD40LG,CD44,CD9,CDC45,CDCA5,CDIP1,CDK1,CEBPG,CEP192,CFD,CHAF1A,CHCHD2,CHD1L,CHD6,CHEK1,CHI3L1,CIAO3,CIB1,CITED1,CKB,CLEC12B,CLSPN,CLU,COL3A1,COL5A1,COPS5,CORO1B,CORO2B,CPEB4,CRADD,CREB3L1,CREB3L2,CREBRF,CTC1,CTSC,CUL3,CUL4A,CUL4B,CX3CR1,CXCL2,CXCR6,DAPK1,DCBLD2,DCTPP1,DDIAS,DDRGK1,DDX1,DDX3X,DDX58,DEFB1,DEPDC5,DHCR24,DHX58,DNAJA2,DNAJA3,DNAJB2,DNAJB5,DNAJB9,DNAJC18,DOT1L,DPP4,DROSHA,DST,DTL,DTNBP1,DUSP1,DUSP10,DUSP3,E2F1,E2F7,ECPAS,EDNRA,EGLN1,EGR1,EHMT2,EIF4G1,ELF4,ELK3,EME1,EMILIN1,EMILIN2,ENDOG,EPAS1,EPHA4,EPHB2,ERBB2,ERBIN,ERMP1,ERO1A,ERP29,ESR1,ETFDH,ETV5,EXO1,EXT1,EYA2,EYA3,EZH2,EZR,F3,F8,FAIM2,FAM162A,FANCA,FANCD2,FANCI,FANCM,FAS,FBLN1,FBXO31,FBXO5,FBXO9,FEN1,FER,FERMT3,FES,FGF1,FGFR1OP2,FIGNL1,FKBP10,FMR1,FN1,FNDC4,FNIP1,FOS,FOXA3,FOXM1,FOXN3,FOXO1,FOXRED2,FUNDC2,FXR1,FXR2,GABARAPL2,GADD45B,GAPDH,GATA2,GATA3,GBP1,GCLC,GEN1,GGT5,GPR37,GPS2,GPX2,GRIK2,GRPR,GSR,GSTM3,HABP2,HBEGF,HDAC10,HDGFL2,HEY2,HGF,HIC1,HIF3A,HK2,HLTF,HMCES,HSF1,HSPA13,HSPA5,HSPA9,HSPB6,HSPB8,IER3,IFI35,IFI44L,IFIH1,IFIT2,IFIT5,IKBKG,IL15,IL16,IL17B,IL18,IL1R1,IL4R,ILRUN,INIP,INPP5F,IRAK1,IRAK2,IRF5,ITGA5,ITGB1,ITGB4,ITGB6,ITIH4,ITSN1,JAM3,KDM1A,KDR,KEAP1,KIF22,KIFC1,KIT,KLF4,KLHL15,KLHL17,KLHL31,LANCL1,LCN2,LETM1,LGALS4,LGR4,LIAS,LIG1,LNPK,LOC100515171,LOC100519082,LOC100523213,LOC100736765,LOC100737755,LPCAT3,LRFN5,LRP11,LRP8,LRRC8E,LRRK2,LYAR,LYN,MACF1,MACROD1,MAGI3,MAN1A1,MAP1LC3A,MAP1LC3B,MAP3K10,MAP3K13,MAP3K14,MAP3K20,MAP4K1,MAPK14,MAPK8IP1,MAPKAPK2,MARCHF2,MAVS,MBTD1,MCAM,MCM3,MCM4,MCM5,MCM8,MDK,MDM2,MEIOB,MELK,MET,METRNL,MFN2,MFSD2A,MID1,MMP2,MMRN2,MMS22L,MRC1,MRE11,MRNIP,MSH2,MSH4,MSH6,MSRB3,MTARC2,MUL1,MUTYH,MVK,MX1,MX2,MYEF2,MYH13,MYH2,MYOF,MYOZ1,NABP2,NDUFA12,NDUFAF4,NDUFS2,NEFL,NEIL1,NEIL3,NEK4,NET1,NFATC4,NFE2L1,NFE2L2,NFKBIA,NFKBIB,NFKBIL1,NFKBIZ,NHEJ1,NIBAN1,NKG7,NMI,NONO,NOS1,NOS3,NOTCH2,NPLOC4,NQO1,NR1D2,NR1H2,NSD2,NT5E,NUDT15,OMA1,OPTN,OSER1,OTUB2,P2RY1,PARG,PARK7,PARP14,PARP16,PARP3,PARP9,PARPBP,PBK,PCLAF,PCSK9,PDCD4,PDGFA,PDGFRA,PDIA3,PDK2,PDK4,PDPN,PENK,PGK1,PHB2,PHF1,PHKG1,PHLDB2,PHLPP1,PIK3R2,PINK1,PKD2,PLA2G4A,PLAA,PLAT,PLCB1,PLCG2,PLEKHM2,PLIN1,PLK1,PLK3,PLOD1,PLOD2,PLPP3,PMS2,POLD1,POLD2,POLDIP2,POLE2,POLG,POLH,POLL,POLR3A,POLR3D,POT1,PPARA,PPARGC1A,PPARGC1B,PPIF,PPL,PPM1B,PPP1R15A,PPP3CA,PRCP,PRDX3,PRDX6,PRKAG3,PRKCD,PRKCQ,PRKD1,PROS1,PRR5L,PRSS56,PSIP1,PSMD14,PTK2B,PTK7,PTN,PTPRC,PTPRK,PTPRN,PTPRS,PTX3,PXDN,PXK,PYCR2,RAB3A,RAD21,RAD23A,RAD51,RAD51AP1,RAD51B,RAD9B,RASGRF2,RB1CC1,RBBP8,RBPJ,RCN3,RCSD1,REV3L,RFC3,RFC5,RFWD3,RGCC,RGMA,RGS14,RHNO1,RIF1,RMI2,RNF19B,ROMO1,RORA,RPA2,RPS6KA3,RRAGD,S1PR3,SAMHD1,SCARF1,SCN2B,SDC1,SEL1L,SELENON,SEMA7A,SERPINE1,SERPINE2,SESN1,SESN2,SETD7,SFR1,SFRP2,SGK1,SH3GLB1,SH3RF2,SHC1,SHFL,SHPK,SIRT2,SKP2,SLC15A3,SLC1A3,SLC25A24,SLC25A27,SLC26A6,SLC27A1,SLC38A2,SLC38A3,SLC8A3,SLF1,SMARCA5,SMARCAD1,SMC6,SMO,SMPD1,SMPDL3B,SMYD2,SOD3,SPHK1,SPI1,SPIDR,SPINDOC,SQSTM1,SRC,SREBF2,SRF,SRPX,STAB1,STAT1,STAT5B,STING1,STK11,STK26,STK3,STOX1,STT3A,STUB1,STXBP1,SULF2,SUPT16H,TAP1,TCAP,TCIRG1,TDP1,TDP2,TFEB,TFPI,TGFB1,TGFB2,TGFB3,THBS4,THOC5,TIGAR,TIMELESS,TIMP1,TLR5,TLR9,TMEFF2,TMEM109,TMEM259,TMEM67,TMTC3,TMTC4,TNC,TNFRSF11A,TNFRSF12A,TNFRSF19,TNFRSF1B,TNIP1,TOMM7,TONSL,TOP2A,TP63,TP73,TPD52L1,TPM1,TRAF3,TRAF3IP1,TRAF3IP2,TRAF5,TRAIP,TRAM1,TRAPPC13,TREX1,TRIM55,TRIM59,TRIM72,TSKU,TSPAN6,TTC5,TYRO3,UBA6,UBASH3B,UBD,UBXN1,UCP2,UCP3,UGGT1,ULK1,UNC13D,UNC5CL,UNG,USP1,USP13,USP18,USP19,USP25,USP28,VAMP8,VAPB,VASH1,VASN,VCAN,VCP,VDAC1,VHL,VIM,VPS26B,VRK1,WDHD1,WDR45,WDR48,WDR83,WIPI1,WNK3,WRN,YBX3,ZBTB1,ZBTB7A,ZBTB7B,ZGRF1,ZMIZ1,ZNF385A,ZNFX1,ZRANB3,ZYX


			GO:BP			negative regulation of cell communication			GO:0010648			3.87E-16			296			ABL1,ACKR3,ACVR1,ADAMTS12,ADGRA2,ADM,ADRA2A,AGT,AGTR2,AJUBA,AKT1S1,ALPK2,APC2,APLP1,APOD,APOE,ARHGAP12,ARHGAP42,ARHGAP44,ARRDC3,ASPN,ATAD1,ATF3,ATM,ATP2B4,BAMBI,BCL3,BCL6,BDKRB2,BEND6,BICC1,BID,BMP5,BMP7,BMPER,BRCA1,C1QTNF3,CALR,CASTOR2,CAV2,CAVIN3,CBL,CBLB,CCDC88C,CCN3,CD109,CD44,CDH2,CDT1,CHRD,CIB1,CILP,CIT,CKB,CLEC12B,CLU,COL2A1,CREB3L1,CRY2,CTHRC1,CTNNA1,CTNND1,CUL3,CYP7B1,DAB2,DACT3,DCN,DDIAS,DDRGK1,DDX3X,DEPDC5,DHRS3,DHX58,DKK3,DLC1,DLG5,DLK2,DLL1,DUSP1,DUSP10,DUSP26,DUSP29,DUSP3,EFNA1,EGFL7,EGR1,EMILIN1,ENDOG,EPHA4,EPHB2,ERBB3,ERBIN,ESR1,EYA2,EYA3,EZH2,EZR,FAIM2,FBLN1,FBN1,FBN2,FGF9,FHL2,FIGNL1,FNIP1,FOXM1,FOXO1,FRZB,FST,GATA2,GATA3,GBP1,GHITM,GJA1,GLI2,GLI3,GPC3,GPR161,GPRASP1,GPS2,GRB10,GRID2,GRIK2,GRK2,HEY2,HGF,HIC1,HMGCR,HOMER2,HOMER3,HSF4,HSPA5,HTRA1,HTRA3,IER3,IFI35,IFT80,IGFBP5,IGSF1,IL17RD,INPP5F,INVS,ITGA6,ITGAV,ITGB1,IVNS1ABP,KCNB1,KCTD6,KDM1A,KLHL12,KLHL31,LFNG,LGALS3,LGR4,LMBR1L,LOC100510975,LRP4,LRRK2,LTBP1,LYN,MAPK14,MAPK8IP1,MDK,MDM2,MEIS3,MET,MFN2,MMP14,MMRN2,MRAP2,MSTN,MUL1,MYOZ1,NDRG2,NEURL1,NF1,NFATC4,NFE2L2,NFKBIA,NFKBIL1,NGFR,NMI,NOC2L,NONO,NPHP4,NPLOC4,OPTN,OTUD7A,PAQR3,PARK7,PARP14,PBK,PBLD,PCDH17,PDE3A,PDE4B,PDE4D,PELI3,PER1,PHB2,PHLPP1,PIK3R2,PINK1,PIP4K2A,PIP4K2C,PLCL2,PPARA,PPIF,PPM1A,PPM1B,PRKCD,PRKCQ,PRKCZ,PTPRC,PTPRD,PTPRJ,RAB7A,RAF1,RANBP9,RAPGEF1,RASA4B,RASL11B,RB1CC1,REST,RGS14,RGS7,RIPOR2,RNF149,RNF157,ROBO1,RORA,RPS6KA1,SAMHD1,SCAI,SDHAF2,SEMA6A,SERPINE1,SERPINE2,SESN1,SESN2,SFRP2,SLC24A1,SLC25A4,SLC2A10,SLIT2,SLIT3,SMPD1,SMPDL3B,SMURF1,SOX9,SPART,SPI1,SPRED2,SPRY2,SRC,SRF,STAT1,STK11,STK3,STUB1,STXBP1,SULF1,SULF2,TCF7L2,TGFBR1,THOC5,TLR9,TMEM53,TNIP1,TP63,TPBG,TRAIP,TREX1,TRIM59,TRIM72,TSKU,TSPAN6,TULP3,TYRO3,UACA,UBASH3B,UBR2,ULK3,UNC5B,USP18,VASN,VCP,VHL,VRK3,WFIKKN2,WWC2,WWTR1,YBX3,ZBTB7A,ZNF385A,ZNF536


			GO:BP			regulation of cellular component biogenesis			GO:0044087			3.94E-16			229			ABL1,ACE,ACTR3,ADGRB3,ADGRL2,AGT,AJUBA,ANLN,ANTXR1,APOD,APOE,APP,ARHGEF10,ARHGEF10L,ARHGEF9,ARPC5,ASAP3,ATAT1,ATM,ATR,AVIL,BAIAP2L2,BHLHB9,BID,BIN1,BMP7,CAPG,CAPZA1,CAPZA2,CCDC88A,CCN1,CCP110,CDC42EP3,CDT1,CENPJ,CEP76,CKAP5,CKB,CLIP1,CLIP3,CLSTN2,CLSTN3,CLU,CNOT6,CNOT6L,CNTROB,COL16A1,COLQ,CORO1C,CORO2B,CRACD,CROCC,CSF3,CUX2,CYFIP2,CYRIB,DDX3X,DEF8,DLC1,DLG5,DNAJB2,DNMT1,DUSP3,DYNLL1,DZIP1,EHMT2,EIF4G1,EMILIN1,EPHA3,EPHA7,EPHB2,EPHB3,EPS8,EPS8L2,ESAM,ESR1,EZR,FAM98A,FCHSD1,FCHSD2,FER,FES,FHOD1,FHOD3,FLRT3,FMR1,FNBP1L,FNIP1,FSCN1,FXR1,FXR2,GBA2,GPC4,GPSM2,GRID2,HCLS1,HJURP,HSF1,IFT140,IFT88,JAM3,KANK3,KAT2B,KDR,KIF14,KIF15,KIF24,LDB2,LGALS3,LIMK1,LMOD2,LRFN5,LRRC4B,LRRK2,LRRN1,LRRN3,LRRTM3,MACF1,MAK,MAPRE1,MDGA1,MET,MKKS,MNS1,MPHOSPH9,MPP7,MSTN,MTM1,MYO10,NAV3,NEURL1,NPHP4,NR1H2,ODF2,ORMDL1,ORMDL2,PAK3,PARK7,PHLDB2,PIK3R2,PINK1,PIP4K2A,PIP4K2C,PLCE1,PLCG2,PLD1,PLEKHM1,PLK1,PODXL,PPM1A,PPM1F,PRKCD,PRKCH,PRKCZ,PRRT2,PTK2B,PTPRA,PTPRD,PTPRJ,PTPRS,RAB7A,RABEP2,RAC2,RAF1,RAPGEF3,RCC2,REST,RGCC,RHPN2,RIPOR2,ROCK2,SASS6,SDC1,SEPTIN9,SH3GLB1,SIRT2,SLAIN2,SLF1,SLIT2,SLITRK1,SLITRK2,SLITRK4,SLITRK5,SLITRK6,SNX30,SNX7,SOX9,SPAG5,SPHK1,SPICE1,SPIDR,SPTAN1,SPTB,SRC,SRF,SRPX2,SSH1,STIL,STMN2,STUB1,STXBP5,STXBP6,SVIL,SWAP70,SYNPO2,SYNPO2L,TAPT1,TASOR,TEK,TESK1,TFRC,TGFB3,TGFBR1,TMEFF2,TMOD4,TMSB15A,TMSB15B,TPBG,TRAF3IP1,TTC8,TWF1,TWF2,ULK1,VCP,VDAC3,WASF2,WDR45,WIPI1,ZNF827


			GO:BP			cellular component organization			GO:0016043			4.03E-16			1318			ABCA5,ABCB1,ABCB6,ABCC1,ABHD17C,ABI3BP,ABL1,ABL2,ABLIM2,ABLIM3,ACACA,ACAP3,ACE,ACOT8,ACTA1,ACTC1,ACTN2,ACTR3,ADAM15,ADAMTS12,ADAMTS14,ADAMTS15,ADAMTS16,ADAMTS19,ADAMTS2,ADAMTS20,ADAMTS6,ADAMTS7,ADAMTS8,ADAMTS9,ADAMTSL3,ADAMTSL5,ADD3,ADGRB3,ADGRL2,AEBP1,AFAP1,AFG3L2,AGRN,AGT,AIFM1,AJUBA,AKAP11,AKT1S1,AKT2,ALDH1A2,ALS2CL,AMOT,ANKFY1,ANKRD13A,ANKRD13B,ANKRD23,ANLN,ANTXR1,ANXA2,ANXA8,AP1S1,APAF1,APC2,APIP,APITD1,APLP1,APOD,APOE,APOM,APOO,APP,AQP11,ARFIP2,ARHGAP12,ARHGAP39,ARHGAP44,ARHGAP5,ARHGEF10,ARHGEF10L,ARHGEF17,ARHGEF19,ARHGEF2,ARHGEF25,ARHGEF26,ARHGEF6,ARHGEF9,ARL8B,ARMC12,ARMC9,ARPC5,ARPIN,ARX,ASAP3,ASB2,ASF1B,ASPM,ATAD1,ATAD2,ATAT1,ATF5,ATG4D,ATG9A,ATL2,ATL3,ATM,ATP10A,ATP10D,ATP11B,ATP2A1,ATP5IF1,ATP8B2,ATR,ATXN3,AUP1,AURKB,AVIL,AZIN2,BAIAP2L2,BAIAP3,BBS12,BBS2,BBS5,BBS7,BCAP31,BCL11A,BCL3,BCL6,BCL7B,BCR,BHLHB9,BID,BIN1,BLM,BLOC1S4,BLZF1,BMP5,BMP6,BMP7,BNIP3,BNIP3L,BOC,BRCA1,BRCA2,BRD3,BRIP1,BSG,BST1,BTBD3,BTC,BUB1,BUB1B,C2CD2L,C3,C7H6ORF125,CACNA1S,CACNB1,CALCOCO2,CALR,CAMK2A,CAMKV,CAND1,CAPG,CAPN3,CAPN6,CAPRIN2,CAPZA1,CAPZA2,CASQ1,CASQ2,CAV2,CAVIN3,CBL,CBX3,CC2D2A,CCDC141,CCDC40,CCDC47,CCDC65,CCDC88A,CCDC88C,CCN1,CCN3,CCNB1,CCNB2,CCNE2,CCNF,CCP110,CCT6A,CD14,CD151,CD44,CD9,CDC14B,CDC20,CDC25B,CDC42BPG,CDC42EP3,CDC45,CDC6,CDCA2,CDCA5,CDH10,CDH11,CDH2,CDH20,CDH7,CDK1,CDK2AP2,CDK5R1,CDS1,CDT1,CENPE,CENPH,CENPI,CENPJ,CENPT,CEP131,CEP152,CEP192,CEP76,CEP85,CFAP20,CFL1,CHAF1A,CHAF1B,CHCHD10,CHCHD2,CHCHD3,CHD1L,CHD3,CHD6,CHEK1,CHODL,CHRNA1,CHTF18,CIAO3,CIB1,CIDEC,CIT,CKAP2,CKAP5,CKB,CKS2,CLDN10,CLIP1,CLIP3,CLIP4,CLN6,CLSTN2,CLSTN3,CLU,CLUH,CNN1,CNN3,CNOT6,CNOT6L,CNP,CNR1,CNTLN,CNTN1,CNTN4,CNTROB,COA6,COL11A1,COL11A2,COL16A1,COL1A2,COL22A1,COL27A1,COL2A1,COL3A1,COL5A1,COL5A2,COL5A3,COLQ,COPS7A,COPS8,CORO1B,CORO1C,CORO2B,CORO6,COX10,COX17,COX3,CPLANE1,CPLANE2,CRABP2,CRACD,CRMP1,CROCC,CSDE1,CSF3,CSPG4,CSRP2,CTC1,CTHRC1,CTNNA1,CTNND1,CTNND2,CTSL,CTTNBP2,CUL3,CUL7,CUTC,CUX2,CYFIP2,CYRIB,DAAM1,DAB2,DACT3,DCBLD2,DCHS1,DCN,DCP2,DCX,DDHD2,DDR2,DDRGK1,DDX1,DDX23,DDX3X,DEF8,DES,DHCR24,DIAPH1,DIAPH2,DIAPH3,DIP2B,DISC1,DLC1,DLG4,DLG5,DLGAP5,DLL1,DNAAF5,DNAJA3,DNAJB2,DNAJC17,DNAJC19,DNM1,DNMT1,DOCK7,DOT1L,DPP4,DPYSL5,DRC1,DST,DSTN,DTNBP1,DUSP3,DVL1,DYM,DYNC2I2,DYNLL1,DZIP1,EAF2,ECM2,ECPAS,EDNRA,EFHC1,EFNA1,EFNB3,EFS,EGF,EGFL6,EGLN1,EGR2,EHD4,EHMT2,EIF1,EIF2D,EIF2S2,EIF3J,EIF4G1,EMB,EMC2,EMC3,EMC7,EME1,EMG1,EMILIN1,EML4,EMP3,ENDOG,ENPP2,EPAS1,EPB41L1,EPB41L2,EPB41L3,EPHA3,EPHA4,EPHA7,EPHB2,EPHB3,EPHB4,EPS8,EPS8L2,ERBB2,ERCC6L,ERO1A,ESAM,ESCO1,ESPL1,ESR1,ETF1,ETV1,EXOC6,EXT1,EYA2,EZH1,EZH2,EZR,FAM110A,FAM162A,FAM171A1,FAM98A,FANCA,FANCD2,FANCM,FAP,FARSA,FBF1,FBLN1,FBLN5,FBXL4,FBXO5,FBXW5,FBXW8,FCHO1,FCHSD1,FCHSD2,FEN1,FER,FERMT3,FES,FGD1,FGFR4,FHIP1B,FHL3,FHOD1,FHOD3,FIGNL1,FITM1,FKBP10,FLNB,FLNC,FLRT3,FMNL1,FMNL2,FMNL3,FMOD,FMR1,FN1,FNBP1L,FNIP1,FOXJ1,FRMD6,FRZB,FSCN1,FXR1,FXR2,FYCO1,FYN,FZD10,FZD9,GAB1,GABARAPL2,GAS2L3,GATA3,GBA2,GDF9,GEN1,GFRA3,GHITM,GINS3,GJA1,GJA5,GJC1,GLI2,GLI3,GLO1,GLRX5,GMFB,GNAI1,GOLM1,GPC3,GPC4,GPM6B,GPR143,GPR37,GPSM2,GRAMD1C,GRAMD2A,GRID2,GRIN3A,GRIPAP1,GRM7,GSPT2,GULP1,HAUS5,HAUS6,HCCS,HCLS1,HDAC9,HDGFL2,HELLS,HEY2,HGF,HIGD1A,HIGD1B,HIGD2A,HIP1,HJURP,HK2,HLTF,HOOK2,HPN,HSD17B10,HSD17B12,HSF1,HSF4,HSPA1L,HSPA9,IER3,IFT122,IFT140,IFT27,IFT43,IFT46,IFT57,IFT80,IFT88,IGFBP4,IGFBP5,IGSF9,IKBKG,IMMT,INCENP,INPP5F,INPP5J,INSR,INTU,IQCB1,IQGAP2,IQGAP3,ISCU,ITGA5,ITGAV,ITGB1,ITGB4,ITM2C,IZUMO1,JADE2,JAM3,KANK3,KAT2B,KAZALD1,KCNA7,KCNB1,KCNC1,KCNC4,KCND2,KCNG2,KCNIP2,KCTD6,KDM1A,KDM7A,KDR,KIAA0586,KIAA0753,KIAA1614,KIF11,KIF14,KIF15,KIF18A,KIF18B,KIF20A,KIF20B,KIF22,KIF23,KIF24,KIF27,KIF2A,KIF2C,KIF3A,KIF3B,KIF4A,KIF5C,KIFC1,KIRREL1,KIT,KLF4,KLHDC8B,KLHL24,KRT18,LAMB1,LAMB3,LAMC1,LARP4,LETM1,LGALS3,LIMK1,LIN54,LIPG,LIX1,LIX1L,LMNB1,LMNB2,LMOD2,LNPK,LOC100155138,LOC100158003,LOC100510930,LOC100513261,LOC100513346,LOC100519098,LOC100523213,LOC100523684,LOC100625134,LOC100627175,LOC100736765,LOC100737755,LONP2,LOX,LOXL1,LOXL4,LPCAT3,LRFN2,LRFN5,LRP4,LRP8,LRRC4,LRRC4B,LRRC4C,LRRC8E,LRRK2,LRRN1,LRRN3,LRRTM3,LRTM1,LUM,LYN,MACF1,MAK,MAN2A1,MAP1A,MAP1B,MAP1LC3A,MAP1LC3B,MAP1S,MAP2,MAP3K13,MAP3K20,MAP4,MAP4K4,MAP6,MAPK14,MAPRE1,MAPRE2,MAPT,MASTL,MAT2A,MATN2,MAVS,MBD2,MBD3,MBTD1,MCM2,MCM3,MCM4,MCM5,MCM8,MCOLN1,MDGA1,MDK,MDM2,ME1,MEF2A,MEIOB,MET,MFN2,MFSD2A,MGME1,MIB1,MICAL1,MICAL3,MICOS13,MID1,MID1IP1,MIGA1,MIGA2,MITF,MKI67,MKKS,MKS1,MMP14,MMP16,MMP2,MMP23,MND1,MNS1,MPHOSPH9,MPP7,MRE11,MSH2,MSH4,MSTN,MTA3,MTBP,MTERF3,MTFP1,MTHFR,MTM1,MTRF1,MUL1,MUSK,MYBL2,MYF5,MYH11,MYH14,MYH2,MYMK,MYO10,MYO16,MYO18B,MYO1B,MYO7A,MYO9A,MYO9B,MYOF,MYOM2,MYOT,MYOZ1,MYPN,NAA10,NAA50,NABP2,NANS,NASP,NAV1,NAV2,NAV3,NAXE,NCAPD2,NCAPD3,NCAPG,NCAPG2,NCAPH,NCKAP5,NCKAP5L,ND4,NDC1,NDC80,NDUFA1,NDUFA10,NDUFA11,NDUFA12,NDUFA2,NDUFA9,NDUFAB1,NDUFAF1,NDUFAF3,NDUFAF4,NDUFAF5,NDUFAF6,NDUFB1,NDUFB3,NDUFB5,NDUFB6,NDUFB7,NDUFB8,NDUFB9,NDUFS1,NDUFS2,NDUFS4,NDUFS7,NEB,NEDD4L,NEFL,NEGR1,NEK1,NEK2,NEK3,NEK6,NEO1,NES,NEURL1,NEXN,NFATC4,NFIB,NFS1,NGFR,NID1,NIN,NINL,NLGN3,NME6,NOC2L,NOCT,NOSTRIN,NOTCH2,NPC1,NPHP4,NPM3,NR1H2,NRAP,NRCAM,NSD2,NSFL1C,NSG1,NSL1,NTF4,NTMT1,NTN3,NTRK3,NUDCD3,NUDT5,NUF2,NUMBL,NUP107,NUP133,NUP205,NUP93,NYAP1,OBSL1,ODAD4,ODF2,OFD1,OGT,OLFML2A,OLFML2B,OMA1,OPHN1,OPTN,OSBPL8,OXA1L,P3H4,PACSIN3,PAK3,PAK4,PAQR3,PARD6G,PARK7,PARP3,PARVA,PARVB,PATL1,PCDH17,PCLAF,PCLO,PCSK9,PDCD5,PDE3A,PDGFC,PDGFRA,PDIA3,PDLIM2,PDLIM5,PDPN,PELO,PEX2,PFN1,PGM5,PHACTR3,PHB2,PHF1,PHF13,PHLDB2,PI16,PIK3R2,PINK1,PIP4K2A,PIP4K2C,PITPNA,PITPNM2,PKD2,PLAA,PLCB1,PLCE1,PLCG2,PLD1,PLEKHA8,PLEKHF1,PLEKHH2,PLEKHM1,PLEKHM2,PLEKHO1,PLK1,PLK3,PLPPR4,PLS3,PLTP,PLXNA1,PLXNA2,PLXNA3,PLXNB3,PLXND1,PNPLA2,POC1A,POC1B,PODXL,POLDIP2,POLG,POSTN,POT1,PPARGC1A,PPARGC1B,PPFIBP2,PPIF,PPL,PPM1A,PPM1F,PPP1R15A,PPP1R1B,PPP1R9A,PPP3CA,PPP3CB,PRDM5,PRDX3,PRELID2,PRKAR1A,PRKCD,PRKCH,PRKCI,PRKCQ,PRKCZ,PRKD1,PRMT8,PRRT2,PSIP1,PSMC3IP,PSMD11,PTGES3,PTGFRN,PTK2B,PTK7,PTN,PTPN9,PTPRA,PTPRC,PTPRD,PTPRJ,PTPRK,PTPRN,PTPRS,PTPRZ1,PTTG1,PTX3,PXDN,QSOX1,RAB10,RAB13,RAB29,RAB34,RAB3A,RAB7A,RAB8B,RABEP2,RAC2,RACGAP1,RAD21,RAD51,RAD51AP1,RAF1,RANBP10,RANBP9,RAP1GDS1,RAPGEF3,RB1CC1,RBM15,RBM15B,RCC2,RECK,RECQL,RECQL4,REEP1,REEP4,RETREG1,RFC3,RFC5,RGCC,RGMA,RGS14,RHOD,RHOF,RHOU,RHPN2,RIF1,RILPL1,RIMS1,RIPOR2,RMI2,RND2,RNF165,ROBO1,ROCK2,ROR2,RPA2,RTKN,RUBCN,RUFY3,S1PR1,S1PR2,SAMHD1,SAMM50,SASS6,SBDS,SCARB1,SCARF1,SCMH1,SCN1B,SDC1,SDC2,SDHAF2,SDK1,SEC23A,SEC24D,SEC31B,SEC61A1,SELENON,SEMA3A,SEMA3E,SEMA3G,SEMA4F,SEMA5B,SEMA6A,SEMA6C,SEMA7A,SEPTIN1,SEPTIN2,SEPTIN6,SEPTIN7,SEPTIN9,SERPINE1,SERPINE2,SERTAD1,SESN2,SETD7,SEZ6L,SEZ6L2,SFRP2,SGO1,SGO2,SH3GL3,SH3GLB1,SH3PXD2B,SHC1,SHFL,SHROOM2,SHTN1,SIK3,SIPA1L1,SIRT2,SKA1,SLAIN2,SLC25A4,SLC2A10,SLC4A7,SLC8A3,SLF1,SLIRP,SLIT1,SLIT2,SLIT3,SLITRK1,SLITRK2,SLITRK4,SLITRK5,SLITRK6,SMAD2,SMARCA1,SMARCA5,SMARCAD1,SMC2,SMC4,SMC6,SMG5,SMO,SMPD1,SMTNL2,SMURF1,SMYD2,SNAP91,SNCG,SNRPD1,SNRPG,SNX30,SNX7,SOAT1,SORT1,SOX9,SPAG5,SPARCL1,SPART,SPC25,SPDL1,SPEF1,SPEF2,SPG11,SPG7,SPHK1,SPI1,SPICE1,SPIDR,SPRY2,SPTAN1,SPTB,SPTY2D1,SQLE,SQSTM1,SRC,SRF,SRGAP2,SRPX,SRPX2,SS18,SSH1,SSX2IP,STARD5,STEAP4,STIL,STING1,STK11,STK26,STK3,STMN1,STMN2,STON2,STOX1,STUB1,STX11,STX1B,STXBP1,STXBP5,STXBP6,SULF1,SULF2,SUN2,SUPT16H,SUPV3L1,SVEP1,SVIL,SWAP70,SYBU,SYCP2,SYNE3,SYNPO2,SYNPO2L,SYPL2,SYT2,SYT9,TACC1,TACC3,TAF11,TAF12,TAF9B,TAPBP,TAPBPL,TAPT1,TASOR,TAX1BP3,TBC1D14,TBCK,TBPL1,TCAP,TCF7L2,TCIRG1,TCTN3,TDRKH,TEAD1,TEAD2,TEK,TEKT1,TENM4,TESK1,TESK2,TEX14,TFEB,TFRC,TGFB1,TGFB2,TGFB3,TGFBI,TGFBR1,THSD4,THSD7A,TIA1,TIAM1,TIGAR,TIMM44,TIMM50,TLK1,TLN2,TMED3,TMEFF2,TMEM107,TMEM120A,TMEM120B,TMEM126A,TMEM231,TMEM35A,TMEM38A,TMEM43,TMEM67,TMEM9,TMOD4,TMSB10,TMSB15A,TMSB15B,TNC,TNFRSF1B,TNNT2,TNS1,TOMM34,TOMM40,TOMM40L,TOMM7,TOP2A,TOP2B,TOX,TP53INP2,TP63,TP73,TPBG,TPCN2,TPM1,TPM2,TPRKB,TPX2,TRAF3IP1,TRAK1,TRAM1,TRAPPC2L,TREX1,TRIM36,TRIM72,TRIO,TRIP10,TSKU,TSPAN33,TSPAN4,TSPO,TTC21B,TTC26,TTC39C,TTC8,TTF2,TTK,TTLL1,TUB,TUBA1B,TUBA4A,TUBB,TUBE1,TUBGCP4,TUBGCP6,TWF1,TWF2,TXNDC15,UBA6,UBD,UBE2C,UBR2,UGCG,UGDH,ULK1,ULK3,UNC5B,USH1C,USP6NL,UST,VAMP1,VAMP8,VAPB,VASH2,VAT1,VAV2,VCP,VDAC1,VDAC2,VDAC3,VHL,VIM,VMP1,VPS13B,VPS33A,VRK1,WASF1,WASF2,WDR19,WDR35,WDR45,WDR47,WDTC1,WHAMM,WHRN,WIPF1,WIPI1,WNK3,WRN,WWTR1,XIRP2,XKR5,XKR8,XPO1,YWHAZ,ZBTB1,ZBTB7A,ZER1,ZFAND6,ZFYVE27,ZMIZ1,ZMYM4,ZNF135,ZNF385A,ZNF423,ZNF827,ZNFX1,ZRANB3,ZWILCH,ZWINT,ZYX


			GO:BP			mitotic cell cycle			GO:0000278			5.56E-16			224			ABL1,ACVR1,AFAP1L2,ANLN,APP,ARHGEF10,ASNS,ASPM,ATM,AURKB,BCL7B,BID,BLM,BMP7,BRCA1,BRCA2,BUB1,BUB1B,CALM1,CAV2,CCNB1,CCNB2,CCNB3,CCNE1,CCNE2,CCNG2,CDC14B,CDC20,CDC25B,CDC45,CDC6,CDCA2,CDCA5,CDK1,CDK14,CDK17,CDK2AP2,CDT1,CENPE,CENPF,CENPH,CENPJ,CENPT,CEP192,CEP85,CHEK1,CIB1,CIT,CKAP2,CKS2,CLSPN,CNTROB,CRADD,CTC1,CUL3,CUL4A,CUL4B,CUL7,DDX3X,DLGAP5,DTL,DUSP3,E2F1,E2F6,E2F7,E2F8,E4F1,EDNRA,EFHC1,EGF,EIF4G1,EME1,EML4,EPS8,ESPL1,EZH2,FAM110A,FANCD2,FBXL21,FBXL7,FBXO31,FBXO5,FBXW5,FOXM1,FOXN3,GEN1,GINS3,GJA1,GNAI1,GPSM2,HSF1,IER3,INCENP,INIP,INSR,IQGAP3,ITGB1,JTB,KAT2B,KDM8,KIF11,KIF14,KIF15,KIF18A,KIF18B,KIF20A,KIF20B,KIF22,KIF23,KIF2A,KIF2C,KIF3B,KIF4A,KIFC1,KLF4,KLHDC8B,LIG1,LOC100155138,LOC100158003,LOC100510930,MAP1S,MAP3K20,MAPRE1,MASTL,MCM3,MCM4,MDM2,MKI67,MRE11,MRNIP,MSH2,MTA3,MTBP,MYBL1,MYBL2,NAA10,NAA50,NABP2,NCAPD2,NCAPD3,NCAPG,NCAPG2,NCAPH,NDC80,NEK2,NEK4,NEK6,NES,NME6,NSFL1C,NSL1,NUDT15,NUF2,OBSL1,ORC1,PARP3,PBK,PHB2,PHF13,PHKG1,PKD2,PLCB1,PLK1,PLK3,POLA1,POLDIP2,PPP3CA,PPP6C,PRDM5,PTTG1,RACGAP1,RAD21,RAD51,RAD51B,RBBP8,RCC2,REEP4,RFWD3,RGCC,RGS14,RNF2,RPA2,RTKN,SASS6,SBDS,SGO1,SGO2,SKA1,SKP2,SLF1,SMARCA5,SMC2,SMC4,SPAG5,SPC25,SPDL1,SPHK1,SPICE1,SPRY2,STAT5B,STIL,STOX1,TACC1,TACC3,TEX14,TP73,TPD52L1,TPX2,TREX1,TRIM36,TTC28,TTK,TUBA4A,TUBE1,TUBGCP4,TUBGCP6,UBD,UBE2C,USH1C,USP2,WDHD1,WEE1,ZWILCH,ZWINT


			GO:BP			energy derivation by oxidation of organic compounds			GO:0015980			8.01E-16			107			ACADM,ACO1,ACO2,AKT2,ATP5F1A,ATP5F1B,ATP5ME,ATP5PO,BID,BLOC1S1,BNIP3,C7H6ORF125,CAT,CAVIN3,CCNB1,CDK1,CDS1,CHCHD10,CHCHD2,COA6,COQ10A,COQ10B,COQ9,COX1,COX10,COX3,COX4I1,COX5A,DLST,ETFA,ETFB,ETFDH,FH,GPD1,GYG1,GYS1,HADHB,IDE,IDH2,IDH3B,IDH3G,IL6ST,INSR,ISCU,LEPR,LOC100524239,LOC100524873,MDH1,MDH2,MLXIPL,MSH2,ND4,NDUFA10,NDUFA8,NDUFAF1,NDUFB6,NDUFB8,NDUFB9,NDUFS1,NDUFS2,NDUFS4,NDUFS6,NDUFS7,NDUFV1,NFATC4,OGDH,PARK7,PASK,PCDH12,PFKM,PHKA1,PHKA2,PHKB,PHKG1,PINK1,PPARGC1A,PPIF,PPP1CB,PPP1R3A,PPP1R3B,PPP1R3C,PPP1R3D,PPP1R3G,PRKAG3,PTGES3,PTPMT1,PYGL,PYGM,RB1CC1,SDHA,SDHAF2,SDHB,SDHC,SLC25A12,SLC25A22,SLC25A25,SLC37A4,SUCLA2,SUCLG1,SUCLG2,TIGAR,TREX1,UGP2,UQCR10,UQCRC1,UQCRQ,VCP


			GO:BP			supramolecular fiber organization			GO:0097435			1.48E-15			205			ABL1,ACTA1,ACTC1,ACTN2,ACTR3,ADAMTS12,ADAMTS14,ADAMTS2,ADAMTS7,AEBP1,ANKRD23,ANXA2,APOE,APP,ARFIP2,ARHGAP12,ARHGEF10,ARHGEF10L,ARHGEF2,ARPC5,ARPIN,ASAP3,AVIL,BAIAP2L2,BID,BIN1,CAPG,CAPN3,CAPZA1,CAPZA2,CASQ1,CCDC88A,CCDC88C,CDC42EP3,CENPJ,CFL1,CIB1,CKAP2,CKAP5,CLIP1,CLIP3,CLIP4,CLU,COL11A1,COL11A2,COL1A2,COL2A1,COL3A1,COL5A1,COL5A2,CORO1B,CORO1C,CORO2B,CORO6,CRACD,CSF3,CSRP2,CTNNA1,CUL3,CYFIP2,CYRIB,DDR2,DES,DIAPH1,DIAPH2,DIAPH3,DLC1,DST,DSTN,DVL1,EFS,EMILIN1,EPS8,ESAM,EXT1,EZR,FAM171A1,FBLN5,FBXO5,FCHSD1,FCHSD2,FER,FES,FHOD1,FHOD3,FKBP10,FLNC,FMOD,FSCN1,GAS2L3,GBA2,GMFB,HCLS1,HIP1,HOOK2,IQGAP2,ITGB1,KANK3,KIF18A,KIF18B,KIF24,KIF2C,KLHL24,LIMK1,LMOD2,LOC100513346,LOC100736765,LOX,LOXL1,LOXL4,LUM,MAP1A,MAP1B,MAP1S,MAPRE1,MDM2,MEF2A,MET,MICAL1,MICAL3,MID1IP1,MKKS,MTM1,MYH11,MYO16,MYO1B,MYOM2,MYOZ1,MYPN,NAV3,NCKAP5,NCKAP5L,NEB,NEFL,NIN,NRAP,P3H4,PAK3,PDGFRA,PGM5,PHLDB2,PIK3R2,PLEKHH2,PLK3,PLS3,PPARGC1B,PPM1F,PPP1R9A,PRKAR1A,PRKCD,PRKCI,PTK2B,PXDN,RAC2,RAPGEF3,RGCC,RHOD,RHOF,RHPN2,RND2,ROCK2,SFRP2,SHROOM2,SLAIN2,SLIT2,SPEF1,SPTAN1,SPTB,SRC,SRF,SSH1,STMN2,SVIL,SWAP70,SYNPO2,SYNPO2L,TCAP,TESK1,TGFB2,TGFB3,TGFBR1,THSD4,TLN2,TMEFF2,TMOD4,TMSB10,TMSB15A,TMSB15B,TNNT2,TPM1,TPM2,TPX2,TTC8,TUBGCP4,TUBGCP6,TWF1,TWF2,VIM,WASF1,WASF2,WDR47,WHAMM,WIPF1,XIRP2,ZYX


			GO:BP			mitotic cell cycle process			GO:1903047			2.04E-15			192			ACVR1,ANLN,APP,ARHGEF10,ATM,AURKB,BCL7B,BID,BLM,BMP7,BRCA1,BRCA2,BUB1,BUB1B,CALM1,CAV2,CCNB1,CCNB2,CCNB3,CCNE1,CCNE2,CCNG2,CDC14B,CDC20,CDC25B,CDC45,CDC6,CDCA2,CDCA5,CDK1,CDK14,CDK17,CDK2AP2,CDT1,CENPE,CENPF,CENPH,CENPJ,CEP192,CEP85,CHEK1,CIT,CKAP2,CKS2,CLSPN,CNTROB,CRADD,CTC1,CUL3,CUL4A,CUL4B,CUL7,DDX3X,DLGAP5,DTL,E2F1,E2F6,E2F7,EFHC1,EGF,EIF4G1,EME1,EML4,EPS8,ESPL1,EZH2,FAM110A,FANCD2,FBXL21,FBXL7,FBXO31,FBXO5,FBXW5,FOXM1,FOXN3,GEN1,GINS3,GJA1,GNAI1,GPSM2,IER3,INCENP,INIP,INSR,IQGAP3,ITGB1,JTB,KAT2B,KDM8,KIF11,KIF14,KIF15,KIF18A,KIF18B,KIF20A,KIF20B,KIF22,KIF23,KIF2A,KIF2C,KIF3B,KIF4A,KIFC1,KLF4,KLHDC8B,LIG1,MAP1S,MAP3K20,MAPRE1,MASTL,MCM3,MCM4,MDM2,MKI67,MRE11,MRNIP,MSH2,MTA3,MTBP,MYBL2,NAA10,NAA50,NABP2,NCAPD2,NCAPD3,NCAPG,NCAPG2,NCAPH,NDC80,NEK2,NEK6,NES,NME6,NSFL1C,NSL1,NUF2,OBSL1,ORC1,PARP3,PBK,PHB2,PHF13,PHKG1,PKD2,PLCB1,PLK1,PLK3,POLA1,PPP3CA,PPP6C,PTTG1,RACGAP1,RAD21,RAD51,RAD51B,RBBP8,RCC2,REEP4,RFWD3,RGCC,RPA2,RTKN,SASS6,SBDS,SGO1,SGO2,SKP2,SLF1,SMARCA5,SMC2,SMC4,SPAG5,SPC25,SPDL1,SPHK1,SPICE1,SPRY2,STIL,STOX1,TACC1,TACC3,TEX14,TPD52L1,TPX2,TREX1,TRIM36,TTK,UBD,UBE2C,USH1C,ZWILCH,ZWINT


			GO:BP			cell cycle			GO:0007049			2.35E-15			358			ABL1,ACTR3,ACVR1,AFAP1L2,ANLN,ANXA11,APITD1,APP,ARHGEF10,ARHGEF2,ARL8B,ASNS,ASPM,ATF5,ATM,ATP1B3,ATP2B4,ATR,AURKB,BCL7B,BCR,BID,BIN1,BLM,BMP7,BOD1,BRCA1,BRCA2,BRIP1,BUB1,BUB1B,CALM1,CALR,CAPN3,CAV2,CCNB1,CCNB2,CCNB3,CCNE1,CCNE2,CCNF,CCNG2,CCNL1,CCNT2,CCP110,CCPG1,CDC123,CDC14B,CDC20,CDC25B,CDC45,CDC6,CDCA2,CDCA5,CDK1,CDK14,CDK17,CDK20,CDK2AP2,CDK5R1,CDT1,CENPE,CENPF,CENPH,CENPJ,CENPT,CEP131,CEP152,CEP192,CEP76,CEP85,CHAF1A,CHD3,CHEK1,CIB1,CIT,CKAP2,CKAP5,CKS2,CLSPN,CNTLN,CNTROB,COPS5,CRADD,CROCC,CTC1,CUL3,CUL4A,CUL4B,CUL7,DBF4,DDX3X,DLGAP5,DOT1L,DTL,DUSP3,E2F1,E2F6,E2F7,E2F8,E4F1,EDNRA,EFHC1,EGF,EHMT2,EIF4G1,EME1,EML4,EPS8,ESCO1,ESCO2,ESPL1,EZH2,EZR,FAM110A,FAM83D,FANCA,FANCD2,FANCM,FAP,FBXL21,FBXL7,FBXO31,FBXO5,FBXW5,FEN1,FES,FIGNL1,FOXM1,FOXN3,FZD9,GADD45B,GATA3,GDF9,GEN1,GFRA3,GINS3,GJA1,GNAI1,GPSM2,HAUS5,HAUS6,HJURP,HSF1,IER3,INCENP,INIP,INSR,IQGAP3,ITGB1,JADE3,JTB,JUNB,KAT2B,KDM8,KIAA0753,KIAA1614,KIF11,KIF14,KIF15,KIF18A,KIF18B,KIF20A,KIF20B,KIF22,KIF23,KIF2A,KIF2C,KIF3B,KIF4A,KIFC1,KLF4,KLHDC8B,KLHL13,KLHL21,KLHL9,LFNG,LIG1,LOC100155138,LOC100158003,LOC100510930,LOC110258060,MAP1S,MAP3K20,MAPK14,MAPRE1,MAPRE2,MASTL,MBTD1,MCM2,MCM3,MCM4,MCM5,MDM2,MEIOB,MKI67,MN1,MND1,MRE11,MRNIP,MSH2,MSH4,MTA3,MTBP,MX2,MYBL1,MYBL2,NAA10,NAA50,NABP2,NCAPD2,NCAPD3,NCAPG,NCAPG2,NCAPH,NDC1,NDC80,NEK2,NEK4,NEK6,NES,NIN,NME6,NSFL1C,NSL1,NTMT1,NUDT15,NUF2,OBSL1,ODF2,ORC1,PARD6G,PARP3,PARP9,PBK,PCLAF,PDE3A,PHB2,PHF13,PHKG1,PKD2,PLCB1,PLK1,PLK3,POC1B,POLA1,POLDIP2,PPP3CA,PPP6C,PRDM5,PRKCD,PRR11,PSMC3IP,PTPRC,PTPRK,PTTG1,RACGAP1,RAD21,RAD23A,RAD51,RAD51AP1,RAD51B,RAD9B,RBBP8,RCC2,REEP4,RFWD3,RGCC,RGS14,RHNO1,RIF1,RMI2,RNF2,ROCK2,RPA2,RTKN,SASS6,SBDS,SEPTIN1,SEPTIN11,SEPTIN2,SEPTIN3,SEPTIN4,SEPTIN5,SEPTIN6,SEPTIN7,SEPTIN9,SGO1,SGO2,SH3GLB1,SIRT2,SKA1,SKP2,SLC25A44,SLF1,SMARCA5,SMARCAD1,SMC2,SMC4,SMC6,SND1,SOX9,SPAG5,SPC25,SPDL1,SPHK1,SPICE1,SPRY2,SSX2IP,STAT5B,STIL,STK10,STK11,STOX1,STT3A,SYCP2,TACC1,TACC3,TDRD12,TDRKH,TEX14,TGFB1,THOC5,TIMELESS,TLK1,TMEM67,TOP2A,TOP2B,TP53I13,TP63,TP73,TPD52L1,TPX2,TREX1,TRIM36,TRNP1,TTC28,TTK,TUBA4A,TUBB,TUBE1,TUBGCP4,TUBGCP6,UBD,UBE2C,UBR2,UHRF1,USH1C,USP2,USP28,WDHD1,WEE1,XPO1,YEATS2,ZNF503,ZNF703,ZWILCH,ZWINT


			GO:BP			positive regulation of metabolic process			GO:0009893			2.47E-15			717			ABHD5,ABL1,ABLIM3,ACE,ACSL1,ACTA2,ACTC1,ACTR3,ACVR1,ADAM8,ADIPOR2,ADRA2A,ADRA2C,AFAP1L2,AGT,AGTR2,AHR,AIFM1,AJUBA,AKNA,AKT2,ALDH1A2,ANKIB1,ANKRD1,ANTXR1,ANXA2,APAF1,APOE,APP,ARAF,ARHGEF2,ARIH2,ARNTL,ARRDC3,ARX,ASB11,ASB5,ASL,ASPH,ASS1,ASXL3,ATAD2,ATF3,ATF4,ATF5,ATM,ATOH8,ATP2A3,ATP2B4,ATP5IF1,ATP7A,ATXN3,AURKB,BAG3,BAMBI,BBS7,BCAP31,BCAS3,BCL3,BCL6,BCL7B,BCL9,BID,BLM,BMP5,BMP6,BMP7,BNIP3,BNIP3L,BRCA1,BRCA2,BTC,BVES,C1QTNF3,C3,C7H6ORF125,CAB39,CAB39L,CALCOCO1,CALCOCO2,CALM1,CALR,CAMKK2,CAMTA2,CAPN3,CARF,CASK,CASP9,CBLB,CCDC124,CCDC88A,CCL19,CCN1,CCNB1,CCNT2,CCPG1,CCT6A,CD14,CD2,CD200,CD276,CD40LG,CD44,CD80,CDC20,CDC25B,CDCA2,CDK1,CDK5R1,CDON,CDT1,CEBPG,CENPE,CENPJ,CHCHD10,CHCHD2,CHD6,CHEK1,CHI3L1,CHTF18,CHURC1,CIB1,CITED1,CKAP2,CKS2,CLIP3,CLN6,CLPX,CLSPN,CLU,CNOT6,CNOT6L,CNTN1,COPS5,COPS8,CPEB3,CPT2,CRADD,CREB3L1,CREB3L2,CREB5,CREBRF,CSDE1,CSF3,CSNK2B,CSPG4,CSRNP1,CSRNP3,CTC1,CTF1,CUL3,CUL4B,CUX2,CYFIP2,DAB2,DAPK1,DBF4,DCAF6,DCN,DCP2,DCUN1D2,DCUN1D4,DDR2,DDRGK1,DDX1,DDX3X,DDX58,DECR1,DEPDC5,DHX58,DIP2B,DISC1,DLC1,DLL1,DMRT2,DNAJB2,DNMT1,DNMT3B,DOCK7,DOT1L,DPF3,DROSHA,DTL,DTNBP1,DVL1,DYRK1B,E2F1,E2F7,E2F8,E4F1,EAF2,EBF2,EBF3,EDA,EFCAB7,EFNA1,EGF,EGLN1,EGR1,EGR2,EGR3,EIF4G1,ELF4,ELK3,ELK4,ELL2,EMILIN1,ENDOG,ENG,ENPP2,EPAS1,EPCAM,EPHA3,EPHA4,EPHA7,EPHB2,EPHB3,EPHB4,EPHX2,ERBB2,ERBB3,ERP29,ESR1,ESRRG,ETV1,ETV5,EYA2,EYA3,EZH2,EZR,F3,FAM162A,FAM20A,FAM98A,FANCI,FANCM,FAS,FBLN1,FBXW8,FGF1,FGF18,FGF21,FGF9,FGFR1,FGFR4,FH,FHL5,FHOD1,FLT1,FMR1,FN1,FNIP1,FOS,FOXA3,FOXJ1,FOXM1,FOXO1,FXR1,FXR2,FYCO1,FYN,FZD10,FZD2,G0S2,GAPDH,GATA2,GATA3,GDF11,GDF9,GGA1,GHR,GINS3,GJA1,GLI2,GLI3,GNAI3,GPC3,GPD1,GPI,GPR37,GPRC5B,GPS2,GRB10,GUCA1B,HADH,HBEGF,HCLS1,HDAC10,HDGFL2,HEY2,HGF,HHLA2,HIP1,HIVEP1,HK1,HLTF,HMCES,HOXA5,HPN,HSF1,HSF4,HSPA5,HSPB8,HTATIP2,IER2,IER3,IFIH1,IFT57,IKBKG,IL12RB2,IL15,IL16,IL17B,IL18,IL1R1,IL4I1,IL6R,IL6ST,INPP5F,INSR,IQGAP3,IRAK1,IRF5,IRF9,ISCU,ITGA5,ITGA6,ITSN1,JUNB,KAT2B,KDM1A,KDM7A,KDM8,KDR,KHDRBS1,KIF14,KIT,KLF13,KLF4,KLHL12,KLHL17,LARP4,LCK,LDB2,LEPR,LGALS9,LGR4,LMO1,LMO2,LOC100511937,LOC102158443,LPCAT1,LPCAT3,LPIN1,LPIN3,LRP4,LRP8,LRRCC1,LRRK1,LRRK2,LRRTM3,LUM,LYAR,LYN,MAFF,MAML3,MAP2K2,MAP3K10,MAP3K13,MAPK14,MAPKAPK2,MARCHF2,MARS1,MASTL,MAVS,MBTD1,MDK,MDM2,MED15,MEF2A,MEF2C,MEF2D,MEIS3,MEOX2,MET,MFN2,MFSD2A,MGA,MID1IP1,MITF,MLXIP,MLXIPL,MMD,MOSPD1,MRE11,MRPS27,MSH2,MSTN,MTDH,MUL1,MUSK,MYBL1,MYBL2,MYCN,MYF5,MYF6,MYLK2,NABP2,NAMPT,NANS,NBAS,NCOA2,NEK2,NEK4,NEURL1,NFATC1,NFATC3,NFATC4,NFE2L2,NFIB,NFIL3,NFKBIA,NGFR,NIBAN1,NIBAN2,NMI,NOC2L,NOCT,NOS1,NOS3,NPAS3,NR0B2,NR1D2,NR1H2,NR1I3,NR2F1,NR4A3,NR5A2,NRDC,NSD2,NTF4,NTRK3,OGT,OMA1,OPTN,OXTR,PABPC1,PACSIN3,PAFAH1B2,PAIP1,PARK7,PARM1,PARP14,PARP16,PARP3,PARP9,PATL1,PATZ1,PBX3,PCBP1,PCOLCE,PCOLCE2,PCSK9,PDCD5,PDE4B,PDE4D,PDGFA,PDGFC,PDGFD,PDGFRA,PER1,PFKM,PHB2,PHF1,PHF19,PIAS3,PIK3R2,PINK1,PIP4K2A,PIP4K2C,PITHD1,PKD2,PKM,PLAG1,PLAGL1,PLCB1,PLCG2,PLD1,PLEKHF1,PLGRKT,PLK1,PLK3,PLPP3,PNPLA2,POLR3A,POLR3D,POT1,PPARA,PPARGC1A,PPARGC1B,PPM1A,PPM1F,PPP1R15A,PPP1R3G,PPP2R5A,PPP3CA,PPP3CB,PRDM1,PRDM5,PRDX6,PRIM2,PRKAB2,PRKAG1,PRKCD,PRKCQ,PRKCZ,PRKD1,PRR5,PRR5L,PRRC1,PSMC1,PSMC2,PSMC3,PSMC3IP,PSMC5,PSMD14,PTGES2,PTGES3,PTK2B,PTPRC,PTPRN,PTX3,PXYLP1,RAB29,RAB7A,RAD23A,RAD51,RAD51AP1,RAF1,RAMP1,RAP2C,RAPGEF3,RB1CC1,RBBP8,RBM15,RBM20,RBM38,RBPJ,RCN3,REST,RFC3,RFC5,RGCC,RGMA,RIF1,RNF14,RNF144A,RNF207,RNF217,ROBO1,ROCK2,ROMO1,ROR2,RORA,RPS6KA1,RPS6KA3,RPS6KB2,RXRG,RYBP,S1PR2,SCARB1,SEMA7A,SENP1,SERPINE1,SERTAD1,SESN1,SESN2,SFR1,SFRP2,SH3GLB1,SH3RF2,SHC1,SIRT2,SKP2,SLC25A4,SLC27A1,SLC2A10,SLC38A2,SLC38A3,SLF1,SMAD2,SMARCA5,SMO,SMPD1,SMURF1,SNX30,SNX7,SOAT1,SOX11,SOX9,SPHK1,SPI1,SPIDR,SPP1,SPRY2,SPTLC1,SRC,SREBF2,SRF,SS18,SSBP4,STAT1,STAT5B,STING1,STK11,STOX1,STOX2,STUB1,SUCO,SULF1,SULF2,SUPT16H,SUPV3L1,TAF11,TAF12,TBC1D14,TBL1XR1,TBX15,TBX18,TCF12,TCF3,TCF4,TCF7L2,TEAD1,TEAD2,TEAD4,TEK,TESK1,TET3,TFEB,TFRC,TGFB1,TGFB2,TGFB3,TGFBR1,TGFBR2,THAP11,THBS4,THOC5,TIGAR,TIMELESS,TLR5,TLR9,TMEM259,TMEM9B,TMTC3,TNC,TNFRSF11A,TNFRSF1B,TNIP1,TOP2A,TOP2B,TOX,TOX3,TP53INP2,TP63,TP73,TPD52L1,TPX2,TRAF3IP2,TRAF5,TRAPPC13,TRUB2,TSPO,TTC21B,TTC5,TYRO3,UACA,UCP2,UHRF1,ULK1,USF2,USP13,VAV2,VCP,VIM,VRK3,WDR43,WDR45,WDR48,WDR77,WHRN,WIPI1,WNK3,WRN,WWTR1,ZBTB16,ZBTB20,ZBTB7B,ZBTB7C,ZEB1,ZFP30,ZFP91,ZFPM2,ZIC3,ZMIZ1,ZNF142,ZNF175,ZNF235,ZNF287,ZNF300,ZNF395,ZNF423,ZNF711,ZNF76,ZXDC,ZYG11B


			GO:BP			cell junction organization			GO:0034330			2.65E-15			169			ABHD17C,ABL1,ACE,ACTN2,ADGRB3,ADGRL2,AFG3L2,AGRN,AGT,AJUBA,APOD,APOE,APP,ARHGAP39,ARHGAP44,ARHGEF9,BCR,BHLHB9,BMP6,C3,CACNA1S,CACNB1,CAMKV,CAPRIN2,CAPZA1,CD9,CDC20,CDH10,CDH11,CDH2,CDH20,CDH7,CDK5R1,CHCHD10,CHRNA1,CLDN10,CLSTN2,CLSTN3,COL16A1,COLQ,CORO1C,CORO2B,CTNNA1,CTNND1,CTNND2,CTTNBP2,CUX2,DCHS1,DDX23,DISC1,DLC1,DLG4,DLG5,DNAJA3,DST,DUSP3,DVL1,EFNA1,EGLN1,EIF4G1,EPHA3,EPHA4,EPHA7,EPHB2,EPHB3,ERBB2,ESAM,EXT1,FBF1,FLRT3,FN1,FSCN1,FYN,FZD9,GJA5,GJC1,GPC4,GRID2,GRIPAP1,IGSF9,ITGA5,ITGB4,JAM3,KDR,KIRREL1,LAMC1,LOC100513261,LRFN2,LRFN5,LRP4,LRP8,LRRC4,LRRC4B,LRRC4C,LRRK2,LRRN1,LRRN3,LRRTM3,MACF1,MAPK14,MAPRE2,MDGA1,MPP7,MUSK,MYO9A,NEFL,NEURL1,NFATC4,NLGN3,NPHP4,NUMBL,OBSL1,OPHN1,PAK3,PCDH17,PCLO,PHLDB2,PLXND1,PPFIBP2,PPM1F,PRKCH,PRKCI,PTPRA,PTPRD,PTPRJ,PTPRK,PTPRS,RAB13,RAB29,RAB3A,RCC2,RHOD,ROCK2,SDK1,SEMA3E,SEZ6L,SEZ6L2,SLC8A3,SLITRK1,SLITRK2,SLITRK4,SLITRK5,SLITRK6,SNCG,SPARCL1,SPG11,SRC,SRF,SRGAP2,SRPX2,SVEP1,SYBU,TEK,TGFB2,TGFB3,TGFBR1,TNC,TNS1,TPBG,TUBA1B,TUBB,VHL,VMP1,WASF2,WHAMM,WHRN,XIRP2,YWHAZ,ZER1


			GO:BP			regulation of cell migration			GO:0030334			3.12E-15			214			ABL1,ACVR1,ADAM15,ADAM8,ADGRA2,ADGRG1,ADRA2A,AGT,AJUBA,AKT2,AMOT,ANGPT2,APOD,APOE,APP,ARHGEF39,ATM,ATOH8,ATP2B4,ATP5F1A,BCR,BMP7,BMPER,BST1,CALR,CAMK2A,CCL19,CCL5,CCN1,CCN3,CD151,CD9,CDH11,CHRD,CHST2,CIB1,CORO1B,CORO1C,CPNE3,CSNK2B,DAB2,DAPK2,DCN,DDR2,DDRGK1,DDX58,DLC1,DLG5,DOCK10,DOCK5,DOCK7,DOCK8,DPP4,DUSP1,DUSP10,DUSP3,EFNA1,EGF,EMILIN1,EMILIN2,ENG,ENPP2,EPHA4,EPHB2,FBXO5,FER,FERMT3,FGF1,FGF18,FGF21,FGFR1,FLT1,FN1,GATA2,GATA3,GCNT1,GJA1,GPI,GPR173,HABP2,HBEGF,HGF,HSPA5,IGFBP5,IGSF10,IL1R1,INSR,ITGA6,ITGAV,ITGB1,JAM3,KDR,KIF14,KIF20B,KIF2A,KIT,KLF4,KLHL12,LAMA3,LAMA4,LAMB1,LDB2,LGALS3,LOC100519808,LOC100737755,LOC110255205,LRCH1,LYN,LYVE1,MAPRE2,MDK,MEF2C,MEOX2,MET,MGAT5,MITF,MMP14,MMRN2,MSTN,NAV3,NEXN,NF1,NGFR,NOS3,NR4A3,NTRK3,PATZ1,PDGFA,PDGFC,PDGFD,PDGFRA,PDPN,PHLDB2,PLAA,PLCB1,PLCG1,PLCG2,PLEKHG3,PLPP3,PLXNA1,PLXNA2,PLXNA3,PLXNB3,PLXND1,PODN,PPM1F,PPP3CA,PRCP,PRKD1,PRR5L,PRSS56,PTK2B,PTN,PTPRC,PTPRG,PTPRJ,PTPRK,RAC2,RAP2C,RCC2,RECK,RGCC,RHOD,RIPOR2,ROBO1,ROCK2,ROR2,RRAS,RUFY3,SCAI,SCRT1,SEMA3E,SEMA3G,SEMA4F,SEMA5B,SEMA6A,SEMA6C,SEMA6D,SEMA7A,SERPINE1,SFRP2,SH3RF2,SHTN1,SLIT2,SMO,SOX9,SPARC,SPHK1,SPI1,SPRY2,SRC,SRGAP1,SRGAP2,SRPX2,STC1,STK10,STK26,SULF1,SUN2,SWAP70,TEK,TGFB1,TGFB2,TGFBR1,TGFBR2,THBS4,TIAM1,TIMP1,TMEFF2,TMSB15A,TMSB15B,TPM1,VASH1,WNT5B


			GO:BP			biological regulation			GO:0065007			3.33E-15			2255			AARS1,ABCA5,ABCB1,ABCC1,ABHD17C,ABHD5,ABI3BP,ABL1,ABL2,ABLIM3,ABR,ABRACL,ACADM,ACADVL,ACAP3,ACE,ACKR3,ACKR4,ACO1,ACOT8,ACOX2,ACSL1,ACTA2,ACTC1,ACTN2,ACTR3,ACVR1,ADAM11,ADAM12,ADAM15,ADAM22,ADAM8,ADAMTS12,ADAMTS15,ADAMTS20,ADAMTS6,ADAMTS7,ADAMTS9,ADCY2,ADCY3,ADCY4,ADCY6,ADCY9,ADCYAP1R1,ADGRA2,ADGRB2,ADGRB3,ADGRG1,ADGRG2,ADGRL1,ADGRL2,ADIPOR2,ADM,ADNP,ADORA2A,ADRA1D,ADRA2A,ADRA2C,AEBP1,AEN,AFAP1,AFAP1L2,AFDN,AFF1,AFG3L2,AGRN,AGT,AGTR2,AHR,AIFM1,AJUBA,AKAP11,AKAP13,AKAP6,AKNA,AKT1S1,AKT2,ALDH1A2,ALPK2,ALS2CL,AMOT,ANGPT2,ANGPTL1,ANGPTL4,ANK3,ANKFY1,ANKIB1,ANKRD1,ANKRD13A,ANKRD13B,ANKRD13C,ANKRD2,ANKRD23,ANLN,ANO1,ANO2,ANPEP,ANTXR1,ANXA2,ANXA8,APAF1,APBA3,APC2,APIP,APLP1,APOD,APOE,APOM,APP,AQP11,AQP7,ARAF,ARFIP2,ARHGAP1,ARHGAP11A,ARHGAP12,ARHGAP20,ARHGAP23,ARHGAP27,ARHGAP32,ARHGAP36,ARHGAP39,ARHGAP42,ARHGAP44,ARHGAP45,ARHGAP5,ARHGEF10,ARHGEF10L,ARHGEF17,ARHGEF19,ARHGEF2,ARHGEF25,ARHGEF26,ARHGEF3,ARHGEF39,ARHGEF6,ARHGEF9,ARIH2,ARMC12,ARMC9,ARNTL,ARPC5,ARPIN,ARRDC3,ARX,ASAH1,ASAP2,ASAP3,ASB10,ASB11,ASB13,ASB15,ASB5,ASL,ASNS,ASPH,ASPN,ASS1,ASXL3,ATAD1,ATAD2,ATAT1,ATF3,ATF4,ATF5,ATG9A,ATL3,ATM,ATOH8,ATP10A,ATP10D,ATP11B,ATP1A2,ATP1B1,ATP1B3,ATP2A1,ATP2A3,ATP2B4,ATP5F1A,ATP5IF1,ATP7A,ATP8B2,ATR,ATXN1,ATXN3,AUP1,AURKB,AVIL,AZIN2,BAG3,BAIAP2L2,BAIAP3,BAMBI,BARD1,BBS12,BBS7,BCAP31,BCAS3,BCAT2,BCKDK,BCL11A,BCL3,BCL6,BCL7B,BCL9,BCORL1,BCR,BDKRB2,BEND6,BEST1,BEST3,BEX1,BEX3,BHLHB9,BHLHE41,BICC1,BID,BIN1,BLM,BLOC1S4,BMP5,BMP6,BMP7,BMPER,BNIP3,BNIP3L,BOC,BOD1,BRCA1,BRCA2,BRD3,BRIP1,BST1,BTBD7,BTC,BTNL9,BUB1,BUB1B,BVES,BZW2,C1QTNF3,C2,C2CD2L,C3,C4A,C7H6ORF125,CAB39,CAB39L,CACNA1D,CACNA1G,CACNA1S,CACNB1,CACNG6,CACNG7,CALCOCO1,CALCOCO2,CALCR,CALCRL,CALM1,CALR,CAMK2A,CAMKK2,CAMKV,CAMTA2,CAND1,CAPG,CAPN3,CAPN6,CAPRIN2,CAPZA1,CAPZA2,CARF,CARHSP1,CASK,CASP6,CASP9,CASQ1,CASQ2,CASTOR2,CAT,CAV2,CAVIN3,CBL,CBLB,CBX2,CBX3,CBX4,CC2D1B,CC2D2A,CCDC124,CCDC40,CCDC47,CCDC65,CCDC88A,CCDC88C,CCL19,CCL5,CCN1,CCN3,CCN4,CCNB1,CCNB2,CCNB3,CCNE1,CCNE2,CCNF,CCNG1,CCNG2,CCNL1,CCNL2,CCNT2,CCP110,CCPG1,CCR9,CCT6A,CD1.1,CD109,CD14,CD151,CD2,CD200,CD276,CD40LG,CD44,CD48,CD80,CD8A,CD9,CDC14B,CDC20,CDC25B,CDC37L1,CDC42EP3,CDC6,CDCA2,CDCA5,CDCA7,CDCA7L,CDH11,CDH2,CDIP1,CDK1,CDK14,CDK17,CDK20,CDK2AP2,CDK5R1,CDON,CDS1,CDT1,CEBPG,CELSR3,CENPE,CENPF,CENPJ,CEP131,CEP192,CEP76,CEP85,CFAP20,CFD,CHCHD10,CHCHD2,CHD3,CHD6,CHEK1,CHI3L1,CHN2,CHODL,CHRD,CHRNA1,CHRNA10,CHRNA3,CHRND,CHRNE,CHST2,CHSY1,CHTF18,CHURC1,CIAO3,CIB1,CIDEC,CILP,CIPC,CIT,CITED1,CKAP2,CKAP5,CKB,CKS2,CLDN10,CLEC12B,CLIP1,CLIP3,CLK3,CLN6,CLPX,CLSPN,CLSTN2,CLSTN3,CLU,CNKSR1,CNKSR3,CNN1,CNOT6,CNOT6L,CNR1,CNTN1,CNTN4,CNTROB,COL16A1,COL1A2,COL2A1,COL3A1,COL5A1,COL5A2,COL7A1,COLQ,COPS5,COPS8,CORO1B,CORO1C,CORO2B,COX1,COX17,CPAMD8,CPE,CPEB3,CPEB4,CPLANE2,CPNE3,CPQ,CPS1,CPT1C,CPT2,CRABP1,CRABP2,CRACD,CRADD,CRBN,CREB3L1,CREB3L2,CREB5,CREBRF,CREM,CRMP1,CROCC,CRY2,CRYM,CSDC2,CSDE1,CSF3,CSNK1G3,CSNK2B,CSPG4,CSRNP1,CSRNP3,CST6,CTC1,CTF1,CTHRC1,CTNNA1,CTNNAL1,CTNND1,CTNND2,CTSA,CTSC,CTSZ,CTTNBP2,CUL3,CUL4A,CUL4B,CUL7,CUX2,CX3CR1,CXCL2,CXCR6,CYB5D2,CYFIP2,CYP1A1,CYP7B1,CYRIB,CYSLTR2,DAB2,DACT3,DAPK1,DAPK2,DBF4,DBNDD1,DBX1,DCAF6,DCBLD2,DCHS1,DCLK3,DCN,DCP2,DCUN1D2,DCUN1D4,DCX,DDHD2,DDI1,DDIAS,DDO,DDR2,DDRGK1,DDX1,DDX23,DDX3X,DDX58,DECR1,DEDD,DEF8,DEFB1,DENND2A,DENND4B,DEPDC5,DHCR24,DHCR7,DHPS,DHRS3,DHRS7,DHRS7C,DHX58,DIAPH1,DIP2B,DISC1,DIXDC1,DKK3,DLC1,DLG4,DLG5,DLGAP4,DLGAP5,DLK2,DLL1,DMRT2,DNAJA3,DNAJB2,DNAJC1,DNAJC17,DNAJC24,DNM1,DNMT1,DNMT3B,DOCK10,DOCK5,DOCK7,DOCK8,DOK5,DOT1L,DPF3,DPP4,DPYSL5,DRC1,DROSHA,DSTN,DTD2,DTL,DTNBP1,DTX2,DTX4,DUSP1,DUSP10,DUSP26,DUSP29,DUSP3,DVL1,DXO,DYNLL1,DYRK1B,DZIP1,E2F1,E2F6,E2F7,E2F8,E4F1,EAF2,EBF1,EBF2,EBF3,EBF4,ECHDC3,ECM2,ECSIT,EDA,EDIL3,EDN3,EDNRA,EEF1A1,EFCAB7,EFHC1,EFNA1,EFNB3,EFS,EGF,EGFL6,EGFL7,EGLN1,EGR1,EGR2,EGR3,EHMT2,EID1,EIF1,EIF2B3,EIF2B4,EIF4A2,EIF4EBP1,EIF4G1,ELF4,ELK3,ELK4,ELL2,EME1,EMILIN1,EMILIN2,ENC1,ENDOG,ENG,ENPP2,ENTPD7,EPAS1,EPB41L2,EPB41L3,EPCAM,EPHA3,EPHA4,EPHA7,EPHB2,EPHB3,EPHB4,EPHX2,EPS8,EPS8L2,ERAP1,ERAP2,ERBB2,ERBB3,ERBIN,ERMP1,ERO1A,ERP29,ESAM,ESCO1,ESR1,ESRRA,ESRRG,ETF1,ETV1,ETV5,EVC2,EXT1,EYA2,EYA3,EZH1,EZH2,EZR,F3,F8,FAIM,FAIM2,FAM13B,FAM162A,FAM171A1,FAM20A,FAM210B,FAM3C,FAM53B,FAM83D,FAM98A,FANCA,FANCD2,FANCI,FANCM,FAP,FAS,FASTK,FASTKD1,FBLN1,FBN1,FBN2,FBXL21,FBXO31,FBXO32,FBXO5,FBXO9,FBXW5,FBXW8,FCGR2B,FCHO1,FCHSD1,FCHSD2,FEN1,FER,FERMT3,FES,FGD1,FGF1,FGF18,FGF21,FGF9,FGFR1,FGFR4,FH,FHL2,FHL5,FHOD1,FHOD3,FIBIN,FIGNL1,FITM1,FLOT2,FLRT3,FLT1,FMNL1,FMNL2,FMNL3,FMO1,FMO2,FMR1,FN1,FNBP1,FNBP1L,FNDC4,FNDC5,FNIP1,FOS,FOXA3,FOXJ1,FOXM1,FOXN3,FOXO1,FOXP2,FRMD4A,FRMPD1,FRY,FRZB,FSCN1,FST,FUCA2,FUNDC2,FXR1,FXR2,FXYD1,FXYD2,FXYD6,FYCO1,FYN,FZD10,FZD2,FZD9,G0S2,GAB1,GAB3,GABRE,GADD45B,GAMT,GAPDH,GAREM1,GARNL3,GATA2,GATA3,GBA2,GBF1,GBP1,GCLC,GCNT1,GCNT4,GDF11,GDF9,GEN1,GFPT1,GFRA3,GGA1,GHITM,GHR,GINS3,GIT2,GJA1,GJA5,GJC1,GKAP1,GLI2,GLI3,GLO1,GMDS,GMFB,GNAI1,GNAI3,GNB5,GNG2,GOLM1,GOLT1B,GOT1,GPAT4,GPC2,GPC3,GPC4,GPC6,GPD1,GPI,GPM6B,GPR137C,GPR143,GPR153,GPR156,GPR161,GPR162,GPR173,GPR176,GPR37,GPR75,GPRASP1,GPRC5B,GPS2,GPSM2,GRAMD2A,GRB10,GRIA4,GRID2,GRIK2,GRIN2D,GRIN3A,GRIPAP1,GRK2,GRM4,GRM7,GRPR,GSDME,GTF2IRD1,GUCA1B,GUCY1A1,HABP2,HADH,HBEGF,HBS1L,HCLS1,HDAC10,HDAC9,HDGFL2,HES6,HEY2,HGF,HHAT,HHATL,HHLA2,HIC1,HIF3A,HIGD1A,HIP1,HIPK4,HIVEP1,HIVEP2,HJURP,HK1,HK2,HLTF,HMCES,HMGCR,HMMR,HOMER1,HOMER2,HOMER3,HOXA3,HOXA5,HPN,HR,HRC,HRH1,HSD17B10,HSD17B12,HSF1,HSF4,HSPA1L,HSPA5,HSPA9,HSPB6,HSPB8,HTATIP2,HTRA1,HTRA3,HUNK,ICMT,IDE,IER2,IER3,IFI35,IFIH1,IFIT2,IFIT5,IFT140,IFT27,IFT57,IFT80,IFT88,IGF1,IGFBP4,IGFBP5,IGSF1,IGSF10,IGSF11,IGSF9,IKBKG,IL12RB2,IL15,IL16,IL17B,IL17RD,IL18,IL1R1,IL2RA,IL2RB,IL4I1,IL4R,IL6R,IL6ST,ILRUN,INCENP,INIP,INPP5F,INPP5J,INSR,INSYN1,INTU,INVS,IQCB1,IQGAP2,IQGAP3,IRAK1,IRAK1BP1,IRAK2,IRF5,IRF9,IRS3,ISCU,ISOC2,ITGA2,ITGA4,ITGA5,ITGA6,ITGA9,ITGAL,ITGAV,ITGB1,ITGB4,ITGB6,ITGB7,ITIH3,ITIH4,ITM2A,ITM2C,ITPR3,ITSN1,IVNS1ABP,JADE2,JADE3,JAM3,JMJD1C,JPT2,JUNB,KANK3,KAT2B,KAZALD1,KBTBD8,KCNA7,KCNAB2,KCNB1,KCNC1,KCNC4,KCND2,KCNG2,KCNIP2,KCNK1,KCNN2,KCNQ4,KCNQ5,KCP,KCTD6,KDM1A,KDM7A,KDM8,KDR,KEAP1,KHDRBS1,KIAA0586,KIAA1614,KIF11,KIF14,KIF15,KIF18B,KIF20A,KIF20B,KIF24,KIF26B,KIF2A,KIF2C,KIFC1,KIT,KLF13,KLF4,KLF9,KLHL12,KLHL13,KLHL15,KLHL17,KLHL21,KLHL24,KLHL31,KLHL42,KLHL9,KNDC1,KPNA1,KPNA2,KRT18,KRT8,LACTB,LAMA3,LAMA4,LAMB1,LANCL1,LARP4,LCK,LDB2,LDB3,LDLRAD3,LEPR,LETM1,LFNG,LGALS3,LGALS9,LGR4,LHFPL2,LIMK1,LIN37,LIN54,LIPE,LIPG,LMBR1L,LMCD1,LMNB1,LMNB2,LMO1,LMO2,LMOD2,LMTK2,LNPK,LOC100510975,LOC100511343,LOC100511937,LOC100512977,LOC100513346,LOC100513741,LOC100515171,LOC100517129,LOC100519082,LOC100519808,LOC100520512,LOC100523213,LOC100620540,LOC100620992,LOC100623035,LOC100625134,LOC100625711,LOC100626199,LOC100627175,LOC100736765,LOC100737755,LOC102158443,LOC110255204,LOC110255205,LOC110258060,LOC110258620,LOC110259371,LONP2,LOX,LPAR1,LPAR4,LPCAT1,LPCAT3,LPIN1,LPIN3,LRCH1,LRFN2,LRFN5,LRP4,LRP8,LRRC2,LRRC39,LRRC4,LRRC40,LRRC4B,LRRC4C,LRRC7,LRRC8E,LRRCC1,LRRFIP1,LRRFIP2,LRRK1,LRRK2,LRRN1,LRRN3,LRRTM3,LSS,LTBP1,LTBP3,LTC4S,LUM,LVRN,LXN,LYAR,LYN,LYPD6,LYVE1,LZTFL1,MAB21L1,MACF1,MAF1,MAFF,MAFK,MAGED1,MAGEH1,MAGI3,MAGOHB,MAK,MAML3,MAN2A1,MAP1A,MAP1B,MAP1S,MAP2K2,MAP3K10,MAP3K13,MAP3K14,MAP3K15,MAP3K2,MAP3K20,MAP4K1,MAP4K4,MAP6,MAPK14,MAPK4,MAPK8IP1,MAPKAPK2,MAPRE1,MAPRE2,MARCHF2,MARS1,MASTL,MAVS,MBD2,MBD3,MBNL1,MBNL3,MBTD1,MCF2L2,MCM2,MCM8,MDGA1,MDK,MDM2,ME1,ME3,MED15,MED8,MEF2A,MEF2C,MEF2D,MEIS3,MELK,MEMO1,MEOX2,MET,METRNL,MFN2,MFNG,MFSD2A,MGA,MGAT5,MIB1,MIB2,MICAL1,MID1,MID1IP1,MIR214,MITF,MKI67,MKKS,MKNK2,MKS1,MKX,MLIP,MLXIP,MLXIPL,MMD,MMP14,MMP2,MMRN2,MMUT,MN1,MNS1,MON1A,MOSPD1,MOXD1,MPC2,MPHOSPH9,MPL,MPP7,MPZL1,MRAP2,MRE11,MRNIP,MRPS27,MSC,MSH2,MSH6,MSI1,MSTN,MTA3,MTBP,MTCH2,MTDH,MTERF3,MTG1,MTHFR,MTM1,MTMR4,MUL1,MUSK,MUTYH,MVK,MX1,MX2,MXD3,MYBL1,MYBL2,MYCN,MYEF2,MYF5,MYF6,MYH14,MYL4,MYLK2,MYMK,MYO10,MYO9A,MYO9B,MYOZ1,MYZAP,NAA10,NABP2,NAMPT,NANS,NAV2,NAV3,NAXE,NBAS,NBEAL2,NCALD,NCAPD2,NCAPG,NCAPG2,NCAPH,NCEH1,NCOA2,NDC80,NDN,NDRG2,NDUFS1,NDUFS4,NECAB3,NEDD4L,NEFL,NEGR1,NEIL1,NEK2,NEK3,NEK4,NEK6,NEO1,NES,NET1,NEURL1,NEURL2,NEXN,NF1,NFATC1,NFATC3,NFATC4,NFE2L1,NFE2L2,NFE2L3,NFIB,NFIL3,NFKBIA,NFKBIB,NFKBIL1,NFKBIZ,NFXL1,NGFR,NIBAN1,NIBAN2,NID1,NIN,NKIRAS1,NLGN3,NLN,NME6,NMI,NOC2L,NOCT,NOL4L,NONO,NOS1,NOS3,NOSTRIN,NOTCH2,NOTCH3,NOVA1,NPAS3,NPC1,NPHP4,NPLOC4,NPTX2,NPY1R,NQO1,NR0B2,NR1D2,NR1H2,NR1I3,NR2F1,NR2F6,NR4A3,NR5A2,NRDC,NSD2,NSFL1C,NSG1,NT5E,NTF4,NTRK3,NUCB2,NUDT15,NUMBL,NUP107,NUP93,NYAP1,OBI1,OBSL1,ODF2,OGT,OLFML2B,OMA1,OMD,OPHN1,OPTN,ORC1,ORC3,ORMDL1,ORMDL2,OSBPL8,OTUB2,OTUD7A,OXTR,P2RX5,P2RY1,P3H2,P3H3,PABIR2,PABPC1,PABPC4,PACSIN3,PAFAH1B2,PAIP1,PAK3,PAK4,PAPPA2,PAQR3,PAQR6,PARD6G,PARG,PARK7,PARM1,PARP14,PARP16,PARP3,PARP9,PARPBP,PARVA,PARVB,PASK,PATL1,PATZ1,PBK,PBLD,PBX3,PBX4,PC,PCBP1,PCDH17,PCLAF,PCOLCE,PCOLCE2,PCSK5,PCSK9,PDCD4,PDCD5,PDE10A,PDE1C,PDE3A,PDE4B,PDE4D,PDE5A,PDE6A,PDE7B,PDE9A,PDGFA,PDGFC,PDGFD,PDGFRA,PDIA3,PDK2,PDK4,PDP1,PDPN,PDZK1,PELI3,PELO,PENK,PER1,PER2,PEX2,PFKM,PGK1,PHACTR3,PHB2,PHF1,PHF19,PHF21A,PHKG1,PHLDA1,PHLDB2,PHLPP1,PI16,PIAS3,PIK3C2A,PIK3R2,PINK1,PIP4K2A,PIP4K2C,PIP4P2,PITHD1,PITPNM2,PKD2,PKDCC,PKIG,PKM,PLA2G4A,PLAA,PLAG1,PLAGL1,PLAT,PLCB1,PLCD1,PLCD4,PLCE1,PLCG1,PLCG2,PLCL1,PLCL2,PLD1,PLD2,PLEKHA4,PLEKHB1,PLEKHB2,PLEKHF1,PLEKHG3,PLEKHH2,PLEKHM1,PLEKHM2,PLEKHO1,PLGRKT,PLIN1,PLIN5,PLK1,PLK3,PLPP3,PLPP7,PLPPR4,PLTP,PLXNA1,PLXNA2,PLXNA3,PLXNB3,PLXND1,PNKD,PNPLA2,PODN,PODXL,POGK,POLDIP2,POLR3A,POLR3D,POPDC2,POPDC3,POSTN,POT1,POU6F1,PPARA,PPARGC1A,PPARGC1B,PPIF,PPM1A,PPM1B,PPM1F,PPM1L,PPP1CB,PPP1R12B,PPP1R14C,PPP1R15A,PPP1R1B,PPP1R3A,PPP1R3B,PPP1R3C,PPP1R3D,PPP1R3G,PPP1R9A,PPP2R2B,PPP2R5A,PPP2R5B,PPP3CA,PPP3CB,PPP4R1,PPP6R2,PPTC7,PRCP,PRDM1,PRDM11,PRDM5,PRDX3,PRDX6,PREPL,PRIM2,PRKAB2,PRKAG1,PRKAG3,PRKAR1A,PRKAR1B,PRKAR2A,PRKCD,PRKCH,PRKCI,PRKCQ,PRKCZ,PRKD1,PRKG2,PROM1,PROS1,PRR11,PRR5,PRR5L,PRRC1,PRRT2,PRSS56,PSAP,PSIP1,PSMA3,PSMB8,PSMB9,PSMC1,PSMC2,PSMC3,PSMC3IP,PSMC5,PSMD1,PSMD14,PSMD3,PTBP3,PTGES2,PTGES3,PTH1R,PTK2B,PTK7,PTN,PTPMT1,PTPN13,PTPN9,PTPRA,PTPRB,PTPRC,PTPRD,PTPRG,PTPRJ,PTPRK,PTPRN,PTPRS,PTPRZ1,PTRH2,PTTG1,PTX3,PXK,PXYLP1,PYY,QSOX1,RAB10,RAB13,RAB29,RAB3A,RAB3D,RAB3IL1,RAB7A,RAB8B,RABEP2,RABGAP1L,RAC2,RACGAP1,RAD21,RAD23A,RAD51,RAD51AP1,RAD51B,RAD9B,RADIL,RAF1,RALGAPA2,RALGPS1,RALGPS2,RAMP1,RANBP10,RANBP9,RAP1GDS1,RAP2C,RAPGEF1,RAPGEF3,RAPGEF5,RAPGEFL1,RAPH1,RASA4B,RASGRF2,RASGRP2,RASL11B,RASSF10,RASSF4,RASSF8,RB1CC1,RBBP8,RBFOX1,RBM15,RBM15B,RBM20,RBM38,RBP1,RBPJ,RCAN2,RCC2,RCN3,RCOR1,RCOR2,RDH11,RDH12,RECK,REM1,REST,RETREG1,RFC3,RFC5,RFWD3,RFX7,RGCC,RGL1,RGMA,RGS12,RGS14,RGS3,RGS7,RHEB,RHEBL1,RHNO1,RHOBTB1,RHOD,RHOF,RHOU,RHPN2,RIF1,RILPL1,RIMS1,RIPOR2,RMI2,RND2,RNF14,RNF144A,RNF144B,RNF149,RNF157,RNF165,RNF2,RNF207,RNF217,ROBO1,ROCK2,ROMO1,ROR2,RORA,ROS1,RP2,RPA2,RPS6KA1,RPS6KA3,RPS6KB2,RRAGD,RRAS,RSPO3,RTKN,RUBCN,RUFY3,RUNX1T1,RXRG,RYBP,RYR2,S100A4,S1PR1,S1PR2,S1PR3,SAFB2,SALL2,SAMHD1,SAP130,SAR1B,SARS1,SASS6,SAV1,SBF2,SCAI,SCARB1,SCARF1,SCMH1,SCML2,SCN1B,SCN2B,SCN3B,SCN4A,SCN4B,SCN5A,SCN7A,SCNN1A,SCRT1,SCUBE1,SCUBE2,SDC1,SDHAF2,SDK1,SEC23A,SELENON,SEMA3A,SEMA3E,SEMA3G,SEMA4F,SEMA5B,SEMA6A,SEMA6C,SEMA6D,SEMA7A,SENP1,SEPTIN1,SEPTIN2,SEPTIN4,SEPTIN5,SEPTIN9,SERPINB1,SERPINE1,SERPINE2,SERTAD1,SESN1,SESN2,SETD7,SEZ6L,SEZ6L2,SFMBT2,SFR1,SFRP2,SGCD,SGPL1,SGPP1,SH3BP2,SH3BP5,SH3GLB1,SH3PXD2A,SH3PXD2B,SH3RF2,SHC1,SHFL,SHPK,SHTN1,SIK3,SIPA1,SIPA1L1,SIRT2,SKA1,SKP2,SLAIN2,SLC15A3,SLC16A10,SLC1A3,SLC1A6,SLC24A1,SLC24A5,SLC25A24,SLC25A4,SLC26A6,SLC27A1,SLC29A2,SLC29A4,SLC2A10,SLC30A2,SLC37A4,SLC38A1,SLC38A2,SLC38A3,SLC43A2,SLC4A3,SLC4A7,SLC6A13,SLC7A7,SLC7A8,SLC8A3,SLC9A2,SLC9A7,SLF1,SLIRP,SLIT2,SLIT3,SLITRK1,SLITRK2,SLITRK4,SLITRK5,SLITRK6,SLN,SMAD2,SMAD9,SMARCA5,SMARCAD1,SMC2,SMC4,SMC6,SMG5,SMO,SMPD1,SMPDL3B,SMTNL2,SMURF1,SMYD2,SNAP91,SNCG,SND1,SNX30,SNX7,SOAT1,SOGA1,SORT1,SOX11,SOX9,SPAG5,SPARC,SPARCL1,SPART,SPDL1,SPEF1,SPG11,SPG7,SPHK1,SPI1,SPICE1,SPIDR,SPINDOC,SPP1,SPRED2,SPRY2,SPSB2,SPTAN1,SPTB,SPTLC1,SPTY2D1,SQLE,SQSTM1,SRC,SRD5A1,SREBF2,SRF,SRGAP1,SRGAP2,SRI,SRPX,SRPX2,SS18,SSBP4,SSH1,SSU72,SSX2IP,STAB1,STAC3,STAT1,STAT5B,STC1,STIL,STIM1,STIM2,STING1,STK10,STK11,STK17B,STK26,STK3,STMN1,STMN2,STON2,STOX1,STOX2,STRN,STT3A,STUB1,STX11,STX1B,STXBP1,STXBP5,STXBP6,SUCO,SULF1,SULF2,SUN2,SUPT16H,SUPV3L1,SVEP1,SVIL,SWAP70,SYN1,SYNE3,SYNGR1,SYNPO2,SYNPO2L,SYT12,SYT2,SYT9,TAF11,TAF12,TAF9B,TAP2,TAPBP,TAPBPL,TAPT1,TAS1R3,TASOR,TAX1BP3,TBC1D1,TBC1D14,TBC1D17,TBCK,TBL1XR1,TBRG4,TBX15,TBX18,TCF12,TCF19,TCF3,TCF4,TCF7L1,TCF7L2,TCIRG1,TCP11L2,TCTN3,TDRD12,TDRKH,TEAD1,TEAD2,TEAD4,TEK,TENM1,TENM2,TENM3,TENM4,TESK1,TET3,TEX14,TFEB,TFPI,TFRC,TGFB1,TGFB2,TGFB3,TGFBR1,TGFBR2,THAP11,THBS2,THBS4,THOC5,TIA1,TIAM1,TIGAR,TIMELESS,TIMM50,TIMP1,TJP2,TLK1,TLR5,TLR9,TMEFF2,TMEM107,TMEM109,TMEM145,TMEM198B,TMEM204,TMEM231,TMEM25,TMEM259,TMEM35A,TMEM38A,TMEM53,TMEM67,TMEM9,TMEM98,TMEM9B,TMOD4,TMSB15A,TMSB15B,TMTC3,TMTC4,TNC,TNFRSF11A,TNFRSF12A,TNFRSF19,TNFRSF1B,TNFRSF21,TNIP1,TNMD,TNNT2,TOMM7,TOP2A,TOP2B,TOX,TOX3,TP53I13,TP53INP2,TP63,TP73,TPBG,TPCN2,TPD52L1,TPM1,TPM2,TPX2,TRAF3,TRAF3IP1,TRAF3IP2,TRAF5,TRAIP,TRAPPC13,TRDN,TREX1,TRIM36,TRIM59,TRIM72,TRIO,TRIP10,TRNP1,TRPC1,TRPT1,TRUB2,TSC22D1,TSC22D3,TSHZ3,TSKU,TSPAN1,TSPAN12,TSPAN5,TSPAN6,TSPO,TSSK3,TTC21B,TTC26,TTC28,TTC39B,TTC5,TTC8,TTK,TTLL1,TUB,TUBA1B,TUBB,TULP3,TWF1,TWF2,TXNDC15,TYRO3,UACA,UBA6,UBASH3B,UBD,UBE2C,UBE2Z,UBR2,UBXN1,UCP2,UGCG,UHRF1,ULK1,ULK3,UMODL1,UNC13D,UNC5B,UNC5CL,USF2,USP1,USP13,USP18,USP19,USP2,USP25,USP28,USP34,USP53,USP6NL,UST,UTRN,VAMP8,VANGL2,VAPB,VARS2,VASH1,VASH2,VASN,VAT1,VAV2,VCAM1,VCP,VDAC1,VDAC2,VDAC3,VEGFA,VHL,VIM,VLDLR,VMP1,VPS33A,VPS9D1,VRK1,VRK3,VSTM4,WASF1,WASF2,WDR19,WDR43,WDR45,WDR47,WDR48,WDR6,WDR77,WDR83,WDR91,WDTC1,WFIKKN2,WHAMM,WHRN,WIF1,WIPI1,WLS,WNK3,WNT4,WNT5B,WRN,WSB2,WWC2,WWP1,WWTR1,XKR5,XKR8,XPO1,YBX3,YEATS2,YWHAG,YWHAQ,YWHAZ,ZBTB1,ZBTB12,ZBTB16,ZBTB20,ZBTB7A,ZBTB7B,ZBTB7C,ZBTB8A,ZEB1,ZEB2,ZER1,ZFAND5,ZFAND6,ZFHX4,ZFP30,ZFP37,ZFP91,ZFPM2,ZFYVE27,ZHX2,ZIC3,ZKSCAN4,ZKSCAN7,ZMIZ1,ZMYM2,ZMYM4,ZNF114,ZNF135,ZNF142,ZNF175,ZNF180,ZNF235,ZNF26,ZNF260,ZNF280C,ZNF287,ZNF300,ZNF322,ZNF329,ZNF333,ZNF358,ZNF367,ZNF385A,ZNF395,ZNF396,ZNF423,ZNF503,ZNF518A,ZNF521,ZNF524,ZNF536,ZNF567,ZNF568,ZNF608,ZNF618,ZNF624,ZNF628,ZNF641,ZNF692,ZNF703,ZNF704,ZNF711,ZNF76,ZNF768,ZNF827,ZNF865,ZNF879,ZNFX1,ZRANB3,ZSCAN12,ZSCAN31,ZWILCH,ZWINT,ZXDC,ZYG11B,ZYX


			GO:BP			regulation of neuron projection development			GO:0010975			3.35E-15			104			ABL2,ACAP3,ADGRB3,APOE,ARHGAP44,AVIL,BCL11A,BHLHB9,BMP5,BMP7,CAPRIN2,CDH2,CDK5R1,CHODL,CIB1,CKB,CNTN1,CRABP2,CRMP1,CUL7,CUX2,DIP2B,DISC1,DPYSL5,DVL1,EFNA1,EFNB3,EPHA3,EPHA4,EPHA7,EPHB2,EPHB3,FBXW8,FES,FN1,FYN,GATA3,GRID2,INPP5F,INPP5J,ITM2C,KLF4,LIMK1,LRP4,LRP8,LRRC4C,LRRK2,LYN,MAP3K13,MAP6,MDK,MFSD2A,NEDD4L,NEFL,NEGR1,NFATC4,NIN,OBSL1,PAQR3,PLXNA1,PLXNA2,PLXNA3,PLXNB3,PLXND1,PPP3CA,PRKCI,PRKD1,PTK2B,PTK7,PTN,PTPN9,PTPRD,PTPRS,RAB29,RGMA,RND2,ROBO1,ROR2,RUFY3,SCARF1,SCN1B,SEMA3A,SEMA3E,SEMA3G,SEMA4F,SEMA5B,SEMA6A,SEMA6C,SEMA7A,SFRP2,SIPA1L1,SLIT2,SLITRK1,SPART,SRF,STK11,STMN2,TOX,TSKU,TWF1,TWF2,UST,VIM,ZFYVE27


			GO:BP			neuron projection morphogenesis			GO:0048812			4.55E-15			153			ABL1,ADGRB3,AFG3L2,APP,ARHGAP44,ARHGEF25,ARX,BHLHB9,BMP7,BOC,BSG,BTBD3,CAPRIN2,CDH11,CDH2,CDK5R1,CNP,CNTN1,CNTN4,CRABP2,CRMP1,CTNND2,CUL7,CUX2,CYFIP2,DCX,DIP2B,DLG4,DOCK7,DPYSL5,DTNBP1,DVL1,EDNRA,EFNA1,EFNB3,EGR2,EIF3J,EMB,EPHA3,EPHA4,EPHA7,EPHB2,EPHB3,EPHB4,ERBB2,ETV1,EXT1,FBXW8,FLRT3,FN1,FYN,GATA3,GFRA3,GLI2,GLI3,IGSF9,ITGB1,JADE2,KIF20B,KIF5C,LIMK1,LRP4,LRP8,LRRC4C,LRRK2,LRTM1,MAP1A,MAP1B,MAP1S,MAP2,MAP3K13,MAP4K4,MAP6,MFSD2A,MUL1,MYOT,NEDD4L,NEFL,NEK3,NEO1,NEXN,NFATC4,NFIB,NGFR,NIN,NRCAM,NTF4,NTN3,NUMBL,NYAP1,OBSL1,PAK3,PLAA,PLPPR4,PLXNA1,PLXNA2,PLXNA3,PLXNB3,PLXND1,PPP3CA,PRKCZ,PTK7,PTN,PTPRD,PTPRS,PTPRZ1,RAB3A,RAC2,RIMS1,RND2,RNF165,ROBO1,RUFY3,SCN1B,SDC2,SEMA3A,SEMA3E,SEMA3G,SEMA4F,SEMA5B,SEMA6A,SEMA6C,SEMA7A,SHTN1,SIPA1L1,SLIT1,SLIT2,SLIT3,SLITRK1,SLITRK2,SLITRK4,SLITRK5,SLITRK6,SMO,SMURF1,SPART,SPG11,SRF,SRGAP2,STK11,STXBP1,SYT2,TOP2B,TPBG,TRIO,TSKU,TTC8,TWF2,ULK1,UNC5B,UST,WDR47,ZFYVE27


			GO:BP			cell morphogenesis involved in neuron differentiation			GO:0048667			6.04E-15			144			ABL1,ADGRB3,AFG3L2,APP,ARHGAP44,ARHGEF25,ARX,BHLHB9,BMP7,BOC,BSG,BTBD3,CAPRIN2,CDH11,CDH2,CDK5R1,CNP,CNTN1,CNTN4,CRABP2,CRMP1,CTNND2,CUL7,CUX2,DCX,DIP2B,DLG4,DOCK7,DPYSL5,DTNBP1,DVL1,EDNRA,EFNA1,EFNB3,EGR2,EIF3J,EMB,EPHA3,EPHA4,EPHA7,EPHB2,EPHB3,EPHB4,ERBB2,ETV1,EXT1,FBXW8,FLRT3,FN1,FYN,GATA3,GFRA3,GLI2,GLI3,IGSF9,ITGB1,KIF5C,LIMK1,LRP4,LRP8,LRRC4C,LRRK2,LRTM1,MAP1A,MAP1B,MAP1S,MAP2,MAP3K13,MAP6,MFSD2A,MYO7A,MYOT,NEDD4L,NEFL,NEO1,NEXN,NFATC4,NFIB,NGFR,NIN,NRCAM,NTN3,NUMBL,OBSL1,OPHN1,PAK3,PLPPR4,PLXNA1,PLXNA2,PLXNA3,PLXNB3,PLXND1,PPP3CA,PRELID2,PTK7,PTN,PTPRD,PTPRS,PTPRZ1,RAB3A,RAC2,RIPOR2,RND2,RNF165,ROBO1,RUFY3,SCN1B,SDC2,SEMA3A,SEMA3E,SEMA3G,SEMA4F,SEMA5B,SEMA6A,SEMA6C,SEMA7A,SIPA1L1,SLC1A3,SLIT1,SLIT2,SLIT3,SLITRK1,SLITRK2,SLITRK4,SLITRK5,SLITRK6,SMO,SPART,SPG11,SRF,STK11,STXBP1,TOP2B,TPBG,TRIO,TSKU,TTC8,TWF2,ULK1,UNC5B,UST,WDR47,WHRN,ZFYVE27


			GO:BP			regulation of biological process			GO:0050789			7.21E-15			2166			AARS1,ABCA5,ABHD17C,ABHD5,ABI3BP,ABL1,ABL2,ABLIM3,ABR,ABRACL,ACADM,ACADVL,ACAP3,ACE,ACKR3,ACKR4,ACO1,ACOT8,ACOX2,ACSL1,ACTA2,ACTC1,ACTN2,ACTR3,ACVR1,ADAM11,ADAM12,ADAM15,ADAM22,ADAM8,ADAMTS12,ADAMTS15,ADAMTS20,ADAMTS6,ADAMTS7,ADAMTS9,ADCY2,ADCY3,ADCY4,ADCY6,ADCY9,ADCYAP1R1,ADGRA2,ADGRB2,ADGRB3,ADGRG1,ADGRG2,ADGRL1,ADGRL2,ADIPOR2,ADM,ADNP,ADORA2A,ADRA1D,ADRA2A,ADRA2C,AEBP1,AEN,AFAP1,AFAP1L2,AFDN,AFF1,AFG3L2,AGRN,AGT,AGTR2,AHR,AIFM1,AJUBA,AKAP13,AKAP6,AKNA,AKT1S1,AKT2,ALDH1A2,ALPK2,AMOT,ANGPT2,ANGPTL1,ANGPTL4,ANK3,ANKFY1,ANKIB1,ANKRD1,ANKRD13A,ANKRD13B,ANKRD13C,ANKRD2,ANKRD23,ANLN,ANO1,ANO2,ANPEP,ANTXR1,ANXA2,ANXA8,APAF1,APBA3,APC2,APIP,APLP1,APOD,APOE,APOM,APP,AQP11,ARAF,ARFIP2,ARHGAP1,ARHGAP11A,ARHGAP12,ARHGAP20,ARHGAP23,ARHGAP27,ARHGAP32,ARHGAP36,ARHGAP39,ARHGAP42,ARHGAP44,ARHGAP45,ARHGAP5,ARHGEF10,ARHGEF10L,ARHGEF19,ARHGEF2,ARHGEF25,ARHGEF3,ARHGEF39,ARHGEF6,ARHGEF9,ARIH2,ARMC12,ARMC9,ARNTL,ARPC5,ARPIN,ARRDC3,ARX,ASAH1,ASAP3,ASB10,ASB11,ASB13,ASB15,ASB5,ASL,ASNS,ASPH,ASPN,ASS1,ASXL3,ATAD1,ATAD2,ATAT1,ATF3,ATF4,ATF5,ATL3,ATM,ATOH8,ATP1A2,ATP1B1,ATP1B3,ATP2A1,ATP2A3,ATP2B4,ATP5F1A,ATP5IF1,ATP7A,ATR,ATXN1,ATXN3,AURKB,AVIL,AZIN2,BAG3,BAIAP2L2,BAIAP3,BAMBI,BARD1,BBS12,BBS7,BCAP31,BCAS3,BCKDK,BCL11A,BCL3,BCL6,BCL7B,BCL9,BCORL1,BCR,BDKRB2,BEND6,BEST1,BEST3,BEX1,BEX3,BHLHB9,BHLHE41,BICC1,BID,BIN1,BLM,BMP5,BMP6,BMP7,BMPER,BNIP3,BNIP3L,BOC,BOD1,BRCA1,BRCA2,BRD3,BRIP1,BST1,BTBD7,BTC,BTNL9,BUB1,BUB1B,BVES,BZW2,C1QTNF3,C2,C2CD2L,C3,C4A,C7H6ORF125,CAB39,CAB39L,CACNA1D,CACNA1G,CACNA1S,CACNB1,CACNG6,CACNG7,CALCOCO1,CALCOCO2,CALCR,CALCRL,CALM1,CALR,CAMK2A,CAMKK2,CAMKV,CAMTA2,CAPG,CAPN3,CAPN6,CAPRIN2,CAPZA1,CAPZA2,CARF,CARHSP1,CASK,CASP6,CASP9,CASQ1,CASQ2,CASTOR2,CAT,CAV2,CAVIN3,CBL,CBLB,CBX2,CBX3,CBX4,CC2D1B,CC2D2A,CCDC124,CCDC40,CCDC47,CCDC65,CCDC88A,CCDC88C,CCL19,CCL5,CCN1,CCN3,CCN4,CCNB1,CCNB2,CCNB3,CCNE1,CCNE2,CCNF,CCNG2,CCNL1,CCNL2,CCNT2,CCP110,CCPG1,CCR9,CCT6A,CD1.1,CD109,CD14,CD151,CD2,CD200,CD276,CD40LG,CD44,CD48,CD80,CD8A,CD9,CDC14B,CDC20,CDC25B,CDC42EP3,CDC6,CDCA2,CDCA5,CDCA7,CDCA7L,CDH11,CDH2,CDIP1,CDK1,CDK14,CDK17,CDK20,CDK2AP2,CDK5R1,CDON,CDS1,CDT1,CEBPG,CELSR3,CENPE,CENPF,CENPJ,CEP131,CEP192,CEP76,CEP85,CFAP20,CFD,CHCHD10,CHCHD2,CHD3,CHD6,CHEK1,CHI3L1,CHN2,CHODL,CHRD,CHRNA1,CHRNA10,CHRNA3,CHRND,CHRNE,CHST2,CHSY1,CHTF18,CHURC1,CIAO3,CIB1,CIDEC,CILP,CIPC,CIT,CITED1,CKAP2,CKAP5,CKB,CKS2,CLDN10,CLEC12B,CLIP1,CLIP3,CLK3,CLN6,CLPX,CLSPN,CLSTN2,CLSTN3,CLU,CNKSR1,CNKSR3,CNN1,CNOT6,CNOT6L,CNR1,CNTN1,CNTN4,CNTROB,COL16A1,COL1A2,COL2A1,COL3A1,COL5A1,COL5A2,COL7A1,COLQ,COPS5,COPS8,CORO1B,CORO1C,CORO2B,COX1,COX17,CPAMD8,CPE,CPEB3,CPEB4,CPLANE2,CPNE3,CPT1C,CPT2,CRABP2,CRACD,CRADD,CRBN,CREB3L1,CREB3L2,CREB5,CREBRF,CREM,CRMP1,CROCC,CRY2,CRYM,CSDC2,CSDE1,CSF3,CSNK1G3,CSNK2B,CSPG4,CSRNP1,CSRNP3,CST6,CTC1,CTF1,CTHRC1,CTNNA1,CTNNAL1,CTNND1,CTNND2,CTSA,CTSC,CTSZ,CTTNBP2,CUL3,CUL4A,CUL4B,CUL7,CUX2,CX3CR1,CXCL2,CXCR6,CYB5D2,CYFIP2,CYP7B1,CYRIB,CYSLTR2,DAB2,DACT3,DAPK1,DAPK2,DBF4,DBNDD1,DBX1,DCAF6,DCBLD2,DCHS1,DCLK3,DCN,DCP2,DCUN1D2,DCUN1D4,DCX,DDHD2,DDIAS,DDR2,DDRGK1,DDX1,DDX23,DDX3X,DDX58,DECR1,DEDD,DEF8,DEFB1,DENND4B,DEPDC5,DHCR24,DHPS,DHRS3,DHRS7C,DHX58,DIAPH1,DIP2B,DISC1,DIXDC1,DKK3,DLC1,DLG4,DLG5,DLGAP4,DLGAP5,DLK2,DLL1,DMRT2,DNAJA3,DNAJB2,DNAJC1,DNAJC17,DNAJC24,DNM1,DNMT1,DNMT3B,DOCK10,DOCK5,DOCK7,DOCK8,DOK5,DOT1L,DPF3,DPP4,DPYSL5,DRC1,DROSHA,DSTN,DTL,DTNBP1,DTX2,DTX4,DUSP1,DUSP10,DUSP26,DUSP29,DUSP3,DVL1,DXO,DYNLL1,DYRK1B,DZIP1,E2F1,E2F6,E2F7,E2F8,E4F1,EAF2,EBF1,EBF2,EBF3,EBF4,ECHDC3,ECM2,EDA,EDIL3,EDN3,EDNRA,EEF1A1,EFCAB7,EFHC1,EFNA1,EFNB3,EFS,EGF,EGFL6,EGFL7,EGLN1,EGR1,EGR2,EGR3,EHMT2,EID1,EIF1,EIF2B3,EIF2B4,EIF4A2,EIF4EBP1,EIF4G1,ELF4,ELK3,ELK4,ELL2,EME1,EMILIN1,EMILIN2,ENC1,ENDOG,ENG,ENPP2,ENTPD7,EPAS1,EPB41L2,EPB41L3,EPCAM,EPHA3,EPHA4,EPHA7,EPHB2,EPHB3,EPHB4,EPHX2,EPS8,EPS8L2,ERAP1,ERAP2,ERBB2,ERBB3,ERBIN,ERMP1,ERO1A,ERP29,ESAM,ESCO1,ESR1,ESRRA,ESRRG,ETF1,ETV1,ETV5,EVC2,EXT1,EYA2,EYA3,EZH1,EZH2,EZR,F3,FAIM,FAIM2,FAM13B,FAM162A,FAM171A1,FAM20A,FAM210B,FAM3C,FAM53B,FAM83D,FAM98A,FANCA,FANCD2,FANCI,FANCM,FAP,FAS,FASTK,FASTKD1,FBLN1,FBN1,FBN2,FBXL21,FBXO31,FBXO32,FBXO5,FBXO9,FBXW5,FBXW8,FCGR2B,FCHO1,FCHSD1,FCHSD2,FEN1,FER,FERMT3,FES,FGD1,FGF1,FGF18,FGF21,FGF9,FGFR1,FGFR4,FH,FHL2,FHL5,FHOD1,FHOD3,FIBIN,FIGNL1,FITM1,FLOT2,FLRT3,FLT1,FMNL1,FMNL2,FMNL3,FMO1,FMO2,FMR1,FN1,FNBP1,FNBP1L,FNDC4,FNDC5,FNIP1,FOS,FOXA3,FOXJ1,FOXM1,FOXN3,FOXO1,FOXP2,FRMD4A,FRMPD1,FRY,FRZB,FSCN1,FST,FUCA2,FUNDC2,FXR1,FXR2,FXYD1,FXYD2,FXYD6,FYCO1,FYN,FZD10,FZD2,FZD9,G0S2,GAB1,GAB3,GABRE,GADD45B,GAMT,GAPDH,GAREM1,GARNL3,GATA2,GATA3,GBA2,GBF1,GBP1,GCLC,GCNT1,GDF11,GDF9,GEN1,GFPT1,GFRA3,GGA1,GHITM,GHR,GINS3,GIT2,GJA1,GJA5,GJC1,GKAP1,GLI2,GLI3,GLO1,GMDS,GMFB,GNAI1,GNAI3,GNB5,GNG2,GOLM1,GOLT1B,GOT1,GPAT4,GPC2,GPC3,GPC4,GPC6,GPD1,GPI,GPM6B,GPR137C,GPR143,GPR153,GPR156,GPR161,GPR162,GPR173,GPR176,GPR37,GPR75,GPRASP1,GPRC5B,GPS2,GPSM2,GRAMD2A,GRB10,GRIA4,GRID2,GRIK2,GRIN2D,GRIN3A,GRIPAP1,GRK2,GRM4,GRM7,GRPR,GSDME,GTF2IRD1,GUCA1B,GUCY1A1,HABP2,HADH,HBEGF,HBS1L,HCLS1,HDAC10,HDAC9,HDGFL2,HES6,HEY2,HGF,HHAT,HHATL,HHLA2,HIC1,HIF3A,HIGD1A,HIP1,HIPK4,HIVEP1,HIVEP2,HJURP,HK1,HK2,HLTF,HMCES,HMGCR,HMMR,HOMER1,HOMER2,HOMER3,HOXA3,HOXA5,HPN,HR,HRC,HRH1,HSD17B12,HSF1,HSF4,HSPA1L,HSPA5,HSPA9,HSPB6,HSPB8,HTATIP2,HTRA1,HTRA3,HUNK,ICMT,IDE,IER2,IER3,IFI35,IFIH1,IFIT2,IFIT5,IFT140,IFT27,IFT57,IFT80,IFT88,IGF1,IGFBP4,IGFBP5,IGSF1,IGSF10,IGSF11,IGSF9,IKBKG,IL12RB2,IL15,IL16,IL17B,IL17RD,IL18,IL1R1,IL2RA,IL2RB,IL4I1,IL4R,IL6R,IL6ST,ILRUN,INCENP,INIP,INPP5F,INPP5J,INSR,INSYN1,INTU,INVS,IQCB1,IQGAP2,IQGAP3,IRAK1,IRAK1BP1,IRAK2,IRF5,IRF9,IRS3,ISCU,ITGA2,ITGA4,ITGA5,ITGA6,ITGA9,ITGAL,ITGAV,ITGB1,ITGB4,ITGB6,ITGB7,ITIH3,ITIH4,ITM2A,ITM2C,ITPR3,ITSN1,IVNS1ABP,JADE2,JADE3,JAM3,JMJD1C,JPT2,JUNB,KANK3,KAT2B,KAZALD1,KBTBD8,KCNA7,KCNAB2,KCNB1,KCNC1,KCNC4,KCND2,KCNG2,KCNIP2,KCNN2,KCNQ4,KCNQ5,KCP,KCTD6,KDM1A,KDM7A,KDM8,KDR,KEAP1,KHDRBS1,KIAA0586,KIAA1614,KIF11,KIF14,KIF15,KIF18B,KIF20A,KIF20B,KIF24,KIF26B,KIF2A,KIF2C,KIFC1,KIT,KLF13,KLF4,KLF9,KLHL12,KLHL13,KLHL15,KLHL17,KLHL21,KLHL24,KLHL31,KLHL42,KLHL9,KNDC1,KPNA1,KPNA2,KRT18,KRT8,LACTB,LAMA3,LAMA4,LAMB1,LANCL1,LARP4,LCK,LDB2,LDB3,LDLRAD3,LEPR,LETM1,LFNG,LGALS3,LGALS9,LGR4,LHFPL2,LIMK1,LIN37,LIN54,LIPG,LMBR1L,LMCD1,LMNB1,LMNB2,LMO1,LMO2,LMOD2,LNPK,LOC100510975,LOC100511343,LOC100511937,LOC100512977,LOC100513346,LOC100513741,LOC100515171,LOC100517129,LOC100519082,LOC100519808,LOC100520512,LOC100523213,LOC100620540,LOC100620992,LOC100623035,LOC100625711,LOC100627175,LOC100736765,LOC100737755,LOC102158443,LOC110255204,LOC110255205,LOC110258060,LOC110258620,LOC110259371,LONP2,LOX,LPAR1,LPAR4,LPCAT1,LPCAT3,LPIN1,LPIN3,LRCH1,LRFN2,LRFN5,LRP4,LRP8,LRRC2,LRRC39,LRRC4,LRRC40,LRRC4B,LRRC4C,LRRC7,LRRCC1,LRRFIP1,LRRFIP2,LRRK1,LRRK2,LRRN1,LRRN3,LRRTM3,LTBP1,LTBP3,LUM,LVRN,LXN,LYAR,LYN,LYPD6,LYVE1,LZTFL1,MAB21L1,MACF1,MAF1,MAFF,MAFK,MAGED1,MAGEH1,MAGI3,MAGOHB,MAK,MAML3,MAN2A1,MAP1A,MAP1B,MAP1S,MAP2K2,MAP3K10,MAP3K13,MAP3K14,MAP3K15,MAP3K2,MAP3K20,MAP4K1,MAP4K4,MAP6,MAPK14,MAPK4,MAPK8IP1,MAPKAPK2,MAPRE1,MAPRE2,MARCHF2,MARS1,MASTL,MAVS,MBD2,MBD3,MBNL1,MBNL3,MBTD1,MCM2,MDGA1,MDK,MDM2,ME1,ME3,MED15,MED8,MEF2A,MEF2C,MEF2D,MEIS3,MELK,MEMO1,MEOX2,MET,METRNL,MFN2,MFNG,MFSD2A,MGA,MGAT5,MIB1,MIB2,MICAL1,MID1,MID1IP1,MIR214,MITF,MKI67,MKKS,MKNK2,MKS1,MKX,MLIP,MLXIP,MLXIPL,MMD,MMP14,MMP2,MMRN2,MN1,MNS1,MOSPD1,MPC2,MPHOSPH9,MPL,MPP7,MPZL1,MRAP2,MRE11,MRNIP,MRPS27,MSC,MSH2,MSH6,MSI1,MSTN,MTA3,MTBP,MTCH2,MTDH,MTERF3,MTG1,MTHFR,MTM1,MTMR4,MUL1,MUSK,MUTYH,MVK,MX1,MX2,MXD3,MYBL1,MYBL2,MYCN,MYEF2,MYF5,MYF6,MYL4,MYLK2,MYMK,MYO10,MYO9A,MYO9B,MYOZ1,MYZAP,NAA10,NABP2,NAMPT,NANS,NAV3,NAXE,NBAS,NBEAL2,NCALD,NCAPD2,NCAPG,NCAPG2,NCAPH,NCEH1,NCOA2,NDC80,NDN,NDRG2,NDUFS4,NECAB3,NEDD4L,NEFL,NEGR1,NEIL1,NEK2,NEK3,NEK4,NEK6,NEO1,NES,NET1,NEURL1,NEURL2,NEXN,NF1,NFATC1,NFATC3,NFATC4,NFE2L1,NFE2L2,NFE2L3,NFIB,NFIL3,NFKBIA,NFKBIB,NFKBIL1,NFKBIZ,NFXL1,NGFR,NIBAN1,NIBAN2,NID1,NIN,NKIRAS1,NLGN3,NLN,NME6,NMI,NOC2L,NOCT,NOL4L,NONO,NOS1,NOS3,NOSTRIN,NOTCH2,NOTCH3,NOVA1,NPAS3,NPC1,NPHP4,NPLOC4,NPTX2,NPY1R,NQO1,NR0B2,NR1D2,NR1H2,NR1I3,NR2F1,NR2F6,NR4A3,NR5A2,NRDC,NSD2,NSFL1C,NSG1,NT5E,NTF4,NTRK3,NUCB2,NUDT15,NUMBL,NUP107,NUP93,NYAP1,OBI1,OBSL1,ODF2,OGT,OLFML2B,OMA1,OMD,OPHN1,OPTN,ORC1,ORC3,ORMDL1,ORMDL2,OSBPL8,OTUB2,OTUD7A,OXTR,P2RX5,P2RY1,P3H2,P3H3,PABPC1,PABPC4,PACSIN3,PAFAH1B2,PAIP1,PAK3,PAK4,PAPPA2,PAQR3,PAQR6,PARD6G,PARG,PARK7,PARM1,PARP14,PARP16,PARP3,PARP9,PARPBP,PARVB,PASK,PATL1,PATZ1,PBK,PBLD,PBX3,PBX4,PC,PCBP1,PCDH17,PCLAF,PCOLCE,PCOLCE2,PCSK9,PDCD4,PDCD5,PDE10A,PDE1C,PDE3A,PDE4B,PDE4D,PDE5A,PDE6A,PDE7B,PDE9A,PDGFA,PDGFC,PDGFD,PDGFRA,PDIA3,PDK2,PDK4,PDPN,PDZK1,PELI3,PELO,PENK,PER1,PER2,PEX2,PFKM,PGK1,PHB2,PHF1,PHF19,PHF21A,PHKG1,PHLDA1,PHLDB2,PHLPP1,PI16,PIAS3,PIK3C2A,PIK3R2,PINK1,PIP4K2A,PIP4K2C,PIP4P2,PITHD1,PITPNM2,PKD2,PKDCC,PKIG,PKM,PLA2G4A,PLAA,PLAG1,PLAGL1,PLAT,PLCB1,PLCD1,PLCD4,PLCE1,PLCG1,PLCG2,PLCL1,PLCL2,PLD1,PLD2,PLEKHA4,PLEKHB1,PLEKHB2,PLEKHF1,PLEKHG3,PLEKHH2,PLEKHM1,PLEKHM2,PLEKHO1,PLGRKT,PLIN1,PLIN5,PLK1,PLK3,PLPP3,PLPP7,PLPPR4,PLTP,PLXNA1,PLXNA2,PLXNA3,PLXNB3,PLXND1,PNKD,PNPLA2,PODN,PODXL,POGK,POLDIP2,POLR3A,POLR3D,POSTN,POT1,POU6F1,PPARA,PPARGC1A,PPARGC1B,PPIF,PPM1A,PPM1B,PPM1F,PPM1L,PPP1CB,PPP1R12B,PPP1R14C,PPP1R15A,PPP1R1B,PPP1R3A,PPP1R3B,PPP1R3C,PPP1R3D,PPP1R3G,PPP1R9A,PPP2R5A,PPP2R5B,PPP3CA,PPP3CB,PPP4R1,PPP6R2,PPTC7,PRCP,PRDM1,PRDM11,PRDM5,PRDX3,PRDX6,PREPL,PRIM2,PRKAB2,PRKAG1,PRKAG3,PRKAR1A,PRKAR1B,PRKAR2A,PRKCD,PRKCH,PRKCI,PRKCQ,PRKCZ,PRKD1,PRKG2,PROM1,PROS1,PRR11,PRR5,PRR5L,PRRC1,PRRT2,PRSS56,PSAP,PSIP1,PSMA3,PSMB8,PSMB9,PSMC1,PSMC2,PSMC3,PSMC3IP,PSMC5,PSMD1,PSMD14,PSMD3,PTBP3,PTGES2,PTGES3,PTH1R,PTK2B,PTK7,PTN,PTPMT1,PTPN13,PTPN9,PTPRA,PTPRB,PTPRC,PTPRD,PTPRG,PTPRJ,PTPRK,PTPRN,PTPRS,PTPRZ1,PTRH2,PTTG1,PTX3,PXK,PXYLP1,PYY,QSOX1,RAB10,RAB13,RAB29,RAB3A,RAB3D,RAB7A,RAB8B,RABEP2,RAC2,RACGAP1,RAD21,RAD23A,RAD51,RAD51AP1,RAD51B,RAD9B,RADIL,RAF1,RALGAPA2,RALGPS1,RALGPS2,RAMP1,RANBP10,RANBP9,RAP1GDS1,RAP2C,RAPGEF1,RAPGEF3,RAPGEF5,RAPGEFL1,RAPH1,RASA4B,RASGRF2,RASGRP2,RASL11B,RASSF10,RASSF4,RASSF8,RB1CC1,RBBP8,RBFOX1,RBM15,RBM15B,RBM20,RBM38,RBP1,RBPJ,RCAN2,RCC2,RCN3,RCOR1,RCOR2,RDH11,RECK,REM1,REST,RETREG1,RFC3,RFC5,RFWD3,RFX7,RGCC,RGL1,RGMA,RGS12,RGS14,RGS3,RGS7,RHEB,RHEBL1,RHNO1,RHOBTB1,RHOD,RHOF,RHOU,RHPN2,RIF1,RILPL1,RIMS1,RIPOR2,RMI2,RND2,RNF14,RNF144A,RNF144B,RNF149,RNF157,RNF165,RNF2,RNF207,RNF217,ROBO1,ROCK2,ROMO1,ROR2,RORA,ROS1,RPA2,RPS6KA1,RPS6KA3,RPS6KB2,RRAGD,RRAS,RSPO3,RTKN,RUBCN,RUFY3,RUNX1T1,RXRG,RYBP,RYR2,S100A4,S1PR1,S1PR2,S1PR3,SAFB2,SALL2,SAMHD1,SAP130,SAR1B,SARS1,SASS6,SAV1,SCAI,SCARB1,SCARF1,SCMH1,SCML2,SCN1B,SCN2B,SCN3B,SCN4A,SCN4B,SCN5A,SCN7A,SCRT1,SCUBE1,SCUBE2,SDC1,SDHAF2,SDK1,SELENON,SEMA3A,SEMA3E,SEMA3G,SEMA4F,SEMA5B,SEMA6A,SEMA6C,SEMA6D,SEMA7A,SENP1,SEPTIN1,SEPTIN2,SEPTIN4,SEPTIN5,SEPTIN9,SERPINB1,SERPINE1,SERPINE2,SERTAD1,SESN1,SESN2,SETD7,SEZ6L,SEZ6L2,SFMBT2,SFR1,SFRP2,SGCD,SGPL1,SGPP1,SH3BP2,SH3BP5,SH3GLB1,SH3RF2,SHC1,SHFL,SHPK,SHTN1,SIK3,SIPA1,SIPA1L1,SIRT2,SKA1,SKP2,SLAIN2,SLC15A3,SLC1A3,SLC24A1,SLC24A5,SLC25A24,SLC25A4,SLC26A6,SLC27A1,SLC2A10,SLC30A2,SLC37A4,SLC38A1,SLC38A2,SLC38A3,SLC43A2,SLC4A3,SLC6A13,SLC7A7,SLC8A3,SLF1,SLIRP,SLIT2,SLIT3,SLITRK1,SLITRK2,SLITRK4,SLITRK5,SLITRK6,SLN,SMAD2,SMAD9,SMARCA5,SMARCAD1,SMC2,SMC4,SMC6,SMG5,SMO,SMPD1,SMPDL3B,SMTNL2,SMURF1,SMYD2,SNAP91,SNCG,SND1,SNX30,SNX7,SOAT1,SOGA1,SORT1,SOX11,SOX9,SPAG5,SPARC,SPARCL1,SPART,SPDL1,SPEF1,SPG11,SPHK1,SPI1,SPICE1,SPIDR,SPINDOC,SPP1,SPRED2,SPRY2,SPSB2,SPTAN1,SPTB,SPTLC1,SPTY2D1,SQLE,SQSTM1,SRC,SREBF2,SRF,SRGAP1,SRGAP2,SRI,SRPX,SRPX2,SS18,SSBP4,SSH1,SSU72,SSX2IP,STAB1,STAC3,STAT1,STAT5B,STC1,STIL,STIM1,STIM2,STING1,STK10,STK11,STK17B,STK26,STK3,STMN1,STMN2,STON2,STOX1,STOX2,STRN,STT3A,STUB1,STX1B,STXBP1,STXBP5,STXBP6,SUCO,SULF1,SULF2,SUN2,SUPT16H,SUPV3L1,SVEP1,SVIL,SWAP70,SYN1,SYNE3,SYNGR1,SYNPO2,SYNPO2L,SYT12,SYT2,SYT9,TAF11,TAF12,TAF9B,TAP2,TAPBP,TAPBPL,TAPT1,TAS1R3,TASOR,TAX1BP3,TBC1D14,TBCK,TBL1XR1,TBRG4,TBX15,TBX18,TCF12,TCF19,TCF3,TCF4,TCF7L1,TCF7L2,TCIRG1,TCP11L2,TCTN3,TDRD12,TDRKH,TEAD1,TEAD2,TEAD4,TEK,TENM1,TENM2,TENM3,TENM4,TESK1,TET3,TEX14,TFEB,TFPI,TFRC,TGFB1,TGFB2,TGFB3,TGFBR1,TGFBR2,THAP11,THBS2,THBS4,THOC5,TIA1,TIAM1,TIGAR,TIMELESS,TIMM50,TIMP1,TLK1,TLR5,TLR9,TMEFF2,TMEM107,TMEM109,TMEM145,TMEM198B,TMEM204,TMEM231,TMEM25,TMEM259,TMEM35A,TMEM38A,TMEM53,TMEM67,TMEM9,TMEM98,TMEM9B,TMOD4,TMSB15A,TMSB15B,TMTC3,TMTC4,TNC,TNFRSF11A,TNFRSF12A,TNFRSF19,TNFRSF1B,TNFRSF21,TNIP1,TNMD,TNNT2,TOMM7,TOP2A,TOP2B,TOX,TOX3,TP53I13,TP53INP2,TP63,TP73,TPBG,TPCN2,TPD52L1,TPM1,TPX2,TRAF3,TRAF3IP1,TRAF3IP2,TRAF5,TRAIP,TRAPPC13,TRDN,TREX1,TRIM36,TRIM59,TRIM72,TRIO,TRIP10,TRNP1,TRPC1,TRPT1,TRUB2,TSC22D1,TSC22D3,TSHZ3,TSKU,TSPAN12,TSPAN5,TSPAN6,TSPO,TSSK3,TTC21B,TTC26,TTC28,TTC39B,TTC5,TTC8,TTK,TTLL1,TUB,TUBA1B,TUBB,TULP3,TWF1,TWF2,TXNDC15,TYRO3,UACA,UBA6,UBASH3B,UBD,UBE2C,UBE2Z,UBR2,UBXN1,UCP2,UGCG,UHRF1,ULK1,ULK3,UMODL1,UNC13D,UNC5B,UNC5CL,USF2,USP1,USP13,USP18,USP19,USP2,USP25,USP28,USP34,USP6NL,UST,UTRN,VAMP8,VANGL2,VAPB,VASH1,VASH2,VASN,VAT1,VAV2,VCAM1,VCP,VDAC1,VDAC2,VDAC3,VEGFA,VHL,VIM,VLDLR,VMP1,VPS33A,VRK1,VRK3,WASF1,WASF2,WDR19,WDR43,WDR45,WDR47,WDR48,WDR6,WDR77,WDR83,WDR91,WDTC1,WFIKKN2,WHAMM,WHRN,WIF1,WIPI1,WLS,WNK3,WNT4,WNT5B,WRN,WSB2,WWC2,WWP1,WWTR1,XKR8,XPO1,YBX3,YEATS2,YWHAG,YWHAQ,YWHAZ,ZBTB1,ZBTB12,ZBTB16,ZBTB20,ZBTB7A,ZBTB7B,ZBTB7C,ZBTB8A,ZEB1,ZEB2,ZER1,ZFAND5,ZFAND6,ZFHX4,ZFP30,ZFP37,ZFP91,ZFPM2,ZFYVE27,ZHX2,ZIC3,ZKSCAN4,ZKSCAN7,ZMIZ1,ZMYM2,ZMYM4,ZNF114,ZNF135,ZNF142,ZNF175,ZNF180,ZNF235,ZNF26,ZNF260,ZNF280C,ZNF287,ZNF300,ZNF322,ZNF329,ZNF333,ZNF358,ZNF367,ZNF385A,ZNF395,ZNF396,ZNF423,ZNF503,ZNF518A,ZNF521,ZNF524,ZNF536,ZNF567,ZNF568,ZNF608,ZNF624,ZNF628,ZNF641,ZNF692,ZNF703,ZNF704,ZNF711,ZNF76,ZNF768,ZNF827,ZNF865,ZNF879,ZNFX1,ZRANB3,ZSCAN12,ZSCAN31,ZWILCH,ZWINT,ZXDC,ZYG11B,ZYX


			GO:BP			generation of precursor metabolites and energy			GO:0006091			7.21E-15			135			ACADM,ACAT1,ACO1,ACO2,AKT2,ALDH1L2,ALDOC,APP,ATP5F1A,ATP5F1B,ATP5ME,ATP5PO,BID,BLOC1S1,BNIP3,C7H6ORF125,CAT,CAVIN3,CCNB1,CDK1,CDS1,CHCHD10,CHCHD2,COA6,COQ10A,COQ10B,COQ9,COX1,COX10,COX17,COX3,COX4I1,COX5A,DLST,ENO3,ETFA,ETFB,ETFDH,FH,GAPDH,GPAT4,GPD1,GPI,GYG1,GYS1,HADHB,HK1,HK2,IDE,IDH2,IDH3B,IDH3G,IER3,IL6ST,INSR,ISCU,LEPR,LOC100524239,LOC100524873,MDH1,MDH2,MLXIPL,MSH2,ND4,NDUFA10,NDUFA8,NDUFAF1,NDUFB3,NDUFB6,NDUFB8,NDUFB9,NDUFS1,NDUFS2,NDUFS4,NDUFS6,NDUFS7,NDUFV1,NFATC4,NQO2,OGDH,OGT,OXCT1,PARK7,PASK,PCDH12,PFKM,PGAM2,PGK1,PGLS,PHB2,PHKA1,PHKA2,PHKB,PHKG1,PINK1,PKM,PPARA,PPARGC1A,PPIF,PPP1CB,PPP1R3A,PPP1R3B,PPP1R3C,PPP1R3D,PPP1R3G,PRKAG3,PTGES3,PTPMT1,PYGL,PYGM,RB1CC1,SDHA,SDHAF2,SDHB,SDHC,SHPK,SLC25A12,SLC25A22,SLC25A25,SLC37A4,STEAP4,SUCLA2,SUCLG1,SUCLG2,THAP11,TIGAR,TPI1,TREX1,UGP2,UQCR10,UQCRC1,UQCRQ,VCP,ZBTB20,ZBTB7A


			GO:BP			positive regulation of molecular function			GO:0044093			8.05E-15			318			ABHD5,ABL1,ABL2,ABR,ACE,ACSL1,ACTN2,ADAM8,ADRA2A,ADRA2C,AGT,AGTR2,AIFM1,AJUBA,AKAP6,AKT2,ANTXR1,ANXA2,APAF1,APC2,APOE,APP,ARHGAP42,ARHGEF10,ARHGEF19,ARHGEF2,ARHGEF26,ARRDC3,ASAP2,ASAP3,ASPH,ATP1B1,ATP2A3,ATP2B4,ATP7A,AURKB,AZIN2,BAMBI,BCAP31,BCAS3,BCR,BID,BTC,CAB39,CAB39L,CALM1,CAMK2A,CAMKK2,CAPN3,CASP9,CASQ1,CAT,CAV2,CCDC88A,CCL19,CCL5,CCN1,CCNB1,CCNT2,CD200,CD40LG,CDC20,CDC25B,CDK5R1,CDT1,CENPE,CHI3L1,CHN2,CHTF18,CIB1,CKS2,CLPX,CLSPN,CLU,COPS5,COPS8,CORO1C,COX17,CRADD,CSF3,CTHRC1,CYFIP2,DAPK1,DBF4,DCUN1D2,DCUN1D4,DDR2,DDRGK1,DDX3X,DDX58,DLC1,DNAJB2,DNAJC24,DOCK7,DOCK8,EBF2,EDA,EDNRA,EFNA1,EGF,EIF4G1,EPHA3,EPHA4,EPHA7,EPHB2,EPHB3,EPHB4,ERBB2,ERBB3,ERP29,ESR1,EZH2,F3,FAM162A,FAM20A,FAS,FBLN1,FER,FGF1,FGF18,FGFR1,FGFR4,FLOT2,FLT1,FMR1,FN1,FOXJ1,FZD10,FZD2,GARNL3,GATA3,GDF9,GINS3,GNB5,GPRC5B,GUCA1B,HCLS1,HIP1,HSF1,IDE,IFT57,IKBKG,IL18,INSR,IRAK1,IRAK2,ISCU,ITGA6,ITGB1,KDM1A,KDR,KIF14,KIT,KLF4,LCK,LFNG,LOC100519808,LRP8,LRRK2,LYN,MAP2K2,MAP3K10,MAP3K13,MAPK14,MAPRE1,MAPRE2,MASTL,MAVS,MET,MFNG,MID1IP1,MMD,MMUT,MRE11,MSH2,MSH6,MTDH,MUL1,MUSK,MYL4,MYO9A,NANS,NEK2,NET1,NEURL1,NF1,NGFR,NIBAN2,NOS1,NOS3,NR1H2,NTRK3,PARK7,PARM1,PARP16,PARP9,PCOLCE,PCOLCE2,PDCD5,PDGFA,PDGFC,PDGFD,PDGFRA,PDP1,PDZK1,PHB2,PINK1,PKD2,PLAA,PLCG2,PLCL1,PLCL2,PLK1,PLPP3,PLXND1,POT1,PPARGC1A,PPARGC1B,PPM1F,PPP1R15A,PPP1R3G,PPP3CA,PRDX3,PRIM2,PRKCD,PRKCH,PRKCI,PRKCQ,PRKD1,PRRC1,PSAP,PSMD14,PTGES3,PTK2B,PTPRC,RABGAP1L,RAF1,RALGAPA2,RALGPS1,RALGPS2,RAP1GDS1,RAPGEF1,RAPGEF3,RAPGEFL1,RASGRF2,RASGRP2,RCC2,RCN3,REST,RFC3,RFC5,RGCC,RGMA,RGS14,RGS7,RHEBL1,RIPOR2,RNF207,ROBO1,ROCK2,ROR2,RP2,RYR2,SAV1,SCARB1,SENP1,SFRP2,SIPA1,SIRT2,SLC27A1,SLC37A4,SMO,SPHK1,SPRY2,SRC,SRF,SRGAP2,STAC3,STIM1,STIM2,STING1,STK11,STK3,STOX1,STUB1,TAF12,TAX1BP3,TBC1D1,TBC1D17,TBCK,TCF3,TCF7L2,TEK,TFRC,TGFB2,TGFBR2,THAP11,TIAM1,TIGAR,TLR9,TNFRSF11A,TNNT2,TPD52L1,TPX2,TRAF5,TRDN,TYRO3,UACA,USP6NL,VAV2,VCP,VMP1,VRK3,WDR48,WNK3,WRN,ZBTB7A,ZNF618


			GO:BP			blood vessel morphogenesis			GO:0048514			8.63E-15			154			ABL1,ACKR3,ACVR1,ADAM8,ADGRA2,ADGRB2,ADGRB3,ADGRG1,ADIPOR2,ADM,AMOT,ANGPT2,ANXA2,APOE,ATP2B4,BMPER,BRCA1,C3,CALCRL,CCN1,CCN3,CDH2,CHI3L1,CIB1,CITED1,COL22A1,CREB3L1,CUL7,DCN,DLL1,E2F7,E2F8,EDNRA,EFNA1,EGF,EGLN1,EGR3,ELK3,EMILIN1,EMILIN2,ENG,ENPP2,EPAS1,EPHB2,EPHB3,EPHB4,F3,FGF1,FGF18,FGF9,FKBP10,FLT1,GAB1,GATA2,GJA5,GJC1,GLUL,HEY2,HK2,HOXA3,HOXA5,HS6ST1,HSPB6,HTATIP2,IL18,ITGA5,ITGAV,ITGB1,JAM3,JUNB,KDR,KLF4,LEPR,LOC100511937,LOC100737755,LOX,MAPK14,MCAM,MDK,MEOX2,MMRN2,MTDH,MYO18B,NAXE,NF1,NFATC4,NGFR,NOS3,NOTCH2,NRCAM,PAK4,PARVA,PDGFRA,PGK1,PKD2,PKM,PLXND1,PRCP,PRDM1,PRKD1,PTK2B,PTPRB,PXDN,RAMP1,RAPGEF3,RBM15,RBPJ,RECK,RGCC,ROBO1,ROCK2,RORA,RRAS,RSPO3,S1PR1,SARS1,SEMA3E,SEMA6A,SERPINE1,SFRP2,SGCD,SGPL1,SHC1,SLIT2,SMO,SPARC,SPHK1,SPI1,SPRY2,SRF,SRPX2,STAB1,STAT1,SULF1,TEAD2,TEK,TGFB1,TGFB2,TGFBI,TGFBR1,TGFBR2,THBS2,THBS4,TNMD,TSPAN12,VASH1,VASH2,VEGFA,VHL,VSTM4,WASF2,YWHAZ,ZFPM2,ZMIZ1


			GO:BP			cell morphogenesis involved in differentiation			GO:0000904			8.75E-15			158			ABL1,ADGRB3,AFG3L2,APP,ARHGAP44,ARHGEF25,ARHGEF26,ARX,ATF4,BHLHB9,BMP7,BOC,BSG,BTBD3,CAPRIN2,CCDC88C,CDH11,CDH2,CDK5R1,CIB1,CNP,CNTN1,CNTN4,COL22A1,CRABP2,CRMP1,CTNND2,CUL3,CUL7,CUX2,DCX,DIP2B,DLG4,DOCK7,DPYSL5,DTNBP1,DVL1,EDNRA,EFNA1,EFNB3,EGR2,EIF3J,EMB,EPHA3,EPHA4,EPHA7,EPHB2,EPHB3,EPHB4,ERBB2,ETV1,EXT1,FBXW8,FLRT3,FN1,FYN,GATA3,GFRA3,GLI2,GLI3,IGSF9,ITGB1,KIF5C,LAMC3,LIMK1,LRP4,LRP8,LRRC4C,LRRK2,LRTM1,MAP1A,MAP1B,MAP1S,MAP2,MAP3K13,MAP6,MET,MFSD2A,MYO7A,MYOT,NBEAL2,NEDD4L,NEFL,NEO1,NEXN,NFATC4,NFIB,NGFR,NIN,NRCAM,NTN3,NUMBL,OBSL1,OPHN1,PAK3,PLPPR4,PLXNA1,PLXNA2,PLXNA3,PLXNB3,PLXND1,PPP3CA,PRELID2,PTK7,PTN,PTPRD,PTPRS,PTPRZ1,RAB3A,RAC2,RILPL1,RIPOR2,RND2,RNF165,ROBO1,RUFY3,SCN1B,SDC2,SEMA3A,SEMA3E,SEMA3G,SEMA4F,SEMA5B,SEMA6A,SEMA6C,SEMA7A,SIPA1L1,SLC1A3,SLIT1,SLIT2,SLIT3,SLITRK1,SLITRK2,SLITRK4,SLITRK5,SLITRK6,SMO,SPART,SPG11,SPI1,SRF,STC1,STK11,STXBP1,TOP2B,TPBG,TRIO,TSKU,TTC8,TWF2,ULK1,UNC5B,UST,VPS33A,WDR47,WHRN,ZFYVE27,ZNF385A


			GO:BP			angiogenesis			GO:0001525			1.06E-14			133			ABL1,ACKR3,ACVR1,ADAM8,ADGRA2,ADGRB2,ADGRB3,ADGRG1,ADIPOR2,ADM,AMOT,ANGPT2,ANXA2,ATP2B4,BMPER,BRCA1,C3,CALCRL,CCN1,CCN3,CHI3L1,CIB1,COL22A1,CREB3L1,DCN,DLL1,E2F7,E2F8,EDNRA,EFNA1,EGF,EGLN1,EGR3,ELK3,EMILIN1,EMILIN2,ENG,ENPP2,EPAS1,EPHB2,EPHB3,EPHB4,F3,FGF1,FGF18,FGF9,FLT1,GAB1,GATA2,GJA5,GLUL,HK2,HOXA3,HOXA5,HS6ST1,HSPB6,HTATIP2,IL18,ITGA5,ITGAV,ITGB1,JAM3,KDR,KLF4,LEPR,LOC100511937,MAPK14,MCAM,MDK,MEOX2,MMRN2,MTDH,NAXE,NF1,NFATC4,NGFR,NOS3,NOTCH2,NRCAM,PAK4,PARVA,PDGFRA,PGK1,PKM,PLXND1,PRCP,PRKD1,PTK2B,PTPRB,PXDN,RAMP1,RAPGEF3,RBM15,RBPJ,RECK,RGCC,ROBO1,ROCK2,RORA,RRAS,RSPO3,S1PR1,SARS1,SEMA3E,SEMA6A,SERPINE1,SFRP2,SHC1,SLIT2,SPARC,SPHK1,SPRY2,SRF,SRPX2,STAB1,STAT1,SULF1,TEK,TGFB2,TGFBI,TGFBR1,TGFBR2,THBS2,THBS4,TNMD,TSPAN12,VASH1,VASH2,VEGFA,VHL,VSTM4,WASF2,YWHAZ


			GO:BP			regulation of cell motility			GO:2000145			1.15E-14			222			ABL1,ACVR1,ADAM15,ADAM8,ADGRA2,ADGRG1,ADRA2A,AGT,AJUBA,AKT2,AMOT,ANGPT2,APOD,APOE,APP,ARHGEF39,ATM,ATOH8,ATP2B4,ATP5F1A,BCR,BMP7,BMPER,BST1,CALR,CAMK2A,CCL19,CCL5,CCN1,CCN3,CD151,CD9,CDH11,CFAP20,CHRD,CHST2,CIB1,CORO1B,CORO1C,CPNE3,CSNK2B,CTNNA1,DAB2,DAPK2,DCN,DDR2,DDRGK1,DDX58,DEFB1,DLC1,DLG5,DOCK10,DOCK5,DOCK7,DOCK8,DPP4,DUSP1,DUSP10,DUSP3,EFNA1,EGF,EMILIN1,EMILIN2,ENG,ENPP2,EPHA4,EPHB2,FBLN1,FBXO5,FER,FERMT3,FES,FGF1,FGF18,FGF21,FGFR1,FLT1,FN1,GATA2,GATA3,GCNT1,GJA1,GPI,GPR173,HABP2,HBEGF,HGF,HSPA5,IGFBP5,IGSF10,IL1R1,INPP5F,INSR,ITGA6,ITGAV,ITGB1,JAM3,KDR,KIF14,KIF20B,KIF2A,KIT,KLF4,KLHL12,LAMA3,LAMA4,LAMB1,LDB2,LGALS3,LOC100519808,LOC100737755,LOC110255205,LRCH1,LYN,LYVE1,MAPRE2,MDK,MEF2C,MEOX2,MET,MGAT5,MITF,MKKS,MMP14,MMRN2,MSTN,NAV3,NEXN,NF1,NGFR,NOS3,NR4A3,NTRK3,PATZ1,PDGFA,PDGFC,PDGFD,PDGFRA,PDPN,PHLDB2,PLAA,PLCB1,PLCG1,PLCG2,PLEKHG3,PLPP3,PLXNA1,PLXNA2,PLXNA3,PLXNB3,PLXND1,PODN,PPM1F,PPP3CA,PRCP,PRKD1,PRR5L,PRSS56,PTK2B,PTN,PTPRC,PTPRG,PTPRJ,PTPRK,RAC2,RAP2C,RCC2,RECK,RGCC,RHOD,RIPOR2,ROBO1,ROCK2,ROR2,RRAS,RUFY3,SCAI,SCRT1,SEMA3E,SEMA3G,SEMA4F,SEMA5B,SEMA6A,SEMA6C,SEMA6D,SEMA7A,SERPINE1,SFRP2,SH3RF2,SHTN1,SLIT2,SMO,SOX9,SPARC,SPHK1,SPI1,SPRY2,SRC,SRGAP1,SRGAP2,SRPX2,SSX2IP,STC1,STK10,STK26,SULF1,SUN2,SWAP70,TEK,TGFB1,TGFB2,TGFBR1,TGFBR2,THBS4,TIAM1,TIMP1,TMEFF2,TMSB15A,TMSB15B,TPM1,VASH1,WNT5B


			GO:BP			regulation of catalytic activity			GO:0050790			1.28E-14			457			ABHD5,ABL1,ABL2,ABR,ACAP3,ACE,ACSL1,ADAM8,ADGRB3,ADRA2A,ADRA2C,AGT,AGTR2,AIFM1,AJUBA,AKAP13,AKT1S1,AKT2,ALS2CL,AMOT,ANGPTL4,ANTXR1,ANXA2,ANXA8,APAF1,APBA3,APC2,APOE,APP,ARHGAP1,ARHGAP12,ARHGAP20,ARHGAP23,ARHGAP27,ARHGAP32,ARHGAP39,ARHGAP42,ARHGAP44,ARHGAP5,ARHGEF10,ARHGEF10L,ARHGEF17,ARHGEF19,ARHGEF2,ARHGEF25,ARHGEF26,ARHGEF3,ARHGEF39,ARHGEF6,ARHGEF9,ARRDC3,ASAP2,ASAP3,ASPH,ATP2A3,ATP2B4,ATP5IF1,ATP7A,AUP1,AURKB,AZIN2,BCAP31,BCAS3,BCL6,BCR,BID,BIN1,BLM,BMP7,BOD1,BTC,BUB1B,BVES,C3,C4A,CAB39,CAB39L,CALM1,CAMKK2,CAND1,CAPN3,CASP9,CAV2,CBL,CBLB,CCDC88A,CCDC88C,CCL19,CCL5,CCN1,CCNB1,CCNB2,CCNB3,CCNE1,CCNE2,CCNG1,CCNG2,CCNL1,CCNL2,CCNT2,CCPG1,CD109,CD200,CD40LG,CD44,CDC20,CDC25B,CDK5R1,CENPE,CEP85,CHI3L1,CHN2,CHTF18,CIB1,CIT,CKS2,CLPX,CLSPN,CLU,COL7A1,COPS5,COPS8,CORO1C,COX17,CPAMD8,CRADD,CRY2,CSNK2B,CST6,CYFIP2,DAPK1,DBF4,DBNDD1,DCUN1D2,DCUN1D4,DDR2,DDRGK1,DDX3X,DENND2A,DEPDC5,DHCR24,DLC1,DNAJA3,DOCK10,DOCK5,DOCK7,DOCK8,DTNBP1,DUSP1,DUSP10,DVL1,ECSIT,EEF1A1,EFNA1,EGF,EIF2B3,EIF2B4,EIF4A2,EPHA3,EPHA4,EPHA7,EPHB2,EPHB3,EPHB4,EPS8L2,ERBB2,ERBB3,ERP29,EZH2,F3,FAM162A,FAM20A,FAS,FBLN1,FBXO5,FGD1,FGF1,FGF18,FGFR1,FGFR4,FLT1,FN1,FNIP1,FOXJ1,FZD10,GADD45B,GAPDH,GARNL3,GBF1,GDF9,GINS3,GIT2,GNB5,GPC3,GPRC5B,GPSM2,GRM7,GUCA1B,HGF,HIP1,HMGCR,HSF4,IFT57,IL18,INSR,IQGAP2,IQGAP3,IRAK1,ISCU,ITGA6,ITGB1,ITIH3,ITIH4,ITSN1,KAT2B,KDR,KIF14,KIT,KLF4,KNDC1,LCK,LDB2,LEPR,LIMK1,LMTK2,LOC100511937,LRCH1,LRP8,LRRCC1,LRRK2,LTC4S,LXN,LYN,MAP2K2,MAP3K10,MAP3K13,MAPK14,MAPRE2,MASTL,MCF2L2,MCM2,MET,MGAT5,MICAL1,MID1IP1,MKKS,MMD,MMUT,MON1A,MRE11,MSH2,MSH6,MSTN,MUL1,MUSK,MYO9A,MYO9B,MYOZ1,NANS,NCAPG2,NEIL1,NEK2,NES,NET1,NEURL1,NF1,NGFR,NOS1,NOS3,NQO1,NR1H2,NRDC,NTRK3,OPHN1,PABIR2,PAQR3,PARK7,PARM1,PARP16,PARP3,PARP9,PARVA,PCOLCE,PCOLCE2,PDCD5,PDE3A,PDGFA,PDGFC,PDGFD,PDGFRA,PDP1,PHACTR3,PHB2,PIK3R2,PINK1,PIP4K2A,PIP4K2C,PKD2,PKIG,PLAA,PLCB1,PLCE1,PLEKHG3,PLK1,PLXNA1,PLXNA2,PLXNA3,PLXNB3,PLXND1,POT1,PPARGC1B,PPM1F,PPP1R12B,PPP1R14C,PPP1R15A,PPP1R1B,PPP1R3B,PPP1R3G,PPP2R2B,PPP2R5A,PPP2R5B,PPP4R1,PPP6R2,PRDX3,PRIM2,PRKAB2,PRKAG1,PRKAG3,PRKAR1A,PRKAR1B,PRKAR2A,PRKCD,PRKCQ,PRKD1,PRRC1,PSAP,PSMA3,PSMB8,PSMB9,PSMC3IP,PSMD1,PSMD14,PSMD3,PTGES3,PTK2B,PTPRB,PTPRC,PTPRJ,PTTG1,PTX3,RAB3IL1,RABEP2,RABGAP1L,RAC2,RACGAP1,RAF1,RALGAPA2,RALGPS1,RALGPS2,RAP1GDS1,RAP2C,RAPGEF1,RAPGEF3,RAPGEF5,RAPGEFL1,RASA4B,RASGRF2,RASGRP2,RCAN2,RCC2,RCN3,RECK,REST,RFC3,RFC5,RGCC,RGL1,RGMA,RGS12,RGS14,RGS7,RIPOR2,ROBO1,ROCK2,ROR2,RP2,RPS6KA1,RPS6KA3,RTKN,RUBCN,SBF2,SCARB1,SEC23A,SENP1,SERPINB1,SERPINE1,SERPINE2,SESN2,SFRP2,SH3BP5,SH3PXD2A,SH3PXD2B,SIPA1,SIPA1L1,SLC27A1,SLC37A4,SLC8A3,SLIT2,SLN,SMPD1,SORT1,SPINDOC,SPRY2,SRC,SRGAP1,SRGAP2,STK11,STOX1,STUB1,STXBP5,TAX1BP3,TBC1D1,TBC1D17,TBCK,TEK,TFPI,TGFB2,TGFBR2,TIAM1,TIGAR,TIMP1,TLR9,TNFRSF11A,TP63,TPD52L1,TPX2,TREX1,TRIO,TRPT1,TTC8,TYRO3,UACA,UBASH3B,UBE2Z,UBXN1,UMODL1,USP6NL,VAV2,VCP,VPS9D1,VRK3,WDR48,WDR91,WDTC1,WFIKKN2,WRN,WWTR1


			GO:BP			cellular response to endogenous stimulus			GO:0071495			4.20E-14			290			ABL1,ACACA,ACSL1,ACTN2,ACVR1,ADAMTS12,ADAMTS7,ADCY6,ADGRA2,ADIPOR2,ADRA2A,AGT,AGTR2,AHR,AKAP6,AKT1S1,AKT2,ANKRD1,APLP1,APP,ARHGEF2,ASPN,ATF4,ATP1A2,ATP2B4,BAMBI,BCAS3,BLM,BMP5,BMP6,BMP7,BMPER,BRCA1,CACNB1,CALCOCO1,CALR,CAMK2A,CASK,CASP6,CASP9,CASQ2,CAV2,CCN1,CD109,CD44,CHRD,CHURC1,CIB1,CILP,CITED1,COL16A1,COL1A2,COL2A1,COL3A1,COL5A2,CORO1B,CPEB3,CPEB4,CPNE3,CREB3L1,CRY2,CSNK2B,CTNNA1,CTSL,CYFIP2,CYP7B1,DAB2,DCN,DDRGK1,DIAPH1,DLL1,DNMT1,DOK5,DUSP3,ECHDC3,EDNRA,EEF1A1,EGR1,EGR3,EHMT2,EME1,EMILIN1,ENG,EPHA4,ERBB2,ESR1,ESRRA,ESRRG,EXT1,EZH2,EZR,FBN1,FBN2,FBXO32,FER,FGF1,FGF18,FGF21,FGF9,FGFR1,FGFR4,FLRT3,FLT1,FOS,FOXO1,FST,FYN,GAB1,GAREM1,GATA3,GDF9,GHR,GJA5,GKAP1,GNAI3,GNB5,GOT1,GPC3,GPD1,GPR173,GRB10,HGF,HIVEP1,HSPA5,HTRA1,HTRA3,IGFBP5,IL17RD,INSR,IRS3,ITGA4,ITGB6,KAT2B,KCP,KDR,KIT,KLF4,KLF9,KLHL12,LEPR,LMO2,LOC100511937,LOC100737755,LOX,LPIN1,LPIN3,LRRK2,LTBP1,LTBP3,MAPK14,MAPKAPK2,MARS1,MDM2,MEF2C,MKKS,MMP2,MMRN2,MSTN,MTMR4,NCOA2,NEO1,NEURL1,NGFR,NOTCH2,NPC1,NR1D2,NR4A3,NR5A2,NSG1,NTF4,NTRK3,OGT,P2RY1,PARK7,PBLD,PCSK9,PDCD4,PDCD5,PDE3A,PDE4B,PDGFC,PDGFD,PDGFRA,PDK2,PDK4,PELO,PER1,PHB2,PIK3R2,PIP4K2A,PIP4K2C,PKD2,PPARA,PPARGC1B,PPM1A,PPP1R1B,PRCP,PRKCD,PRKCI,PRKCQ,PRKCZ,PRKD1,PTGES3,PTPRA,PTPRK,RAB10,RAD51,RAF1,RAP1GDS1,RAPGEF3,RASL11B,RBPJ,REST,RGMA,RNF14,RNF165,ROBO1,RRAGD,RXRG,RYR2,SAFB2,SCNN1A,SELENON,SEMA6A,SESN1,SESN2,SFR1,SFRP2,SGK1,SHC1,SIRT2,SKP2,SLC1A3,SLC26A6,SLC27A1,SLC2A10,SLC4A7,SLIT2,SLIT3,SMAD2,SMAD9,SMURF1,SORT1,SOX11,SOX9,SPART,SPHK1,SPI1,SPIDR,SPRY2,SRC,SSH1,STAT5B,STK11,STMN2,STUB1,SULF1,SULF2,TFPI,TGFB1,TGFB2,TGFB3,TGFBR1,TGFBR2,TIGAR,TIMELESS,TLR9,TMEM204,TMEM38A,TMEM53,TP63,TRIM72,TSPAN12,TWF2,UBR2,UGCG,UMODL1,VASN,VCAM1,VIM,WDTC1,WFIKKN2,ZBTB7A,ZBTB7B,ZEB1,ZFYVE27,ZMIZ1,ZNF423,ZNF703,ZYX


			GO:BP			establishment of localization			GO:0051234			6.29E-14			861			ABCA5,ABCA6,ABCB1,ABCB6,ABCC1,ABCC13,ABCC4,ABCC5,ABCC6,ABL1,ACE,ACKR3,ACKR4,ACO1,ACSL1,ACTN2,ADM,ADRA2A,AFG3L2,AIFM1,AKAP6,AKT2,ALS2CL,AMPH,ANK1,ANKFY1,ANKRD1,ANKRD13A,ANKRD13B,ANKRD50,ANO1,ANO10,ANO2,ANO5,ANTXR1,ANTXR2,ANXA11,ANXA2,ANXA8,AP1S1,AP3M2,AP4B1,AP5B1,APOD,APOE,APOM,APP,APPBP2,AQP11,AQP7,ARFIP2,ARHGAP1,ARHGAP12,ARHGAP44,ARL8B,ARPIN,ARRDC2,ASIC3,ASPM,ATAD1,ATF4,ATG4A,ATG4D,ATG9A,ATM,ATP10A,ATP10D,ATP11B,ATP1A2,ATP1B1,ATP1B3,ATP2A1,ATP2A3,ATP2B2,ATP2B3,ATP2B4,ATP5F1A,ATP5F1B,ATP5IF1,ATP5MC1,ATP5MC3,ATP5PO,ATP6,ATP7A,ATP8B2,ATR,ATXN1,AUP1,AURKB,AZIN2,BAG3,BAIAP3,BARD1,BBS12,BBS2,BBS5,BBS7,BCAP31,BCL3,BCR,BDKRB2,BEST1,BEST3,BID,BIN1,BLOC1S1,BLOC1S4,BLZF1,BNIP3,BNIP3L,BRCA2,BVES,C1QTNF3,C2,C2CD2L,C3,C7H6ORF125,CA4,CACHD1,CACNA1D,CACNA1G,CACNA1S,CACNB1,CACNG1,CACNG6,CACNG7,CALCRL,CALM1,CALR,CAPN3,CASK,CASQ1,CASQ2,CATSPER4,CAV2,CBL,CCDC40,CCDC47,CCDC88A,CCDC88C,CCL19,CCN3,CCNB1,CCT6A,CD14,CD151,CD200,CD5L,CD9,CDCA5,CDH2,CDK5R1,CDT1,CENPE,CENPF,CENPJ,CEP131,CEP192,CHCHD10,CHRNA1,CHRNA10,CHRNA3,CHRND,CHRNE,CIB1,CITED1,CLCA1,CLCN4,CLCN5,CLDN10,CLIP3,CLU,CNIH1,CNR1,CNTN1,COLQ,COPB1,COPE,COPG2,COPS5,CORO1C,CORO2B,COX1,COX17,COX3,CPLANE2,CRABP1,CRABP2,CRBN,CREB3L2,CROCC,CRY2,CRYM,CSNK1G3,CTSL,CUBN,CUL3,CYBRD1,DAB2,DAPK1,DDX23,DENND2A,DHRS7C,DIAPH1,DLG4,DLL1,DNAJC1,DNAJC17,DNAJC19,DNM1,DOP1B,DTNBP1,DVL1,DYNC2I2,DYNLL1,DZIP1,EDNRA,EFCAB7,EGF,EGR2,EHD4,EIF3J,EMC2,EMC3,EMC7,EML4,ENPP2,EPHA3,EPHB2,ERBB2,ERBB3,ERBIN,ERO1A,ERP29,EXOC6,EXT1,EYA2,EZR,FABP5,FABP7,FAM83D,FAR2,FBLN5,FCHO1,FCHSD2,FER,FES,FGF21,FGF9,FHIP1B,FHOD1,FLOT2,FLVCR2,FMR1,FNBP1,FNBP1L,FRMD4A,FRMPD1,FXYD1,FXYD2,FXYD6,FYCO1,FYN,GABRE,GATA3,GGA1,GGA2,GHR,GJA1,GJA5,GLI3,GLO1,GNB5,GOLGA4,GOLT1B,GPAT4,GPC3,GPM6B,GPRASP1,GPS2,GPSM2,GRAMD1C,GRAMD2A,GRB10,GRIA4,GRID2,GRIK2,GRIN2D,GRIN3A,GRIPAP1,GRK2,GULP1,HADH,HBB,HCLS1,HEPH,HHIPL1,HIP1,HK1,HK2,HMGCR,HMMR,HOMER1,HOMER2,HOMER3,HOOK2,HRC,HSPA1L,HSPA5,HSPA9,HTATIP2,IER3,IFT122,IFT140,IFT27,IFT43,IFT46,IFT57,IFT88,IKBKG,IL15,IL16,IL2RB,INPP5F,INSR,IPO13,ISCU,ITGAV,ITGB1,ITPR3,JPT2,KAT2B,KCNA7,KCNAB2,KCNB1,KCNC1,KCNC4,KCND2,KCNG2,KCNIP2,KCNK1,KCNN1,KCNN2,KCNQ4,KCNQ5,KCNT2,KDELR3,KHDRBS1,KIF14,KIF18A,KIF1A,KIF1C,KIF20B,KIF22,KIF27,KIF2C,KIF3A,KIF3B,KIF5C,KIFC1,KIT,KLHL24,KLHL3,KPNA1,KPNA2,KPNA3,KPNA5,KTN1,LDLRAD3,LEPR,LETM1,LGALS3,LIPG,LMBR1L,LMNB1,LMNB2,LMTK2,LOC100511343,LOC100512977,LOC100513346,LOC100515171,LOC100519098,LOC100519808,LOC100520512,LOC100523213,LOC100620627,LOC100625134,LOC100625711,LOC100627175,LOC110259958,LONP2,LOXL4,LPCAT3,LRP4,LRP8,LRRC8E,LRRK2,LYAR,LYN,LYVE1,MAK,MAN1A1,MAP1B,MAP1S,MAP6,MAPK14,MAPK8IP1,MAPKAPK2,MAPRE1,MAVS,MCOLN1,MDM2,MEF2A,MFN2,MFSD2A,MIB1,MICAL1,MICAL3,MKKS,MON1A,MPC2,MRC1,MRS2,MTM1,MUL1,MX1,MX2,MYLK2,MYO10,MYO16,MYO1B,MYO7A,NABP2,NANS,NAXE,NBAS,NDC1,NDC80,NDUFS7,NECTIN3,NEDD4L,NEFL,NEURL1,NFE2L2,NFKBIA,NGFR,NIBAN2,NLGN3,NME4,NNT,NOP16,NOS3,NOSTRIN,NOXRED1,NPC1,NPLOC4,NR1H2,NR4A3,NSD2,NSFL1C,NSG1,NUF2,NUP107,NUP133,NUP205,NUP62CL,NUP93,NXT2,ODAD4,OPHN1,OPTN,OSBPL10,OSBPL8,OXA1L,P2RX5,P2RY1,PACSIN3,PARK7,PASK,PCDH17,PCSK9,PDCD5,PDE4B,PDZK1,PER1,PEX2,PFKM,PFN1,PGAP1,PHB2,PHLDB2,PIK3R2,PINK1,PIP4K2A,PIP4P2,PITPNA,PITPNM2,PKD2,PKDCC,PKIG,PLAA,PLCG2,PLD1,PLD2,PLEKHA8,PLEKHF1,PLEKHM1,PLK1,PLK3,PLPP3,PLPPR4,PLTP,PNKD,PODN,POLA2,POT1,PPIF,PPM1A,PPM1F,PPP1R1B,PPP3CA,PPP3CB,PREPL,PRG4,PRKAG1,PRKAR1B,PRKCD,PRKCI,PRKD1,PROCA1,PRR5L,PRRT2,PSAP,PTGES2,PTK2B,PTPRC,PTPRN,PTX3,PXK,RAB10,RAB13,RAB29,RAB34,RAB3A,RAB3D,RAB3IL1,RAB7A,RAB8B,RABEP2,RAC2,RACGAP1,RAF1,RAMP1,RANBP17,RAP1GDS1,RAPGEF3,RASGRF2,RBM15B,RBP1,RCC2,RCN3,REM1,REPS2,REST,RGCC,RGS14,RHOU,RILPL1,RIMS1,RIPOR2,RNF157,RNF207,ROS1,RP2,RRBP1,RUBCN,RYR2,SAMM50,SAR1B,SCARA5,SCARB1,SCARF1,SCARF2,SCN1B,SCN2B,SCN3B,SCN4A,SCN4B,SCN5A,SCN7A,SCNN1A,SDC1,SEC23A,SEC24D,SEC31B,SEC61A1,SEL1L,SELENON,SEPTIN1,SEPTIN2,SEPTIN4,SEPTIN5,SERPINE1,SERPINE2,SESN2,SFXN1,SFXN5,SGPP1,SH3GL3,SHROOM2,SIDT1,SIGLEC1,SLC12A9,SLC15A2,SLC15A3,SLC16A10,SLC16A14,SLC16A3,SLC16A5,SLC17A5,SLC19A2,SLC1A3,SLC1A6,SLC22A15,SLC22A16,SLC22A17,SLC24A1,SLC24A5,SLC25A12,SLC25A19,SLC25A22,SLC25A24,SLC25A25,SLC25A26,SLC25A27,SLC25A3,SLC25A4,SLC25A44,SLC26A6,SLC27A1,SLC27A3,SLC29A2,SLC29A4,SLC2A10,SLC2A11,SLC2A12,SLC30A2,SLC30A7,SLC35E2,SLC35E4,SLC35F3,SLC35G1,SLC36A4,SLC37A2,SLC37A4,SLC38A1,SLC38A2,SLC38A3,SLC38A4,SLC38A6,SLC39A1,SLC39A2,SLC39A7,SLC39A9,SLC3A1,SLC3A2,SLC41A1,SLC41A2,SLC41A3,SLC43A2,SLC44A2,SLC46A1,SLC46A3,SLC49A3,SLC4A3,SLC4A7,SLC50A1,SLC5A6,SLC6A1,SLC6A13,SLC6A8,SLC7A10,SLC7A2,SLC7A7,SLC7A8,SLC8A3,SLC9A2,SLC9A7,SLCO1A2,SLCO2B1,SLCO5A1,SLIT1,SLN,SMAD2,SMDT1,SMO,SMPD1,SMURF1,SNAP91,SNCG,SNUPN,SNX30,SNX7,SOAT1,SORCS1,SORT1,SOX11,SPAG5,SPDL1,SPG11,SPG7,SPHK1,SPI1,SPICE1,SPIDR,SPP1,SPRY2,SQSTM1,SRC,SREBF2,SRI,SRPX,SSX2IP,STAB1,STAC3,STARD5,STAT5B,STAU2,STC1,STEAP3,STEAP4,STIM1,STIM2,STK11,STK3,STON2,STX11,STX1B,STXBP1,STXBP5,STXBP6,SUN2,SYBU,SYN1,SYNE3,SYNJ2,SYS1,SYT12,SYT2,SYT9,SYTL2,TAP1,TAP2,TBC1D17,TBC1D2B,TBC1D8B,TBPL1,TCF7L2,TCIRG1,TESK1,TEX2,TFRC,TGFB1,TGFB2,TGFB3,TGFBR2,THOC5,TIMM44,TIMM50,TIMM8A,TIMM8B,TJP2,TLK1,TLN2,TLR9,TMC7,TMED3,TMEM120A,TMEM144,TMEM201,TMEM266,TMEM38A,TMEM53,TNFRSF11A,TNFRSF1B,TOMM34,TOMM40,TOMM40L,TOMM7,TPCN2,TRAF3IP1,TRAF3IP2,TRAK1,TRAM1,TRAPPC2L,TRAPPC5,TRDN,TREX1,TRIM72,TRIP10,TRPC1,TSKU,TSPO,TST,TTC21B,TTC26,TTC39B,TTLL1,TTYH2,TTYH3,TUB,TUBA1B,TUSC3,TYRO3,UBASH3B,UCP2,UCP3,UGCG,UNC13D,USF2,USP6NL,VAMP1,VAMP8,VAPB,VCP,VDAC1,VDAC2,VDAC3,VHL,VLDLR,VMP1,VPS13B,VPS26A,VPS26B,VPS26C,VPS33A,VPS37A,VPS9D1,WASF2,WDR19,WDR35,WDR91,WHAMM,WHRN,WIPI1,WLS,WNK3,XKR5,XKR8,XPO1,XPO6,YIF1B,YWHAQ,YWHAZ,ZBTB7B,ZDHHC20,ZER1,ZFAND6,ZFYVE27,ZNF827,ZWINT


			GO:BP			regulation of locomotion			GO:0040012			6.33E-14			227			ABL1,ACVR1,ADAM15,ADAM8,ADGRA2,ADGRG1,ADRA2A,AGT,AJUBA,AKT2,AMOT,ANGPT2,APOD,APOE,APP,ARHGEF39,ARRDC3,ATM,ATOH8,ATP2B4,ATP5F1A,BCR,BMP7,BMPER,BST1,BVES,CALR,CAMK2A,CCL19,CCL5,CCN1,CCN3,CD151,CD9,CDH11,CFAP20,CHRD,CHST2,CIB1,CORO1B,CORO1C,CPNE3,CSNK2B,CTNNA1,DAB2,DAPK2,DCN,DDR2,DDRGK1,DDX58,DEFB1,DLC1,DLG5,DOCK10,DOCK5,DOCK7,DOCK8,DPP4,DUSP1,DUSP10,DUSP3,EFNA1,EGF,EMILIN1,EMILIN2,ENG,ENPP2,EPHA4,EPHB2,FBLN1,FBXO5,FER,FERMT3,FES,FGF1,FGF18,FGF21,FGFR1,FLT1,FN1,GATA2,GATA3,GCNT1,GJA1,GPI,GPR173,HABP2,HBEGF,HGF,HSPA5,IGFBP5,IGSF10,IL16,IL1R1,INPP5F,INSR,ITGA6,ITGAV,ITGB1,JAM3,KDR,KIF14,KIF20B,KIF2A,KIT,KLF4,KLHL12,LAMA3,LAMA4,LAMB1,LDB2,LGALS3,LOC100519808,LOC100737755,LOC110255205,LRCH1,LRRK2,LYN,LYVE1,MAPRE2,MDK,MEF2C,MEOX2,MET,MGAT5,MITF,MKKS,MMP14,MMRN2,MSTN,NAV3,NEXN,NF1,NGFR,NOS3,NR4A3,NTRK3,PATZ1,PDGFA,PDGFC,PDGFD,PDGFRA,PDPN,PHLDB2,PLAA,PLCB1,PLCG1,PLCG2,PLEKHG3,PLPP3,PLXNA1,PLXNA2,PLXNA3,PLXNB3,PLXND1,PODN,PPM1F,PPP3CA,PRCP,PRKD1,PRR5L,PRSS56,PTK2B,PTN,PTPRC,PTPRG,PTPRJ,PTPRK,RAC2,RAP2C,RCC2,RECK,RGCC,RHOD,RIPOR2,ROBO1,ROCK2,ROR2,RRAS,RUFY3,SCAI,SCRT1,SEMA3E,SEMA3G,SEMA4F,SEMA5B,SEMA6A,SEMA6C,SEMA6D,SEMA7A,SERPINE1,SFRP2,SH3RF2,SHTN1,SLIT2,SMO,SOX9,SPARC,SPHK1,SPI1,SPRY2,SRC,SRGAP1,SRGAP2,SRPX2,SSX2IP,STC1,STK10,STK26,SULF1,SUN2,SWAP70,TEK,TGFB1,TGFB2,TGFBR1,TGFBR2,THBS4,TIAM1,TIMP1,TMEFF2,TMSB15A,TMSB15B,TPBG,TPM1,VASH1,WNT5B


			GO:BP			positive regulation of nitrogen compound metabolic process			GO:0051173			9.14E-14			601			ABL1,ABLIM3,ACE,ACSL1,ACTR3,ACVR1,ADAM8,ADRA2A,ADRA2C,AFAP1L2,AGT,AGTR2,AHR,AIFM1,AJUBA,AKNA,AKT2,ANKIB1,ANKRD1,ANTXR1,ANXA2,APAF1,APOE,APP,ARAF,ARHGEF2,ARIH2,ARNTL,ARRDC3,ASB11,ASB5,ASL,ASPH,ASS1,ASXL3,ATAD2,ATF3,ATF4,ATF5,ATM,ATOH8,ATP2A3,ATP2B4,ATP5IF1,ATXN3,AURKB,BAMBI,BBS7,BCAP31,BCAS3,BCL3,BCL6,BCL7B,BCL9,BID,BLM,BMP5,BMP6,BMP7,BRCA1,BRCA2,BTC,C3,C7H6ORF125,CAB39,CAB39L,CALCOCO1,CALM1,CAMKK2,CAMTA2,CAPN3,CARF,CASK,CASP9,CBLB,CCDC124,CCDC88A,CCL19,CCN1,CCNB1,CCNT2,CCPG1,CCT6A,CD40LG,CD44,CD80,CDC20,CDC25B,CDCA2,CDK5R1,CDON,CDT1,CEBPG,CENPE,CENPJ,CHCHD10,CHCHD2,CHD6,CHI3L1,CHTF18,CHURC1,CIB1,CITED1,CKAP2,CKS2,CLIP3,CLN6,CLPX,CLSPN,CLU,CNOT6,CNOT6L,COPS5,COPS8,CPEB3,CRADD,CREB3L1,CREB3L2,CREB5,CREBRF,CSDE1,CSF3,CSNK2B,CSPG4,CSRNP1,CSRNP3,CTC1,CTF1,CUL3,CUL4B,CYFIP2,DAB2,DAPK1,DBF4,DCAF6,DCN,DCP2,DCUN1D2,DCUN1D4,DDR2,DDRGK1,DDX3X,DDX58,DIP2B,DISC1,DLC1,DLL1,DMRT2,DNAJB2,DOCK7,DOT1L,DPF3,DTL,DVL1,DYRK1B,E2F1,E2F7,E2F8,E4F1,EAF2,EBF2,EBF3,EFCAB7,EFNA1,EGF,EGLN1,EGR1,EGR2,EGR3,EIF4G1,ELF4,ELK3,ELK4,ELL2,ENDOG,ENG,ENPP2,EPAS1,EPCAM,EPHA4,EPHA7,ERBB2,ERBB3,ERP29,ESR1,ESRRG,ETV1,ETV5,EYA2,EYA3,EZH2,EZR,F3,FAM162A,FAM20A,FANCI,FANCM,FAS,FBLN1,FBXW8,FGF1,FGF18,FGF21,FGFR1,FGFR4,FHL5,FHOD1,FLT1,FMR1,FN1,FNIP1,FOS,FOXA3,FOXJ1,FOXM1,FOXO1,FXR1,FXR2,FYN,FZD10,FZD2,GATA2,GATA3,GDF11,GDF9,GGA1,GHR,GINS3,GLI2,GLI3,GPC3,GPD1,GPR37,GPRC5B,GPS2,GUCA1B,HBEGF,HCLS1,HDAC10,HDGFL2,HEY2,HGF,HIP1,HIVEP1,HLTF,HMCES,HOXA5,HPN,HSF1,HSF4,HSPA5,HTATIP2,IER2,IER3,IFT57,IKBKG,IL15,IL18,IL4I1,IL6R,IL6ST,INSR,IQGAP3,IRAK1,IRF5,IRF9,ITGA5,ITGA6,ITSN1,JUNB,KAT2B,KDM1A,KDM7A,KDM8,KDR,KHDRBS1,KIF14,KIT,KLF13,KLF4,KLHL17,LARP4,LCK,LDB2,LEPR,LGR4,LMO1,LMO2,LOC100511937,LOC102158443,LPCAT1,LPCAT3,LPIN1,LPIN3,LRP4,LRP8,LRRCC1,LRRK1,LRRK2,LRRTM3,LUM,LYAR,LYN,MAFF,MAML3,MAP2K2,MAP3K10,MAP3K13,MAPK14,MARCHF2,MARS1,MASTL,MAVS,MBTD1,MDK,MDM2,MED15,MEF2A,MEF2C,MEF2D,MEIS3,MEOX2,MET,MGA,MITF,MLXIP,MLXIPL,MMD,MOSPD1,MRE11,MRPS27,MSH2,MSTN,MTDH,MUL1,MUSK,MYBL1,MYBL2,MYCN,MYF5,MYF6,NABP2,NAMPT,NANS,NCOA2,NEK2,NEK4,NEURL1,NFATC1,NFATC3,NFATC4,NFE2L2,NFIB,NFIL3,NFKBIA,NGFR,NIBAN1,NIBAN2,NMI,NOCT,NOS1,NOS3,NPAS3,NR0B2,NR1D2,NR1H2,NR1I3,NR2F1,NR4A3,NR5A2,NRDC,NSD2,NTF4,NTRK3,OGT,PABPC1,PACSIN3,PAIP1,PARK7,PARM1,PARP14,PARP16,PARP3,PARP9,PATL1,PATZ1,PBX3,PCBP1,PCOLCE,PCOLCE2,PCSK9,PDCD5,PDGFA,PDGFC,PDGFD,PER1,PFKM,PHB2,PHF1,PHF19,PIAS3,PIK3R2,PINK1,PITHD1,PKD2,PKM,PLAG1,PLAGL1,PLCB1,PLCG2,PLD1,PLGRKT,PLK1,PLK3,PLPP3,POT1,PPARA,PPARGC1A,PPARGC1B,PPM1A,PPM1F,PPP1R15A,PPP2R5A,PPP3CA,PPP3CB,PRDM5,PRDX6,PRIM2,PRKCD,PRKCQ,PRKD1,PRR5,PRR5L,PRRC1,PSMC1,PSMC2,PSMC3,PSMC3IP,PSMC5,PSMD14,PTGES2,PTGES3,PTK2B,PTPRC,PTPRN,PTX3,PXYLP1,RAB7A,RAD23A,RAD51,RAD51AP1,RAF1,RAMP1,RAP2C,RAPGEF3,RB1CC1,RBBP8,RBM15,RBM20,RBPJ,RCN3,REST,RFC3,RFC5,RGCC,RGMA,RIF1,RNF14,RNF144A,RNF217,ROBO1,ROCK2,RORA,RPS6KA1,RPS6KA3,RPS6KB2,RXRG,RYBP,S1PR2,SEMA7A,SENP1,SERTAD1,SFR1,SFRP2,SH3RF2,SHC1,SIRT2,SKP2,SLC27A1,SLC2A10,SLC38A2,SLC38A3,SLF1,SMAD2,SMARCA5,SMO,SMPD1,SMURF1,SOAT1,SOX11,SOX9,SPHK1,SPI1,SPIDR,SPP1,SPRY2,SRC,SREBF2,SRF,SS18,SSBP4,STAT1,STAT5B,STING1,STK11,STOX1,STOX2,STUB1,SUPT16H,SUPV3L1,TAF11,TAF12,TBC1D14,TBL1XR1,TBX15,TBX18,TCF12,TCF3,TCF4,TCF7L2,TEAD1,TEAD2,TEAD4,TEK,TESK1,TET3,TFEB,TFRC,TGFB1,TGFB2,TGFB3,TGFBR1,TGFBR2,THAP11,THBS4,THOC5,TIGAR,TIMELESS,TLR9,TMEM259,TMEM9B,TMTC3,TNFRSF11A,TNFRSF1B,TNIP1,TOP2A,TOP2B,TOX,TOX3,TP53INP2,TP63,TP73,TPD52L1,TPX2,TRAPPC13,TRUB2,TTC5,UACA,UHRF1,USF2,USP13,VCP,VIM,VRK3,WDR43,WDR48,WDR77,WNK3,WRN,WWTR1,ZBTB16,ZBTB20,ZBTB7B,ZBTB7C,ZEB1,ZFP30,ZFP91,ZFPM2,ZIC3,ZMIZ1,ZNF142,ZNF175,ZNF235,ZNF287,ZNF300,ZNF395,ZNF423,ZNF711,ZNF76,ZXDC,ZYG11B


			GO:BP			macromolecule modification			GO:0043412			1.16E-13			753			AARS1,AASDHPPT,ABHD17C,ABL1,ABL2,ACE,ACSL1,ACVR1,ADAM8,ADRA2A,ADRA2C,AGT,AGTR2,AJUBA,AKT1S1,AKT2,ALG10,ALG14,ALG8,ALG9,ALPK2,ANKIB1,APOE,APP,AQP11,ARAF,ARHGEF2,ARIH2,ARNTL,ARRDC3,ASB10,ASB11,ASB13,ASB15,ASB2,ASB5,ASPH,ATAT1,ATG4A,ATG4D,ATM,ATP2B4,ATR,ATXN3,AURKB,B3GALNT1,B3GALT2,B3GNT3,B4GALT4,BARD1,BCKDK,BCL6,BCR,BDKRB2,BGN,BLM,BLOC1S1,BMP5,BMP6,BMP7,BMPER,BOD1,BRCA1,BRCA2,BST1,BTC,BUB1,BUB1B,C1H18ORF25,C3,CAB39,CAB39L,CACHD1,CALM1,CAMK2A,CAMK2G,CAMKK2,CAMKV,CAND1,CAPN3,CASK,CBL,CBLB,CBX4,CCDC88A,CCDC88C,CCL19,CCN1,CCNB1,CCNB2,CCNB3,CCNE1,CCNE2,CCNF,CCNG2,CCNL1,CCNT2,CD109,CD40LG,CD44,CD80,CDC14A,CDC14B,CDC20,CDC25B,CDC42BPG,CDCA2,CDK1,CDK14,CDK17,CDK20,CDK5R1,CDON,CDS1,CENPE,CEP85,CFAP20,CHD3,CHEK1,CHI3L1,CHPT1,CIB1,CIT,CKB,CKS2,CLIP3,CLK3,CLSPN,CLU,COL3A1,COPS4,COPS5,COPS7A,COPS8,CORO1C,CRBN,CRY2,CSF3,CSKMT,CSNK1G3,CSNK2B,CSPG4,CTF1,CUL3,CUL4A,CUL4B,CUL5,CUL7,DAB2,DAPK1,DAPK2,DBF4,DBNDD1,DCAF11,DCLK3,DCN,DCUN1D2,DCUN1D4,DDR2,DDRGK1,DDX3X,DHPS,DIP2B,DLC1,DLD,DLST,DNAJB2,DNAJC24,DNMT1,DNMT3B,DOCK7,DOT1L,DPY19L3,DPY19L4,DTL,DTNBP1,DTX2,DTX4,DUSP1,DUSP10,DUSP26,DUSP29,DUSP3,DVL1,DYRK1B,DZIP3,EDNRA,EFNA1,EGF,EGLN1,EGR1,EGR2,EHMT2,EID1,EIF4G1,ELK4,ELOC,EMG1,EMILIN1,ENC1,ENG,ENPP2,EPAS1,EPHA3,EPHA4,EPHA7,EPHB2,EPHB3,EPHB4,ERBB2,ERBB3,ERO1A,ERP29,ESCO1,ETF1,EXT1,EXT2,EXTL1,EXTL2,EYA2,EZH1,EZH2,FAM20A,FAM98A,FANCA,FANCI,FANCM,FAS,FASTK,FBLN1,FBXL7,FBXO31,FBXO32,FBXO40,FBXO5,FBXO9,FBXW5,FBXW8,FER,FES,FGF1,FGF18,FGF21,FGFR1,FGFR4,FKBP10,FKBP4,FKBP5,FLT1,FMR1,FN1,FNIP1,FNTB,FOXO1,FRY,FXR1,FXR2,FYN,FZD10,G2E3,GADD45B,GALNT10,GALNT15,GALNT17,GALNT2,GALNT5,GALNT7,GATA2,GATA3,GCNT1,GDF11,GDF9,GFPT1,GFRA3,GHR,GPAT4,GPRC5B,GPS2,GRK2,GRK7,GXYLT2,HADHB,HBEGF,HCCS,HCLS1,HDAC10,HDAC9,HECTD3,HERC6,HGF,HHAT,HHATL,HIPK4,HMCES,HMGCR,HR,HRC,HSD17B10,HSF4,HSPA5,HTATIP2,HUNK,IFIH1,IL12RB2,IL15,IL18,IL6R,IL6ST,INPP5F,INPP5J,INSR,IQGAP3,IRAK1,IRAK2,ITGA5,ITSN1,IVNS1ABP,JADE2,JADE3,JMJD1C,KAT2B,KBTBD8,KCMF1,KDM1A,KDM7A,KDM8,KDR,KEAP1,KIF14,KIFC1,KIT,KLHL13,KLHL15,KLHL17,KLHL21,KLHL24,KLHL3,KLHL31,KLHL42,KLHL9,LARGE1,LARGE2,LCK,LEPR,LIAS,LIMK1,LMTK2,LOC100511937,LOC100525350,LOC100620540,LOC110258060,LONRF3,LOX,LOXL1,LOXL4,LRP4,LRP8,LRRCC1,LRRK1,LRRK2,LYN,MACROD1,MAK,MAN1A1,MAN2A1,MAP2K2,MAP3K10,MAP3K13,MAP3K14,MAP3K15,MAP3K2,MAP3K20,MAP4K1,MAP4K4,MAPK14,MAPK4,MAPK8IP1,MAPKAPK2,MARCHF2,MARCHF3,MARCHF8,MAST3,MAST4,MASTL,MAVS,MBD2,MBD3,MBTD1,MDM2,MELK,MET,METAP1,METTL25B,MGAT5,MIB1,MIB2,MICAL1,MKNK2,MKRN1,MLXIPL,MMD,MRE11,MRM3,MSH4,MTA3,MTBP,MTHFR,MTM1,MTMR4,MUL1,MUSK,MYLK2,MYLK4,NAA10,NAA20,NAA50,NCAPG2,NCEH1,NDUFAB1,NDUFAF5,NDUFS4,NEDD4L,NEK1,NEK2,NEK3,NEK4,NEK6,NEURL1,NEURL2,NEURL4,NFE2L2,NFS1,NIBAN1,NMI,NMT1,NOC2L,NOS1,NPC1,NRK,NSD2,NTAQ1,NTF4,NTMT1,NTMT2,NTRK3,OBI1,OGDH,OGT,OSTC,OTUB2,OTUD1,OTUD7A,P3H2,P3H3,P3H4,P4HA3,PAK3,PAK4,PAQR3,PARK7,PARP14,PARP16,PARP3,PARP8,PARP9,PASK,PBK,PCMT1,PCMTD1,PDGFA,PDGFC,PDGFD,PDGFRA,PDK2,PDK4,PDP1,PELI3,PER1,PHB2,PHF1,PHF19,PHKA1,PHKG1,PIAS3,PIGA,PIGQ,PINK1,PJA1,PKD2,PKDCC,PKIG,PLAA,PLCE1,PLCG2,PLK1,PLK3,PLOD1,PLOD2,PLPP3,PMM1,POGLUT2,PPIF,PPIL3,PPM1A,PPM1B,PPM1F,PPM1J,PPM1L,PPM1M,PPME1,PPP1R15A,PPP1R1B,PPP2R5A,PPP2R5B,PPP3CA,PPP3CB,PPP4R1,PPP5C,PPP6C,PPP6R2,PPTC7,PRDM1,PRDM5,PRDX3,PRKAG1,PRKAG3,PRKAR1A,PRKAR1B,PRKAR2A,PRKCD,PRKCH,PRKCI,PRKCQ,PRKCZ,PRKD1,PRKG2,PRMT8,PRR5,PRR5L,PRRC1,PSMD14,PTK2B,PTK7,PTPMT1,PTPN13,PTPN4,PTPN9,PTPRA,PTPRB,PTPRC,PTPRD,PTPRG,PTPRJ,PTPRK,PTPRN,PTPRS,PTPRZ1,PUSL1,PXK,RAB3D,RABGGTA,RAD51,RAF1,RAMP1,RAP2C,RAPGEF3,RB1CC1,RBM15,RBM15B,RCOR1,RCOR2,REST,RFWD3,RGCC,RGS14,RIF1,RIMKLA,RIMKLB,RNF123,RNF14,RNF144A,RNF144B,RNF149,RNF150,RNF157,RNF165,RNF19B,RNF2,RNF217,RNF38,ROBO1,ROCK2,ROR2,ROS1,RPS6KA1,RPS6KA3,RPS6KB2,RYBP,S1PR2,SDHAF2,SELENOO,SEMA7A,SENP1,SENP5,SESN2,SETD7,SFRP2,SGK1,SH3BP5,SH3RF2,SIK3,SIRT2,SKP2,SLC27A1,SLC8A3,SLIT2,SMAD2,SMARCA5,SMARCAD1,SMPD1,SMURF1,SMYD2,SOX9,SPHK1,SPI1,SPRED2,SPRY2,SPSB2,SQSTM1,SRC,SSH1,SSU72,ST3GAL5,ST6GALNAC2,ST6GALNAC3,STAMBPL1,STK10,STK11,STK17B,STK26,STK3,STOX1,STT3A,STUB1,STYXL2,SUMF1,SWAP70,TAF11,TAF12,TBC1D14,TBCK,TBL1XR1,TDRKH,TEK,TESK1,TESK2,TET3,TEX14,TFRC,TGFB1,TGFB2,TGFBR1,TGFBR2,THBS4,TIMM50,TLK1,TLR9,TMEM120A,TMTC2,TMTC3,TMTC4,TNFRSF11A,TNIP1,TOX,TPD52L1,TPRKB,TPST2,TPX2,TRAF3,TRAF3IP1,TRAF3IP2,TRAF5,TRAIP,TREX1,TRIM36,TRIM55,TRIM59,TRIM63,TRIM72,TRIO,TRMT1L,TRMU,TRPT1,TRUB2,TSPO,TSSK3,TTC3,TTK,TTL,TTLL1,TTLL7,TUSC3,TWF1,TYRO3,UBA6,UBA7,UBASH3B,UBD,UBE2C,UBE2D4,UBE2Z,UBE3D,UBR2,UBR3,UBR7,UBXN1,UCHL3,UGCG,UGGT1,UGGT2,UHRF1,ULK1,ULK3,USP1,USP13,USP18,USP19,USP2,USP24,USP25,USP28,USP34,USP53,VCP,VHL,VPS37A,VRK1,VRK3,WDR45,WDR48,WDR6,WEE1,WNK3,WSB2,WWP1,WWTR1,YEATS2,YWHAZ,ZBTB7B,ZDHHC20,ZER1,ZFP91,ZMIZ1


			GO:BP			microtubule cytoskeleton organization			GO:0000226			1.20E-13			174			ABL1,APC2,ARHGEF10,ARHGEF2,ASPM,ATAT1,ATF5,ATXN3,AURKB,BRCA1,BRCA2,CAPN6,CC2D2A,CCDC40,CCDC65,CCDC88A,CCDC88C,CCNB1,CCNB2,CCNF,CCP110,CDC14B,CDC20,CDK1,CDK2AP2,CDK5R1,CENPE,CENPH,CENPJ,CEP131,CEP152,CEP76,CEP85,CHD3,CHEK1,CIB1,CKAP2,CKAP5,CLIP1,CLIP3,CLIP4,CNTLN,CNTROB,CPLANE2,CRMP1,CROCC,CUL7,DCX,DISC1,DLGAP5,DNAAF5,DOCK7,DRC1,DST,DVL1,DZIP1,EFHC1,EML4,EPHA3,ESPL1,EZR,FAM110A,FBXO5,FBXW5,FER,FES,FIGNL1,FOXJ1,GAS2L3,GBA2,GEN1,GJA1,GNAI1,GPSM2,HAUS5,HAUS6,HOOK2,ITGB1,KAT2B,KIAA0753,KIAA1614,KIF11,KIF15,KIF18A,KIF18B,KIF20A,KIF23,KIF24,KIF2A,KIF2C,KIF3B,KIF4A,KIFC1,LOC100155138,LOC100158003,LOC100510930,LOC100523684,MAP1A,MAP1B,MAP1S,MAP2,MAP4,MAP6,MAPRE1,MAPT,MASTL,MET,MID1,MID1IP1,MNS1,MYBL2,NAV1,NAV3,NCKAP5,NCKAP5L,NDC80,NEFL,NEK2,NEURL1,NIN,NINL,NSFL1C,NTMT1,NUF2,OBSL1,ODAD4,ODF2,PARD6G,PARP3,PCLAF,PHLDB2,PLK1,PLK3,POC1B,PRKCZ,RACGAP1,RGS14,ROCK2,SASS6,SBDS,SEPTIN1,SGO1,SIK3,SKA1,SLAIN2,SPAG5,SPC25,SPDL1,SPEF1,SPEF2,SPICE1,SPRY2,SRGAP2,SS18,SSX2IP,STIL,STMN1,STMN2,SUN2,TACC1,TACC3,TMEM67,TPX2,TRAF3IP1,TRIM36,TTC26,TTLL1,TUBA4A,TUBB,TUBE1,TUBGCP4,TUBGCP6,WDR47,XPO1


			GO:BP			response to endogenous stimulus			GO:0009719			1.32E-13			306			ABL1,ACACA,ACSBG1,ACSL1,ACTN2,ACVR1,ADAMTS12,ADAMTS7,ADCY6,ADGRA2,ADIPOR2,ADRA2A,AGT,AGTR2,AHR,AKAP6,AKT1S1,AKT2,ANKRD1,APLP1,APOE,APP,ARHGEF2,ASPN,ATF4,ATP1A2,ATP2B4,BAMBI,BCAS3,BLM,BMP5,BMP6,BMP7,BMPER,BRCA1,CACNB1,CALCOCO1,CALR,CAMK2A,CASK,CASP6,CASP9,CASQ2,CAV2,CCL19,CCN1,CD109,CD44,CD9,CHRD,CHURC1,CIB1,CILP,CITED1,COL16A1,COL1A2,COL2A1,COL3A1,COL5A2,CORO1B,CPEB3,CPEB4,CPNE3,CREB3L1,CRY2,CSNK2B,CTNNA1,CTSL,CYFIP2,CYP7B1,DAB2,DCN,DDRGK1,DIAPH1,DLL1,DNMT1,DOK5,DUSP3,ECHDC3,EDNRA,EEF1A1,EGR1,EGR3,EHMT2,EME1,EMILIN1,ENG,EPHA4,ERBB2,ESR1,ESRRA,ESRRG,EXT1,EZH2,EZR,FBN1,FBN2,FBXO32,FER,FGF1,FGF18,FGF21,FGF9,FGFR1,FGFR4,FIBIN,FLRT3,FLT1,FNDC4,FOS,FOXO1,FST,FYN,GAB1,GAREM1,GATA3,GCLC,GDF9,GHR,GJA5,GKAP1,GNAI3,GNB5,GOT1,GPC3,GPD1,GPR173,GRB10,GSTM3,HCLS1,HGF,HIVEP1,HSPA5,HTRA1,HTRA3,IGFBP5,IL17RD,INSR,IRS3,ITGA4,ITGB1,ITGB6,KAT2B,KCP,KDR,KIT,KLF4,KLF9,KLHL12,LEPR,LMO2,LOC100511937,LOC100737755,LOX,LPIN1,LPIN3,LRRK2,LTBP1,LTBP3,LYN,MAPK14,MAPKAPK2,MARS1,MDM2,MEF2C,MKKS,MMP2,MMRN2,MSTN,MTMR4,NCOA2,NEO1,NEURL1,NGFR,NOS1,NOTCH2,NPC1,NR1D2,NR4A3,NR5A2,NSG1,NTF4,NTRK3,OGT,P2RY1,PARK7,PBLD,PCSK9,PDCD4,PDCD5,PDE3A,PDE4B,PDGFC,PDGFD,PDGFRA,PDK2,PDK4,PELO,PER1,PHB2,PIK3R2,PIP4K2A,PIP4K2C,PKD2,PPARA,PPARGC1B,PPM1A,PPP1R1B,PRCP,PRKCD,PRKCI,PRKCQ,PRKCZ,PRKD1,PTGES3,PTPRA,PTPRK,RAB10,RAD51,RAF1,RAP1GDS1,RAPGEF3,RASL11B,RBPJ,REST,RGMA,RNF14,RNF165,ROBO1,RRAGD,RXRG,RYR2,SAFB2,SCNN1A,SELENON,SEMA6A,SESN1,SESN2,SFR1,SFRP2,SGK1,SHC1,SIRT2,SKP2,SLC1A3,SLC26A6,SLC27A1,SLC2A10,SLC4A7,SLIT2,SLIT3,SMAD2,SMAD9,SMURF1,SORT1,SOX11,SOX9,SPART,SPHK1,SPI1,SPIDR,SPRY2,SRC,SREBF2,SRF,SSH1,STAT5B,STK11,STMN2,STUB1,SULF1,SULF2,TFPI,TGFB1,TGFB2,TGFB3,TGFBR1,TGFBR2,TIGAR,TIMELESS,TIMP1,TLR9,TMEM107,TMEM204,TMEM38A,TMEM53,TP63,TRIM72,TSPAN12,TWF2,UBR2,UGCG,UMODL1,VASN,VCAM1,VIM,WDTC1,WFIKKN2,ZBTB7A,ZBTB7B,ZEB1,ZFYVE27,ZMIZ1,ZNF423,ZNF703,ZYX


			GO:BP			cellular component organization or biogenesis			GO:0071840			1.89E-13			1334			ABCA5,ABCB1,ABCB6,ABCC1,ABHD17C,ABI3BP,ABL1,ABL2,ABLIM2,ABLIM3,ACACA,ACAP3,ACE,ACOT8,ACTA1,ACTC1,ACTN2,ACTR3,ADAM15,ADAMTS12,ADAMTS14,ADAMTS15,ADAMTS16,ADAMTS19,ADAMTS2,ADAMTS20,ADAMTS6,ADAMTS7,ADAMTS8,ADAMTS9,ADAMTSL3,ADAMTSL5,ADD3,ADGRB3,ADGRL2,AEBP1,AFAP1,AFG3L2,AGRN,AGT,AIFM1,AJUBA,AKAP11,AKT1S1,AKT2,ALDH1A2,ALS2CL,AMOT,ANKFY1,ANKRD13A,ANKRD13B,ANKRD23,ANLN,ANTXR1,ANXA2,ANXA8,AP1S1,APAF1,APC2,APIP,APITD1,APLP1,APOD,APOE,APOM,APOO,APP,AQP11,ARFIP2,ARHGAP12,ARHGAP39,ARHGAP44,ARHGAP5,ARHGEF10,ARHGEF10L,ARHGEF17,ARHGEF19,ARHGEF2,ARHGEF25,ARHGEF26,ARHGEF6,ARHGEF9,ARL8B,ARMC12,ARMC9,ARPC5,ARPIN,ARX,ASAP3,ASB2,ASF1B,ASPM,ATAD1,ATAD2,ATAT1,ATF5,ATG4D,ATG9A,ATL2,ATL3,ATM,ATP10A,ATP10D,ATP11B,ATP2A1,ATP5IF1,ATP8B2,ATR,ATXN3,AUP1,AURKB,AVIL,AZIN2,BAIAP2L2,BAIAP3,BBS12,BBS2,BBS5,BBS7,BCAP31,BCL11A,BCL3,BCL6,BCL7B,BCR,BHLHB9,BID,BIN1,BLM,BLOC1S4,BLZF1,BMP5,BMP6,BMP7,BNIP3,BNIP3L,BOC,BRCA1,BRCA2,BRD3,BRIP1,BSG,BST1,BTBD3,BTC,BUB1,BUB1B,C2CD2L,C3,C7H6ORF125,CACNA1S,CACNB1,CALCOCO2,CALR,CAMK2A,CAMKV,CAND1,CAPG,CAPN3,CAPN6,CAPRIN2,CAPZA1,CAPZA2,CASQ1,CASQ2,CAV2,CAVIN3,CBL,CBX3,CC2D2A,CCDC141,CCDC40,CCDC47,CCDC65,CCDC88A,CCDC88C,CCN1,CCN3,CCNB1,CCNB2,CCNE2,CCNF,CCP110,CCT6A,CD14,CD151,CD44,CD9,CDC14B,CDC20,CDC25B,CDC42BPG,CDC42EP3,CDC45,CDC6,CDCA2,CDCA5,CDH10,CDH11,CDH2,CDH20,CDH7,CDK1,CDK2AP2,CDK5R1,CDS1,CDT1,CENPE,CENPH,CENPI,CENPJ,CENPT,CEP131,CEP152,CEP192,CEP76,CEP85,CFAP20,CFL1,CHAF1A,CHAF1B,CHCHD10,CHCHD2,CHCHD3,CHD1L,CHD3,CHD6,CHEK1,CHODL,CHRNA1,CHTF18,CIAO3,CIB1,CIDEC,CIT,CKAP2,CKAP5,CKB,CKS2,CLDN10,CLIP1,CLIP3,CLIP4,CLN6,CLSTN2,CLSTN3,CLU,CLUH,CNN1,CNN3,CNOT6,CNOT6L,CNP,CNR1,CNTLN,CNTN1,CNTN4,CNTROB,COA6,COL11A1,COL11A2,COL16A1,COL1A2,COL22A1,COL27A1,COL2A1,COL3A1,COL5A1,COL5A2,COL5A3,COLQ,COPS5,COPS7A,COPS8,CORO1B,CORO1C,CORO2B,CORO6,COX10,COX17,COX3,CPLANE1,CPLANE2,CRABP2,CRACD,CRMP1,CROCC,CSDE1,CSF3,CSPG4,CSRP2,CTC1,CTHRC1,CTNNA1,CTNND1,CTNND2,CTSL,CTTNBP2,CUL3,CUL4A,CUL4B,CUL7,CUTC,CUX2,CYFIP2,CYRIB,DAAM1,DAB2,DACT3,DCBLD2,DCHS1,DCN,DCP2,DCX,DDHD2,DDR2,DDRGK1,DDX1,DDX23,DDX3X,DEF8,DES,DHCR24,DIAPH1,DIAPH2,DIAPH3,DIP2B,DISC1,DLC1,DLG4,DLG5,DLGAP5,DLL1,DNAAF5,DNAJA3,DNAJB2,DNAJC17,DNAJC19,DNM1,DNMT1,DOCK7,DOT1L,DPP4,DPYSL5,DRC1,DROSHA,DST,DSTN,DTNBP1,DUSP3,DVL1,DYM,DYNC2I2,DYNLL1,DZIP1,EAF2,ECM2,ECPAS,EDNRA,EFHC1,EFNA1,EFNB3,EFS,EGF,EGFL6,EGLN1,EGR2,EHD4,EHMT2,EIF1,EIF2D,EIF2S2,EIF3J,EIF4G1,EMB,EMC2,EMC3,EMC7,EME1,EMG1,EMILIN1,EML4,EMP3,ENDOG,ENPP2,EPAS1,EPB41L1,EPB41L2,EPB41L3,EPHA3,EPHA4,EPHA7,EPHB2,EPHB3,EPHB4,EPS8,EPS8L2,ERBB2,ERCC6L,ERO1A,ESAM,ESCO1,ESPL1,ESR1,ETF1,ETV1,EXOC6,EXT1,EYA2,EZH1,EZH2,EZR,FAM110A,FAM162A,FAM171A1,FAM98A,FANCA,FANCD2,FANCM,FAP,FARSA,FBF1,FBLN1,FBLN5,FBXL4,FBXO5,FBXW5,FBXW8,FCHO1,FCHSD1,FCHSD2,FEN1,FER,FERMT3,FES,FGD1,FGFR4,FHIP1B,FHL3,FHOD1,FHOD3,FIGNL1,FITM1,FKBP10,FLNB,FLNC,FLRT3,FMNL1,FMNL2,FMNL3,FMOD,FMR1,FN1,FNBP1L,FNIP1,FOXJ1,FRMD6,FRZB,FSCN1,FXR1,FXR2,FYCO1,FYN,FZD10,FZD9,GAB1,GABARAPL2,GAS2L3,GATA3,GBA2,GDF9,GEN1,GFRA3,GHITM,GINS3,GJA1,GJA5,GJC1,GLI2,GLI3,GLO1,GLRX5,GMFB,GNAI1,GOLM1,GPC3,GPC4,GPM6B,GPR143,GPR37,GPSM2,GRAMD1C,GRAMD2A,GRID2,GRIN3A,GRIPAP1,GRM7,GSPT2,GULP1,HAUS5,HAUS6,HCCS,HCLS1,HDAC9,HDGFL2,HELLS,HEY2,HGF,HIGD1A,HIGD1B,HIGD2A,HIP1,HJURP,HK2,HLTF,HOOK2,HPN,HSD17B10,HSD17B12,HSF1,HSF4,HSPA1L,HSPA9,IER3,IFT122,IFT140,IFT27,IFT43,IFT46,IFT57,IFT80,IFT88,IGFBP4,IGFBP5,IGSF9,IKBKG,IMMT,INCENP,INPP5F,INPP5J,INSR,INTU,IQCB1,IQGAP2,IQGAP3,ISCU,ITGA5,ITGAV,ITGB1,ITGB4,ITM2C,IZUMO1,JADE2,JAM3,KANK3,KAT2B,KAZALD1,KCNA7,KCNB1,KCNC1,KCNC4,KCND2,KCNG2,KCNIP2,KCTD6,KDM1A,KDM7A,KDR,KIAA0586,KIAA0753,KIAA1614,KIF11,KIF14,KIF15,KIF18A,KIF18B,KIF20A,KIF20B,KIF22,KIF23,KIF24,KIF27,KIF2A,KIF2C,KIF3A,KIF3B,KIF4A,KIF5C,KIFC1,KIRREL1,KIT,KLF4,KLHDC8B,KLHL24,KRI1,KRT18,LAMB1,LAMB3,LAMC1,LARP4,LDB2,LETM1,LGALS3,LIMK1,LIN54,LIPG,LIX1,LIX1L,LMNB1,LMNB2,LMOD2,LNPK,LOC100155138,LOC100158003,LOC100510930,LOC100513261,LOC100513346,LOC100519098,LOC100523213,LOC100523684,LOC100625134,LOC100627175,LOC100736765,LOC100737755,LONP2,LOX,LOXL1,LOXL4,LPCAT3,LRFN2,LRFN5,LRP4,LRP8,LRRC4,LRRC4B,LRRC4C,LRRC8E,LRRK2,LRRN1,LRRN3,LRRTM3,LRTM1,LUM,LYAR,LYN,MACF1,MAK,MAN2A1,MAP1A,MAP1B,MAP1LC3A,MAP1LC3B,MAP1S,MAP2,MAP3K13,MAP3K20,MAP4,MAP4K4,MAP6,MAPK14,MAPRE1,MAPRE2,MAPT,MASTL,MAT2A,MATN2,MAVS,MBD2,MBD3,MBTD1,MCM2,MCM3,MCM4,MCM5,MCM8,MCOLN1,MDGA1,MDK,MDM2,ME1,MEF2A,MEIOB,MET,METTL25B,MFN2,MFSD2A,MGME1,MIB1,MICAL1,MICAL3,MICOS13,MID1,MID1IP1,MIGA1,MIGA2,MITF,MKI67,MKKS,MKS1,MMP14,MMP16,MMP2,MMP23,MND1,MNS1,MPHOSPH9,MPP7,MRE11,MRM3,MSH2,MSH4,MSTN,MTA3,MTBP,MTERF3,MTFP1,MTHFR,MTM1,MTRF1,MUL1,MUSK,MYBL2,MYF5,MYH11,MYH14,MYH2,MYMK,MYO10,MYO16,MYO18B,MYO1B,MYO7A,MYO9A,MYO9B,MYOF,MYOM2,MYOT,MYOZ1,MYPN,NAA10,NAA50,NABP2,NANS,NASP,NAV1,NAV2,NAV3,NAXE,NCAPD2,NCAPD3,NCAPG,NCAPG2,NCAPH,NCKAP5,NCKAP5L,ND4,NDC1,NDC80,NDUFA1,NDUFA10,NDUFA11,NDUFA12,NDUFA2,NDUFA9,NDUFAB1,NDUFAF1,NDUFAF3,NDUFAF4,NDUFAF5,NDUFAF6,NDUFB1,NDUFB3,NDUFB5,NDUFB6,NDUFB7,NDUFB8,NDUFB9,NDUFS1,NDUFS2,NDUFS4,NDUFS7,NEB,NEDD4L,NEFL,NEGR1,NEK1,NEK2,NEK3,NEK6,NEO1,NES,NEURL1,NEXN,NFATC4,NFIB,NFS1,NGFR,NID1,NIN,NINL,NLGN3,NME6,NOC2L,NOCT,NOP16,NOP56,NOSTRIN,NOTCH2,NPC1,NPHP4,NPM3,NR1H2,NRAP,NRCAM,NSD2,NSFL1C,NSG1,NSL1,NTF4,NTMT1,NTN3,NTRK3,NUDCD3,NUDT5,NUF2,NUMBL,NUP107,NUP133,NUP205,NUP93,NYAP1,OBSL1,ODAD4,ODF2,OFD1,OGT,OLFML2A,OLFML2B,OMA1,OPHN1,OPTN,ORMDL1,ORMDL2,OSBPL8,OXA1L,P3H4,PACSIN3,PAK3,PAK4,PAQR3,PARD6G,PARK7,PARP3,PARVA,PARVB,PATL1,PCDH17,PCLAF,PCLO,PCSK9,PDCD5,PDE3A,PDGFC,PDGFRA,PDIA3,PDLIM2,PDLIM5,PDPN,PELO,PEX2,PFN1,PGM5,PHACTR3,PHB2,PHF1,PHF13,PHLDB2,PI16,PIK3R2,PINK1,PIP4K2A,PIP4K2C,PITPNA,PITPNM2,PKD2,PLAA,PLCB1,PLCE1,PLCG2,PLD1,PLEKHA8,PLEKHF1,PLEKHH2,PLEKHM1,PLEKHM2,PLEKHO1,PLK1,PLK3,PLPPR4,PLS3,PLTP,PLXNA1,PLXNA2,PLXNA3,PLXNB3,PLXND1,PNPLA2,POC1A,POC1B,PODXL,POLDIP2,POLG,POSTN,POT1,PPARGC1A,PPARGC1B,PPFIBP2,PPIF,PPL,PPM1A,PPM1F,PPP1R15A,PPP1R1B,PPP1R9A,PPP3CA,PPP3CB,PRDM5,PRDX3,PRELID2,PRKAR1A,PRKCD,PRKCH,PRKCI,PRKCQ,PRKCZ,PRKD1,PRMT8,PRRT2,PSIP1,PSMC3IP,PSMD11,PTGES3,PTGFRN,PTK2B,PTK7,PTN,PTPN9,PTPRA,PTPRC,PTPRD,PTPRJ,PTPRK,PTPRN,PTPRS,PTPRZ1,PTTG1,PTX3,PXDN,QSOX1,RAB10,RAB13,RAB29,RAB34,RAB3A,RAB7A,RAB8B,RABEP2,RAC2,RACGAP1,RAD21,RAD51,RAD51AP1,RAF1,RANBP10,RANBP9,RAP1GDS1,RAPGEF3,RB1CC1,RBM15,RBM15B,RCC2,RECK,RECQL,RECQL4,REEP1,REEP4,REST,RETREG1,RFC3,RFC5,RGCC,RGMA,RGS14,RHOD,RHOF,RHOU,RHPN2,RIF1,RILPL1,RIMS1,RIPOR2,RMI2,RND2,RNF165,ROBO1,ROCK2,ROR2,RPA2,RRP9,RTKN,RUBCN,RUFY3,S1PR1,S1PR2,SAMHD1,SAMM50,SASS6,SBDS,SCARB1,SCARF1,SCMH1,SCN1B,SDC1,SDC2,SDHAF2,SDK1,SEC23A,SEC24D,SEC31B,SEC61A1,SELENON,SEMA3A,SEMA3E,SEMA3G,SEMA4F,SEMA5B,SEMA6A,SEMA6C,SEMA7A,SEPTIN1,SEPTIN2,SEPTIN6,SEPTIN7,SEPTIN9,SERPINE1,SERPINE2,SERTAD1,SESN2,SETD7,SEZ6L,SEZ6L2,SFRP2,SGO1,SGO2,SH3GL3,SH3GLB1,SH3PXD2B,SHC1,SHFL,SHROOM2,SHTN1,SIK3,SIPA1L1,SIRT2,SKA1,SLAIN2,SLC25A4,SLC2A10,SLC4A7,SLC8A3,SLF1,SLIRP,SLIT1,SLIT2,SLIT3,SLITRK1,SLITRK2,SLITRK4,SLITRK5,SLITRK6,SMAD2,SMARCA1,SMARCA5,SMARCAD1,SMC2,SMC4,SMC6,SMG5,SMO,SMPD1,SMTNL2,SMURF1,SMYD2,SNAP91,SNCG,SNRPD1,SNRPG,SNX30,SNX7,SOAT1,SORT1,SOX9,SPAG5,SPARCL1,SPART,SPC25,SPDL1,SPEF1,SPEF2,SPG11,SPG7,SPHK1,SPI1,SPICE1,SPIDR,SPRY2,SPTAN1,SPTB,SPTY2D1,SQLE,SQSTM1,SRC,SRF,SRGAP2,SRPX,SRPX2,SS18,SSH1,SSX2IP,STARD5,STEAP4,STIL,STING1,STK11,STK26,STK3,STMN1,STMN2,STON2,STOX1,STUB1,STX11,STX1B,STXBP1,STXBP5,STXBP6,SULF1,SULF2,SUN2,SUPT16H,SUPV3L1,SVEP1,SVIL,SWAP70,SYBU,SYCP2,SYNE3,SYNPO2,SYNPO2L,SYPL2,SYT2,SYT9,TACC1,TACC3,TAF11,TAF12,TAF9B,TAPBP,TAPBPL,TAPT1,TASOR,TAX1BP3,TBC1D14,TBCK,TBPL1,TCAP,TCF7L2,TCIRG1,TCTN3,TDRKH,TEAD1,TEAD2,TEK,TEKT1,TENM4,TESK1,TESK2,TEX14,TFEB,TFRC,TGFB1,TGFB2,TGFB3,TGFBI,TGFBR1,THSD4,THSD7A,TIA1,TIAM1,TIGAR,TIMM44,TIMM50,TLK1,TLN2,TMED3,TMEFF2,TMEM107,TMEM120A,TMEM120B,TMEM126A,TMEM231,TMEM35A,TMEM38A,TMEM43,TMEM67,TMEM9,TMOD4,TMSB10,TMSB15A,TMSB15B,TNC,TNFRSF1B,TNNT2,TNS1,TOMM34,TOMM40,TOMM40L,TOMM7,TOP2A,TOP2B,TOX,TP53INP2,TP63,TP73,TPBG,TPCN2,TPM1,TPM2,TPRKB,TPX2,TRAF3IP1,TRAK1,TRAM1,TRAPPC2L,TREX1,TRIM36,TRIM72,TRIO,TRIP10,TSKU,TSPAN33,TSPAN4,TSPO,TTC21B,TTC26,TTC39C,TTC8,TTF2,TTK,TTLL1,TUB,TUBA1B,TUBA4A,TUBB,TUBE1,TUBGCP4,TUBGCP6,TWF1,TWF2,TXNDC15,UBA6,UBD,UBE2C,UBR2,UGCG,UGDH,ULK1,ULK3,UNC5B,USH1C,USP6NL,UST,VAMP1,VAMP8,VAPB,VASH2,VAT1,VAV2,VCP,VDAC1,VDAC2,VDAC3,VHL,VIM,VMP1,VPS13B,VPS33A,VRK1,WASF1,WASF2,WDR19,WDR35,WDR43,WDR45,WDR47,WDTC1,WHAMM,WHRN,WIPF1,WIPI1,WNK3,WRN,WWTR1,XIRP2,XKR5,XKR8,XPO1,YWHAZ,ZBTB1,ZBTB7A,ZER1,ZFAND6,ZFYVE27,ZMIZ1,ZMYM4,ZNF135,ZNF385A,ZNF423,ZNF827,ZNFX1,ZRANB3,ZWILCH,ZWINT,ZYX


			GO:BP			macromolecule localization			GO:0033036			1.89E-13			543			ABCA5,ABCA6,ABCB1,ABCC1,ABHD17C,ABHD5,ABL1,ACE,ACSL1,ACTN2,ADRA2A,AFDN,AGRN,AIFM1,AJUBA,AKAP11,AKT2,AMOT,ANK1,ANK3,ANKRD1,ANKRD13A,ANKRD13C,ANO1,ANXA2,AP1S1,AP3M2,AP4B1,AP5B1,APOD,APOE,APOM,APPBP2,AQP11,ARFIP2,ARHGAP1,ARHGAP44,ARL8B,ARPIN,ARRDC2,ATAD1,ATG4A,ATG4D,ATG9A,ATM,ATP10A,ATP10D,ATP11B,ATP1B1,ATP2B4,ATP5IF1,ATP8B2,ATR,ATXN3,AUP1,AURKB,BAG3,BAIAP3,BARD1,BBS2,BBS5,BBS7,BCAP31,BCL3,BCL6,BCR,BDKRB2,BID,BLZF1,BMP7,BMPER,BNIP3L,BRCA2,BUB1B,C1QTNF3,C2CD2L,C3,C7H6ORF125,CACNG7,CALCRL,CALR,CAPN3,CASK,CC2D2A,CCDC14,CCDC47,CCDC88A,CCN3,CCNE2,CCT6A,CD200,CDCA5,CDH2,CDK1,CDK5R1,CDS1,CDT1,CENPF,CENPJ,CEP131,CEP192,CHCHD10,CIB1,CLIP3,CLSTN3,CLU,CNTLN,COLQ,COPB1,COPE,COPG2,CORO1B,CORO1C,CORO2B,CPE,CPLANE1,CPLANE2,CRABP1,CRABP2,CROCC,CRY2,CTNNA1,CUBN,CUTA,DAB2,DCHS1,DCP2,DDRGK1,DDX1,DDX3X,DHCR24,DIAPH1,DISC1,DLG4,DLG5,DNAJC1,DNAJC19,DOP1B,DVL1,DZIP1,EDNRA,EFCAB7,EFR3B,EGF,EGR2,EHD4,EMC2,EMC3,EMC7,EPB41L2,EPHA3,ERBB2,ERBIN,ERP29,ESAM,ESR1,EXOC6,EZH2,EZR,FABP5,FABP7,FAM83D,FBN1,FBN2,FGF9,FHIP1A,FHIP1B,FITM1,FLOT2,FMR1,FOXJ1,FRMD4A,FRMPD1,FYN,FZD9,GBP1,GGA1,GGA2,GJA1,GLI3,GNAI1,GOLGB1,GPC2,GPC3,GPC4,GPS2,GPSM2,GRAMD1C,GRID2,GRIPAP1,HADH,HCLS1,HK1,HK2,HMGCR,HOOK2,HSPA1L,HSPA5,HSPA9,IFT122,IFT140,IFT27,IFT80,ILRUN,INTU,IPO13,ITGA4,ITGAL,ITGAV,ITGB1,ITGB7,ITSN1,JAM3,KCNB1,KDELR3,KDM1A,KHDRBS1,KIAA0753,KIF14,KIF20B,KIF3B,KIF5C,KLHL21,KPNA1,KPNA2,KPNA3,KPNA5,KTN1,LDAH,LGALS3,LIPG,LMNB1,LMNB2,LMTK2,LOC100511343,LOC100512977,LOC100519808,LOC100520512,LOC100625134,LONP2,LPCAT3,LRP4,LRRC4,LRRK2,LTBP1,LZTFL1,MAN1A1,MAPK14,MAPRE1,MAVS,MCM8,MDM2,MFN2,MFSD2A,MID1,MMD,MMP14,MON1A,MPC2,MPP7,MRAP2,MSH2,MTBP,MYO7A,NABP2,NANS,NAXE,NBAS,NBEAL2,NDC1,NDC80,NECTIN3,NEDD4L,NFKBIA,NFKBIB,NGFR,NIN,NME4,NOP16,NOXRED1,NPC1,NPHP4,NPLOC4,NR1H2,NSD2,NSFL1C,NSG1,NUDCD3,NUP107,NUP133,NUP62CL,NUP93,NXT2,OBSL1,ODAD4,ODF2,OPTN,OSBPL10,OSBPL8,OXA1L,PACS1,PAQR3,PARK7,PARP3,PARP9,PCLO,PCSK9,PDCD5,PDZK1,PEX2,PFKM,PGAP1,PHB2,PHLDB2,PIK3R2,PINK1,PIP4K2A,PITPNA,PITPNM2,PKD2,PKDCC,PKIG,PLEKHA8,PLEKHF1,PLEKHM2,PLIN5,PLK1,PLK3,PLPPR4,PLTP,PNPLA2,PODN,POLA2,POT1,PPARA,PPM1A,PPM1F,PPP1R15A,PPP1R1B,PPP2R5A,PPP3CA,PPP3CB,PRELID2,PREPL,PRKCD,PRKCI,PRKCZ,PRKD1,PROCA1,PRR5L,PSAP,PTN,PTPN9,PTPRK,PTPRN,RAB10,RAB13,RAB29,RAB34,RAB3D,RAB7A,RAB8B,RABEP2,RAD21,RAF1,RAMP1,RANBP17,RAP1GDS1,RAPGEF3,RBM15B,RBP1,RCC2,RCN3,REST,RILPL1,RIMS1,RIPOR2,ROCK2,RPA2,RRBP1,RYR2,SAMM50,SAR1B,SCARB1,SCN3B,SEC23A,SEC24D,SEC31B,SEC61A1,SEL1L,SEPTIN1,SEPTIN11,SEPTIN2,SEPTIN3,SEPTIN4,SEPTIN5,SEPTIN6,SEPTIN7,SEPTIN9,SESN2,SGPP1,SH3GLB1,SH3PXD2B,SHROOM2,SIDT1,SIK3,SLC27A1,SLC27A3,SLC9A2,SLC9A3R2,SLCO2B1,SLF1,SMAD2,SMO,SMURF1,SNCG,SNUPN,SNX30,SNX7,SOAT1,SORT1,SOX9,SPAG5,SPDL1,SPG11,SPI1,SPIDR,SPP1,SQLE,SQSTM1,SRC,SREBF2,SRI,STAC3,STARD5,STAT5B,STAU2,STEAP3,STIL,STK11,STK3,STX11,STX1B,STXBP1,STXBP5,SWAP70,SYNE3,SYS1,SYT9,SYTL2,TAPT1,TASOR,TAX1BP3,TCF7L2,TCIRG1,TESK1,TEX2,TFRC,TGFB1,TGFB2,TGFB3,TGFBR2,THOC5,TIA1,TIMM44,TIMM50,TIMM8A,TIMM8B,TLK1,TMED3,TMEM107,TMEM231,TMEM35A,TMEM98,TMSB15A,TMSB15B,TNFRSF11A,TOMM34,TOMM40,TOMM40L,TOMM7,TP53INP2,TPBG,TPCN2,TRAF3IP2,TRAK1,TRAM1,TREX1,TSKU,TSPAN33,TSPAN5,TSPO,TST,TTC21B,TTC26,TTC39B,TTC8,TTK,TUB,TUBA1B,TULP3,TWF1,TWF2,UGCG,ULK1,USH1C,VAMP8,VCP,VHL,VLDLR,VMP1,VPS13B,VPS26A,VPS26B,VPS26C,VPS33A,VPS37A,VRK1,WDR19,WDR35,WDR45,WHRN,WLS,WNK3,WRN,WWTR1,XKR5,XKR8,XPO1,XPO6,YIF1B,YWHAG,YWHAQ,YWHAZ,ZBTB7A,ZDHHC20,ZER1,ZFAND6,ZFYVE27,ZNF385A,ZNF423,ZNF827,ZWILCH


			GO:BP			regulation of intracellular signal transduction			GO:1902531			2.05E-13			335			ABL1,ACKR3,ADAM8,ADGRG1,ADRA1D,ADRA2A,ADRA2C,AGT,AJUBA,AKAP13,AKT1S1,AMOT,ANKRD1,ANO2,APIP,APOE,APP,ARAF,ARHGAP12,ARHGAP42,ARHGAP44,ARHGEF10,ARHGEF2,ARHGEF25,ARHGEF3,ARRDC3,ATF3,ATM,ATP2B4,ATR,BCAP31,BCL3,BCL6,BCR,BDKRB2,BID,BMP6,BMP7,BMPER,BST1,C1QTNF3,CALM1,CALR,CAPN3,CASTOR2,CAT,CAV2,CAVIN3,CBL,CCL19,CCL5,CCN1,CCN3,CCNB1,CD14,CD44,CDH2,CDON,CDT1,CEP192,CHI3L1,CIB1,CILP,CIT,CKB,CLU,COPS5,CSF3,CSPG4,CUL3,CUL4A,DAB2,DAPK2,DCN,DDIAS,DDX1,DDX3X,DENND4B,DEPDC5,DLC1,DLG5,DOK5,DUSP1,DUSP10,DUSP26,DUSP29,DUSP3,EDA,EFNA1,EGF,EMILIN1,ENDOG,ENG,EPHA4,EPHA7,EPHB2,EPS8,EPS8L2,ERBB2,ERBB3,ERP29,ESR1,EZH2,EZR,F3,FAM83D,FAS,FBLN1,FBXO9,FGF1,FGF18,FGF21,FGFR1,FGFR4,FHL2,FIGNL1,FLT1,FN1,FNIP1,FOXM1,FOXO1,FYN,FZD10,GADD45B,GAPDH,GAREM1,GARNL3,GATA3,GBF1,GBP1,GDF9,GEN1,GPR137C,GPR143,GPR37,GPS2,GRM4,GSDME,HBEGF,HCLS1,HGF,HIC1,HIPK4,HMGCR,HOMER2,HOMER3,HSF4,IFI35,IFIT5,IGFBP4,IGFBP5,IKBKG,IL18,INSR,IQGAP3,IRAK1,ITGAV,ITGB1,ITSN1,IVNS1ABP,JPT2,KDM1A,KDR,KIF14,KIT,KLHL12,KLHL31,LCK,LMCD1,LOC100513346,LOC100620540,LPAR4,LRRC7,LRRK1,LRRK2,LYN,MAGI3,MAP2K2,MAP3K10,MAP3K13,MAP3K14,MAP3K20,MAP4K1,MAP4K4,MAPK14,MAPK8IP1,MAPRE2,MDM2,MEIS3,MET,MFN2,MID1,MSTN,MTDH,MUL1,MYO9B,MYOZ1,NDC80,NDRG2,NET1,NF1,NFE2L2,NFKBIB,NMI,NOC2L,NONO,NOTCH2,NTRK3,NUP93,OGT,OPHN1,OPTN,OTUD7A,PAQR3,PARK7,PBK,PBLD,PDCD4,PDE3A,PDE4D,PDGFA,PDGFC,PDGFD,PDGFRA,PDK2,PHB2,PHLPP1,PIK3R2,PINK1,PLCB1,PLCE1,PLCG2,PLEKHF1,PPARA,PPIF,PPM1A,PPM1B,PRKCD,PRKCZ,PRKD1,PRR5,PRR5L,PTK2B,PTPMT1,PTPN13,PTPRC,PTPRJ,RAF1,RALGAPA2,RALGPS1,RALGPS2,RANBP9,RAP1GDS1,RAPGEF1,RASA4B,RASGRF2,RB1CC1,RCN3,RFWD3,RGS14,RHEB,RIPOR2,RNF149,RNF157,ROBO1,ROR2,RORA,ROS1,RPA2,RPS6KA1,RRAGD,RRAS,S100A4,SCAI,SEMA3E,SEMA6A,SEMA7A,SERPINE2,SESN1,SESN2,SEZ6L,SEZ6L2,SFRP2,SH3RF2,SHC1,SIPA1,SIPA1L1,SLC2A10,SLIT2,SMPD1,SMYD2,SOX11,SOX9,SPHK1,SPI1,SPRED2,SPRY2,SQSTM1,SRC,SSX2IP,STAT1,STK11,STK3,STOX1,TBCK,TCF7L2,TEK,TFRC,TGFB2,TGFBR1,THOC5,TLR9,TNFRSF11A,TNFRSF19,TNIP1,TPBG,TPD52L1,TRAF3,TRAF3IP2,TRAF5,TRIM59,TSPAN6,UACA,UBD,UBR2,UNC5B,UNC5CL,VRK3,WDR83,WWC2,WWTR1,YBX3,YWHAZ,ZFAND6,ZNF385A


			GO:BP			protein localization			GO:0008104			2.53E-13			463			ABHD17C,ABL1,ACTN2,ADRA2A,AFDN,AGRN,AIFM1,AJUBA,AKAP11,AKT2,AMOT,ANK1,ANK3,ANKRD1,ANKRD13A,ANKRD13C,ANO1,AP1S1,AP3M2,AP4B1,AP5B1,APOD,APOE,APPBP2,AQP11,ARFIP2,ARHGAP1,ARHGAP44,ARL8B,ARPIN,ARRDC2,ATAD1,ATG4A,ATG4D,ATG9A,ATP1B1,ATP2B4,ATP5IF1,ATR,ATXN3,AUP1,AURKB,BAG3,BAIAP3,BARD1,BBS2,BBS5,BBS7,BCAP31,BCL3,BCL6,BCR,BID,BLZF1,BMP7,BMPER,BNIP3L,BRCA2,BUB1B,C1QTNF3,C2CD2L,C7H6ORF125,CACNG7,CALCRL,CALR,CAPN3,CASK,CC2D2A,CCDC14,CCDC47,CCDC88A,CCN3,CCNE2,CCT6A,CD200,CDCA5,CDH2,CDK1,CDK5R1,CDT1,CENPF,CENPJ,CEP131,CEP192,CHCHD10,CIB1,CLIP3,CLSTN3,CLU,CNTLN,COLQ,COPB1,COPE,COPG2,CORO1B,CORO1C,CORO2B,CPE,CPLANE1,CPLANE2,CROCC,CRY2,CTNNA1,CUBN,CUTA,DAB2,DCHS1,DDRGK1,DDX1,DDX3X,DHCR24,DIAPH1,DISC1,DLG4,DLG5,DNAJC1,DNAJC19,DOP1B,DVL1,DZIP1,EDNRA,EFCAB7,EFR3B,EGF,EGR2,EHD4,EMC2,EMC3,EMC7,EPB41L2,EPHA3,ERBB2,ERBIN,ERP29,ESAM,ESR1,EXOC6,EZH2,EZR,FAM83D,FBN1,FBN2,FGF9,FHIP1A,FHIP1B,FLOT2,FOXJ1,FRMD4A,FRMPD1,FYN,FZD9,GBP1,GGA1,GGA2,GJA1,GLI3,GNAI1,GOLGB1,GPC2,GPC3,GPC4,GPSM2,GRID2,GRIPAP1,HADH,HCLS1,HK1,HK2,HMGCR,HOOK2,HSPA1L,HSPA5,HSPA9,IFT122,IFT140,IFT27,IFT80,ILRUN,INTU,IPO13,ITGA4,ITGAL,ITGB1,ITGB7,ITSN1,JAM3,KCNB1,KDELR3,KDM1A,KIAA0753,KIF14,KIF20B,KIF3B,KLHL21,KPNA1,KPNA2,KPNA3,KPNA5,KTN1,LGALS3,LMNB1,LMNB2,LMTK2,LOC100511343,LOC100512977,LOC100519808,LONP2,LRP4,LRRC4,LRRK2,LTBP1,LZTFL1,MAN1A1,MAPK14,MAPRE1,MAVS,MCM8,MDM2,MFN2,MID1,MMD,MMP14,MON1A,MPC2,MPP7,MRAP2,MSH2,MTBP,MYO7A,NABP2,NANS,NBAS,NBEAL2,NDC1,NDC80,NECTIN3,NEDD4L,NFKBIA,NFKBIB,NGFR,NIN,NOP16,NOXRED1,NPC1,NPHP4,NPLOC4,NR1H2,NSD2,NSFL1C,NSG1,NUDCD3,NUP107,NUP133,NUP62CL,NUP93,NXT2,OBSL1,ODAD4,ODF2,OPTN,OXA1L,PACS1,PAQR3,PARK7,PARP3,PARP9,PCLO,PDCD5,PDZK1,PEX2,PFKM,PGAP1,PHB2,PHLDB2,PIK3R2,PINK1,PKD2,PKDCC,PKIG,PLEKHF1,PLEKHM2,PLK1,PLK3,POLA2,POT1,PPM1A,PPM1F,PPP1R15A,PPP2R5A,PPP3CA,PPP3CB,PRELID2,PREPL,PRKCD,PRKCI,PRKCZ,PRKD1,PRR5L,PTN,PTPN9,PTPRK,PTPRN,RAB10,RAB13,RAB29,RAB34,RAB3D,RAB7A,RAB8B,RABEP2,RAD21,RAF1,RAMP1,RANBP17,RAP1GDS1,RAPGEF3,RCC2,RCN3,REST,RILPL1,RIMS1,RIPOR2,ROCK2,RPA2,RRBP1,RYR2,SAMM50,SAR1B,SCN3B,SEC23A,SEC24D,SEC31B,SEC61A1,SEL1L,SEPTIN1,SEPTIN11,SEPTIN2,SEPTIN3,SEPTIN4,SEPTIN5,SEPTIN6,SEPTIN7,SEPTIN9,SESN2,SH3GLB1,SH3PXD2B,SHROOM2,SIK3,SLC9A2,SLC9A3R2,SLF1,SMAD2,SMO,SMURF1,SNCG,SNUPN,SNX30,SNX7,SORT1,SOX9,SPAG5,SPDL1,SPG11,SPI1,SPIDR,SQSTM1,SRC,SRI,STAC3,STAU2,STEAP3,STIL,STK11,STK3,STX11,STX1B,STXBP1,STXBP5,SWAP70,SYNE3,SYS1,SYT9,SYTL2,TAPT1,TASOR,TAX1BP3,TCF7L2,TCIRG1,TESK1,TFRC,TGFB1,TGFB2,TGFB3,TIA1,TIMM44,TIMM50,TIMM8A,TIMM8B,TLK1,TMED3,TMEM107,TMEM231,TMEM35A,TMEM98,TMSB15A,TMSB15B,TOMM34,TOMM40,TOMM40L,TOMM7,TP53INP2,TPBG,TRAF3IP2,TRAK1,TRAM1,TREX1,TSPAN33,TSPAN5,TSPO,TTC21B,TTC26,TTC8,TTK,TUB,TUBA1B,TULP3,TWF1,TWF2,ULK1,USH1C,VAMP8,VCP,VHL,VLDLR,VMP1,VPS26A,VPS26B,VPS26C,VPS33A,VPS37A,VRK1,WDR19,WDR35,WDR45,WHRN,WLS,WNK3,WRN,WWTR1,XPO1,XPO6,YIF1B,YWHAG,YWHAQ,YWHAZ,ZBTB7A,ZDHHC20,ZER1,ZFAND6,ZFYVE27,ZNF423,ZNF827,ZWILCH


			GO:BP			cellular macromolecule localization			GO:0070727			2.56E-13			464			ABHD17C,ABL1,ACTN2,ADRA2A,AFDN,AGRN,AIFM1,AJUBA,AKAP11,AKT2,AMOT,ANK1,ANK3,ANKRD1,ANKRD13A,ANKRD13C,ANO1,AP1S1,AP3M2,AP4B1,AP5B1,APOD,APOE,APPBP2,AQP11,ARFIP2,ARHGAP1,ARHGAP44,ARL8B,ARPIN,ARRDC2,ATAD1,ATG4A,ATG4D,ATG9A,ATP1B1,ATP2B4,ATP5IF1,ATR,ATXN3,AUP1,AURKB,BAG3,BAIAP3,BARD1,BBS2,BBS5,BBS7,BCAP31,BCL3,BCL6,BCR,BID,BLZF1,BMP7,BMPER,BNIP3L,BRCA2,BUB1B,C1QTNF3,C2CD2L,C7H6ORF125,CACNG7,CALCRL,CALR,CAPN3,CASK,CC2D2A,CCDC14,CCDC47,CCDC88A,CCN3,CCNE2,CCT6A,CD200,CDCA5,CDH2,CDK1,CDK5R1,CDT1,CENPF,CENPJ,CEP131,CEP192,CHCHD10,CIB1,CLIP3,CLSTN3,CLU,CNTLN,COLQ,COPB1,COPE,COPG2,CORO1B,CORO1C,CORO2B,CPE,CPLANE1,CPLANE2,CROCC,CRY2,CTNNA1,CUBN,CUTA,DAB2,DCHS1,DDRGK1,DDX1,DDX3X,DHCR24,DIAPH1,DISC1,DLG4,DLG5,DNAJC1,DNAJC19,DOP1B,DVL1,DZIP1,EDNRA,EFCAB7,EFR3B,EGF,EGR2,EHD4,EMC2,EMC3,EMC7,EPB41L2,EPHA3,ERBB2,ERBIN,ERP29,ESAM,ESR1,EXOC6,EZH2,EZR,FAM83D,FBN1,FBN2,FGF9,FHIP1A,FHIP1B,FLOT2,FOXJ1,FRMD4A,FRMPD1,FYN,FZD9,GBP1,GGA1,GGA2,GJA1,GLI3,GNAI1,GOLGB1,GPC2,GPC3,GPC4,GPSM2,GRID2,GRIPAP1,HADH,HCLS1,HK1,HK2,HMGCR,HOOK2,HSPA1L,HSPA5,HSPA9,IFT122,IFT140,IFT27,IFT80,ILRUN,INTU,IPO13,ITGA4,ITGAL,ITGB1,ITGB7,ITSN1,JAM3,KCNB1,KDELR3,KDM1A,KIAA0753,KIF14,KIF20B,KIF3B,KLHL21,KPNA1,KPNA2,KPNA3,KPNA5,KTN1,LGALS3,LMNB1,LMNB2,LMTK2,LOC100511343,LOC100512977,LOC100519808,LONP2,LRP4,LRRC4,LRRK2,LTBP1,LZTFL1,MAN1A1,MAPK14,MAPRE1,MAVS,MCM8,MDM2,MFN2,MID1,MMD,MMP14,MON1A,MPC2,MPP7,MRAP2,MSH2,MTBP,MYO7A,NABP2,NANS,NBAS,NBEAL2,NDC1,NDC80,NECTIN3,NEDD4L,NFKBIA,NFKBIB,NGFR,NIN,NOP16,NOXRED1,NPC1,NPHP4,NPLOC4,NR1H2,NSD2,NSFL1C,NSG1,NUDCD3,NUP107,NUP133,NUP62CL,NUP93,NXT2,OBSL1,ODAD4,ODF2,OPTN,OXA1L,PACS1,PAQR3,PARK7,PARP3,PARP9,PCLO,PDCD5,PDZK1,PEX2,PFKM,PGAP1,PHB2,PHLDB2,PIK3R2,PINK1,PKD2,PKDCC,PKIG,PLEKHF1,PLEKHM2,PLK1,PLK3,POLA2,POT1,PPM1A,PPM1F,PPP1R15A,PPP2R5A,PPP3CA,PPP3CB,PRELID2,PREPL,PRKCD,PRKCI,PRKCZ,PRKD1,PRR5L,PTN,PTPN9,PTPRK,PTPRN,RAB10,RAB13,RAB29,RAB34,RAB3D,RAB7A,RAB8B,RABEP2,RAD21,RAF1,RAMP1,RANBP17,RAP1GDS1,RAPGEF3,RCC2,RCN3,REST,RILPL1,RIMS1,RIPOR2,ROCK2,RPA2,RRBP1,RYR2,SAMM50,SAR1B,SCN3B,SEC23A,SEC24D,SEC31B,SEC61A1,SEL1L,SEPTIN1,SEPTIN11,SEPTIN2,SEPTIN3,SEPTIN4,SEPTIN5,SEPTIN6,SEPTIN7,SEPTIN9,SESN2,SH3GLB1,SH3PXD2B,SHROOM2,SIK3,SLC9A2,SLC9A3R2,SLF1,SMAD2,SMO,SMURF1,SNCG,SNUPN,SNX30,SNX7,SORT1,SOX9,SPAG5,SPDL1,SPG11,SPI1,SPIDR,SQSTM1,SRC,SRI,STAC3,STAU2,STEAP3,STIL,STK11,STK3,STX11,STX1B,STXBP1,STXBP5,SWAP70,SYNE3,SYS1,SYT9,SYTL2,TAPT1,TASOR,TAX1BP3,TCF7L2,TCIRG1,TESK1,TFRC,TGFB1,TGFB2,TGFB3,TIA1,TIMM44,TIMM50,TIMM8A,TIMM8B,TLK1,TMED3,TMEM107,TMEM231,TMEM35A,TMEM98,TMSB15A,TMSB15B,TOMM34,TOMM40,TOMM40L,TOMM7,TP53INP2,TPBG,TRAF3IP2,TRAK1,TRAM1,TREX1,TSPAN33,TSPAN5,TSPO,TTC21B,TTC26,TTC8,TTK,TUB,TUBA1B,TULP3,TWF1,TWF2,ULK1,USH1C,VAMP8,VCP,VHL,VLDLR,VMP1,VPS26A,VPS26B,VPS26C,VPS33A,VPS37A,VRK1,WDR19,WDR35,WDR45,WHRN,WLS,WNK3,WRN,WWTR1,XPO1,XPO6,YIF1B,YWHAG,YWHAQ,YWHAZ,ZBTB7A,ZDHHC20,ZER1,ZFAND6,ZFYVE27,ZNF385A,ZNF423,ZNF827,ZWILCH


			GO:BP			regulation of primary metabolic process			GO:0080090			3.06E-13			1042			AARS1,ABHD5,ABL1,ABLIM3,ACADM,ACADVL,ACE,ACO1,ACOT8,ACSL1,ACTR3,ACVR1,ADAM8,ADNP,ADRA2A,ADRA2C,AEBP1,AFAP1L2,AGT,AGTR2,AHR,AIFM1,AJUBA,AKNA,AKT1S1,AKT2,ANKIB1,ANKRD1,ANKRD2,ANTXR1,ANXA2,ANXA8,APAF1,APLP1,APOD,APOE,APP,AQP11,ARAF,ARHGEF2,ARIH2,ARNTL,ARRDC3,ARX,ASAH1,ASB11,ASB5,ASPH,ASXL3,ATAD2,ATF3,ATF4,ATF5,ATM,ATOH8,ATP1B3,ATP2A3,ATP2B4,ATP5IF1,ATR,ATXN1,ATXN3,AURKB,AZIN2,BAG3,BAMBI,BBS7,BCAP31,BCAS3,BCKDK,BCL11A,BCL3,BCL6,BCL7B,BCL9,BCORL1,BDKRB2,BEND6,BHLHE41,BID,BIN1,BLM,BMP5,BMP6,BMP7,BMPER,BOD1,BRCA1,BRCA2,BRD3,BRIP1,BST1,BTC,BUB1B,BZW2,C1QTNF3,C3,C4A,C7H6ORF125,CAB39,CAB39L,CALCOCO1,CALCR,CALM1,CALR,CAMK2A,CAMKK2,CAMTA2,CAPN3,CAPRIN2,CARF,CARHSP1,CASK,CASP9,CAT,CBL,CBLB,CBX2,CBX3,CBX4,CC2D1B,CCDC124,CCDC88A,CCDC88C,CCL19,CCN1,CCNB1,CCNB2,CCNB3,CCNE1,CCNE2,CCNG2,CCNL1,CCNL2,CCNT2,CCPG1,CCT6A,CD109,CD200,CD40LG,CD44,CD80,CDC20,CDC25B,CDCA2,CDCA7,CDCA7L,CDK14,CDK17,CDK5R1,CDON,CDT1,CEBPG,CENPE,CENPF,CENPJ,CEP85,CHCHD10,CHCHD2,CHD3,CHD6,CHEK1,CHI3L1,CHTF18,CHURC1,CIB1,CIPC,CITED1,CKAP2,CKB,CKS2,CLIP3,CLK3,CLN6,CLPX,CLSPN,CLU,CNOT6,CNOT6L,COL7A1,COPS5,COPS8,CORO1C,CPAMD8,CPEB3,CPEB4,CRADD,CREB3L1,CREB3L2,CREB5,CREBRF,CREM,CRY2,CRYM,CSDC2,CSDE1,CSF3,CSNK2B,CSPG4,CSRNP1,CSRNP3,CST6,CTC1,CTF1,CTSA,CTSZ,CUL3,CUL4A,CUL4B,CUX2,CYFIP2,DAB2,DAPK1,DBF4,DBNDD1,DBX1,DCAF6,DCN,DCP2,DCUN1D2,DCUN1D4,DDR2,DDRGK1,DDX3X,DDX58,DEDD,DHCR24,DIP2B,DISC1,DKK3,DLC1,DLL1,DMRT2,DNAJA3,DNAJB2,DNAJC1,DNAJC17,DNAJC24,DNMT1,DNMT3B,DOCK7,DOT1L,DPF3,DROSHA,DTL,DTNBP1,DUSP1,DUSP10,DUSP26,DVL1,DYRK1B,E2F1,E2F6,E2F7,E2F8,E4F1,EAF2,EBF1,EBF2,EBF3,EBF4,EDA,EFCAB7,EFNA1,EGF,EGLN1,EGR1,EGR2,EGR3,EHMT2,EID1,EIF1,EIF4A2,EIF4EBP1,EIF4G1,ELF4,ELK3,ELK4,ELL2,EMILIN1,ENC1,ENDOG,ENG,ENPP2,EPAS1,EPCAM,EPHA4,EPHA7,EPHB2,EPHX2,ERBB2,ERBB3,ERBIN,ERP29,ESCO1,ESR1,ESRRA,ESRRG,ETF1,ETV1,ETV5,EYA2,EYA3,EZH2,EZR,F3,FAM162A,FAM20A,FAM3C,FAM83D,FANCA,FANCD2,FANCI,FANCM,FAS,FASTK,FASTKD1,FBLN1,FBXO5,FBXW8,FER,FGF1,FGF18,FGF21,FGF9,FGFR1,FGFR4,FHL2,FHL5,FHOD1,FIGNL1,FLOT2,FLT1,FMO1,FMO2,FMR1,FN1,FNIP1,FOS,FOXA3,FOXJ1,FOXM1,FOXN3,FOXO1,FOXP2,FRY,FST,FXR1,FXR2,FYN,FZD10,FZD2,GADD45B,GAPDH,GATA2,GATA3,GCLC,GDF11,GDF9,GGA1,GHR,GINS3,GLI2,GLI3,GOLM1,GPC3,GPD1,GPR37,GPRC5B,GPS2,GTF2IRD1,GUCA1B,HBEGF,HBS1L,HCLS1,HDAC10,HDGFL2,HES6,HEY2,HGF,HHATL,HIC1,HIF3A,HIP1,HIVEP1,HIVEP2,HLTF,HMCES,HMGCR,HMMR,HOXA3,HOXA5,HPN,HR,HRC,HSF1,HSF4,HSPA5,HTATIP2,ICMT,IER2,IER3,IFT57,IGFBP4,IGFBP5,IGSF1,IKBKG,IL15,IL18,IL4I1,IL6R,IL6ST,INPP5F,INPP5J,INSR,IQGAP3,IRAK1,IRAK2,IRF5,IRF9,ITGA5,ITGA6,ITGAV,ITIH3,ITIH4,ITM2A,ITSN1,IVNS1ABP,JADE2,JADE3,JMJD1C,JUNB,KAT2B,KBTBD8,KDM1A,KDM7A,KDM8,KDR,KEAP1,KHDRBS1,KIF14,KIFC1,KIT,KLF13,KLF4,KLHL12,KLHL15,KLHL17,KLHL31,LACTB,LARP4,LCK,LDB2,LDLRAD3,LEPR,LGR4,LIMK1,LIN37,LIN54,LIPG,LMCD1,LMO1,LMO2,LOC100510975,LOC100511937,LOC100513741,LOC100517129,LOC100623035,LOC102158443,LOC110255204,LOC110258620,LOC110259371,LONP2,LOX,LPCAT1,LPCAT3,LPIN1,LPIN3,LRP4,LRP8,LRRC7,LRRCC1,LRRFIP1,LRRFIP2,LRRK1,LRRK2,LRRTM3,LUM,LXN,LYAR,LYN,MAF1,MAFF,MAFK,MAGEH1,MAML3,MAP2K2,MAP3K10,MAP3K13,MAPK14,MAPK8IP1,MAPKAPK2,MARCHF2,MARS1,MASTL,MAVS,MBD2,MBD3,MBNL1,MBNL3,MBTD1,MDK,MDM2,ME1,MED15,MED8,MEF2A,MEF2C,MEF2D,MEIS3,MEOX2,MET,MFSD2A,MGA,MGAT5,MICAL1,MID1IP1,MITF,MKX,MLIP,MLXIP,MLXIPL,MMD,MN1,MOSPD1,MRE11,MRPS27,MSC,MSH2,MSH6,MSI1,MSTN,MTA3,MTBP,MTDH,MTERF3,MTG1,MTHFR,MUL1,MUSK,MXD3,MYBL1,MYBL2,MYCN,MYEF2,MYF5,MYF6,MYOZ1,NABP2,NAMPT,NANS,NBAS,NCAPG2,NCOA2,NDN,NDUFS4,NECAB3,NEIL1,NEK2,NEK3,NEK4,NEURL1,NFATC1,NFATC3,NFATC4,NFE2L1,NFE2L2,NFE2L3,NFIB,NFIL3,NFKBIA,NFKBIB,NFKBIL1,NFXL1,NGFR,NIBAN1,NIBAN2,NLN,NMI,NOC2L,NOCT,NOL4L,NONO,NOS1,NOS3,NOSTRIN,NOTCH2,NOTCH3,NOVA1,NPAS3,NQO1,NR0B2,NR1D2,NR1H2,NR1I3,NR2F1,NR2F6,NR4A3,NR5A2,NRDC,NSD2,NTF4,NTRK3,NUDT15,NUP107,OBI1,OGT,OPHN1,ORC3,ORMDL1,ORMDL2,OTUB2,PABPC1,PABPC4,PACSIN3,PAIP1,PAQR3,PARG,PARK7,PARM1,PARP14,PARP16,PARP3,PARP9,PARPBP,PASK,PATL1,PATZ1,PBK,PBX3,PBX4,PCBP1,PCOLCE,PCOLCE2,PCSK9,PDCD4,PDCD5,PDE3A,PDGFA,PDGFC,PDGFD,PDGFRA,PDK2,PDK4,PER1,PER2,PEX2,PFKM,PHB2,PHF1,PHF19,PHF21A,PIAS3,PIK3R2,PINK1,PIP4K2A,PIP4K2C,PITHD1,PKD2,PKIG,PKM,PLAA,PLAG1,PLAGL1,PLAT,PLCB1,PLCE1,PLCG2,PLD1,PLGRKT,PLIN1,PLK1,PLK3,PLPP3,PNKD,PNPLA2,POGK,POT1,POU6F1,PPARA,PPARGC1A,PPARGC1B,PPM1A,PPM1F,PPP1R15A,PPP1R1B,PPP1R3A,PPP1R3B,PPP1R3C,PPP1R3D,PPP1R3G,PPP2R5A,PPP3CA,PPP3CB,PPP6R2,PRDM1,PRDM5,PRDX3,PRDX6,PRIM2,PRKAG1,PRKAG3,PRKAR1A,PRKAR1B,PRKAR2A,PRKCD,PRKCH,PRKCI,PRKCQ,PRKCZ,PRKD1,PRR5,PRR5L,PRRC1,PSAP,PSIP1,PSMA3,PSMB8,PSMB9,PSMC1,PSMC2,PSMC3,PSMC3IP,PSMC5,PSMD1,PSMD14,PSMD3,PTBP3,PTGES2,PTGES3,PTK2B,PTPN13,PTPRB,PTPRC,PTPRJ,PTPRK,PTPRN,PTTG1,PTX3,PXYLP1,RAB7A,RAD21,RAD23A,RAD51,RAD51AP1,RAF1,RAMP1,RAP2C,RAPGEF3,RB1CC1,RBBP8,RBFOX1,RBM15,RBM15B,RBM20,RBM38,RBPJ,RCN3,RCOR1,RCOR2,RECK,REST,RFC3,RFC5,RFX7,RGCC,RGMA,RGS14,RHEBL1,RIF1,RMI2,RNF14,RNF144A,RNF2,RNF217,ROBO1,ROCK2,RORA,RPA2,RPS6KA1,RPS6KA3,RPS6KB2,RUBCN,RUNX1T1,RXRG,RYBP,S1PR2,SAFB2,SALL2,SAP130,SARS1,SAV1,SCAI,SCARB1,SCMH1,SCML2,SCRT1,SEMA7A,SENP1,SERPINB1,SERPINE1,SERPINE2,SERTAD1,SESN2,SETD7,SFMBT2,SFR1,SFRP2,SH3BP5,SH3RF2,SHC1,SHFL,SIRT2,SKP2,SLC27A1,SLC2A10,SLC38A2,SLC38A3,SLC7A7,SLC8A3,SLF1,SLIRP,SLIT2,SMAD2,SMAD9,SMARCA5,SMARCAD1,SMG5,SMO,SMPD1,SMURF1,SMYD2,SOAT1,SOX11,SOX9,SPHK1,SPI1,SPIDR,SPINDOC,SPP1,SPRED2,SPRY2,SPTY2D1,SQSTM1,SRC,SREBF2,SRF,SRI,SS18,SSBP4,SSU72,STAT1,STAT5B,STING1,STK11,STK3,STOX1,STOX2,STUB1,SUPT16H,SUPV3L1,SWAP70,TAF11,TAF12,TAF9B,TASOR,TBC1D14,TBL1XR1,TBRG4,TBX15,TBX18,TCF12,TCF3,TCF4,TCF7L1,TCF7L2,TEAD1,TEAD2,TEAD4,TEK,TESK1,TET3,TFEB,TFPI,TFRC,TGFB1,TGFB2,TGFB3,TGFBR1,TGFBR2,THAP11,THBS4,THOC5,TIA1,TIGAR,TIMELESS,TIMP1,TLR9,TMEM259,TMEM9,TMEM98,TMEM9B,TMTC3,TNFRSF11A,TNFRSF1B,TNIP1,TOP2A,TOP2B,TOX,TOX3,TP53INP2,TP63,TP73,TPD52L1,TPX2,TRAF3,TRAF3IP1,TRAF3IP2,TRAF5,TRAIP,TRAPPC13,TREX1,TRPT1,TRUB2,TSC22D1,TSC22D3,TSHZ3,TSPO,TTC21B,TTC39B,TTC5,TWF1,UACA,UBASH3B,UBE2Z,UBXN1,UHRF1,ULK1,UMODL1,USF2,USP1,USP13,USP19,USP2,USP25,VAV2,VCP,VHL,VIM,VRK3,WDR43,WDR48,WDR77,WDR91,WDTC1,WFIKKN2,WNK3,WRN,WWC2,WWP1,WWTR1,XPO1,YBX3,YEATS2,YWHAQ,YWHAZ,ZBTB1,ZBTB12,ZBTB16,ZBTB20,ZBTB7A,ZBTB7B,ZBTB7C,ZBTB8A,ZEB1,ZEB2,ZFHX4,ZFP30,ZFP37,ZFP91,ZFPM2,ZHX2,ZIC3,ZKSCAN4,ZKSCAN7,ZMIZ1,ZMYM2,ZNF114,ZNF135,ZNF142,ZNF175,ZNF180,ZNF235,ZNF26,ZNF260,ZNF280C,ZNF287,ZNF300,ZNF322,ZNF329,ZNF333,ZNF358,ZNF367,ZNF385A,ZNF395,ZNF396,ZNF423,ZNF503,ZNF518A,ZNF521,ZNF524,ZNF536,ZNF567,ZNF568,ZNF608,ZNF624,ZNF628,ZNF641,ZNF692,ZNF703,ZNF704,ZNF711,ZNF76,ZNF768,ZNF827,ZNF865,ZNF879,ZRANB3,ZSCAN12,ZSCAN31,ZXDC,ZYG11B


			GO:BP			regulation of cellular metabolic process			GO:0031323			3.78E-13			996			AARS1,ABHD5,ABL1,ABLIM3,ACADM,ACADVL,ACE,ACO1,ACOT8,ACSL1,ACTR3,ACVR1,ADAM8,ADNP,ADRA2A,ADRA2C,AEBP1,AFAP1L2,AGT,AGTR2,AHR,AIFM1,AJUBA,AKNA,AKT1S1,AKT2,ANKIB1,ANKRD1,ANKRD2,ANXA2,APAF1,APLP1,APOD,APOE,APP,ARAF,ARHGEF2,ARIH2,ARNTL,ARX,ASL,ASS1,ASXL3,ATAD2,ATF3,ATF4,ATF5,ATM,ATOH8,ATP1B3,ATP2B4,ATP5IF1,ATP7A,ATR,ATXN1,AURKB,BAG3,BAMBI,BARD1,BBS7,BCAP31,BCAS3,BCKDK,BCL11A,BCL3,BCL6,BCL7B,BCL9,BCORL1,BCR,BDKRB2,BEND6,BHLHE41,BIN1,BLM,BMP5,BMP6,BMP7,BMPER,BNIP3,BNIP3L,BOD1,BRCA1,BRCA2,BRD3,BRIP1,BST1,BTC,BVES,BZW2,C1QTNF3,C3,C7H6ORF125,CAB39,CAB39L,CALCOCO1,CALCOCO2,CALCR,CALM1,CALR,CAMK2A,CAMKK2,CAMTA2,CAPN3,CAPRIN2,CARF,CARHSP1,CASK,CAT,CAVIN3,CBL,CBX2,CBX3,CBX4,CC2D1B,CCDC124,CCDC88A,CCDC88C,CCL19,CCN1,CCNB1,CCNB2,CCNB3,CCNE1,CCNE2,CCNG2,CCNL1,CCNL2,CCNT2,CCPG1,CCT6A,CD109,CD200,CD40LG,CD44,CD80,CDC25B,CDCA2,CDCA7,CDCA7L,CDK1,CDK14,CDK17,CDK5R1,CDON,CDT1,CEBPG,CENPE,CENPF,CENPJ,CEP85,CHCHD10,CHCHD2,CHD3,CHD6,CHEK1,CHI3L1,CHTF18,CHURC1,CIB1,CIPC,CITED1,CKAP2,CKB,CKS2,CLIP3,CLK3,CLSPN,CLU,CNOT6,CNOT6L,COPS5,COPS8,CORO1C,COX17,CPEB3,CPEB4,CREB3L1,CREB3L2,CREB5,CREBRF,CREM,CRY2,CRYM,CSDC2,CSDE1,CSF3,CSNK2B,CSPG4,CSRNP1,CSRNP3,CTC1,CTF1,CTSA,CUL3,CUL4A,CUX2,DAB2,DAPK1,DBF4,DBNDD1,DBX1,DCAF6,DCN,DCP2,DDR2,DDRGK1,DDX3X,DDX58,DEDD,DEPDC5,DISC1,DKK3,DLC1,DLL1,DMRT2,DNAJA3,DNAJB2,DNAJC1,DNAJC17,DNAJC24,DNMT1,DNMT3B,DOCK7,DOT1L,DPF3,DROSHA,DTNBP1,DUSP1,DUSP10,DUSP26,DVL1,DYNLL1,DYRK1B,E2F1,E2F6,E2F7,E2F8,E4F1,EAF2,EBF1,EBF2,EBF3,EBF4,EDA,EEF1A1,EFCAB7,EFNA1,EGF,EGLN1,EGR1,EGR2,EGR3,EHMT2,EID1,EIF1,EIF4A2,EIF4EBP1,EIF4G1,ELF4,ELK3,ELK4,ELL2,EMILIN1,ENC1,ENDOG,ENG,ENPP2,EPAS1,EPCAM,EPHA3,EPHA4,EPHA7,EPHB2,EPHB3,EPHB4,ERBB2,ERBB3,ERBIN,ERP29,ESCO1,ESR1,ESRRA,ESRRG,ETF1,ETV1,ETV5,EYA2,EYA3,EZH2,EZR,FAM20A,FAM3C,FANCA,FANCD2,FAS,FASTK,FASTKD1,FBLN1,FBXO5,FBXW8,FER,FGF1,FGF18,FGF21,FGF9,FGFR1,FGFR4,FHL2,FHL5,FHOD1,FIGNL1,FLOT2,FLT1,FMO1,FMO2,FMR1,FN1,FNIP1,FOS,FOXA3,FOXJ1,FOXM1,FOXN3,FOXO1,FOXP2,FST,FXR1,FXR2,FYCO1,FYN,FZD10,FZD2,GADD45B,GAPDH,GATA2,GATA3,GCLC,GDF11,GDF9,GHR,GINS3,GLI2,GLI3,GNAI3,GPD1,GPR37,GPRC5B,GPS2,GRB10,GTF2IRD1,GUCA1B,HBEGF,HBS1L,HCLS1,HDAC10,HDGFL2,HES6,HEY2,HGF,HHATL,HIC1,HIF3A,HIVEP1,HIVEP2,HK2,HLTF,HMCES,HMGCR,HMMR,HOXA3,HOXA5,HR,HRC,HSF1,HSF4,HSPB8,HTATIP2,ICMT,IDE,IER2,IER3,IGFBP4,IGFBP5,IGSF1,IKBKG,IL15,IL18,IL4I1,IL6R,IL6ST,INPP5F,INPP5J,INSR,IQGAP3,IRAK1,IRAK2,IRF5,IRF9,ISCU,ITGA5,ITGA6,ITGAV,ITM2A,ITSN1,JADE2,JADE3,JMJD1C,JUNB,KAT2B,KBTBD8,KDM1A,KDM7A,KDM8,KDR,KEAP1,KHDRBS1,KIF14,KIFC1,KIT,KLF13,KLF4,KLHL12,KLHL15,KLHL17,KLHL31,LARP4,LDB2,LEPR,LGR4,LIN37,LIN54,LIPG,LMCD1,LMO1,LMO2,LOC100511937,LOC100513741,LOC100517129,LOC100623035,LOC102158443,LOC110255204,LOC110258620,LOC110259371,LONP2,LOX,LPCAT1,LPIN1,LPIN3,LRP4,LRP8,LRRC7,LRRCC1,LRRFIP1,LRRFIP2,LRRK1,LRRK2,LUM,LYAR,LYN,MAF1,MAFF,MAFK,MAGEH1,MAML3,MAP2K2,MAP3K10,MAP3K13,MAPK14,MAPK8IP1,MAPKAPK2,MARS1,MASTL,MAVS,MBD2,MBD3,MBNL1,MBNL3,MBTD1,MDK,MDM2,ME1,MED15,MED8,MEF2A,MEF2C,MEF2D,MEIS3,MEOX2,MET,MFSD2A,MGA,MGAT5,MICAL1,MID1IP1,MITF,MKX,MLIP,MLXIP,MLXIPL,MMD,MN1,MOSPD1,MRE11,MRPS27,MSC,MSH2,MSH6,MSI1,MSTN,MTA3,MTDH,MTERF3,MTG1,MTHFR,MTM1,MTMR4,MUSK,MXD3,MYBL1,MYBL2,MYCN,MYEF2,MYF5,MYF6,MYOZ1,NABP2,NAMPT,NBAS,NCAPG2,NCOA2,NDN,NDUFS4,NECAB3,NEIL1,NEK2,NEK4,NEURL1,NFATC1,NFATC3,NFATC4,NFE2L1,NFE2L2,NFE2L3,NFIB,NFIL3,NFKBIA,NFKBIB,NFKBIL1,NFXL1,NGFR,NIBAN1,NIBAN2,NLN,NOC2L,NOCT,NOL4L,NONO,NOS1,NOS3,NOSTRIN,NOTCH2,NOTCH3,NOVA1,NPAS3,NPC1,NR0B2,NR1D2,NR1H2,NR1I3,NR2F1,NR2F6,NR4A3,NR5A2,NRDC,NSD2,NTF4,NTRK3,NUP107,OBI1,OGT,OPTN,ORC3,ORMDL1,ORMDL2,OTUB2,PABPC1,PABPC4,PACSIN3,PAFAH1B2,PAIP1,PAQR3,PARG,PARK7,PARM1,PARP14,PARP16,PARP3,PARP9,PARPBP,PASK,PATL1,PATZ1,PBK,PBX3,PBX4,PCBP1,PCSK9,PDCD4,PDE3A,PDGFA,PDGFC,PDGFD,PDGFRA,PDK2,PDK4,PER1,PER2,PEX2,PFKM,PHB2,PHF1,PHF19,PHF21A,PIAS3,PIK3R2,PINK1,PIP4K2A,PIP4K2C,PITHD1,PKD2,PKIG,PKM,PLAG1,PLAGL1,PLCB1,PLCE1,PLCG2,PLD1,PLEKHF1,PLK1,PLK3,PLPP3,PNKD,PNPLA2,POGK,POLDIP2,POT1,POU6F1,PPARA,PPARGC1A,PPARGC1B,PPIF,PPM1A,PPM1F,PPP1R14C,PPP1R15A,PPP1R1B,PPP1R3A,PPP1R3B,PPP1R3C,PPP1R3D,PPP1R3G,PPP2R5A,PPP3CA,PPP3CB,PPP6R2,PPTC7,PRCP,PRDM1,PRDM5,PRDX3,PRDX6,PRIM2,PRKAG1,PRKAG3,PRKAR1A,PRKAR1B,PRKAR2A,PRKCD,PRKCH,PRKCI,PRKCQ,PRKCZ,PRKD1,PRR5,PRR5L,PRRC1,PSIP1,PSMC3,PSMC3IP,PSMC5,PTBP3,PTGES2,PTGES3,PTK2B,PTPN13,PTPRB,PTPRC,PTPRJ,PTPRK,PTPRN,PTX3,PXYLP1,QSOX1,RAB29,RAD21,RAD23A,RAD51,RAD51AP1,RAF1,RAMP1,RAP2C,RAPGEF3,RB1CC1,RBBP8,RBFOX1,RBM15,RBM15B,RBM20,RBM38,RBPJ,RCOR1,RCOR2,REST,RFC3,RFC5,RFX7,RGCC,RGMA,RGS14,RHEBL1,RIF1,RMI2,RNF14,RNF144A,RNF2,RNF217,ROBO1,ROCK2,ROMO1,ROR2,RORA,RPA2,RPS6KA1,RPS6KA3,RPS6KB2,RRAGD,RUBCN,RUNX1T1,RXRG,RYBP,S1PR2,SAFB2,SALL2,SAP130,SARS1,SAV1,SCAI,SCARB1,SCMH1,SCML2,SCRT1,SEMA7A,SENP1,SERTAD1,SESN1,SESN2,SETD7,SFMBT2,SFR1,SFRP2,SH3BP5,SH3GLB1,SH3RF2,SHC1,SHFL,SIRT2,SLC24A5,SLC25A4,SLC27A1,SLC2A10,SLC38A2,SLC38A3,SLC7A7,SLC8A3,SLF1,SLIRP,SLIT2,SMAD2,SMAD9,SMARCA5,SMARCAD1,SMG5,SMO,SMPD1,SMURF1,SMYD2,SNX30,SNX7,SOAT1,SOGA1,SOX11,SOX9,SPHK1,SPI1,SPIDR,SPINDOC,SPP1,SPRED2,SPRY2,SPTLC1,SPTY2D1,SQSTM1,SRC,SREBF2,SRF,SRI,SRPX2,SS18,SSBP4,SSU72,STAT1,STAT5B,STING1,STK11,STK3,STOX1,STOX2,STUB1,SUPT16H,SUPV3L1,SWAP70,TAF11,TAF12,TAF9B,TASOR,TBC1D14,TBL1XR1,TBRG4,TBX15,TBX18,TCF12,TCF3,TCF4,TCF7L1,TCF7L2,TEAD1,TEAD2,TEAD4,TEK,TESK1,TET3,TFEB,TFRC,TGFB1,TGFB2,TGFB3,TGFBR1,TGFBR2,THAP11,THBS4,THOC5,TIA1,TIGAR,TIMELESS,TIMP1,TLR9,TMEM9B,TNFRSF11A,TNFRSF1B,TNIP1,TOP2A,TOP2B,TOX,TOX3,TP53INP2,TP63,TP73,TPCN2,TPD52L1,TPX2,TRAF3,TRAF3IP1,TRAF3IP2,TRAF5,TRAIP,TRAPPC13,TREX1,TRPT1,TRUB2,TSC22D1,TSC22D3,TSHZ3,TSPO,TTC21B,TTC5,TWF1,TYRO3,UBASH3B,UBXN1,UHRF1,ULK1,USF2,USP1,USP13,USP2,VASH1,VAV2,VCP,VDAC1,VIM,VRK3,WDR43,WDR45,WDR48,WDR77,WDR91,WDTC1,WIPI1,WNK3,WRN,WWC2,WWP1,WWTR1,XPO1,YBX3,YEATS2,YWHAQ,YWHAZ,ZBTB1,ZBTB12,ZBTB16,ZBTB20,ZBTB7A,ZBTB7B,ZBTB7C,ZBTB8A,ZEB1,ZEB2,ZFHX4,ZFP30,ZFP37,ZFP91,ZFPM2,ZHX2,ZIC3,ZKSCAN4,ZKSCAN7,ZMIZ1,ZMYM2,ZNF114,ZNF135,ZNF142,ZNF175,ZNF180,ZNF235,ZNF26,ZNF260,ZNF280C,ZNF287,ZNF300,ZNF322,ZNF329,ZNF333,ZNF358,ZNF367,ZNF385A,ZNF395,ZNF396,ZNF423,ZNF503,ZNF518A,ZNF521,ZNF524,ZNF536,ZNF567,ZNF568,ZNF608,ZNF624,ZNF628,ZNF641,ZNF692,ZNF703,ZNF704,ZNF711,ZNF76,ZNF768,ZNF827,ZNF865,ZNF879,ZRANB3,ZSCAN12,ZSCAN31,ZXDC,ZYG11B


			GO:BP			protein phosphorylation			GO:0006468			4.71E-13			349			ABL1,ABL2,ACE,ACSL1,ACVR1,ADAM8,ADRA2A,ADRA2C,AGT,AJUBA,AKT1S1,AKT2,ALPK2,APOE,APP,ARAF,ARHGEF2,ATM,ATP2B4,ATR,AURKB,BCKDK,BCR,BDKRB2,BLM,BMP5,BMP6,BMP7,BMPER,BST1,BTC,BUB1,BUB1B,C3,CAB39,CAB39L,CAMK2A,CAMK2G,CAMKK2,CAMKV,CASK,CBL,CCDC88A,CCDC88C,CCL19,CCN1,CCNB1,CCNB2,CCNB3,CCNE1,CCNE2,CCNG2,CCNL1,CCNT2,CD109,CD40LG,CD44,CD80,CDC25B,CDC42BPG,CDK1,CDK14,CDK17,CDK20,CDK5R1,CDON,CENPE,CEP85,CHEK1,CHI3L1,CIB1,CIT,CKS2,CLIP3,CLK3,CLSPN,CLU,COPS8,CORO1C,CSF3,CSNK1G3,CSNK2B,CSPG4,CTF1,DAB2,DAPK1,DAPK2,DBF4,DBNDD1,DCLK3,DDR2,DDRGK1,DDX3X,DOCK7,DTNBP1,DUSP1,DUSP10,DVL1,DYRK1B,EDNRA,EFNA1,EGF,EIF4G1,EMILIN1,ENG,ENPP2,EPHA3,EPHA4,EPHA7,EPHB2,EPHB3,EPHB4,ERBB2,ERBB3,ERP29,EZH2,FAM20A,FAS,FASTK,FBLN1,FER,FES,FGF1,FGF18,FGF21,FGFR1,FGFR4,FLT1,FMR1,FN1,FNIP1,FOXO1,FXR1,FXR2,FYN,FZD10,GADD45B,GDF11,GDF9,GHR,GPRC5B,GRK2,GRK7,HBEGF,HCLS1,HGF,HIPK4,HMGCR,HRC,HTATIP2,HUNK,IL12RB2,IL15,IL18,IL6R,IL6ST,INPP5F,INPP5J,INSR,IQGAP3,IRAK1,IRAK2,ITGA5,KAT2B,KDR,KIF14,KIT,KLHL31,LCK,LEPR,LIMK1,LMTK2,LOC100511937,LOC110258060,LOX,LRP4,LRP8,LRRK1,LRRK2,LYN,MAK,MAP2K2,MAP3K10,MAP3K13,MAP3K14,MAP3K15,MAP3K2,MAP3K20,MAP4K1,MAP4K4,MAPK14,MAPK4,MAPK8IP1,MAPKAPK2,MAST3,MAST4,MASTL,MAVS,MELK,MET,MICAL1,MKNK2,MLXIPL,MMD,MRE11,MUSK,MYLK2,MYLK4,NCAPG2,NDUFS4,NEK1,NEK2,NEK3,NEK4,NEK6,NEURL1,NIBAN1,NOS1,NRK,NTF4,NTRK3,PAK3,PAK4,PAQR3,PARK7,PARP14,PARP16,PARP9,PASK,PBK,PDGFA,PDGFC,PDGFD,PDGFRA,PDK2,PDK4,PHB2,PHKG1,PINK1,PKD2,PKDCC,PKIG,PLCE1,PLCG2,PLK1,PLK3,PLPP3,PPM1F,PPME1,PPP3CB,PRKAG1,PRKAG3,PRKAR1A,PRKAR1B,PRKAR2A,PRKCD,PRKCH,PRKCI,PRKCQ,PRKCZ,PRKD1,PRKG2,PRR5,PRR5L,PRRC1,PTK2B,PTK7,PTPN13,PTPN4,PTPRA,PTPRB,PTPRC,PTPRJ,PXK,RAD51,RAF1,RAP2C,RAPGEF3,RB1CC1,RGCC,RGS14,ROBO1,ROCK2,ROR2,ROS1,RPS6KA1,RPS6KA3,RPS6KB2,S1PR2,SEMA7A,SESN2,SFRP2,SGK1,SH3BP5,SIK3,SIRT2,SLC27A1,SLC8A3,SLIT2,SMAD2,SMPD1,SOX9,SPHK1,SPRED2,SPRY2,SQSTM1,SRC,STK10,STK11,STK17B,STK26,STK3,STOX1,STT3A,TAF11,TAF12,TBCK,TEK,TESK1,TESK2,TEX14,TFRC,TGFB1,TGFB2,TGFBR1,TGFBR2,THBS4,TLK1,TLR9,TNFRSF11A,TPD52L1,TPX2,TRAF3IP1,TRIO,TRPT1,TSSK3,TTK,TWF1,TYRO3,UBASH3B,ULK1,ULK3,VRK1,VRK3,WEE1,WNK3,WWTR1,YWHAZ,ZFP91


			GO:BP			cellular catabolic process			GO:0044248			4.89E-13			417			AASDHPPT,ABHD3,ABHD5,ACAD10,ACADL,ACADM,ACADS,ACADVL,ACAT1,ACE,ACOT7,ACOT8,ACOX2,ADAM8,ADAMTS12,ADHFE1,ADRA2A,AIFM1,AKR1A1,AKT2,ALDH1L2,ALDH2,ALDH4A1,ALDH6A1,ANKIB1,ANPEP,ANXA2,APAF1,APOE,APP,APPBP2,ARAF,ARFIP2,ARIH2,ARL8B,ASAH1,ASB2,ATG4A,ATG4D,ATG9A,ATM,ATP2B4,ATP5IF1,ATXN3,AUH,AUP1,BAG3,BBS7,BCAP31,BCAS3,BCAT2,BCKDHA,BCKDHB,BLVRB,BNIP3,BNIP3L,C1H18ORF25,CACHD1,CALCOCO2,CALCR,CARHSP1,CAT,CBL,CCDC47,CCNF,CDC20,CKB,CLN6,CLU,CNOT6,CNOT6L,CNP,CPEB3,CPQ,CPS1,CPT1B,CPT1C,CPT2,CRABP1,CRAT,CRBN,CRYL1,CSDC2,CSDE1,CTSA,CUL3,CUL4A,CUL4B,CUL5,CUL7,CYP1A1,CYP2F1,DAB2,DAPK1,DCAF11,DCN,DCP2,DCTPP1,DDHD2,DDO,DDRGK1,DECR1,DEPDC5,DISC1,DLD,DLST,DNAJB2,DNAJB9,DNAJC18,DNASE1L2,DNPH1,DTL,DVL1,DXO,E2F1,E4F1,ECH1,ECPAS,EGF,EHMT2,EIF4G1,ELOC,ENDOG,ENOSF1,ENPP2,ENTPD5,ENTPD6,ENTPD7,EPHX2,ERAP1,ERAP2,ETF1,ETFA,ETFB,ETFDH,FAAH,FAH,FASTK,FASTKD1,FBXL21,FBXL4,FBXL7,FBXO31,FBXO9,FBXW5,FBXW8,FEN1,FMR1,FNBP1L,FOXO1,FOXRED2,FXR1,FXR2,FYCO1,GABARAPL2,GBA2,GCDH,GGT5,GK,GK5,GNAI3,GOT1,GPD1,GPRASP1,GPT2,GSTM3,GSTZ1,GUSB,HADH,HADHA,HADHB,HAGH,HAGHL,HDAC10,HECTD3,HERC6,HIBADH,HK2,HSD17B10,HSPB8,IDE,IL4I1,ILRUN,INPP5F,INSR,ITGB4,ITSN1,KCTD6,KDR,KEAP1,KIF14,KLHDC3,KLHL15,KLHL17,KLHL3,KLHL42,KYAT3,LDHD,LEPR,LIPE,LIPG,LIX1,LIX1L,LOC100511343,LOC100525350,LOC110259958,LONP2,LPIN1,LPIN3,LRP4,LRRK2,LVRN,MAGOHB,MAN1A1,MAP1LC3A,MAP1LC3B,MAPKAPK2,MCCC2,MCOLN1,MDM2,MFN2,MFSD2A,MIB1,MLXIPL,MOXD1,MTDH,MTM1,MTMR4,MUL1,MYEF2,NBAS,NEDD4L,NFE2L2,NOCT,NOS1,NOS3,NPC1,NPLOC4,NQO2,NRDC,NSFL1C,NT5C1A,NT5E,NT5M,NUDT12,NUDT15,NUDT5,OAT,OGT,OPTN,OTC,OTUD7A,OXCT1,PABPC1,PABPC4,PACSIN3,PAFAH1B2,PAIP1,PAQR6,PARK7,PATL1,PBK,PCSK9,PCYOX1,PCYOX1L,PDE4B,PDE4D,PDE9A,PELO,PEX2,PFKM,PHB2,PIK3R2,PINK1,PIP4K2A,PIP4K2C,PLA2G4A,PLAA,PLCG1,PLCG2,PLD1,PLD2,PLEKHF1,PLEKHM1,PLK1,PLK3,PNKD,PNPLA2,POLDIP2,PPP1R3B,PRDX3,PRDX6,PRKCD,PRKD1,PRR5L,PSMA3,PSMA5,PSMC1,PSMC2,PSMC3,PSMC5,PSMD1,PSMD11,PSMD14,PSMD3,PSMD4,PTK2B,PXDN,PYGL,PYGM,QSOX1,RAB7A,RAD23A,RB1CC1,RBM38,RETREG1,RGMA,RNF14,RNF144A,RNF144B,RNF149,RNF150,RNF217,RRAGD,RUBCN,RYBP,SAMHD1,SCARB1,SESN1,SESN2,SGPL1,SGSH,SH3GLB1,SH3RF2,SIRT2,SKP2,SLC25A4,SLC25A44,SLIRP,SMG5,SMPD1,SMPDL3A,SMPDL3B,SMURF1,SND1,SNX30,SNX7,SOGA1,SPG11,SPSB2,SPTLC1,SQSTM1,SRPX,STING1,STK11,STK3,STUB1,SUPV3L1,TAX1BP3,TBRG4,TCIRG1,TET3,TFEB,TIGAR,TIMP1,TMEM67,TNFRSF1B,TOMM7,TP53INP2,TPCN2,TRAF3IP2,TRAF5,TREX1,TRIM72,TSPO,TTC5,UBA6,UBA7,UBD,UBE2C,UBE2D4,UBE2Z,UBL7,UBR2,UBR3,UBXN1,UBXN7,UCHL3,UHRF1,ULK1,ULK3,USP1,USP13,USP18,USP19,USP2,USP24,USP25,USP28,USP34,VAMP8,VCP,VDAC1,VIM,VMP1,VPS33A,VPS37A,WDFY3,WDR45,WDR47,WIPI1,WWP1,WWTR1,XPO1,ZBTB20,ZHX2,ZYG11B


			GO:BP			regulation of protein metabolic process			GO:0051246			5.99E-13			498			AARS1,ABL1,ACE,ACO1,ACOT8,ACSL1,ACVR1,ADAM8,ADRA2A,ADRA2C,AGT,AGTR2,AIFM1,AJUBA,AKT1S1,AKT2,ANKIB1,ANTXR1,ANXA2,ANXA8,APAF1,APLP1,APOD,APOE,APP,AQP11,ARAF,ARHGEF2,ARIH2,ARNTL,ARRDC3,ASB11,ASB5,ASPH,ATP2A3,ATP2B4,ATP5IF1,ATXN3,AZIN2,BBS7,BCAP31,BCL3,BCL6,BDKRB2,BID,BIN1,BLM,BMP5,BMP6,BMP7,BMPER,BOD1,BRCA1,BST1,BTC,BUB1B,BZW2,C3,C4A,C7H6ORF125,CAB39,CAB39L,CALM1,CALR,CAMKK2,CAPN3,CAPRIN2,CASP9,CBL,CBLB,CCDC88A,CCDC88C,CCL19,CCN1,CCNB1,CCNB2,CCNB3,CCNE1,CCNE2,CCNG2,CCNL1,CCNT2,CD109,CD40LG,CD44,CD80,CDC20,CDC25B,CDCA2,CDK5R1,CDON,CENPE,CEP85,CHEK1,CHI3L1,CIB1,CKB,CKS2,CLIP3,CLN6,CLPX,CLSPN,CLU,CNOT6,CNOT6L,COL7A1,COPS5,COPS8,CORO1C,CPAMD8,CPEB3,CPEB4,CRADD,CRY2,CSDE1,CSF3,CSNK2B,CSPG4,CST6,CTF1,CTSA,CTSZ,CUL3,CUL4A,CUL4B,CYFIP2,DAB2,DAPK1,DBF4,DBNDD1,DCP2,DCUN1D2,DCUN1D4,DDR2,DDRGK1,DDX3X,DDX58,DEDD,DHCR24,DIP2B,DISC1,DLC1,DNAJB2,DNAJC1,DNAJC24,DOCK7,DTL,DTNBP1,DUSP1,DUSP10,DVL1,EFNA1,EGF,EGLN1,EGR1,EHMT2,EID1,EIF1,EIF4EBP1,EIF4G1,EMILIN1,ENC1,ENG,ENPP2,EPAS1,EPHA4,EPHA7,EPHB2,ERBB2,ERBB3,ERP29,ETF1,EZH2,EZR,F3,FAM162A,FAM20A,FAM83D,FANCI,FANCM,FAS,FBLN1,FBXO5,FBXW8,FER,FGF1,FGF18,FGF21,FGFR1,FGFR4,FLOT2,FLT1,FMR1,FN1,FNIP1,FOXO1,FRY,FXR1,FXR2,FYN,FZD10,GADD45B,GAPDH,GATA2,GATA3,GDF11,GDF9,GGA1,GHR,GPC3,GPRC5B,GPS2,HBEGF,HBS1L,HCLS1,HGF,HHATL,HIP1,HMGCR,HPN,HRC,HSF4,HSPA5,ICMT,IER3,IFT57,IGFBP5,IL15,IL18,IL6R,IL6ST,INPP5F,INPP5J,INSR,IQGAP3,IRAK1,ITGA5,ITGAV,ITIH3,ITIH4,ITM2A,ITSN1,IVNS1ABP,KAT2B,KBTBD8,KDM1A,KDR,KHDRBS1,KIF14,KIFC1,KIT,KLF4,KLHL17,KLHL31,LARP4,LCK,LDLRAD3,LEPR,LIMK1,LIPG,LOC100511937,LOX,LPCAT1,LPCAT3,LRP4,LRP8,LRRCC1,LRRK1,LRRK2,LRRTM3,LXN,LYN,MAP2K2,MAP3K10,MAP3K13,MARCHF2,MASTL,MAVS,MDM2,MGAT5,MICAL1,MLXIPL,MMD,MRE11,MRPS27,MSI1,MTBP,MTG1,MTHFR,MUL1,MUSK,NANS,NCAPG2,NDUFS4,NECAB3,NEK3,NEURL1,NFKBIA,NGFR,NIBAN1,NMI,NOC2L,NOCT,NOS1,NQO1,NR1H2,NRDC,NTF4,NTRK3,NUDT15,OGT,OPHN1,OTUB2,PABPC1,PACSIN3,PAIP1,PAQR3,PARK7,PARP14,PARP16,PARP9,PATL1,PBK,PCOLCE,PCOLCE2,PCSK9,PDCD5,PDGFA,PDGFC,PDGFD,PER1,PHB2,PHF1,PHF19,PIAS3,PINK1,PITHD1,PKD2,PKIG,PKM,PLAA,PLAT,PLCB1,PLCE1,PLCG2,PLD1,PLGRKT,PLK1,PLK3,PLPP3,PPM1F,PPP1R15A,PPP1R1B,PPP2R5A,PPP6R2,PRDX3,PRKAG1,PRKAG3,PRKAR1A,PRKAR1B,PRKAR2A,PRKCD,PRKCZ,PRKD1,PRR5,PRR5L,PRRC1,PSMA3,PSMB8,PSMB9,PSMC1,PSMC2,PSMC3,PSMC5,PSMD1,PSMD14,PSMD3,PTK2B,PTPN13,PTPRB,PTPRC,PTPRJ,PTTG1,PTX3,PXYLP1,RAB7A,RAD23A,RAD51,RAF1,RAMP1,RAP2C,RAPGEF3,RB1CC1,RCN3,RECK,REST,RGCC,RGMA,RGS14,RIF1,RNF14,RNF144A,RNF217,ROBO1,ROCK2,RPS6KA1,RPS6KA3,RPS6KB2,RYBP,S1PR2,SEMA7A,SENP1,SERPINB1,SERPINE1,SERPINE2,SESN2,SETD7,SFRP2,SH3BP5,SH3RF2,SHFL,SIRT2,SKP2,SLC27A1,SLC2A10,SLC8A3,SLIT2,SMARCA5,SMPD1,SMURF1,SOAT1,SOX9,SPHK1,SPI1,SPRED2,SPRY2,SQSTM1,SRC,STK11,STOX1,STUB1,SWAP70,TBC1D14,TCF7L2,TEK,TESK1,TFPI,TFRC,TGFB1,TGFB2,TGFBR1,TGFBR2,THBS4,TIA1,TIMP1,TLR9,TMEM259,TMEM9,TMEM98,TMTC3,TNFRSF11A,TNFRSF1B,TNIP1,TP63,TPD52L1,TPX2,TRAF3,TRAF3IP1,TRPT1,TRUB2,TSPO,TWF1,UACA,UBASH3B,UBE2Z,UBXN1,UHRF1,ULK1,UMODL1,USP13,USP19,USP25,VCP,VHL,VIM,VRK3,WDR48,WDR91,WFIKKN2,WNK3,WWTR1,XPO1,YEATS2,ZBTB7B,ZFP91,ZMIZ1,ZNF385A,ZYG11B


			GO:BP			positive regulation of macromolecule metabolic process			GO:0010604			7.30E-13			657			ABL1,ABLIM3,ACE,ACSL1,ACTA2,ACTC1,ACTR3,ACVR1,ADAM8,ADRA2A,ADRA2C,AFAP1L2,AGT,AGTR2,AHR,AIFM1,AJUBA,AKNA,AKT2,ALDH1A2,ANKIB1,ANKRD1,ANTXR1,ANXA2,APAF1,APOE,APP,ARAF,ARHGEF2,ARIH2,ARNTL,ARRDC3,ARX,ASB11,ASB5,ASPH,ASXL3,ATAD2,ATF3,ATF4,ATF5,ATM,ATOH8,ATP2A3,ATP2B4,ATP5IF1,ATXN3,AURKB,BAMBI,BBS7,BCAP31,BCAS3,BCL3,BCL6,BCL7B,BCL9,BID,BLM,BMP5,BMP6,BMP7,BRCA1,BRCA2,BTC,BVES,C1QTNF3,C3,C7H6ORF125,CAB39,CAB39L,CALCOCO1,CALM1,CALR,CAMKK2,CAMTA2,CAPN3,CARF,CASK,CASP9,CBLB,CCDC124,CCDC88A,CCL19,CCN1,CCNB1,CCNT2,CCPG1,CCT6A,CD14,CD2,CD200,CD276,CD40LG,CD44,CD80,CDC20,CDC25B,CDCA2,CDK5R1,CDON,CDT1,CEBPG,CENPE,CENPJ,CHCHD10,CHCHD2,CHD6,CHEK1,CHI3L1,CHTF18,CHURC1,CIB1,CITED1,CKAP2,CKS2,CLIP3,CLN6,CLPX,CLSPN,CLU,CNOT6,CNOT6L,CNTN1,COPS5,COPS8,CPEB3,CRADD,CREB3L1,CREB3L2,CREB5,CREBRF,CSDE1,CSF3,CSNK2B,CSPG4,CSRNP1,CSRNP3,CTC1,CTF1,CUL3,CUL4B,CUX2,CYFIP2,DAB2,DAPK1,DBF4,DCAF6,DCN,DCP2,DCUN1D2,DCUN1D4,DDR2,DDRGK1,DDX1,DDX3X,DDX58,DHX58,DIP2B,DISC1,DLC1,DLL1,DMRT2,DNAJB2,DNMT1,DNMT3B,DOCK7,DOT1L,DPF3,DROSHA,DTL,DTNBP1,DVL1,DYRK1B,E2F1,E2F7,E2F8,E4F1,EAF2,EBF2,EBF3,EDA,EFCAB7,EFNA1,EGF,EGLN1,EGR1,EGR2,EGR3,EIF4G1,ELF4,ELK3,ELK4,ELL2,EMILIN1,ENDOG,ENG,ENPP2,EPAS1,EPCAM,EPHA4,EPHA7,EPHB2,EPHX2,ERBB2,ERBB3,ERP29,ESR1,ESRRG,ETV1,ETV5,EYA2,EYA3,EZH2,EZR,F3,FAM162A,FAM20A,FAM98A,FANCI,FANCM,FAS,FBLN1,FBXW8,FGF1,FGF18,FGF21,FGF9,FGFR1,FGFR4,FHL5,FHOD1,FLT1,FMR1,FN1,FNIP1,FOS,FOXA3,FOXJ1,FOXM1,FOXO1,FXR1,FXR2,FYN,FZD10,FZD2,GAPDH,GATA2,GATA3,GDF11,GDF9,GGA1,GHR,GINS3,GJA1,GLI2,GLI3,GPC3,GPI,GPRC5B,GPS2,HBEGF,HCLS1,HDAC10,HDGFL2,HEY2,HGF,HHLA2,HIP1,HIVEP1,HK1,HLTF,HMCES,HOXA5,HPN,HSF1,HSF4,HSPA5,HTATIP2,IER2,IER3,IFIH1,IFT57,IKBKG,IL12RB2,IL15,IL16,IL17B,IL18,IL1R1,IL4I1,IL6R,IL6ST,INPP5F,INSR,IQGAP3,IRAK1,IRF5,IRF9,ITGA5,ITGA6,ITSN1,JUNB,KAT2B,KDM1A,KDM7A,KDM8,KDR,KHDRBS1,KIF14,KIT,KLF13,KLF4,KLHL17,LARP4,LCK,LDB2,LEPR,LGALS9,LGR4,LMO1,LMO2,LOC100511937,LOC102158443,LPCAT1,LPCAT3,LPIN1,LPIN3,LRP4,LRP8,LRRCC1,LRRK1,LRRK2,LRRTM3,LUM,LYAR,LYN,MAFF,MAML3,MAP2K2,MAP3K10,MAP3K13,MAPK14,MAPKAPK2,MARCHF2,MARS1,MASTL,MAVS,MBTD1,MDK,MDM2,MED15,MEF2A,MEF2C,MEF2D,MEIS3,MEOX2,MET,MGA,MITF,MLXIP,MLXIPL,MMD,MOSPD1,MRE11,MRPS27,MSH2,MSTN,MTDH,MUL1,MUSK,MYBL1,MYBL2,MYCN,MYF5,MYF6,MYLK2,NABP2,NAMPT,NANS,NBAS,NCOA2,NEK2,NEK4,NEURL1,NFATC1,NFATC3,NFATC4,NFE2L2,NFIB,NFIL3,NFKBIA,NGFR,NIBAN1,NIBAN2,NMI,NOC2L,NOCT,NOS1,NOS3,NPAS3,NR0B2,NR1D2,NR1H2,NR1I3,NR2F1,NR4A3,NR5A2,NRDC,NSD2,NTF4,NTRK3,OGT,PABPC1,PACSIN3,PAIP1,PARK7,PARM1,PARP14,PARP16,PARP3,PARP9,PATL1,PATZ1,PBX3,PCBP1,PCOLCE,PCOLCE2,PCSK9,PDCD5,PDE4B,PDE4D,PDGFA,PDGFC,PDGFD,PER1,PFKM,PHB2,PHF1,PHF19,PIAS3,PIK3R2,PINK1,PITHD1,PKD2,PKM,PLAG1,PLAGL1,PLCB1,PLCG2,PLD1,PLGRKT,PLK1,PLK3,PLPP3,POLR3A,POLR3D,POT1,PPARA,PPARGC1A,PPARGC1B,PPM1A,PPM1F,PPP1R15A,PPP1R3G,PPP2R5A,PPP3CA,PPP3CB,PRDM1,PRDM5,PRDX6,PRIM2,PRKAG1,PRKCD,PRKCQ,PRKCZ,PRKD1,PRR5,PRR5L,PRRC1,PSMC1,PSMC2,PSMC3,PSMC3IP,PSMC5,PSMD14,PTGES2,PTGES3,PTK2B,PTPRC,PTPRN,PXYLP1,RAB29,RAB7A,RAD23A,RAD51,RAD51AP1,RAF1,RAMP1,RAP2C,RAPGEF3,RB1CC1,RBBP8,RBM15,RBM20,RBM38,RBPJ,RCN3,REST,RFC3,RFC5,RGCC,RGMA,RIF1,RNF14,RNF144A,RNF207,RNF217,ROBO1,ROCK2,RORA,RPS6KA1,RPS6KA3,RPS6KB2,RXRG,RYBP,S1PR2,SEMA7A,SENP1,SERPINE1,SERTAD1,SFR1,SFRP2,SH3RF2,SHC1,SIRT2,SKP2,SLC27A1,SLC2A10,SLC38A2,SLC38A3,SLF1,SMAD2,SMARCA5,SMO,SMPD1,SMURF1,SOAT1,SOX11,SOX9,SPHK1,SPI1,SPIDR,SPP1,SPRY2,SRC,SREBF2,SRF,SS18,SSBP4,STAT1,STAT5B,STING1,STK11,STOX1,STOX2,STUB1,SULF1,SULF2,SUPT16H,SUPV3L1,TAF11,TAF12,TBC1D14,TBL1XR1,TBX15,TBX18,TCF12,TCF3,TCF4,TCF7L2,TEAD1,TEAD2,TEAD4,TEK,TESK1,TET3,TFEB,TFRC,TGFB1,TGFB2,TGFB3,TGFBR1,TGFBR2,THAP11,THBS4,THOC5,TIGAR,TIMELESS,TLR5,TLR9,TMEM259,TMEM9B,TMTC3,TNC,TNFRSF11A,TNFRSF1B,TNIP1,TOP2A,TOP2B,TOX,TOX3,TP53INP2,TP63,TP73,TPD52L1,TPX2,TRAF3IP2,TRAF5,TRAPPC13,TRUB2,TTC21B,TTC5,UACA,UHRF1,USF2,USP13,VCP,VIM,VRK3,WDR43,WDR48,WDR77,WHRN,WNK3,WRN,WWTR1,ZBTB16,ZBTB20,ZBTB7B,ZBTB7C,ZEB1,ZFP30,ZFP91,ZFPM2,ZIC3,ZMIZ1,ZNF142,ZNF175,ZNF235,ZNF287,ZNF300,ZNF395,ZNF423,ZNF711,ZNF76,ZXDC,ZYG11B


			GO:BP			carboxylic acid metabolic process			GO:0019752			8.84E-13			213			AARS1,AASDHPPT,ABHD3,ACACA,ACAD10,ACADL,ACADM,ACADS,ACADVL,ACAT1,ACCS,ACO1,ACO2,ACOT7,ACOT8,ACOX2,ACSBG1,ACSL1,ACSL4,ACSM4,ACSM5,ACSS1,ACY1,ADHFE1,AKR1A1,AKT2,ALDH18A1,ALDH1A2,ALDH1L2,ALDH4A1,ALDH6A1,ALDOC,ANKRD23,APIP,APP,ASAH1,ASL,ASNS,ASS1,ATF4,ATP2B4,AUH,AZIN2,BCAT1,BCAT2,BCKDHA,BCKDHB,BRCA1,CARNMT1,CARNS1,CARS1,CDS1,CPS1,CPT1B,CPT1C,CPT2,CRABP1,CRABP2,CRAT,CRYL1,CYP1A1,CYP27A1,CYP2F1,CYP7B1,DCTPP1,DDO,DECR1,DEDD,DLAT,DLD,DLST,E4F1,ECH1,ENO3,ENOSF1,ETFA,ETFB,ETFDH,FAAH,FADS1,FADS2,FAH,FARSA,FGFR4,FH,FMO1,FMO2,GAMT,GAPDH,GARS1,GATB,GBA2,GCDH,GCLC,GFPT1,GFPT2,GGT5,GLUL,GOT1,GPAT2,GPAT4,GPD1,GPI,GPT2,GRHPR,GSTZ1,HADH,HADHA,HADHB,HAGH,HAGHL,HAO2,HIBADH,HK1,HK2,HSD17B10,HYI,IDH2,IDH3B,IER3,IL4I1,INSR,KLHL12,KYAT1,KYAT3,LDHA,LDHB,LDHD,LIAS,LIPE,LIPG,LOC100519130,LONP2,LPCAT1,LPIN1,LPIN3,LTC4S,MAPK14,MARS1,MCCC2,MDH1,MDH2,ME1,ME3,MFSD2A,MID1IP1,MLXIPL,MMUT,MRI1,MTHFD1L,MTHFR,NDUFAB1,NOS1,NOS3,NOXRED1,NR1H2,NR5A2,OAT,ODC1,OGDH,OGT,OTC,OXSM,PARK7,PC,PCBD1,PDHA1,PDHB,PDHX,PDK2,PDK4,PEX2,PFKM,PGAM2,PGK1,PKM,PLA2G4A,PLAA,PLOD2,PM20D1,PNKD,PPARA,PRKAB2,PRKAG1,PRKAG3,PTGES2,PTGES3,PTGR2,PXK,PYCR2,RBP1,SARS1,SDHA,SESN2,SGPL1,SLC1A3,SLC25A44,SLC27A1,SLC27A3,SLC37A4,SLC38A1,SLC7A7,SOX9,TIGAR,TPI1,TREX1,TST,UCP3,UGDH,VARS2,WDTC1,ZBTB20,ZBTB7A


			GO:BP			regulation of cell differentiation			GO:0045595			1.05E-12			300			ABCA5,ABI3BP,ABL1,ACVR1,ADAM8,ADAMTS12,ADAMTS20,ADAMTS7,ADAMTS9,ADGRA2,ADM,ADRA2C,AGT,ANXA2,APP,ARHGEF2,ATAT1,ATF4,ATOH8,BAMBI,BBS12,BCL6,BCL7B,BEND6,BHLHB9,BHLHE41,BIN1,BMP6,BMP7,BOC,C7H6ORF125,CALR,CAPN3,CAPRIN2,CCN1,CCN3,CCN4,CCNB1,CCNB2,CD109,CDON,CDS1,CHRD,CIB1,CITED1,CNTN4,COL5A1,COL5A2,CRABP2,CSF3,CTHRC1,CTNNA1,CUL4A,CUL7,CUX2,CYB5D2,DAB2,DACT3,DDR2,DIP2B,DISC1,DLK2,DLL1,DNMT1,DPYSL5,DROSHA,DUSP10,E2F1,EFNA1,EFNB3,EGR2,EGR3,EID1,EIF4G1,ENG,EPHA4,EPHA7,EPHB2,ERBB2,EZH2,FAM210B,FANCA,FANCD2,FBN1,FBN2,FBXO5,FBXW8,FES,FGF18,FGF9,FGFR1,FLOT2,FN1,FNDC5,FNIP1,FOS,FOXJ1,FRZB,FST,GATA2,GATA3,GDF11,GDF9,GJA1,GLI2,GLI3,GPS2,HCLS1,HES6,HEY2,HLTF,HOXA5,HPN,HSF1,HSF4,HSPA9,IGFBP5,IL15,IL17RD,IL18,IL4I1,IL6ST,IQCB1,ITGAV,ITGB1,JADE2,JUNB,KDM1A,KDR,KEAP1,KIF14,KIT,KLF13,KLF4,KLHL12,LIMK1,LNPK,LOX,LRP4,LRP8,LRRK2,LTBP3,LYN,MAFF,MAN2A1,MAP3K13,MAP6,MAPK14,MBNL3,MDK,MDM2,MEF2C,METRNL,MIB1,MITF,MMD,MMP14,MSTN,MYCN,MYF5,NANS,NEFL,NEURL1,NFATC1,NFATC3,NFATC4,NFE2L2,NFKBIA,NFKBIZ,NIN,NLN,NOCT,NOTCH2,NR1D2,NTF4,NUMBL,OBSL1,PDCD4,PDE3A,PDGFRA,PDPN,PHLDB2,PI16,PIAS3,PITHD1,PKDCC,PLAG1,PLCB1,PLEKHB1,PLEKHB2,PLPP7,PLXNA1,PLXNA2,PLXNA3,PLXNB3,PLXND1,PPARA,PPARGC1B,PPP3CA,PRDM1,PRKCH,PRKCI,PRKCZ,PRKD1,PROM1,PTBP3,PTK2B,PTN,PTPRC,PTPRD,PTPRS,RASSF10,RBM15,RBM38,RBP1,RBPJ,RCOR1,RECK,REST,RGCC,RHEB,RND2,ROBO1,ROCK2,RORA,RRAS,S1PR2,S1PR3,SAV1,SDHAF2,SEMA3E,SEMA3G,SEMA4F,SEMA5B,SEMA6A,SEMA6C,SEMA7A,SERPINE1,SERPINE2,SFRP2,SGPP1,SIRT2,SLITRK1,SMAD2,SMO,SORT1,SOX11,SOX9,SPART,SPI1,SPRY2,SRF,STAT1,STAT5B,STK11,STK3,SUCO,TAPBPL,TCF12,TCF7L2,TCIRG1,TEAD2,TENM4,TGFB1,TGFB2,TGFB3,TGFBR1,TGFBR2,TIAM1,TLR9,TMEM53,TMEM98,TNFRSF1B,TNFRSF21,TOX,TP63,TP73,TRIM72,TRIO,TSKU,TWF2,UBASH3B,VASN,VHL,WDR6,WIF1,WWTR1,XKR8,ZBTB1,ZBTB16,ZBTB7B,ZBTB7C,ZEB1,ZFP91,ZFPM2,ZFYVE27,ZHX2,ZMIZ1,ZNF385A,ZNF536


			GO:BP			axon development			GO:0061564			1.08E-12			123			ABL1,AFG3L2,APOD,APP,ARHGEF25,ARX,BMP7,BOC,BSG,CDH11,CDH2,CDK5R1,CNP,CNR1,CNTN1,CNTN4,CRABP2,CRMP1,DCX,DIP2B,DOCK7,DPYSL5,DVL1,EDNRA,EFNA1,EFNB3,EGR2,EIF3J,EMB,EPHA3,EPHA4,EPHA7,EPHB2,EPHB3,EPHB4,ERBB2,ETV1,EXT1,FLRT3,FN1,GATA3,GFRA3,GLI2,GLI3,GRM7,IGSF9,INPP5F,ITGB1,KIF5C,KLF4,LIMK1,LRP4,LRRC4C,LRTM1,MAP1A,MAP1B,MAP1S,MAP3K13,MAP6,MYOT,NEFL,NEO1,NEXN,NFIB,NGFR,NIN,NRCAM,NTN3,NUMBL,PAK3,PLPPR4,PLXNA1,PLXNA2,PLXNA3,PLXNB3,PLXND1,PTK7,PTPRS,PTPRZ1,RAB3A,RAC2,RGMA,RND2,RNF165,ROBO1,RUFY3,SCARF1,SCN1B,SEMA3A,SEMA3E,SEMA3G,SEMA4F,SEMA5B,SEMA6A,SEMA6C,SEMA7A,SIPA1L1,SLIT1,SLIT2,SLIT3,SLITRK1,SLITRK2,SLITRK4,SLITRK5,SLITRK6,SMO,SPART,SPG11,SRF,STK11,STXBP1,TNC,TOP2B,TRIO,TSKU,TTC8,TWF2,ULK1,UNC5B,UST,VASH2,WDR47,ZFYVE27


			GO:BP			positive regulation of multicellular organismal process			GO:0051240			1.12E-12			306			ABI3BP,ABL1,ACSL1,ACVR1,ADAM8,ADGRB3,ADGRL2,ADIPOR2,ADM,ADRA1D,ADRA2A,AFAP1L2,AGT,AMOT,ANXA2,APOE,APP,ARHGEF2,ARX,ATF4,ATP2A1,BAMBI,BCL3,BCL6,BCL7B,BHLHB9,BIN1,BMP6,BMP7,BMPER,BRCA1,C1QTNF3,C3,CAPN3,CAPRIN2,CBLB,CCN1,CD14,CD2,CD200,CD276,CD40LG,CD80,CEBPG,CFAP20,CHI3L1,CIB1,CLSTN2,CLSTN3,CLU,COX1,CPT1C,CPT2,CRABP2,CTSC,CUL7,CUX2,DAB2,DDX1,DDX3X,DDX58,DECR1,DEF8,DHPS,DHX58,DISC1,DLG5,DLL1,DNAJA3,DOCK8,DPP4,DUSP10,EBF2,EFNB3,EGF,EGR1,EGR2,EGR3,EMILIN1,EMILIN2,ENG,EPAS1,EPHB2,EPHB3,ERBB3,ESRRG,EZH2,EZR,F3,FBN2,FBXW8,FCHO1,FES,FGF1,FGF18,FGF21,FGF9,FH,FLOT2,FLRT3,FLT1,FN1,FOS,FOXJ1,FST,FZD9,G0S2,GAB1,GAPDH,GATA2,GATA3,GHR,GLI3,GOLT1B,GRB10,GRID2,GRPR,HADH,HCLS1,HEY2,HGF,HHLA2,HK1,HK2,HMCES,HRC,HRH1,HSF1,HSPB6,IFIH1,IL12RB2,IL15,IL16,IL17B,IL18,IL1R1,IL4I1,IL6R,IL6ST,IQGAP3,IRAK1,IRF5,ITGA5,ITGB1,JADE2,KDM1A,KDR,KIT,KLF4,KLHL12,LCK,LEPR,LGR4,LIMK1,LIPG,LOC100523213,LPCAT3,LRP8,LRRC4B,LRRN1,LRRN3,LRRTM3,LTBP3,LUM,MAN2A1,MAP3K13,MAP6,MAPK14,MAPKAPK2,MAVS,MDK,MEF2A,MEF2C,MFN2,MKKS,MMP14,MMRN2,MSH2,MTDH,MYMK,NEFL,NEURL1,NFATC4,NFE2L2,NFKBIZ,NGFR,NIN,NOS3,NOTCH2,NR1H2,NSD2,NUMBL,OBSL1,OGT,OMA1,OXTR,PAK4,PARK7,PDE4B,PDE4D,PDE9A,PDGFC,PDPN,PKDCC,PKM,PLA2G4A,PLAG1,PLCB1,PLCG2,PLEKHM1,PLXNA1,PLXNA2,PLXNA3,PLXNB3,PLXND1,POLR3A,POLR3D,PPARGC1A,PPARGC1B,PPP3CA,PRKAB2,PRKCH,PRKCI,PRKCQ,PRKCZ,PRKD1,PTK2B,PTN,PTPRC,PTPRD,RAPGEF3,RASSF10,RBPJ,RGCC,RHEB,RIF1,RND2,ROBO1,RORA,RPS6KA1,RRAS,SCN3B,SEMA7A,SERPINE1,SERPINE2,SFRP2,SLC27A1,SLITRK1,SLITRK2,SLITRK4,SLITRK5,SLITRK6,SMAD2,SMO,SMTNL2,SOX11,SOX9,SPHK1,SPI1,SPP1,SRF,SRPX2,STAT1,STAT5B,STING1,STK11,STOX1,SULF1,SULF2,TAPBPL,TCF7L2,TEAD4,TEK,TENM4,TFRC,TGFB1,TGFB2,TGFB3,TGFBR1,TGFBR2,TLR5,TLR9,TNFRSF11A,TNFRSF1B,TOX,TP63,TP73,TPBG,TRAPPC13,TSKU,TWF1,TWF2,UCP2,VAMP8,VASH2,VCAM1,WWTR1,YBX3,ZBTB1,ZBTB16,ZBTB20,ZBTB7B,ZFPM2,ZFYVE27,ZMIZ1,ZNF703


			GO:BP			positive regulation of developmental process			GO:0051094			1.40E-12			260			ABI3BP,ABL1,ACVR1,ADAM8,ADAMTS20,ADAMTS9,ADGRB3,ADGRL2,ADM,ADRA2C,AGT,AMOT,APOE,ARHGEF2,ARX,ATF4,ATOH8,BAMBI,BCL6,BCL7B,BEND6,BHLHB9,BIN1,BMP5,BMP6,BMP7,BMPER,BNIP3,BOC,BRCA1,C3,CAPN3,CAPRIN2,CCN1,CCN4,CDC20,CDON,CDS1,CHI3L1,CLSTN2,CLSTN3,CORO1B,CORO1C,CRABP2,CSF3,CTHRC1,CUL7,CUX2,CYB5D2,DAB2,DCN,DDHD2,DDR2,DISC1,DLG5,DLL1,DMRT2,DUSP10,EGF,EGR2,EGR3,EIF4G1,EMILIN1,EMILIN2,ENG,ENPP2,EPHB2,EPHB3,ERBB3,EZH2,EZR,F3,FAM210B,FBN2,FBXO5,FBXW8,FES,FGF1,FGF18,FGF9,FGFR1,FLRT3,FLT1,FN1,FNDC5,FOS,FOXJ1,FRZB,FST,FZD9,GAB1,GATA2,GATA3,GDF9,GHR,GJA1,GLI2,GLI3,GRID2,HCLS1,HEY2,HK2,HMCES,HOXA5,HSF1,HSF4,HSPB6,IL15,IL18,IL4I1,IL6ST,INSR,IQGAP3,ITGA5,ITGB1,JADE2,JUNB,KDM1A,KDR,KIT,KLF4,LGR4,LIMK1,LRP8,LRRC4B,LRRN1,LRRN3,LRRTM3,LTBP3,MAN2A1,MAP3K13,MAP6,MAPK14,MDK,MDM2,MEF2C,METRNL,MKKS,MMD,MMP14,MMRN2,MSH2,MTDH,MUL1,MYF5,NEDD4L,NEFL,NEURL1,NFKBIZ,NGFR,NIN,NOCT,NOS3,NOTCH2,NSD2,NUMBL,OBSL1,PAK4,PDE3A,PDPN,PHLDB2,PINK1,PITHD1,PKDCC,PKM,PLAA,PLAG1,PLCB1,PLXNA1,PLXNA2,PLXNA3,PLXNB3,PLXND1,PPARGC1A,PPARGC1B,PPP3CA,PRKCH,PRKCI,PRKCZ,PRKD1,PROM1,PTK2B,PTN,PTPRC,PTPRD,RAPGEF3,RASSF10,RBPJ,RCOR1,RGCC,RHEB,RIF1,RIMS1,RND2,ROBO1,RRAS,S1PR2,SAV1,SCARF1,SEMA7A,SERPINE1,SERPINE2,SFRP2,SIRT2,SLITRK1,SLITRK2,SLITRK4,SLITRK5,SLITRK6,SMAD2,SMO,SMURF1,SOX11,SOX9,SPHK1,SPI1,SRC,SRF,SRPX2,STAT1,STAT5B,STK11,STK3,STOX1,SUCO,SYT2,TAPBPL,TCF12,TCF7L2,TEAD4,TEK,TENM4,TFRC,TGFB1,TGFB2,TGFB3,TGFBR1,TGFBR2,TNFRSF1B,TOX,TP63,TP73,TPBG,TRAPPC13,TWF2,VASH2,WIF1,WWTR1,XKR8,YBX3,ZBTB1,ZBTB16,ZBTB7B,ZBTB7C,ZEB1,ZFPM2,ZFYVE27,ZMIZ1,ZNF385A,ZNF703


			GO:BP			positive regulation of protein metabolic process			GO:0051247			1.50E-12			312			ABL1,ACE,ACSL1,ACVR1,ADAM8,ADRA2A,ADRA2C,AGT,AGTR2,AIFM1,AJUBA,AKT2,ANKIB1,ANTXR1,ANXA2,APAF1,APOE,APP,ARAF,ARHGEF2,ARIH2,ARNTL,ARRDC3,ASB11,ASB5,ASPH,ATP2A3,ATP2B4,ATP5IF1,ATXN3,BBS7,BCAP31,BCL3,BCL6,BID,BMP5,BMP6,BMP7,BRCA1,BTC,C3,C7H6ORF125,CAB39,CAB39L,CALM1,CAMKK2,CAPN3,CASP9,CBLB,CCDC88A,CCL19,CCN1,CCNB1,CCNT2,CD40LG,CD44,CD80,CDC20,CDC25B,CDCA2,CDK5R1,CDON,CENPE,CHI3L1,CIB1,CKS2,CLIP3,CLN6,CLPX,CLSPN,CLU,COPS5,COPS8,CRADD,CSDE1,CSF3,CSNK2B,CSPG4,CTF1,CUL3,CUL4B,CYFIP2,DAB2,DAPK1,DBF4,DCUN1D2,DCUN1D4,DDR2,DDRGK1,DDX3X,DDX58,DIP2B,DISC1,DLC1,DNAJB2,DOCK7,DTL,DVL1,EFNA1,EGF,EGR1,EIF4G1,ENG,ENPP2,EPHA4,EPHA7,ERBB2,ERBB3,ERP29,EZH2,EZR,F3,FAM162A,FAM20A,FANCI,FANCM,FAS,FBLN1,FBXW8,FGF1,FGF18,FGF21,FGFR1,FGFR4,FLT1,FMR1,FN1,FNIP1,FOXO1,FXR1,FXR2,FYN,FZD10,GATA3,GDF11,GDF9,GGA1,GHR,GPC3,GPRC5B,HBEGF,HCLS1,HGF,HIP1,HPN,HSPA5,IER3,IFT57,IL15,IL18,IL6R,IL6ST,INSR,IQGAP3,IRAK1,ITGA5,ITSN1,KDM1A,KDR,KHDRBS1,KIF14,KIT,KLF4,LARP4,LCK,LEPR,LOC100511937,LPCAT1,LPCAT3,LRP4,LRP8,LRRCC1,LRRK1,LRRK2,LRRTM3,LYN,MAP2K2,MAP3K10,MAP3K13,MARCHF2,MASTL,MAVS,MDM2,MMD,MRE11,MRPS27,MUL1,MUSK,NANS,NEURL1,NFKBIA,NGFR,NIBAN1,NMI,NOS1,NR1H2,NRDC,NTF4,NTRK3,OGT,PABPC1,PACSIN3,PAIP1,PARK7,PARP14,PARP16,PARP9,PCOLCE,PCOLCE2,PCSK9,PDCD5,PDGFA,PDGFC,PDGFD,PHB2,PHF1,PHF19,PIAS3,PINK1,PKD2,PKM,PLCB1,PLCG2,PLD1,PLGRKT,PLK1,PLK3,PLPP3,PPM1F,PPP1R15A,PPP2R5A,PRKCD,PRKD1,PRR5,PRR5L,PRRC1,PSMC1,PSMC2,PSMC3,PSMC5,PSMD14,PTK2B,PTPRC,PXYLP1,RAB7A,RAD23A,RAF1,RAMP1,RAP2C,RAPGEF3,RB1CC1,RCN3,REST,RGCC,RGMA,RIF1,RNF14,RNF144A,RNF217,ROBO1,ROCK2,RPS6KB2,S1PR2,SEMA7A,SENP1,SFRP2,SH3RF2,SIRT2,SKP2,SLC27A1,SLC2A10,SMARCA5,SMPD1,SMURF1,SOAT1,SOX9,SPHK1,SPRY2,SRC,STK11,STOX1,STUB1,TBC1D14,TCF7L2,TEK,TESK1,TFRC,TGFB1,TGFB2,TGFBR1,TGFBR2,THBS4,TLR9,TMEM259,TMTC3,TNFRSF11A,TNFRSF1B,TNIP1,TPD52L1,TPX2,TRUB2,UACA,UHRF1,USP13,VCP,VIM,VRK3,WDR48,WNK3,ZBTB7B,ZFP91,ZYG11B


			GO:BP			positive regulation of cell projection organization			GO:0031346			2.07E-12			83			ABL2,ACTR3,ANLN,APOE,AVIL,BHLHB9,BMP5,BMP7,CAPRIN2,CCDC88A,CCP110,CDC42EP3,CENPJ,CNTN1,CORO1B,CORO1C,CRABP2,CROCC,CUL7,CUX2,DEF8,DVL1,DYNLL1,DZIP1,ENPP2,EPHA3,EPS8,EPS8L2,FAM98A,FBXW8,FES,FN1,FNBP1L,FSCN1,FYN,IFT88,LIMK1,LRP8,LYN,MAP3K13,MAP6,MDK,MNS1,MSTN,NEFL,NEGR1,NEURL1,NIN,OBSL1,PLCE1,PLEKHM1,PLXNA1,PLXNA2,PLXNA3,PLXNB3,PLXND1,PRKCI,PRKD1,PTK2B,PTK7,PTN,PTPRD,RAC2,RIPOR2,RND2,ROBO1,ROR2,SCARF1,SCN1B,SEMA7A,SEPTIN9,SLITRK1,SRC,SRF,STK11,STMN2,TAPT1,TGFBR1,TOX,TWF1,TWF2,WASF2,ZFYVE27


			GO:BP			muscle structure development			GO:0061061			2.09E-12			150			ACADM,ACTA1,ACTC1,ACTN2,ACVR1,ADAMTS15,ADGRB3,ADM,AFG3L2,ALPK2,ANKRD1,ANKRD23,ASB2,ATF3,BCL9,BHLHE41,BIN1,BOC,BVES,C7H6ORF125,CACNA1S,CAPN3,CASQ1,CAV2,CCN3,CCNT2,CD9,CDH2,CDON,CHRNA1,CHRND,COL11A1,CSRP2,DLL1,DNMT1,DOCK5,DUSP29,DYRK1B,EDNRA,EGLN1,EGR1,EGR2,ENG,EPAS1,ERBB3,ETV1,EZH2,FBXO40,FHL1,FHOD3,FLNC,FLOT2,FOS,FXR1,FZD2,HDGFL2,HEY2,HOMER1,IGFBP5,IL18,ITGB1,JPH1,KIT,LMOD2,LOC100736765,LOX,MAFF,MAPK14,MBNL3,MDM2,MEF2A,MEF2C,MEF2D,MEOX2,MKX,MMP14,MSC,MSTN,MYBPC3,MYF5,MYF6,MYH11,MYH14,MYLK2,MYLPF,MYMK,MYO18B,MYOF,MYOM2,MYOZ1,MYPN,NEB,NFATC1,NFATC3,NFATC4,NLN,NR1D2,NRAP,PDCD4,PDGFRA,PDLIM2,PDLIM5,PGM5,PI16,PLCB1,PLEKHO1,PLPP7,POPDC2,POPDC3,PPP3CA,PPP3CB,PRKAR1A,PTGFRN,RBM38,RBPJ,REST,RIPOR2,RNF165,RORA,S1PR1,SDC1,SELENON,SGCD,SIRT2,SMO,SORT1,SOX11,SOX9,SPG11,SRF,SVIL,SYPL2,TBX18,TCAP,TCF7L2,TGFB1,TGFBR1,TMEM204,TMOD4,TNNT2,TPM1,TRIM72,VRK3,WFIKKN2,XIRP2,XKR8,YBX3,ZEB1,ZFP91,ZFPM2


			GO:BP			regulation of nitrogen compound metabolic process			GO:0051171			2.39E-12			1013			AARS1,ABL1,ABLIM3,ACE,ACO1,ACOT8,ACSL1,ACTR3,ACVR1,ADAM8,ADNP,ADRA2A,ADRA2C,AEBP1,AFAP1L2,AGT,AGTR2,AHR,AIFM1,AJUBA,AKNA,AKT1S1,AKT2,ANKIB1,ANKRD1,ANKRD2,ANTXR1,ANXA2,ANXA8,APAF1,APLP1,APOD,APOE,APP,AQP11,ARAF,ARHGEF2,ARIH2,ARNTL,ARRDC3,ARX,ASB11,ASB5,ASL,ASPH,ASS1,ASXL3,ATAD2,ATF3,ATF4,ATF5,ATM,ATOH8,ATP1B3,ATP2A3,ATP2B4,ATP5IF1,ATR,ATXN1,ATXN3,AURKB,AZIN2,BAG3,BAMBI,BBS7,BCAP31,BCAS3,BCL11A,BCL3,BCL6,BCL7B,BCL9,BCORL1,BCR,BDKRB2,BEND6,BHLHE41,BID,BIN1,BLM,BMP5,BMP6,BMP7,BMPER,BOD1,BRCA1,BRCA2,BRD3,BRIP1,BST1,BTC,BUB1B,BZW2,C3,C4A,C7H6ORF125,CAB39,CAB39L,CALCOCO1,CALCR,CALM1,CALR,CAMK2A,CAMKK2,CAMTA2,CAPN3,CAPRIN2,CARF,CARHSP1,CASK,CASP9,CAT,CBL,CBLB,CBX2,CBX3,CBX4,CC2D1B,CCDC124,CCDC88A,CCDC88C,CCL19,CCN1,CCNB1,CCNB2,CCNB3,CCNE1,CCNE2,CCNG2,CCNL1,CCNL2,CCNT2,CCPG1,CCT6A,CD109,CD200,CD40LG,CD44,CD80,CDC20,CDC25B,CDCA2,CDCA7,CDCA7L,CDK14,CDK17,CDK5R1,CDON,CDT1,CEBPG,CENPE,CENPF,CENPJ,CEP85,CHCHD10,CHCHD2,CHD3,CHD6,CHEK1,CHI3L1,CHTF18,CHURC1,CIB1,CIPC,CITED1,CKAP2,CKB,CKS2,CLIP3,CLK3,CLN6,CLPX,CLSPN,CLU,CNOT6,CNOT6L,COL7A1,COPS5,COPS8,CORO1C,CPAMD8,CPEB3,CPEB4,CRADD,CREB3L1,CREB3L2,CREB5,CREBRF,CREM,CRY2,CRYM,CSDC2,CSDE1,CSF3,CSNK2B,CSPG4,CSRNP1,CSRNP3,CST6,CTC1,CTF1,CTSA,CTSZ,CUL3,CUL4A,CUL4B,CUX2,CYFIP2,DAB2,DAPK1,DBF4,DBNDD1,DBX1,DCAF6,DCN,DCP2,DCUN1D2,DCUN1D4,DDR2,DDRGK1,DDX3X,DDX58,DEDD,DHCR24,DIP2B,DISC1,DKK3,DLC1,DLL1,DMRT2,DNAJA3,DNAJB2,DNAJC1,DNAJC17,DNAJC24,DNMT1,DNMT3B,DOCK7,DOT1L,DPF3,DROSHA,DTL,DTNBP1,DUSP1,DUSP10,DUSP26,DVL1,DYRK1B,E2F1,E2F6,E2F7,E2F8,E4F1,EAF2,EBF1,EBF2,EBF3,EBF4,EDA,EFCAB7,EFNA1,EGF,EGLN1,EGR1,EGR2,EGR3,EHMT2,EID1,EIF1,EIF4A2,EIF4EBP1,EIF4G1,ELF4,ELK3,ELK4,ELL2,EMILIN1,ENC1,ENDOG,ENG,ENPP2,EPAS1,EPCAM,EPHA4,EPHA7,EPHB2,ERBB2,ERBB3,ERBIN,ERP29,ESCO1,ESR1,ESRRA,ESRRG,ETF1,ETV1,ETV5,EYA2,EYA3,EZH2,EZR,F3,FAM162A,FAM20A,FAM83D,FANCA,FANCD2,FANCI,FANCM,FAS,FASTK,FASTKD1,FBLN1,FBXO5,FBXW8,FER,FGF1,FGF18,FGF21,FGF9,FGFR1,FGFR4,FHL2,FHL5,FHOD1,FIGNL1,FLOT2,FLT1,FMR1,FN1,FNIP1,FOS,FOXA3,FOXJ1,FOXM1,FOXN3,FOXO1,FOXP2,FRY,FST,FXR1,FXR2,FYN,FZD10,FZD2,GADD45B,GAPDH,GATA2,GATA3,GCLC,GDF11,GDF9,GGA1,GHR,GINS3,GLI2,GLI3,GPC3,GPD1,GPR37,GPRC5B,GPS2,GTF2IRD1,GUCA1B,HBEGF,HBS1L,HCLS1,HDAC10,HDGFL2,HES6,HEY2,HGF,HHATL,HIC1,HIF3A,HIP1,HIVEP1,HIVEP2,HLTF,HMCES,HMGCR,HMMR,HOXA3,HOXA5,HPN,HR,HRC,HSF1,HSF4,HSPA5,HTATIP2,ICMT,IER2,IER3,IFT57,IGFBP5,IGSF1,IKBKG,IL15,IL18,IL4I1,IL6R,IL6ST,INPP5F,INPP5J,INSR,IQGAP3,IRAK1,IRAK2,IRF5,IRF9,ITGA5,ITGA6,ITGAV,ITIH3,ITIH4,ITM2A,ITSN1,IVNS1ABP,JADE2,JADE3,JMJD1C,JUNB,KAT2B,KBTBD8,KDM1A,KDM7A,KDM8,KDR,KEAP1,KHDRBS1,KIF14,KIFC1,KIT,KLF13,KLF4,KLHL15,KLHL17,KLHL31,LARP4,LCK,LDB2,LDLRAD3,LEPR,LGR4,LIMK1,LIN37,LIN54,LIPG,LMCD1,LMO1,LMO2,LOC100511937,LOC100513741,LOC100517129,LOC100623035,LOC102158443,LOC110255204,LOC110258620,LOC110259371,LOX,LPCAT1,LPCAT3,LPIN1,LPIN3,LRP4,LRP8,LRRC7,LRRCC1,LRRFIP1,LRRFIP2,LRRK1,LRRK2,LRRTM3,LUM,LXN,LYAR,LYN,MAF1,MAFF,MAFK,MAGEH1,MAML3,MAP2K2,MAP3K10,MAP3K13,MAPK14,MAPK8IP1,MAPKAPK2,MARCHF2,MARS1,MASTL,MAVS,MBD2,MBD3,MBNL1,MBNL3,MBTD1,MDK,MDM2,ME1,MED15,MED8,MEF2A,MEF2C,MEF2D,MEIS3,MEOX2,MET,MFSD2A,MGA,MGAT5,MICAL1,MITF,MKX,MLIP,MLXIP,MLXIPL,MMD,MN1,MOSPD1,MRE11,MRPS27,MSC,MSH2,MSH6,MSI1,MSTN,MTA3,MTBP,MTDH,MTERF3,MTG1,MTHFR,MUL1,MUSK,MXD3,MYBL1,MYBL2,MYCN,MYEF2,MYF5,MYF6,MYOZ1,NABP2,NAMPT,NANS,NBAS,NCAPG2,NCOA2,NDN,NDUFS4,NECAB3,NEIL1,NEK2,NEK3,NEK4,NEURL1,NFATC1,NFATC3,NFATC4,NFE2L1,NFE2L2,NFE2L3,NFIB,NFIL3,NFKBIA,NFKBIB,NFKBIL1,NFXL1,NGFR,NIBAN1,NIBAN2,NMI,NOC2L,NOCT,NOL4L,NONO,NOS1,NOS3,NOSTRIN,NOTCH2,NOTCH3,NOVA1,NPAS3,NQO1,NR0B2,NR1D2,NR1H2,NR1I3,NR2F1,NR2F6,NR4A3,NR5A2,NRDC,NSD2,NTF4,NTRK3,NUDT15,NUP107,OBI1,OGT,OPHN1,ORC3,ORMDL1,ORMDL2,OTUB2,PABPC1,PABPC4,PACSIN3,PAIP1,PAQR3,PARG,PARK7,PARM1,PARP14,PARP16,PARP3,PARP9,PARPBP,PASK,PATL1,PATZ1,PBK,PBX3,PBX4,PCBP1,PCOLCE,PCOLCE2,PCSK9,PDCD4,PDCD5,PDE3A,PDGFA,PDGFC,PDGFD,PDK2,PDK4,PER1,PER2,PEX2,PFKM,PHB2,PHF1,PHF19,PHF21A,PIAS3,PIK3R2,PINK1,PITHD1,PKD2,PKIG,PKM,PLAA,PLAG1,PLAGL1,PLAT,PLCB1,PLCE1,PLCG2,PLD1,PLGRKT,PLK1,PLK3,PLPP3,PNKD,POGK,POT1,POU6F1,PPARA,PPARGC1A,PPARGC1B,PPM1A,PPM1F,PPP1R15A,PPP1R1B,PPP2R5A,PPP3CA,PPP3CB,PPP6R2,PRDM1,PRDM5,PRDX3,PRDX6,PRIM2,PRKAG1,PRKAG3,PRKAR1A,PRKAR1B,PRKAR2A,PRKCD,PRKCH,PRKCI,PRKCQ,PRKCZ,PRKD1,PRR5,PRR5L,PRRC1,PSIP1,PSMA3,PSMB8,PSMB9,PSMC1,PSMC2,PSMC3,PSMC3IP,PSMC5,PSMD1,PSMD14,PSMD3,PTBP3,PTGES2,PTGES3,PTK2B,PTPN13,PTPRB,PTPRC,PTPRJ,PTPRK,PTPRN,PTTG1,PTX3,PXYLP1,RAB7A,RAD21,RAD23A,RAD51,RAD51AP1,RAF1,RAMP1,RAP2C,RAPGEF3,RB1CC1,RBBP8,RBFOX1,RBM15,RBM15B,RBM20,RBM38,RBPJ,RCN3,RCOR1,RCOR2,RECK,REST,RFC3,RFC5,RFX7,RGCC,RGMA,RGS14,RHEBL1,RIF1,RMI2,RNF14,RNF144A,RNF2,RNF217,ROBO1,ROCK2,RORA,RPA2,RPS6KA1,RPS6KA3,RPS6KB2,RUNX1T1,RXRG,RYBP,S1PR2,SAFB2,SALL2,SAP130,SARS1,SAV1,SCAI,SCARB1,SCMH1,SCML2,SCRT1,SEMA7A,SENP1,SERPINB1,SERPINE1,SERPINE2,SERTAD1,SESN2,SETD7,SFMBT2,SFR1,SFRP2,SH3BP5,SH3RF2,SHC1,SHFL,SIRT2,SKP2,SLC27A1,SLC2A10,SLC38A2,SLC38A3,SLC7A7,SLC8A3,SLF1,SLIRP,SLIT2,SMAD2,SMAD9,SMARCA5,SMARCAD1,SMG5,SMO,SMPD1,SMURF1,SMYD2,SOAT1,SOX11,SOX9,SPHK1,SPI1,SPIDR,SPINDOC,SPP1,SPRED2,SPRY2,SPTY2D1,SQSTM1,SRC,SREBF2,SRF,SRI,SS18,SSBP4,SSU72,STAT1,STAT5B,STING1,STK11,STK3,STOX1,STOX2,STUB1,SUPT16H,SUPV3L1,SWAP70,TAF11,TAF12,TAF9B,TASOR,TBC1D14,TBL1XR1,TBRG4,TBX15,TBX18,TCF12,TCF3,TCF4,TCF7L1,TCF7L2,TEAD1,TEAD2,TEAD4,TEK,TESK1,TET3,TFEB,TFPI,TFRC,TGFB1,TGFB2,TGFB3,TGFBR1,TGFBR2,THAP11,THBS4,THOC5,TIA1,TIGAR,TIMELESS,TIMP1,TLR9,TMEM259,TMEM9,TMEM98,TMEM9B,TMTC3,TNFRSF11A,TNFRSF1B,TNIP1,TOP2A,TOP2B,TOX,TOX3,TP53INP2,TP63,TP73,TPD52L1,TPX2,TRAF3,TRAF3IP1,TRAF3IP2,TRAF5,TRAIP,TRAPPC13,TREX1,TRPT1,TRUB2,TSC22D1,TSC22D3,TSHZ3,TSPO,TTC21B,TTC5,TWF1,UACA,UBASH3B,UBE2Z,UBXN1,UHRF1,ULK1,UMODL1,USF2,USP1,USP13,USP19,USP2,USP25,VCP,VHL,VIM,VRK3,WDR43,WDR48,WDR77,WDR91,WDTC1,WFIKKN2,WNK3,WRN,WWC2,WWP1,WWTR1,XPO1,YBX3,YEATS2,YWHAQ,YWHAZ,ZBTB1,ZBTB12,ZBTB16,ZBTB20,ZBTB7A,ZBTB7B,ZBTB7C,ZBTB8A,ZEB1,ZEB2,ZFHX4,ZFP30,ZFP37,ZFP91,ZFPM2,ZHX2,ZIC3,ZKSCAN4,ZKSCAN7,ZMIZ1,ZMYM2,ZNF114,ZNF135,ZNF142,ZNF175,ZNF180,ZNF235,ZNF26,ZNF260,ZNF280C,ZNF287,ZNF300,ZNF322,ZNF329,ZNF333,ZNF358,ZNF367,ZNF385A,ZNF395,ZNF396,ZNF423,ZNF503,ZNF518A,ZNF521,ZNF524,ZNF536,ZNF567,ZNF568,ZNF608,ZNF624,ZNF628,ZNF641,ZNF692,ZNF703,ZNF704,ZNF711,ZNF76,ZNF768,ZNF827,ZNF865,ZNF879,ZRANB3,ZSCAN12,ZSCAN31,ZXDC,ZYG11B


			GO:BP			organic substance catabolic process			GO:1901575			2.59E-12			423			AASDHPPT,ABHD17C,ABHD3,ABHD5,ACAD10,ACADL,ACADM,ACADS,ACADVL,ACAT1,ACE,ACOT7,ACOT8,ACOX2,ADAM8,ADAMTS12,ADAMTS7,ADHFE1,ADRA2A,AIFM1,AKR1A1,AKT2,ALDH1A1,ALDH1L2,ALDH2,ALDH4A1,ALDH6A1,ALDOC,ANKIB1,ANPEP,ANXA2,APAF1,APOE,APP,APPBP2,AQP11,ARAF,ARIH2,ASAH1,ASB11,ASB2,ASB5,ATM,ATP2B4,ATP5IF1,ATXN3,AUH,AUP1,AZIN2,BBS7,BCAP31,BCAT2,BCKDHA,BCKDHB,BLVRB,BNIP3,BNIP3L,C1H18ORF25,CACHD1,CALCR,CAPN3,CARHSP1,CBL,CBLB,CCDC47,CCNF,CD44,CDC20,CEMIP2,CHPT1,CKB,CLN6,CLPX,CLU,CNOT6,CNOT6L,CNP,CPEB3,CPQ,CPS1,CPT1B,CPT1C,CPT2,CRABP1,CRAT,CRBN,CRYL1,CSDC2,CSDE1,CTSA,CTSC,CTSL,CTSW,CTSZ,CUL3,CUL4A,CUL4B,CUL5,CUL7,CYP1A1,CYP27A1,CYP2F1,DAB2,DCAF11,DCP2,DCTPP1,DDHD2,DDI1,DDO,DDRGK1,DECR1,DEDD,DISC1,DLD,DLST,DNAJB2,DNAJB9,DNAJC18,DNASE1L2,DNPH1,DTL,DVL1,DXO,E2F1,E4F1,ECH1,ECPAS,EFNA1,EGF,EGLN1,ELOC,ENC1,ENDOG,ENO3,ENOSF1,ENPP2,ENPP6,ENTPD5,ENTPD6,ENTPD7,EPHA4,EPHX2,ERAP1,ERAP2,ETF1,ETFA,ETFB,ETFDH,EXT1,EZR,FAAH,FAH,FAM83D,FAP,FASTK,FASTKD1,FBXL21,FBXL4,FBXL7,FBXO31,FBXO9,FBXW5,FBXW8,FEN1,FMR1,FOXO1,FOXRED2,FUCA2,FXR1,FXR2,FYN,GALE,GAPDH,GBA2,GCDH,GGA1,GGT5,GK,GK5,GOT1,GPAT4,GPC3,GPD1,GPI,GPRASP1,GPT2,GSTZ1,GUSB,HADH,HADHA,HADHB,HAGH,HAGHL,HECTD3,HERC6,HIBADH,HK1,HK2,HMGCR,HMMR,HSD17B10,HSPA5,IDE,IER3,IL4I1,INPP5F,INPP5J,INSR,ITSN1,KCTD6,KEAP1,KIF14,KLHDC3,KLHL15,KLHL17,KLHL3,KLHL42,KYAT3,LDHD,LIPE,LIPG,LOC100525350,LONP2,LPCAT1,LPIN1,LPIN3,LRRK2,LVRN,LYVE1,MAGOHB,MAN1A1,MAPKAPK2,MARCHF2,MCCC2,MDM2,MFSD2A,MIB1,MLXIPL,MOXD1,MYEF2,NBAS,NEDD4L,NFE2L2,NOCT,NOS1,NOS3,NPLOC4,NQO1,NQO2,NRDC,NSFL1C,NT5C1A,NT5E,NT5M,NUDT12,NUDT15,NUDT5,OAT,OGT,OMA1,OPHN1,OTC,OTUD7A,OXCT1,PABPC1,PABPC4,PACSIN3,PAFAH1B2,PAFAH1B3,PAIP1,PAQR6,PARK7,PATL1,PBK,PCSK9,PCYOX1,PCYOX1L,PDE4B,PDE4D,PDE9A,PELO,PEX2,PFKM,PGAM2,PGK1,PITHD1,PJA1,PKM,PLA1A,PLA2G4A,PLAA,PLCB1,PLCD1,PLCD4,PLCE1,PLCG1,PLCG2,PLCL1,PLCL2,PLD1,PLD2,PLIN1,PLK1,PLK3,PNKD,PNPLA2,PPARA,PPP1R3B,PRDX6,PRKAG3,PRKCD,PRR5L,PSMA3,PSMA5,PSMB1,PSMB6,PSMB8,PSMB9,PSMC1,PSMC2,PSMC3,PSMC5,PSMD1,PSMD11,PSMD14,PSMD3,PSMD4,PTK2B,PYGL,PYGM,RAB7A,RAD23A,RB1CC1,RBM38,RCN3,RGMA,RNF123,RNF14,RNF144A,RNF144B,RNF149,RNF150,RNF165,RNF217,RYBP,SAMHD1,SCARB1,SEL1L,SERPINE2,SESN2,SGPL1,SGSH,SH3GLB1,SH3RF2,SIRT2,SKP2,SLC25A44,SLIRP,SMG5,SMOX,SMPD1,SMPDL3A,SMPDL3B,SMURF1,SND1,SOX9,SPP1,SPSB2,STUB1,SUPV3L1,SYNJ2,TBRG4,TCIRG1,TET3,TIGAR,TIMP1,TMEM259,TMEM67,TMEM9,TMTC3,TNFRSF1B,TP53INP2,TPI1,TRAF3IP2,TRAF5,TREX1,TRIM72,TTC5,UBA6,UBA7,UBD,UBE2C,UBE2D4,UBE2Z,UBL7,UBR2,UBR3,UBXN1,UBXN7,UCHL3,UGGT1,UHRF1,USP1,USP13,USP18,USP19,USP2,USP24,USP25,USP28,USP34,VCP,VHL,VIM,VPS37A,WDR91,WWP1,WWTR1,XPO1,ZBTB20,ZBTB7A,ZHX2,ZYG11B


			GO:BP			organic acid metabolic process			GO:0006082			2.80E-12			216			AARS1,AASDHPPT,ABHD3,ACACA,ACAD10,ACADL,ACADM,ACADS,ACADVL,ACAT1,ACCS,ACO1,ACO2,ACOT7,ACOT8,ACOX2,ACSBG1,ACSL1,ACSL4,ACSM4,ACSM5,ACSS1,ACY1,ADHFE1,AKR1A1,AKT2,ALDH18A1,ALDH1A2,ALDH1L2,ALDH4A1,ALDH6A1,ALDOC,ANKRD23,APIP,APP,ASAH1,ASL,ASNS,ASS1,ATF4,ATP2B4,AUH,AZIN2,BCAT1,BCAT2,BCKDHA,BCKDHB,BRCA1,CARNMT1,CARNS1,CARS1,CDS1,CPS1,CPT1B,CPT1C,CPT2,CRABP1,CRABP2,CRAT,CRYL1,CYP1A1,CYP27A1,CYP2F1,CYP2R1,CYP7B1,DCTPP1,DDO,DECR1,DEDD,DLAT,DLD,DLST,E4F1,ECH1,ENO3,ENOSF1,ETFA,ETFB,ETFDH,FAAH,FADS1,FADS2,FAH,FARSA,FGFR4,FH,FMO1,FMO2,GAMT,GAPDH,GARS1,GATB,GBA2,GCDH,GCLC,GFPT1,GFPT2,GGT5,GLUL,GOT1,GPAT2,GPAT4,GPD1,GPI,GPT2,GRHPR,GSTZ1,HADH,HADHA,HADHB,HAGH,HAGHL,HAO2,HIBADH,HK1,HK2,HSD17B10,HYI,IDH2,IDH3B,IER3,IL4I1,INSR,KLHL12,KYAT1,KYAT3,LDHA,LDHB,LDHD,LIAS,LIPE,LIPG,LOC100519130,LONP2,LPCAT1,LPIN1,LPIN3,LTC4S,MAPK14,MARS1,MCCC2,MDH1,MDH2,ME1,ME3,MFSD2A,MID1IP1,MLXIPL,MMUT,MRI1,MTARC2,MTHFD1L,MTHFR,NDUFAB1,NOS1,NOS3,NOXRED1,NR1H2,NR5A2,OAT,ODC1,OGDH,OGT,OTC,OXSM,PARK7,PC,PCBD1,PDHA1,PDHB,PDHX,PDK2,PDK4,PEX2,PFKM,PGAM2,PGK1,PKM,PLA2G4A,PLAA,PLOD2,PM20D1,PNKD,PPARA,PRKAB2,PRKAG1,PRKAG3,PTGES2,PTGES3,PTGR2,PXK,PYCR2,RBP1,SARS1,SDHA,SESN2,SGPL1,SLC1A3,SLC25A44,SLC27A1,SLC27A3,SLC37A4,SLC38A1,SLC7A7,SOX9,STAT5B,TIGAR,TPI1,TREX1,TST,UCP3,UGDH,VARS2,WDTC1,ZBTB20,ZBTB7A


			GO:BP			regulation of multicellular organismal development			GO:2000026			2.80E-12			273			ABL1,ACVR1,ADAM8,ADAMTS12,ADAMTS7,ADGRA2,ADGRB2,ADGRB3,ADGRL2,ADM,AMOT,ANGPT2,ANXA2,ASPN,ATF4,ATOH8,ATP2B4,BCL6,BHLHB9,BHLHE41,BIN1,BMP6,BMP7,BMPER,BRCA1,C3,CAPN3,CAPRIN2,CCN1,CCN4,CD109,CHI3L1,CIB1,CLSTN2,CLSTN3,CRABP2,CREB3L1,CSF3,CTNNA1,CTSC,CUL4A,CUL7,CUX2,DCN,DDR2,DIP2B,DISC1,DLG5,DLL1,DPYSL5,DROSHA,DUSP10,EFNA1,EFNB3,EGF,EGLN1,EGR2,EGR3,EMILIN1,EMILIN2,ENG,ENPP2,EPHA7,EPHB2,EPHB3,ERBB2,EZH2,F3,FAM210B,FANCA,FANCD2,FBN1,FBN2,FBXO5,FBXW8,FES,FGF1,FGF18,FGF9,FLRT3,FLT1,FN1,FOS,FOXJ1,FST,FZD9,GAB1,GATA2,GATA3,GLI2,GLI3,GRID2,HCLS1,HES6,HEY2,HK2,HLTF,HOXA5,HSF1,HSPA9,HSPB6,HTATIP2,IL15,IL18,IL4I1,IL6ST,INSR,ITGA5,ITGB1,JADE2,KDM1A,KDR,KEAP1,KIF14,KLF13,KLF4,LAMA3,LAMA4,LIMK1,LNPK,LOC100736765,LOX,LRP4,LRP8,LRRC4B,LRRN1,LRRN3,LRRTM3,LTBP3,LYN,MAFF,MAN2A1,MAP3K13,MAP6,MAPK14,MDK,MITF,MMP14,MMRN2,MTDH,MYCN,MYOZ1,NAXE,NEFL,NEURL1,NF1,NFATC4,NFE2L2,NFKBIA,NFKBIZ,NGFR,NIN,NOCT,NOS3,NOTCH2,NUMBL,OBSL1,OMD,PAK4,PGK1,PHLDB2,PI16,PIAS3,PITHD1,PKDCC,PKM,PLAG1,PLCB1,PLXNA1,PLXNA2,PLXNA3,PLXNB3,PLXND1,PPARGC1B,PPP3CA,PRDM1,PRKCH,PRKCI,PRKCZ,PRKD1,PROM1,PTK2B,PTN,PTPRC,PTPRD,PTPRS,PTPRZ1,RAPGEF3,RASSF10,RBM15,RBP1,RBPJ,RCOR1,RECK,REST,RGCC,RHEB,RND2,ROBO1,ROCK2,RRAS,S1PR1,S1PR2,S1PR3,SARS1,SAV1,SEMA3E,SEMA3G,SEMA4F,SEMA5B,SEMA6A,SEMA6C,SEMA7A,SERPINE1,SERPINE2,SFRP2,SGPP1,SIRT2,SLITRK1,SLITRK2,SLITRK4,SLITRK5,SLITRK6,SMO,SOX11,SOX9,SPARC,SPART,SPHK1,SPI1,SPRY2,SRF,SRPX2,STAB1,STAT1,STAT5B,STK11,SULF1,TAPBPL,TEK,TENM4,TGFB1,TGFB2,TGFB3,TGFBR1,TGFBR2,THBS2,THBS4,TLR9,TMEM98,TNFRSF1B,TNFRSF21,TNMD,TOX,TP63,TP73,TPBG,TSPAN12,TWF2,UBASH3B,VASH1,VASH2,VHL,WDR6,WWTR1,YEATS2,ZBTB1,ZBTB16,ZBTB7B,ZEB1,ZFPM2,ZFYVE27,ZMIZ1


			GO:BP			positive regulation of cellular metabolic process			GO:0031325			3.60E-12			580			ABHD5,ABL1,ABLIM3,ACE,ACSL1,ACTR3,ACVR1,ADAM8,ADRA2A,ADRA2C,AFAP1L2,AGT,AGTR2,AHR,AJUBA,AKNA,AKT2,ANKIB1,ANKRD1,ANXA2,APOE,APP,ARAF,ARHGEF2,ARIH2,ARNTL,ASL,ASS1,ASXL3,ATAD2,ATF3,ATF4,ATF5,ATM,ATOH8,ATP2B4,ATP7A,AURKB,BAG3,BAMBI,BBS7,BCAP31,BCAS3,BCL3,BCL7B,BCL9,BLM,BMP5,BMP6,BMP7,BNIP3,BNIP3L,BRCA1,BRCA2,BTC,BVES,C3,C7H6ORF125,CAB39,CAB39L,CALCOCO1,CALCOCO2,CALM1,CAMKK2,CAMTA2,CAPN3,CARF,CASK,CCDC124,CCDC88A,CCL19,CCN1,CCNB1,CCNT2,CCPG1,CCT6A,CD40LG,CD44,CD80,CDC25B,CDCA2,CDK1,CDK5R1,CDON,CDT1,CEBPG,CENPE,CENPJ,CHCHD10,CHCHD2,CHD6,CHI3L1,CHTF18,CHURC1,CIB1,CITED1,CKAP2,CKS2,CLIP3,CLSPN,CLU,CNOT6,CNOT6L,COPS5,COPS8,CPEB3,CREB3L1,CREB3L2,CREB5,CREBRF,CSDE1,CSF3,CSNK2B,CSPG4,CSRNP1,CSRNP3,CTC1,CTF1,DAB2,DAPK1,DBF4,DCAF6,DCN,DCP2,DDR2,DDRGK1,DDX3X,DDX58,DEPDC5,DISC1,DLC1,DLL1,DMRT2,DNAJB2,DOCK7,DOT1L,DPF3,DVL1,DYRK1B,E2F1,E2F7,E2F8,E4F1,EAF2,EBF2,EBF3,EFCAB7,EFNA1,EGF,EGLN1,EGR1,EGR2,EGR3,EIF4G1,ELF4,ELK3,ELK4,ELL2,ENDOG,ENG,ENPP2,EPAS1,EPCAM,EPHA3,EPHA4,EPHA7,EPHB2,EPHB3,EPHB4,ERBB2,ERBB3,ERP29,ESR1,ESRRG,ETV1,ETV5,EYA2,EYA3,EZH2,FAM20A,FAS,FBXW8,FGF1,FGF18,FGF21,FGFR1,FGFR4,FHL5,FHOD1,FLT1,FMR1,FNIP1,FOS,FOXA3,FOXJ1,FOXM1,FOXO1,FXR1,FXR2,FYCO1,FYN,FZD10,FZD2,GATA2,GATA3,GDF11,GDF9,GHR,GINS3,GLI2,GLI3,GNAI3,GPD1,GPR37,GPRC5B,GPS2,GUCA1B,HBEGF,HCLS1,HDAC10,HDGFL2,HEY2,HGF,HIVEP1,HLTF,HMCES,HOXA5,HSF1,HSF4,HSPB8,HTATIP2,IER2,IKBKG,IL15,IL18,IL4I1,IL6R,IL6ST,INPP5F,INSR,IQGAP3,IRAK1,IRF5,IRF9,ISCU,ITGA5,ITGA6,ITSN1,JUNB,KAT2B,KDM1A,KDM7A,KDM8,KDR,KHDRBS1,KIF14,KIT,KLF13,KLF4,KLHL17,LARP4,LDB2,LEPR,LGR4,LMO1,LMO2,LOC100511937,LOC102158443,LPIN1,LPIN3,LRP4,LRP8,LRRCC1,LRRK1,LRRK2,LUM,LYAR,LYN,MAFF,MAML3,MAP2K2,MAP3K10,MAP3K13,MAPK14,MARS1,MASTL,MAVS,MBTD1,MDK,MDM2,MED15,MEF2A,MEF2C,MEF2D,MEIS3,MEOX2,MET,MFSD2A,MGA,MID1IP1,MITF,MLXIP,MLXIPL,MMD,MOSPD1,MRE11,MRPS27,MSH2,MSTN,MTDH,MUSK,MYBL1,MYBL2,MYCN,MYF5,MYF6,NABP2,NAMPT,NCOA2,NEK2,NEK4,NEURL1,NFATC1,NFATC3,NFATC4,NFE2L2,NFIB,NFIL3,NFKBIA,NGFR,NIBAN1,NIBAN2,NOCT,NOS1,NOS3,NPAS3,NR0B2,NR1D2,NR1H2,NR1I3,NR2F1,NR4A3,NR5A2,NRDC,NSD2,NTF4,NTRK3,OGT,OPTN,PABPC1,PACSIN3,PAFAH1B2,PAIP1,PARK7,PARM1,PARP14,PARP16,PARP3,PARP9,PATL1,PATZ1,PBX3,PCBP1,PCSK9,PDGFA,PDGFC,PDGFD,PDGFRA,PER1,PFKM,PHB2,PHF1,PHF19,PIK3R2,PINK1,PIP4K2A,PIP4K2C,PITHD1,PKD2,PKM,PLAG1,PLAGL1,PLCB1,PLCG2,PLD1,PLEKHF1,PLK1,PLK3,PLPP3,PNPLA2,POT1,PPARA,PPARGC1A,PPARGC1B,PPM1A,PPP1R15A,PPP1R3G,PPP2R5A,PPP3CA,PPP3CB,PRDM5,PRDX6,PRIM2,PRKCD,PRKCQ,PRKD1,PRR5,PRR5L,PRRC1,PSMC3,PSMC3IP,PTGES2,PTGES3,PTK2B,PTPRC,PTPRN,PTX3,PXYLP1,RAB29,RAD23A,RAD51,RAD51AP1,RAF1,RAMP1,RAP2C,RAPGEF3,RB1CC1,RBBP8,RBM15,RBM20,RBPJ,REST,RFC3,RFC5,RGCC,RGMA,RIF1,RNF14,RNF144A,RNF217,ROBO1,ROCK2,ROMO1,ROR2,RORA,RPS6KA1,RPS6KA3,RPS6KB2,RXRG,RYBP,S1PR2,SCARB1,SEMA7A,SENP1,SERTAD1,SESN1,SESN2,SFR1,SFRP2,SH3GLB1,SH3RF2,SHC1,SIRT2,SLC25A4,SLC27A1,SLC2A10,SLC38A2,SLC38A3,SLF1,SMAD2,SMARCA5,SMO,SMPD1,SMURF1,SNX30,SNX7,SOAT1,SOX11,SOX9,SPHK1,SPI1,SPIDR,SPP1,SPRY2,SPTLC1,SRC,SREBF2,SRF,SS18,SSBP4,STAT1,STAT5B,STING1,STK11,STOX1,STOX2,STUB1,SUPT16H,SUPV3L1,TAF11,TAF12,TBC1D14,TBL1XR1,TBX15,TBX18,TCF12,TCF3,TCF4,TCF7L2,TEAD1,TEAD2,TEAD4,TEK,TESK1,TET3,TFEB,TFRC,TGFB1,TGFB2,TGFB3,TGFBR1,TGFBR2,THAP11,THBS4,THOC5,TIGAR,TIMELESS,TLR9,TMEM9B,TNFRSF11A,TNFRSF1B,TOP2A,TOP2B,TOX,TOX3,TP53INP2,TP63,TP73,TPD52L1,TPX2,TRAPPC13,TRUB2,TSPO,TTC5,TYRO3,ULK1,USF2,VAV2,VCP,VIM,VRK3,WDR43,WDR45,WDR48,WDR77,WIPI1,WNK3,WRN,WWTR1,ZBTB16,ZBTB20,ZBTB7B,ZBTB7C,ZEB1,ZFP30,ZFP91,ZFPM2,ZIC3,ZMIZ1,ZNF142,ZNF175,ZNF235,ZNF287,ZNF300,ZNF395,ZNF423,ZNF711,ZNF76,ZXDC,ZYG11B


			GO:BP			oxoacid metabolic process			GO:0043436			4.15E-12			214			AARS1,AASDHPPT,ABHD3,ACACA,ACAD10,ACADL,ACADM,ACADS,ACADVL,ACAT1,ACCS,ACO1,ACO2,ACOT7,ACOT8,ACOX2,ACSBG1,ACSL1,ACSL4,ACSM4,ACSM5,ACSS1,ACY1,ADHFE1,AKR1A1,AKT2,ALDH18A1,ALDH1A2,ALDH1L2,ALDH4A1,ALDH6A1,ALDOC,ANKRD23,APIP,APP,ASAH1,ASL,ASNS,ASS1,ATF4,ATP2B4,AUH,AZIN2,BCAT1,BCAT2,BCKDHA,BCKDHB,BRCA1,CARNMT1,CARNS1,CARS1,CDS1,CPS1,CPT1B,CPT1C,CPT2,CRABP1,CRABP2,CRAT,CRYL1,CYP1A1,CYP27A1,CYP2F1,CYP7B1,DCTPP1,DDO,DECR1,DEDD,DLAT,DLD,DLST,E4F1,ECH1,ENO3,ENOSF1,ETFA,ETFB,ETFDH,FAAH,FADS1,FADS2,FAH,FARSA,FGFR4,FH,FMO1,FMO2,GAMT,GAPDH,GARS1,GATB,GBA2,GCDH,GCLC,GFPT1,GFPT2,GGT5,GLUL,GOT1,GPAT2,GPAT4,GPD1,GPI,GPT2,GRHPR,GSTZ1,HADH,HADHA,HADHB,HAGH,HAGHL,HAO2,HIBADH,HK1,HK2,HSD17B10,HYI,IDH2,IDH3B,IER3,IL4I1,INSR,KLHL12,KYAT1,KYAT3,LDHA,LDHB,LDHD,LIAS,LIPE,LIPG,LOC100519130,LONP2,LPCAT1,LPIN1,LPIN3,LTC4S,MAPK14,MARS1,MCCC2,MDH1,MDH2,ME1,ME3,MFSD2A,MID1IP1,MLXIPL,MMUT,MRI1,MTARC2,MTHFD1L,MTHFR,NDUFAB1,NOS1,NOS3,NOXRED1,NR1H2,NR5A2,OAT,ODC1,OGDH,OGT,OTC,OXSM,PARK7,PC,PCBD1,PDHA1,PDHB,PDHX,PDK2,PDK4,PEX2,PFKM,PGAM2,PGK1,PKM,PLA2G4A,PLAA,PLOD2,PM20D1,PNKD,PPARA,PRKAB2,PRKAG1,PRKAG3,PTGES2,PTGES3,PTGR2,PXK,PYCR2,RBP1,SARS1,SDHA,SESN2,SGPL1,SLC1A3,SLC25A44,SLC27A1,SLC27A3,SLC37A4,SLC38A1,SLC7A7,SOX9,TIGAR,TPI1,TREX1,TST,UCP3,UGDH,VARS2,WDTC1,ZBTB20,ZBTB7A


			GO:BP			axonogenesis			GO:0007409			5.25E-12			114			ABL1,AFG3L2,APP,ARHGEF25,ARX,BMP7,BOC,BSG,CDH11,CDH2,CDK5R1,CNP,CNTN1,CNTN4,CRABP2,CRMP1,DCX,DIP2B,DOCK7,DPYSL5,DVL1,EDNRA,EFNA1,EFNB3,EGR2,EIF3J,EMB,EPHA3,EPHA4,EPHA7,EPHB2,EPHB3,EPHB4,ERBB2,ETV1,EXT1,FLRT3,FN1,GATA3,GFRA3,GLI2,GLI3,IGSF9,ITGB1,KIF5C,LIMK1,LRP4,LRRC4C,LRTM1,MAP1A,MAP1B,MAP1S,MAP3K13,MAP6,MYOT,NEFL,NEO1,NEXN,NFIB,NGFR,NIN,NRCAM,NTN3,NUMBL,PAK3,PLPPR4,PLXNA1,PLXNA2,PLXNA3,PLXNB3,PLXND1,PTK7,PTPRS,PTPRZ1,RAB3A,RAC2,RND2,RNF165,ROBO1,RUFY3,SCN1B,SEMA3A,SEMA3E,SEMA3G,SEMA4F,SEMA5B,SEMA6A,SEMA6C,SEMA7A,SIPA1L1,SLIT1,SLIT2,SLIT3,SLITRK1,SLITRK2,SLITRK4,SLITRK5,SLITRK6,SMO,SPART,SPG11,SRF,STK11,STXBP1,TOP2B,TRIO,TSKU,TTC8,TWF2,ULK1,UNC5B,UST,WDR47,ZFYVE27


			GO:BP			heart development			GO:0007507			1.14E-11			140			ABI3BP,ACADM,ACTC1,ACTN2,ACVR1,ADAM15,ADAMTS6,ADM,ALDH1A2,ALPK2,ANKRD1,ASB2,ATM,BBS7,BICC1,BMP7,BVES,CALCRL,CC2D2A,CCDC40,CCN1,COL11A1,COL2A1,COL3A1,COL5A1,CPE,CPLANE1,CPLANE2,DCHS1,DHRS3,DLL1,DRC1,DZIP1,EDNRA,EFNA1,EGLN1,EMILIN1,ENG,ERBB2,ERBB3,EXT1,FBN1,FGF9,FHOD3,FLRT3,FN1,FOXJ1,FREM2,FZD2,GATA3,GJA1,GJA5,GJC1,GLI2,GLI3,GPC3,GRK2,GYS1,HEY2,IFT140,IFT57,INSR,ITGB1,KDR,LOC100736765,LOC100737755,LOX,LUZP1,MAPK14,MDM2,MEF2A,MEF2C,MEF2D,MIB1,MKS1,MYBPC3,MYH11,MYLK2,MYO18B,NEB,NFATC4,NOS3,NOTCH2,NPY1R,NRAP,NSD2,NTRK3,ODAD4,PARVA,PCSK5,PDGFRA,PDLIM2,PDLIM5,PI16,PKD2,PLXND1,POPDC2,POPDC3,PPP3CB,PRDM1,PRKAR1A,PTK7,RB1CC1,RBM15,RBM20,RBPJ,REST,RNF207,S1PR1,SAV1,SFRP2,SGCD,SH3PXD2B,SHC1,SLIT3,SMAD2,SMO,SOX11,SOX9,SRF,STK3,SYPL2,TBX18,TCAP,TEAD2,TENM4,TGFB1,TGFB2,TGFBR1,TGFBR2,TNFRSF1B,TNNT2,TP73,TPM1,TRAF3IP2,TREX1,XIRP2,ZFPM2,ZIC3,ZMIZ1


			GO:BP			positive regulation of catalytic activity			GO:0043085			1.24E-11			239			ABHD5,ABL1,ABL2,ABR,ACE,ACSL1,ADAM8,ADRA2A,ADRA2C,AGT,AGTR2,AIFM1,AJUBA,AKT2,ANTXR1,APAF1,APC2,APOE,ARHGAP42,ARHGEF10,ARHGEF19,ARHGEF2,ARHGEF26,ARRDC3,ASAP2,ASAP3,ASPH,ATP2A3,ATP2B4,ATP7A,AURKB,AZIN2,BCAP31,BCAS3,BCR,BID,BTC,CAB39,CAB39L,CALM1,CAMKK2,CASP9,CAV2,CCDC88A,CCL19,CCL5,CCN1,CCNB1,CCNT2,CD200,CD40LG,CDC20,CDC25B,CDK5R1,CENPE,CHI3L1,CHN2,CHTF18,CIB1,CKS2,CLPX,CLSPN,CLU,COPS5,COPS8,CORO1C,COX17,CRADD,CYFIP2,DAPK1,DBF4,DCUN1D2,DCUN1D4,DDR2,DDRGK1,DDX3X,DLC1,DOCK7,DOCK8,EFNA1,EGF,EPHA3,EPHA4,EPHA7,EPHB2,EPHB3,EPHB4,ERBB2,ERBB3,ERP29,EZH2,F3,FAM162A,FAM20A,FAS,FBLN1,FGF1,FGF18,FGFR1,FGFR4,FLT1,FN1,FOXJ1,FZD10,GARNL3,GDF9,GINS3,GNB5,GPRC5B,GUCA1B,HIP1,IFT57,IL18,INSR,IRAK1,ISCU,ITGA6,ITGB1,KDR,KIF14,KIT,KLF4,LCK,LRP8,LRRK2,LYN,MAP2K2,MAP3K10,MAP3K13,MAPK14,MAPRE2,MASTL,MID1IP1,MMD,MMUT,MRE11,MSH2,MSH6,MUL1,MUSK,MYO9A,NANS,NEK2,NET1,NEURL1,NF1,NGFR,NOS1,NOS3,NR1H2,NTRK3,PARK7,PARM1,PARP16,PCOLCE,PCOLCE2,PDCD5,PDGFA,PDGFC,PDGFD,PDGFRA,PDP1,PHB2,PINK1,PKD2,PLAA,PLK1,POT1,PPARGC1B,PPM1F,PPP1R15A,PPP1R3G,PRIM2,PRKCD,PRKCQ,PRKD1,PRRC1,PSAP,PSMD14,PTGES3,PTK2B,PTPRC,RABGAP1L,RAF1,RALGAPA2,RALGPS1,RALGPS2,RAP1GDS1,RAPGEF1,RAPGEF3,RAPGEFL1,RASGRF2,RASGRP2,RCC2,RCN3,REST,RFC3,RFC5,RGCC,RGMA,RGS14,RGS7,ROBO1,ROCK2,ROR2,RP2,SCARB1,SENP1,SFRP2,SIPA1,SLC27A1,SLC37A4,SPRY2,SRC,SRGAP2,STK11,STOX1,STUB1,TAX1BP3,TBC1D1,TBC1D17,TBCK,TEK,TGFB2,TGFBR2,TIAM1,TIGAR,TLR9,TNFRSF11A,TPD52L1,TPX2,TYRO3,UACA,USP6NL,VAV2,VCP,VRK3,WDR48,WRN


			GO:BP			response to organic substance			GO:0010033			1.24E-11			448			ABL1,ABL2,ACACA,ACKR3,ACKR4,ACSBG1,ACSL1,ACTN2,ACTR3,ADAM15,ADAMTS12,ADAMTS7,ADCY3,ADCY6,ADIPOR2,ADORA2A,ADRA2A,AGRN,AGTR2,AHR,AKAP6,AKR1A1,AKT2,ALAS1,ALDH1A1,ALDH1A2,ANKRD1,ANO1,APLP1,APOE,APP,AQP11,ARHGEF2,ASAH1,ATF3,ATF4,ATIC,ATM,ATP1A2,ATP2B4,ATXN3,AUP1,BAG3,BAIAP3,BCAP31,BCAS3,BCAT2,BCR,BLM,BMP6,BMP7,BRCA1,C2CD2L,CACNB1,CALCOCO1,CALCOCO2,CALCRL,CALR,CAMK2A,CASP6,CASP9,CASQ2,CAV2,CCDC47,CCL19,CCL5,CCR9,CD14,CD44,CD80,CD9,CDIP1,CDT1,CHI3L1,CIB1,CITED1,CLU,CMPK2,COL16A1,COL1A2,COL3A1,COL5A2,COPS5,CPEB3,CPEB4,CPS1,CREB3L1,CREB3L2,CREBRF,CRY2,CSF3,CSNK2B,CTNNA1,CTSL,CUL3,CUX2,CX3CR1,CXCR6,CYP1A1,CYP7B1,DAB2,DAPK1,DDI1,DDRGK1,DDX1,DDX58,DIAPH1,DNAJB2,DNAJB5,DNAJB9,DNAJC18,DNMT1,DOCK8,DUSP1,DUSP10,ECHDC3,ECPAS,EDNRA,EGR1,EGR2,EHMT2,EIF4A2,ENDOG,EPHA3,EPHA4,EPS8,ERBIN,ERMP1,ERO1A,ESR1,ESRRA,ESRRG,EXT1,EZH2,EZR,F3,FAM210B,FAS,FBXO32,FER,FES,FIBIN,FOXO1,FOXRED2,FYN,GAPDH,GATA3,GBP1,GCLC,GFPT2,GHR,GKAP1,GLI2,GNAI3,GNB5,GOT1,GPD1,GPR173,GPR75,GPS2,GRAMD1C,GRB10,GRIN3A,GSDME,GSTM3,HADHB,HCLS1,HK2,HOMER1,HOMER2,HSF1,HSPA13,HSPA5,HSPA9,HSPB8,IFIH1,IFIT2,IGFBP5,IL12RB2,IL15,IL17RD,IL18,IL1R1,IL2RA,IL2RB,IL4R,IL6R,IL6ST,INSR,IQGAP3,IRAK1,IRAK2,IRF5,IRS3,ITGA4,ITGB1,ITIH4,KAT2B,KCNB1,KEAP1,KIT,KLF4,KLF9,KLHL12,KLHL15,KRT18,KRT8,LEPR,LIAS,LMO2,LOC100510975,LOC100511937,LOC100519082,LOC100737755,LOX,LPIN1,LPIN3,LRCH1,LRRC7,LRRK2,LYN,MAN1A1,MAP4K1,MAPK14,MAPKAPK2,MAT2A,MAVS,MCM2,MDM2,MEF2C,MKKS,MLXIPL,MMP2,MN1,MPC2,MPL,MRC1,MRPL15,MSC,MSTN,MTDH,MUL1,MX1,MX2,MYBL2,NCOA2,NDUFS4,NEURL1,NFE2L2,NFIL3,NFKBIA,NFKBIB,NFKBIL1,NGFR,NKIRAS1,NMI,NOCT,NOL4L,NOS1,NOS3,NPC1,NPLOC4,NR1D2,NR4A3,NR5A2,NSG1,NT5E,NUMBL,OGT,OPTN,P2RX5,P2RY1,PAK3,PAK4,PARK7,PARP14,PARP16,PARP9,PCOLCE2,PCSK9,PDCD4,PDE3A,PDE4B,PDGFC,PDGFD,PDGFRA,PDIA3,PDK2,PDK4,PELI3,PER1,PHB2,PIAS3,PIGA,PIK3R2,PIP4K2A,PIP4K2C,PKD2,PLAA,PLCB1,PLCG2,PMM1,POSTN,PPARA,PPARGC1B,PPP1R1B,PPP3CB,PPP5C,PRCP,PRDM5,PRDX3,PRKCD,PRKCI,PRKCQ,PRKCZ,PTGES3,PTK2B,PTK7,PTPRA,PTPRC,PTPRN,RAB10,RAD51,RAF1,RAP1GDS1,RAPGEF3,RBM15,RBP1,RCN3,RDH11,RDH12,REST,RFC3,RIF1,RIPOR2,RNF14,ROBO1,ROCK2,RORA,RPS6KA3,RRAGD,RXRG,RYR2,SAFB2,SAMHD1,SCARB1,SCNN1A,SDK1,SEL1L,SELENON,SERPINE1,SESN1,SESN2,SFR1,SGK1,SHC1,SHFL,SHPK,SIRT2,SKP2,SLC1A3,SLC26A6,SLC27A1,SLC3A2,SLIT2,SLIT3,SMAD2,SMARCA5,SMO,SMPD1,SORT1,SOX9,SPHK1,SPI1,SPIDR,SPP1,SPRY2,SRC,SREBF2,SRF,SRI,SSH1,STAT1,STAT5B,STING1,STUB1,STXBP1,SYNGR1,TAP2,TCIRG1,TEAD2,TEX14,TFPI,TFRC,TGFB2,TGFB3,TGFBR1,TGFBR2,TIMELESS,TIMP1,TLR9,TMEM145,TMEM259,TMEM38A,TMEM67,TMTC4,TNFRSF11A,TNFRSF1B,TNFRSF21,TNIP1,TP53I13,TP63,TRAF3,TRAF3IP2,TRAF5,TRAIP,TRAM1,TREX1,TRIM72,TWF2,UBD,UBR2,UBXN1,UGCG,UGGT1,UMODL1,USP13,USP18,USP19,USP25,VAPB,VCAM1,VCP,VIM,VPS26B,WDR35,WDR83,WDTC1,YBX3,ZBTB20,ZBTB7A,ZBTB7B,ZEB1,ZFAND6,ZFP91,ZMIZ1,ZNF703,ZYX


			GO:BP			extracellular structure organization			GO:0043062			1.32E-11			96			ABI3BP,ABL1,ADAMTS12,ADAMTS14,ADAMTS15,ADAMTS16,ADAMTS19,ADAMTS2,ADAMTS20,ADAMTS6,ADAMTS7,ADAMTS8,ADAMTS9,ADAMTSL3,ADAMTSL5,AEBP1,AGT,ANTXR1,ANXA2,APLP1,APP,BCL3,CAV2,CCN1,COL11A1,COL11A2,COL16A1,COL1A2,COL22A1,COL27A1,COL2A1,COL3A1,COL5A1,COL5A2,COL5A3,COLQ,DDR2,DPP4,ECM2,EGFL6,EMILIN1,ERO1A,EXT1,FAP,FBLN1,FBLN5,FGFR4,FKBP10,FMOD,FSCN1,HPN,HSD17B12,ITGB1,KAZALD1,LAMB1,LAMB3,LAMC1,LOC100737755,LOX,LOXL1,LOXL4,LUM,MATN2,MMP16,MMP2,MMP23,MYF5,MYH11,NID1,OLFML2A,OLFML2B,P3H4,PDGFRA,PDPN,PHLDB2,POSTN,PRDM5,PTX3,PXDN,QSOX1,RECK,RGCC,SFRP2,SH3PXD2B,SLC2A10,SOX9,SULF1,SULF2,TEX14,TGFB1,TGFB2,TGFBI,TGFBR1,THSD4,TNFRSF1B,VHL


			GO:BP			cell death			GO:0008219			1.48E-11			358			AARS1,ABL1,ACKR3,ACOX2,ACTC1,ACVR1,ADAM8,ADAMTS20,ADNP,ADORA2A,AEN,AGT,AGTR2,AIFM1,AKT2,ALDH1A2,ALPK2,ANGPTL4,ANKRD1,ANKRD13C,APAF1,APIP,APOE,APP,ARAF,ASAH1,ASNS,ATF3,ATF4,ATF5,ATM,ATP2A1,ATP2A3,ATP5IF1,AURKB,BAG3,BARD1,BCAP31,BCL3,BCL6,BDKRB2,BEX3,BHLHB9,BID,BIN1,BMP7,BNIP3,BNIP3L,BRCA1,BRCA2,BTC,CAPN3,CASP6,CASP9,CAT,CBL,CCL19,CCL5,CCN1,CD40LG,CD44,CDIP1,CDK1,CHCHD10,CHEK1,CHI3L1,CIB1,CIDEC,CIT,CITED1,CKB,CLIP3,CLU,COL2A1,COPS5,CRADD,CSRNP3,CTNNA1,CTSC,CTSZ,CUL3,CYFIP2,DAB2,DAPK1,DAPK2,DDIAS,DDX3X,DEDD,DHCR24,DLC1,DLG5,DLL1,DNAJA3,DNMT1,DOCK8,DPP9,E2F1,EDNRA,EFNA1,EGLN1,EGR1,EGR3,EIF4G1,EMILIN2,EMP3,ENDOG,EPHA7,ERBB3,ERO1A,ERP29,ESR1,EYA2,EYA3,FAIM,FAIM2,FAM162A,FAP,FAS,FIGNL1,FNIP1,FOXO1,FRZB,FYN,FZD9,G0S2,GADD45B,GATA2,GATA3,GCLC,GHITM,GLI2,GLI3,GPR37,GPR75,GRIA4,GRID2,GRIK2,GSDME,HCLS1,HEY2,HGF,HIC1,HIGD1A,HIP1,HK2,HOXA5,HPN,HSF4,HSPA5,HSPB6,HTATIP2,IER3,IFIT2,IFT57,IL2RB,IL6ST,IRF5,ITGA4,ITGA5,ITGA6,ITGAV,ITGB1,ITM2C,IVNS1ABP,KDM1A,KDR,KIF14,KIT,KLF4,KLHL17,KPNA1,KRT18,KRT8,LANCL1,LCK,LGALS3,LMBR1L,LOC100515171,LOX,LRP8,LRRK2,LYN,MAGED1,MAP1S,MAP3K10,MAP3K20,MAPK8IP1,MCM2,MDK,MDM2,MEIS3,MELK,MET,MFN2,MICAL1,MITF,MKNK2,MRE11,MSH2,MSH6,MTCH2,MTDH,MUL1,MUTYH,MYCN,NDUFS1,NEFL,NET1,NEURL1,NFATC4,NFE2L2,NGFR,NIBAN2,NOC2L,NONO,NOTCH2,NSG1,NTF4,OGT,OMA1,PAK4,PARK7,PARP16,PCSK9,PDCD2L,PDCD4,PDCD5,PDE3A,PDIA3,PDK2,PDK4,PELI3,PHB2,PHLDA1,PHLPP1,PINK1,PKM,PLAA,PLCG2,PLEKHF1,PLK1,PLK3,PLXND1,PPARA,PPARGC1A,PPIF,PPM1F,PRDX3,PRKCD,PRKCH,PRKCI,PRKCQ,PRKD1,PSMC1,PTK2B,PTPMT1,PTPRC,PTPRZ1,PTRH2,PYGL,RAF1,RB1CC1,REST,RETREG1,RGCC,RILPL1,RNF144B,RPS6KA1,RPS6KA3,RTKN,RYBP,RYR2,SAV1,SEMA3E,SENP1,SERPINE1,SFRP2,SGPL1,SGPP1,SH3GLB1,SH3RF2,SHC1,SIRT2,SKP2,SLC25A24,SLC25A4,SLC6A13,SLIT2,SLIT3,SMO,SMPD1,SORT1,SOX11,SOX9,SPEF1,SPG11,SPG7,SPHK1,SPI1,SPRY2,SRC,SRPX,STAT5B,STK11,STK17B,STK26,STK3,STXBP1,SUPV3L1,TAF9B,TAPBPL,TCHP,TCIRG1,TCTN3,TEAD2,TFRC,TGFB2,TGFBR1,TGFBR2,THAP11,TIGAR,TIMM50,TMEM109,TMEM259,TMTC4,TNFRSF12A,TNFRSF1B,TNFRSF21,TOP2A,TOX3,TP63,TP73,TPD52L1,TRAF3,TRAF3IP2,TRAF5,TYRO3,UACA,UBD,UBE2Z,UMODL1,UNC5B,USP53,VDAC1,VDAC2,VHL,WNK3,WRN,XKR5,XKR8,YBX3,YWHAZ,ZBTB16,ZBTB7A,ZFAND6,ZFP91,ZFPM2,ZNF385A


			GO:BP			positive regulation of cellular component biogenesis			GO:0044089			1.48E-11			131			ABL1,ACTR3,ADGRB3,ADGRL2,AGT,AJUBA,ANLN,ARHGEF10,ARHGEF10L,ATAT1,ATM,ATR,BAIAP2L2,BHLHB9,BID,BIN1,BMP7,CCDC88A,CCP110,CDC42EP3,CDT1,CENPJ,CKAP5,CLIP1,CLSTN2,CLSTN3,CLU,CNOT6,CNOT6L,COL16A1,CRACD,CROCC,CSF3,CUX2,DEF8,DLG5,DNMT1,DYNLL1,DZIP1,EIF4G1,EMILIN1,EPHB2,EPHB3,EPS8,EPS8L2,ESR1,FAM98A,FCHSD1,FCHSD2,FER,FES,FHOD1,FLRT3,FNBP1L,FNIP1,FSCN1,GPSM2,GRID2,IFT88,KDR,LDB2,LGALS3,LIMK1,LMOD2,LRRC4B,LRRN1,LRRN3,LRRTM3,MAPRE1,MET,MNS1,MPP7,MSTN,NAV3,NEURL1,NPHP4,NR1H2,PARK7,PHLDB2,PIP4K2A,PIP4K2C,PLCE1,PLCG2,PLEKHM1,PPM1F,PTK2B,PTPRD,PTPRJ,RAB7A,RAC2,RAPGEF3,RGCC,RIPOR2,ROCK2,SASS6,SDC1,SEPTIN9,SH3GLB1,SLAIN2,SLF1,SLITRK1,SLITRK2,SLITRK4,SLITRK5,SLITRK6,SNX30,SNX7,SOX9,SPAG5,SPIDR,SRC,SRF,SRPX2,STIL,STUB1,SWAP70,SYNPO2,SYNPO2L,TAPT1,TASOR,TEK,TESK1,TFRC,TGFB3,TGFBR1,TPBG,TWF2,VCP,WASF2,WDR45,WIPI1


			GO:BP			cell population proliferation			GO:0008283			1.67E-11			366			ABI3BP,ABL1,ACE,ACKR3,ADGRG1,ADM,AHR,AKNA,AKT2,ALDH1A2,APOD,APOE,APP,AQP11,ARHGEF2,ARIH2,ARX,ATF5,ATM,ATOH8,ATP5F1A,ATP5IF1,BAMBI,BCL6,BCL7B,BID,BMP5,BMP6,BMP7,BMPER,BRCA2,BST1,BTC,CALCRL,CALR,CASK,CAV2,CBLB,CCL5,CCN1,CCN3,CCNB1,CCPG1,CD109,CD151,CD276,CD40LG,CD80,CD9,CDCA7,CDCA7L,CDH2,CDK1,CDON,CEP131,CHEK1,CHRD,CIB1,CKS2,CLEC12B,CLU,CNN1,CNOT6,CNOT6L,COPS8,COX17,CTC1,CTHRC1,CTNNA1,CUL4A,CYP7B1,DCHS1,DCHS2,DDR2,DDRGK1,DHPS,DISC1,DLC1,DLG5,DLL1,DNAJA3,DNAJB2,DNMT1,DOCK7,DOCK8,DOT1L,DPP4,DUSP1,DUSP10,E2F1,E2F7,E2F8,EAF2,EGF,EGFL7,EGR3,EIF2S2,ELF4,EMILIN1,EPCAM,EPHA4,EPHB2,ERBB2,ERBB3,ESR1,EXT1,EZH2,F3,FAM83D,FAM98A,FANCA,FAP,FBLN1,FBXO5,FBXW8,FER,FES,FGF1,FGF18,FGF21,FGF9,FGFR1,FGFR4,FIGNL1,FLT1,FN1,FNIP1,FOXJ1,FOXM1,FRZB,FST,FYN,FZD9,GAREM1,GATA2,GATA3,GDF11,GJA1,GLI2,GLI3,GPC3,GRPR,GSDME,HBEGF,HCLS1,HEY2,HGF,HHLA2,HOXA3,HOXA5,HPN,HSF4,IFI35,IFT57,IFT80,IGFBP4,IGFBP5,IL15,IL18,IL4I1,IL6R,IL6ST,INSR,INTU,IQGAP3,ITGA4,ITGAV,ITGB1,JUNB,KAT2B,KDM1A,KDR,KIF14,KIF20B,KIT,KLF13,KLF4,KLF9,KPNA1,LEPR,LGALS3,LGALS9,LGR4,LMBR1L,LMO1,LOC100737755,LRRK2,LTBP3,LYN,MAB21L1,MAGED1,MAP4K1,MAPK14,MAPK8IP1,MBD2,MDK,MEF2C,MEF2D,MEIS3,MELK,MFN2,MITF,MKS1,MLXIPL,MMP14,MMP16,MMP2,MMRN2,MN1,MPL,MRE11,MRPS27,MSTN,MTA3,MTBP,MYCN,NCAPG2,NDN,NDRG2,NDUFS2,NDUFS4,NES,NEURL1,NF1,NFIB,NFKBIA,NGFR,NIBAN2,NMI,NOS3,NOTCH2,NR4A3,NR5A2,NTRK3,NUMBL,ORC3,P3H2,P3H3,PDCD4,PDCD5,PDGFA,PDGFC,PDGFD,PDGFRA,PELO,PEX2,PHB2,PKD2,PLAG1,PLCL2,PLXNB3,POC1B,PODN,PPARGC1A,PPP3CA,PRDM1,PRDX3,PRKAR1A,PRKCD,PRKCH,PRKCI,PRKCQ,PRKD1,PTGES3,PTH1R,PTK2B,PTN,PTPRC,PTPRJ,PTPRK,PTPRN,PTPRZ1,RAC2,RAD51B,RAF1,RAPGEF1,RASSF10,RB1CC1,RBPJ,REST,RGCC,ROBO1,ROMO1,RORA,S1PR1,SAV1,SBDS,SCARB1,SELENON,SERPINB1,SERPINE2,SFRP2,SHC1,SIRT2,SLIT3,SMO,SMYD2,SOX11,SOX9,SPARC,SPHK1,SPRY2,SQLE,SQSTM1,SRPX,STAT1,STAT5B,STC1,STK11,STK3,STRN,SULF1,SULF2,TACC1,TACC3,TBCK,TCF7L2,TCIRG1,TEK,TENM4,TFRC,TGFB1,TGFB2,TGFB3,TGFBI,TGFBR1,TGFBR2,THAP11,THBS4,TIAM1,TIMP1,TLR9,TNC,TNFRSF1B,TNFRSF21,TNMD,TOX,TP63,TP73,TPBG,TPM1,TRAF5,TRNP1,TXNRD1,UHRF1,ULK1,USP13,VASH1,VASH2,VCAM1,VHL,VSTM4,WDR47,WDR48,WDR77,WWTR1,ZBTB16,ZBTB7B,ZBTB7C,ZEB1,ZFP91,ZFPM2,ZMIZ1,ZNF423,ZNF503,ZNF703


			GO:BP			apoptotic process			GO:0006915			2.52E-11			327			AARS1,ABL1,ACKR3,ACTC1,ACVR1,ADAM8,ADAMTS20,ADNP,ADORA2A,AEN,AGT,AGTR2,AIFM1,AKT2,ALDH1A2,ALPK2,ANGPTL4,ANKRD1,ANKRD13C,APAF1,APIP,APOE,APP,ARAF,ASNS,ATF3,ATF4,ATF5,ATM,ATP2A1,ATP2A3,ATP5IF1,AURKB,BAG3,BARD1,BCAP31,BCL3,BCL6,BDKRB2,BEX3,BHLHB9,BID,BIN1,BMP7,BNIP3,BNIP3L,BRCA1,BRCA2,BTC,CAPN3,CASP6,CASP9,CAT,CBL,CCL19,CCL5,CCN1,CD40LG,CD44,CDIP1,CDK1,CHCHD10,CHEK1,CHI3L1,CIB1,CIDEC,CIT,CITED1,CKB,CLIP3,CLU,COL2A1,COPS5,CRADD,CSRNP3,CTNNA1,CTSC,CUL3,CYFIP2,DAB2,DAPK1,DAPK2,DDIAS,DDX3X,DEDD,DHCR24,DLC1,DLG5,DLL1,DNAJA3,DNMT1,DOCK8,E2F1,EDNRA,EFNA1,EGR1,EGR3,EMILIN2,ENDOG,EPHA7,ERBB3,ERO1A,ERP29,ESR1,EYA2,EYA3,FAIM,FAIM2,FAM162A,FAP,FAS,FIGNL1,FNIP1,FOXO1,FRZB,FZD9,G0S2,GADD45B,GATA2,GATA3,GCLC,GHITM,GLI2,GLI3,GRIA4,GRID2,GRIK2,GSDME,HCLS1,HEY2,HGF,HIC1,HIGD1A,HIP1,HK2,HOXA5,HPN,HSF4,HSPA5,HSPB6,IER3,IFIT2,IFT57,IL2RB,IL6ST,IRF5,ITGA4,ITGA5,ITGA6,ITGAV,ITGB1,ITM2C,IVNS1ABP,KDM1A,KDR,KIF14,KLF4,KLHL17,KPNA1,KRT18,KRT8,LANCL1,LCK,LGALS3,LMBR1L,LOC100515171,LOX,LRP8,LRRK2,LYN,MAGED1,MAP1S,MAP3K10,MAP3K20,MAPK8IP1,MCM2,MDK,MDM2,MEIS3,MELK,MFN2,MICAL1,MITF,MKNK2,MRE11,MSH2,MSH6,MTCH2,MTDH,MUL1,NDUFS1,NEFL,NET1,NEURL1,NFATC4,NFE2L2,NGFR,NIBAN2,NOC2L,NONO,NOTCH2,NSG1,NTF4,OGT,OMA1,PAK4,PARK7,PCSK9,PDCD2L,PDCD4,PDCD5,PDE3A,PDIA3,PDK2,PDK4,PELI3,PHB2,PHLDA1,PHLPP1,PINK1,PLAA,PLEKHF1,PLK1,PLK3,PLXND1,PPARA,PPARGC1A,PPIF,PPM1F,PRDX3,PRKCD,PRKCH,PRKCI,PRKCQ,PTK2B,PTPMT1,PTPRC,PTPRZ1,PTRH2,RAF1,RB1CC1,REST,RETREG1,RGCC,RNF144B,RPS6KA1,RPS6KA3,RTKN,RYBP,RYR2,SAV1,SEMA3E,SENP1,SERPINE1,SFRP2,SGPL1,SGPP1,SH3GLB1,SH3RF2,SHC1,SIRT2,SKP2,SLC25A4,SLIT2,SLIT3,SMO,SMPD1,SORT1,SOX9,SPG11,SPHK1,SPI1,SPRY2,SRC,SRPX,STAT5B,STK11,STK17B,STK26,STK3,STXBP1,SUPV3L1,TAF9B,TAPBPL,TCHP,TCIRG1,TCTN3,TFRC,TGFB2,TGFBR1,TGFBR2,THAP11,TIGAR,TIMM50,TMEM109,TMTC4,TNFRSF12A,TNFRSF1B,TNFRSF21,TOP2A,TOX3,TP63,TP73,TPD52L1,TRAF3,TRAF3IP2,TRAF5,TYRO3,UACA,UBD,UBE2Z,UMODL1,UNC5B,USP53,VDAC1,VDAC2,VHL,WNK3,WRN,XKR5,XKR8,YBX3,ZBTB16,ZBTB7A,ZFAND6,ZFP91,ZNF385A


			GO:BP			extracellular matrix organization			GO:0030198			2.68E-11			95			ABI3BP,ABL1,ADAMTS12,ADAMTS14,ADAMTS15,ADAMTS16,ADAMTS19,ADAMTS2,ADAMTS20,ADAMTS6,ADAMTS7,ADAMTS8,ADAMTS9,ADAMTSL3,ADAMTSL5,AEBP1,AGT,ANTXR1,ANXA2,APLP1,APP,BCL3,CAV2,CCN1,COL11A1,COL11A2,COL16A1,COL1A2,COL22A1,COL27A1,COL2A1,COL3A1,COL5A1,COL5A2,COL5A3,COLQ,DDR2,DPP4,ECM2,EGFL6,EMILIN1,ERO1A,EXT1,FAP,FBLN1,FBLN5,FGFR4,FKBP10,FMOD,FSCN1,HPN,HSD17B12,ITGB1,KAZALD1,LAMB1,LAMB3,LAMC1,LOC100737755,LOX,LOXL1,LOXL4,LUM,MATN2,MMP16,MMP2,MMP23,MYF5,MYH11,NID1,OLFML2A,OLFML2B,P3H4,PDGFRA,PDPN,PHLDB2,POSTN,PRDM5,PTX3,PXDN,QSOX1,RECK,RGCC,SFRP2,SH3PXD2B,SLC2A10,SOX9,SULF1,SULF2,TGFB1,TGFB2,TGFBI,TGFBR1,THSD4,TNFRSF1B,VHL


			GO:BP			programmed cell death			GO:0012501			2.85E-11			337			AARS1,ABL1,ACKR3,ACTC1,ACVR1,ADAM8,ADAMTS20,ADNP,ADORA2A,AEN,AGT,AGTR2,AIFM1,AKT2,ALDH1A2,ALPK2,ANGPTL4,ANKRD1,ANKRD13C,APAF1,APIP,APOE,APP,ARAF,ASAH1,ASNS,ATF3,ATF4,ATF5,ATM,ATP2A1,ATP2A3,ATP5IF1,AURKB,BAG3,BARD1,BCAP31,BCL3,BCL6,BDKRB2,BEX3,BHLHB9,BID,BIN1,BMP7,BNIP3,BNIP3L,BRCA1,BRCA2,BTC,CAPN3,CASP6,CASP9,CAT,CBL,CCL19,CCL5,CCN1,CD40LG,CD44,CDIP1,CDK1,CHCHD10,CHEK1,CHI3L1,CIB1,CIDEC,CIT,CITED1,CKB,CLIP3,CLU,COL2A1,COPS5,CRADD,CSRNP3,CTNNA1,CTSC,CUL3,CYFIP2,DAB2,DAPK1,DAPK2,DDIAS,DDX3X,DEDD,DHCR24,DLC1,DLG5,DLL1,DNAJA3,DNMT1,DOCK8,DPP9,E2F1,EDNRA,EFNA1,EGR1,EGR3,EMILIN2,ENDOG,EPHA7,ERBB3,ERO1A,ERP29,ESR1,EYA2,EYA3,FAIM,FAIM2,FAM162A,FAP,FAS,FIGNL1,FNIP1,FOXO1,FRZB,FZD9,G0S2,GADD45B,GATA2,GATA3,GCLC,GHITM,GLI2,GLI3,GRIA4,GRID2,GRIK2,GSDME,HCLS1,HEY2,HGF,HIC1,HIGD1A,HIP1,HK2,HOXA5,HPN,HSF4,HSPA5,HSPB6,HTATIP2,IER3,IFIT2,IFT57,IL2RB,IL6ST,IRF5,ITGA4,ITGA5,ITGA6,ITGAV,ITGB1,ITM2C,IVNS1ABP,KDM1A,KDR,KIF14,KIT,KLF4,KLHL17,KPNA1,KRT18,KRT8,LANCL1,LCK,LGALS3,LMBR1L,LOC100515171,LOX,LRP8,LRRK2,LYN,MAGED1,MAP1S,MAP3K10,MAP3K20,MAPK8IP1,MCM2,MDK,MDM2,MEIS3,MELK,MET,MFN2,MICAL1,MITF,MKNK2,MRE11,MSH2,MSH6,MTCH2,MTDH,MUL1,MUTYH,NDUFS1,NEFL,NET1,NEURL1,NFATC4,NFE2L2,NGFR,NIBAN2,NOC2L,NONO,NOTCH2,NSG1,NTF4,OGT,OMA1,PAK4,PARK7,PCSK9,PDCD2L,PDCD4,PDCD5,PDE3A,PDIA3,PDK2,PDK4,PELI3,PHB2,PHLDA1,PHLPP1,PINK1,PKM,PLAA,PLCG2,PLEKHF1,PLK1,PLK3,PLXND1,PPARA,PPARGC1A,PPIF,PPM1F,PRDX3,PRKCD,PRKCH,PRKCI,PRKCQ,PTK2B,PTPMT1,PTPRC,PTPRZ1,PTRH2,PYGL,RAF1,RB1CC1,REST,RETREG1,RGCC,RNF144B,RPS6KA1,RPS6KA3,RTKN,RYBP,RYR2,SAV1,SEMA3E,SENP1,SERPINE1,SFRP2,SGPL1,SGPP1,SH3GLB1,SH3RF2,SHC1,SIRT2,SKP2,SLC25A4,SLIT2,SLIT3,SMO,SMPD1,SORT1,SOX9,SPG11,SPG7,SPHK1,SPI1,SPRY2,SRC,SRPX,STAT5B,STK11,STK17B,STK26,STK3,STXBP1,SUPV3L1,TAF9B,TAPBPL,TCHP,TCIRG1,TCTN3,TFRC,TGFB2,TGFBR1,TGFBR2,THAP11,TIGAR,TIMM50,TMEM109,TMTC4,TNFRSF12A,TNFRSF1B,TNFRSF21,TOP2A,TOX3,TP63,TP73,TPD52L1,TRAF3,TRAF3IP2,TRAF5,TYRO3,UACA,UBD,UBE2Z,UMODL1,UNC5B,USP53,VDAC1,VDAC2,VHL,WNK3,WRN,XKR5,XKR8,YBX3,ZBTB16,ZBTB7A,ZFAND6,ZFP91,ZNF385A


			GO:BP			regulation of biological quality			GO:0065008			3.29E-11			486			AARS1,ABCB1,ABCC1,ABHD17C,ABL1,ABL2,ACE,ACKR3,ACKR4,ACTA2,ACTN2,ADCY6,ADGRB3,ADGRL2,ADM,ADORA2A,ADRA1D,ADRA2A,ADRA2C,AGT,AGTR2,AKAP11,AKAP6,AKT1S1,AKT2,ALDH1A2,ANO1,ANO2,ANPEP,ANXA2,APOE,APP,AQP11,AQP7,ARHGAP42,ARHGAP44,ARHGAP5,ARPC5,ATAD1,ATF4,ATG9A,ATP10A,ATP10D,ATP11B,ATP1A2,ATP1B1,ATP2B4,ATP5IF1,ATP7A,ATP8B2,AVIL,BAG3,BAIAP2L2,BAIAP3,BCAP31,BCAT2,BCR,BDKRB2,BHLHB9,BID,BIN1,BLOC1S4,BMP5,BMP6,BNIP3,BVES,C1QTNF3,C2CD2L,C7H6ORF125,CACNA1D,CACNA1G,CACNG7,CALCR,CALM1,CALR,CAMKV,CAPG,CAPN3,CAPRIN2,CAPZA1,CAPZA2,CARHSP1,CASK,CASQ2,CCDC88C,CCN3,CCR9,CCT6A,CD40LG,CD9,CDC20,CDC37L1,CDC42EP3,CDH2,CDK5R1,CFAP20,CHCHD10,CHRNA1,CHRNA10,CHRNA3,CHRND,CHRNE,CKB,CLN6,CLSTN2,CLSTN3,CLU,CNOT6,CNOT6L,CNR1,COL1A2,COLQ,CORO2B,COX1,CPEB3,CPQ,CPS1,CPT1C,CRABP1,CRABP2,CRACD,CRY2,CRYM,CSDC2,CSDE1,CSF3,CTNND1,CTSA,CTTNBP2,CUL3,CUX2,CX3CR1,CXCR6,CYFIP2,CYP1A1,CYRIB,DCN,DCP2,DDI1,DDIAS,DDO,DDRGK1,DHCR7,DHRS3,DHRS7,DIP2B,DISC1,DKK3,DLG4,DLG5,DLL1,DOCK5,DSTN,DTD2,DTNBP1,DVL1,E2F1,ECSIT,EDN3,EDNRA,EFNA1,EGLN1,EGR1,EIF4G1,EMILIN1,EMILIN2,EPAS1,EPHA4,EPHA7,EPHB2,EPHB3,EPS8,ERAP1,ERAP2,ERBIN,ESAM,ESR1,EXT1,EYA2,EZR,F3,F8,FASTK,FASTKD1,FBLN1,FCHSD1,FCHSD2,FER,FERMT3,FHOD3,FLOT2,FLRT3,FLT1,FMR1,FN1,FUNDC2,FXR1,FXR2,FYN,GABRE,GATA3,GBA2,GCLC,GCNT4,GHR,GJA1,GJA5,GPAT4,GPC4,GPM6B,GRID2,GRIK2,GRIN2D,GRIN3A,GRIPAP1,GRK2,HABP2,HADH,HCLS1,HEY2,HIP1,HK2,HRC,HRH1,HSD17B10,IDE,IER3,IGSF11,IGSF9,IL4I1,INSYN1,IQGAP3,ISOC2,ITGB1,ITPR3,JAM3,KANK3,KCNAB2,KCNB1,KCND2,KCNIP2,KCNK1,KCNN2,KDM8,KDR,KLHL17,LIMK1,LIPE,LMOD2,LNPK,LOC100625134,LOC100626199,LOC100736765,LPAR1,LPAR4,LRFN2,LRFN5,LRP4,LRP8,LRRC4B,LRRC8E,LRRK2,LRRN1,LRRN3,LRRTM3,LSS,LVRN,LYN,MAP3K13,MAPK14,MAPKAPK2,MCM8,MDGA1,MDM2,MFSD2A,MKKS,MOXD1,MPC2,MUL1,MYEF2,MYH14,MYL4,NAV2,NCALD,NDUFS1,NEDD4L,NEFL,NEURL1,NFATC4,NFE2L2,NIBAN2,NOCT,NOS1,NOS3,NPY1R,NR1H2,NSG1,NUCB2,OPHN1,OXTR,P2RX5,P2RY1,PABPC1,PABPC4,PAIP1,PAK3,PARK7,PASK,PATL1,PCSK5,PDE3A,PDGFA,PDGFRA,PDPN,PEX2,PFKM,PHB2,PIK3R2,PINK1,PLA2G4A,PLEKHH2,PLK1,PLPP3,PLXNA3,PNKD,POPDC2,POPDC3,PPARA,PPIF,PPP1R15A,PPP1R1B,PPP3CA,PPP3CB,PRCP,PRDX3,PREPL,PRKCD,PRKCQ,PRKD1,PROS1,PRRT2,PRSS56,PTGES3,PTK2B,PTN,PTPRD,PTPRJ,PTPRN,PTPRS,RAB3A,RAD23A,RAF1,RASGRF2,RB1CC1,RBM38,RBP1,RDH11,RDH12,REST,RGS14,RIMS1,RND2,RNF149,RNF207,RYR2,S1PR2,SAV1,SCN1B,SCN2B,SCN3B,SCN4A,SCN4B,SCN5A,SCN7A,SCNN1A,SEMA3A,SEMA3E,SEMA3G,SEMA4F,SEMA5B,SEMA6A,SEMA6C,SEMA7A,SERPINE1,SERPINE2,SGPL1,SLC16A10,SLC1A6,SLC24A1,SLC25A4,SLC29A2,SLC29A4,SLC38A1,SLC7A8,SLC8A3,SLIT2,SLITRK1,SLITRK2,SLITRK4,SLITRK5,SLITRK6,SMAD2,SMO,SMTNL2,SNCG,SOX11,SPART,SPG7,SPP1,SPTAN1,SPTB,SQSTM1,SRC,SRD5A1,SRF,SRI,SRPX2,SSH1,STAT1,STAT5B,STK3,STOX1,STUB1,STX11,STX1B,STXBP1,STXBP5,SVIL,SWAP70,SYN1,SYNGR1,SYT12,SYT2,SYT9,TAF9B,TAPBP,TBRG4,TBX18,TCF7L2,TCIRG1,TFPI,TJP2,TMEM25,TMEM9,TMOD4,TMSB15A,TMSB15B,TNFRSF1B,TOMM7,TPBG,TRAF3IP2,TRAF5,TRDN,TREX1,TRPC1,TSPAN1,TUBA1B,TUBB,TWF1,TWF2,TYRO3,UBASH3B,UCP2,USF2,USP13,USP19,USP2,USP53,VAMP8,VARS2,VAV2,VCP,VDAC2,VHL,VIM,VMP1,VPS33A,VSTM4,WDTC1,WNK3,XKR5,XKR8,YWHAZ,ZBTB7B,ZFYVE27,ZNF385A


			GO:BP			external encapsulating structure organization			GO:0045229			3.42E-11			95			ABI3BP,ABL1,ADAMTS12,ADAMTS14,ADAMTS15,ADAMTS16,ADAMTS19,ADAMTS2,ADAMTS20,ADAMTS6,ADAMTS7,ADAMTS8,ADAMTS9,ADAMTSL3,ADAMTSL5,AEBP1,AGT,ANTXR1,ANXA2,APLP1,APP,BCL3,CAV2,CCN1,COL11A1,COL11A2,COL16A1,COL1A2,COL22A1,COL27A1,COL2A1,COL3A1,COL5A1,COL5A2,COL5A3,COLQ,DDR2,DPP4,ECM2,EGFL6,EMILIN1,ERO1A,EXT1,FAP,FBLN1,FBLN5,FGFR4,FKBP10,FMOD,FSCN1,HPN,HSD17B12,ITGB1,KAZALD1,LAMB1,LAMB3,LAMC1,LOC100737755,LOX,LOXL1,LOXL4,LUM,MATN2,MMP16,MMP2,MMP23,MYF5,MYH11,NID1,OLFML2A,OLFML2B,P3H4,PDGFRA,PDPN,PHLDB2,POSTN,PRDM5,PTX3,PXDN,QSOX1,RECK,RGCC,SFRP2,SH3PXD2B,SLC2A10,SOX9,SULF1,SULF2,TGFB1,TGFB2,TGFBI,TGFBR1,THSD4,TNFRSF1B,VHL


			GO:BP			regulation of cell death			GO:0010941			4.16E-11			296			AARS1,ABL1,ACKR3,ACOX2,ACTC1,ACVR1,ADAM8,ADAMTS20,ADNP,ADORA2A,AGT,AGTR2,AIFM1,AKT2,ALDH1A2,ALPK2,ANGPTL4,ANKRD1,ANKRD13C,APAF1,APIP,APOE,ARAF,ASAH1,ASNS,ATF3,ATF4,ATF5,ATM,AURKB,BAG3,BARD1,BCAP31,BCL3,BCL6,BDKRB2,BHLHB9,BID,BIN1,BMP7,BNIP3,BNIP3L,BRCA1,BTC,CAPN3,CASP6,CASP9,CAT,CBL,CCL19,CCL5,CCN1,CD40LG,CD44,CDK1,CIB1,CIDEC,CITED1,CKB,CLIP3,CLU,COL2A1,COPS5,CRADD,CSRNP3,CTNNA1,CTSC,CTSZ,DAB2,DAPK1,DAPK2,DDIAS,DDX3X,DEDD,DHCR24,DLC1,DLG5,DLL1,DNAJA3,DNMT1,DOCK8,E2F1,EFNA1,EGLN1,EGR1,EGR3,EIF4G1,EMILIN2,ENDOG,EPHA7,ERBB3,ERP29,ESR1,EYA2,EYA3,FAIM,FAIM2,FAM162A,FAP,FAS,FIGNL1,FNIP1,FOXO1,FRZB,FYN,FZD9,G0S2,GADD45B,GATA2,GATA3,GCLC,GHITM,GLI2,GLI3,GPR37,GPR75,GRIA4,GRID2,GRIK2,GSDME,HCLS1,HEY2,HGF,HIGD1A,HIP1,HOXA5,HPN,HSF4,HSPA5,HSPB6,HTATIP2,IER3,IFIT2,IFT57,IL2RB,IL6ST,IRF5,ITGA4,ITGA5,ITGA6,ITGAV,ITGB1,ITM2C,IVNS1ABP,KDM1A,KDR,KIF14,KIT,KLF4,KLHL17,KPNA1,KRT18,LANCL1,LCK,LGALS3,LOX,LRP8,LRRK2,LYN,MAGED1,MAP3K10,MAP3K20,MAPK8IP1,MDK,MDM2,MEIS3,MELK,MET,MFN2,MICAL1,MITF,MRE11,MSH2,MTCH2,MTDH,MUTYH,MYCN,NEFL,NET1,NEURL1,NFATC4,NFE2L2,NGFR,NIBAN2,NOC2L,NONO,NOTCH2,NTF4,OMA1,PAK4,PARK7,PARP16,PCSK9,PDCD4,PDCD5,PDIA3,PDK4,PELI3,PHB2,PHLDA1,PHLPP1,PINK1,PLAA,PLCG2,PLEKHF1,PLK1,PLK3,PLXND1,PPARA,PPARGC1A,PPIF,PRDX3,PRKCD,PRKCH,PRKCI,PRKCQ,PRKD1,PSMC1,PTK2B,PTPMT1,PTPRC,PTPRZ1,PTRH2,RAF1,RB1CC1,REST,RETREG1,RGCC,RILPL1,RNF144B,RPS6KA1,RPS6KA3,RTKN,RYBP,SAV1,SEMA3E,SERPINE1,SFRP2,SH3RF2,SHC1,SIRT2,SKP2,SLC25A24,SLC25A4,SLC6A13,SLIT2,SMO,SMPD1,SOX11,SOX9,SPEF1,SPHK1,SPRY2,SRC,SRPX,STAT5B,STK17B,STK26,STK3,STXBP1,SUPV3L1,TAF9B,TAPBPL,TCTN3,TEAD2,TFRC,TGFB2,TGFBR1,THAP11,TIGAR,TMEM109,TMEM259,TNFRSF12A,TNFRSF1B,TOP2A,TOX3,TP63,TPD52L1,TRAF3,TRAF5,TYRO3,UBD,UBE2Z,UMODL1,UNC5B,VHL,WNK3,WRN,YBX3,YWHAZ,ZBTB16,ZBTB7A,ZFAND6,ZFP91,ZFPM2,ZNF385A


			GO:BP			cellular response to organic substance			GO:0071310			4.52E-11			367			ABL1,ABL2,ACACA,ACKR3,ACKR4,ACSL1,ACTN2,ACTR3,ADAM15,ADAMTS12,ADAMTS7,ADCY3,ADCY6,ADIPOR2,ADRA2A,AGTR2,AHR,AKAP6,AKT2,ALDH1A2,ANKRD1,ANO1,APLP1,APP,ARHGEF2,ASAH1,ATF3,ATF4,ATIC,ATM,ATP1A2,ATP2B4,ATXN3,AUP1,BAG3,BAIAP3,BCAS3,BCAT2,BCR,BLM,BMP6,BMP7,BRCA1,C2CD2L,CACNB1,CALCOCO1,CALCRL,CALR,CAMK2A,CASP6,CASP9,CASQ2,CAV2,CCL19,CCL5,CCR9,CD14,CD44,CD80,CDIP1,CIB1,CMPK2,COL16A1,COL1A2,COL5A2,COPS5,CPEB3,CPEB4,CREB3L1,CREB3L2,CRY2,CSF3,CSNK2B,CTNNA1,CTSL,CUL3,CUX2,CX3CR1,CXCR6,CYP1A1,CYP7B1,DAB2,DAPK1,DDRGK1,DDX58,DIAPH1,DNAJC18,DNMT1,DOCK8,DUSP1,ECHDC3,EDNRA,EGR1,EGR2,EHMT2,EIF4A2,EPHA3,EPHA4,EPS8,ERBIN,ERMP1,ERO1A,ESR1,ESRRA,ESRRG,EXT1,EZH2,EZR,F3,FAM210B,FAS,FBXO32,FER,FES,FOXO1,FYN,GAPDH,GATA3,GBP1,GFPT2,GHR,GKAP1,GLI2,GNAI3,GNB5,GOT1,GPD1,GPR173,GPR75,GPS2,GRAMD1C,GRB10,GSDME,HADHB,HCLS1,HK2,HSF1,HSPA13,HSPA5,HSPA9,HSPB8,IFIH1,IFIT2,IGFBP5,IL12RB2,IL15,IL17RD,IL18,IL1R1,IL2RA,IL2RB,IL4R,IL6R,IL6ST,INSR,IQGAP3,IRAK1,IRAK2,IRF5,IRS3,ITGA4,KAT2B,KCNB1,KEAP1,KIT,KLF4,KLF9,KLHL12,KLHL15,KRT18,KRT8,LEPR,LMO2,LOC100510975,LOC100511937,LOC100519082,LOC100737755,LOX,LPIN1,LPIN3,LRCH1,LRRC7,LRRK2,LYN,MAP4K1,MAPK14,MAT2A,MAVS,MCM2,MDM2,MEF2C,MKKS,MLXIPL,MMP2,MN1,MPC2,MPL,MRC1,MRPL15,MSC,MSTN,MTDH,MUL1,MX1,MYBL2,NCOA2,NEURL1,NFE2L2,NFIL3,NFKBIA,NFKBIB,NFKBIL1,NGFR,NKIRAS1,NMI,NOL4L,NOS3,NPC1,NR1D2,NR4A3,NR5A2,NSG1,NUMBL,OGT,OPTN,P2RY1,PAK3,PAK4,PARK7,PARP14,PARP16,PARP9,PCOLCE2,PCSK9,PDCD4,PDE3A,PDE4B,PDGFC,PDGFD,PDGFRA,PDIA3,PDK2,PDK4,PELI3,PER1,PHB2,PIAS3,PIGA,PIK3R2,PIP4K2A,PIP4K2C,PKD2,PLAA,PLCB1,PLCG2,PMM1,PPARA,PPARGC1B,PPP1R1B,PPP3CB,PRCP,PRDM5,PRKCD,PRKCI,PRKCQ,PRKCZ,PTGES3,PTK2B,PTK7,PTPRA,PTPRC,PTPRN,RAB10,RAD51,RAF1,RAP1GDS1,RAPGEF3,RBM15,REST,RIF1,RIPOR2,RNF14,ROBO1,ROCK2,RORA,RRAGD,RXRG,RYR2,SAFB2,SAMHD1,SCARB1,SCNN1A,SELENON,SERPINE1,SESN1,SESN2,SFR1,SGK1,SHC1,SHPK,SIRT2,SKP2,SLC1A3,SLC26A6,SLC27A1,SLIT2,SLIT3,SMARCA5,SMO,SOX9,SPHK1,SPI1,SPIDR,SPP1,SPRY2,SRC,SRI,SSH1,STAT1,STAT5B,STING1,STUB1,STXBP1,SYNGR1,TCIRG1,TEAD2,TEX14,TFPI,TFRC,TIMELESS,TLR9,TMEM38A,TMTC4,TNFRSF11A,TNFRSF1B,TNFRSF21,TNIP1,TP63,TRAF3,TRAF3IP2,TRAF5,TRAIP,TREX1,TRIM72,TWF2,UBR2,UGCG,UGGT1,UMODL1,USP18,VAPB,VCAM1,VCP,VIM,VPS26B,WDR35,WDTC1,YBX3,ZBTB20,ZBTB7A,ZBTB7B,ZEB1,ZFAND6,ZFP91,ZMIZ1,ZNF703,ZYX


			GO:BP			regulation of phosphate metabolic process			GO:0019220			4.71E-11			289			ABL1,ACE,ACSL1,ACVR1,ADAM8,ADRA2A,ADRA2C,AGT,AGTR2,AJUBA,AKT1S1,AKT2,APOE,APP,ARAF,ARHGEF2,ATP2B4,ATP5IF1,BARD1,BDKRB2,BLM,BMP5,BMP6,BMP7,BMPER,BOD1,BST1,BTC,C3,CAB39,CAB39L,CALM1,CAMKK2,CBL,CCDC88A,CCDC88C,CCL19,CCN1,CCNB1,CCNB2,CCNB3,CCNE1,CCNE2,CCNG2,CCNL1,CCNT2,CD109,CD40LG,CD44,CD80,CDC25B,CDCA2,CDK5R1,CDON,CENPE,CEP85,CHI3L1,CIB1,CKS2,CLIP3,CLSPN,CLU,COPS8,CORO1C,CRY2,CSF3,CSNK2B,CSPG4,CTF1,DAB2,DBF4,DBNDD1,DDR2,DDRGK1,DDX3X,DLC1,DOCK7,DTNBP1,DUSP1,DUSP10,DVL1,DYNLL1,EEF1A1,EFNA1,EGF,EIF4G1,EMILIN1,ENG,ENPP2,EPHA3,EPHA4,EPHA7,EPHB2,EPHB3,EPHB4,ERBB2,ERBB3,ERP29,EZH2,FAM20A,FAS,FBLN1,FER,FGF1,FGF18,FGF21,FGFR1,FLT1,FMR1,FN1,FNIP1,FXR1,FXR2,FYN,FZD10,GADD45B,GDF11,GDF9,GHR,GPD1,GPRC5B,GRB10,GUCA1B,HBEGF,HCLS1,HGF,HMGCR,HRC,IER3,IL15,IL18,IL6R,IL6ST,INPP5F,INPP5J,INSR,IQGAP3,IRAK1,ITGA5,ITGA6,KAT2B,KDR,KIF14,KIT,KLHL31,LDB2,LEPR,LOC100511937,LOX,LPCAT1,LRP4,LRP8,LRRCC1,LRRK1,LRRK2,LYN,MAP2K2,MAP3K10,MAP3K13,MASTL,MAVS,ME1,MFSD2A,MGAT5,MICAL1,MLXIPL,MMD,MRE11,MSTN,MUSK,NCAPG2,NDUFS4,NEURL1,NIBAN1,NOS1,NOS3,NTF4,NTRK3,OGT,PAQR3,PARK7,PARP14,PARP16,PARP9,PBK,PDGFA,PDGFC,PDGFD,PDGFRA,PDK2,PDK4,PHB2,PIK3R2,PINK1,PIP4K2A,PIP4K2C,PKD2,PKIG,PLCE1,PLCG2,PLK1,PLPP3,PPARA,PPARGC1A,PPARGC1B,PPM1F,PPP1R14C,PPP1R15A,PPP1R1B,PPP2R5A,PPP6R2,PRDX3,PRKAG1,PRKAG3,PRKAR1A,PRKAR1B,PRKAR2A,PRKCD,PRKCZ,PRKD1,PRR5,PRR5L,PRRC1,PTGES3,PTK2B,PTPN13,PTPRB,PTPRC,PTPRJ,RAD51,RAF1,RAP2C,RAPGEF3,RB1CC1,RGCC,RGS14,ROBO1,ROCK2,ROR2,RUBCN,S1PR2,SCARB1,SEMA7A,SESN2,SFRP2,SH3BP5,SIRT2,SLC27A1,SLC8A3,SLIT2,SMG5,SMPD1,SOX9,SPHK1,SPRED2,SPRY2,SRC,SRPX2,STK11,STOX1,SWAP70,TEK,TESK1,TFRC,TGFB2,TGFBR1,TGFBR2,THBS4,TIGAR,TLR9,TNFRSF11A,TPD52L1,TPX2,TRAF3IP1,TREX1,TRPT1,TSPO,TWF1,TYRO3,UBASH3B,VAV2,VCP,VRK3,WDR91,WNK3,WWTR1,ZBTB20,ZBTB7A,ZFP91


			GO:BP			regulation of phosphorus metabolic process			GO:0051174			4.71E-11			289			ABL1,ACE,ACSL1,ACVR1,ADAM8,ADRA2A,ADRA2C,AGT,AGTR2,AJUBA,AKT1S1,AKT2,APOE,APP,ARAF,ARHGEF2,ATP2B4,ATP5IF1,BARD1,BDKRB2,BLM,BMP5,BMP6,BMP7,BMPER,BOD1,BST1,BTC,C3,CAB39,CAB39L,CALM1,CAMKK2,CBL,CCDC88A,CCDC88C,CCL19,CCN1,CCNB1,CCNB2,CCNB3,CCNE1,CCNE2,CCNG2,CCNL1,CCNT2,CD109,CD40LG,CD44,CD80,CDC25B,CDCA2,CDK5R1,CDON,CENPE,CEP85,CHI3L1,CIB1,CKS2,CLIP3,CLSPN,CLU,COPS8,CORO1C,CRY2,CSF3,CSNK2B,CSPG4,CTF1,DAB2,DBF4,DBNDD1,DDR2,DDRGK1,DDX3X,DLC1,DOCK7,DTNBP1,DUSP1,DUSP10,DVL1,DYNLL1,EEF1A1,EFNA1,EGF,EIF4G1,EMILIN1,ENG,ENPP2,EPHA3,EPHA4,EPHA7,EPHB2,EPHB3,EPHB4,ERBB2,ERBB3,ERP29,EZH2,FAM20A,FAS,FBLN1,FER,FGF1,FGF18,FGF21,FGFR1,FLT1,FMR1,FN1,FNIP1,FXR1,FXR2,FYN,FZD10,GADD45B,GDF11,GDF9,GHR,GPD1,GPRC5B,GRB10,GUCA1B,HBEGF,HCLS1,HGF,HMGCR,HRC,IER3,IL15,IL18,IL6R,IL6ST,INPP5F,INPP5J,INSR,IQGAP3,IRAK1,ITGA5,ITGA6,KAT2B,KDR,KIF14,KIT,KLHL31,LDB2,LEPR,LOC100511937,LOX,LPCAT1,LRP4,LRP8,LRRCC1,LRRK1,LRRK2,LYN,MAP2K2,MAP3K10,MAP3K13,MASTL,MAVS,ME1,MFSD2A,MGAT5,MICAL1,MLXIPL,MMD,MRE11,MSTN,MUSK,NCAPG2,NDUFS4,NEURL1,NIBAN1,NOS1,NOS3,NTF4,NTRK3,OGT,PAQR3,PARK7,PARP14,PARP16,PARP9,PBK,PDGFA,PDGFC,PDGFD,PDGFRA,PDK2,PDK4,PHB2,PIK3R2,PINK1,PIP4K2A,PIP4K2C,PKD2,PKIG,PLCE1,PLCG2,PLK1,PLPP3,PPARA,PPARGC1A,PPARGC1B,PPM1F,PPP1R14C,PPP1R15A,PPP1R1B,PPP2R5A,PPP6R2,PRDX3,PRKAG1,PRKAG3,PRKAR1A,PRKAR1B,PRKAR2A,PRKCD,PRKCZ,PRKD1,PRR5,PRR5L,PRRC1,PTGES3,PTK2B,PTPN13,PTPRB,PTPRC,PTPRJ,RAD51,RAF1,RAP2C,RAPGEF3,RB1CC1,RGCC,RGS14,ROBO1,ROCK2,ROR2,RUBCN,S1PR2,SCARB1,SEMA7A,SESN2,SFRP2,SH3BP5,SIRT2,SLC27A1,SLC8A3,SLIT2,SMG5,SMPD1,SOX9,SPHK1,SPRED2,SPRY2,SRC,SRPX2,STK11,STOX1,SWAP70,TEK,TESK1,TFRC,TGFB2,TGFBR1,TGFBR2,THBS4,TIGAR,TLR9,TNFRSF11A,TPD52L1,TPX2,TRAF3IP1,TREX1,TRPT1,TSPO,TWF1,TYRO3,UBASH3B,VAV2,VCP,VRK3,WDR91,WNK3,WWTR1,ZBTB20,ZBTB7A,ZFP91


			GO:BP			developmental growth			GO:0048589			4.86E-11			148			ABL1,ADM,AFG3L2,APOD,APP,ARIH2,ARX,ATF5,ATM,BCL9,BRCA2,CAPN3,CCN3,CD9,CHEK1,CHRNA1,CHRND,COL27A1,COLQ,CRABP2,CTC1,CYFIP2,DCX,DDR2,DIP2B,DLL1,DUSP10,DVL1,EDNRA,EHMT2,EIF3J,EPHA7,ESR1,EXT1,EZH2,EZR,FGF1,FGF9,FLRT3,FN1,FZD9,GAMT,GATA3,GDF9,GHR,GLI2,GLI3,GPAT4,HDGFL2,HEY2,HOXA5,IFT80,INSR,ITGB1,JADE2,KIF20A,KIF26B,KPNA1,LEPR,LIMK1,LOC100736765,LRP4,MAP1B,MAP3K13,MAPK14,MDK,MFSD2A,MKKS,MSTN,MUL1,MYMK,MYOZ1,NCAPG2,NEDD4L,NIN,NOTCH2,NPY1R,PELO,PI16,PKDCC,PLAA,PLAG1,PLCB1,PLXNA1,PLXNA3,PRKAR1A,PRKCZ,PTGFRN,PTK7,PTN,PTPRS,PTX3,RAD51B,RBPJ,RIMS1,RND2,S1PR1,SAV1,SBDS,SELENON,SEMA3A,SEMA3E,SEMA3G,SEMA4F,SEMA5B,SEMA6A,SEMA6C,SEMA7A,SFRP2,SGPL1,SIK3,SLC25A25,SLIT1,SLIT2,SLIT3,SLITRK1,SLITRK6,SMAD2,SMO,SMURF1,SOX9,SPART,SPG11,SPRY2,SRF,STAT5B,STC1,STK11,STK3,SYT2,TENM4,TGFB1,TGFB2,TGFBR1,TGFBR2,THBS3,TP73,TTC8,TWF2,ULK1,WDR48,WDTC1,WWC2,WWTR1,YBX3,ZFPM2,ZFYVE27,ZMIZ1


			GO:BP			nuclear division			GO:0000280			4.99E-11			119			ACTR3,APITD1,ARHGEF10,ATM,AURKB,BMP7,BRCA2,BRIP1,BUB1,BUB1B,CALR,CAV2,CCNB1,CCNB2,CCNE2,CDC14B,CDC20,CDC25B,CDCA2,CDCA5,CDT1,CENPE,CEP192,CEP85,CHEK1,CKS2,CUL3,CUL7,EGF,EHMT2,EME1,EML4,EPS8,ESPL1,FANCA,FANCD2,FANCM,FBXO5,FBXW5,FIGNL1,GEN1,INCENP,INSR,KAT2B,KIF11,KIF14,KIF15,KIF18A,KIF18B,KIF20A,KIF20B,KIF22,KIF23,KIF2A,KIF2C,KIF3B,KIF4A,KIFC1,KLHDC8B,MAPRE1,MASTL,MEIOB,MKI67,MND1,MRE11,MSH4,MTBP,MYBL2,NAA10,NAA50,NCAPD2,NCAPD3,NCAPG,NCAPG2,NCAPH,NDC1,NDC80,NEK2,NME6,NSFL1C,NSL1,NUF2,OBSL1,PDE3A,PHB2,PHF13,PLCB1,PLK1,PSMC3IP,PTTG1,RACGAP1,RAD21,RAD51,RAD51AP1,REEP4,RGCC,SEPTIN1,SGO1,SGO2,SIRT2,SLF1,SMARCA5,SMC2,SMC4,SPAG5,SPDL1,SPHK1,SPICE1,SYCP2,TDRKH,TEX14,TOP2A,TOP2B,TPX2,TTK,UBE2C,UBR2,ZWILCH,ZWINT


			GO:BP			cell-cell adhesion			GO:0098609			5.40E-11			189			ABL1,ACVR1,ADAM8,ADGRL1,ADORA2A,AJUBA,AKNA,ASS1,BCL6,BLOC1S4,BMP6,BMP7,BOC,BVES,CADM2,CBLB,CCN1,CCN3,CD2,CD200,CD276,CD40LG,CD44,CD80,CD9,CDH10,CDH11,CDH15,CDH2,CDH20,CDH22,CDH7,CDK5R1,CDON,CELSR3,CHST2,CLSTN2,CLSTN3,CNTN1,CNTN4,CPLANE2,CTNNA1,CTNND1,CTNND2,CYFIP2,DCHS1,DCHS2,DHPS,DLG4,DLG5,DNAJA3,DOCK8,DPP4,DUSP10,DUSP3,EFNB3,EGR3,EMB,EMILIN2,EPCAM,EPHA7,EPHB3,ERBB2,ERBIN,ESAM,EXT1,EZR,FCHO1,FER,FERMT3,FLOT2,FLRT3,FN1,FOXJ1,GATA3,GCNT1,GLI3,GPC4,GRID2,HHLA2,IGDCC4,IGSF11,IGSF9,IL15,IL18,IL4I1,IL6ST,IRAK1,ITGA2,ITGA4,ITGA5,ITGA6,ITGA9,ITGAL,ITGAV,ITGB1,ITGB7,JAM3,KIF26B,KIRREL1,KIT,KLF4,LAMB1,LCK,LGALS9,LOC100737755,LRFN5,LRRC4,LRRC4B,LRRC4C,LYN,MAPK14,MDGA1,MDK,MPZ,MYO10,MYOT,MYPN,NECTIN3,NEGR1,NEXN,NFKBIZ,NLGN3,NOTCH2,NR4A3,NRCAM,NT5E,OBSL1,PARVA,PCDH11X,PCDH12,PCDH17,PCDH7,PCDHGB1,PDGFRA,PDPN,PLPP3,PLXNB3,PODXL,PODXL2,PPARA,PPM1F,PPP3CA,PRKAR1A,PRKCD,PRKCQ,PRKCZ,PTPRC,PTPRD,PTPRS,RAC2,RAPGEF1,RGCC,ROBO1,SCARF2,SDK1,SERPINE2,SHC1,SLITRK1,SLITRK2,SOX9,SPARCL1,SPI1,SRC,SRF,SRPX2,STAT5B,STK10,STXBP1,SWAP70,TAPBPL,TENM1,TENM2,TFRC,TGFB1,TGFBR2,THBS4,TJP2,TMEM47,TNFRSF21,TNIP1,TYRO3,UBASH3B,VCAM1,VMP1,ZBTB1,ZBTB16,ZBTB7B,ZMIZ1


			GO:BP			organelle fission			GO:0048285			5.83E-11			129			ACOT8,ACTR3,APITD1,ARHGEF10,ATM,AURKB,BMP7,BNIP3,BRCA2,BRIP1,BUB1,BUB1B,CALR,CAV2,CCNB1,CCNB2,CCNE2,CDC14B,CDC20,CDC25B,CDCA2,CDCA5,CDT1,CENPE,CEP192,CEP85,CHEK1,CKS2,CORO1C,COX10,CUL3,CUL7,DCN,DDHD2,EGF,EHMT2,EME1,EML4,EPS8,ESPL1,FANCA,FANCD2,FANCM,FBXO5,FBXW5,FIGNL1,GEN1,INCENP,INSR,KAT2B,KDR,KIF11,KIF14,KIF15,KIF18A,KIF18B,KIF20A,KIF20B,KIF22,KIF23,KIF2A,KIF2C,KIF3B,KIF4A,KIFC1,KLHDC8B,MAPRE1,MASTL,MEIOB,MKI67,MND1,MRE11,MSH4,MTBP,MTFP1,MUL1,MYBL2,NAA10,NAA50,NCAPD2,NCAPD3,NCAPG,NCAPG2,NCAPH,NDC1,NDC80,NEK2,NME6,NSFL1C,NSL1,NUF2,OBSL1,PDE3A,PHB2,PHF13,PINK1,PLCB1,PLK1,PSMC3IP,PTTG1,RACGAP1,RAD21,RAD51,RAD51AP1,REEP4,RGCC,SEPTIN1,SGO1,SGO2,SIRT2,SLF1,SMARCA5,SMC2,SMC4,SPAG5,SPDL1,SPHK1,SPICE1,SYCP2,TDRKH,TEX14,TOP2A,TOP2B,TPX2,TTK,UBE2C,UBR2,ZWILCH,ZWINT


			GO:BP			regulation of metabolic process			GO:0019222			9.86E-11			1203			AARS1,ABHD5,ABL1,ABLIM3,ACADM,ACADVL,ACE,ACO1,ACOT8,ACSL1,ACTA2,ACTC1,ACTR3,ACVR1,ADAM8,ADIPOR2,ADNP,ADRA2A,ADRA2C,AEBP1,AFAP1L2,AFF1,AGT,AGTR2,AHR,AIFM1,AJUBA,AKNA,AKT1S1,AKT2,ALDH1A2,ALPK2,ANKIB1,ANKRD1,ANKRD2,ANTXR1,ANXA2,ANXA8,APAF1,APBA3,APLP1,APOD,APOE,APP,AQP11,ARAF,ARHGEF2,ARIH2,ARNTL,ARRDC3,ARX,ASAH1,ASB11,ASB5,ASL,ASPH,ASS1,ASXL3,ATAD2,ATF3,ATF4,ATF5,ATM,ATOH8,ATP1B1,ATP1B3,ATP2A3,ATP2B4,ATP5IF1,ATP7A,ATR,ATXN1,ATXN3,AURKB,AZIN2,BAG3,BAMBI,BARD1,BBS7,BCAP31,BCAS3,BCKDK,BCL11A,BCL3,BCL6,BCL7B,BCL9,BCORL1,BCR,BDKRB2,BEND6,BHLHE41,BID,BIN1,BLM,BMP5,BMP6,BMP7,BMPER,BNIP3,BNIP3L,BOD1,BRCA1,BRCA2,BRD3,BRIP1,BST1,BTC,BTNL9,BUB1B,BVES,BZW2,C1QTNF3,C3,C4A,C7H6ORF125,CAB39,CAB39L,CALCOCO1,CALCOCO2,CALCR,CALM1,CALR,CAMK2A,CAMKK2,CAMTA2,CAPN3,CAPRIN2,CARF,CARHSP1,CASK,CASP9,CAT,CAVIN3,CBL,CBLB,CBX2,CBX3,CBX4,CC2D1B,CCDC124,CCDC88A,CCDC88C,CCL19,CCN1,CCN4,CCNB1,CCNB2,CCNB3,CCNE1,CCNE2,CCNG2,CCNL1,CCNL2,CCNT2,CCPG1,CCT6A,CD109,CD14,CD2,CD200,CD276,CD40LG,CD44,CD80,CDC20,CDC25B,CDCA2,CDCA7,CDCA7L,CDK1,CDK14,CDK17,CDK5R1,CDON,CDT1,CEBPG,CENPE,CENPF,CENPJ,CEP85,CHCHD10,CHCHD2,CHD3,CHD6,CHEK1,CHI3L1,CHTF18,CHURC1,CIAO3,CIB1,CILP,CIPC,CITED1,CKAP2,CKB,CKS2,CLIP3,CLK3,CLN6,CLPX,CLSPN,CLU,CNOT6,CNOT6L,CNR1,CNTN1,COL2A1,COL7A1,COPS5,COPS8,CORO1C,COX17,CPAMD8,CPEB3,CPEB4,CPT2,CRADD,CREB3L1,CREB3L2,CREB5,CREBRF,CREM,CRY2,CRYM,CSDC2,CSDE1,CSF3,CSNK2B,CSPG4,CSRNP1,CSRNP3,CST6,CTC1,CTF1,CTSA,CTSZ,CUL3,CUL4A,CUL4B,CUX2,CYFIP2,DAB2,DAPK1,DBF4,DBNDD1,DBX1,DCAF6,DCN,DCP2,DCUN1D2,DCUN1D4,DDR2,DDRGK1,DDX1,DDX3X,DDX58,DECR1,DEDD,DEPDC5,DHCR24,DHX58,DIP2B,DISC1,DKK3,DLC1,DLL1,DMRT2,DNAJA3,DNAJB2,DNAJC1,DNAJC17,DNAJC24,DNMT1,DNMT3B,DOCK7,DOT1L,DPF3,DROSHA,DTL,DTNBP1,DUSP1,DUSP10,DUSP26,DVL1,DXO,DYNLL1,DYRK1B,E2F1,E2F6,E2F7,E2F8,E4F1,EAF2,EBF1,EBF2,EBF3,EBF4,EDA,EEF1A1,EFCAB7,EFNA1,EGF,EGLN1,EGR1,EGR2,EGR3,EHMT2,EID1,EIF1,EIF4A2,EIF4EBP1,EIF4G1,ELF4,ELK3,ELK4,ELL2,EMILIN1,ENC1,ENDOG,ENG,ENPP2,EPAS1,EPCAM,EPHA3,EPHA4,EPHA7,EPHB2,EPHB3,EPHB4,EPHX2,ERBB2,ERBB3,ERBIN,ERP29,ESCO1,ESR1,ESRRA,ESRRG,ETF1,ETV1,ETV5,EYA2,EYA3,EZH1,EZH2,EZR,F3,FAM162A,FAM20A,FAM3C,FAM83D,FAM98A,FANCA,FANCD2,FANCI,FANCM,FAP,FAS,FASTK,FASTKD1,FBLN1,FBXO5,FBXW8,FER,FGF1,FGF18,FGF21,FGF9,FGFR1,FGFR4,FH,FHL2,FHL5,FHOD1,FIGNL1,FLOT2,FLT1,FMO1,FMO2,FMR1,FN1,FNIP1,FOS,FOXA3,FOXJ1,FOXM1,FOXN3,FOXO1,FOXP2,FRY,FST,FXR1,FXR2,FYCO1,FYN,FZD10,FZD2,G0S2,GADD45B,GAPDH,GATA2,GATA3,GBP1,GCLC,GDF11,GDF9,GFPT1,GGA1,GHR,GINS3,GJA1,GLI2,GLI3,GNAI3,GOLM1,GPC3,GPD1,GPI,GPR37,GPRC5B,GPS2,GRB10,GTF2IRD1,GUCA1B,HADH,HBEGF,HBS1L,HCLS1,HDAC10,HDAC9,HDGFL2,HES6,HEY2,HGF,HHATL,HHLA2,HIC1,HIF3A,HIP1,HIVEP1,HIVEP2,HK1,HK2,HLTF,HMCES,HMGCR,HMMR,HOMER2,HOMER3,HOXA3,HOXA5,HPN,HR,HRC,HSF1,HSF4,HSPA5,HSPB8,HTATIP2,ICMT,IDE,IER2,IER3,IFIH1,IFT57,IGFBP4,IGFBP5,IGSF1,IKBKG,IL12RB2,IL15,IL16,IL17B,IL18,IL1R1,IL4I1,IL6R,IL6ST,ILRUN,INPP5F,INPP5J,INSR,IQGAP3,IRAK1,IRAK2,IRF5,IRF9,ISCU,ITGA5,ITGA6,ITGAV,ITGB1,ITGB6,ITIH3,ITIH4,ITM2A,ITSN1,IVNS1ABP,JADE2,JADE3,JMJD1C,JUNB,KAT2B,KBTBD8,KDM1A,KDM7A,KDM8,KDR,KEAP1,KHDRBS1,KIF14,KIFC1,KIT,KLF13,KLF4,KLHL12,KLHL15,KLHL17,KLHL31,LACTB,LAMA4,LARP4,LCK,LDB2,LDLRAD3,LEPR,LGALS9,LGR4,LIMK1,LIN37,LIN54,LIPG,LMCD1,LMNB1,LMNB2,LMO1,LMO2,LOC100510975,LOC100511937,LOC100513741,LOC100517129,LOC100623035,LOC102158443,LOC110255204,LOC110258620,LOC110259371,LONP2,LOX,LPAR1,LPCAT1,LPCAT3,LPIN1,LPIN3,LRP4,LRP8,LRRC7,LRRCC1,LRRFIP1,LRRFIP2,LRRK1,LRRK2,LRRTM3,LTBP1,LUM,LXN,LYAR,LYN,MAF1,MAFF,MAFK,MAGED1,MAGEH1,MAGOHB,MAML3,MAP2K2,MAP3K10,MAP3K13,MAPK14,MAPK8IP1,MAPKAPK2,MARCHF2,MARS1,MASTL,MAVS,MBD2,MBD3,MBNL1,MBNL3,MBTD1,MDK,MDM2,ME1,MED15,MED8,MEF2A,MEF2C,MEF2D,MEIS3,MEOX2,MET,MFN2,MFSD2A,MGA,MGAT5,MICAL1,MID1IP1,MIR214,MITF,MKKS,MKX,MLIP,MLXIP,MLXIPL,MMD,MN1,MOSPD1,MRE11,MRPS27,MSC,MSH2,MSH6,MSI1,MSTN,MTA3,MTBP,MTDH,MTERF3,MTG1,MTHFR,MTM1,MTMR4,MUL1,MUSK,MXD3,MYBL1,MYBL2,MYCN,MYEF2,MYF5,MYF6,MYLK2,MYOZ1,NABP2,NAMPT,NANS,NAV3,NBAS,NCAPG2,NCOA2,NDN,NDRG2,NDUFS4,NECAB3,NEIL1,NEK2,NEK3,NEK4,NEURL1,NFATC1,NFATC3,NFATC4,NFE2L1,NFE2L2,NFE2L3,NFIB,NFIL3,NFKBIA,NFKBIB,NFKBIL1,NFKBIZ,NFXL1,NGFR,NIBAN1,NIBAN2,NLN,NMI,NOC2L,NOCT,NOL4L,NONO,NOS1,NOS3,NOSTRIN,NOTCH2,NOTCH3,NOVA1,NPAS3,NPC1,NPLOC4,NQO1,NR0B2,NR1D2,NR1H2,NR1I3,NR2F1,NR2F6,NR4A3,NR5A2,NRDC,NSD2,NTF4,NTRK3,NUDT15,NUP107,OBI1,OGT,OMA1,OPHN1,OPTN,ORC3,ORMDL1,ORMDL2,OTUB2,OXTR,PABPC1,PABPC4,PACSIN3,PAFAH1B2,PAIP1,PAQR3,PAQR6,PARG,PARK7,PARM1,PARP14,PARP16,PARP3,PARP9,PARPBP,PASK,PATL1,PATZ1,PBK,PBX3,PBX4,PC,PCBP1,PCOLCE,PCOLCE2,PCSK9,PDCD4,PDCD5,PDE3A,PDE4B,PDE4D,PDGFA,PDGFC,PDGFD,PDGFRA,PDK2,PDK4,PELO,PER1,PER2,PEX2,PFKM,PHB2,PHF1,PHF19,PHF21A,PIAS3,PIK3R2,PINK1,PIP4K2A,PIP4K2C,PITHD1,PKD2,PKIG,PKM,PLAA,PLAG1,PLAGL1,PLAT,PLCB1,PLCE1,PLCG2,PLCL1,PLCL2,PLD1,PLEKHF1,PLGRKT,PLIN1,PLK1,PLK3,PLPP3,PNKD,PNPLA2,POGK,POLDIP2,POLR3A,POLR3D,POT1,POU6F1,PPARA,PPARGC1A,PPARGC1B,PPIF,PPM1A,PPM1B,PPM1F,PPP1R14C,PPP1R15A,PPP1R1B,PPP1R3A,PPP1R3B,PPP1R3C,PPP1R3D,PPP1R3G,PPP2R5A,PPP3CA,PPP3CB,PPP6R2,PPTC7,PRCP,PRDM1,PRDM11,PRDM5,PRDX3,PRDX6,PRIM2,PRKAB2,PRKAG1,PRKAG3,PRKAR1A,PRKAR1B,PRKAR2A,PRKCD,PRKCH,PRKCI,PRKCQ,PRKCZ,PRKD1,PRR5,PRR5L,PRRC1,PSAP,PSIP1,PSMA3,PSMB8,PSMB9,PSMC1,PSMC2,PSMC3,PSMC3IP,PSMC5,PSMD1,PSMD14,PSMD3,PTBP3,PTGES2,PTGES3,PTK2B,PTPN13,PTPRB,PTPRC,PTPRJ,PTPRK,PTPRN,PTRH2,PTTG1,PTX3,PXYLP1,QSOX1,RAB29,RAB7A,RAC2,RAD21,RAD23A,RAD51,RAD51AP1,RAF1,RAMP1,RAP2C,RAPGEF3,RB1CC1,RBBP8,RBFOX1,RBM15,RBM15B,RBM20,RBM38,RBPJ,RCN3,RCOR1,RCOR2,RECK,REST,RFC3,RFC5,RFX7,RGCC,RGMA,RGS14,RHEB,RHEBL1,RIF1,RMI2,RNF14,RNF144A,RNF2,RNF207,RNF217,ROBO1,ROCK2,ROMO1,ROR2,RORA,ROS1,RPA2,RPS6KA1,RPS6KA3,RPS6KB2,RRAGD,RUBCN,RUNX1T1,RXRG,RYBP,S1PR1,S1PR2,S1PR3,SAFB2,SALL2,SAP130,SARS1,SAV1,SCAI,SCARB1,SCMH1,SCML2,SCRT1,SEMA7A,SENP1,SERPINB1,SERPINE1,SERPINE2,SERTAD1,SESN1,SESN2,SETD7,SFMBT2,SFR1,SFRP2,SH3BP5,SH3GLB1,SH3RF2,SHC1,SHFL,SIRT2,SKP2,SLC24A5,SLC25A4,SLC27A1,SLC2A10,SLC37A4,SLC38A2,SLC38A3,SLC7A7,SLC8A3,SLF1,SLIRP,SLIT2,SLIT3,SMAD2,SMAD9,SMARCA5,SMARCAD1,SMG5,SMO,SMPD1,SMURF1,SMYD2,SND1,SNX30,SNX7,SOAT1,SOGA1,SORT1,SOX11,SOX9,SPHK1,SPI1,SPIDR,SPINDOC,SPP1,SPRED2,SPRY2,SPTLC1,SPTY2D1,SQSTM1,SRC,SREBF2,SRF,SRI,SRPX2,SS18,SSBP4,SSU72,STAT1,STAT5B,STING1,STK11,STK3,STOX1,STOX2,STUB1,SUCO,SULF1,SULF2,SUPT16H,SUPV3L1,SWAP70,TAF11,TAF12,TAF9B,TAPBP,TASOR,TBC1D14,TBL1XR1,TBRG4,TBX15,TBX18,TCF12,TCF19,TCF3,TCF4,TCF7L1,TCF7L2,TCIRG1,TDRD12,TDRKH,TEAD1,TEAD2,TEAD4,TEK,TESK1,TET3,TFEB,TFPI,TFRC,TGFB1,TGFB2,TGFB3,TGFBR1,TGFBR2,THAP11,THBS4,THOC5,TIA1,TIGAR,TIMELESS,TIMP1,TLR5,TLR9,TMEFF2,TMEM107,TMEM259,TMEM9,TMEM98,TMEM9B,TMTC3,TNC,TNFRSF11A,TNFRSF1B,TNFRSF21,TNIP1,TOP2A,TOP2B,TOX,TOX3,TP53INP2,TP63,TP73,TPCN2,TPD52L1,TPX2,TRAF3,TRAF3IP1,TRAF3IP2,TRAF5,TRAIP,TRAPPC13,TREX1,TRPT1,TRUB2,TSC22D1,TSC22D3,TSHZ3,TSKU,TSPO,TTC21B,TTC39B,TTC5,TWF1,TYRO3,UACA,UBASH3B,UBE2Z,UBR2,UBXN1,UCP2,UHRF1,ULK1,UMODL1,USF2,USP1,USP13,USP19,USP2,USP25,VASH1,VAV2,VCP,VDAC1,VHL,VIM,VRK3,WDR43,WDR45,WDR48,WDR77,WDR91,WDTC1,WFIKKN2,WHRN,WIPI1,WNK3,WRN,WWC2,WWP1,WWTR1,XPO1,YBX3,YEATS2,YWHAQ,YWHAZ,ZBTB1,ZBTB12,ZBTB16,ZBTB20,ZBTB7A,ZBTB7B,ZBTB7C,ZBTB8A,ZEB1,ZEB2,ZFHX4,ZFP30,ZFP37,ZFP91,ZFPM2,ZHX2,ZIC3,ZKSCAN4,ZKSCAN7,ZMIZ1,ZMYM2,ZNF114,ZNF135,ZNF142,ZNF175,ZNF180,ZNF235,ZNF26,ZNF260,ZNF280C,ZNF287,ZNF300,ZNF322,ZNF329,ZNF333,ZNF358,ZNF367,ZNF385A,ZNF395,ZNF396,ZNF423,ZNF503,ZNF518A,ZNF521,ZNF524,ZNF536,ZNF567,ZNF568,ZNF608,ZNF624,ZNF628,ZNF641,ZNF692,ZNF703,ZNF704,ZNF711,ZNF76,ZNF768,ZNF827,ZNF865,ZNF879,ZNFX1,ZRANB3,ZSCAN12,ZSCAN31,ZXDC,ZYG11B


			GO:BP			regulation of phosphorylation			GO:0042325			1.06E-10			263			ABL1,ACE,ACSL1,ACVR1,ADAM8,ADRA2A,ADRA2C,AGT,AJUBA,AKT1S1,AKT2,APOE,APP,ARAF,ARHGEF2,ATP2B4,BARD1,BDKRB2,BLM,BMP5,BMP6,BMP7,BMPER,BST1,BTC,C3,CAB39,CAB39L,CAMKK2,CBL,CCDC88A,CCDC88C,CCL19,CCN1,CCNB1,CCNB2,CCNB3,CCNE1,CCNE2,CCNG2,CCNL1,CCNT2,CD109,CD40LG,CD44,CD80,CDC25B,CDK5R1,CDON,CENPE,CEP85,CHI3L1,CIB1,CKS2,CLIP3,CLSPN,CLU,COPS8,CORO1C,CSF3,CSNK2B,CSPG4,CTF1,DAB2,DBF4,DBNDD1,DDR2,DDRGK1,DDX3X,DOCK7,DTNBP1,DUSP1,DUSP10,DVL1,DYNLL1,EEF1A1,EFNA1,EGF,EIF4G1,EMILIN1,ENG,ENPP2,EPHA3,EPHA4,EPHA7,EPHB2,EPHB3,EPHB4,ERBB2,ERBB3,ERP29,EZH2,FAM20A,FAS,FBLN1,FER,FGF1,FGF18,FGF21,FGFR1,FLT1,FMR1,FN1,FNIP1,FXR1,FXR2,FYN,FZD10,GADD45B,GDF11,GDF9,GHR,GPD1,GPRC5B,GRB10,HBEGF,HCLS1,HGF,HMGCR,HRC,IER3,IL15,IL18,IL6R,IL6ST,INPP5F,INPP5J,INSR,IQGAP3,IRAK1,ITGA5,ITGA6,KAT2B,KDR,KIF14,KIT,KLHL31,LDB2,LEPR,LOC100511937,LOX,LRP4,LRP8,LRRK1,LRRK2,LYN,MAP2K2,MAP3K10,MAP3K13,MASTL,MAVS,MICAL1,MLXIPL,MMD,MRE11,MSTN,MUSK,NCAPG2,NDUFS4,NEURL1,NIBAN1,NOS1,NTF4,NTRK3,OGT,PAQR3,PARK7,PARP14,PARP16,PARP9,PBK,PDGFA,PDGFC,PDGFD,PDGFRA,PHB2,PIK3R2,PINK1,PIP4K2A,PIP4K2C,PKD2,PKIG,PLCE1,PLCG2,PLK1,PLPP3,PPARA,PPARGC1B,PPM1F,PPP1R14C,PPP2R5A,PRDX3,PRKAG1,PRKAG3,PRKAR1A,PRKAR1B,PRKAR2A,PRKCD,PRKCZ,PRKD1,PRR5,PRR5L,PRRC1,PTGES3,PTK2B,PTPN13,PTPRB,PTPRC,PTPRJ,RAD51,RAF1,RAP2C,RAPGEF3,RB1CC1,RGCC,RGS14,ROBO1,ROCK2,ROR2,RUBCN,S1PR2,SEMA7A,SESN2,SFRP2,SH3BP5,SIRT2,SLC27A1,SLC8A3,SLIT2,SMPD1,SOX9,SPHK1,SPRED2,SPRY2,SRC,SRPX2,STK11,STOX1,TEK,TESK1,TFRC,TGFB2,TGFBR1,TGFBR2,THBS4,TIGAR,TLR9,TNFRSF11A,TPD52L1,TPX2,TRAF3IP1,TREX1,TRPT1,TWF1,TYRO3,UBASH3B,VAV2,WDR91,WNK3,WWTR1,ZBTB20,ZBTB7A,ZFP91


			GO:BP			nucleobase-containing small molecule metabolic process			GO:0055086			1.15E-10			158			ABCC6,ACACA,ACAT1,ACOT7,ACOT8,ACSL1,ACSL4,ACSM4,ACSM5,ACSS1,ACSS2,ADCY2,ADCY3,ADCY4,ADCY6,ADCY9,ADSL,AK1,AK3,AK5,ALDH1L2,ALDH6A1,ALDOC,AMPD1,AMPD3,APP,ATIC,ATP1A2,ATP1B1,ATP5F1A,ATP5F1B,ATP5IF1,ATP5MC1,ATP5MC3,ATP5ME,ATP5PO,ATP6,CDS1,CHPT1,CLPX,CMPK2,CNP,CPS1,DCAKD,DCTD,DCTPP1,DLAT,DLD,DLST,DNPH1,ENO3,ENTPD5,ENTPD6,ENTPD7,EXTL2,FLAD1,FMO1,FMO2,GAPDH,GARS1,GART,GFPT1,GFPT2,GMDS,GMPR,GNAI3,GPAT4,GPD1,GPI,GUCA1B,GUCY1A1,GUK1,HADHB,HK1,HK2,HMGCR,IER3,IMPDH1,INSR,LOC100736765,LOC110255887,LRRK2,MACROD1,MDH1,ME1,MLXIPL,MMUT,MPI,MVK,MYH3,NAMPT,NAXE,NDUFS1,NME4,NME6,NOCT,NOS1,NOS3,NT5C1A,NT5C3A,NT5E,NT5M,NUDT12,NUDT15,NUDT5,OGDH,OGT,OXSM,PAICS,PANK3,PANK4,PARG,PARK7,PC,PDE4B,PDE4D,PDE9A,PDHA1,PDHB,PDHX,PDK2,PDK4,PFKM,PGAM2,PGK1,PGLS,PKM,PMM1,PPARA,PPARGC1A,PPAT,PRKAG3,PRPS1,PRTFDC1,PTDSS1,PTPMT1,RORA,SAMHD1,SHPK,SLC25A25,SLC4A7,SMPDL3A,SUCLG2,TBPL1,TIGAR,TP53I3,TPI1,TREX1,TSPO,UGCG,UGDH,UGGT1,UGGT2,UGP2,UXS1,VCP,ZBTB20,ZBTB7A


			GO:BP			regulation of cell population proliferation			GO:0042127			1.37E-10			305			ABI3BP,ABL1,ACE,ACKR3,ADGRG1,ADM,AHR,AKT2,ALDH1A2,APOD,APOE,APP,AQP11,ARX,ATF5,ATM,ATOH8,ATP5F1A,ATP5IF1,BAMBI,BCL6,BCL7B,BID,BMP5,BMP6,BMP7,BRCA2,BST1,BTC,CALCRL,CALR,CASK,CAV2,CBLB,CCL5,CCN1,CCN3,CCNB1,CCPG1,CD109,CD276,CD40LG,CD80,CD9,CDCA7,CDCA7L,CDH2,CDON,CEP131,CHEK1,CHRD,CIB1,CLU,CNN1,CNOT6,CNOT6L,COPS8,COX17,CTC1,CTHRC1,CTNNA1,CUL4A,CYP7B1,DDR2,DDRGK1,DHPS,DISC1,DLC1,DLG5,DLL1,DNAJA3,DNAJB2,DNMT1,DOT1L,DPP4,DUSP1,DUSP10,E2F1,E2F7,EAF2,EGF,EGFL7,EGR3,EMILIN1,EPCAM,EPHA4,EPHB2,ERBB2,ERBB3,ESR1,EZH2,F3,FAM98A,FANCA,FAP,FBLN1,FBXO5,FER,FES,FGF1,FGF18,FGF21,FGF9,FGFR1,FGFR4,FLT1,FN1,FNIP1,FOXJ1,FOXM1,FRZB,FZD9,GAREM1,GATA2,GATA3,GDF11,GJA1,GLI2,GLI3,GPC3,GRPR,GSDME,HBEGF,HCLS1,HEY2,HHLA2,HOXA3,HOXA5,HPN,HSF4,IFI35,IFT57,IFT80,IGFBP5,IL15,IL18,IL4I1,IL6R,IL6ST,INSR,INTU,IQGAP3,ITGA4,ITGAV,ITGB1,JUNB,KAT2B,KDM1A,KDR,KIF14,KIF20B,KIT,KLF13,KLF4,KLF9,LGALS3,LGALS9,LMO1,LOC100737755,LRRK2,LTBP3,LYN,MAB21L1,MAGED1,MAPK14,MAPK8IP1,MBD2,MDK,MEF2C,MEF2D,MEIS3,MFN2,MITF,MKS1,MLXIPL,MMP2,MMRN2,MN1,MPL,MSTN,MTA3,MTBP,MYCN,NDN,NDRG2,NDUFS4,NEURL1,NF1,NFIB,NFKBIA,NGFR,NIBAN2,NMI,NOS3,NOTCH2,NR4A3,NR5A2,NTRK3,P3H2,P3H3,PDCD4,PDCD5,PDGFA,PDGFC,PDGFD,PDGFRA,PEX2,PHB2,PKD2,PLAG1,PLXNB3,PODN,PPARGC1A,PPP3CA,PRDM1,PRDX3,PRKAR1A,PRKCH,PRKCI,PRKCQ,PRKD1,PTH1R,PTK2B,PTN,PTPRC,PTPRJ,PTPRK,PTPRN,PTPRZ1,RAC2,RAD51B,RAF1,RAPGEF1,RASSF10,RB1CC1,RBPJ,REST,RGCC,ROBO1,ROMO1,S1PR1,SAV1,SELENON,SERPINE2,SFRP2,SHC1,SIRT2,SLIT3,SMO,SMYD2,SOX11,SOX9,SPARC,SPHK1,SPRY2,SQLE,SRPX,STAT1,STAT5B,STK11,STK3,STRN,SULF1,SULF2,TCF7L2,TFRC,TGFB1,TGFB2,TGFB3,TGFBR1,TGFBR2,THBS4,TIAM1,TIMP1,TLR9,TNC,TNFRSF1B,TNFRSF21,TNMD,TOX,TP63,TP73,TPBG,TPM1,TRAF5,TRNP1,UHRF1,ULK1,VASH1,VASH2,VCAM1,VHL,WDR48,WDR77,WWTR1,ZBTB16,ZBTB7B,ZBTB7C,ZEB1,ZFP91,ZFPM2,ZMIZ1,ZNF423,ZNF503,ZNF703


			GO:BP			negative regulation of intracellular signal transduction			GO:1902532			1.46E-10			132			ABL1,ACKR3,AGT,AJUBA,AKT1S1,APOE,ARHGAP12,ARHGAP42,ARHGAP44,ATF3,ATM,ATP2B4,BCL6,BDKRB2,BID,BMP7,C1QTNF3,CASTOR2,CAVIN3,CCN3,CD44,CDT1,CIB1,CILP,CIT,CKB,CLU,CUL3,DDIAS,DDX3X,DEPDC5,DLC1,DLG5,DUSP1,DUSP10,DUSP26,DUSP29,DUSP3,EFNA1,EMILIN1,ENDOG,EPHA4,EPHB2,ESR1,EZR,FBLN1,FHL2,FIGNL1,FNIP1,FOXM1,FOXO1,GBP1,GPS2,HMGCR,HOMER2,HOMER3,HSF4,IFI35,ITGB1,IVNS1ABP,KDM1A,KLHL12,KLHL31,LRRK2,LYN,MAPK14,MAPK8IP1,MDM2,MET,MFN2,MSTN,MUL1,MYOZ1,NDRG2,NF1,NFE2L2,NMI,NOC2L,NONO,OPTN,OTUD7A,PAQR3,PARK7,PBK,PBLD,PDE3A,PDE4D,PHLPP1,PIK3R2,PINK1,PPARA,PPIF,PPM1A,PPM1B,PRKCD,PTPRC,PTPRJ,RANBP9,RAPGEF1,RASA4B,RGS14,RIPOR2,RNF149,RNF157,RORA,RPS6KA1,SCAI,SEMA6A,SERPINE2,SESN1,SESN2,SFRP2,SLC2A10,SLIT2,SMPD1,SPI1,SPRED2,SPRY2,SRC,STAT1,STK11,THOC5,TLR9,TNIP1,TRIM59,TSPAN6,UACA,UBR2,VRK3,WWC2,YBX3,ZNF385A


			GO:BP			cellular respiration			GO:0045333			1.60E-10			77			ACO1,ACO2,ATP5F1A,ATP5F1B,ATP5ME,ATP5PO,BID,BLOC1S1,BNIP3,C7H6ORF125,CAT,CCNB1,CDK1,CDS1,CHCHD10,CHCHD2,COA6,COQ10A,COQ10B,COQ9,COX1,COX10,COX3,COX4I1,COX5A,DLST,ETFA,ETFB,ETFDH,FH,GPD1,HADHB,IDE,IDH2,IDH3B,IDH3G,ISCU,LOC100524239,LOC100524873,MDH1,MDH2,MLXIPL,MSH2,ND4,NDUFA10,NDUFA8,NDUFAF1,NDUFB6,NDUFB8,NDUFB9,NDUFS1,NDUFS2,NDUFS4,NDUFS6,NDUFS7,NDUFV1,NFATC4,OGDH,PARK7,PINK1,PPARGC1A,PPIF,SDHA,SDHAF2,SDHB,SDHC,SLC25A12,SLC25A22,SLC25A25,SUCLA2,SUCLG1,SUCLG2,TREX1,UQCR10,UQCRC1,UQCRQ,VCP


			GO:BP			negative regulation of organelle organization			GO:0010639			1.64E-10			98			ARHGEF2,ARPIN,ATM,AURKB,AVIL,BMP7,BNIP3,BUB1,BUB1B,CAPG,CAPZA1,CAPZA2,CCNB1,CCNF,CCP110,CDT1,CHEK1,CIB1,CKAP2,CLIP3,CORO1B,CORO2B,CRACD,CTC1,DCP2,DLC1,EHMT2,EPS8,FBXO5,FHOD3,GEN1,GHITM,GMFB,HGF,HSF4,IER3,KANK3,KAT2B,KIF24,LMOD2,LRRK2,MAK,MAPRE1,MCM2,MET,MID1IP1,MKKS,MPHOSPH9,MTBP,MTM1,MUL1,NAA10,NAV3,NDC80,NME6,OMA1,PHLDB2,PINK1,PLEKHH2,PLK1,POT1,PPIF,PRKCD,PRRT2,RAD21,RHPN2,SLC25A4,SLIT2,SMARCA5,SPDL1,SPEF1,SPTAN1,SPTB,SRC,SSH1,STMN2,SVIL,SWAP70,TESK1,TEX14,TFRC,TIGAR,TMEFF2,TMEM67,TMOD4,TMSB15A,TMSB15B,TOP2A,TPX2,TSPO,TTK,TWF1,TWF2,VAT1,WASF2,WDR47,ZWILCH,ZWINT


			GO:BP			muscle cell differentiation			GO:0042692			1.64E-10			98			ACADM,ACTA1,ACTC1,ACTN2,ACVR1,ADAMTS15,ADGRB3,ADM,AFG3L2,ALPK2,ANKRD23,ASB2,BCL9,BHLHE41,BIN1,BVES,CACNA1S,CAPN3,CASQ1,CAV2,CCN3,CD9,CDH2,CDON,CSRP2,DLL1,DNMT1,DOCK5,DUSP29,DYRK1B,EDNRA,ENG,EZH2,FBXO40,FHOD3,FLNC,HDGFL2,HEY2,HOMER1,IGFBP5,ITGB1,KIT,LMOD2,LOC100736765,LOX,MAPK14,MDM2,MEF2A,MEF2C,MMP14,MYF5,MYH11,MYMK,MYO18B,MYOF,MYOM2,MYOZ1,MYPN,NEB,NFATC1,NFATC3,NFATC4,NLN,NRAP,PDCD4,PDGFRA,PGM5,PI16,PLEKHO1,PLPP7,POPDC2,POPDC3,PPP3CA,PPP3CB,PRKAR1A,PTGFRN,RBM38,RBPJ,RIPOR2,RORA,SDC1,SELENON,SGCD,SMO,SORT1,SOX9,SPG11,SRF,SYPL2,TBX18,TCAP,TMEM204,TMOD4,TNNT2,TPM1,TRIM72,WFIKKN2,ZEB1


			GO:BP			enzyme-linked receptor protein signaling pathway			GO:0007167			2.53E-10			216			ABL1,ACVR1,ADAMTS12,ADGRA2,ADRA2A,AFAP1L2,AGT,AGTR2,AKT1S1,AKT2,ANGPT2,ANGPTL1,APOD,ARHGEF2,ASPN,ATOH8,BAMBI,BMP5,BMP6,BMP7,BMPER,BTC,CAV2,CBL,CBLB,CCDC88A,CCN1,CCN3,CD109,CDK5R1,CHRD,CHURC1,CILP,CITED1,COL1A2,COL3A1,CPNE3,CREB3L1,CSNK2B,CSPG4,CSRNP1,CYFIP2,DAB2,DCN,DDR2,DLL1,DOK5,EFNA1,EFNB3,EFS,EGF,EGR1,EMILIN1,ENG,EPHA3,EPHA4,EPHA7,EPHB2,EPHB3,EPHB4,ERBB2,ERBB3,EXT1,F3,FBN1,FBN2,FER,FES,FGF1,FGF18,FGF21,FGF9,FGFR1,FGFR4,FLRT3,FLT1,FOS,FOXO1,FST,GAB1,GAREM1,GATA3,GDF11,GDF9,GFRA3,GHR,GKAP1,GPC3,GRB10,HBEGF,HGF,HIP1,HIVEP1,HSPA5,HTRA1,HTRA3,IGFBP4,IGFBP5,IGSF1,IL17RD,IL6ST,INSR,IRS3,ITGB6,JADE2,KCP,KDR,KIT,LOC100511937,LOX,LTBP1,LTBP3,LYN,MAPK14,MAPKAPK2,MET,MMRN2,MSTN,MTMR4,MUSK,NCEH1,NEO1,NEURL1,NFATC4,NGFR,NOTCH2,NR4A3,NTF4,NTRK3,NUP93,OGT,PBLD,PDCD4,PDGFA,PDGFC,PDGFD,PDGFRA,PDK2,PDK4,PELO,PIK3R2,PIP4K2A,PIP4K2C,PLAT,PLCB1,PLCE1,PPARA,PPM1A,PPM1L,PRKCD,PRKCQ,PRKCZ,PRKD1,PTK2B,PTPRA,PTPRJ,PTPRK,RAB7A,RAF1,RAPGEF1,RASL11B,RBPJ,RGMA,RNF165,ROBO1,ROR2,ROS1,SEMA6A,SFRP2,SGPL1,SHC1,SIPA1L1,SIRT2,SLC2A10,SMAD2,SMAD9,SMURF1,SORT1,SOX11,SOX9,SPART,SPI1,SPRY2,SRC,SS18,STAT5B,STK11,STUB1,SULF1,SULF2,SVEP1,TEK,TGFB1,TGFB2,TGFB3,TGFBR1,TGFBR2,TMEM204,TMEM53,TRIM72,TSPAN12,TYRO3,UBASH3B,VASN,VIM,WFIKKN2,WWTR1,ZBTB7A,ZBTB7B,ZEB1,ZFAND5,ZFYVE27,ZMIZ1,ZNF423,ZNF703,ZYX


			GO:BP			animal organ morphogenesis			GO:0009887			2.60E-10			226			ABL1,ACTA2,ACTC1,ACVR1,ADAM15,ADAMTS16,AGRN,AGT,ALDH1A2,ALPK2,ANKRD1,ASB2,ASPN,ASXL3,ATF4,BCR,BMP6,BMP7,BTBD7,CCDC40,CCN1,CDH2,CDON,CHRNA10,CHSY1,COL11A1,COL11A2,COL1A2,COL27A1,COL2A1,COL5A1,COL5A2,CPE,CPLANE2,CSRNP1,CTHRC1,CTSZ,CUL3,CYP7B1,DAB2,DCHS1,DHRS3,DLG5,DLL1,DVL1,EDA,EDNRA,EFNA1,EGLN1,ENG,EPHB2,ESR1,EXT1,FAM20A,FANCD2,FBN1,FBN2,FGF1,FGF18,FGF21,FGF9,FOXJ1,FOXN3,FST,FZD2,GAMT,GATA2,GATA3,GCNT1,GCNT4,GDF11,GJA5,GLI2,GLI3,GPC3,HEY2,HGF,HOXA3,HOXA5,HPN,HS2ST1,IFT140,IFT57,IFT80,IGFBP5,INSR,INTU,ITGA6,ITGB4,ITGB6,KCNQ4,KDR,KIF26B,KLHL3,LAMB1,LAMB3,LAMC1,LAMC3,LGR4,LOC100736765,LOC100737755,LRIG3,LRP4,LRRK2,LTBP3,MAN2A1,MAPK14,MDFI,MDK,MDM2,MEF2D,MEGF9,MEIS3,MFAP2,MFN2,MFSD2A,MIB1,MKKS,MKS1,MMP14,MMP16,MMP2,MTHFD1L,MYBPC3,MYCN,MYF5,MYF6,MYLK2,MYO7A,NECTIN3,NFIB,NGFR,NOS3,NOTCH2,NPY1R,NR5A2,NSD2,NTF4,NTN3,OBSL1,PAPPA2,PARVA,PBX3,PBX4,PDGFC,PDGFRA,PHB2,PHEX,PKD2,PLAG1,PLEKHA4,PLXNA1,PLXND1,PPARA,PPARGC1B,PPP3CA,PRDM1,PRELID2,PRKCI,PROM1,PTK7,PTN,RBM15,RBM20,RBPJ,RIPOR2,RNF207,S1PR1,SAV1,SDK1,SERPINE1,SFRP2,SGPL1,SIK3,SLC39A1,SLIT3,SLITRK6,SMAD2,SMO,SOX11,SOX9,SPRY2,SRC,SRF,SSUH2,STC1,STOX1,SULF1,SULF2,TCAP,TCIRG1,TEAD2,TENM3,TGFB1,TGFB2,TGFB3,TGFBR1,TGFBR2,THBS3,TMEM107,TMEM59L,TNC,TNNT2,TP63,TPM1,TREX1,TSKU,TSPAN12,TTC39C,TTC8,TULP3,USH1C,VANGL2,VHL,WDR19,WDR48,WHRN,WWTR1,XIRP2,ZEB1,ZFAND5,ZFP91,ZFPM2,ZHX2,ZIC3,ZMIZ1


			GO:BP			regulation of programmed cell death			GO:0043067			2.87E-10			275			AARS1,ABL1,ACKR3,ACTC1,ACVR1,ADAM8,ADAMTS20,ADNP,ADORA2A,AGT,AGTR2,AIFM1,AKT2,ALDH1A2,ALPK2,ANGPTL4,ANKRD1,ANKRD13C,APAF1,APIP,APOE,ARAF,ASAH1,ASNS,ATF3,ATF4,ATF5,ATM,AURKB,BAG3,BARD1,BCAP31,BCL3,BCL6,BDKRB2,BHLHB9,BID,BIN1,BMP7,BNIP3,BNIP3L,BRCA1,BTC,CAPN3,CASP6,CASP9,CAT,CBL,CCL19,CCL5,CCN1,CD40LG,CD44,CDK1,CIB1,CIDEC,CITED1,CKB,CLIP3,CLU,COL2A1,COPS5,CRADD,CSRNP3,CTNNA1,CTSC,DAB2,DAPK1,DAPK2,DDIAS,DDX3X,DEDD,DHCR24,DLC1,DLG5,DLL1,DNAJA3,DNMT1,DOCK8,E2F1,EFNA1,EGR1,EGR3,EMILIN2,ENDOG,EPHA7,ERBB3,ERP29,ESR1,EYA2,EYA3,FAIM,FAIM2,FAM162A,FAP,FAS,FIGNL1,FNIP1,FOXO1,FRZB,FZD9,G0S2,GADD45B,GATA2,GATA3,GCLC,GHITM,GLI2,GLI3,GRIA4,GRID2,GRIK2,GSDME,HCLS1,HEY2,HGF,HIGD1A,HIP1,HOXA5,HPN,HSF4,HSPA5,HSPB6,HTATIP2,IER3,IFIT2,IFT57,IL2RB,IL6ST,IRF5,ITGA4,ITGA5,ITGA6,ITGAV,ITGB1,ITM2C,IVNS1ABP,KDM1A,KDR,KIF14,KIT,KLF4,KLHL17,KPNA1,KRT18,LANCL1,LCK,LGALS3,LOX,LRP8,LRRK2,LYN,MAGED1,MAP3K10,MAP3K20,MAPK8IP1,MDK,MDM2,MEIS3,MELK,MET,MFN2,MICAL1,MITF,MRE11,MSH2,MTCH2,MTDH,MUTYH,NEFL,NET1,NEURL1,NFATC4,NFE2L2,NGFR,NIBAN2,NOC2L,NONO,NOTCH2,NTF4,OMA1,PAK4,PARK7,PCSK9,PDCD4,PDCD5,PDIA3,PDK4,PELI3,PHB2,PHLDA1,PHLPP1,PINK1,PLAA,PLCG2,PLEKHF1,PLK1,PLK3,PLXND1,PPARA,PPARGC1A,PPIF,PRDX3,PRKCD,PRKCH,PRKCI,PRKCQ,PTK2B,PTPMT1,PTPRC,PTPRZ1,PTRH2,RAF1,RB1CC1,REST,RETREG1,RGCC,RNF144B,RPS6KA1,RPS6KA3,RTKN,RYBP,SAV1,SEMA3E,SERPINE1,SFRP2,SH3RF2,SHC1,SIRT2,SKP2,SLC25A4,SLIT2,SMO,SMPD1,SOX9,SPHK1,SPRY2,SRC,SRPX,STAT5B,STK17B,STK26,STK3,STXBP1,SUPV3L1,TAF9B,TAPBPL,TCTN3,TFRC,TGFB2,TGFBR1,THAP11,TIGAR,TNFRSF12A,TNFRSF1B,TOP2A,TOX3,TP63,TPD52L1,TRAF3,TRAF5,TYRO3,UBD,UBE2Z,UMODL1,UNC5B,VHL,WNK3,WRN,YBX3,ZBTB16,ZBTB7A,ZFAND6,ZFP91,ZNF385A


			GO:BP			cell-substrate adhesion			GO:0031589			3.28E-10			98			ABI3BP,ABL1,ACTN2,ADAM15,ADAMTS12,AJUBA,ANGPT2,ANO2,ANTXR1,APOD,ATXN3,BCAM,BCL6,BCR,BST1,BVES,CALR,CASK,CCN1,CDH11,CIB1,COL16A1,COL3A1,COL5A3,CORO1C,CORO2B,DLC1,DOCK5,DUSP3,ECM2,EDA,EDIL3,EFNA1,EGFL6,EMILIN1,EPDR1,EPHA3,EPHB3,FBLN1,FER,FERMT3,FN1,GBP1,HSD17B12,ITGA2,ITGA4,ITGA5,ITGA6,ITGA9,ITGAL,ITGAV,ITGB1,ITGB4,ITGB6,ITGB7,JAM3,KDR,KIF14,LAMB1,LAMB3,LAMC1,LAMC3,LOC100523684,MACF1,MDK,MEGF9,MYF5,NID1,NID2,PARVA,PARVB,PDPN,PHLDB2,PPM1F,PTK2B,PTPRA,PTPRJ,PTPRK,RAC2,RADIL,RCC2,RHOD,RRAS,SEMA3E,SERPINE1,SNED1,SORBS1,SRC,SRF,TEK,TESK1,TIAM1,TYRO3,UNC13D,UTRN,VCAM1,WHAMM,ZYX


			GO:BP			regulation of localization			GO:0032879			3.28E-10			374			ABCA5,ABHD17C,ABHD5,ABL1,ACTN2,ADRA2A,AFDN,AKAP6,AKT2,ANKFY1,ANKRD1,ANKRD13A,ANKRD13B,ANO1,ANXA2,APOD,APOE,ARHGAP1,ARHGAP44,ATAD1,ATF4,ATP1B1,ATP2B4,ATP5IF1,AURKB,AZIN2,BAG3,BAIAP3,BARD1,BCAP31,BCR,BEST1,BEST3,BIN1,BMPER,BNIP3L,BVES,C1QTNF3,C2,C2CD2L,C3,C7H6ORF125,CACNA1D,CACNA1G,CACNA1S,CACNB1,CACNG6,CACNG7,CALM1,CALR,CAPN3,CASK,CASQ1,CASQ2,CBL,CCDC88A,CCL19,CCN3,CCNE2,CCT6A,CD14,CD151,CD200,CDCA5,CDH2,CDK1,CDK5R1,CDT1,CENPJ,CEP131,CHCHD10,CIB1,CLDN10,CLIP3,CLSTN3,CLU,CNR1,CNTN1,CORO2B,COX17,CRBN,CROCC,CRY2,CTNNA1,DAB2,DAPK1,DCP2,DDRGK1,DDX23,DHRS7C,DIAPH1,DLL1,DNAJC1,DTNBP1,DVL1,DZIP1,EDNRA,EFCAB7,EGF,EPB41L2,EPHA3,EPHB2,ERBB2,ERBB3,ERO1A,ERP29,EZR,FER,FES,FGF21,FITM1,FMR1,FRMD4A,FXYD1,FXYD2,FXYD6,FYN,FZD9,GABRE,GBP1,GJA1,GLI3,GLO1,GNAI1,GNB5,GPC2,GPC3,GPC4,GPM6B,GPS2,GPSM2,GRAMD2A,GRB10,GRIN3A,GRIPAP1,HADH,HCLS1,HIP1,HK2,HMGCR,HOMER1,HOMER2,HOMER3,HRC,HSPA1L,IER3,IL15,IL16,IL2RB,ILRUN,INPP5F,INSR,ISCU,ITGAV,ITGB1,ITPR3,KAT2B,KCNA7,KCNAB2,KCNB1,KCNC1,KCNC4,KCND2,KCNG2,KCNIP2,KCNQ4,KCNQ5,KDM1A,KHDRBS1,KIAA1614,KIF20B,KLHL24,LEPR,LETM1,LGALS3,LIPG,LOC100512977,LOC100515171,LOC100519808,LOC100520512,LOC100625711,LOC100627175,LPCAT3,LRP4,LRRK2,LYAR,LYN,LZTFL1,MAP1B,MAPK14,MAVS,MEF2A,MIB1,MICAL1,MMD,MMP14,MPC2,MRAP2,MUL1,MX2,MYLK2,NANS,NAXE,NDC80,NEDD4L,NFE2L2,NFKBIA,NGFR,NOS3,NR1H2,NR4A3,NSD2,NSFL1C,OPHN1,OSBPL8,P2RY1,PACSIN3,PARD6G,PARK7,PARP9,PASK,PCDH17,PCSK9,PDCD5,PDE4B,PDZK1,PER1,PFKM,PHB2,PIK3R2,PINK1,PIP4P2,PKD2,PKDCC,PKIG,PLAA,PLCG2,PLD1,PLD2,PLEKHM2,PLIN5,PLK1,PLK3,PNKD,PNPLA2,PPARA,PPIF,PPM1A,PPM1F,PPP2R5A,PPP3CA,PPP3CB,PREPL,PRKAR1B,PRKCD,PRKCI,PRKD1,PRR5L,PRRT2,PTK2B,PTPN9,PTPRC,PTPRN,PTX3,PXK,RAB10,RAB13,RAB29,RAB3A,RAB3D,RAB7A,RAB8B,RAC2,RAP1GDS1,RAPGEF3,RASGRF2,REM1,REST,RGCC,RIPOR2,RNF207,ROCK2,ROS1,RUBCN,RYR2,SAR1B,SCARB1,SCN1B,SCN2B,SCN3B,SCN4A,SCN4B,SCN5A,SCN7A,SDC1,SELENON,SEPTIN1,SEPTIN2,SEPTIN4,SEPTIN5,SERPINE1,SERPINE2,SESN2,SIK3,SLC25A4,SLC26A6,SLC30A2,SLC43A2,SLN,SMO,SMPD1,SNAP91,SNCG,SOX11,SPAG5,SPG11,SPHK1,SPI1,SPIDR,SPP1,SQSTM1,SRC,SREBF2,SRI,STAC3,STC1,STIM1,STIM2,STK11,STON2,STX1B,STXBP1,STXBP5,SWAP70,SYN1,SYT12,SYT2,SYT9,TAX1BP3,TCF7L2,TCIRG1,TESK1,TFRC,TGFB1,TGFB2,TGFB3,TLR9,TMEM231,TMEM35A,TMEM38A,TMEM53,TMEM98,TNFRSF11A,TNFRSF1B,TOMM7,TP53INP2,TPCN2,TRDN,TRPC1,TTC21B,TTC39B,TTC8,TUB,UBASH3B,UNC13D,VAMP8,VCP,VHL,VMP1,VRK1,WLS,WNK3,WWTR1,XPO1


			GO:BP			actomyosin structure organization			GO:0031032			3.28E-10			66			ABL1,ACTA1,ACTC1,ACTN2,ANKRD23,ANLN,ARHGEF10,ARHGEF10L,ASAP3,CAPN3,CASQ1,CCDC88A,CDC42BPG,CIT,CNN1,CNN3,CORO2B,CSRP2,CUL3,DLC1,EPB41L2,EPB41L3,FAM171A1,FHOD1,FHOD3,FLNC,FRMD6,ITGB1,LIMK1,LMOD2,LOC100736765,MEF2A,MET,MKKS,MYH14,MYO18B,MYOM2,MYOZ1,MYPN,NEB,NRAP,PDGFRA,PGM5,PHLDB2,PIK3R2,PPM1F,PRKAR1A,RACGAP1,RAPGEF3,RGCC,RHPN2,ROCK2,RTKN,SRC,SRF,TCAP,TESK1,TGFB3,TGFBR1,TMEFF2,TMOD4,TNNT2,TPM1,TTC8,WASF2,ZYX


			GO:BP			homeostatic process			GO:0042592			3.45E-10			315			ABCA5,ABCC6,ABHD4,ABHD5,ABL1,ACACA,ACADVL,ACO1,ACOX2,ACSL1,ADAM8,ADGRG1,ADIPOR2,ADRA2A,AFG3L2,AKAP11,ALAS2,ANGPTL4,ANO1,APOE,APP,AQP11,AQP7,ARRDC3,ATF4,ATP1A2,ATP1B1,ATP1B3,ATP2A1,ATP2A3,ATP2B2,ATP2B3,ATP2B4,ATP5IF1,ATP7A,BAG3,BAIAP3,BBS12,BCAP31,BCL6,BCR,BMP6,C1QTNF3,C2CD2L,CALM1,CAPN3,CASQ1,CASQ2,CBWD1,CCDC47,CCL19,CCN3,CCN4,CCNB2,CDH2,CEBPG,CHD6,CHRNA1,CIAO3,CLN6,CNR1,COL11A2,COL2A1,CPT2,CRACD,CROCC,CRY2,CYBRD1,DDX3X,DECR1,DEF8,DHPS,DHRS7C,DIAPH1,DISC1,DLD,DLL1,DNAJA3,DUSP29,EBF2,EDNRA,EGLN1,EGR1,EIF4G1,EPAS1,EPHX2,ERO1A,ESRRG,EXT1,EZH2,FAM20A,FAM210B,FAS,FGF21,FGGY,FH,FMO1,FMO2,FOXA3,FUNDC2,G0S2,GATA2,GATA3,GCLC,GCNT4,GLO1,GOT1,GPI,GPRASP2,GRB10,GRIK2,GSR,HADH,HCLS1,HEPH,HK1,HK2,HOXA5,HRC,HSPA9,IDE,IGFBP5,IL15,IL18,IMMT,INSR,IQCB1,ISCU,ITGB6,ITPR3,JAM3,KCNB1,KDR,KIT,KLF13,KLHL12,KLHL3,LAMA4,LCK,LCN2,LDB2,LEPR,LETM1,LGR4,LIPG,LMO1,LOX,LPCAT1,LPCAT3,LRRC8E,LRRK1,LRRK2,LTBP3,LYAR,LYN,MAK,MAPK14,MFN2,MFSD2A,MKKS,MKS1,MLXIPL,MPC2,MSTN,MTM1,NCAPG2,NEO1,NFE2L2,NGFR,NKIRAS1,NOS3,NPC1,NPHP4,NQO1,NR1D2,NR1H2,NR5A2,NT5E,OGT,OMA1,ORMDL1,ORMDL2,OTC,OXTR,PARK7,PASK,PBLD,PCSK9,PDE4B,PDGFC,PDK2,PDK4,PFKM,PIK3R2,PKD2,PLAA,PLCG2,PLCL1,PLCL2,PLEKHM1,PNPLA2,POC1B,POLD1,PPARGC1A,PPARGC1B,PPP1R3G,PPP3CB,PRCP,PRDX3,PRKAB2,PRKD1,PROM1,PTH1R,PTK2B,PTPRC,PTPRN,PYGL,RAB3D,RAB7A,RAF1,RAP1GDS1,RBPJ,RCN3,RCOR1,RHEB,RORA,RYR2,S1PR1,SAR1B,SCARB1,SCN7A,SCNN1A,SELENON,SESN2,SGCD,SLC1A3,SLC24A1,SLC24A5,SLC26A6,SLC27A1,SLC2A10,SLC30A2,SLC30A7,SLC35G1,SLC37A4,SLC38A3,SLC41A1,SLC4A3,SLC4A7,SLC8A3,SLC9A2,SLC9A7,SLITRK1,SMDT1,SMO,SOAT1,SOX9,SPI1,SQSTM1,SRC,SREBF2,SRF,SRI,STAT1,STAT5B,STC1,STEAP3,STEAP4,STIM1,STIM2,STK11,SYPL2,TCF7L2,TCIRG1,TFRC,TGFB1,TJP2,TLCD3A,TLR9,TMEM38A,TMEM9,TMTC2,TMTC4,TNFRSF11A,TP53INP2,TPCN2,TRAF3IP2,TRDN,TRPC1,TSKU,TTC39B,TUB,TXNRD1,TYRO3,UBASH3B,UBE2C,UCP2,USF2,USH1C,VAPB,VHL,VPS13B,VPS33A,VSTM4,WDR48,WDR6,WDTC1,WHRN,WNK3,WWTR1,XKR8,ZBTB20,ZBTB7A,ZBTB7B,ZNF423


			GO:BP			chromosome segregation			GO:0007059			3.81E-10			115			ACTR3,APITD1,ARHGEF10,ARL8B,ATM,AURKB,BCL7B,BRCA1,BRIP1,BUB1,BUB1B,CCNB1,CCNB2,CCNE2,CDC20,CDC6,CDCA2,CDCA5,CDT1,CENPE,CENPF,CENPH,CENPT,CEP192,CUL3,DDX3X,DLGAP5,EHMT2,EME1,EML4,ESPL1,FAM83D,FANCD2,FANCM,FBXO5,GEN1,GPSM2,HAUS5,HAUS6,HJURP,INCENP,KAT2B,KIF11,KIF14,KIF15,KIF18A,KIF18B,KIF22,KIF23,KIF2A,KIF2C,KIF3B,KIF4A,KIFC1,KLHDC8B,MAP1S,MAPRE1,MASTL,MEIOB,MKI67,MND1,MRE11,MSH4,MYBL2,NAA10,NAA50,NCAPD2,NCAPD3,NCAPG,NCAPG2,NCAPH,NDC1,NDC80,NEK2,NEK6,NSL1,NTMT1,NUF2,PHF13,PLK1,PSMC3IP,PTTG1,RACGAP1,RAD21,RCC2,RGS14,RMI2,SEPTIN1,SGO1,SGO2,SIRT2,SKA1,SLC25A44,SLF1,SMARCA5,SMARCAD1,SMC2,SMC4,SMC6,SPAG5,SPC25,SPDL1,SPICE1,TEX14,TLK1,TOP2A,TOP2B,TPX2,TTK,TUBB,TUBGCP4,TUBGCP6,UBE2C,ZWILCH,ZWINT


			GO:BP			regulation of nervous system development			GO:0051960			4.51E-10			103			ADGRB3,ADGRL2,ANXA2,BHLHB9,BHLHE41,BIN1,BMP7,CAPRIN2,CLSTN2,CLSTN3,CRABP2,CTNNA1,CTSC,CUL7,CUX2,DIP2B,DISC1,DLG5,DLL1,DPYSL5,EFNB3,EGR2,EPHA7,EPHB2,EPHB3,EZH2,FBXW8,FLRT3,FN1,GLI3,GRID2,HES6,HEY2,HLTF,IL6ST,ITGB1,JADE2,KDM1A,KIF14,LIMK1,LRP4,LRP8,LRRC4B,LRRN1,LRRN3,LRRTM3,MAN2A1,MAP3K13,MAP6,MDK,MYCN,NEFL,NEURL1,NFATC4,NIN,NUMBL,OBSL1,PLAG1,PLXNA1,PLXNA2,PLXNA3,PLXNB3,PLXND1,PPP3CA,PRKCH,PRKCI,PTN,PTPRD,PTPRS,PTPRZ1,RASSF10,REST,RHEB,RND2,ROBO1,SEMA3E,SEMA3G,SEMA4F,SEMA5B,SEMA6A,SEMA6C,SEMA7A,SERPINE2,SIRT2,SLITRK1,SLITRK2,SLITRK4,SLITRK5,SLITRK6,SMO,SOX11,SPART,SRF,SRPX2,STK11,TENM4,TGFB1,TMEM98,TNFRSF1B,TNFRSF21,TPBG,TWF2,ZFYVE27


			GO:BP			regulation of cytoskeleton organization			GO:0051493			4.73E-10			135			ABL1,ACTN2,AFAP1,ANKRD23,ARFIP2,ARHGAP44,ARHGEF10,ARHGEF10L,ARHGEF19,ARHGEF2,ARPC5,ARPIN,ASAP3,ATAT1,AVIL,BAIAP2L2,BIN1,BST1,CAPG,CAPN6,CAPZA1,CAPZA2,CCDC88A,CCNF,CDC42EP3,CDK2AP2,CDK5R1,CENPJ,CIB1,CKAP2,CKAP5,CLIP1,CLIP3,CORO1B,CORO2B,CRACD,CSF3,CYFIP2,CYRIB,DIAPH1,DLC1,DSTN,EPHA3,EPS8,ESAM,FCHSD1,FCHSD2,FER,FES,FHOD1,FHOD3,FSCN1,FZD10,GBA2,GMFB,GNAI1,GPSM2,HCLS1,IQGAP2,JAM3,KANK3,KAT2B,KIF15,LIMK1,LMOD2,MAP1A,MAP1B,MAP1S,MAP6,MAPRE1,MDK,MET,MID1,MID1IP1,MKKS,NAV3,NES,NEXN,NOTCH2,NTRK3,PAK3,PARP3,PHLDB2,PIK3R2,PLEKHH2,PLK1,PLXNA3,PPM1F,PRKCD,PTK2B,RAC2,RAPGEF3,RGCC,RHOD,RHOF,RHPN2,RND2,ROCK2,SASS6,SEMA3E,SKA1,SLAIN2,SLIT2,SPAG5,SPEF1,SPTAN1,SPTB,SSH1,STIL,STMN1,STMN2,SVIL,SWAP70,SYNPO2,SYNPO2L,TEK,TESK1,TGFB1,TGFB3,TGFBR1,TMEFF2,TMEM67,TMOD4,TMSB15A,TMSB15B,TPX2,TRAF3IP1,TRIM36,TTC8,TWF1,TWF2,WASF1,WASF2,WDR47,WHAMM


			GO:BP			response to stimulus			GO:0050896			5.48E-10			1591			ABCB6,ABI3BP,ABL1,ABL2,ABR,ABTB2,ACACA,ACADM,ACADVL,ACKR3,ACKR4,ACO1,ACOX2,ACSBG1,ACSL1,ACTA2,ACTN2,ACTR3,ACVR1,ADAM11,ADAM12,ADAM15,ADAM22,ADAM8,ADAMTS12,ADAMTS15,ADAMTS20,ADAMTS6,ADAMTS7,ADAMTS9,ADCY2,ADCY3,ADCY4,ADCY6,ADCY9,ADCYAP1R1,ADGRA2,ADGRB2,ADGRB3,ADGRG1,ADGRG2,ADGRL1,ADGRL2,ADIPOR2,ADM,ADORA2A,ADRA1D,ADRA2A,ADRA2C,AEN,AFAP1,AFAP1L2,AFDN,AFG3L2,AGRN,AGT,AGTR2,AHR,AIFM1,AJUBA,AKAP13,AKAP6,AKNA,AKR1A1,AKT1S1,AKT2,ALAS1,ALAS2,ALDH1A1,ALDH1A2,ALPK2,AMOT,ANGPT2,ANGPTL1,ANK3,ANKRD1,ANKRD13C,ANKRD23,ANO1,ANO2,ANPEP,ANXA11,ANXA2,AOX1,AP1S1,APAF1,APC2,APIP,APITD1,APLP1,APOD,APOE,APOM,APP,AQP11,ARAF,ARHGAP1,ARHGAP11A,ARHGAP12,ARHGAP20,ARHGAP23,ARHGAP27,ARHGAP32,ARHGAP36,ARHGAP39,ARHGAP42,ARHGAP44,ARHGAP45,ARHGAP5,ARHGEF10,ARHGEF10L,ARHGEF19,ARHGEF2,ARHGEF25,ARHGEF3,ARHGEF6,ARL8B,ARMC9,ARNTL,ARRDC3,ARX,ASAH1,ASB10,ASB11,ASB13,ASB15,ASB5,ASIC3,ASL,ASNS,ASPN,ASS1,ATF3,ATF4,ATIC,ATM,ATOH8,ATP1A2,ATP1B1,ATP2A1,ATP2A3,ATP2B4,ATP5IF1,ATR,ATXN3,AUP1,AURKB,B2M,BAG3,BAIAP3,BAMBI,BARD1,BBS7,BCAP31,BCAS3,BCAT2,BCKDHB,BCL3,BCL6,BCL7B,BCL9,BCR,BDKRB2,BEND6,BEST1,BEX1,BEX3,BICC1,BID,BLM,BLOC1S4,BMP5,BMP6,BMP7,BMPER,BNIP3,BNIP3L,BOC,BRCA1,BRCA2,BRIP1,BSG,BST1,BTC,BTNL9,BUB1,BUB1B,BVES,C1QTNF3,C2,C2CD2L,C3,C4A,CAB39,CAB39L,CACHD1,CACNA1G,CACNA1S,CACNB1,CACNG7,CALCOCO1,CALCOCO2,CALCR,CALCRL,CALM1,CALR,CAMK2A,CAMKK2,CAMTA2,CAPN3,CAPRIN2,CARF,CASK,CASP6,CASP9,CASQ1,CASQ2,CASTOR2,CAT,CAV2,CAVIN3,CBL,CBLB,CC2D2A,CCDC47,CCDC88A,CCDC88C,CCL19,CCL5,CCN1,CCN3,CCN4,CCNB1,CCR9,CD1.1,CD109,CD14,CD151,CD2,CD200,CD276,CD40LG,CD44,CD48,CD80,CD8A,CD9,CDC42EP3,CDC45,CDC6,CDCA5,CDH2,CDIP1,CDK1,CDK14,CDK5R1,CDON,CDT1,CEBPG,CELSR3,CENPJ,CEP192,CFD,CHAF1A,CHCHD10,CHCHD2,CHD1L,CHD6,CHEK1,CHI3L1,CHN2,CHRD,CHRNA1,CHRNA10,CHRNA3,CHRND,CHRNE,CHSY1,CHURC1,CIAO3,CIB1,CILP,CIT,CITED1,CKB,CLEC12B,CLSPN,CLU,CMPK2,CNKSR1,CNKSR3,CNP,CNR1,CNTN1,CNTN4,COL11A1,COL16A1,COL1A2,COL2A1,COL3A1,COL5A1,COL5A2,COPS5,COPS8,CORO1B,CORO2B,CPE,CPEB3,CPEB4,CPLANE2,CPNE3,CPS1,CPT1B,CPT1C,CRADD,CRBN,CREB3L1,CREB3L2,CREBRF,CREM,CRMP1,CRY2,CSF3,CSNK1G3,CSNK2B,CSPG4,CSRNP1,CTC1,CTF1,CTHRC1,CTNNA1,CTNNAL1,CTNND1,CTNND2,CTSC,CTSL,CUL3,CUL4A,CUL4B,CUTA,CUX2,CX3CR1,CXCL2,CXCR6,CYBRD1,CYFIP2,CYP1A1,CYP2F1,CYP2R1,CYP7B1,CYSLTR2,DAB2,DACT3,DAPK1,DAPK2,DCBLD2,DCHS1,DCLK3,DCN,DCTPP1,DCX,DDHD2,DDI1,DDIAS,DDR2,DDRGK1,DDX1,DDX3X,DDX58,DEDD,DEFB1,DENND4B,DEPDC5,DHCR24,DHRS3,DHX58,DIAPH1,DISC1,DIXDC1,DKK3,DLC1,DLG4,DLG5,DLGAP4,DLK2,DLL1,DNAJA2,DNAJA3,DNAJB2,DNAJB5,DNAJB9,DNAJC18,DNMT1,DOCK10,DOCK5,DOCK7,DOCK8,DOK5,DOT1L,DPP4,DPYSL5,DROSHA,DST,DTL,DTNBP1,DTX2,DTX4,DUSP1,DUSP10,DUSP26,DUSP29,DUSP3,DVL1,DZIP1,E2F1,E2F7,ECHDC3,ECPAS,EDA,EDNRA,EEF1A1,EFNA1,EFNB3,EFS,EGF,EGFL7,EGLN1,EGR1,EGR2,EGR3,EHMT2,EIF2B3,EIF2B4,EIF4A2,EIF4G1,ELF4,ELK3,EMB,EME1,EMILIN1,EMILIN2,ENDOG,ENG,ENPP2,ENTPD7,EPAS1,EPCAM,EPHA3,EPHA4,EPHA7,EPHB2,EPHB3,EPHB4,EPS8,EPS8L2,ERAP1,ERAP2,ERBB2,ERBB3,ERBIN,ERMP1,ERO1A,ERP29,ESR1,ESRRA,ESRRG,ETFDH,ETV1,ETV5,EVC2,EXO1,EXT1,EYA2,EYA3,EZH2,EZR,F3,F8,FAIM2,FAM13B,FAM162A,FAM20A,FAM210B,FAM53B,FAM83D,FANCA,FANCD2,FANCI,FANCM,FAP,FAS,FBLN1,FBN1,FBN2,FBXL21,FBXO31,FBXO32,FBXO5,FBXO9,FCGR2B,FCHO1,FEN1,FER,FERMT3,FES,FGF1,FGF18,FGF21,FGF9,FGFR1,FGFR1OP2,FGFR4,FHL2,FIBIN,FIGNL1,FKBP10,FKBP5,FLRT3,FLT1,FMO1,FMO2,FMR1,FN1,FNBP1,FNBP1L,FNDC4,FNDC5,FNIP1,FOS,FOXA3,FOXJ1,FOXM1,FOXN3,FOXO1,FOXRED2,FRMPD1,FRZB,FST,FUCA2,FUNDC2,FXR1,FXR2,FYN,FZD10,FZD2,FZD9,G0S2,GAB1,GAB3,GABARAPL2,GABRE,GADD45B,GAPDH,GAREM1,GARNL3,GATA2,GATA3,GBF1,GBP1,GCLC,GDF11,GDF9,GEN1,GFPT2,GFRA3,GGT5,GHITM,GHR,GJA1,GJA5,GKAP1,GLI2,GLI3,GMDS,GMFB,GNAI1,GNAI3,GNB5,GNG2,GOLT1B,GOT1,GPC2,GPC3,GPC4,GPC6,GPD1,GPI,GPR137C,GPR143,GPR153,GPR156,GPR161,GPR162,GPR173,GPR176,GPR37,GPR75,GPRASP1,GPRC5B,GPS2,GPSM2,GPX2,GRAMD1C,GRB10,GRIA4,GRID2,GRIK2,GRIN2D,GRIN3A,GRK2,GRM4,GRM7,GRPR,GSDME,GSR,GSTA4,GSTM3,GTF2IRD1,GUCA1B,GUCY1A1,HABP2,HADHB,HBEGF,HCLS1,HDAC10,HDAC9,HDGFL2,HEY2,HGF,HHAT,HHLA2,HIC1,HIF3A,HIP1,HIPK4,HIVEP1,HK1,HK2,HLTF,HMCES,HMGCR,HOMER1,HOMER2,HOMER3,HRH1,HSF1,HSF4,HSPA13,HSPA5,HSPA9,HSPB6,HSPB8,HTRA1,HTRA3,HUNK,IER3,IFI35,IFI44,IFI44L,IFIH1,IFIT2,IFIT5,IFT140,IFT27,IFT57,IFT80,IGF1,IGFBP4,IGFBP5,IGSF1,IGSF9,IKBKG,IL12RB2,IL15,IL16,IL17B,IL17RD,IL18,IL1R1,IL2RA,IL2RB,IL4I1,IL4R,IL6R,IL6ST,ILRUN,INIP,INPP5F,INSR,INSYN1,INTU,INVS,IQGAP2,IQGAP3,IRAK1,IRAK1BP1,IRAK2,IRF5,IRS3,ITGA2,ITGA4,ITGA5,ITGA6,ITGA9,ITGAL,ITGAV,ITGB1,ITGB4,ITGB6,ITGB7,ITIH4,ITM2A,ITM2C,ITPR3,ITSN1,IVNS1ABP,JADE2,JAM3,JPT2,JUNB,KAT2B,KCNB1,KCP,KCTD6,KDM1A,KDR,KEAP1,KHDRBS1,KIAA0586,KIF14,KIF22,KIF5C,KIFC1,KIT,KLF4,KLF9,KLHL12,KLHL15,KLHL17,KLHL24,KLHL31,KNDC1,KPNA1,KPNA2,KRT18,KRT8,KYAT1,LANCL1,LCK,LCN2,LDB3,LEPR,LETM1,LFNG,LGALS3,LGALS4,LGR4,LIAS,LIG1,LMBR1L,LMCD1,LMO2,LNPK,LOC100510975,LOC100511343,LOC100511937,LOC100513346,LOC100515171,LOC100519082,LOC100523213,LOC100620540,LOC100620992,LOC100625711,LOC100736765,LOC100737755,LOC102161784,LOC110259958,LOX,LPAR1,LPAR4,LPCAT3,LPIN1,LPIN3,LRCH1,LRFN5,LRP11,LRP4,LRP8,LRRC2,LRRC39,LRRC40,LRRC4C,LRRC7,LRRC8E,LRRK1,LRRK2,LRTM1,LTBP1,LTBP3,LTC4S,LVRN,LXN,LYAR,LYN,LYPD6,MACF1,MACROD1,MAGI3,MAK,MAML3,MAN1A1,MAP1LC3A,MAP1LC3B,MAP2K2,MAP3K10,MAP3K13,MAP3K14,MAP3K15,MAP3K2,MAP3K20,MAP4K1,MAP4K4,MAPK14,MAPK4,MAPK8IP1,MAPKAPK2,MAPRE2,MARCHF2,MARCHF8,MARS1,MASTL,MAT2A,MAVS,MBD2,MBTD1,MCAM,MCM2,MCM3,MCM4,MCM5,MCM8,MCOLN1,MDK,MDM2,ME3,MEF2A,MEF2C,MEIOB,MEIS3,MELK,MET,METRNL,MFN2,MFNG,MFSD2A,MGAT5,MIB1,MIB2,MID1,MITF,MKKS,MKNK2,MKS1,MLXIPL,MMP14,MMP2,MMRN2,MMS22L,MN1,MPC2,MPL,MPZL1,MRAP2,MRC1,MRE11,MRNIP,MRPL15,MSC,MSH2,MSH4,MSH6,MSRB3,MSTN,MTARC2,MTDH,MTMR4,MUL1,MUSK,MUTYH,MVK,MX1,MX2,MYBL2,MYEF2,MYH13,MYH2,MYMK,MYO9A,MYO9B,MYOF,MYOT,MYOZ1,MYZAP,NABP2,NAMPT,NBEAL2,NCALD,NCAPG2,NCEH1,NCOA2,NDC80,NDRG2,NDUFA12,NDUFAF4,NDUFS2,NDUFS4,NEFL,NEIL1,NEIL3,NEK4,NEO1,NET1,NEURL1,NEURL2,NEXN,NF1,NFATC1,NFATC4,NFE2L1,NFE2L2,NFIB,NFIL3,NFKBIA,NFKBIB,NFKBIL1,NFKBIZ,NGFR,NHEJ1,NIBAN1,NKG7,NKIRAS1,NMI,NOC2L,NOCT,NOL4L,NONO,NOS1,NOS3,NOSTRIN,NOTCH2,NOTCH3,NPC1,NPHP4,NPLOC4,NPTX2,NPY1R,NQO1,NR1D2,NR1H2,NR1I3,NR2F1,NR2F6,NR4A3,NR5A2,NRCAM,NSD2,NSG1,NT5E,NTF4,NTN3,NTRK3,NUCB2,NUDT15,NUMBL,NUP93,NYAP1,OCIAD2,ODC1,OGT,OLFML2B,OMA1,OPHN1,OPTN,ORC1,OSER1,OTUB2,OTUD7A,OXTR,P2RX5,P2RY1,PAK3,PAK4,PAM,PAPPA2,PAQR3,PARG,PARK7,PARP14,PARP16,PARP3,PARP9,PARPBP,PARVA,PBK,PBLD,PCLAF,PCOLCE2,PCSK9,PDCD4,PDCD5,PDE10A,PDE1C,PDE3A,PDE4B,PDE4D,PDE5A,PDE6A,PDE7B,PDE9A,PDGFA,PDGFC,PDGFD,PDGFRA,PDIA3,PDK2,PDK4,PDPN,PELI3,PELO,PENK,PER1,PER2,PGK1,PHB2,PHF1,PHKG1,PHLDB2,PHLPP1,PI16,PIAS3,PIGA,PIK3C2A,PIK3R2,PINK1,PIP4K2A,PIP4K2C,PITPNM2,PKD2,PLA2G4A,PLAA,PLAT,PLCB1,PLCD1,PLCD4,PLCE1,PLCG1,PLCG2,PLCL1,PLCL2,PLD1,PLD2,PLEKHA4,PLEKHF1,PLEKHM2,PLIN1,PLK1,PLK3,PLOD1,PLOD2,PLPP3,PLPPR4,PLXNA1,PLXNA2,PLXNA3,PLXNB3,PLXND1,PMM1,PMS2,PODN,POLD1,POLD2,POLDIP2,POLE2,POLG,POLH,POLL,POLR3A,POLR3D,POSTN,POT1,PPARA,PPARGC1A,PPARGC1B,PPEF1,PPIF,PPL,PPM1A,PPM1B,PPM1F,PPM1L,PPP1R12B,PPP1R15A,PPP1R1B,PPP1R9A,PPP2R5A,PPP2R5B,PPP3CA,PPP3CB,PPP4R1,PPP5C,PRCP,PRDM5,PRDX3,PRDX6,PRG4,PRKAB2,PRKAG1,PRKAG3,PRKCD,PRKCH,PRKCI,PRKCQ,PRKCZ,PRKD1,PRKG2,PROS1,PRR5,PRR5L,PRSS56,PSAP,PSIP1,PSMD14,PTGES3,PTH1R,PTK2B,PTK7,PTN,PTPMT1,PTPN13,PTPRA,PTPRC,PTPRD,PTPRJ,PTPRK,PTPRN,PTPRS,PTX3,PXDN,PXK,PYCR2,PYGL,PYY,RAB10,RAB13,RAB29,RAB3A,RAB7A,RABEP2,RAC2,RACGAP1,RAD21,RAD23A,RAD51,RAD51AP1,RAD51B,RAD9B,RADIL,RAF1,RALGAPA2,RALGPS1,RALGPS2,RAMP1,RANBP10,RANBP9,RAP1GDS1,RAP2C,RAPGEF1,RAPGEF3,RAPGEF5,RAPGEFL1,RAPH1,RASA4B,RASGRF2,RASGRP2,RASL11B,RASSF10,RASSF4,RASSF8,RB1CC1,RBBP8,RBM15,RBP1,RBPJ,RCAN2,RCC2,RCN3,RCSD1,RDH11,RDH12,RECK,REST,REV3L,RFC3,RFC5,RFWD3,RGCC,RGL1,RGMA,RGS12,RGS14,RGS3,RGS7,RHEB,RHEBL1,RHNO1,RHOBTB1,RHOD,RHOF,RHOU,RHPN2,RIF1,RIPOR2,RMI2,RND2,RNF14,RNF149,RNF157,RNF165,RNF19B,ROBO1,ROCK2,ROMO1,ROR2,RORA,ROS1,RPA2,RPP21,RPS6KA1,RPS6KA3,RPS6KB2,RRAGD,RRAS,RSPO3,RTKN,RXRG,RYR2,S100A4,S1PR1,S1PR2,S1PR3,SAFB2,SAMHD1,SAV1,SBDS,SCAI,SCARB1,SCARF1,SCN1B,SCN2B,SCN5A,SCN7A,SCNN1A,SCUBE1,SCUBE2,SDC1,SDHAF2,SDK1,SEL1L,SELENON,SEMA3A,SEMA3E,SEMA3G,SEMA4F,SEMA5B,SEMA6A,SEMA6C,SEMA7A,SENP1,SERPINE1,SERPINE2,SESN1,SESN2,SETD7,SEZ6L,SEZ6L2,SFR1,SFRP2,SGCD,SGK1,SGPL1,SGPP1,SH3BP2,SH3BP5,SH3GLB1,SH3RF2,SHC1,SHFL,SHPK,SIK3,SIPA1,SIPA1L1,SIRT2,SKP2,SLC15A3,SLC17A5,SLC1A3,SLC25A12,SLC25A24,SLC25A25,SLC25A27,SLC25A4,SLC26A6,SLC27A1,SLC2A10,SLC30A2,SLC37A4,SLC38A2,SLC38A3,SLC3A2,SLC41A1,SLC4A7,SLC6A1,SLC8A3,SLF1,SLIT1,SLIT2,SLIT3,SLITRK5,SLITRK6,SMAD2,SMAD9,SMARCA5,SMARCAD1,SMC6,SMO,SMPD1,SMPDL3B,SMURF1,SMYD2,SOD3,SORT1,SOX11,SOX9,SPARCL1,SPART,SPDL1,SPHK1,SPI1,SPIDR,SPINDOC,SPP1,SPRED2,SPRY2,SPSB2,SQSTM1,SRC,SREBF2,SRF,SRGAP1,SRGAP2,SRI,SRPX,SS18,SSH1,SSX2IP,STAB1,STAT1,STAT5B,STC1,STING1,STK11,STK17B,STK26,STK3,STMN2,STOX1,STRN,STT3A,STUB1,STXBP1,SULF1,SULF2,SUPT16H,SVEP1,SWAP70,SYNGR1,SYT12,SYT2,SYT9,TAP1,TAP2,TAPBP,TAPBPL,TAS1R3,TAX1BP3,TBCK,TBL1XR1,TCAP,TCF7L1,TCF7L2,TCIRG1,TCP11L2,TCTN3,TDP1,TDP2,TEAD1,TEAD2,TEAD4,TEK,TENM1,TENM2,TENM3,TEX14,TFEB,TFPI,TFRC,TGFB1,TGFB2,TGFB3,TGFBR1,TGFBR2,THAP11,THBS4,THOC5,TIAM1,TIGAR,TIMELESS,TIMM50,TIMP1,TLK1,TLR5,TLR9,TMEFF2,TMEM107,TMEM109,TMEM120A,TMEM145,TMEM198B,TMEM204,TMEM231,TMEM25,TMEM259,TMEM38A,TMEM53,TMEM67,TMEM9,TMEM98,TMTC3,TMTC4,TNC,TNFRSF11A,TNFRSF12A,TNFRSF19,TNFRSF1B,TNFRSF21,TNIP1,TNNT2,TOMM7,TONSL,TOP2A,TP53I13,TP63,TP73,TPBG,TPCN2,TPD52L1,TPM1,TRAF3,TRAF3IP1,TRAF3IP2,TRAF5,TRAIP,TRAM1,TRAPPC13,TRDN,TREX1,TRIM55,TRIM59,TRIM72,TRIO,TRIP10,TRPC1,TSKU,TSPAN12,TSPAN5,TSPAN6,TSSK3,TTC21B,TTC26,TTC5,TTC8,TTK,TTLL1,TUB,TULP3,TWF1,TWF2,TXNDC15,TXNL1,TXNRD1,TYRO3,UACA,UBA6,UBASH3B,UBD,UBR2,UBXN1,UCP2,UCP3,UGCG,UGGT1,ULK1,ULK3,UMODL1,UNC13D,UNC5B,UNC5CL,UNG,USF2,USP1,USP13,USP18,USP19,USP2,USP25,USP28,USP34,USP53,VAMP8,VANGL2,VAPB,VASH1,VASN,VAV2,VCAM1,VCAN,VCP,VDAC1,VDAC2,VEGFA,VHL,VIM,VPS26B,VRK1,VRK3,VWCE,WASF2,WDHD1,WDR19,WDR35,WDR45,WDR47,WDR48,WDR83,WDTC1,WFIKKN2,WHRN,WIPI1,WLS,WNK3,WNT4,WNT5B,WRN,WSB2,WWC2,WWTR1,YBX3,YWHAG,YWHAQ,YWHAZ,ZBTB1,ZBTB20,ZBTB7A,ZBTB7B,ZEB1,ZFAND5,ZFAND6,ZFP91,ZFYVE27,ZGRF1,ZIC3,ZMIZ1,ZNF385A,ZNF423,ZNF536,ZNF703,ZNFX1,ZRANB3,ZWILCH,ZWINT,ZYX


			GO:BP			transport			GO:0006810			5.56E-10			806			ABCA5,ABCA6,ABCB1,ABCB6,ABCC1,ABCC13,ABCC4,ABCC5,ABCC6,ABL1,ACE,ACKR3,ACKR4,ACO1,ACSL1,ACTN2,ADM,ADRA2A,AFG3L2,AIFM1,AKAP6,AKT2,ALS2CL,AMPH,ANK1,ANKFY1,ANKRD1,ANKRD13A,ANKRD13B,ANKRD50,ANO1,ANO10,ANO2,ANO5,ANTXR1,ANTXR2,ANXA11,ANXA2,ANXA8,AP1S1,AP3M2,AP4B1,AP5B1,APOD,APOE,APOM,APP,APPBP2,AQP11,AQP7,ARFIP2,ARHGAP1,ARHGAP12,ARHGAP44,ARL8B,ARPIN,ARRDC2,ASIC3,ATAD1,ATF4,ATG4A,ATG4D,ATG9A,ATP10A,ATP10D,ATP11B,ATP1A2,ATP1B1,ATP1B3,ATP2A1,ATP2A3,ATP2B2,ATP2B3,ATP2B4,ATP5F1A,ATP5F1B,ATP5IF1,ATP5MC1,ATP5MC3,ATP5PO,ATP6,ATP7A,ATP8B2,ATXN1,AUP1,AZIN2,BAG3,BAIAP3,BARD1,BBS12,BBS2,BBS5,BBS7,BCAP31,BCL3,BCR,BDKRB2,BEST1,BEST3,BID,BIN1,BLOC1S1,BLOC1S4,BLZF1,BNIP3,BNIP3L,BVES,C1QTNF3,C2,C2CD2L,C3,C7H6ORF125,CA4,CACHD1,CACNA1D,CACNA1G,CACNA1S,CACNB1,CACNG1,CACNG6,CACNG7,CALCRL,CALM1,CALR,CAPN3,CASK,CASQ1,CASQ2,CATSPER4,CAV2,CBL,CCDC40,CCDC88A,CCDC88C,CCL19,CCN3,CD14,CD151,CD200,CD5L,CD9,CDH2,CDK5R1,CENPF,CEP131,CEP192,CHCHD10,CHRNA1,CHRNA10,CHRNA3,CHRND,CHRNE,CIB1,CITED1,CLCA1,CLCN4,CLCN5,CLDN10,CLIP3,CLU,CNIH1,CNR1,CNTN1,COPB1,COPE,COPG2,COPS5,CORO1C,COX1,COX17,COX3,CPLANE2,CRABP1,CRABP2,CRBN,CREB3L2,CRY2,CRYM,CSNK1G3,CTSL,CUBN,CUL3,CYBRD1,DAB2,DAPK1,DDX23,DENND2A,DHRS7C,DIAPH1,DLL1,DNAJC1,DNAJC17,DNAJC19,DNM1,DOP1B,DTNBP1,DVL1,DYNC2I2,DYNLL1,EDNRA,EFCAB7,EGF,EGR2,EHD4,EIF3J,ENPP2,EPHA3,EPHB2,ERBB2,ERBB3,ERBIN,ERO1A,ERP29,EXOC6,EXT1,EYA2,EZR,FABP5,FABP7,FAR2,FBLN5,FCHO1,FCHSD2,FER,FES,FGF21,FGF9,FHIP1B,FHOD1,FLOT2,FLVCR2,FMR1,FNBP1,FNBP1L,FRMD4A,FXYD1,FXYD2,FXYD6,FYCO1,FYN,GABRE,GATA3,GGA1,GGA2,GHR,GJA1,GJA5,GLI3,GLO1,GNB5,GOLGA4,GOLT1B,GPAT4,GPC3,GPM6B,GPRASP1,GPS2,GRAMD1C,GRAMD2A,GRB10,GRIA4,GRID2,GRIK2,GRIN2D,GRIN3A,GRIPAP1,GRK2,GULP1,HADH,HBB,HCLS1,HEPH,HHIPL1,HIP1,HK2,HMGCR,HMMR,HOMER1,HOMER2,HOMER3,HOOK2,HRC,HSPA1L,HSPA5,HSPA9,HTATIP2,IER3,IFT122,IFT140,IFT27,IFT43,IFT46,IFT57,IFT88,IL15,IL16,IL2RB,INPP5F,INSR,IPO13,ISCU,ITGAV,ITGB1,ITPR3,JPT2,KCNA7,KCNAB2,KCNB1,KCNC1,KCNC4,KCND2,KCNG2,KCNIP2,KCNK1,KCNN1,KCNN2,KCNQ4,KCNQ5,KCNT2,KDELR3,KHDRBS1,KIF1A,KIF1C,KIF20B,KIF27,KIF3A,KIF3B,KIF5C,KIT,KLHL24,KLHL3,KPNA1,KPNA2,KPNA3,KPNA5,KTN1,LDLRAD3,LEPR,LETM1,LGALS3,LIPG,LMBR1L,LMNB1,LMNB2,LMTK2,LOC100511343,LOC100512977,LOC100513346,LOC100515171,LOC100519098,LOC100519808,LOC100520512,LOC100523213,LOC100620627,LOC100625134,LOC100625711,LOC100627175,LOC110259958,LONP2,LOXL4,LPCAT3,LRP4,LRP8,LRRC8E,LRRK2,LYAR,LYN,LYVE1,MAK,MAN1A1,MAP1B,MAP6,MAPK14,MAPK8IP1,MAPKAPK2,MAVS,MCOLN1,MEF2A,MFN2,MFSD2A,MIB1,MICAL1,MICAL3,MKKS,MON1A,MPC2,MRC1,MRS2,MTM1,MUL1,MX1,MX2,MYLK2,MYO10,MYO16,MYO1B,MYO7A,NANS,NAXE,NBAS,NDC1,NDUFS7,NEDD4L,NEFL,NEURL1,NFE2L2,NFKBIA,NGFR,NIBAN2,NLGN3,NME4,NNT,NOP16,NOS3,NOSTRIN,NOXRED1,NPC1,NPLOC4,NR1H2,NR4A3,NSG1,NUP107,NUP133,NUP205,NUP62CL,NUP93,NXT2,ODAD4,OPHN1,OPTN,OSBPL10,OSBPL8,OXA1L,P2RX5,P2RY1,PACSIN3,PARK7,PASK,PCDH17,PCSK9,PDCD5,PDE4B,PDZK1,PER1,PEX2,PFKM,PFN1,PGAP1,PHB2,PIK3R2,PINK1,PIP4K2A,PIP4P2,PITPNA,PITPNM2,PKD2,PKDCC,PKIG,PLAA,PLCG2,PLD1,PLD2,PLEKHA8,PLEKHF1,PLEKHM1,PLK3,PLPP3,PLPPR4,PLTP,PNKD,PODN,POLA2,PPIF,PPM1A,PPM1F,PPP1R1B,PPP3CA,PPP3CB,PREPL,PRG4,PRKAG1,PRKAR1B,PRKCD,PRKCI,PRKD1,PROCA1,PRR5L,PRRT2,PSAP,PTGES2,PTK2B,PTPRC,PTPRN,PTX3,PXK,RAB10,RAB13,RAB29,RAB34,RAB3A,RAB3D,RAB3IL1,RAB7A,RAB8B,RABEP2,RAC2,RACGAP1,RAF1,RAMP1,RANBP17,RAP1GDS1,RAPGEF3,RASGRF2,RBM15B,RBP1,RCN3,REM1,REPS2,REST,RGCC,RGS14,RHOU,RILPL1,RIMS1,RNF157,RNF207,ROS1,RP2,RRBP1,RUBCN,RYR2,SAMM50,SAR1B,SCARA5,SCARB1,SCARF1,SCARF2,SCN1B,SCN2B,SCN3B,SCN4A,SCN4B,SCN5A,SCN7A,SCNN1A,SDC1,SEC23A,SEC24D,SEC31B,SEC61A1,SEL1L,SELENON,SEPTIN1,SEPTIN2,SEPTIN4,SEPTIN5,SERPINE1,SERPINE2,SESN2,SFXN1,SFXN5,SGPP1,SH3GL3,SIDT1,SIGLEC1,SLC12A9,SLC15A2,SLC15A3,SLC16A10,SLC16A14,SLC16A3,SLC16A5,SLC17A5,SLC19A2,SLC1A3,SLC1A6,SLC22A15,SLC22A16,SLC22A17,SLC24A1,SLC24A5,SLC25A12,SLC25A19,SLC25A22,SLC25A24,SLC25A25,SLC25A26,SLC25A27,SLC25A3,SLC25A4,SLC25A44,SLC26A6,SLC27A1,SLC27A3,SLC29A2,SLC29A4,SLC2A10,SLC2A11,SLC2A12,SLC30A2,SLC30A7,SLC35E2,SLC35E4,SLC35F3,SLC35G1,SLC36A4,SLC37A2,SLC37A4,SLC38A1,SLC38A2,SLC38A3,SLC38A4,SLC38A6,SLC39A1,SLC39A2,SLC39A7,SLC39A9,SLC3A1,SLC3A2,SLC41A1,SLC41A2,SLC41A3,SLC43A2,SLC44A2,SLC46A1,SLC46A3,SLC49A3,SLC4A3,SLC4A7,SLC50A1,SLC5A6,SLC6A1,SLC6A13,SLC6A8,SLC7A10,SLC7A2,SLC7A7,SLC7A8,SLC8A3,SLC9A2,SLC9A7,SLCO1A2,SLCO2B1,SLCO5A1,SLIT1,SLN,SMAD2,SMDT1,SMO,SMPD1,SMURF1,SNAP91,SNCG,SNUPN,SNX30,SNX7,SOAT1,SORCS1,SORT1,SOX11,SPAG5,SPG11,SPG7,SPHK1,SPI1,SPP1,SQSTM1,SRC,SREBF2,SRI,SRPX,SSX2IP,STAB1,STAC3,STARD5,STAT5B,STAU2,STC1,STEAP3,STEAP4,STIM1,STIM2,STK11,STK3,STON2,STX11,STX1B,STXBP1,STXBP5,STXBP6,SUN2,SYBU,SYN1,SYNE3,SYNJ2,SYS1,SYT12,SYT2,SYT9,SYTL2,TAP1,TAP2,TBC1D17,TBC1D2B,TBC1D8B,TBPL1,TCF7L2,TCIRG1,TEX2,TFRC,TGFB1,TGFB2,TGFB3,TGFBR2,THOC5,TIMM44,TIMM50,TIMM8A,TIMM8B,TJP2,TLK1,TLN2,TLR9,TMC7,TMED3,TMEM120A,TMEM144,TMEM201,TMEM266,TMEM38A,TMEM53,TNFRSF11A,TNFRSF1B,TOMM34,TOMM40,TOMM40L,TOMM7,TPCN2,TRAF3IP1,TRAF3IP2,TRAK1,TRAM1,TRAPPC2L,TRAPPC5,TRDN,TREX1,TRIM72,TRIP10,TRPC1,TSKU,TSPO,TST,TTC21B,TTC26,TTC39B,TTLL1,TTYH2,TTYH3,TUB,TUBA1B,TUSC3,TYRO3,UBASH3B,UCP2,UCP3,UGCG,UNC13D,USF2,USP6NL,VAMP1,VAMP8,VAPB,VCP,VDAC1,VDAC2,VDAC3,VHL,VLDLR,VMP1,VPS13B,VPS26A,VPS26B,VPS26C,VPS33A,VPS37A,VPS9D1,WASF2,WDR19,WDR35,WDR91,WHAMM,WIPI1,WLS,WNK3,XKR5,XKR8,XPO1,XPO6,YIF1B,YWHAQ,YWHAZ,ZBTB7B,ZDHHC20,ZER1,ZFAND6,ZFYVE27


			GO:BP			regulation of apoptotic process			GO:0042981			5.56E-10			268			AARS1,ABL1,ACKR3,ACTC1,ACVR1,ADAM8,ADAMTS20,ADNP,ADORA2A,AGT,AGTR2,AKT2,ALDH1A2,ALPK2,ANGPTL4,ANKRD1,ANKRD13C,APAF1,APIP,APOE,ARAF,ASNS,ATF3,ATF4,ATF5,ATM,AURKB,BAG3,BARD1,BCAP31,BCL3,BCL6,BDKRB2,BHLHB9,BID,BIN1,BMP7,BNIP3,BNIP3L,BRCA1,BTC,CAPN3,CASP6,CASP9,CAT,CBL,CCL19,CCL5,CCN1,CD40LG,CD44,CDK1,CIB1,CIDEC,CITED1,CKB,CLIP3,CLU,COL2A1,COPS5,CRADD,CSRNP3,CTNNA1,CTSC,DAB2,DAPK1,DAPK2,DDIAS,DDX3X,DEDD,DHCR24,DLC1,DLG5,DLL1,DNAJA3,DNMT1,DOCK8,E2F1,EFNA1,EGR1,EGR3,EMILIN2,ENDOG,EPHA7,ERBB3,ERP29,ESR1,EYA2,EYA3,FAIM,FAIM2,FAM162A,FAP,FAS,FIGNL1,FNIP1,FOXO1,FRZB,FZD9,G0S2,GADD45B,GATA2,GATA3,GCLC,GHITM,GLI2,GLI3,GRIA4,GRID2,GRIK2,GSDME,HCLS1,HEY2,HGF,HIGD1A,HIP1,HOXA5,HPN,HSF4,HSPA5,HSPB6,IER3,IFIT2,IFT57,IL2RB,IL6ST,IRF5,ITGA4,ITGA5,ITGA6,ITGAV,ITGB1,ITM2C,IVNS1ABP,KDM1A,KDR,KIF14,KLF4,KLHL17,KPNA1,KRT18,LANCL1,LCK,LGALS3,LOX,LRP8,LRRK2,LYN,MAGED1,MAP3K10,MAP3K20,MAPK8IP1,MDK,MDM2,MEIS3,MELK,MFN2,MICAL1,MITF,MRE11,MSH2,MTCH2,MTDH,NEFL,NET1,NEURL1,NFATC4,NFE2L2,NGFR,NIBAN2,NOC2L,NONO,NOTCH2,NTF4,OMA1,PAK4,PARK7,PCSK9,PDCD4,PDCD5,PDIA3,PDK4,PELI3,PHB2,PHLDA1,PHLPP1,PINK1,PLAA,PLEKHF1,PLK1,PLK3,PLXND1,PPARA,PPARGC1A,PPIF,PRDX3,PRKCD,PRKCH,PRKCI,PRKCQ,PTK2B,PTPMT1,PTPRC,PTPRZ1,PTRH2,RAF1,RB1CC1,REST,RETREG1,RGCC,RNF144B,RPS6KA1,RPS6KA3,RTKN,RYBP,SAV1,SEMA3E,SERPINE1,SFRP2,SH3RF2,SHC1,SIRT2,SKP2,SLC25A4,SLIT2,SMO,SMPD1,SOX9,SPHK1,SPRY2,SRC,SRPX,STAT5B,STK17B,STK26,STK3,STXBP1,SUPV3L1,TAF9B,TAPBPL,TCTN3,TFRC,TGFB2,TGFBR1,THAP11,TIGAR,TNFRSF12A,TNFRSF1B,TOP2A,TOX3,TP63,TPD52L1,TRAF3,TRAF5,TYRO3,UBD,UBE2Z,UMODL1,UNC5B,VHL,WNK3,WRN,YBX3,ZBTB16,ZBTB7A,ZFAND6,ZFP91,ZNF385A


			GO:BP			mitotic nuclear division			GO:0140014			6.46E-10			85			ARHGEF10,ATM,AURKB,BMP7,BUB1,BUB1B,CAV2,CCNB1,CDC14B,CDC20,CDCA2,CDCA5,CDT1,CENPE,CEP192,CEP85,CHEK1,CUL3,CUL7,EGF,EML4,EPS8,ESPL1,FBXO5,FBXW5,GEN1,INCENP,INSR,KAT2B,KIF11,KIF14,KIF15,KIF18A,KIF18B,KIF20B,KIF22,KIF23,KIF2A,KIF2C,KIF3B,KIF4A,KIFC1,KLHDC8B,MAPRE1,MKI67,MTBP,MYBL2,NAA10,NAA50,NCAPD2,NCAPD3,NCAPG,NCAPG2,NCAPH,NDC80,NEK2,NME6,NSFL1C,NSL1,NUF2,OBSL1,PHB2,PHF13,PLK1,PTTG1,RACGAP1,RAD21,REEP4,RGCC,SGO1,SGO2,SLF1,SMARCA5,SMC2,SMC4,SPAG5,SPDL1,SPHK1,SPICE1,TEX14,TPX2,TTK,UBE2C,ZWILCH,ZWINT


			GO:BP			monocarboxylic acid metabolic process			GO:0032787			8.00E-10			140			ABHD3,ACACA,ACAD10,ACADL,ACADM,ACADS,ACADVL,ACAT1,ACOT7,ACOT8,ACOX2,ACSBG1,ACSL1,ACSL4,ACSM4,ACSM5,ACSS1,AKR1A1,AKT2,ALDH1A2,ALDH1L2,ALDOC,ANKRD23,APP,ASAH1,AUH,BRCA1,CDS1,CPT1B,CPT1C,CPT2,CRABP1,CRABP2,CRAT,CRYL1,CYP1A1,CYP27A1,CYP2F1,CYP7B1,DECR1,DLAT,DLD,E4F1,ECH1,ENO3,ETFA,ETFB,ETFDH,FAAH,FADS1,FADS2,FAH,FGFR4,FMO1,FMO2,GAMT,GAPDH,GBA2,GCDH,GGT5,GPAT2,GPAT4,GPD1,GPI,GRHPR,HADH,HADHA,HADHB,HAGH,HAGHL,HAO2,HK1,HK2,HSD17B10,HYI,IDH2,IER3,IL4I1,INSR,KLHL12,LDHA,LDHB,LDHD,LIAS,LIPG,LONP2,LPIN1,LPIN3,LTC4S,MAPK14,ME3,MFSD2A,MID1IP1,MLXIPL,MMUT,MTHFD1L,NDUFAB1,NR1H2,NR5A2,OGT,OXSM,PARK7,PC,PDHA1,PDHB,PDHX,PDK2,PDK4,PEX2,PFKM,PGAM2,PGK1,PKM,PLA2G4A,PLAA,PNKD,PPARA,PRKAB2,PRKAG1,PRKAG3,PTGES2,PTGES3,PTGR2,PXK,RBP1,SESN2,SGPL1,SLC1A3,SLC27A1,SLC27A3,SLC37A4,SLC38A1,SOX9,TIGAR,TPI1,TREX1,UCP3,WDTC1,ZBTB20,ZBTB7A


			GO:BP			cellular response to growth factor stimulus			GO:0071363			8.00E-10			149			ABL1,ACVR1,ADAMTS12,ADAMTS7,ADGRA2,AGT,AGTR2,AKT1S1,ANKRD1,ASPN,ATP2B4,BAMBI,BMP5,BMP6,BMP7,BMPER,CASK,CAV2,CCN1,CD109,CD44,CHRD,CHURC1,CIB1,CILP,CITED1,COL1A2,COL2A1,COL3A1,CORO1B,CPNE3,CREB3L1,CYFIP2,DAB2,DCN,DLL1,DOK5,DUSP3,EEF1A1,EGR1,EGR3,EMILIN1,ENG,ERBB2,EXT1,FBN1,FBN2,FGF1,FGF18,FGF21,FGF9,FGFR1,FGFR4,FLRT3,FLT1,FOS,FST,FYN,GAB1,GAREM1,GATA3,GDF9,GJA5,GPC3,GRB10,HGF,HIVEP1,HSPA5,HTRA1,HTRA3,IL17RD,ITGB6,KCP,KDR,KLF4,LOC100737755,LOX,LTBP1,LTBP3,MAPK14,MAPKAPK2,MARS1,MEF2C,MMRN2,MSTN,MTMR4,NEO1,NGFR,NOTCH2,NTF4,NTRK3,PBLD,PDCD4,PDCD5,PDE3A,PDGFRA,PELO,PPARA,PPM1A,PRKD1,PTPRK,RAF1,RASL11B,RBPJ,RGMA,RNF165,ROBO1,SEMA6A,SFRP2,SHC1,SIRT2,SLC2A10,SLC4A7,SLIT2,SMAD2,SMAD9,SMURF1,SORT1,SOX11,SOX9,SPART,SPHK1,SPI1,SPRY2,SRC,STAT5B,STK11,STMN2,STUB1,SULF1,SULF2,TGFB1,TGFB2,TGFB3,TGFBR1,TGFBR2,TMEM204,TMEM53,TSPAN12,TWF2,VASN,WFIKKN2,ZBTB7A,ZEB1,ZFYVE27,ZMIZ1,ZNF423,ZNF703,ZYX


			GO:BP			response to growth factor			GO:0070848			1.02E-09			151			ABL1,ACVR1,ADAMTS12,ADAMTS7,ADGRA2,AGT,AGTR2,AKT1S1,ANKRD1,ASPN,ATP2B4,BAMBI,BMP5,BMP6,BMP7,BMPER,CASK,CAV2,CCN1,CD109,CD44,CHRD,CHURC1,CIB1,CILP,CITED1,COL1A2,COL2A1,COL3A1,CORO1B,CPNE3,CREB3L1,CYFIP2,DAB2,DCN,DLL1,DOK5,DUSP3,EEF1A1,EGR1,EGR3,EMILIN1,ENG,ERBB2,EXT1,FBN1,FBN2,FER,FGF1,FGF18,FGF21,FGF9,FGFR1,FGFR4,FLRT3,FLT1,FNDC4,FOS,FST,FYN,GAB1,GAREM1,GATA3,GDF9,GJA5,GPC3,GRB10,HGF,HIVEP1,HSPA5,HTRA1,HTRA3,IL17RD,ITGB6,KCP,KDR,KLF4,LOC100737755,LOX,LTBP1,LTBP3,MAPK14,MAPKAPK2,MARS1,MEF2C,MMRN2,MSTN,MTMR4,NEO1,NGFR,NOTCH2,NTF4,NTRK3,PBLD,PDCD4,PDCD5,PDE3A,PDGFRA,PELO,PPARA,PPM1A,PRKD1,PTPRK,RAF1,RASL11B,RBPJ,RGMA,RNF165,ROBO1,SEMA6A,SFRP2,SHC1,SIRT2,SLC2A10,SLC4A7,SLIT2,SMAD2,SMAD9,SMURF1,SORT1,SOX11,SOX9,SPART,SPHK1,SPI1,SPRY2,SRC,STAT5B,STK11,STMN2,STUB1,SULF1,SULF2,TGFB1,TGFB2,TGFB3,TGFBR1,TGFBR2,TMEM204,TMEM53,TSPAN12,TWF2,VASN,WFIKKN2,ZBTB7A,ZEB1,ZFYVE27,ZMIZ1,ZNF423,ZNF703,ZYX


			GO:BP			synapse organization			GO:0050808			1.03E-09			101			ABHD17C,ABL1,ADGRB3,ADGRL2,AFG3L2,AGRN,APOE,APP,ARHGAP39,ARHGAP44,ARHGEF9,BHLHB9,C3,CACNA1S,CACNB1,CAMKV,CAPRIN2,CDC20,CDH2,CDK5R1,CHCHD10,CHRNA1,CLSTN2,CLSTN3,COLQ,CTNND2,CTTNBP2,CUX2,DDX23,DISC1,DLG4,DLG5,DNAJA3,DVL1,EFNA1,EGLN1,EIF4G1,EPHA4,EPHA7,EPHB2,EPHB3,ERBB2,FLRT3,FYN,FZD9,GPC4,GRID2,GRIPAP1,IGSF9,LRFN2,LRFN5,LRP4,LRP8,LRRC4,LRRC4B,LRRC4C,LRRK2,LRRN1,LRRN3,LRRTM3,MAPK14,MDGA1,MUSK,NEFL,NEURL1,NFATC4,NLGN3,OBSL1,PAK3,PCDH17,PCLO,PLXND1,PPFIBP2,PTPRD,PTPRS,RAB29,RAB3A,SDK1,SEMA3E,SEZ6L,SEZ6L2,SLC8A3,SLITRK1,SLITRK2,SLITRK4,SLITRK5,SLITRK6,SNCG,SPARCL1,SPG11,SRGAP2,SRPX2,SYBU,TNC,TPBG,TUBA1B,TUBB,VHL,WASF2,YWHAZ,ZER1


			GO:BP			growth			GO:0040007			1.14E-09			182			ABL1,ADAM15,ADM,AFG3L2,APOD,APP,ARIH2,ARMC12,ARX,ATF5,ATM,BCL6,BCL9,BRCA1,BRCA2,CAPN3,CCN3,CCNB2,CD9,CHEK1,CHRNA1,CHRND,CIB1,CLSTN3,COL27A1,COLQ,CRABP2,CTC1,CYFIP2,DACT3,DCBLD2,DCX,DDR2,DDX3X,DIP2B,DLL1,DNAJB2,DUSP10,DVL1,EAF2,EDNRA,EHMT2,EIF3J,EIF4G1,EPB41L3,EPHA7,ERBB2,ESR1,EXT1,EZH2,EZR,FGF1,FGF9,FLRT3,FN1,FRZB,FZD9,GAMT,GATA3,GDF9,GHR,GLI2,GLI3,GPAT4,GPC3,HDGFL2,HEY2,HOXA5,HPN,IFT80,IGFBP4,IGFBP5,INSR,ITGB1,JADE2,KAZALD1,KIF14,KIF20A,KIF26B,KPNA1,LEPR,LIMK1,LOC100736765,LRP4,MAP1B,MAP3K13,MAPK14,MDK,MFSD2A,MKKS,MMP14,MSTN,MUL1,MYMK,MYOZ1,NCAPG2,NEDD4L,NIN,NME6,NOTCH2,NPY1R,PELO,PI16,PKDCC,PLAA,PLAG1,PLCB1,PLXNA1,PLXNA3,PPM1F,PRKAR1A,PRKCZ,PTGFRN,PTK7,PTN,PTPRJ,PTPRS,PTX3,RAD51B,RBPJ,RIMS1,RND2,S1PR1,SAV1,SBDS,SELENON,SEMA3A,SEMA3E,SEMA3G,SEMA4F,SEMA5B,SEMA6A,SEMA6C,SEMA7A,SERPINE2,SERTAD1,SESN2,SFRP2,SGPL1,SIK3,SLC25A25,SLIT1,SLIT2,SLIT3,SLITRK1,SLITRK6,SMAD2,SMO,SMURF1,SOX9,SPART,SPG11,SPHK1,SPRY2,SRF,STAT5B,STC1,STK11,STK3,SUPV3L1,SYT2,TAF9B,TEAD1,TENM4,TGFB1,TGFB2,TGFBR1,TGFBR2,THBS3,TNC,TP73,TTC8,TWF2,ULK1,WDR48,WDTC1,WWC2,WWTR1,YBX3,ZFPM2,ZFYVE27,ZMIZ1


			GO:BP			aerobic respiration			GO:0009060			1.16E-09			64			ACO1,ACO2,ATP5F1A,ATP5F1B,ATP5ME,ATP5PO,BID,BLOC1S1,BNIP3,C7H6ORF125,CAT,CCNB1,CDK1,CDS1,CHCHD10,CHCHD2,COA6,COQ9,COX1,COX10,COX3,COX4I1,COX5A,DLST,FH,HADHB,IDE,IDH2,IDH3B,IDH3G,ISCU,LOC100524239,LOC100524873,MDH1,MDH2,MLXIPL,MSH2,ND4,NDUFA10,NDUFA8,NDUFAF1,NDUFB6,NDUFB8,NDUFB9,NDUFS1,NDUFS2,NDUFS6,NDUFS7,NDUFV1,OGDH,PARK7,PINK1,PPIF,SDHA,SDHAF2,SDHB,SDHC,SUCLA2,SUCLG1,SUCLG2,UQCR10,UQCRC1,UQCRQ,VCP


			GO:BP			muscle tissue development			GO:0060537			1.26E-09			100			ACADM,ACTA1,ACTC1,ACTN2,ACVR1,ALDH1A2,ALPK2,ANKRD1,ASB2,ATF3,BCL9,BMP7,BVES,C7H6ORF125,CACNA1S,CAV2,CCNT2,CDON,CHRNA1,CHRND,COL11A1,CSRP2,DLL1,EDNRA,EGLN1,EGR1,EGR2,ENG,ERBB3,EYA2,FGF9,FHOD3,FOS,GJC1,HEY2,HOMER1,IGFBP5,ITGB1,LOC100736765,LOX,MAFF,MAPK14,MEF2A,MEF2C,MEF2D,MEOX2,MSC,MSTN,MYBPC3,MYF5,MYF6,MYH11,MYH14,MYLK2,MYLPF,MYO18B,MYOZ1,NEB,NLN,NR1D2,NRAP,PDGFRA,PGM5,PI16,PKD2,POPDC2,POPDC3,PPARGC1A,PPP3CA,PPP3CB,PRKAR1A,RBPJ,RIPOR2,S1PR1,SAV1,SELENON,SGCD,SIRT2,SMO,SOX11,SOX9,SPG11,SRF,SVIL,TBX18,TCAP,TENM4,TGFB1,TGFB2,TGFBR1,TNNT2,TP73,TPM1,TREX1,VRK3,XIRP2,YBX3,ZFAND5,ZFPM2,ZIC3


			GO:BP			regulation of synapse organization			GO:0050807			1.37E-09			59			ABHD17C,ABL1,ADGRB3,ADGRL2,APOE,APP,ARHGAP44,BHLHB9,CAMKV,CAPRIN2,CDC20,CDH2,CDK5R1,CLSTN2,CLSTN3,COLQ,CTTNBP2,CUX2,DISC1,DLG5,EFNA1,EGLN1,EIF4G1,EPHA4,EPHA7,EPHB2,EPHB3,FLRT3,FYN,GPC4,GRID2,GRIPAP1,IGSF9,LRFN2,LRFN5,LRP4,LRP8,LRRC4B,LRRK2,LRRN1,LRRN3,LRRTM3,MAPK14,MDGA1,NEURL1,NFATC4,PTPRD,PTPRS,SLITRK1,SLITRK2,SLITRK4,SLITRK5,SLITRK6,SRPX2,TPBG,TUBA1B,TUBB,VHL,YWHAZ


			GO:BP			nucleoside phosphate metabolic process			GO:0006753			1.38E-09			143			ABCC6,ACACA,ACAT1,ACOT7,ACOT8,ACSL1,ACSL4,ACSM4,ACSM5,ACSS1,ACSS2,ADCY2,ADCY3,ADCY4,ADCY6,ADCY9,ADSL,AK1,AK3,AK5,ALDH1L2,ALDOC,AMPD1,AMPD3,APP,ATIC,ATP1A2,ATP1B1,ATP5F1A,ATP5F1B,ATP5IF1,ATP5MC1,ATP5MC3,ATP5ME,ATP5PO,ATP6,CDS1,CHPT1,CLPX,CMPK2,CNP,DCAKD,DCTD,DCTPP1,DLAT,DLD,DLST,DNPH1,ENO3,ENTPD5,ENTPD6,ENTPD7,FLAD1,FMO1,FMO2,GAPDH,GARS1,GART,GMPR,GNAI3,GPAT4,GPD1,GPI,GUCA1B,GUCY1A1,GUK1,HK1,HK2,HMGCR,IER3,IMPDH1,INSR,LOC100736765,LOC110255887,LRRK2,MDH1,ME1,MLXIPL,MMUT,MVK,MYH3,NAMPT,NAXE,NDUFS1,NME4,NME6,NOCT,NOS1,NOS3,NT5C1A,NT5C3A,NT5E,NT5M,NUDT12,NUDT15,NUDT5,OGDH,OGT,OXSM,PAICS,PANK3,PANK4,PARG,PARK7,PC,PDE4B,PDE4D,PDE9A,PDHA1,PDHB,PDHX,PDK2,PDK4,PFKM,PGAM2,PGK1,PGLS,PKM,PPARA,PPARGC1A,PPAT,PRKAG3,PRPS1,PRTFDC1,PTDSS1,PTPMT1,RORA,SAMHD1,SHPK,SLC25A25,SLC4A7,SMPDL3A,SUCLG2,TBPL1,TIGAR,TP53I3,TPI1,TREX1,TSPO,UGCG,VCP,ZBTB20,ZBTB7A


			GO:BP			positive regulation of proteolysis			GO:0045862			1.49E-09			97			ADAM8,ADRA2A,AIFM1,ANKIB1,ANTXR1,ANXA2,APAF1,APOE,ARHGEF2,ARIH2,ASPH,ATP2A3,ATP5IF1,ATXN3,BBS7,BCAP31,BID,CAPN3,CASP9,CCN1,CLN6,CLPX,CLU,COPS5,CRADD,CYFIP2,DAB2,DAPK1,DDRGK1,DDX3X,DISC1,DLC1,DNAJB2,DVL1,EFNA1,EGF,EPHA4,F3,FAM162A,FAS,FBLN1,FBXW8,FGFR4,FN1,HIP1,HPN,IFT57,ITSN1,LCK,LPCAT3,LRRK2,LYN,MDM2,MUL1,NANS,NGFR,NRDC,OGT,PACSIN3,PCOLCE,PCOLCE2,PDCD5,PLGRKT,PLK1,PLK3,PPM1F,PSMC1,PSMC2,PSMC3,PSMC5,PSMD14,PTK2B,RAD23A,RCN3,REST,RGMA,RNF14,RNF144A,RNF217,ROBO1,ROCK2,SENP1,SFRP2,SH3RF2,SIRT2,SMURF1,SRC,STUB1,TMEM259,TMTC3,TNFRSF1B,TNIP1,UACA,USP13,VCP,WDR48,ZYG11B


			GO:BP			cell junction assembly			GO:0034329			1.56E-09			102			ABL1,ACE,ACTN2,ADGRB3,ADGRL2,AGT,AJUBA,APOD,APP,ARHGEF9,BCR,BHLHB9,CAPZA1,CD9,CDH10,CDH11,CDH2,CDH20,CDH7,CLDN10,CLSTN2,CLSTN3,COL16A1,COLQ,CORO1C,CORO2B,CTNNA1,CTNND1,CTNND2,CUX2,DCHS1,DLC1,DLG5,DST,DUSP3,DVL1,EIF4G1,EPHA3,EPHA7,EPHB2,EPHB3,ESAM,FBF1,FLRT3,FN1,FSCN1,GJA5,GJC1,GPC4,GRID2,ITGA5,ITGB4,JAM3,KDR,LAMC1,LRFN5,LRP4,LRRC4,LRRC4B,LRRN1,LRRN3,LRRTM3,MACF1,MDGA1,MPP7,MYO9A,NLGN3,NPHP4,OBSL1,OPHN1,PCDH17,PCLO,PHLDB2,PLXND1,PPM1F,PRKCH,PTPRA,PTPRD,PTPRJ,PTPRK,PTPRS,RAB13,RAB29,RCC2,RHOD,ROCK2,SDK1,SLITRK1,SLITRK2,SLITRK4,SLITRK5,SLITRK6,SRC,SRF,SRGAP2,SRPX2,TEK,TNS1,TPBG,VMP1,WHAMM,ZER1


			GO:BP			striated muscle cell differentiation			GO:0051146			1.69E-09			76			ACADM,ACTA1,ACTC1,ACTN2,ACVR1,ADAMTS15,ADGRB3,ALPK2,ANKRD23,ASB2,BCL9,BHLHE41,BVES,CACNA1S,CAPN3,CASQ1,CAV2,CCN3,CD9,CDH2,CDON,CSRP2,DLL1,DOCK5,DYRK1B,EZH2,FHOD3,FLNC,HEY2,HOMER1,IGFBP5,ITGB1,LMOD2,LOC100736765,MAPK14,MEF2A,MEF2C,MMP14,MYF5,MYH11,MYMK,MYO18B,MYOF,MYOM2,MYOZ1,MYPN,NEB,NLN,NRAP,PDGFRA,PGM5,PI16,PLEKHO1,PLPP7,POPDC2,POPDC3,PPP3CA,PPP3CB,PRKAR1A,PTGFRN,RBM38,RBPJ,RIPOR2,SDC1,SELENON,SGCD,SMO,SORT1,SPG11,SRF,TBX18,TCAP,TMOD4,TNNT2,TPM1,TRIM72


			GO:BP			regulation of hydrolase activity			GO:0051336			1.77E-09			212			ABHD5,ABL1,ABL2,ABR,AGT,AGTR2,AIFM1,AJUBA,AKT2,ALS2CL,AMOT,ANGPTL4,ANTXR1,ANXA2,ANXA8,APAF1,APC2,APP,ARHGAP12,ARHGAP27,ARHGAP42,ARHGAP44,ARHGEF10,ARHGEF19,ARHGEF2,ARHGEF26,ASAP2,ASAP3,ASPH,ATP2A3,ATP5IF1,BCAP31,BCL6,BCR,BID,BIN1,BOD1,BVES,C3,C4A,CALM1,CASP9,CAV2,CBLB,CCL19,CCL5,CCN1,CCPG1,CD109,CD200,CD44,CHN2,CLPX,COL7A1,COPS5,CORO1C,CPAMD8,CRADD,CRY2,CST6,CYFIP2,DAPK1,DDRGK1,DDX3X,DHCR24,DLC1,DOCK7,DOCK8,EFNA1,EPHA3,EPHA4,EPHA7,EPHB3,ERBB2,EZH2,F3,FAM162A,FAS,FBLN1,FGD1,FGFR1,FLT1,FN1,FNIP1,FOXJ1,FZD10,GAPDH,GARNL3,GNB5,GPC3,HGF,HIP1,HSF4,IFT57,IQGAP2,IQGAP3,ITGA6,ITGB1,ITIH3,ITIH4,KLF4,LCK,LEPR,LRCH1,LRRK2,LXN,LYN,MAPRE2,MASTL,MET,MGAT5,MICAL1,MKKS,MMUT,MUL1,MYO9A,NANS,NEIL1,NET1,NF1,NGFR,NOS3,NR1H2,NRDC,NTRK3,PARK7,PCOLCE,PCOLCE2,PDCD5,PDE3A,PDGFRA,PHB2,PINK1,PLAA,PLXNA1,PLXNA2,PLXNA3,PLXNB3,PLXND1,PPARGC1B,PPM1F,PPP1R15A,PPP1R1B,PPP6R2,PRDX3,PRKCD,PRKD1,PSAP,PSMA3,PSMB8,PSMB9,PSMD14,PTPRC,PTTG1,PTX3,RABGAP1L,RALGAPA2,RALGPS1,RALGPS2,RAP1GDS1,RAPGEF1,RAPGEF3,RAPGEFL1,RASA4B,RASGRF2,RASGRP2,RCC2,RCN3,RECK,REST,RGMA,RGS14,RGS7,RIPOR2,ROBO1,ROCK2,RP2,RPS6KA1,RPS6KA3,SBF2,SENP1,SERPINB1,SERPINE1,SERPINE2,SFRP2,SIPA1,SIPA1L1,SORT1,SPRY2,SRC,SRGAP2,TAX1BP3,TBC1D1,TBC1D17,TBCK,TFPI,TGFB2,TIAM1,TIMP1,TP63,TTC8,UACA,UBE2Z,UBXN1,UMODL1,USP6NL,VAV2,VCP,VRK3,WDR48,WFIKKN2,WRN


			GO:BP			regulation of cell cycle process			GO:0010564			1.84E-09			161			ACVR1,APP,ATF5,ATM,ATP2B4,ATR,AURKB,BCL7B,BID,BIN1,BLM,BMP7,BRCA1,BRCA2,BUB1,BUB1B,CALM1,CALR,CAV2,CCNB1,CCNB2,CCNB3,CCNF,CCP110,CDC14B,CDC20,CDC25B,CDC6,CDCA2,CDCA5,CDK1,CDK2AP2,CDT1,CENPE,CENPF,CENPJ,CEP131,CEP76,CEP85,CHEK1,CIT,CLSPN,CRADD,CTC1,CUL3,CUL4A,CUL4B,CUL7,DBF4,DDX3X,DOT1L,DTL,E2F1,E2F7,E2F8,E4F1,EGF,EIF4G1,EME1,EZH2,FAM83D,FANCD2,FBXO31,FBXO5,FBXW5,FEN1,FOXN3,GEN1,GFRA3,GNAI1,GPSM2,IER3,INCENP,INIP,INSR,KAT2B,KIF11,KIF14,KIF15,KIF20A,KIF20B,KIF2C,KLF4,KLHL13,KLHL21,KLHL9,MAP3K20,MAPK14,MASTL,MDM2,MKI67,MN1,MRE11,MRNIP,MSH2,MTA3,MTBP,NAA10,NABP2,NCAPG,NCAPG2,NCAPH,NDC80,NEK2,NEK6,NME6,NSFL1C,OBSL1,ORC1,PARP3,PARP9,PBK,PDE3A,PHB2,PHKG1,PKD2,PLCB1,PLK1,PLK3,RACGAP1,RAD21,RAD51AP1,RAD51B,RAD9B,RCC2,RFWD3,RGCC,RHNO1,RMI2,ROCK2,RPA2,SASS6,SH3GLB1,SIRT2,SLF1,SMARCA5,SMC2,SMC4,SMC6,SND1,SOX9,SPAG5,SPDL1,SPHK1,SPICE1,STIL,STOX1,STT3A,TEX14,THOC5,TIMELESS,TMEM67,TPX2,TREX1,TTK,UBD,UBE2C,USP28,XPO1,ZWILCH,ZWINT


			GO:BP			purine nucleotide metabolic process			GO:0006163			1.89E-09			128			ABCC6,ACACA,ACAT1,ACOT7,ACOT8,ACSL1,ACSL4,ACSM4,ACSM5,ACSS1,ACSS2,ADCY2,ADCY3,ADCY4,ADCY6,ADCY9,ADSL,AK1,AK3,AK5,ALDH1L2,ALDOC,AMPD1,AMPD3,APP,ATIC,ATP1A2,ATP1B1,ATP5F1A,ATP5F1B,ATP5IF1,ATP5MC1,ATP5MC3,ATP5ME,ATP5PO,ATP6,CDS1,CHPT1,CLPX,DCAKD,DLAT,DLD,DLST,ENO3,ENTPD7,FMO1,FMO2,GAPDH,GART,GMPR,GNAI3,GPAT4,GPD1,GPI,GUCA1B,GUCY1A1,GUK1,HK1,HK2,HMGCR,IER3,IMPDH1,INSR,LOC100736765,LOC110255887,LRRK2,MDH1,ME1,MLXIPL,MMUT,MVK,MYH3,NAMPT,NDUFS1,NME4,NME6,NOCT,NOS1,NOS3,NT5C1A,NT5E,NUDT12,NUDT15,NUDT5,OGDH,OGT,OXSM,PAICS,PANK3,PANK4,PARG,PC,PDE4B,PDE4D,PDE9A,PDHA1,PDHB,PDHX,PDK2,PDK4,PFKM,PGAM2,PGK1,PGLS,PKM,PPARA,PPARGC1A,PPAT,PRKAG3,PRPS1,PRTFDC1,PTDSS1,PTPMT1,RORA,SAMHD1,SHPK,SLC25A25,SLC4A7,SUCLG2,TIGAR,TP53I3,TPI1,TREX1,TSPO,UGCG,VCP,ZBTB20,ZBTB7A


			GO:BP			nucleotide metabolic process			GO:0009117			2.10E-09			140			ABCC6,ACACA,ACAT1,ACOT7,ACOT8,ACSL1,ACSL4,ACSM4,ACSM5,ACSS1,ACSS2,ADCY2,ADCY3,ADCY4,ADCY6,ADCY9,ADSL,AK1,AK3,AK5,ALDH1L2,ALDOC,AMPD1,AMPD3,APP,ATIC,ATP1A2,ATP1B1,ATP5F1A,ATP5F1B,ATP5IF1,ATP5MC1,ATP5MC3,ATP5ME,ATP5PO,ATP6,CDS1,CHPT1,CLPX,CMPK2,CNP,DCAKD,DCTD,DCTPP1,DLAT,DLD,DLST,DNPH1,ENO3,ENTPD7,FLAD1,FMO1,FMO2,GAPDH,GARS1,GART,GMPR,GNAI3,GPAT4,GPD1,GPI,GUCA1B,GUCY1A1,GUK1,HK1,HK2,HMGCR,IER3,IMPDH1,INSR,LOC100736765,LOC110255887,LRRK2,MDH1,ME1,MLXIPL,MMUT,MVK,MYH3,NAMPT,NAXE,NDUFS1,NME4,NME6,NOCT,NOS1,NOS3,NT5C1A,NT5C3A,NT5E,NT5M,NUDT12,NUDT15,NUDT5,OGDH,OGT,OXSM,PAICS,PANK3,PANK4,PARG,PARK7,PC,PDE4B,PDE4D,PDE9A,PDHA1,PDHB,PDHX,PDK2,PDK4,PFKM,PGAM2,PGK1,PGLS,PKM,PPARA,PPARGC1A,PPAT,PRKAG3,PRPS1,PRTFDC1,PTDSS1,PTPMT1,RORA,SAMHD1,SHPK,SLC25A25,SLC4A7,SUCLG2,TBPL1,TIGAR,TP53I3,TPI1,TREX1,TSPO,UGCG,VCP,ZBTB20,ZBTB7A


			GO:BP			regulation of actin filament-based process			GO:0032970			2.34E-09			102			ABL1,ABRACL,ACTN2,ANKRD23,ARFIP2,ARHGAP44,ARHGEF10,ARHGEF10L,ARHGEF19,ARPC5,ARPIN,ASAP3,AVIL,BAIAP2L2,BIN1,BST1,CAPG,CAPZA1,CAPZA2,CCDC88A,CDC42EP3,CDK5R1,CORO1B,CORO2B,CRACD,CSF3,CYFIP2,CYRIB,DLC1,DSTN,EPHA3,EPS8,ESAM,FCHSD1,FCHSD2,FER,FES,FHOD1,FHOD3,FSCN1,FZD10,GBA2,GJA5,GMFB,HCLS1,IQGAP2,JAM3,KANK3,LIMK1,LMOD2,MDK,MET,MKKS,MYLK2,NOTCH2,NTRK3,PAK3,PDE4B,PDE4D,PDPN,PHLDB2,PIK3R2,PLEKHH2,PPM1F,PRKCD,PTK2B,RAC2,RAPGEF3,RGCC,RHOD,RHOF,RHPN2,RND2,ROCK2,RYR2,SCN5A,SEMA3E,SLIT2,SPTAN1,SPTB,SRI,SSH1,STC1,SVIL,SWAP70,SYNPO2,SYNPO2L,TEK,TESK1,TGFB1,TGFB3,TGFBR1,TMEFF2,TMOD4,TMSB15A,TMSB15B,TTC8,TWF1,TWF2,WASF1,WASF2,WHAMM


			GO:BP			positive regulation of nervous system development			GO:0051962			2.52E-09			71			ADGRB3,ADGRL2,BHLHB9,BIN1,CAPRIN2,CLSTN2,CLSTN3,CRABP2,CUL7,CUX2,DISC1,DLG5,EGR2,EPHB2,EPHB3,FBXW8,FLRT3,FN1,GLI3,GRID2,IL6ST,ITGB1,JADE2,KDM1A,LIMK1,LRP8,LRRC4B,LRRN1,LRRN3,LRRTM3,MAN2A1,MAP3K13,MAP6,MDK,NEFL,NEURL1,NIN,NUMBL,OBSL1,PLAG1,PLXNA1,PLXNA2,PLXNA3,PLXNB3,PLXND1,PRKCH,PRKCI,PTN,PTPRD,RASSF10,RHEB,RND2,ROBO1,SEMA7A,SERPINE2,SLITRK1,SLITRK2,SLITRK4,SLITRK5,SLITRK6,SMO,SOX11,SRF,SRPX2,STK11,TENM4,TGFB1,TNFRSF1B,TPBG,TWF2,ZFYVE27


			GO:BP			muscle system process			GO:0003012			2.66E-09			93			ACTA2,ADRA2A,ADRA2C,ARHGAP42,ATP1A2,ATP1B1,ATP2A1,ATP2B4,BDKRB2,BIN1,CACNA1D,CACNA1S,CALM1,CAMTA2,CASQ1,CASQ2,CHRNA1,DOCK5,EDNRA,EZH2,FBXO32,GJA5,GOLT1B,GRK2,GTF2IRD1,HEY2,HOMER1,HRC,IGFBP5,INPP5F,KCNN2,LMCD1,LMOD2,LOC100620992,LOC100736765,LOC110255887,MEF2A,MKKS,MYH13,MYH14,MYH2,MYH3,MYL4,MYLK2,MYLPF,MYMK,MYOM2,MYOZ1,NOS1,NOS3,P2RY1,PDE4B,PDE4D,PDE9A,PGAM2,PI16,PPP3CA,PRKAG3,PTPRD,RAP1GDS1,RCSD1,RNF207,ROCK2,RYR2,SCN1B,SCN2B,SCN3B,SCN4A,SCN4B,SCN5A,SCN7A,SELENON,SGCD,SLC8A3,SPHK1,SRF,SRI,STAC3,STC1,SULF1,SULF2,TCAP,TMEM38A,TMOD4,TNFRSF1B,TNNC2,TNNT2,TPCN2,TPM1,TPM2,TRIM72,TRPC1,TWF1


			GO:BP			regulation of protein modification process			GO:0031399			2.80E-09			308			ABL1,ACE,ACSL1,ACVR1,ADAM8,ADRA2A,ADRA2C,AGT,AGTR2,AJUBA,AKT1S1,AKT2,APOE,APP,ARAF,ARHGEF2,ARNTL,ARRDC3,ATP2B4,BCL6,BDKRB2,BLM,BMP5,BMP6,BMP7,BMPER,BOD1,BRCA1,BST1,BTC,BUB1B,C3,CAB39,CAB39L,CALM1,CAMKK2,CAPN3,CBL,CBLB,CCDC88A,CCDC88C,CCL19,CCN1,CCNB1,CCNB2,CCNB3,CCNE1,CCNE2,CCNG2,CCNL1,CCNT2,CD109,CD40LG,CD44,CD80,CDC20,CDC25B,CDCA2,CDK5R1,CDON,CENPE,CEP85,CHEK1,CHI3L1,CIB1,CKB,CKS2,CLIP3,CLSPN,CLU,COPS8,CORO1C,CRY2,CSF3,CSNK2B,CSPG4,CTF1,CUL3,DAB2,DBF4,DBNDD1,DCUN1D2,DCUN1D4,DDR2,DDRGK1,DDX3X,DIP2B,DLC1,DNAJB2,DOCK7,DTNBP1,DUSP1,DUSP10,DVL1,EFNA1,EGF,EGR1,EHMT2,EID1,EIF4G1,EMILIN1,ENG,ENPP2,EPAS1,EPHA4,EPHA7,EPHB2,ERBB2,ERBB3,ERP29,EZH2,FAM20A,FANCI,FANCM,FAS,FBLN1,FBXO5,FER,FGF1,FGF18,FGF21,FGFR1,FLT1,FMR1,FN1,FNIP1,FRY,FXR1,FXR2,FYN,FZD10,GADD45B,GATA2,GATA3,GDF11,GDF9,GHR,GPRC5B,GPS2,HBEGF,HCLS1,HGF,HHATL,HMGCR,HRC,HSPA5,IL15,IL18,IL6R,IL6ST,INPP5F,INPP5J,INSR,IQGAP3,IRAK1,ITGA5,IVNS1ABP,KAT2B,KDM1A,KDR,KIF14,KIFC1,KIT,KLHL31,LEPR,LIMK1,LOC100511937,LOX,LRP4,LRP8,LRRCC1,LRRK1,LRRK2,LYN,MAP2K2,MAP3K10,MAP3K13,MASTL,MAVS,MGAT5,MICAL1,MLXIPL,MMD,MRE11,MTBP,MTHFR,MUL1,MUSK,NCAPG2,NDUFS4,NEK3,NEURL1,NIBAN1,NMI,NOC2L,NOS1,NTF4,NTRK3,OGT,OTUB2,PAQR3,PARK7,PARP14,PARP16,PARP9,PBK,PDGFA,PDGFC,PDGFD,PHB2,PHF1,PHF19,PIAS3,PINK1,PKD2,PKIG,PLAA,PLCE1,PLCG2,PLK1,PLPP3,PPM1F,PPP1R15A,PPP1R1B,PPP2R5A,PPP6R2,PRKAG1,PRKAG3,PRKAR1A,PRKAR1B,PRKAR2A,PRKCD,PRKCZ,PRKD1,PRR5,PRR5L,PRRC1,PTK2B,PTPN13,PTPRB,PTPRC,PTPRJ,RAD51,RAF1,RAMP1,RAP2C,RAPGEF3,RB1CC1,RGCC,RGS14,RIF1,ROBO1,ROCK2,S1PR2,SEMA7A,SESN2,SETD7,SFRP2,SH3BP5,SH3RF2,SIRT2,SKP2,SLC27A1,SLC8A3,SLIT2,SMARCA5,SMPD1,SOX9,SPHK1,SPI1,SPRED2,SPRY2,SQSTM1,SRC,STK11,STOX1,STUB1,SWAP70,TBC1D14,TEK,TESK1,TFRC,TGFB1,TGFB2,TGFBR1,TGFBR2,THBS4,TLR9,TNFRSF11A,TNIP1,TPD52L1,TPX2,TRAF3IP1,TRPT1,TSPO,TWF1,UBASH3B,UBXN1,ULK1,VCP,VRK3,WDR48,WNK3,WWTR1,YEATS2,ZBTB7B,ZFP91,ZMIZ1


			GO:BP			organelle assembly			GO:0070925			2.84E-09			210			ABCB6,ABLIM3,ACTA1,ACTC1,ACTN2,ACTR3,ANKRD23,AP1S1,APITD1,ARFIP2,ARHGEF10,ARHGEF9,ARL8B,ARMC9,ATG4D,ATG9A,AUP1,AURKB,BBS2,BBS5,BBS7,CAPN3,CASQ1,CC2D2A,CCDC40,CCDC65,CCDC88A,CCNB2,CCP110,CDC14B,CDC20,CDS1,CENPE,CENPH,CENPJ,CENPT,CEP131,CEP152,CEP76,CFAP20,CNOT6,CNOT6L,CNTROB,CPLANE1,CPLANE2,CROCC,CSDE1,CSRP2,DCX,DDX3X,DISC1,DLGAP5,DNAAF5,DRC1,DYNC2I2,DYNLL1,DZIP1,EHD4,EHMT2,EZR,FBF1,FBXO5,FHOD3,FITM1,FLNC,FNBP1L,FOXJ1,FSCN1,GABARAPL2,GPSM2,GRID2,HAUS5,HAUS6,IFT122,IFT140,IFT43,IFT46,IFT57,IFT80,IFT88,INTU,IQCB1,ITGB1,KAT2B,KIAA0586,KIAA0753,KIF11,KIF15,KIF23,KIF24,KIF27,KIF2A,KIF3A,KIF3B,KIF4A,KIFC1,LMOD2,LOC100736765,LRRC4B,LRRK2,MAK,MAP1LC3A,MAP1LC3B,MAPRE1,MASTL,MEF2A,MFN2,MKKS,MKS1,MNS1,MPHOSPH9,MTERF3,MTM1,MYBL2,MYO7A,MYOM2,MYOZ1,MYPN,NDC80,NEB,NEK1,NEK2,NEURL1,NOCT,NRAP,NSFL1C,NUDCD3,ODAD4,ODF2,OFD1,PARVA,PATL1,PDGFRA,PGM5,PINK1,PIP4K2A,PIP4K2C,PLK1,POC1A,POC1B,PRKAR1A,PTPRD,PTPRS,RAB34,RAB7A,RABEP2,RACGAP1,RB1CC1,SASS6,SBDS,SDC1,SEPTIN1,SEPTIN2,SEPTIN6,SEPTIN7,SEPTIN9,SH3GLB1,SH3PXD2B,SMURF1,SNX30,SNX7,SPAG5,SPEF1,SPEF2,SPG11,SPICE1,SQLE,SRC,SRF,SRPX,SSX2IP,STIL,STING1,TAPT1,TAX1BP3,TBPL1,TCAP,TCIRG1,TCTN3,TEKT1,TESK1,TIA1,TMEM107,TMEM231,TMEM67,TMOD4,TNNT2,TP53INP2,TPM1,TPX2,TRAF3IP1,TTC26,TTC39C,TTC8,TTLL1,TUBB,TUBGCP4,TUBGCP6,TXNDC15,ULK1,VDAC3,VMP1,VPS13B,WDR19,WDR35,WDR45,WIPI1,WWTR1,ZER1,ZNF423


			GO:BP			muscle cell development			GO:0055001			2.97E-09			56			ACTA1,ACTC1,ACTN2,ADM,AFG3L2,ALPK2,ANKRD23,ASB2,BIN1,BVES,CACNA1S,CAPN3,CASQ1,CAV2,CSRP2,EDNRA,ENG,FHOD3,FLNC,HEY2,HOMER1,ITGB1,LMOD2,LOC100736765,LOX,MEF2A,MYF5,MYH11,MYO18B,MYOF,MYOM2,MYOZ1,MYPN,NEB,NFATC4,NRAP,PDGFRA,PGM5,PI16,PPP3CA,PPP3CB,PRKAR1A,RIPOR2,SDC1,SELENON,SGCD,SMO,SPG11,SRF,SYPL2,TBX18,TCAP,TMOD4,TNNT2,TPM1,WFIKKN2


			GO:BP			positive regulation of cell migration			GO:0030335			3.73E-09			122			ABL1,ACVR1,ADAM8,ADGRA2,ADRA2A,AGT,AKT2,APP,ARHGEF39,ATM,ATOH8,ATP5F1A,BMP7,CALR,CCL19,CCL5,CCN1,CD151,CIB1,CPNE3,DAB2,DAPK2,DDR2,DDRGK1,DOCK5,DOCK7,DOCK8,EGF,ENPP2,EPHA4,EPHB2,FBXO5,FER,FERMT3,FGF1,FGF18,FGFR1,FLT1,FN1,GATA2,GATA3,GPI,HABP2,HBEGF,HGF,HSPA5,IGFBP5,IL1R1,INSR,ITGA6,ITGAV,ITGB1,JAM3,KDR,KIF20B,KIT,LAMB1,LGALS3,LOC100737755,LYN,LYVE1,MAPRE2,MDK,MET,MGAT5,MMP14,MSTN,NOS3,NR4A3,NTRK3,PDGFA,PDGFC,PDGFD,PDGFRA,PDPN,PLAA,PLCG1,PLCG2,PLPP3,PPM1F,PPP3CA,PRKD1,PRSS56,PTK2B,PTN,PTPRC,RAC2,RHOD,RIPOR2,ROCK2,ROR2,RRAS,RUFY3,SEMA3E,SEMA3G,SEMA4F,SEMA5B,SEMA6A,SEMA6C,SEMA6D,SEMA7A,SERPINE1,SH3RF2,SHTN1,SMO,SOX9,SPARC,SPHK1,SPI1,SPRY2,SRC,SRPX2,SUN2,SWAP70,TEK,TGFB1,TGFB2,TGFBR1,TGFBR2,THBS4,TIAM1,WNT5B


			GO:BP			negative regulation of multicellular organismal process			GO:0051241			3.84E-09			209			ABI3BP,ADAMTS12,ADAMTS7,ADGRB2,ADGRB3,ADM,ADORA2A,ALPK2,AMOT,ANGPT2,ANXA2,APOD,APOE,APOM,ARHGAP42,ARRDC3,ATF4,ATM,ATP1A2,ATP2B4,BCL3,BCL6,BCR,BIN1,BMP7,BRCA2,C1QTNF3,CALCR,CALR,CBLB,CCN4,CD200,CD80,CD9,CHSY1,CORO1C,CREB3L1,CRY2,CSNK2B,CTNNA1,CTSC,CUL4A,DACT3,DCN,DHX58,DIP2B,DLG5,DLL1,DOCK5,DPYSL5,DUSP10,DUSP3,EAF2,EFNA1,EFNB3,EMILIN1,EPHA4,EPHA7,EPHB2,ERBB2,ERBIN,EZH2,EZR,FBN1,FER,FN1,FOXJ1,GATA2,GATA3,GBP1,GJA1,GLI2,GLI3,GRK2,HGF,HMGCR,HOMER2,HOMER3,HOXA5,HPN,HSPA9,IGFBP5,IL15,IL17RD,IL4I1,ILRUN,KLF4,KLHL12,LAMA4,LGALS9,LGR4,LRFN5,LRP4,LTBP3,LYN,MDK,MEF2C,MEOX2,MMRN2,MUL1,MYCN,NAV3,NAXE,NDRG2,NFATC4,NFIB,NFKBIL1,NGFR,NMI,NOS3,NPLOC4,NR1H2,PARP3,PATZ1,PCSK9,PDCD4,PDE4B,PDGFA,PDGFRA,PGK1,PHB2,PI16,PIAS3,PLCL1,PLCL2,PLXNA3,PPARA,PPM1B,PPP3CA,PRKAR1A,PRKCD,PROS1,PTK2B,PTN,PTPRC,PTPRG,PTPRS,RBPJ,REST,RGCC,RHEB,ROBO1,ROCK2,SARS1,SAV1,SDHAF2,SEMA3E,SEMA3G,SEMA4F,SEMA5B,SEMA6A,SEMA6C,SEMA7A,SERPINB1,SERPINE1,SERPINE2,SFRP2,SIRT2,SLC2A10,SLC37A4,SLIT2,SMO,SOX11,SOX9,SPARC,SPART,SPI1,SPRY2,SRF,SRI,STAB1,STAT1,STC1,STK11,STK3,SULF1,TEK,TFPI,TGFB1,TGFB2,TGFB3,TGFBR1,THBS2,THBS4,TIA1,TIMP1,TLR9,TMEM53,TMEM98,TNFRSF1B,TNFRSF21,TNMD,TP63,TP73,TRAF3IP1,TRAIP,TRPC1,TSKU,TTC21B,TYRO3,UBASH3B,VASH1,VASN,WDR77,WWC2,ZBTB7B,ZFP91,ZFPM2,ZNF423


			GO:BP			positive regulation of locomotion			GO:0040017			4.41E-09			128			ABL1,ACVR1,ADAM8,ADGRA2,ADRA2A,AGT,AKT2,APP,ARHGEF39,ATM,ATOH8,ATP5F1A,BMP7,BVES,CALR,CCL19,CCL5,CCN1,CD151,CFAP20,CIB1,CPNE3,DAB2,DAPK2,DDR2,DDRGK1,DEFB1,DOCK5,DOCK7,DOCK8,EGF,ENPP2,EPHA4,EPHB2,FBXO5,FER,FERMT3,FGF1,FGF18,FGFR1,FLT1,FN1,GATA2,GATA3,GPI,HABP2,HBEGF,HGF,HSPA5,IGFBP5,IL16,IL1R1,INSR,ITGA6,ITGAV,ITGB1,JAM3,KDR,KIF20B,KIT,LAMB1,LGALS3,LOC100737755,LYN,LYVE1,MAPRE2,MDK,MET,MGAT5,MMP14,MSTN,NOS3,NR4A3,NTRK3,PDGFA,PDGFC,PDGFD,PDGFRA,PDPN,PLAA,PLCG1,PLCG2,PLPP3,PPM1F,PPP3CA,PRKD1,PRSS56,PTK2B,PTN,PTPRC,RAC2,RHOD,RIPOR2,ROCK2,ROR2,RRAS,RUFY3,SEMA3E,SEMA3G,SEMA4F,SEMA5B,SEMA6A,SEMA6C,SEMA6D,SEMA7A,SERPINE1,SH3RF2,SHTN1,SLIT2,SMO,SOX9,SPARC,SPHK1,SPI1,SPRY2,SRC,SRPX2,SUN2,SWAP70,TEK,TGFB1,TGFB2,TGFBR1,TGFBR2,THBS4,TIAM1,TPBG,WNT5B


			GO:BP			regulation of synapse structure or activity			GO:0050803			4.93E-09			59			ABHD17C,ABL1,ADGRB3,ADGRL2,APOE,APP,ARHGAP44,BHLHB9,CAMKV,CAPRIN2,CDC20,CDH2,CDK5R1,CLSTN2,CLSTN3,COLQ,CTTNBP2,CUX2,DISC1,DLG5,EFNA1,EGLN1,EIF4G1,EPHA4,EPHA7,EPHB2,EPHB3,FLRT3,FYN,GPC4,GRID2,GRIPAP1,IGSF9,LRFN2,LRFN5,LRP4,LRP8,LRRC4B,LRRK2,LRRN1,LRRN3,LRRTM3,MAPK14,MDGA1,NEURL1,NFATC4,PTPRD,PTPRS,SLITRK1,SLITRK2,SLITRK4,SLITRK5,SLITRK6,SRPX2,TPBG,TUBA1B,TUBB,VHL,YWHAZ


			GO:BP			carbohydrate derivative metabolic process			GO:1901135			5.12E-09			237			ABCC5,ABCC6,ACACA,ACAT1,ACOT7,ACOT8,ACSL1,ACSL4,ACSM4,ACSM5,ACSS1,ACSS2,ADAMTS12,ADAMTS7,ADCY2,ADCY3,ADCY4,ADCY6,ADCY9,ADSL,AK1,AK3,AK5,AKR1A1,ALDH1A1,ALDOC,ALG10,ALG14,ALG8,ALG9,AMPD1,AMPD3,APP,AQP11,ATIC,ATP1A2,ATP1B1,ATP5F1A,ATP5F1B,ATP5IF1,ATP5MC1,ATP5MC3,ATP5ME,ATP5PO,ATP6,B3GALNT1,B3GALT2,B3GNT3,B4GALT4,BGN,CD44,CDS1,CEMIP2,CHPF,CHPT1,CHST1,CHST2,CHST3,CHSY1,CLN6,CLPX,CMPK2,COL11A1,COL2A1,CRYL1,DCAKD,DCN,DCTPP1,DLAT,DLD,DLST,DNPH1,DPY19L3,DPY19L4,DSE,EDNRA,EGF,ENO3,ENTPD7,EXT1,EXT2,EXTL1,EXTL2,FBP2,FGGY,FN3K,FUCA2,GAL3ST4,GALNT10,GALNT15,GALNT17,GALNT2,GALNT5,GALNT7,GANC,GAPDH,GART,GBA2,GCNT1,GFPT1,GFPT2,GK,GLCE,GMDS,GMPR,GNAI3,GPAT2,GPAT4,GPD1,GPD2,GPI,GUCY1A1,GUK1,GUSB,GXYLT2,HADHB,HK1,HK2,HMGCR,HMMR,HS2ST1,HS6ST1,HS6ST2,IER3,IL15,IMPDH1,INSR,ITIH3,ITIH4,ITM2A,KIT,LARGE1,LARGE2,LOC100522551,LOC100525350,LOC100736765,LOC100737755,LOC110255887,LRRK2,LYVE1,MACROD1,MAN1A1,MAN2A1,MGAT5,MLXIPL,MMUT,MPI,MVK,MYH3,NDUFS1,NECAB3,NME4,NME6,NPC1,NT5C1A,NT5E,NT5M,NUDT15,NUDT5,OGDH,OGT,OSTC,OXSM,PAICS,PANK3,PANK4,PARG,PARK7,PDE4B,PDE4D,PDE9A,PDHA1,PDHB,PDHX,PDK2,PDK4,PFKM,PGAM2,PGAP1,PGK1,PGLS,PHLDA1,PIGA,PIGQ,PKM,PLCB1,PMM1,POGLUT2,PPARA,PPARGC1A,PPAT,PRKAG3,PRKCD,PRPS1,PRTFDC1,PSAP,PTDSS1,PTPMT1,PTX3,PXYLP1,RAMP1,RORA,SAMHD1,SGSH,SHPK,SLC25A25,SLC2A10,SOAT1,ST3GAL5,ST6GALNAC2,ST6GALNAC3,STT3A,SUCLG2,SULF1,SULF2,TBPL1,TCF7L2,TET3,TIGAR,TMTC2,TMTC3,TMTC4,TNIP1,TPI1,TREX1,TSPO,TUSC3,UGCG,UGDH,UGGT1,UGGT2,UGP2,UXS1,VCP,XYLT2,ZBTB20,ZBTB7A


			GO:BP			cell division			GO:0051301			5.36E-09			114			ACTR3,AKNA,ANLN,ANXA11,APITD1,ARHGEF2,AURKB,BLM,BOD1,BRCA2,BRIP1,CALM1,CAT,CCP110,CDC123,CDC14B,CDC25B,CDC6,CDCA2,CDCA3,CDCA5,CDCA7,CDCA7L,CDK1,CDK2AP2,CDT1,CENPJ,CENPT,CIB1,CIT,CKAP2,CKS2,CNTROB,CUL3,CUL7,DLL1,DOCK7,E2F7,E2F8,EFHC1,EXT1,FBXO5,FGF1,GDF9,GFRA3,GNAI1,GNAI3,INCENP,INTU,JTB,KIF11,KIF14,KIF18B,KIF20A,KIF20B,KIF4A,KLHDC8B,KLHL13,KLHL21,KLHL9,MAPRE1,MAPRE2,MDK,NCAPD2,NCAPD3,NCAPG,NCAPH,NDC80,NUF2,NUMBL,PARD6G,PDGFA,PDGFC,PDGFD,PLK1,PLK3,PPP1CB,RACGAP1,RBBP8,RGS14,RTKN,SEPTIN1,SEPTIN11,SEPTIN2,SEPTIN3,SEPTIN4,SEPTIN5,SEPTIN6,SEPTIN7,SEPTIN9,SFRP2,SGO1,SGO2,SH3GLB1,SIRT2,SKA1,SLC25A44,SPAG5,SPART,SPC25,SPDL1,SPICE1,TEX14,TGFB2,TGFB3,TOP2A,TP63,TPX2,TRIM36,VEGFA,WWTR1,YEATS2,ZBTB16,ZNF449


			GO:BP			regulation of protein phosphorylation			GO:0001932			5.76E-09			230			ABL1,ACE,ACSL1,ACVR1,ADAM8,ADRA2A,ADRA2C,AGT,AJUBA,AKT1S1,AKT2,APOE,APP,ARAF,ARHGEF2,ATP2B4,BDKRB2,BLM,BMP5,BMP6,BMP7,BMPER,BST1,BTC,C3,CAB39,CAB39L,CAMKK2,CBL,CCDC88A,CCDC88C,CCL19,CCN1,CCNB1,CCNB2,CCNB3,CCNE1,CCNE2,CCNG2,CCNL1,CCNT2,CD109,CD40LG,CD44,CD80,CDC25B,CDK5R1,CDON,CENPE,CEP85,CHI3L1,CIB1,CKS2,CLIP3,CLSPN,CLU,COPS8,CORO1C,CSF3,CSNK2B,CSPG4,CTF1,DAB2,DBF4,DBNDD1,DDR2,DDRGK1,DDX3X,DOCK7,DTNBP1,DUSP1,DUSP10,DVL1,EFNA1,EGF,EIF4G1,EMILIN1,ENG,ENPP2,EPHA4,EPHA7,EPHB2,ERBB2,ERBB3,ERP29,EZH2,FAM20A,FAS,FBLN1,FER,FGF1,FGF18,FGF21,FGFR1,FLT1,FMR1,FN1,FNIP1,FXR1,FXR2,FYN,FZD10,GADD45B,GDF11,GDF9,GHR,GPRC5B,HBEGF,HCLS1,HGF,HMGCR,HRC,IL15,IL18,IL6R,IL6ST,INPP5F,INPP5J,INSR,IQGAP3,IRAK1,ITGA5,KAT2B,KDR,KIF14,KIT,KLHL31,LEPR,LOC100511937,LOX,LRP4,LRP8,LRRK1,LRRK2,LYN,MAP2K2,MAP3K10,MAP3K13,MASTL,MAVS,MICAL1,MLXIPL,MMD,MRE11,MUSK,NCAPG2,NDUFS4,NEURL1,NIBAN1,NOS1,NTF4,NTRK3,PAQR3,PARK7,PARP14,PARP16,PARP9,PBK,PDGFA,PDGFC,PDGFD,PHB2,PINK1,PKD2,PKIG,PLCE1,PLCG2,PLK1,PLPP3,PPM1F,PRKAG1,PRKAG3,PRKAR1A,PRKAR1B,PRKAR2A,PRKCD,PRKCZ,PRKD1,PRR5,PRR5L,PRRC1,PTK2B,PTPN13,PTPRB,PTPRC,PTPRJ,RAD51,RAF1,RAP2C,RAPGEF3,RB1CC1,RGCC,RGS14,ROBO1,ROCK2,S1PR2,SEMA7A,SESN2,SFRP2,SH3BP5,SIRT2,SLC27A1,SLC8A3,SLIT2,SMPD1,SOX9,SPHK1,SPRED2,SPRY2,SRC,STK11,STOX1,TEK,TESK1,TFRC,TGFB2,TGFBR1,TGFBR2,THBS4,TLR9,TNFRSF11A,TPD52L1,TPX2,TRAF3IP1,TRPT1,TWF1,UBASH3B,WNK3,WWTR1,ZFP91


			GO:BP			tissue morphogenesis			GO:0048729			6.02E-09			148			ABL1,ACTA2,ACTC1,ACVR1,ADAMTS12,ADAMTS16,ADM,AGT,AJUBA,ALDH1A2,ANKRD1,APAF1,ARHGAP12,ASB2,BMP7,BTBD7,CC2D2A,CCDC40,CCN1,CD151,CD44,COL11A1,COL5A1,CPLANE1,CPLANE2,CSNK2B,CTHRC1,CTSZ,CYP7B1,DAB2,DCHS1,DLG5,DLL1,DVL1,EDNRA,EGF,EGLN1,ENG,EPHA4,EPHA7,ESR1,EXT1,FGF1,FLRT3,FREM2,FST,FZD2,GATA3,GCNT1,GCNT4,GJA1,GLI2,GLI3,GPC3,GPI,HBEGF,HEY2,HGF,HOXA5,HS2ST1,IFT57,IGFBP5,INTU,ITGA2,ITGA5,ITGB1,ITGB4,KDR,KIF20B,KIF26B,KLF4,KLHL3,LGR4,LIAS,LOC100736765,LUZP1,MDK,MDM2,MET,MIB1,MKS1,MMP14,MMRN2,MTHFD1L,MTHFR,MYBPC3,MYCN,MYF5,MYF6,MYLK2,MYO9A,NFATC4,NGFR,NOS3,NOTCH2,OPHN1,PDPN,PHB2,PHLDB2,PKD2,PLEKHA4,PLXNA1,PLXND1,PRKAR1A,PTK7,RBM15,RBPJ,RGMA,RNF207,RSPO3,S1PR1,SEMA3E,SFRP2,SHROOM3,SLIT2,SMAD2,SMO,SOX11,SOX9,SPRY2,SRC,SRF,STC1,STK3,STOX1,SULF1,SYNE4,TBX18,TCAP,TEAD2,TGFB1,TGFBR1,TGFBR2,TIMELESS,TMEFF2,TMEM59L,TNC,TNNT2,TP63,TPM1,TRAF3IP1,TTC8,TULP3,TXNRD1,VANGL2,XIRP2,ZFPM2,ZIC3


			GO:BP			response to abiotic stimulus			GO:0009628			6.09E-09			191			ACADM,ACADVL,ADAM8,AEN,AJUBA,AKT2,ALAS2,ANKRD1,ANKRD23,ANO1,APP,ASIC3,ATM,ATP1A2,ATP2B4,ATR,ATXN3,AURKB,BAG3,BARD1,BCL3,BDKRB2,BEST1,BLM,BNIP3,BNIP3L,BRCA1,BRCA2,CAPN3,CASP9,CASQ1,CAT,CHCHD2,CHEK1,CHI3L1,CHRNA10,CIAO3,COL11A1,COL3A1,CPT1B,CRADD,CRY2,CUL4B,DDHD2,DDX3X,DNAJA2,DNAJA3,DPP4,DTL,EDNRA,EGLN1,EGR1,EPAS1,EPHA4,ETV1,EXT1,EYA3,FAM162A,FANCD2,FAS,FBXL21,FGF1,FIGNL1,FOS,FOXO1,FYN,GATA3,GCLC,GNB5,GRIK2,GUCY1A1,HIF3A,HMGCR,HRH1,HSF1,HSPB6,INIP,ITGB1,ITGB6,KDM1A,KIT,KLHL17,LDB3,LETM1,LOC100515171,LRP11,LRRC8E,LXN,MAP3K14,MAP3K2,MAP3K20,MAPK14,MCOLN1,MDK,MDM2,METRNL,MKKS,MMP2,MSH2,MSH6,NABP2,NDUFS2,NET1,NFATC4,NFE2L2,NFKBIA,NGFR,NHEJ1,NOC2L,NOS1,NR2F6,PBK,PCLAF,PDPN,PER1,PER2,PGK1,PINK1,PKD2,PLAT,PLIN1,PLK3,PLOD1,PLOD2,POLD1,POLH,PPL,PPP1R1B,PRKCD,PSIP1,PTN,PTPRK,RAB3A,RAD51,RAD51AP1,RAF1,RBPJ,RCSD1,RDH11,REST,RFWD3,RGCC,RHNO1,RIPOR2,RORA,RYR2,SCN2B,SCNN1A,SEMA5B,SERPINE2,SFRP2,SIRT2,SLC1A3,SLC25A27,SLC27A1,SLC38A3,SLC8A3,SLITRK6,SMPD1,SOX9,SPIDR,SRF,STK11,STOX1,TCAP,TGFB1,TGFB2,TGFB3,TIGAR,TIMP1,TMEM109,TMEM120A,TP53I13,TREX1,UCP2,UCP3,USP1,USP19,USP2,USP53,VASN,VCP,VHL,WDR47,WDR83,WHRN,WNK3,WRN,YBX3,ZBTB1,ZRANB3


			GO:BP			positive regulation of phosphate metabolic process			GO:0045937			6.09E-09			193			ABL1,ACE,ACSL1,ACVR1,ADAM8,ADRA2A,ADRA2C,AGT,AGTR2,AJUBA,AKT2,APP,ARAF,ARHGEF2,ATP2B4,BMP5,BMP6,BMP7,BTC,C3,CAB39,CAB39L,CALM1,CAMKK2,CCDC88A,CCL19,CCN1,CCNB1,CCNT2,CD40LG,CD44,CD80,CDC25B,CDCA2,CDK5R1,CDON,CENPE,CHI3L1,CIB1,CKS2,CLIP3,CLSPN,CLU,COPS8,CSF3,CSNK2B,CSPG4,CTF1,DAB2,DBF4,DDR2,DDRGK1,DDX3X,DLC1,DOCK7,DVL1,EFNA1,EGF,EIF4G1,ENG,ENPP2,EPHA3,EPHA4,EPHA7,EPHB2,EPHB3,EPHB4,ERBB2,ERBB3,ERP29,EZH2,FAM20A,FAS,FGF1,FGF18,FGF21,FGFR1,FLT1,FMR1,FNIP1,FXR1,FXR2,FYN,FZD10,GDF11,GDF9,GHR,GPD1,GPRC5B,GUCA1B,HBEGF,HCLS1,HGF,IL15,IL18,IL6R,IL6ST,INSR,IQGAP3,IRAK1,ITGA5,ITGA6,KDR,KIF14,KIT,LEPR,LOC100511937,LRP4,LRP8,LRRCC1,LRRK1,LRRK2,LYN,MAP2K2,MAP3K10,MAP3K13,MASTL,MAVS,MLXIPL,MMD,MRE11,MUSK,NEURL1,NIBAN1,NOS1,NOS3,NTF4,NTRK3,PARK7,PARP14,PARP16,PARP9,PDGFA,PDGFC,PDGFD,PDGFRA,PHB2,PINK1,PKD2,PLCG2,PLK1,PLPP3,PPARA,PPARGC1A,PPARGC1B,PPP1R15A,PPP2R5A,PRKCD,PRKD1,PRR5,PRR5L,PRRC1,PTGES3,PTK2B,PTPRC,RAF1,RAP2C,RAPGEF3,RB1CC1,RGCC,ROBO1,ROCK2,ROR2,S1PR2,SEMA7A,SFRP2,SLC27A1,SMPD1,SOX9,SPHK1,SPRY2,SRC,STK11,STOX1,TEK,TESK1,TFRC,TGFB2,TGFBR1,TGFBR2,THBS4,TIGAR,TLR9,TNFRSF11A,TPD52L1,TPX2,TYRO3,VAV2,VCP,VRK3,WNK3,ZBTB20,ZFP91


			GO:BP			positive regulation of phosphorus metabolic process			GO:0010562			6.09E-09			193			ABL1,ACE,ACSL1,ACVR1,ADAM8,ADRA2A,ADRA2C,AGT,AGTR2,AJUBA,AKT2,APP,ARAF,ARHGEF2,ATP2B4,BMP5,BMP6,BMP7,BTC,C3,CAB39,CAB39L,CALM1,CAMKK2,CCDC88A,CCL19,CCN1,CCNB1,CCNT2,CD40LG,CD44,CD80,CDC25B,CDCA2,CDK5R1,CDON,CENPE,CHI3L1,CIB1,CKS2,CLIP3,CLSPN,CLU,COPS8,CSF3,CSNK2B,CSPG4,CTF1,DAB2,DBF4,DDR2,DDRGK1,DDX3X,DLC1,DOCK7,DVL1,EFNA1,EGF,EIF4G1,ENG,ENPP2,EPHA3,EPHA4,EPHA7,EPHB2,EPHB3,EPHB4,ERBB2,ERBB3,ERP29,EZH2,FAM20A,FAS,FGF1,FGF18,FGF21,FGFR1,FLT1,FMR1,FNIP1,FXR1,FXR2,FYN,FZD10,GDF11,GDF9,GHR,GPD1,GPRC5B,GUCA1B,HBEGF,HCLS1,HGF,IL15,IL18,IL6R,IL6ST,INSR,IQGAP3,IRAK1,ITGA5,ITGA6,KDR,KIF14,KIT,LEPR,LOC100511937,LRP4,LRP8,LRRCC1,LRRK1,LRRK2,LYN,MAP2K2,MAP3K10,MAP3K13,MASTL,MAVS,MLXIPL,MMD,MRE11,MUSK,NEURL1,NIBAN1,NOS1,NOS3,NTF4,NTRK3,PARK7,PARP14,PARP16,PARP9,PDGFA,PDGFC,PDGFD,PDGFRA,PHB2,PINK1,PKD2,PLCG2,PLK1,PLPP3,PPARA,PPARGC1A,PPARGC1B,PPP1R15A,PPP2R5A,PRKCD,PRKD1,PRR5,PRR5L,PRRC1,PTGES3,PTK2B,PTPRC,RAF1,RAP2C,RAPGEF3,RB1CC1,RGCC,ROBO1,ROCK2,ROR2,S1PR2,SEMA7A,SFRP2,SLC27A1,SMPD1,SOX9,SPHK1,SPRY2,SRC,STK11,STOX1,TEK,TESK1,TFRC,TGFB2,TGFBR1,TGFBR2,THBS4,TIGAR,TLR9,TNFRSF11A,TPD52L1,TPX2,TYRO3,VAV2,VCP,VRK3,WNK3,ZBTB20,ZFP91


			GO:BP			nuclear chromosome segregation			GO:0098813			9.48E-09			92			ACTR3,APITD1,ARHGEF10,ATM,AURKB,BCL7B,BRIP1,BUB1,BUB1B,CCNB1,CCNB2,CCNE2,CDC20,CDC6,CDCA5,CDT1,CENPE,CENPF,CEP192,CUL3,EHMT2,EME1,EML4,ESPL1,FAM83D,FANCD2,FANCM,FBXO5,GEN1,INCENP,KAT2B,KIF11,KIF14,KIF15,KIF18A,KIF18B,KIF22,KIF23,KIF2A,KIF2C,KIF3B,KIF4A,KIFC1,KLHDC8B,MAP1S,MAPRE1,MASTL,MEIOB,MND1,MRE11,MSH4,MYBL2,NAA10,NAA50,NCAPD2,NCAPD3,NCAPG,NCAPG2,NCAPH,NDC1,NDC80,NEK2,NEK6,NSL1,NUF2,PHF13,PLK1,PSMC3IP,PTTG1,RACGAP1,RAD21,RCC2,RMI2,SEPTIN1,SGO1,SGO2,SIRT2,SLF1,SMARCA5,SMC2,SMC4,SPAG5,SPC25,SPDL1,SPICE1,TEX14,TOP2B,TPX2,TTK,UBE2C,ZWILCH,ZWINT


			GO:BP			positive regulation of phosphorylation			GO:0042327			9.55E-09			179			ABL1,ACE,ACSL1,ACVR1,ADAM8,ADRA2A,ADRA2C,AGT,AJUBA,AKT2,APP,ARAF,ARHGEF2,ATP2B4,BMP5,BMP6,BMP7,BTC,C3,CAB39,CAB39L,CAMKK2,CCDC88A,CCL19,CCN1,CCNB1,CCNT2,CD40LG,CD44,CD80,CDC25B,CDK5R1,CDON,CENPE,CHI3L1,CIB1,CKS2,CLIP3,CLSPN,CLU,COPS8,CSF3,CSNK2B,CSPG4,CTF1,DAB2,DBF4,DDR2,DDRGK1,DDX3X,DOCK7,DVL1,EFNA1,EGF,EIF4G1,ENG,ENPP2,EPHA3,EPHA4,EPHA7,EPHB2,EPHB3,EPHB4,ERBB2,ERBB3,ERP29,EZH2,FAM20A,FAS,FGF1,FGF18,FGF21,FGFR1,FLT1,FMR1,FNIP1,FXR1,FXR2,FYN,FZD10,GDF11,GDF9,GHR,GPD1,GPRC5B,HBEGF,HCLS1,HGF,IL15,IL18,IL6R,IL6ST,INSR,IQGAP3,IRAK1,ITGA5,ITGA6,KDR,KIF14,KIT,LEPR,LOC100511937,LRP4,LRP8,LRRK1,LRRK2,LYN,MAP2K2,MAP3K10,MAP3K13,MASTL,MAVS,MLXIPL,MMD,MRE11,MUSK,NEURL1,NIBAN1,NOS1,NTF4,NTRK3,PARK7,PARP14,PARP16,PARP9,PDGFA,PDGFC,PDGFD,PDGFRA,PHB2,PINK1,PKD2,PLCG2,PLK1,PLPP3,PPARGC1B,PRKCD,PRKD1,PRR5,PRR5L,PRRC1,PTGES3,PTK2B,PTPRC,RAF1,RAP2C,RAPGEF3,RB1CC1,RGCC,ROBO1,ROCK2,ROR2,S1PR2,SEMA7A,SFRP2,SLC27A1,SOX9,SPHK1,SPRY2,SRC,STK11,STOX1,TEK,TESK1,TFRC,TGFB2,TGFBR1,TGFBR2,THBS4,TIGAR,TLR9,TNFRSF11A,TPD52L1,TPX2,TYRO3,VAV2,WNK3,ZBTB20,ZFP91


			GO:BP			taxis			GO:0042330			1.01E-08			136			ACKR3,ACKR4,ADAM8,ADGRA2,AMOT,ANGPT2,APP,ARHGEF25,ARX,BMP7,BOC,BSG,BST1,CALR,CCL19,CCL5,CCN3,CCR9,CDK5R1,CNTN1,CNTN4,CORO1B,CRMP1,CX3CR1,CXCL2,CXCR6,CYP7B1,DAPK2,DPP4,DPYSL5,DUSP1,DUSP3,DVL1,EDNRA,EFNA1,EFNB3,EGR2,EGR3,EMB,ENPP2,EPHA3,EPHA4,EPHA7,EPHB2,EPHB3,EPHB4,ERBB2,ETV1,EXT1,FER,FES,FGF1,FGF18,FGFR1,FLRT3,FLT1,GAB1,GATA3,GFRA3,GLI2,GLI3,HABP2,HBEGF,HGF,HRH1,IGSF9,IL16,ITGA9,ITGAV,JAM3,KDR,KIF5C,KIT,LDB3,LGALS3,LOX,LRTM1,LYN,MDK,MET,MSTN,MYOT,NEO1,NEXN,NFIB,NGFR,NRCAM,NTN3,NTRK3,PARVA,PDE4B,PDGFA,PDGFRA,PLXNA1,PLXNA2,PLXNA3,PLXNB3,PLXND1,PPM1F,PRKCD,PRKCQ,PRKD1,PRSS56,PTK2B,PTK7,PTN,PTPRJ,RAB13,RAC2,RIPOR2,RNF165,ROBO1,S1PR1,SBDS,SCN1B,SEMA3A,SEMA3E,SEMA3G,SEMA4F,SEMA5B,SEMA6A,SEMA6C,SEMA7A,SERPINE1,SLC37A4,SLIT1,SLIT2,SLIT3,SMO,SPI1,SWAP70,THBS4,TPBG,TRIO,TTC8,UNC5B


			GO:BP			protein autophosphorylation			GO:0046777			1.20E-08			67			ABL1,ACE,ATM,ATR,CAMK2A,CAMKK2,CLK3,DAPK1,DDR2,DDX3X,DYRK1B,ENG,EPHA4,EPHA7,EPHB3,EPHB4,ERBB2,FER,FES,FGFR1,FGFR4,FLT1,FYN,GRK7,HIPK4,HTATIP2,INSR,IRAK1,KDR,KIT,LCK,LMTK2,LRRK2,LYN,MAK,MAP2K2,MAP3K13,MAP4K1,MAPKAPK2,MELK,MRE11,MYLK2,NEK2,NEK6,PASK,PDGFA,PDGFC,PDGFD,PDGFRA,PINK1,PRKD1,PTK2B,PTPRC,RAP2C,RB1CC1,ROS1,SRC,STK10,STK11,STK26,TEK,TTK,TYRO3,ULK1,ULK3,VRK1,WNK3


			GO:BP			positive regulation of cell motility			GO:2000147			1.37E-08			124			ABL1,ACVR1,ADAM8,ADGRA2,ADRA2A,AGT,AKT2,APP,ARHGEF39,ATM,ATOH8,ATP5F1A,BMP7,CALR,CCL19,CCL5,CCN1,CD151,CFAP20,CIB1,CPNE3,DAB2,DAPK2,DDR2,DDRGK1,DEFB1,DOCK5,DOCK7,DOCK8,EGF,ENPP2,EPHA4,EPHB2,FBXO5,FER,FERMT3,FGF1,FGF18,FGFR1,FLT1,FN1,GATA2,GATA3,GPI,HABP2,HBEGF,HGF,HSPA5,IGFBP5,IL1R1,INSR,ITGA6,ITGAV,ITGB1,JAM3,KDR,KIF20B,KIT,LAMB1,LGALS3,LOC100737755,LYN,LYVE1,MAPRE2,MDK,MET,MGAT5,MMP14,MSTN,NOS3,NR4A3,NTRK3,PDGFA,PDGFC,PDGFD,PDGFRA,PDPN,PLAA,PLCG1,PLCG2,PLPP3,PPM1F,PPP3CA,PRKD1,PRSS56,PTK2B,PTN,PTPRC,RAC2,RHOD,RIPOR2,ROCK2,ROR2,RRAS,RUFY3,SEMA3E,SEMA3G,SEMA4F,SEMA5B,SEMA6A,SEMA6C,SEMA6D,SEMA7A,SERPINE1,SH3RF2,SHTN1,SMO,SOX9,SPARC,SPHK1,SPI1,SPRY2,SRC,SRPX2,SUN2,SWAP70,TEK,TGFB1,TGFB2,TGFBR1,TGFBR2,THBS4,TIAM1,WNT5B


			GO:BP			chemotaxis			GO:0006935			1.45E-08			135			ACKR3,ACKR4,ADAM8,ADGRA2,AMOT,ANGPT2,APP,ARHGEF25,ARX,BMP7,BOC,BSG,BST1,CALR,CCL19,CCL5,CCN3,CCR9,CDK5R1,CNTN1,CNTN4,CORO1B,CRMP1,CX3CR1,CXCL2,CXCR6,CYP7B1,DAPK2,DPP4,DPYSL5,DUSP1,DUSP3,DVL1,EDNRA,EFNA1,EFNB3,EGR2,EGR3,EMB,ENPP2,EPHA3,EPHA4,EPHA7,EPHB2,EPHB3,EPHB4,ERBB2,ETV1,EXT1,FER,FES,FGF1,FGF18,FGFR1,FLRT3,FLT1,GAB1,GATA3,GFRA3,GLI2,GLI3,HABP2,HBEGF,HGF,HRH1,IGSF9,IL16,ITGA9,ITGAV,JAM3,KDR,KIF5C,KIT,LGALS3,LOX,LRTM1,LYN,MDK,MET,MSTN,MYOT,NEO1,NEXN,NFIB,NGFR,NRCAM,NTN3,NTRK3,PARVA,PDE4B,PDGFA,PDGFRA,PLXNA1,PLXNA2,PLXNA3,PLXNB3,PLXND1,PPM1F,PRKCD,PRKCQ,PRKD1,PRSS56,PTK2B,PTK7,PTN,PTPRJ,RAB13,RAC2,RIPOR2,RNF165,ROBO1,S1PR1,SBDS,SCN1B,SEMA3A,SEMA3E,SEMA3G,SEMA4F,SEMA5B,SEMA6A,SEMA6C,SEMA7A,SERPINE1,SLC37A4,SLIT1,SLIT2,SLIT3,SMO,SPI1,SWAP70,THBS4,TPBG,TRIO,TTC8,UNC5B


			GO:BP			protein localization to organelle			GO:0033365			1.45E-08			197			ABHD17C,ABL1,AIFM1,AKAP11,ANKRD13A,ANKRD13C,APOD,ATP5IF1,ATR,AUP1,AURKB,BAG3,BARD1,BCAP31,BCL3,BID,BMP7,BNIP3L,BRCA2,BUB1B,CACNG7,CALR,CC2D2A,CCDC14,CCDC47,CCDC88A,CCT6A,CDCA5,CDK1,CDT1,CEP131,CHCHD10,CLU,CNTLN,CPLANE1,CROCC,CRY2,CTNNA1,DDRGK1,DDX1,DDX3X,DIAPH1,DLG4,DNAJC19,DVL1,DZIP1,EFCAB7,EGF,EMC2,EMC3,EMC7,ESR1,EZH2,EZR,FAM83D,FGF9,FYN,GBP1,GGA1,GLI3,GOLGB1,GPC4,HCLS1,HK1,HK2,HSPA1L,HSPA5,IFT122,IFT140,IFT80,ILRUN,INTU,KDELR3,KIAA0753,KIF20B,KLHL21,KPNA1,KPNA2,KPNA3,KPNA5,LMNB1,LMNB2,LONP2,LRRK2,LZTFL1,MAN1A1,MAPK14,MAPRE1,MAVS,MCM8,MDM2,MFN2,MID1,MON1A,MSH2,MTBP,NABP2,NDC80,NFKBIA,NGFR,NPHP4,NSFL1C,NUDCD3,NUP107,NUP133,NUP93,NXT2,OBSL1,ODAD4,OPTN,OXA1L,PACS1,PAQR3,PARK7,PARP3,PARP9,PDCD5,PEX2,PHB2,PIK3R2,PINK1,PKIG,PLK1,POLA2,POT1,PPP1R15A,PPP3CA,PRELID2,PRKCD,PRKD1,RAB10,RAB7A,RAB8B,RAD21,RAP1GDS1,RCC2,ROCK2,RPA2,RYR2,SAMM50,SEC61A1,SESN2,SH3GLB1,SLF1,SMO,SMURF1,SNUPN,SORT1,SOX9,SPAG5,SPDL1,SPG11,SPI1,SPIDR,SQSTM1,SRC,STIL,STK11,STK3,SYS1,TAPT1,TASOR,TCIRG1,TESK1,TFRC,TGFB1,TIA1,TIMM44,TIMM50,TMEM107,TMEM98,TOMM34,TOMM40,TOMM40L,TOMM7,TRAF3IP2,TRAM1,TSPO,TTC21B,TTC26,TTK,TUB,TUBA1B,TULP3,VCP,VPS37A,VRK1,WDR19,WDR35,WRN,WWTR1,XPO1,ZBTB7A,ZFAND6,ZNF423,ZNF827,ZWILCH


			GO:BP			actin filament organization			GO:0007015			1.47E-08			116			ABL1,ACTA1,ACTC1,ACTN2,ACTR3,ARFIP2,ARHGAP12,ARHGEF10,ARHGEF10L,ARHGEF2,ARPC5,ARPIN,ASAP3,AVIL,BAIAP2L2,BIN1,CAPG,CAPZA1,CAPZA2,CCDC88A,CDC42EP3,CFL1,CORO1B,CORO1C,CORO2B,CORO6,CRACD,CSF3,CTNNA1,CUL3,CYFIP2,CYRIB,DIAPH1,DIAPH2,DIAPH3,DLC1,DSTN,EFS,EPS8,ESAM,EZR,FAM171A1,FCHSD1,FCHSD2,FER,FHOD1,FHOD3,FSCN1,GAS2L3,GBA2,GMFB,HCLS1,HIP1,IQGAP2,KANK3,LIMK1,LMOD2,LOC100513346,MET,MICAL1,MICAL3,MKKS,MYO16,MYO1B,NEB,NRAP,PAK3,PHLDB2,PIK3R2,PLEKHH2,PLS3,PPARGC1B,PPM1F,PPP1R9A,PRKCD,PRKCI,PTK2B,RAC2,RAPGEF3,RGCC,RHOD,RHOF,RHPN2,RND2,ROCK2,SHROOM2,SLIT2,SPTAN1,SPTB,SRC,SRF,SSH1,SVIL,SWAP70,SYNPO2,SYNPO2L,TCAP,TESK1,TGFB3,TGFBR1,TLN2,TMEFF2,TMOD4,TMSB10,TMSB15A,TMSB15B,TPM2,TTC8,TWF1,TWF2,WASF1,WASF2,WHAMM,WIPF1,XIRP2,ZYX


			GO:BP			ameboidal-type cell migration			GO:0001667			2.18E-08			108			ABL1,ACVR1,ADGRA2,AGT,AMOT,ANGPT2,ANLN,APOE,ATOH8,ATP2B4,ATP5F1A,BMP7,BMPER,CALR,CCN3,CDH2,CIB1,CORO1B,CORO1C,CSNK2B,DCN,DDR2,DOCK5,DPP4,DUSP10,EDNRA,EFNA1,EGF,EGR3,ENPP2,EPHB4,FAP,FER,FGF1,FGF18,FGFR1,FN1,GATA2,GATA3,GJA1,GPI,HBEGF,ITGA4,ITGB1,ITGB4,ITGB7,KDR,KIT,KLF4,KLHL12,LOC100511937,MAPRE2,MEF2C,MEOX2,MET,MMRN2,NF1,NOS3,PATZ1,PLCG1,PLCG2,PLPP3,PLXND1,PPM1F,PRCP,PRKD1,PRR5L,PTK2B,PTPRG,RAB13,RADIL,RCC2,RGCC,ROBO1,ROCK2,RRAS,SCARB1,SEMA3E,SEMA3G,SEMA4F,SEMA5B,SEMA6A,SEMA6C,SEMA7A,SGPL1,SLIT2,SMO,SOX9,SPARC,SRC,SRF,SRPX2,STC1,TEK,TESK1,TGFB1,TGFB2,TGFBR1,TGFBR2,TIMP1,TMEM201,TNS1,TPBG,VASH1,VHL,VSTM4,WASF2,ZFAND5


			GO:BP			purine ribonucleotide metabolic process			GO:0009150			3.16E-08			108			ABCC6,ACACA,ACAT1,ACOT7,ACOT8,ACSL1,ACSL4,ACSM4,ACSM5,ACSS1,ACSS2,ADCY2,ADCY3,ADCY4,ADCY6,ADCY9,ADSL,AK1,AK3,AK5,ALDOC,AMPD1,AMPD3,APP,ATIC,ATP1A2,ATP1B1,ATP5F1A,ATP5F1B,ATP5IF1,ATP5MC1,ATP5MC3,ATP5ME,ATP5PO,ATP6,CHPT1,CLPX,DCAKD,DLAT,DLD,DLST,ENO3,ENTPD7,GAPDH,GART,GMPR,GNAI3,GPAT4,GPD1,GPI,GUCY1A1,GUK1,HK1,HK2,HMGCR,IER3,IMPDH1,INSR,LOC100736765,LOC110255887,LRRK2,MLXIPL,MMUT,MVK,MYH3,NDUFS1,NME4,NME6,NT5C1A,NT5E,NUDT5,OGDH,OGT,OXSM,PAICS,PANK3,PANK4,PARG,PDE4B,PDE4D,PDE9A,PDHA1,PDHB,PDHX,PDK2,PDK4,PFKM,PGAM2,PGK1,PKM,PPARA,PPARGC1A,PPAT,PRKAG3,PRTFDC1,PTDSS1,PTPMT1,RORA,SLC25A25,SUCLG2,TIGAR,TPI1,TREX1,TSPO,UGCG,VCP,ZBTB20,ZBTB7A


			GO:BP			positive regulation of protein phosphorylation			GO:0001934			3.38E-08			164			ABL1,ACE,ACSL1,ACVR1,ADAM8,ADRA2A,ADRA2C,AGT,AJUBA,AKT2,APP,ARAF,ARHGEF2,ATP2B4,BMP5,BMP6,BMP7,BTC,C3,CAB39,CAB39L,CAMKK2,CCDC88A,CCL19,CCN1,CCNB1,CCNT2,CD40LG,CD44,CD80,CDC25B,CDK5R1,CDON,CENPE,CHI3L1,CIB1,CKS2,CLIP3,CLSPN,CLU,COPS8,CSF3,CSNK2B,CSPG4,CTF1,DAB2,DBF4,DDR2,DDRGK1,DDX3X,DOCK7,DVL1,EFNA1,EGF,EIF4G1,ENG,ENPP2,EPHA4,EPHA7,ERBB2,ERBB3,ERP29,EZH2,FAM20A,FAS,FGF1,FGF18,FGF21,FGFR1,FLT1,FMR1,FNIP1,FXR1,FXR2,FYN,FZD10,GDF11,GDF9,GHR,GPRC5B,HBEGF,HCLS1,HGF,IL15,IL18,IL6R,IL6ST,INSR,IQGAP3,IRAK1,ITGA5,KDR,KIF14,KIT,LEPR,LOC100511937,LRP4,LRP8,LRRK1,LRRK2,LYN,MAP2K2,MAP3K10,MAP3K13,MASTL,MAVS,MMD,MRE11,MUSK,NEURL1,NIBAN1,NOS1,NTF4,NTRK3,PARK7,PARP14,PARP16,PARP9,PDGFA,PDGFC,PDGFD,PHB2,PINK1,PKD2,PLCG2,PLK1,PLPP3,PRKCD,PRKD1,PRR5,PRR5L,PRRC1,PTK2B,PTPRC,RAF1,RAP2C,RAPGEF3,RB1CC1,RGCC,ROBO1,ROCK2,S1PR2,SEMA7A,SFRP2,SLC27A1,SOX9,SPHK1,SPRY2,SRC,STK11,STOX1,TEK,TESK1,TFRC,TGFB2,TGFBR1,TGFBR2,THBS4,TLR9,TNFRSF11A,TPD52L1,TPX2,WNK3,ZFP91


			GO:BP			purine-containing compound metabolic process			GO:0072521			3.52E-08			129			ABCC6,ACACA,ACAT1,ACOT7,ACOT8,ACSL1,ACSL4,ACSM4,ACSM5,ACSS1,ACSS2,ADCY2,ADCY3,ADCY4,ADCY6,ADCY9,ADSL,AK1,AK3,AK5,ALDH1L2,ALDOC,AMPD1,AMPD3,APP,ATIC,ATP1A2,ATP1B1,ATP5F1A,ATP5F1B,ATP5IF1,ATP5MC1,ATP5MC3,ATP5ME,ATP5PO,ATP6,CDS1,CHPT1,CLPX,DCAKD,DLAT,DLD,DLST,ENO3,ENTPD7,FMO1,FMO2,GAPDH,GART,GMPR,GNAI3,GPAT4,GPD1,GPI,GUCA1B,GUCY1A1,GUK1,HK1,HK2,HMGCR,IER3,IMPDH1,INSR,LOC100736765,LOC110255887,LRRK2,MACROD1,MDH1,ME1,MLXIPL,MMUT,MVK,MYH3,NAMPT,NDUFS1,NME4,NME6,NOCT,NOS1,NOS3,NT5C1A,NT5E,NUDT12,NUDT15,NUDT5,OGDH,OGT,OXSM,PAICS,PANK3,PANK4,PARG,PC,PDE4B,PDE4D,PDE9A,PDHA1,PDHB,PDHX,PDK2,PDK4,PFKM,PGAM2,PGK1,PGLS,PKM,PPARA,PPARGC1A,PPAT,PRKAG3,PRPS1,PRTFDC1,PTDSS1,PTPMT1,RORA,SAMHD1,SHPK,SLC25A25,SLC4A7,SUCLG2,TIGAR,TP53I3,TPI1,TREX1,TSPO,UGCG,VCP,ZBTB20,ZBTB7A


			GO:BP			response to external stimulus			GO:0009605			3.56E-08			448			ABL1,ACADM,ACKR3,ACKR4,ACTA2,ACTR3,ADAM15,ADAM8,ADAMTS12,ADAMTS9,ADGRA2,ADGRL2,ADORA2A,AFG3L2,AKNA,AMOT,ANGPT2,ANKRD1,ANKRD23,ANXA2,AP1S1,APOE,APP,ARHGEF2,ARHGEF25,ARL8B,ARX,ASIC3,ASL,ASNS,ATF3,ATF4,ATP1A2,AUP1,BAG3,BCAS3,BCKDHB,BCL3,BCL6,BCR,BEST1,BMP6,BMP7,BNIP3,BNIP3L,BOC,BSG,BST1,C1QTNF3,C2,C3,C4A,CALCOCO2,CALR,CAPN3,CASK,CASP6,CCL19,CCL5,CCN3,CCN4,CCR9,CD109,CD14,CD2,CD200,CD80,CD9,CDK5R1,CEBPG,CEP192,CFD,CHEK1,CHI3L1,CHRNA10,CITED1,CLEC12B,CLU,CMPK2,CNTN1,CNTN4,COL11A1,CORO1B,CPS1,CRADD,CRMP1,CRY2,CTSC,CX3CR1,CXCL2,CXCR6,CYP7B1,DAPK1,DAPK2,DCTPP1,DDX1,DDX3X,DDX58,DEFB1,DEPDC5,DHX58,DPP4,DPYSL5,DROSHA,DUSP1,DUSP10,DUSP3,DVL1,EDNRA,EFNA1,EFNB3,EGR2,EGR3,EHMT2,EIF4G1,ELF4,EMB,EMILIN1,EMILIN2,ENPP2,EPHA3,EPHA4,EPHA7,EPHB2,EPHB3,EPHB4,ERBB2,ERBIN,ESR1,ETV1,EXT1,FAM20A,FANCA,FANCD2,FAS,FBXL21,FBXO9,FER,FES,FGF1,FGF18,FGFR1,FKBP5,FLRT3,FLT1,FMR1,FNDC4,FNIP1,FOS,FOXA3,FOXO1,FUCA2,FYN,GAB1,GABARAPL2,GAPDH,GATA3,GBP1,GFRA3,GLI2,GLI3,GPC3,GPS2,GRID2,GRIK2,GRIN2D,GRIN3A,GRPR,GSDME,HABP2,HADHB,HBEGF,HGF,HRH1,HSPA5,IER3,IFI35,IFI44,IFI44L,IFIH1,IFIT2,IFIT5,IGSF9,IL12RB2,IL15,IL16,IL18,IL1R1,ILRUN,INPP5F,IRAK1,IRAK2,IRF5,ITGA4,ITGA9,ITGAV,ITGB6,IVNS1ABP,JAM3,KDR,KIF5C,KIT,KLF4,KRT8,KYAT1,LCN2,LDB3,LGALS3,LGALS4,LGR4,LIAS,LOC100519082,LOC100523213,LOX,LPCAT3,LRFN5,LRP11,LRP8,LRRK2,LRTM1,LXN,LYAR,LYN,MAP1LC3A,MAP1LC3B,MAP3K14,MAP3K2,MAPK14,MAPKAPK2,MARCHF2,MAVS,MDK,MET,METRNL,MFSD2A,MKKS,MMRN2,MN1,MRC1,MSTN,MTDH,MUL1,MVK,MX1,MX2,MYH13,MYOT,MYOZ1,NDUFAF4,NEO1,NEXN,NFE2L2,NFIB,NFKBIA,NFKBIB,NFKBIL1,NFKBIZ,NGFR,NKG7,NMI,NOCT,NONO,NOS1,NOS3,NOTCH2,NPLOC4,NR1D2,NR2F6,NRCAM,NT5E,NTN3,NTRK3,NUCB2,NUDT15,OCIAD2,ODC1,OMA1,OPTN,PARK7,PARP14,PARP9,PARVA,PBK,PCSK9,PDCD4,PDE4B,PDGFA,PDGFRA,PDK2,PDK4,PENK,PER1,PER2,PHB2,PHLDB2,PHLPP1,PKD2,PLAA,PLCG2,PLEKHM2,PLXNA1,PLXNA2,PLXNA3,PLXNB3,PLXND1,POLR3A,POLR3D,POSTN,PPARA,PPARGC1A,PPL,PPM1B,PPM1F,PRDX3,PRKAB2,PRKAG1,PRKAG3,PRKCD,PRKCQ,PRKD1,PROS1,PRSS56,PTK2B,PTK7,PTN,PTPRC,PTPRJ,PTPRS,PTX3,PYGL,RAB13,RAB29,RAB7A,RAC2,RAF1,RBP1,RBPJ,RDH11,RGMA,RIPOR2,RNF165,RNF19B,ROBO1,ROMO1,RORA,RPS6KA3,RRAGD,RYR2,S1PR1,SAMHD1,SBDS,SCARB1,SCARF1,SCN1B,SCN7A,SEMA3A,SEMA3E,SEMA3G,SEMA4F,SEMA5B,SEMA6A,SEMA6C,SEMA7A,SERPINE1,SERPINE2,SESN1,SESN2,SFRP2,SH3GLB1,SHC1,SHFL,SHPK,SIRT2,SKP2,SLC15A3,SLC17A5,SLC1A3,SLC25A25,SLC26A6,SLC37A4,SLC38A3,SLIT1,SLIT2,SLIT3,SLITRK6,SMO,SMPD1,SMPDL3B,SOX9,SPHK1,SPI1,SPP1,SRC,SREBF2,STAB1,STAT1,STAT5B,STING1,STK26,STXBP1,SWAP70,TAP2,TCAP,TFEB,TFPI,TGFB1,THBS4,TLR5,TLR9,TMEM120A,TNC,TNFRSF11A,TNFRSF1B,TNIP1,TPBG,TRAF3,TRAF3IP1,TRAF3IP2,TRDN,TREX1,TRIM59,TRIO,TSPAN6,TTC5,TTC8,TYRO3,UBASH3B,UBD,ULK1,UNC13D,UNC5B,USF2,USP18,USP2,USP53,VAMP8,VCAM1,VIM,VPS26B,VWCE,WDR45,WDR47,WDR83,WHRN,WIPI1,WRN,ZNFX1,ZYX


			GO:BP			biosynthetic process			GO:0009058			3.71E-08			1026			AARS1,AASDHPPT,ABCB6,ABCC5,ABHD3,ABHD4,ABHD5,ABLIM2,ABLIM3,ACACA,ACADM,ACADVL,ACAT1,ACCS,ACO1,ACOT7,ACOT8,ACSBG1,ACSL1,ACSM4,ACSM5,ACSS1,ACSS2,ACTR3,ACVR1,ADAM8,ADCY2,ADCY3,ADCY4,ADCY6,ADCY9,ADNP,ADSL,AEBP1,AFAP1L2,AGT,AHR,AJUBA,AK1,AK3,AK5,AKNA,AKR1A1,AKT2,ALAS1,ALAS2,ALDH18A1,ALDH1A2,ALDH1L2,ALDOC,ALG10,ALG14,ALG8,ALG9,AMPD1,AMPD3,ANKRD1,ANKRD2,ANXA2,APIP,APLP1,APOE,APP,AQP11,ARHGEF2,ARNTL,ARX,ASAH1,ASL,ASNS,ASS1,ASXL3,ATAD2,ATF3,ATF4,ATF5,ATIC,ATM,ATOH8,ATP1B3,ATP2B4,ATP5F1A,ATP5F1B,ATP5IF1,ATP5MC1,ATP5MC3,ATP5ME,ATP5PO,ATP6,ATP7A,ATXN1,AURKB,AZIN2,B3GALNT1,B3GALT2,B3GNT3,B4GALT4,BAG3,BAMBI,BBS7,BCAS3,BCAT1,BCAT2,BCL11A,BCL3,BCL6,BCL9,BCORL1,BEND6,BHLHE41,BIN1,BLM,BMP5,BMP6,BMP7,BRCA1,BRCA2,BRD3,BRIP1,BZW2,C1QTNF3,C3,C7H6ORF125,CALCOCO1,CALR,CAMK2A,CAMTA2,CAPN3,CAPRIN2,CARF,CARNS1,CARS1,CASK,CAT,CBX2,CBX3,CBX4,CC2D1B,CCDC124,CCN1,CCNG1,CCNL1,CCNL2,CCNT2,CCPG1,CCT6A,CD200,CD40LG,CDCA7,CDCA7L,CDK14,CDK17,CDK5R1,CDON,CDS1,CEBPG,CENPF,CENPJ,CERKL,CHCHD1,CHCHD10,CHCHD2,CHD3,CHD6,CHEK1,CHPF,CHPT1,CHST1,CHST15,CHST3,CHSY1,CHTF18,CHURC1,CIB1,CIPC,CITED1,CKAP2,CKMT2,CKS2,CLIP3,CLU,CMPK2,CNOT6,CNOT6L,COL5A1,COPE,COPS5,COQ10A,COQ10B,COQ2,COQ3,COQ5,COQ6,COQ8A,COQ9,COX10,CPEB3,CPEB4,CPOX,CPS1,CREB3L1,CREB3L2,CREB5,CREBRF,CREM,CRY2,CRYL1,CRYM,CSDE1,CSF3,CSRNP1,CSRNP3,CTC1,CUL3,CUX2,CYP1A1,CYP27A1,CYP2R1,CYP7B1,DAB2,DAPK1,DBX1,DCAF6,DCAKD,DCN,DCP2,DCTPP1,DDR2,DDRGK1,DDX3X,DDX58,DEDD,DHCR24,DHCR7,DHPS,DKK3,DLAT,DLD,DLL1,DMRT2,DNAJA3,DNAJC1,DNAJC17,DNAJC24,DNMT1,DNMT3B,DOT1L,DPF3,DPY19L3,DPY19L4,DSE,DTL,DUSP26,DVL1,DYRK1B,E2F1,E2F6,E2F7,E2F8,E4F1,EAF2,EBF1,EBF2,EBF3,EBF4,EDA,EEF1A1,EFCAB7,EFNA1,EFR3B,EGF,EGLN1,EGR1,EGR2,EGR3,EHMT2,EID1,EIF1,EIF2B3,EIF2B4,EIF2D,EIF2S2,EIF3J,EIF4A2,EIF4E3,EIF4EBP1,EIF4G1,EIF4G3,ELF4,ELK3,ELK4,ELL2,ELOB,ELOC,EMILIN1,ENC1,ENG,EPAS1,EPCAM,ERBB2,ERBIN,ESR1,ESRRA,ESRRG,ETF1,ETV1,ETV5,EXT1,EXT2,EXTL1,EXTL2,EZH2,EZR,FADS1,FADS2,FAM3C,FANCA,FANCD2,FARSA,FBP2,FER,FGF1,FGF9,FGFR4,FGGY,FHL2,FHL3,FHL5,FHOD1,FIBIN,FITM1,FLAD1,FLOT2,FMR1,FNIP1,FOS,FOXA3,FOXJ1,FOXM1,FOXN3,FOXO1,FOXP2,FRAS1,FST,FXR1,FXR2,FZD2,GAL3ST4,GALNT10,GALNT15,GALNT17,GALNT2,GALNT5,GALNT7,GAMT,GAPDH,GARS1,GART,GATA2,GATA3,GATB,GCLC,GCNT1,GFPT1,GFPT2,GGT5,GINS3,GK,GLCE,GLI2,GLI3,GLUL,GMDS,GOT1,GPAT2,GPAT4,GPD1,GPI,GPR37,GPS2,GPT2,GSPT2,GTF2IRD1,GTF3C6,GUCA1B,GUCY1A1,GXYLT2,GYG1,GYS1,HADHB,HBS1L,HCLS1,HDAC10,HDAC9,HDGFL2,HES6,HEY2,HGF,HHAT,HHATL,HIC1,HIF3A,HIVEP1,HIVEP2,HLTF,HMGCR,HMMR,HOXA3,HOXA5,HR,HS2ST1,HS6ST1,HS6ST2,HSD17B10,HSD3B1,HSF1,HSF4,HTATIP2,ICMT,IER2,IGFBP5,IGSF1,IKBKG,IL15,IL18,IL4I1,IMPDH1,INPP4A,INPP4B,INSR,IRAK1,IRAK2,IRF5,IRF9,ITGA6,ITM2A,JADE2,JADE3,JMJD1C,JUNB,KAT2B,KBTBD8,KDM1A,KDM7A,KDM8,KDR,KEAP1,KHDRBS1,KIT,KLF13,KLF4,KLHL17,KYAT1,KYAT3,LARGE1,LARGE2,LARP4,LDB2,LEPR,LGALS4,LGR4,LIAS,LIG1,LIN37,LIN54,LIPE,LIPG,LMCD1,LMO1,LMO2,LOC100513741,LOC100517129,LOC100519130,LOC100520512,LOC100522551,LOC100525350,LOC100623035,LOC100737755,LOC102158443,LOC102163847,LOC110255204,LOC110258620,LOC110259371,LOX,LPCAT1,LPCAT3,LPIN1,LPIN3,LRP8,LRRC7,LRRFIP1,LRRFIP2,LSS,LTC4S,LUM,LYAR,MAF1,MAFF,MAFK,MAGEH1,MAML3,MAP2K2,MAP3K10,MAP3K13,MAPK14,MAPK8IP1,MARS1,MAT2A,MAVS,MBD2,MBD3,MBTD1,MDH2,MDK,MDM2,MED15,MED8,MEF2A,MEF2C,MEF2D,MEIS3,MEOX2,MET,METTL17,MFSD2A,MGA,MGAT5,MID1IP1,MITF,MKX,MLIP,MLXIP,MLXIPL,MMUT,MN1,MOCOS,MOCS1,MOSPD1,MOXD1,MPI,MRI1,MRPL15,MRPL16,MRPL2,MRPL24,MRPL35,MRPL43,MRPS17,MRPS18A,MRPS18B,MRPS27,MRPS35,MRPS5,MRPS9,MSC,MSI1,MSMO1,MSTN,MTA3,MTARC2,MTDH,MTERF3,MTG1,MTHFD1L,MTHFR,MTRF1,MVK,MXD3,MYBL1,MYBL2,MYCN,MYEF2,MYF5,MYF6,MYOZ1,NAMPT,NCAPG2,NCOA2,NDN,NDUFA9,NDUFAB1,NDUFAF6,NECAB3,NEK2,NEK4,NEURL1,NFATC1,NFATC3,NFATC4,NFE2L1,NFE2L2,NFE2L3,NFIB,NFIL3,NFKBIA,NFKBIB,NFKBIL1,NFXL1,NGFR,NIBAN1,NIBAN2,NLN,NME4,NME6,NMI,NMT1,NOC2L,NOCT,NOL4L,NONO,NOS1,NOS3,NOSTRIN,NOTCH2,NOTCH3,NOXRED1,NPAS3,NPC1,NPM3,NR0B2,NR1D2,NR1H2,NR1I3,NR2F1,NR2F6,NR4A3,NR5A2,NSD2,NT5E,NUP107,OAT,ODC1,OGT,ORMDL1,ORMDL2,OSTC,OTC,OXSM,P3H3,P3H4,PABPC1,PAICS,PAIP1,PANK3,PANK4,PARK7,PARM1,PARP3,PARP9,PASK,PATL1,PATZ1,PBLD,PBX3,PBX4,PC,PCBD1,PCBD2,PCBP1,PCLAF,PCSK5,PCYT1B,PDCD4,PDGFA,PDHA1,PDHB,PDHX,PDK2,PDK4,PER1,PER2,PEX2,PFKM,PGK1,PHB2,PHF1,PHF19,PHF21A,PHKG1,PHLDA1,PIAS3,PIGA,PIGQ,PIK3C2A,PIK3R2,PINK1,PIP4K2A,PIP4K2C,PIR,PITHD1,PKD2,PKIG,PKM,PLA2G4A,PLAG1,PLAGL1,PLCB1,PLCE1,PLCG2,PLD1,PLD2,PLK1,PLK3,PLOD2,PLPP3,PM20D1,PMM1,PNPLA2,POGK,POGLUT2,POLA1,POLA2,POLD1,POLD2,POLDIP2,POLE2,POLG,POLH,POLL,POLR2F,POLR2G,POLR2J,POLR3A,POLR3D,POLR3GL,POLR3H,POT1,POU6F1,PPARA,PPARGC1A,PPARGC1B,PPAT,PPIP5K1,PPM1A,PPM1F,PPP1R15A,PPP1R1B,PPP1R3A,PPP1R3B,PPP1R3C,PPP1R3D,PPP1R3G,PPP3CA,PPP3CB,PPTC7,PRDM1,PRDM5,PRDX3,PRIM2,PRKAB2,PRKAG1,PRKAG3,PRKCD,PRKCH,PRKCI,PRKCQ,PRKD1,PRPS1,PRTFDC1,PSAP,PSIP1,PSMC3,PSMC3IP,PSMC5,PTDSS1,PTGES2,PTGES3,PTK2B,PTPMT1,PTPRK,PTPRN,PTX3,PXK,PXYLP1,PYCR2,RAD21,RAF1,RAMP1,RAP2C,RB1CC1,RBBP8,RBM15,RBP1,RBPJ,RCN3,RCOR1,RCOR2,REST,REV3L,RFC3,RFC5,RFX7,RGCC,RGMA,RGS14,RHEBL1,RIF1,RNF14,RNF2,ROCK2,RORA,RPS6KA1,RPS6KA3,RPS6KB2,RUNX1T1,RWDD1,RXRG,RYBP,SAFB2,SALL2,SAP130,SARS1,SAV1,SCAI,SCARB1,SCMH1,SCML2,SCRT1,SELENOI,SENP1,SERTAD1,SESN2,SETD7,SFMBT2,SFR1,SFRP2,SHC1,SHFL,SIRT2,SLC1A3,SLC24A5,SLC27A1,SLC2A10,SLC37A4,SLC38A1,SLC38A3,SLC4A7,SMAD2,SMAD9,SMARCA5,SMO,SMPD1,SMYD2,SOAT1,SOX11,SOX9,SPHK1,SPI1,SPINDOC,SPP1,SPR,SPTLC1,SPTY2D1,SQLE,SQSTM1,SRBD1,SRC,SRD5A1,SREBF2,SRF,SRI,SS18,SSBP4,SSU72,ST3GAL5,ST6GALNAC2,ST6GALNAC3,STAT1,STAT5B,STING1,STK3,STOX1,STOX2,STT3A,SUCO,SUPT16H,TAF11,TAF12,TAF9B,TASOR,TBC1D14,TBL1XR1,TBPL1,TBX15,TBX18,TCF12,TCF3,TCF4,TCF7L1,TCF7L2,TEAD1,TEAD2,TEAD4,TET3,TFEB,TFRC,TGFB1,TGFB2,TGFB3,TGFBR1,THAP11,THOC5,TIA1,TIMELESS,TLR9,TM7SF2,TMEFF2,TMEM9B,TMTC2,TMTC3,TMTC4,TNFRSF11A,TNFRSF1B,TNIP1,TOP2A,TOP2B,TOX3,TP53INP2,TP63,TP73,TPI1,TRAF3,TRAF5,TRAIP,TREX1,TRPC1,TRUB2,TSC22D1,TSC22D3,TSHZ3,TTC21B,TTC5,TUFM,TUSC3,UGCG,UGDH,UGGT1,UGGT2,UGP2,UHRF1,ULK1,USF2,USP13,USP2,UXS1,VARS2,VCP,VIM,WDR43,WDR45,WDR77,WDTC1,WRN,WWC2,WWP1,WWTR1,XYLT2,YBX3,YEATS2,YWHAQ,YWHAZ,ZBTB1,ZBTB12,ZBTB16,ZBTB20,ZBTB7A,ZBTB7B,ZBTB7C,ZBTB8A,ZDHHC20,ZEB1,ZEB2,ZER1,ZFHX4,ZFP30,ZFP37,ZFPM2,ZHX2,ZIC3,ZKSCAN4,ZKSCAN7,ZMIZ1,ZMYM2,ZNF114,ZNF135,ZNF142,ZNF175,ZNF180,ZNF235,ZNF26,ZNF260,ZNF280C,ZNF287,ZNF300,ZNF322,ZNF329,ZNF333,ZNF358,ZNF367,ZNF385A,ZNF395,ZNF396,ZNF423,ZNF503,ZNF518A,ZNF521,ZNF524,ZNF536,ZNF567,ZNF568,ZNF608,ZNF624,ZNF628,ZNF641,ZNF692,ZNF703,ZNF704,ZNF711,ZNF76,ZNF768,ZNF827,ZNF865,ZNF879,ZSCAN12,ZSCAN31,ZXDC


			GO:BP			regulation of actin cytoskeleton organization			GO:0032956			4.01E-08			92			ABL1,ACTN2,ANKRD23,ARFIP2,ARHGAP44,ARHGEF10,ARHGEF10L,ARHGEF19,ARPC5,ARPIN,ASAP3,AVIL,BAIAP2L2,BIN1,BST1,CAPG,CAPZA1,CAPZA2,CCDC88A,CDC42EP3,CDK5R1,CORO1B,CORO2B,CRACD,CSF3,CYFIP2,CYRIB,DLC1,DSTN,EPHA3,EPS8,ESAM,FCHSD1,FCHSD2,FER,FES,FHOD1,FHOD3,FSCN1,FZD10,GBA2,GMFB,HCLS1,IQGAP2,JAM3,KANK3,LIMK1,LMOD2,MDK,MET,MKKS,NOTCH2,NTRK3,PAK3,PHLDB2,PIK3R2,PLEKHH2,PPM1F,PRKCD,PTK2B,RAC2,RAPGEF3,RGCC,RHOD,RHOF,RHPN2,RND2,ROCK2,SEMA3E,SLIT2,SPTAN1,SPTB,SSH1,SVIL,SWAP70,SYNPO2,SYNPO2L,TEK,TESK1,TGFB1,TGFB3,TGFBR1,TMEFF2,TMOD4,TMSB15A,TMSB15B,TTC8,TWF1,TWF2,WASF1,WASF2,WHAMM


			GO:BP			positive regulation of signaling			GO:0023056			4.08E-08			315			ABL1,ACKR3,ACVR1,ADAM8,ADAMTS20,ADGRA2,ADGRG1,ADORA2A,ADRA1D,ADRA2A,ADRA2C,AFAP1L2,AGT,AGTR2,AJUBA,AKAP13,ANKRD1,ANO1,ANO2,ANXA2,APAF1,APOE,APP,ARHGEF2,ARHGEF3,ARMC9,ARRDC3,ATF3,ATM,ATR,BAIAP3,BAMBI,BCAP31,BID,BMP5,BMP6,BMP7,BMPER,BVES,C1QTNF3,C2CD2L,C3,CACNG7,CALR,CAMK2A,CAPRIN2,CAT,CAV2,CAVIN3,CBL,CCDC88A,CCL19,CCL5,CCN1,CCN3,CCN4,CD14,CD44,CDH2,CDON,CENPJ,CEP192,CHI3L1,CHSY1,CIB1,CLSTN2,CLSTN3,CNR1,CRADD,CRBN,CSF3,CSNK1G3,CSNK2B,CSPG4,CTNNA1,CTSC,CUX2,CYFIP2,DAB2,DCN,DDX1,DDX3X,DHX58,DISC1,DLG5,DLL1,DOK5,DTNBP1,EDA,EFNA1,EGF,ENG,EPHA4,EPHB2,ERBB2,ERBB3,ERP29,EZH2,F3,FAM53B,FAS,FGF1,FGF18,FGF21,FGF9,FGFR1,FGFR4,FLT1,FN1,FNIP1,FYN,FZD10,FZD9,G0S2,GADD45B,GAPDH,GAREM1,GATA3,GDF11,GDF9,GEN1,GHR,GKAP1,GPC3,GPR137C,GPR37,GPS2,GRB10,GRIK2,GRIN2D,GRM4,GSDME,HBEGF,HCLS1,HGF,HIC1,HIP1,IFI35,IFIT5,IGFBP4,IGFBP5,IGSF11,IKBKG,IL18,IL1R1,IL6ST,INPP5F,INSR,INTU,IQGAP3,IRAK1,ITGAV,ITGB1,ITM2C,ITPR3,ITSN1,KCP,KDR,KIT,LCK,LFNG,LGR4,LMCD1,LOC100513346,LOC100620540,LPAR4,LRRC7,LRRK1,LRRK2,LYN,LYPD6,MAP2K2,MAP3K10,MAP3K13,MAP3K14,MAP3K20,MAP4K1,MAPK8IP1,MAPRE2,MAVS,MBD2,MEIS3,MFNG,MGAT5,MID1,MN1,MPC2,MRAP2,MTDH,NDC80,NEO1,NET1,NEURL1,NFATC4,NGFR,NMI,NOTCH2,NTRK3,NUP93,PARK7,PARP14,PARP9,PBK,PDCD4,PDGFA,PDGFC,PDGFD,PDGFRA,PDIA3,PELO,PFKM,PHB2,PINK1,PKD2,PLCB1,PLCE1,PLCG2,PLEKHA4,PLEKHF1,PPM1A,PPM1B,PPP3CB,PRKCD,PRKCH,PRKCZ,PRKD1,PRR5,PRR5L,PTK2B,PTK7,PTN,PTPRC,PTPRJ,RAB29,RAF1,RASGRF2,RB1CC1,RBPJ,RECK,RGS14,RHEB,RIMS1,RNF165,ROBO1,ROR2,RRAGD,RSPO3,S100A4,SCUBE1,SEMA3E,SEMA7A,SERPINE2,SFRP2,SH3RF2,SHC1,SKP2,SLC15A3,SLC1A3,SLC24A1,SLC2A10,SLC8A3,SMAD2,SMO,SOX11,SOX9,SPHK1,SPI1,SPP1,SPRY2,SQSTM1,SRC,SRI,SRPX,STING1,STK11,STK3,STOX1,SULF1,SULF2,SYT12,TBL1XR1,TCF7L2,TEK,TFRC,TGFB2,TGFBR1,TGFBR2,TLR9,TMEM198B,TMEM9,TNFRSF11A,TNFRSF12A,TNFRSF19,TP63,TPBG,TPD52L1,TRAF3,TRAF3IP2,TRAF5,TSPAN5,TTC21B,TXNDC15,UBD,ULK3,UNC5B,UNC5CL,USP34,VAMP8,VCP,WLS,ZBTB7B,ZER1,ZMIZ1,ZNF385A,ZNF423


			GO:BP			negative regulation of cellular metabolic process			GO:0031324			4.12E-08			406			ABL1,ACADVL,ACOT8,AEBP1,AGT,AJUBA,AKT1S1,ANKRD1,ANXA2,APOD,APOE,ARX,ATF3,ATF4,ATF5,ATM,ATOH8,ATP2B4,ATR,ATXN1,AURKB,BAG3,BCL11A,BCL3,BCL6,BCORL1,BCR,BDKRB2,BEND6,BHLHE41,BIN1,BLM,BMP5,BMP6,BMP7,BNIP3,BOD1,BRCA1,BRCA2,C1QTNF3,CALR,CAPN3,CAPRIN2,CAVIN3,CBL,CBX2,CBX3,CBX4,CC2D1B,CD109,CDK5R1,CDT1,CENPF,CEP85,CHD3,CIB1,CIPC,CITED1,CKB,CNOT6,CNOT6L,CORO1C,CPEB3,CPEB4,CREB3L1,CRY2,CRYM,CSDE1,CTC1,CTSA,CUL3,CUX2,DAB2,DAPK1,DBNDD1,DCP2,DDRGK1,DDX3X,DEDD,DKK3,DNAJA3,DNAJC17,DNMT1,DNMT3B,DPF3,DTNBP1,DUSP1,DUSP10,DUSP26,DVL1,DYNLL1,E2F1,E2F6,E2F7,E2F8,E4F1,EFNA1,EGR1,EHMT2,EID1,EIF4A2,EIF4EBP1,EIF4G1,ELK3,ELK4,EMILIN1,ENC1,ENG,EPHB2,ESR1,ETV5,EZH2,EZR,FAM3C,FBLN1,FBXO5,FGF9,FHL2,FMO1,FMO2,FMR1,FNIP1,FOXJ1,FOXM1,FOXN3,FOXP2,FST,FXR1,FXR2,GADD45B,GAPDH,GATA2,GATA3,GCLC,GLI2,GLI3,GPS2,GRB10,GTF2IRD1,HCLS1,HDAC10,HES6,HEY2,HGF,HHATL,HIC1,HIVEP1,HK2,HMGCR,HSF1,HSF4,IER3,IGFBP5,INPP5F,INPP5J,ITGAV,ITM2A,KAT2B,KDM1A,KDM8,KHDRBS1,KLF4,KLHL15,KLHL17,KLHL31,LEPR,LGR4,LIN37,LMCD1,LMO1,LOC110255204,LPCAT1,LRRK1,LRRK2,LYAR,LYN,MAF1,MAFK,MAGEH1,MAP3K10,MAPKAPK2,MASTL,MBD2,MBD3,MBTD1,MDM2,MEF2A,MEF2C,MFSD2A,MGAT5,MICAL1,MITF,MLIP,MLXIPL,MOSPD1,MSC,MSH2,MSH6,MSTN,MTA3,MTDH,MTERF3,MTM1,MXD3,MYCN,MYF6,MYOZ1,NBAS,NCAPG2,NCOA2,NDN,NEIL1,NFATC3,NFATC4,NFE2L3,NFIB,NFIL3,NIBAN1,NIBAN2,NOC2L,NOCT,NOL4L,NONO,NOSTRIN,NOTCH2,NPC1,NR0B2,NR1D2,NR1H2,NR1I3,NR2F1,NR2F6,NSD2,NTRK3,OGT,OPTN,ORMDL1,ORMDL2,OTUB2,PABPC1,PAIP1,PAQR3,PARK7,PARP14,PARP3,PARP9,PARPBP,PASK,PATL1,PATZ1,PBK,PCSK9,PDCD4,PDGFA,PER1,PER2,PEX2,PHB2,PHF1,PHF19,PHF21A,PIAS3,PINK1,PIP4K2A,PIP4K2C,PKIG,PLCB1,PLK1,PLK3,PLPP3,POLDIP2,POT1,PPARA,PPARGC1B,PPIF,PPM1F,PPP1R15A,PPP1R1B,PPP2R5A,PPP3CA,PRDM1,PRDM5,PRDX3,PRKAR1A,PRKAR1B,PRKAR2A,PRKCD,PRKCZ,PRR5L,PSMC5,PTBP3,PTPN13,PTPRB,PTPRC,PTPRJ,PTPRK,PTX3,QSOX1,RBBP8,RBM15,RBM20,RBM38,RBPJ,RCOR1,RCOR2,REST,RGS14,RIF1,RMI2,RNF2,ROCK2,RUBCN,RUNX1T1,RYBP,SALL2,SAP130,SARS1,SCAI,SCMH1,SCML2,SCRT1,SESN2,SFMBT2,SFRP2,SH3BP5,SHC1,SHFL,SIRT2,SLC24A5,SLC27A1,SLC2A10,SLC8A3,SLIRP,SLIT2,SMAD2,SMARCA5,SMO,SMPD1,SMYD2,SOX11,SOX9,SPHK1,SPI1,SPINDOC,SPRED2,SPRY2,SQSTM1,SRC,SREBF2,SRF,SWAP70,TAF9B,TASOR,TBL1XR1,TCF3,TCF7L2,TESK1,TGFB1,TGFB2,THAP11,TIA1,TIGAR,TIMELESS,TIMP1,TP63,TRAF3IP1,TRAF3IP2,TRAF5,TRAPPC13,TSHZ3,TSPO,UBASH3B,UBXN1,UHRF1,USP2,VDAC1,WDTC1,WWC2,WWP1,WWTR1,YBX3,YEATS2,YWHAQ,YWHAZ,ZBTB1,ZBTB12,ZBTB16,ZBTB20,ZBTB7A,ZBTB7B,ZBTB8A,ZEB1,ZEB2,ZFP37,ZFPM2,ZHX2,ZMYM2,ZNF175,ZNF180,ZNF423,ZNF503,ZNF536,ZNF692,ZNF703,ZNF827,ZRANB3


			GO:BP			cellular response to stimulus			GO:0051716			4.43E-08			1381			ABCB6,ABL1,ABL2,ABR,ABTB2,ACACA,ACKR3,ACKR4,ACSL1,ACTN2,ACTR3,ACVR1,ADAM11,ADAM12,ADAM15,ADAM22,ADAM8,ADAMTS12,ADAMTS15,ADAMTS20,ADAMTS6,ADAMTS7,ADCY2,ADCY3,ADCY4,ADCY6,ADCY9,ADCYAP1R1,ADGRA2,ADGRB2,ADGRB3,ADGRG1,ADGRG2,ADGRL1,ADGRL2,ADIPOR2,ADM,ADORA2A,ADRA1D,ADRA2A,ADRA2C,AEN,AFAP1,AFAP1L2,AFDN,AGRN,AGT,AGTR2,AHR,AIFM1,AJUBA,AKAP13,AKAP6,AKR1A1,AKT1S1,AKT2,ALDH1A1,ALDH1A2,ALPK2,AMOT,ANGPT2,ANGPTL1,ANK3,ANKRD1,ANKRD13C,ANO1,ANO2,ANPEP,AOX1,APAF1,APC2,APIP,APITD1,APLP1,APOD,APOE,APOM,APP,AQP11,ARAF,ARHGAP1,ARHGAP11A,ARHGAP12,ARHGAP20,ARHGAP23,ARHGAP27,ARHGAP32,ARHGAP36,ARHGAP39,ARHGAP42,ARHGAP44,ARHGAP45,ARHGAP5,ARHGEF10,ARHGEF10L,ARHGEF2,ARHGEF25,ARHGEF3,ARHGEF6,ARMC9,ARRDC3,ASAH1,ASB10,ASB11,ASB13,ASB15,ASB5,ASNS,ASPN,ASS1,ATF3,ATF4,ATIC,ATM,ATOH8,ATP1A2,ATP1B1,ATP2A1,ATP2A3,ATP2B4,ATP5IF1,ATR,ATXN3,AUP1,AURKB,BAG3,BAIAP3,BAMBI,BARD1,BBS7,BCAP31,BCAS3,BCAT2,BCL3,BCL6,BCL7B,BCL9,BCR,BDKRB2,BEND6,BEX1,BEX3,BICC1,BID,BLM,BMP5,BMP6,BMP7,BMPER,BNIP3,BNIP3L,BOC,BRCA1,BRCA2,BRIP1,BST1,BTC,BTNL9,BUB1,BUB1B,C1QTNF3,C2CD2L,C3,CAB39,CAB39L,CACHD1,CACNB1,CACNG7,CALCOCO1,CALCR,CALCRL,CALM1,CALR,CAMK2A,CAMKK2,CAPN3,CAPRIN2,CARF,CASP6,CASP9,CASQ1,CASQ2,CASTOR2,CAT,CAV2,CAVIN3,CBL,CBLB,CC2D2A,CCDC47,CCDC88A,CCDC88C,CCL19,CCL5,CCN1,CCN3,CCN4,CCNB1,CCR9,CD109,CD14,CD276,CD40LG,CD44,CD80,CD8A,CD9,CDC42EP3,CDC45,CDC6,CDCA5,CDH2,CDIP1,CDK1,CDK14,CDK5R1,CDON,CDT1,CEBPG,CELSR3,CENPJ,CEP192,CFD,CHAF1A,CHCHD10,CHCHD2,CHD1L,CHD6,CHEK1,CHI3L1,CHN2,CHRD,CHRNA1,CHRNA10,CHRNA3,CHRND,CHRNE,CHSY1,CHURC1,CIB1,CILP,CIT,CITED1,CKB,CLEC12B,CLSPN,CLU,CMPK2,CNKSR1,CNKSR3,CNR1,COL16A1,COL1A2,COL2A1,COL3A1,COL5A2,COPS5,COPS8,CORO1B,CORO2B,CPE,CPEB3,CPEB4,CPLANE2,CPNE3,CPS1,CPT1C,CRADD,CRBN,CREB3L1,CREB3L2,CRY2,CSF3,CSNK1G3,CSNK2B,CSPG4,CSRNP1,CTC1,CTF1,CTHRC1,CTNNA1,CTNNAL1,CTNND1,CTNND2,CTSC,CTSL,CUL3,CUL4A,CUL4B,CUX2,CX3CR1,CXCL2,CXCR6,CYFIP2,CYP1A1,CYP2F1,CYP2R1,CYP7B1,CYSLTR2,DAB2,DACT3,DAPK1,DAPK2,DCHS1,DCLK3,DCN,DCTPP1,DCX,DDI1,DDIAS,DDR2,DDRGK1,DDX1,DDX3X,DDX58,DEDD,DEFB1,DENND4B,DEPDC5,DHRS3,DHX58,DIAPH1,DISC1,DIXDC1,DKK3,DLC1,DLG4,DLG5,DLGAP4,DLK2,DLL1,DNAJA3,DNAJB2,DNAJB9,DNAJC18,DNMT1,DOCK10,DOCK5,DOCK7,DOCK8,DOK5,DOT1L,DPP4,DTL,DTX2,DTX4,DUSP1,DUSP10,DUSP26,DUSP29,DUSP3,DVL1,DZIP1,E2F1,E2F7,ECHDC3,ECPAS,EDA,EDNRA,EFNA1,EFNB3,EFS,EGF,EGFL7,EGLN1,EGR1,EGR2,EGR3,EHMT2,EIF2B3,EIF2B4,EIF4A2,EIF4G1,EME1,EMILIN1,ENDOG,ENG,EPAS1,EPCAM,EPHA3,EPHA4,EPHA7,EPHB2,EPHB3,EPHB4,EPS8,EPS8L2,ERAP1,ERAP2,ERBB2,ERBB3,ERBIN,ERMP1,ERO1A,ERP29,ESR1,ESRRA,ESRRG,ETV5,EVC2,EXO1,EXT1,EYA2,EYA3,EZH2,EZR,F3,FAIM2,FAM13B,FAM162A,FAM210B,FAM53B,FAM83D,FANCA,FANCD2,FANCI,FANCM,FAS,FBLN1,FBN1,FBN2,FBXO31,FBXO32,FBXO5,FBXO9,FCGR2B,FCHO1,FEN1,FER,FERMT3,FES,FGF1,FGF18,FGF21,FGF9,FGFR1,FGFR4,FHL2,FIBIN,FIGNL1,FLRT3,FLT1,FMO1,FMO2,FMR1,FN1,FNBP1,FNBP1L,FNIP1,FOS,FOXA3,FOXM1,FOXN3,FOXO1,FOXRED2,FRMPD1,FRZB,FST,FXR1,FXR2,FYN,FZD10,FZD2,FZD9,G0S2,GAB1,GAB3,GABARAPL2,GABRE,GADD45B,GAPDH,GAREM1,GARNL3,GATA2,GATA3,GBF1,GBP1,GDF11,GDF9,GEN1,GFPT2,GFRA3,GHITM,GHR,GJA1,GKAP1,GLI2,GLI3,GMDS,GMFB,GNAI1,GNAI3,GNB5,GNG2,GOLT1B,GOT1,GPC2,GPC3,GPC4,GPC6,GPD1,GPI,GPR137C,GPR143,GPR153,GPR156,GPR161,GPR162,GPR173,GPR176,GPR37,GPR75,GPRASP1,GPRC5B,GPS2,GPSM2,GPX2,GRAMD1C,GRB10,GRIA4,GRID2,GRIK2,GRIN2D,GRIN3A,GRK2,GRM4,GRM7,GRPR,GSDME,GSR,GSTA4,GSTM3,GUCY1A1,HABP2,HADHB,HBEGF,HCLS1,HDAC10,HDGFL2,HEY2,HGF,HHAT,HHLA2,HIC1,HIF3A,HIP1,HIPK4,HIVEP1,HK2,HLTF,HMCES,HMGCR,HOMER1,HOMER2,HOMER3,HRH1,HSF1,HSF4,HSPA13,HSPA5,HSPA9,HSPB8,HTRA1,HTRA3,HUNK,IER3,IFI35,IFIH1,IFIT2,IFIT5,IFT140,IFT27,IFT57,IFT80,IGF1,IGFBP4,IGFBP5,IGSF1,IKBKG,IL12RB2,IL15,IL16,IL17B,IL17RD,IL18,IL1R1,IL2RA,IL2RB,IL4R,IL6R,IL6ST,INIP,INPP5F,INSR,INSYN1,INTU,INVS,IQGAP2,IQGAP3,IRAK1,IRAK1BP1,IRAK2,IRF5,IRS3,ITGA2,ITGA4,ITGA5,ITGA6,ITGA9,ITGAL,ITGAV,ITGB1,ITGB4,ITGB6,ITGB7,ITM2C,ITPR3,ITSN1,IVNS1ABP,JADE2,JAM3,JPT2,JUNB,KAT2B,KCNB1,KCP,KCTD6,KDM1A,KDR,KEAP1,KHDRBS1,KIAA0586,KIF14,KIF22,KIFC1,KIT,KLF4,KLF9,KLHL12,KLHL15,KLHL24,KLHL31,KNDC1,KPNA1,KPNA2,KRT18,KRT8,LANCL1,LCK,LDB3,LEPR,LETM1,LFNG,LGALS3,LGR4,LIG1,LMBR1L,LMCD1,LMO2,LOC100510975,LOC100511343,LOC100511937,LOC100513346,LOC100515171,LOC100519082,LOC100523213,LOC100620540,LOC100625711,LOC100737755,LOC110259958,LOX,LPAR1,LPAR4,LPCAT3,LPIN1,LPIN3,LRCH1,LRP4,LRP8,LRRC2,LRRC39,LRRC40,LRRC4C,LRRC7,LRRC8E,LRRK1,LRRK2,LTBP1,LTBP3,LTC4S,LVRN,LYN,LYPD6,MACROD1,MAGI3,MAK,MAML3,MAN1A1,MAP1LC3A,MAP1LC3B,MAP2K2,MAP3K10,MAP3K13,MAP3K14,MAP3K15,MAP3K2,MAP3K20,MAP4K1,MAP4K4,MAPK14,MAPK4,MAPK8IP1,MAPKAPK2,MAPRE2,MASTL,MAT2A,MAVS,MBD2,MBTD1,MCM2,MCM3,MCM4,MCM5,MCM8,MCOLN1,MDK,MDM2,ME3,MEF2A,MEF2C,MEIOB,MEIS3,MELK,MET,METRNL,MFN2,MFNG,MFSD2A,MGAT5,MIB1,MIB2,MID1,MITF,MKKS,MKNK2,MKS1,MLXIPL,MMP14,MMP2,MMRN2,MMS22L,MN1,MPC2,MPL,MPZL1,MRAP2,MRC1,MRE11,MRNIP,MRPL15,MSC,MSH2,MSH4,MSH6,MSTN,MTARC2,MTDH,MTMR4,MUL1,MUSK,MUTYH,MX1,MYBL2,MYEF2,MYH13,MYO9A,MYO9B,MYOZ1,MYZAP,NABP2,NAMPT,NBEAL2,NCALD,NCAPG2,NCEH1,NCOA2,NDC80,NDRG2,NDUFS2,NEFL,NEIL1,NEIL3,NEK4,NEO1,NET1,NEURL1,NEURL2,NF1,NFATC1,NFATC4,NFE2L1,NFE2L2,NFIL3,NFKBIA,NFKBIB,NFKBIL1,NFKBIZ,NGFR,NHEJ1,NIBAN1,NKIRAS1,NMI,NOC2L,NOL4L,NONO,NOS1,NOS3,NOSTRIN,NOTCH2,NOTCH3,NPC1,NPHP4,NPLOC4,NPTX2,NPY1R,NQO1,NR1D2,NR1H2,NR1I3,NR2F1,NR2F6,NR4A3,NR5A2,NSD2,NSG1,NTF4,NTRK3,NUDT15,NUMBL,NUP93,NYAP1,OGT,OLFML2B,OMA1,OPHN1,OPTN,ORC1,OSER1,OTUB2,OTUD7A,OXTR,P2RX5,P2RY1,PAK3,PAK4,PAPPA2,PAQR3,PARG,PARK7,PARP14,PARP16,PARP3,PARP9,PARPBP,PARVA,PBK,PBLD,PCLAF,PCOLCE2,PCSK9,PDCD4,PDCD5,PDE10A,PDE1C,PDE3A,PDE4B,PDE4D,PDE5A,PDE6A,PDE7B,PDE9A,PDGFA,PDGFC,PDGFD,PDGFRA,PDIA3,PDK2,PDK4,PDPN,PELI3,PELO,PENK,PER1,PGK1,PHB2,PHF1,PHKG1,PHLPP1,PIAS3,PIGA,PIK3C2A,PIK3R2,PINK1,PIP4K2A,PIP4K2C,PITPNM2,PKD2,PLAA,PLAT,PLCB1,PLCD1,PLCD4,PLCE1,PLCG1,PLCG2,PLCL1,PLCL2,PLD1,PLD2,PLEKHA4,PLEKHF1,PLIN1,PLK1,PLK3,PLPP3,PLPPR4,PLXNA1,PLXNA2,PLXNA3,PLXNB3,PLXND1,PMM1,PMS2,PODN,POLD1,POLD2,POLDIP2,POLE2,POLG,POLH,POLL,POSTN,POT1,PPARA,PPARGC1A,PPARGC1B,PPIF,PPM1A,PPM1B,PPM1F,PPM1L,PPP1R12B,PPP1R15A,PPP1R1B,PPP1R9A,PPP2R5A,PPP2R5B,PPP3CA,PPP3CB,PPP4R1,PRCP,PRDM5,PRDX3,PRDX6,PRKAB2,PRKAG1,PRKAG3,PRKCD,PRKCH,PRKCI,PRKCQ,PRKCZ,PRKD1,PRKG2,PRR5,PRR5L,PRSS56,PSAP,PSMD14,PTGES3,PTH1R,PTK2B,PTK7,PTN,PTPMT1,PTPN13,PTPRA,PTPRC,PTPRD,PTPRJ,PTPRK,PTPRN,PTPRS,PXDN,PYCR2,PYY,RAB10,RAB13,RAB29,RAB7A,RABEP2,RAC2,RACGAP1,RAD21,RAD23A,RAD51,RAD51AP1,RAD51B,RAD9B,RADIL,RAF1,RALGAPA2,RALGPS1,RALGPS2,RAMP1,RANBP10,RANBP9,RAP1GDS1,RAP2C,RAPGEF1,RAPGEF3,RAPGEF5,RAPGEFL1,RAPH1,RASA4B,RASGRF2,RASGRP2,RASL11B,RASSF10,RASSF4,RASSF8,RB1CC1,RBBP8,RBM15,RBPJ,RCAN2,RCC2,RCN3,RCSD1,RDH11,RDH12,RECK,REST,REV3L,RFC3,RFC5,RFWD3,RGCC,RGL1,RGMA,RGS12,RGS14,RGS3,RGS7,RHEB,RHEBL1,RHNO1,RHOBTB1,RHOD,RHOF,RHOU,RHPN2,RIF1,RIPOR2,RMI2,RND2,RNF14,RNF149,RNF157,RNF165,ROBO1,ROCK2,ROMO1,ROR2,RORA,ROS1,RPA2,RPS6KA1,RPS6KA3,RPS6KB2,RRAGD,RRAS,RSPO3,RTKN,RXRG,RYR2,S100A4,S1PR1,S1PR2,S1PR3,SAFB2,SAMHD1,SAV1,SBDS,SCAI,SCARB1,SCARF1,SCN5A,SCNN1A,SCUBE1,SCUBE2,SDC1,SDHAF2,SEL1L,SELENON,SEMA3E,SEMA3G,SEMA4F,SEMA5B,SEMA6A,SEMA6C,SEMA7A,SENP1,SERPINE1,SERPINE2,SESN1,SESN2,SETD7,SEZ6L,SEZ6L2,SFR1,SFRP2,SGCD,SGK1,SGPL1,SGPP1,SH3BP2,SH3BP5,SH3GLB1,SH3RF2,SHC1,SHPK,SIK3,SIPA1,SIPA1L1,SIRT2,SKP2,SLC15A3,SLC1A3,SLC25A24,SLC25A4,SLC26A6,SLC27A1,SLC2A10,SLC37A4,SLC38A2,SLC38A3,SLC41A1,SLC8A3,SLF1,SLIT2,SLIT3,SMAD2,SMAD9,SMARCA5,SMARCAD1,SMC6,SMO,SMPD1,SMPDL3B,SMURF1,SMYD2,SOD3,SORT1,SOX11,SOX9,SPARCL1,SPART,SPDL1,SPHK1,SPI1,SPIDR,SPINDOC,SPP1,SPRED2,SPRY2,SPSB2,SQSTM1,SRC,SREBF2,SRF,SRGAP1,SRGAP2,SRI,SRPX,SS18,SSH1,SSX2IP,STAT1,STAT5B,STC1,STING1,STK11,STK17B,STK26,STK3,STOX1,STRN,STT3A,STUB1,STXBP1,SULF1,SULF2,SUPT16H,SVEP1,SWAP70,SYNGR1,SYT12,SYT2,SYT9,TAS1R3,TAX1BP3,TBCK,TBL1XR1,TCF7L1,TCF7L2,TCIRG1,TCP11L2,TCTN3,TDP1,TDP2,TEAD1,TEAD2,TEAD4,TEK,TENM1,TENM2,TENM3,TEX14,TFEB,TFPI,TFRC,TGFB1,TGFB2,TGFB3,TGFBR1,TGFBR2,THAP11,THBS4,THOC5,TIAM1,TIGAR,TIMELESS,TIMM50,TIMP1,TLK1,TLR5,TLR9,TMEM109,TMEM145,TMEM198B,TMEM204,TMEM231,TMEM25,TMEM259,TMEM38A,TMEM53,TMEM67,TMEM9,TMTC3,TMTC4,TNC,TNFRSF11A,TNFRSF12A,TNFRSF19,TNFRSF1B,TNFRSF21,TNIP1,TOMM7,TONSL,TOP2A,TP63,TP73,TPBG,TPCN2,TPD52L1,TPM1,TRAF3,TRAF3IP2,TRAF5,TRAIP,TRAPPC13,TREX1,TRIM59,TRIM72,TRIP10,TSKU,TSPAN12,TSPAN5,TSPAN6,TSSK3,TTC21B,TTC26,TTC5,TTK,TUB,TULP3,TWF2,TXNDC15,TXNL1,TXNRD1,TYRO3,UACA,UBA6,UBASH3B,UBD,UBR2,UBXN1,UGCG,UGGT1,ULK1,ULK3,UMODL1,UNC5B,UNC5CL,UNG,USF2,USP1,USP13,USP18,USP19,USP25,USP28,USP34,VANGL2,VAPB,VASH1,VASN,VAV2,VCAM1,VCAN,VCP,VDAC2,VEGFA,VHL,VIM,VPS26B,VRK1,VRK3,WASF2,WDHD1,WDR19,WDR35,WDR45,WDR48,WDR83,WDTC1,WFIKKN2,WIPI1,WLS,WNK3,WNT4,WNT5B,WRN,WSB2,WWC2,WWTR1,YBX3,YWHAG,YWHAQ,YWHAZ,ZBTB1,ZBTB20,ZBTB7A,ZBTB7B,ZEB1,ZFAND5,ZFAND6,ZFP91,ZFYVE27,ZGRF1,ZIC3,ZMIZ1,ZNF385A,ZNF423,ZNF536,ZNF703,ZRANB3,ZWILCH,ZWINT,ZYX


			GO:BP			organophosphate metabolic process			GO:0019637			4.77E-08			216			ABCC6,ABHD3,ABHD4,ABHD5,ACACA,ACAT1,ACOT7,ACOT8,ACSL1,ACSL4,ACSM4,ACSM5,ACSS1,ACSS2,ADCY2,ADCY3,ADCY4,ADCY6,ADCY9,ADSL,AGPAT4,AJUBA,AK1,AK3,AK5,AKR1A1,ALDH1L2,ALDOC,AMPD1,AMPD3,APP,ATIC,ATM,ATP1A2,ATP1B1,ATP5F1A,ATP5F1B,ATP5IF1,ATP5MC1,ATP5MC3,ATP5ME,ATP5PO,ATP6,CDS1,CHPT1,CKMT2,CLPX,CMPK2,CNP,CPS1,CRYL1,DCAKD,DCTD,DCTPP1,DLAT,DLD,DLST,DNPH1,EFR3B,ENO3,ENPP2,ENTPD5,ENTPD6,ENTPD7,FBP2,FGGY,FITM1,FLAD1,FMO1,FMO2,GAPDH,GARS1,GART,GFPT1,GK,GMPR,GNAI3,GPAT2,GPAT4,GPD1,GPD2,GPI,GUCA1B,GUCY1A1,GUK1,HADHA,HK1,HK2,HMGCR,IER3,IMPDH1,INPP4A,INPP4B,INPP5F,INPP5J,INSR,LOC100520512,LOC100736765,LOC110255887,LPCAT1,LPCAT3,LRRK2,MBOAT1,MBOAT2,MDH1,ME1,MFSD2A,MLXIPL,MMUT,MOCOS,MOCS1,MTM1,MTMR1,MTMR10,MTMR4,MVK,MYH3,NAMPT,NAXE,NDUFS1,NME4,NME6,NOCT,NOS1,NOS3,NR1H2,NT5C1A,NT5C3A,NT5E,NT5M,NUDT12,NUDT15,NUDT5,OGDH,OGT,ORMDL1,OXSM,PAICS,PANK3,PANK4,PARG,PARK7,PC,PCSK9,PCYT1B,PDE4B,PDE4D,PDE9A,PDGFA,PDHA1,PDHB,PDHX,PDK2,PDK4,PFKM,PGAM2,PGAP1,PGK1,PGLS,PHB2,PHEX,PIGA,PIGQ,PIK3C2A,PIK3R2,PIP4K2A,PIP4K2C,PIP4P2,PKM,PLA2G4A,PLCB1,PLCD1,PLCD4,PLCG1,PLCG2,PLD1,PLD2,PLPP3,PLPPR4,PPARA,PPARGC1A,PPAT,PPIP5K1,PRDX6,PRKAG3,PRKCD,PROCA1,PRPS1,PRTFDC1,PTDSS1,PTK2B,PTPMT1,RORA,SAMHD1,SCARB1,SELENOI,SGPP1,SHPK,SLC25A25,SLC27A1,SLC4A7,SMPD1,SMPDL3A,SMPDL3B,SUCLG2,SYNJ2,TBPL1,TIGAR,TP53I3,TPI1,TREX1,TSPO,UGCG,VCP,ZBTB20,ZBTB7A


			GO:BP			cell-matrix adhesion			GO:0007160			4.77E-08			64			ABL1,ACTN2,ADAM15,ADAMTS12,AJUBA,APOD,BCAM,BCL6,BCR,BST1,CASK,CDH11,CIB1,COL16A1,COL3A1,COL5A3,CORO1C,CORO2B,DLC1,DUSP3,EDA,EMILIN1,EPDR1,EPHA3,FERMT3,FN1,ITGA2,ITGA4,ITGA5,ITGA6,ITGA9,ITGAL,ITGAV,ITGB1,ITGB4,ITGB6,ITGB7,JAM3,KDR,LOC100523684,MACF1,MYF5,NID1,NID2,PHLDB2,PPM1F,PTK2B,PTPRA,PTPRJ,PTPRK,RCC2,RHOD,RRAS,SEMA3E,SERPINE1,SNED1,SRC,SRF,TEK,TIAM1,UTRN,VCAM1,WHAMM,ZYX


			GO:BP			establishment of localization in cell			GO:0051649			5.32E-08			390			ABL1,ACTN2,ADRA2A,AIFM1,AKT2,ALS2CL,AMPH,ANK1,ANKFY1,ANKRD50,ANO1,ANXA2,ANXA8,AP1S1,AP3M2,AP4B1,AP5B1,APOD,APP,APPBP2,AQP11,ARFIP2,ARHGAP1,ARHGAP44,ARL8B,ARPIN,ASIC3,ASPM,ATAD1,ATM,ATP2A3,ATP5IF1,ATXN1,AUP1,AURKB,BAG3,BAIAP3,BARD1,BBS12,BBS5,BBS7,BCAP31,BCL3,BCR,BID,BIN1,BLOC1S1,BLOC1S4,BNIP3,BNIP3L,BVES,C2CD2L,CACNG1,CACNG7,CALR,CASK,CATSPER4,CCDC88A,CCDC88C,CCNB1,CDCA5,CDH2,CDK5R1,CDT1,CENPE,CENPF,CEP131,CEP192,CHCHD10,CIB1,CITED1,CLIP3,CLU,CNR1,COPB1,COPE,COPG2,COPS5,CORO1C,CREB3L2,CROCC,CRY2,CUL3,DAB2,DENND2A,DNAJC19,DNM1,DOP1B,DTNBP1,DVL1,DYNC2I2,DYNLL1,DZIP1,EFCAB7,EGR2,EHD4,EIF3J,EML4,ERBB2,ERBIN,EXOC6,EYA2,EZR,FAM83D,FAR2,FER,FES,FGF9,FHIP1B,FHOD1,FLOT2,FNBP1L,FYCO1,FYN,GGA1,GGA2,GJA1,GLI3,GLO1,GOLT1B,GPM6B,GPRASP1,GPSM2,GRAMD1C,GRIN3A,GRIPAP1,HCLS1,HK2,HOOK2,HSPA1L,HSPA5,HSPA9,HTATIP2,IER3,IFT122,IFT140,IFT27,IFT43,IFT46,IFT57,IFT88,IKBKG,INPP5F,IPO13,ISCU,ITGB1,KAT2B,KCNB1,KDELR3,KHDRBS1,KIF14,KIF18A,KIF1A,KIF1C,KIF20B,KIF22,KIF27,KIF2C,KIF3A,KIF3B,KIF5C,KIFC1,KIT,KPNA1,KPNA2,KPNA3,KPNA5,LMNB1,LMNB2,LMTK2,LOC100512977,LOC100513346,LOC100519808,LONP2,LRRK2,LYN,MAK,MAN1A1,MAP1B,MAP1S,MAP6,MAPK14,MAPRE1,MAVS,MFN2,MKKS,MON1A,MPC2,MTM1,MUL1,MX1,MX2,MYLK2,MYO10,MYO16,MYO1B,MYO7A,NANS,NDC1,NDC80,NEFL,NFKBIA,NGFR,NLGN3,NOP16,NOS3,NOSTRIN,NOXRED1,NPC1,NPLOC4,NSFL1C,NSG1,NUF2,NUP107,NUP133,NUP205,NUP62CL,NUP93,NXT2,OPHN1,OXA1L,P2RY1,PARK7,PCDH17,PCSK9,PDCD5,PEX2,PGAP1,PHB2,PIK3R2,PINK1,PIP4K2A,PKD2,PKIG,PLAA,PLD1,PLEKHA8,PLEKHF1,PLEKHM1,PLK1,PLK3,PNKD,POLA2,PPIF,PPM1A,PPP3CA,PPP3CB,PREPL,PRKAG1,PRKAR1B,PRKCD,PRKD1,PRR5L,PRRT2,PSAP,PTPRN,RAB10,RAB13,RAB29,RAB3A,RAB3D,RAB7A,RAB8B,RAC2,RAF1,RAMP1,RANBP17,RAPGEF3,RBM15B,REPS2,RGS14,RILPL1,RIMS1,RNF157,SAMM50,SAR1B,SDC1,SEC23A,SEC24D,SEC31B,SEC61A1,SEL1L,SEPTIN1,SGPP1,SH3GL3,SHROOM2,SLC1A6,SLC25A24,SLC25A4,SLC26A6,SLC29A2,SLC29A4,SLIT1,SMO,SMURF1,SNAP91,SNCG,SNUPN,SORT1,SPAG5,SPDL1,SPG11,SPG7,SPI1,SPICE1,SPRY2,SQSTM1,SRC,SRI,SSX2IP,STAU2,STEAP4,STK11,STK3,STON2,STX11,STX1B,STXBP1,STXBP5,SUN2,SYBU,SYN1,SYNE3,SYNJ2,SYS1,SYT12,SYT2,SYT9,SYTL2,TAP1,TAP2,TBC1D17,TCF7L2,TCIRG1,TESK1,TGFB1,THOC5,TIMM44,TIMM50,TLK1,TMED3,TMEM201,TMEM53,TOMM34,TOMM40,TOMM40L,TOMM7,TPCN2,TRAF3IP1,TRAF3IP2,TRAK1,TRAM1,TRAPPC2L,TRAPPC5,TRDN,TTC21B,TTC26,TUB,TUBA1B,TYRO3,UCP2,UCP3,UNC13D,VAMP8,VAPB,VCP,VDAC2,VPS13B,VPS26A,VPS26B,VPS26C,VPS33A,VPS37A,WDR19,WDR35,WDR91,WHAMM,WHRN,WIPI1,WLS,XKR8,XPO1,XPO6,YIF1B,YWHAQ,YWHAZ,ZDHHC20,ZER1,ZFAND6,ZWINT


			GO:BP			cellular component disassembly			GO:0022411			5.70E-08			111			ACTN2,ADAMTS15,AIFM1,APAF1,ARFIP2,ARHGEF2,ATG4D,ATG9A,ATP5IF1,AVIL,BNIP3,BNIP3L,C3,CALCOCO2,CAPG,CAPZA1,CAPZA2,CFL1,CIB1,CKAP2,CRACD,DDR2,DDRGK1,DNAJC17,DPP4,DSTN,DUSP3,EIF2D,ENDOG,EPHA4,EPS8,ETF1,FAP,FBXL4,FGFR4,FSCN1,FYCO1,GABARAPL2,GSPT2,HK2,HPN,KIF18A,KIF18B,KIF24,KIF2C,LAMC1,LIX1,LIX1L,LMOD2,MAP1A,MAP1B,MAP1LC3A,MAP1LC3B,MAP1S,MAPRE2,MCOLN1,MFN2,MICAL1,MICAL3,MID1IP1,MTRF1,MUL1,NAV3,NCKAP5,NCKAP5L,NES,NOSTRIN,OGT,OPTN,PDPN,PELO,PHB2,PINK1,PLEKHH2,PLK1,PLK3,PNPLA2,RB1CC1,RETREG1,RUBCN,SH3GL3,SH3PXD2B,SHFL,SLC25A4,SPEF1,SPTAN1,SPTB,SQSTM1,STING1,STMN2,SUPT16H,SVIL,SWAP70,TGFB3,TGFBR1,TIGAR,TMOD4,TOMM7,TOP2A,TPX2,TSPO,TWF1,TWF2,VAMP8,VCP,VDAC1,VMP1,VPS33A,VRK1,WDR45,WDR47


			GO:BP			dendrite development			GO:0016358			7.89E-08			60			ADGRB3,APOE,APP,ARHGAP44,BCL11A,BHLHB9,BMP5,BMP7,BTBD3,CAMK2A,CAPRIN2,CDK5R1,CTNND2,CUL7,CUX2,DCX,DLG4,DLG5,DPYSL5,DTNBP1,DVL1,EFNA1,EPHA4,EPHB2,EPHB3,FBXW8,FMR1,FYN,GPR37,GRIN3A,IGSF9,ITGB1,LRP8,LRRK2,MAP1A,MAP1B,MAP1S,MAP2,MAP6,MFSD2A,NEDD4L,NEURL1,NFATC4,NTN3,OBSL1,PAK3,PAK4,PPP3CA,PTN,PTPRD,PTPRS,SCARF1,SDC2,SDK1,SIPA1L1,SLITRK5,SRGAP2,STK11,TPBG,UBA6


			GO:BP			negative regulation of cell projection organization			GO:0031345			8.90E-08			45			APOE,BCL11A,CCP110,CIB1,CKB,CRMP1,DIP2B,DPYSL5,EFNA1,EFNB3,EPHA4,EPHA7,EPHB2,FYN,INPP5F,INPP5J,ITM2C,KIF24,LRP4,MAK,MPHOSPH9,NFATC4,PAQR3,PLXNA3,PPP3CA,PRKCD,PTPN9,PTPRS,RAB29,RGMA,SEMA3A,SEMA3E,SEMA3G,SEMA4F,SEMA5B,SEMA6A,SEMA6C,SEMA7A,SLIT2,SPART,SPRY2,STMN2,TESK1,TSKU,VIM


			GO:BP			mitochondrion organization			GO:0007005			8.90E-08			125			AFG3L2,AIFM1,APOO,ARFIP2,ATG4D,ATG9A,ATP2A1,ATP5IF1,BCAP31,BID,BNIP3,BNIP3L,C7H6ORF125,CAV2,CHCHD10,CHCHD2,CHCHD3,CLUH,COX10,COX17,DCN,DDHD2,DNAJA3,DNAJC19,EDNRA,ENDOG,EPAS1,EYA2,FAM162A,FBXL4,GABARAPL2,GHITM,HGF,HIGD1A,HIGD1B,HIGD2A,HK2,HSD17B10,HSF4,HSPA1L,IER3,IMMT,KDR,LETM1,LRRK2,MAN2A1,MAP1LC3A,MAP1LC3B,MEF2A,MFN2,MGME1,MICOS13,MIGA1,MIGA2,MTFP1,MTM1,MUL1,MYH14,ND4,NDUFA1,NDUFA10,NDUFA11,NDUFA12,NDUFA2,NDUFA9,NDUFAB1,NDUFAF1,NDUFAF3,NDUFAF4,NDUFAF5,NDUFAF6,NDUFB1,NDUFB3,NDUFB5,NDUFB6,NDUFB7,NDUFB8,NDUFB9,NDUFS1,NDUFS2,NDUFS4,NDUFS7,OGT,OMA1,OPTN,OXA1L,PARK7,PDCD5,PHB2,PINK1,POLDIP2,POLG,PPARGC1A,PPIF,PRDX3,RAB29,RAB3A,RAP1GDS1,RB1CC1,RETREG1,SAMM50,SDHAF2,SELENON,SESN2,SLC25A4,SLIRP,SPG7,SQSTM1,STOX1,SUPV3L1,TFRC,TIGAR,TIMM44,TIMM50,TMEM126A,TOMM34,TOMM40,TOMM40L,TOMM7,TRAK1,TSPO,VAT1,VDAC1,VDAC2,WDR45


			GO:BP			developmental cell growth			GO:0048588			8.90E-08			53			ABL1,APP,ARIH2,CRABP2,CYFIP2,DCX,DIP2B,DVL1,EDNRA,EIF3J,EPHA7,EXT1,FLRT3,FN1,GDF9,ITGB1,JADE2,LIMK1,MAP1B,MAP3K13,MUL1,NEDD4L,NIN,PI16,PLAA,PLXNA1,PLXNA3,PRKCZ,PTPRS,RIMS1,RND2,SEMA3A,SEMA3E,SEMA3G,SEMA4F,SEMA5B,SEMA6A,SEMA6C,SEMA7A,SLIT1,SLIT2,SLIT3,SMURF1,SOX9,SPART,SPG11,SRF,STK11,SYT2,TGFBR2,TWF2,ULK1,ZFYVE27


			GO:BP			positive regulation of cell communication			GO:0010647			8.99E-08			312			ABL1,ACKR3,ACVR1,ADAM8,ADAMTS20,ADGRA2,ADGRG1,ADORA2A,ADRA1D,ADRA2A,ADRA2C,AFAP1L2,AGT,AGTR2,AJUBA,AKAP13,ANKRD1,ANO1,ANO2,APAF1,APOE,APP,ARHGEF2,ARHGEF3,ARMC9,ARRDC3,ATF3,ATM,ATR,BAIAP3,BAMBI,BCAP31,BID,BMP5,BMP6,BMP7,BMPER,C1QTNF3,C2CD2L,C3,CACNG7,CALR,CAMK2A,CAPRIN2,CAT,CAV2,CAVIN3,CBL,CCDC88A,CCL19,CCL5,CCN1,CCN3,CCN4,CD14,CD44,CDH2,CDON,CENPJ,CEP192,CHI3L1,CHSY1,CIB1,CLSTN2,CLSTN3,CNR1,CRADD,CRBN,CSF3,CSNK1G3,CSNK2B,CSPG4,CTNNA1,CTSC,CUX2,CYFIP2,DAB2,DCN,DDX1,DDX3X,DHX58,DISC1,DLG5,DLL1,DOK5,DTNBP1,EDA,EFNA1,EGF,ENG,EPHA4,EPHB2,ERBB2,ERBB3,ERP29,EZH2,F3,FAM53B,FAS,FGF1,FGF18,FGF21,FGF9,FGFR1,FGFR4,FLT1,FN1,FNIP1,FYN,FZD10,FZD9,G0S2,GADD45B,GAPDH,GAREM1,GATA3,GDF11,GDF9,GEN1,GHR,GKAP1,GPC3,GPR137C,GPR37,GPS2,GRB10,GRIK2,GRIN2D,GRM4,GSDME,HBEGF,HCLS1,HGF,HIC1,HIP1,IFI35,IFIT5,IGFBP4,IGFBP5,IGSF11,IKBKG,IL18,IL1R1,IL6ST,INSR,INTU,IQGAP3,IRAK1,ITGAV,ITGB1,ITM2C,ITPR3,ITSN1,KCP,KDR,KIT,LCK,LFNG,LGR4,LMCD1,LOC100513346,LOC100620540,LPAR4,LRRC7,LRRK1,LRRK2,LYN,LYPD6,MAP2K2,MAP3K10,MAP3K13,MAP3K14,MAP3K20,MAP4K1,MAPK8IP1,MAPRE2,MAVS,MBD2,MEIS3,MFNG,MGAT5,MID1,MN1,MPC2,MRAP2,MTDH,NDC80,NEO1,NET1,NEURL1,NFATC4,NGFR,NMI,NOTCH2,NTRK3,NUP93,PARK7,PARP14,PARP9,PBK,PDCD4,PDGFA,PDGFC,PDGFD,PDGFRA,PDIA3,PELO,PFKM,PHB2,PINK1,PKD2,PLCB1,PLCE1,PLCG2,PLEKHA4,PLEKHF1,PPM1A,PPM1B,PPP3CB,PRKCD,PRKCH,PRKCZ,PRKD1,PRR5,PRR5L,PTK2B,PTK7,PTN,PTPRC,PTPRJ,RAB29,RAF1,RASGRF2,RB1CC1,RBPJ,RECK,RGS14,RHEB,RIMS1,RNF165,ROBO1,ROR2,RRAGD,RSPO3,S100A4,SCUBE1,SEMA3E,SEMA7A,SERPINE2,SFRP2,SH3RF2,SHC1,SKP2,SLC15A3,SLC1A3,SLC24A1,SLC2A10,SLC8A3,SMAD2,SMO,SOX11,SOX9,SPHK1,SPI1,SPP1,SPRY2,SQSTM1,SRC,SRI,SRPX,STING1,STK11,STK3,STOX1,SULF1,SULF2,SYT12,TBL1XR1,TCF7L2,TEK,TFRC,TGFB2,TGFBR1,TGFBR2,TLR9,TMEM198B,TMEM9,TNFRSF11A,TNFRSF12A,TNFRSF19,TP63,TPBG,TPD52L1,TRAF3,TRAF3IP2,TRAF5,TSPAN5,TTC21B,TXNDC15,UBD,ULK3,UNC5B,UNC5CL,USP34,VAMP8,VCP,WLS,ZBTB7B,ZER1,ZMIZ1,ZNF385A,ZNF423


			GO:BP			regulation of transport			GO:0051049			9.72E-08			297			ABCA5,ABL1,ACTN2,ADRA2A,AKAP6,AKT2,ANKFY1,ANKRD1,ANKRD13A,ANKRD13B,ANO1,ANXA2,APOD,APOE,ARHGAP1,ARHGAP44,ATAD1,ATF4,ATP1B1,ATP5IF1,AZIN2,BAG3,BAIAP3,BARD1,BCAP31,BCR,BEST1,BEST3,BIN1,BNIP3L,BVES,C1QTNF3,C2,C2CD2L,C3,C7H6ORF125,CACNA1D,CACNA1G,CACNA1S,CACNB1,CACNG6,CACNG7,CALM1,CALR,CAPN3,CASK,CASQ1,CASQ2,CBL,CCN3,CD14,CD151,CD200,CDH2,CDK5R1,CEP131,CHCHD10,CIB1,CLDN10,CLIP3,CLU,CNR1,CNTN1,COX17,CRBN,CRY2,DAB2,DAPK1,DDX23,DHRS7C,DIAPH1,DLL1,DNAJC1,DTNBP1,DVL1,EDNRA,EFCAB7,EGF,EPHA3,EPHB2,ERBB2,ERBB3,ERP29,EZR,FER,FES,FGF21,FMR1,FRMD4A,FXYD1,FXYD2,FXYD6,FYN,GABRE,GJA1,GLI3,GLO1,GNB5,GPC3,GPM6B,GPS2,GRAMD2A,GRB10,GRIN3A,GRIPAP1,HADH,HCLS1,HIP1,HK2,HMGCR,HOMER1,HOMER2,HOMER3,HRC,HSPA1L,IER3,IL15,IL16,IL2RB,INPP5F,INSR,ISCU,ITGAV,ITGB1,KCNA7,KCNAB2,KCNB1,KCNC1,KCNC4,KCND2,KCNG2,KCNIP2,KCNQ4,KCNQ5,KHDRBS1,KIF20B,KLHL24,LEPR,LGALS3,LIPG,LOC100512977,LOC100515171,LOC100519808,LOC100520512,LOC100625711,LOC100627175,LPCAT3,LRRK2,LYAR,LYN,MAP1B,MAPK14,MAVS,MEF2A,MIB1,MICAL1,MPC2,MUL1,MX2,MYLK2,NANS,NAXE,NEDD4L,NFE2L2,NFKBIA,NOS3,NR1H2,NR4A3,OPHN1,P2RY1,PACSIN3,PARK7,PASK,PCSK9,PDCD5,PDE4B,PDZK1,PER1,PFKM,PHB2,PIK3R2,PINK1,PIP4P2,PKD2,PKDCC,PKIG,PLAA,PLCG2,PLD1,PLD2,PLK3,PNKD,PPIF,PPM1A,PPM1F,PPP3CA,PPP3CB,PREPL,PRKAR1B,PRKCD,PRKCI,PRKD1,PRR5L,PRRT2,PTK2B,PTPRC,PTPRN,PTX3,PXK,RAB10,RAB13,RAB29,RAB3A,RAB3D,RAB7A,RAB8B,RAC2,RAP1GDS1,RAPGEF3,RASGRF2,REM1,REST,RGCC,RNF207,ROS1,RUBCN,RYR2,SAR1B,SCN1B,SCN2B,SCN3B,SCN4A,SCN4B,SCN5A,SCN7A,SDC1,SELENON,SEPTIN1,SEPTIN2,SEPTIN4,SEPTIN5,SERPINE1,SERPINE2,SLC25A4,SLC26A6,SLC43A2,SLN,SMO,SMPD1,SNAP91,SNCG,SOX11,SPAG5,SPG11,SPHK1,SPI1,SPP1,SRC,SREBF2,SRI,STAC3,STC1,STIM1,STIM2,STK11,STON2,STX1B,STXBP1,STXBP5,SYN1,SYT12,SYT2,SYT9,TCF7L2,TCIRG1,TGFB1,TGFB2,TGFB3,TLR9,TMEM38A,TMEM53,TNFRSF11A,TNFRSF1B,TOMM7,TPCN2,TRDN,TRPC1,TTC21B,TTC39B,TUB,UBASH3B,UNC13D,VAMP8,VMP1,WLS,WNK3,XPO1


			GO:BP			plasma membrane bounded cell projection assembly			GO:0120031			1.12E-07			133			ABL1,ABLIM2,ABLIM3,ACTN2,ACTR3,AJUBA,ANLN,ARHGEF26,ARHGEF6,ARMC9,BBS2,BBS5,BBS7,CC2D2A,CCDC40,CCDC65,CCDC88A,CCP110,CDC14B,CDC42EP3,CENPJ,CEP131,CFAP20,CNTROB,CORO1C,CPLANE1,CPLANE2,CROCC,CSPG4,DCX,DEF8,DISC1,DNAAF5,DRC1,DYNC2I2,DYNLL1,DZIP1,EHD4,EMP3,EPS8,EPS8L2,EZR,FAM98A,FBF1,FER,FGD1,FMR1,FNBP1L,FOXJ1,FSCN1,FXR1,FXR2,IFT122,IFT140,IFT43,IFT46,IFT57,IFT80,IFT88,INTU,IQCB1,ITGB4,KIAA0586,KIF24,KIF27,KIF3A,KIF3B,KIT,MAK,MAPRE1,MKKS,MKS1,MNS1,MPHOSPH9,MSTN,MYO10,NEK1,NEURL1,NUDCD3,ODAD4,ODF2,OFD1,PARVA,PARVB,PLCE1,PLD1,PLEKHM1,POC1A,POC1B,PODXL,PRKCD,RABEP2,RAC2,RCC2,RHOD,RIPOR2,S1PR1,S1PR2,SEPTIN2,SEPTIN6,SEPTIN7,SEPTIN9,SLIT2,SPEF1,SPEF2,SRF,SRGAP2,SSX2IP,STK26,TAPT1,TCTN3,TEKT1,TESK1,TGFBR1,TMEM107,TMEM231,TMEM67,TRAF3IP1,TTC26,TTC39C,TTC8,TTLL1,TWF1,TWF2,TXNDC15,VAV2,VDAC3,WASF2,WDR19,WDR35,WHAMM,WWTR1,ZNF423


			GO:BP			positive regulation of cell differentiation			GO:0045597			1.12E-07			165			ABI3BP,ACVR1,ADAM8,ADAMTS20,ADAMTS9,ADM,ADRA2C,AGT,ARHGEF2,ATOH8,BAMBI,BCL6,BEND6,BHLHB9,BIN1,BMP6,BMP7,BOC,CAPRIN2,CCN1,CCN4,CDON,CDS1,CRABP2,CSF3,CTHRC1,CUL7,CUX2,CYB5D2,DAB2,DDR2,DISC1,DUSP10,EGR2,EGR3,EIF4G1,ENG,EPHB2,EZH2,FAM210B,FBN2,FBXO5,FBXW8,FES,FGF18,FGFR1,FN1,FNDC5,FOS,FOXJ1,FRZB,GATA2,GATA3,GDF9,GJA1,GLI2,GLI3,HCLS1,HOXA5,HSF1,HSF4,IL15,IL18,IL4I1,IL6ST,ITGB1,JADE2,JUNB,KDM1A,KDR,KIT,LIMK1,LRP8,LTBP3,MAN2A1,MAP3K13,MAP6,MAPK14,MDK,MDM2,MEF2C,METRNL,MMD,MMP14,MYF5,NEFL,NEURL1,NFKBIZ,NIN,NOCT,NOTCH2,NUMBL,OBSL1,PDE3A,PDPN,PITHD1,PKDCC,PLAG1,PLCB1,PLXNA1,PLXNA2,PLXNA3,PLXNB3,PLXND1,PPARGC1B,PPP3CA,PRKCH,PRKCI,PRKCZ,PRKD1,PROM1,PTN,PTPRC,PTPRD,RASSF10,RCOR1,RGCC,RHEB,RND2,ROBO1,RRAS,S1PR2,SAV1,SEMA7A,SERPINE1,SERPINE2,SFRP2,SIRT2,SLITRK1,SMAD2,SMO,SOX11,SOX9,SPI1,SRF,STAT1,STAT5B,STK11,STK3,SUCO,TAPBPL,TCF12,TCF7L2,TENM4,TGFB1,TGFB2,TGFB3,TGFBR1,TGFBR2,TNFRSF1B,TOX,TP63,TP73,TWF2,WIF1,WWTR1,XKR8,ZBTB1,ZBTB16,ZBTB7B,ZBTB7C,ZEB1,ZFYVE27,ZMIZ1,ZNF385A


			GO:BP			regulation of supramolecular fiber organization			GO:1902903			1.21E-07			95			ABL1,ACTN2,AEBP1,ANKRD23,APOE,APP,ARFIP2,ARHGEF10,ARHGEF10L,ARHGEF2,ARPC5,ARPIN,ASAP3,AVIL,BAIAP2L2,BIN1,CAPG,CAPZA1,CAPZA2,CCDC88A,CDC42EP3,CIB1,CKAP2,CKAP5,CLIP1,CLIP3,CLU,CORO1B,CORO2B,CRACD,CSF3,CYFIP2,CYRIB,DLC1,DSTN,EMILIN1,EPS8,ESAM,FCHSD1,FCHSD2,FER,FES,FHOD1,FHOD3,GBA2,GMFB,HCLS1,KANK3,LIMK1,LMOD2,MAP1A,MAP1B,MAP1S,MAPRE1,MET,MID1IP1,MKKS,NAV3,PAK3,PHLDB2,PIK3R2,PLEKHH2,PPM1F,PRKCD,PTK2B,RAPGEF3,RGCC,RHPN2,ROCK2,SLAIN2,SLIT2,SPEF1,SPTAN1,SPTB,SSH1,STMN2,SVIL,SWAP70,SYNPO2,SYNPO2L,TESK1,TGFB3,TGFBR1,TMEFF2,TMOD4,TMSB15A,TMSB15B,TPX2,TTC8,TWF1,TWF2,WASF1,WASF2,WDR47,WHAMM


			GO:BP			chromosome organization			GO:0051276			1.26E-07			139			ABL1,APITD1,ARHGEF10,ATM,ATR,AURKB,BCL7B,BLM,BRCA2,BRIP1,BUB1,BUB1B,CCNB1,CCNE2,CCT6A,CDC20,CDC45,CDC6,CDCA5,CDT1,CENPE,CENPH,CENPI,CENPT,CEP192,CHD1L,CHTF18,CTC1,CUL3,DCP2,DDX1,DDX3X,DLGAP5,DNMT1,EHMT2,EML4,ESCO1,ESPL1,EZH2,FANCD2,FANCM,FBXO5,FEN1,GEN1,GINS3,HJURP,INCENP,KAT2B,KIF11,KIF14,KIF15,KIF18A,KIF18B,KIF22,KIF23,KIF2A,KIF2C,KIF3B,KIF4A,KIFC1,MAPRE1,MASTL,MCM2,MCM3,MCM4,MCM5,MCM8,MEIOB,MND1,MRE11,MSH2,MSH4,MYBL2,NAA10,NAA50,NABP2,NASP,NAV2,NCAPD2,NCAPD3,NCAPG,NCAPG2,NCAPH,NDC1,NDC80,NEK2,NEK6,NSL1,NUF2,NUP107,NUP133,PARP3,PELO,PHB2,PHF13,PLK1,POT1,PRKCQ,PSMC3IP,PTGES3,PTTG1,RACGAP1,RAD21,RAD51,RECQL,RECQL4,RFC3,RFC5,RIF1,RMI2,RPA2,SGO1,SGO2,SLF1,SMARCA5,SMC2,SMC4,SMC6,SMG5,SPAG5,SPDL1,SPICE1,SRC,SUPV3L1,TASOR,TCF7L2,TEX14,TOP2A,TOP2B,TPRKB,TPX2,TREX1,TTK,UBE2C,WRN,ZNF827,ZRANB3,ZWILCH,ZWINT


			GO:BP			transmembrane receptor protein tyrosine kinase signaling pathway			GO:0007169			1.78E-07			138			ABL1,ADAMTS12,ADGRA2,ADRA2A,AFAP1L2,AGT,AGTR2,AKT1S1,AKT2,ANGPT2,ANGPTL1,APOD,ARHGEF2,BMP5,BTC,CAV2,CBL,CBLB,CCDC88A,CDK5R1,CHURC1,CILP,CPNE3,CREB3L1,CSPG4,CSRNP1,CYFIP2,DCN,DDR2,DLL1,DOK5,EFNA1,EFNB3,EFS,EGF,EMILIN1,EPHA3,EPHA4,EPHA7,EPHB2,EPHB3,EPHB4,ERBB2,ERBB3,EXT1,F3,FER,FES,FGF1,FGF18,FGF21,FGF9,FGFR1,FGFR4,FLRT3,FLT1,FOXO1,GAB1,GAREM1,GATA3,GFRA3,GHR,GKAP1,GRB10,HBEGF,HGF,HIP1,IGFBP4,IGFBP5,INSR,IRS3,KDR,KIT,LOC100511937,LOX,LYN,MAPK14,MAPKAPK2,MET,MMRN2,MSTN,MUSK,NEURL1,NFATC4,NGFR,NR4A3,NTF4,NTRK3,OGT,PDGFA,PDGFC,PDGFD,PDGFRA,PDK2,PDK4,PIK3R2,PIP4K2A,PIP4K2C,PLAT,PLCB1,PLCE1,PRKCD,PRKCQ,PRKCZ,PRKD1,PTK2B,PTPRA,PTPRJ,RAB7A,RAF1,RAPGEF1,RBPJ,ROBO1,ROR2,ROS1,SEMA6A,SGPL1,SHC1,SIPA1L1,SIRT2,SORT1,SOX9,SPRY2,SRC,SS18,STAT5B,SULF1,SULF2,SVEP1,TEK,TMEM204,TRIM72,TSPAN12,TYRO3,UBASH3B,ZBTB7B,ZFAND5,ZFYVE27


			GO:BP			organic substance biosynthetic process			GO:1901576			1.91E-07			1007			AARS1,AASDHPPT,ABCB6,ABCC5,ABHD3,ABHD4,ABHD5,ABLIM2,ABLIM3,ACACA,ACADM,ACADVL,ACAT1,ACO1,ACOT7,ACOT8,ACSBG1,ACSL1,ACSM4,ACSM5,ACSS1,ACSS2,ACTR3,ACVR1,ADAM8,ADCY2,ADCY3,ADCY4,ADCY6,ADCY9,ADNP,ADSL,AEBP1,AFAP1L2,AGT,AHR,AJUBA,AK1,AK3,AK5,AKNA,AKR1A1,AKT2,ALAS1,ALAS2,ALDH18A1,ALDH1A2,ALDOC,ALG10,ALG14,ALG8,ALG9,AMPD1,AMPD3,ANKRD1,ANKRD2,ANXA2,APIP,APLP1,APOE,APP,AQP11,ARHGEF2,ARNTL,ARX,ASAH1,ASL,ASNS,ASS1,ASXL3,ATAD2,ATF3,ATF4,ATF5,ATIC,ATM,ATOH8,ATP1B3,ATP2B4,ATP5F1A,ATP5F1B,ATP5IF1,ATP5MC1,ATP5MC3,ATP5ME,ATP5PO,ATP6,ATP7A,ATXN1,AURKB,AZIN2,B3GALNT1,B3GALT2,B3GNT3,B4GALT4,BAG3,BAMBI,BBS7,BCAS3,BCAT1,BCAT2,BCL11A,BCL3,BCL6,BCL9,BCORL1,BEND6,BHLHE41,BIN1,BLM,BMP5,BMP6,BMP7,BRCA1,BRCA2,BRD3,BRIP1,BZW2,C1QTNF3,C3,C7H6ORF125,CALCOCO1,CALR,CAMK2A,CAMTA2,CAPN3,CAPRIN2,CARF,CARNS1,CARS1,CASK,CAT,CBX2,CBX3,CBX4,CC2D1B,CCDC124,CCN1,CCNG1,CCNL1,CCNL2,CCNT2,CCPG1,CCT6A,CD200,CD40LG,CDCA7,CDCA7L,CDK14,CDK17,CDK5R1,CDON,CDS1,CEBPG,CENPF,CENPJ,CERKL,CHCHD1,CHCHD10,CHCHD2,CHD3,CHD6,CHEK1,CHPF,CHPT1,CHST1,CHST15,CHST3,CHSY1,CHTF18,CHURC1,CIB1,CIPC,CITED1,CKAP2,CKMT2,CKS2,CLIP3,CLU,CMPK2,CNOT6,CNOT6L,COL5A1,COPE,COPS5,COQ10A,COQ10B,COQ2,COQ3,COQ5,COQ6,COQ8A,COQ9,COX10,CPEB3,CPEB4,CPOX,CPS1,CREB3L1,CREB3L2,CREB5,CREBRF,CREM,CRY2,CRYL1,CRYM,CSDE1,CSF3,CSRNP1,CSRNP3,CTC1,CUL3,CUX2,CYP1A1,CYP27A1,CYP2R1,CYP7B1,DAB2,DAPK1,DBX1,DCAF6,DCAKD,DCN,DCP2,DCTPP1,DDR2,DDRGK1,DDX3X,DDX58,DEDD,DHCR24,DHCR7,DKK3,DLAT,DLD,DLL1,DMRT2,DNAJA3,DNAJC1,DNAJC17,DNAJC24,DNMT1,DNMT3B,DOT1L,DPF3,DPY19L3,DPY19L4,DSE,DTL,DUSP26,DVL1,DYRK1B,E2F1,E2F6,E2F7,E2F8,E4F1,EAF2,EBF1,EBF2,EBF3,EBF4,EDA,EEF1A1,EFCAB7,EFNA1,EFR3B,EGF,EGLN1,EGR1,EGR2,EGR3,EHMT2,EID1,EIF1,EIF2B3,EIF2B4,EIF2D,EIF2S2,EIF3J,EIF4A2,EIF4E3,EIF4EBP1,EIF4G1,EIF4G3,ELF4,ELK3,ELK4,ELL2,ELOB,ELOC,ENC1,ENG,EPAS1,EPCAM,ERBB2,ERBIN,ESR1,ESRRA,ESRRG,ETF1,ETV1,ETV5,EXT1,EXT2,EXTL1,EXTL2,EZH2,EZR,FADS1,FADS2,FAM3C,FANCA,FANCD2,FARSA,FBP2,FER,FGF1,FGF9,FGFR4,FGGY,FHL2,FHL3,FHL5,FHOD1,FIBIN,FITM1,FLAD1,FLOT2,FMR1,FNIP1,FOS,FOXA3,FOXJ1,FOXM1,FOXN3,FOXO1,FOXP2,FRAS1,FST,FXR1,FXR2,FZD2,GAL3ST4,GALNT10,GALNT15,GALNT17,GALNT2,GALNT5,GALNT7,GAMT,GAPDH,GARS1,GART,GATA2,GATA3,GATB,GCLC,GCNT1,GFPT1,GFPT2,GGT5,GINS3,GK,GLCE,GLI2,GLI3,GLUL,GMDS,GOT1,GPAT2,GPAT4,GPD1,GPI,GPR37,GPS2,GSPT2,GTF2IRD1,GTF3C6,GUCA1B,GUCY1A1,GXYLT2,GYG1,GYS1,HADHB,HBS1L,HCLS1,HDAC10,HDGFL2,HES6,HEY2,HGF,HHAT,HHATL,HIC1,HIF3A,HIVEP1,HIVEP2,HLTF,HMGCR,HMMR,HOXA3,HOXA5,HR,HS2ST1,HS6ST1,HS6ST2,HSD17B10,HSD3B1,HSF1,HSF4,HTATIP2,ICMT,IER2,IGFBP5,IGSF1,IKBKG,IL15,IL18,IL4I1,IMPDH1,INPP4A,INPP4B,INSR,IRAK1,IRAK2,IRF5,IRF9,ITGA6,ITM2A,JADE2,JADE3,JMJD1C,JUNB,KAT2B,KBTBD8,KDM1A,KDM7A,KDM8,KDR,KEAP1,KHDRBS1,KIT,KLF13,KLF4,KLHL17,LARGE1,LARGE2,LARP4,LDB2,LEPR,LGALS4,LGR4,LIAS,LIG1,LIN37,LIN54,LIPE,LIPG,LMCD1,LMO1,LMO2,LOC100513741,LOC100517129,LOC100520512,LOC100522551,LOC100525350,LOC100623035,LOC100737755,LOC102158443,LOC102163847,LOC110255204,LOC110258620,LOC110259371,LOX,LPCAT1,LPCAT3,LPIN1,LPIN3,LRP8,LRRC7,LRRFIP1,LRRFIP2,LSS,LTC4S,LUM,LYAR,MAF1,MAFF,MAFK,MAGEH1,MAML3,MAP2K2,MAP3K10,MAP3K13,MAPK14,MAPK8IP1,MARS1,MAT2A,MAVS,MBD2,MBD3,MBTD1,MDH2,MDK,MDM2,MED15,MED8,MEF2A,MEF2C,MEF2D,MEIS3,MEOX2,MET,METTL17,MFSD2A,MGA,MGAT5,MID1IP1,MITF,MKX,MLIP,MLXIP,MLXIPL,MMUT,MN1,MOCOS,MOCS1,MOSPD1,MOXD1,MPI,MRI1,MRPL15,MRPL16,MRPL2,MRPL24,MRPL35,MRPL43,MRPS17,MRPS18A,MRPS18B,MRPS27,MRPS35,MRPS5,MRPS9,MSC,MSI1,MSMO1,MSTN,MTA3,MTDH,MTERF3,MTG1,MTHFD1L,MTHFR,MTRF1,MVK,MXD3,MYBL1,MYBL2,MYCN,MYEF2,MYF5,MYF6,MYOZ1,NAMPT,NCAPG2,NCOA2,NDN,NDUFA9,NDUFAB1,NECAB3,NEK2,NEK4,NEURL1,NFATC1,NFATC3,NFATC4,NFE2L1,NFE2L2,NFE2L3,NFIB,NFIL3,NFKBIA,NFKBIB,NFKBIL1,NFXL1,NGFR,NIBAN1,NIBAN2,NLN,NME4,NME6,NMI,NMT1,NOC2L,NOCT,NOL4L,NONO,NOS1,NOS3,NOSTRIN,NOTCH2,NOTCH3,NOXRED1,NPAS3,NPC1,NPM3,NR0B2,NR1D2,NR1H2,NR1I3,NR2F1,NR2F6,NR4A3,NR5A2,NSD2,NT5E,NUP107,OAT,ODC1,OGT,ORMDL1,ORMDL2,OSTC,OTC,OXSM,PABPC1,PAICS,PAIP1,PANK3,PANK4,PARK7,PARM1,PARP3,PARP9,PASK,PATL1,PATZ1,PBX3,PBX4,PC,PCBD1,PCBD2,PCBP1,PCLAF,PCSK5,PCYT1B,PDCD4,PDGFA,PDHA1,PDHB,PDHX,PDK2,PDK4,PER1,PER2,PEX2,PFKM,PGK1,PHB2,PHF1,PHF19,PHF21A,PHKG1,PHLDA1,PIAS3,PIGA,PIGQ,PIK3C2A,PIK3R2,PINK1,PIP4K2A,PIP4K2C,PIR,PITHD1,PKD2,PKIG,PKM,PLA2G4A,PLAG1,PLAGL1,PLCB1,PLCE1,PLCG2,PLD1,PLD2,PLK1,PLK3,PLOD2,PLPP3,PMM1,PNPLA2,POGK,POGLUT2,POLA1,POLA2,POLD1,POLD2,POLDIP2,POLE2,POLG,POLH,POLL,POLR2F,POLR2G,POLR2J,POLR3A,POLR3D,POLR3GL,POLR3H,POT1,POU6F1,PPARA,PPARGC1A,PPARGC1B,PPAT,PPIP5K1,PPM1A,PPM1F,PPP1R15A,PPP1R1B,PPP1R3A,PPP1R3B,PPP1R3C,PPP1R3D,PPP1R3G,PPP3CA,PPP3CB,PPTC7,PRDM1,PRDM5,PRDX3,PRIM2,PRKAB2,PRKAG1,PRKAG3,PRKCD,PRKCH,PRKCI,PRKCQ,PRKD1,PRPS1,PRTFDC1,PSAP,PSIP1,PSMC3,PSMC3IP,PSMC5,PTDSS1,PTGES2,PTGES3,PTK2B,PTPMT1,PTPRK,PTPRN,PXK,PXYLP1,PYCR2,RAD21,RAF1,RAMP1,RAP2C,RB1CC1,RBBP8,RBM15,RBP1,RBPJ,RCOR1,RCOR2,REST,REV3L,RFC3,RFC5,RFX7,RGCC,RGMA,RGS14,RHEBL1,RIF1,RNF14,RNF2,RORA,RPS6KA1,RPS6KA3,RPS6KB2,RUNX1T1,RWDD1,RXRG,RYBP,SAFB2,SALL2,SAP130,SARS1,SAV1,SCAI,SCARB1,SCMH1,SCML2,SCRT1,SELENOI,SENP1,SERTAD1,SESN2,SETD7,SFMBT2,SFR1,SFRP2,SHC1,SHFL,SIRT2,SLC1A3,SLC24A5,SLC27A1,SLC2A10,SLC37A4,SLC38A1,SLC38A3,SLC4A7,SMAD2,SMAD9,SMARCA5,SMO,SMPD1,SMYD2,SOAT1,SOX11,SOX9,SPHK1,SPI1,SPINDOC,SPP1,SPR,SPTLC1,SPTY2D1,SQLE,SQSTM1,SRBD1,SRC,SRD5A1,SREBF2,SRF,SRI,SS18,SSBP4,SSU72,ST3GAL5,ST6GALNAC2,ST6GALNAC3,STAT1,STAT5B,STING1,STK3,STOX1,STOX2,STT3A,SUPT16H,TAF11,TAF12,TAF9B,TASOR,TBC1D14,TBL1XR1,TBPL1,TBX15,TBX18,TCF12,TCF3,TCF4,TCF7L1,TCF7L2,TEAD1,TEAD2,TEAD4,TET3,TFEB,TFRC,TGFB1,TGFB2,TGFB3,TGFBR1,THAP11,THOC5,TIA1,TIMELESS,TLR9,TM7SF2,TMEFF2,TMEM9B,TMTC2,TMTC3,TMTC4,TNFRSF11A,TNFRSF1B,TNIP1,TOP2A,TOP2B,TOX3,TP53INP2,TP63,TP73,TPI1,TRAF3,TRAF5,TRAIP,TREX1,TRPC1,TRUB2,TSC22D1,TSC22D3,TSHZ3,TTC21B,TTC5,TUFM,TUSC3,UGCG,UGDH,UGGT1,UGGT2,UGP2,UHRF1,ULK1,USF2,USP13,USP2,UXS1,VARS2,VCP,VIM,WDR43,WDR45,WDR77,WDTC1,WRN,WWC2,WWP1,WWTR1,XYLT2,YBX3,YEATS2,YWHAQ,YWHAZ,ZBTB1,ZBTB12,ZBTB16,ZBTB20,ZBTB7A,ZBTB7B,ZBTB7C,ZBTB8A,ZDHHC20,ZEB1,ZEB2,ZER1,ZFHX4,ZFP30,ZFP37,ZFPM2,ZHX2,ZIC3,ZKSCAN4,ZKSCAN7,ZMIZ1,ZMYM2,ZNF114,ZNF135,ZNF142,ZNF175,ZNF180,ZNF235,ZNF26,ZNF260,ZNF280C,ZNF287,ZNF300,ZNF322,ZNF329,ZNF333,ZNF358,ZNF367,ZNF385A,ZNF395,ZNF396,ZNF423,ZNF503,ZNF518A,ZNF521,ZNF524,ZNF536,ZNF567,ZNF568,ZNF608,ZNF624,ZNF628,ZNF641,ZNF692,ZNF703,ZNF704,ZNF711,ZNF76,ZNF768,ZNF827,ZNF865,ZNF879,ZSCAN12,ZSCAN31,ZXDC


			GO:BP			embryo development			GO:0009790			2.18E-07			235			ABL1,ACSL4,ACVR1,ADCY9,ADM,ALDH1A2,AMOT,APAF1,APBA3,ASB2,ASF1B,ATF4,ATM,ATOH8,BCR,BMP7,BRCA1,BRCA2,CC2D2A,CCDC40,CCN1,CCNB1,CCNB2,CDON,CHEK1,CHRD,CHRNA10,CITED1,COL11A1,COL12A1,COL2A1,COL5A1,COL5A2,CPLANE1,CPLANE2,CPT2,CRABP2,CTHRC1,CUL3,CUL4A,DCHS1,DLL1,DMRT2,DNMT1,DUSP1,DVL1,E2F7,E2F8,E4F1,EDNRA,EFNA1,EGLN1,EIF2S2,EMG1,ENDOG,ENG,EPAS1,EPHB2,EXT1,FBN1,FBN2,FBXW8,FGF9,FKBP10,FLRT3,FN1,FREM2,FZD2,GATA2,GATA3,GDF9,GJA1,GLI2,GLI3,GPC3,GPI,GPR161,HEY2,HOXA3,HOXA5,HS2ST1,HS6ST1,IFT140,IFT57,INSR,INTU,ITGA2,ITGA4,ITGA5,ITGAV,ITGB1,ITGB4,JUNB,KBTBD8,KCNQ4,KDR,KEAP1,KIAA1217,KIF20A,KIF20B,KIT,KLF4,KRT8,LAMA3,LAMA4,LAMB1,LAMB3,LFNG,LIAS,LNPK,LOC100736765,LRIG3,LRP4,LUZP1,MAFF,MAN2A1,MAP3K20,MBD3,MBTD1,MDFI,MEIS3,MEOX2,MFAP2,MFN2,MFNG,MIB1,MKS1,MMP14,MMP16,MMP2,MSH2,MTHFD1L,MTHFR,MYCN,MYF5,MYF6,MYO18B,MYO7A,NCAPG2,NEK2,NFE2L2,NMT1,NOCT,NOS3,NOTCH2,NUP133,PBX3,PBX4,PCDH12,PCSK5,PDGFC,PDGFRA,PELO,PGAP1,PHLDB2,PKD2,PKDCC,PLCB1,PLCG1,PLPP3,PLXNA2,PRDM1,PRELID2,PRKAR1A,PTH1R,PTK7,RAD51B,RBBP8,RBPJ,RCN1,RECK,RGMA,RIPOR2,RNF2,RNF207,RSPO3,SALL2,SBDS,SEC24D,SFRP2,SH3PXD2A,SHROOM3,SLC2A10,SLC35E2,SLC39A1,SLITRK6,SMAD2,SMO,SOX11,SOX9,SPRY2,SRF,STK3,STOX1,STOX2,SULF1,SULF2,TANC2,TAPT1,TASOR,TBX18,TCAP,TEAD1,TEAD2,TEAD4,TENM4,TET3,TGFB1,TGFB2,TGFBR1,TGFBR2,TMEM107,TMEM231,TOP2A,TP63,TTC39C,TTLL1,TULP3,TXNRD1,UGDH,USH1C,VASH1,VASH2,WDR19,WDR48,WDTC1,WHRN,YBX3,YEATS2,ZBTB16,ZEB1,ZFAND5,ZFPM2,ZIC3,ZMIZ1


			GO:BP			cell projection assembly			GO:0030031			2.18E-07			134			ABL1,ABLIM2,ABLIM3,ACTN2,ACTR3,AJUBA,ANLN,ARHGEF26,ARHGEF6,ARMC9,BBS2,BBS5,BBS7,CC2D2A,CCDC40,CCDC65,CCDC88A,CCP110,CDC14B,CDC42EP3,CENPJ,CEP131,CFAP20,CNTROB,CORO1C,CPLANE1,CPLANE2,CROCC,CSPG4,DCX,DEF8,DISC1,DNAAF5,DRC1,DYNC2I2,DYNLL1,DZIP1,EHD4,EMP3,EPS8,EPS8L2,EZR,FAM98A,FBF1,FER,FGD1,FMR1,FNBP1L,FOXJ1,FSCN1,FXR1,FXR2,IFT122,IFT140,IFT43,IFT46,IFT57,IFT80,IFT88,INTU,IQCB1,ITGB4,KIAA0586,KIF24,KIF27,KIF3A,KIF3B,KIT,MAK,MAPRE1,MKKS,MKS1,MNS1,MPHOSPH9,MSTN,MYO10,NEK1,NEURL1,NUDCD3,ODAD4,ODF2,OFD1,PARVA,PARVB,PLCE1,PLD1,PLEKHM1,POC1A,POC1B,PODXL,PRKCD,RABEP2,RAC2,RCC2,RHOD,RIPOR2,S1PR1,S1PR2,SEPTIN2,SEPTIN6,SEPTIN7,SEPTIN9,SLIT2,SPEF1,SPEF2,SRC,SRF,SRGAP2,SSX2IP,STK26,TAPT1,TCTN3,TEKT1,TESK1,TGFBR1,TMEM107,TMEM231,TMEM67,TRAF3IP1,TTC26,TTC39C,TTC8,TTLL1,TWF1,TWF2,TXNDC15,VAV2,VDAC3,WASF2,WDR19,WDR35,WHAMM,WWTR1,ZNF423


			GO:BP			regulation of angiogenesis			GO:0045765			2.26E-07			71			ABL1,ADGRA2,ADGRB2,ADGRB3,ADM,AMOT,ANGPT2,ATP2B4,BMPER,BRCA1,C3,CHI3L1,CREB3L1,DCN,DLL1,EFNA1,EGLN1,EMILIN1,EMILIN2,ENG,ENPP2,F3,FGF1,FGF18,FLT1,GAB1,GATA2,HK2,HOXA5,HSPB6,HTATIP2,ITGA5,ITGB1,KDR,KLF4,MDK,MTDH,NAXE,NF1,NOS3,PAK4,PGK1,PKM,PLXND1,PRKD1,PTK2B,RAPGEF3,RECK,RGCC,ROCK2,RRAS,SARS1,SEMA3E,SEMA6A,SERPINE1,SFRP2,SPARC,SPHK1,SPRY2,STAB1,STAT1,SULF1,TEK,TGFB2,TGFBR2,THBS2,THBS4,TNMD,TSPAN12,VASH1,VASH2


			GO:BP			negative regulation of developmental process			GO:0051093			2.32E-07			177			ABCA5,ADAMTS12,ADAMTS7,ADGRB2,ADGRB3,ALPK2,AMOT,ANGPT2,APP,ASPN,ATP2B4,BAMBI,BBS12,BCL11A,BCL6,BCL7B,BCR,BHLHE41,BMP7,BNIP3,CALR,CCN3,CCN4,CCNB1,CCNB2,CHRD,CIB1,CITED1,CNTN4,COL5A1,COL5A2,CREB3L1,CTNNA1,CUL4A,DACT3,DCN,DIP2B,DLL1,DNMT1,DPYSL5,DUSP10,E2F1,EAF2,EFNA1,EFNB3,EMILIN1,EPHA4,EPHA7,EPHB2,ERBB2,EZH2,FBN1,FOXJ1,FST,GATA2,GATA3,GDF11,GLI2,GLI3,GPS2,HEY2,HOXA5,HPN,HSPA9,IGFBP5,IL17RD,IL18,INPP5F,IQCB1,ITGAV,ITGB1,KIT,KLF13,KLF4,KLHL12,LRP4,LTBP3,LYN,MBNL3,MDK,MIB1,MSTN,MUL1,MYCN,MYOZ1,NANS,NAXE,NFATC1,NFATC3,NFATC4,NFE2L2,NFIB,NFKBIA,NGFR,NOCT,NOS3,OMA1,PARP3,PDCD4,PGK1,PI16,PIAS3,PINK1,PLPP7,PLXNA3,PPARA,PPP3CA,PTK2B,PTN,PTPRS,RAPGEF3,RBM15,RBPJ,REST,RGCC,RGMA,ROCK2,RORA,S1PR3,SARS1,SAV1,SDHAF2,SEMA3E,SEMA3G,SEMA4F,SEMA5B,SEMA6A,SEMA6C,SEMA7A,SERPINE1,SFRP2,SIRT2,SMO,SORT1,SOX11,SOX9,SPARC,SPART,SPI1,SPRY2,STAB1,STAT1,STAT5B,STK11,STK3,SULF1,TEK,TFRC,TGFB1,TGFB2,TGFBR1,THBS2,THBS4,TMEM53,TMEM98,TNMD,TP63,TP73,TRIM72,TRIO,TSKU,UBASH3B,VASH1,VASN,VAT1,VHL,WDR77,WWC2,WWTR1,YBX3,ZBTB16,ZBTB7B,ZEB1,ZFP91,ZFPM2,ZHX2,ZNF536


			GO:BP			collagen fibril organization			GO:0030199			2.42E-07			27			ADAMTS12,ADAMTS14,ADAMTS2,ADAMTS7,AEBP1,ANXA2,COL11A1,COL11A2,COL1A2,COL2A1,COL3A1,COL5A1,COL5A2,DDR2,EMILIN1,EXT1,FKBP10,FMOD,LOX,LOXL1,LOXL4,LUM,P3H4,PXDN,SFRP2,TGFB2,TGFBR1


			GO:BP			regulation of neurogenesis			GO:0050767			2.49E-07			80			ANXA2,BHLHB9,BHLHE41,BIN1,BMP7,CAPRIN2,CRABP2,CTNNA1,CUL7,CUX2,DIP2B,DISC1,DLL1,DPYSL5,EFNB3,EGR2,EPHA7,EPHB2,EZH2,FBXW8,FN1,GLI3,HES6,HEY2,HLTF,IL6ST,ITGB1,JADE2,KDM1A,LIMK1,LRP4,LRP8,MAN2A1,MAP3K13,MAP6,MDK,MYCN,NEFL,NEURL1,NFATC4,NIN,NUMBL,OBSL1,PLAG1,PLXNA1,PLXNA2,PLXNA3,PLXNB3,PLXND1,PPP3CA,PRKCH,PRKCI,PTN,PTPRD,PTPRS,RASSF10,REST,RHEB,RND2,ROBO1,SEMA3E,SEMA3G,SEMA4F,SEMA5B,SEMA6A,SEMA6C,SEMA7A,SERPINE2,SLITRK1,SMO,SOX11,SPART,SRF,STK11,TENM4,TGFB1,TMEM98,TNFRSF1B,TWF2,ZFYVE27


			GO:BP			response to oxygen-containing compound			GO:1901700			2.49E-07			247			ABL1,ABL2,ACACA,ACTN2,ADAM15,ADCY3,ADCY6,ADRA2A,AGRN,AGTR2,AHR,AKAP6,AKR1A1,AKT2,ALAS1,ALDH1A1,ALDH1A2,ANKRD1,ANO1,APLP1,APOD,APP,ARHGEF2,ATF4,ATM,ATP1A2,ATP2B4,BAIAP3,BCR,BLM,BMP6,BRCA1,C2CD2L,CACNB1,CALCRL,CAMK2A,CASP9,CAT,CAV2,CCL19,CD14,CD80,CDT1,CITED1,CMPK2,COL16A1,COL1A2,COL5A2,CPEB3,CPEB4,CPS1,CRY2,CTNNA1,DAPK1,DNMT1,DUSP10,ECHDC3,EDNRA,EGLN1,EGR1,EHMT2,EPHA3,EPHA4,EPS8,ERBIN,ESR1,EXT1,EZH2,EZR,FAM210B,FBXO32,FER,FES,FIBIN,FOS,FOXO1,FYN,GHR,GKAP1,GNAI3,GNB5,GOT1,GPD1,GPR173,GPR37,GRAMD1C,GRB10,GRIN3A,HADHB,HGF,HOMER1,HOMER2,IGFBP5,IL12RB2,IL18,INSR,IRAK1,IRAK2,IRF5,IRS3,ITGA4,KAT2B,KCNB1,KLF4,KLF9,LIAS,LOC100511937,LPIN1,LPIN3,LRP11,LRRK2,LYN,MAN1A1,MAP4K1,MAPK14,MAPKAPK2,MDM2,MET,MLXIPL,MMP2,MN1,MPC2,MRC1,MSTN,MTDH,NCOA2,NDUFS4,NET1,NEURL1,NFE2L2,NFKBIA,NFKBIB,NFKBIL1,NGFR,NOCT,NOS1,NOS3,NQO1,NR4A3,NSG1,NT5E,NUDT15,OGT,OSER1,P2RX5,PARK7,PCSK9,PDCD4,PDE3A,PDE4B,PDGFC,PDGFD,PDGFRA,PDK2,PDK4,PER1,PIK3R2,PINK1,PIP4K2A,PIP4K2C,PKD2,PLAA,PLCB1,PLCG2,PLK3,POSTN,PPARGC1B,PPIF,PPP1R1B,PPP3CB,PRDX3,PRKCD,PRKCI,PRKCQ,PRKCZ,PRKD1,PTK2B,PTK7,PTPRA,PTPRK,PTPRN,RAB10,RAD51,RAF1,RAP1GDS1,RAPGEF3,RDH11,RDH12,ROCK2,ROMO1,RORA,RPS6KA3,RRAGD,SCARB1,SDK1,SERPINE1,SESN1,SESN2,SGK1,SHC1,SHPK,SIRT2,SLC1A3,SLC26A6,SLC27A1,SLC38A2,SLIT2,SLIT3,SMAD2,SMO,SOD3,SORT1,SOX9,SPHK1,SPI1,SPIDR,SPP1,SRC,SRI,SSH1,STAT5B,STK26,TEAD2,TGFB2,TGFB3,TGFBR1,TGFBR2,TIMELESS,TNFRSF11A,TNFRSF1B,TNIP1,TPM1,TREX1,TRIM72,TWF2,UBR2,UCP3,UMODL1,VCAM1,VCP,VIM,WDR83,WDTC1,ZBTB20,ZBTB7B,ZEB1,ZNF703


			GO:BP			small molecule biosynthetic process			GO:0044283			2.63E-07			130			AASDHPPT,ABHD3,ACACA,ACADM,ACADVL,ACAT1,ACOT7,ACSBG1,ACSM4,ACSM5,AKR1A1,ALDH18A1,ALDH1A2,ALDOC,APIP,APOE,ASAH1,ASL,ASNS,ASS1,ATF3,ATF4,ATP2B4,BCAT1,BCAT2,BMP5,BMP6,BRCA1,C1QTNF3,CARNS1,CDS1,CHST15,COQ10A,COQ10B,COQ2,COQ3,COQ5,COQ6,COQ8A,COQ9,CYP1A1,CYP27A1,CYP2R1,CYP7B1,DCTPP1,DHCR24,DHCR7,DKK3,EGR1,FADS1,FADS2,FAM3C,FBP2,FGF1,FGFR4,FOXO1,GAMT,GGT5,GLUL,GOT1,GPD1,GPI,HADHB,HMGCR,HSD17B10,KAT2B,LEPR,LIAS,LIPE,LIPG,LOC100525350,LPCAT1,LPCAT3,LSS,LTC4S,MDH2,MID1IP1,MLXIPL,MOXD1,MRI1,MTHFD1L,MTHFR,MVK,NDUFA9,NDUFAB1,NLN,NOXRED1,NR1H2,NT5E,OAT,OGT,OTC,OXSM,PARK7,PC,PCBD1,PCBD2,PDK2,PDK4,PGK1,PLA2G4A,PLCG2,PLOD2,PPARA,PPARGC1A,PPIP5K1,PPTC7,PRKAB2,PRKAG1,PRPS1,PRTFDC1,PTGES2,PTGES3,PTK2B,PXK,PYCR2,RBP1,REST,SESN2,SLC1A3,SLC37A4,SLC38A1,SPHK1,SPR,SPTLC1,TM7SF2,TPI1,UGDH,WDTC1,ZNF692


			GO:BP			response to wounding			GO:0009611			2.72E-07			104			ABI3BP,ADIPOR2,ADRA2A,ADRA2C,AJUBA,ANO2,ANXA2,APOD,APOE,ARHGEF19,ARHGEF2,ARL8B,BLOC1S4,CASK,CCN1,CCN4,CD109,CD151,CD40LG,CD44,CD9,COL3A1,COL5A1,CORO1B,DCBLD2,DST,DTNBP1,EDNRA,ELK3,EMILIN2,EPHA4,EPHB2,ERBB2,EXT1,F3,F8,FBLN1,FERMT3,FGF1,FGFR1OP2,FKBP10,FN1,FUNDC2,GATA2,HABP2,HBEGF,INPP5F,ITGA5,ITGB1,ITGB4,ITGB6,KDR,KLF4,LNPK,LYN,MACF1,MCAM,MDK,MYH2,MYOF,MYOZ1,NEFL,NFE2L2,NOTCH2,P2RY1,PDGFA,PDGFRA,PDPN,PHLDB2,PLA2G4A,PLCG2,PLPP3,PPARA,PPL,PRCP,PRKCD,PRKCQ,PROS1,PRSS56,PTK7,PTPRS,RAB3A,RGMA,SCARF1,SDC1,SERPINE1,SERPINE2,SLC1A3,SMPD1,SRF,STXBP1,SULF2,TFPI,TGFB2,TIMP1,TMEFF2,TNC,TNFRSF12A,TRIM72,TSKU,TYRO3,UBASH3B,VASH1,WDR83


			GO:BP			organonitrogen compound catabolic process			GO:1901565			2.76E-07			271			AASDHPPT,ABHD17C,ACAT1,ACE,ACOT7,ADAM8,ADAMTS12,ADAMTS7,ADHFE1,ADRA2A,ALDH1L2,ALDH4A1,ALDH6A1,ANKIB1,ANPEP,ANXA2,APOE,APPBP2,AQP11,ARAF,ARIH2,ASAH1,ASB11,ASB2,ASB5,ATM,ATP2B4,ATP5IF1,ATXN3,AUP1,AZIN2,BBS7,BCAP31,BCAT2,BCKDHA,BCKDHB,BLVRB,BNIP3,BNIP3L,C1H18ORF25,CACHD1,CAPN3,CBL,CBLB,CCDC47,CCNF,CD44,CDC20,CEMIP2,CHPT1,CKB,CLPX,CLU,CPQ,CRBN,CTSA,CTSC,CTSL,CTSW,CTSZ,CUL3,CUL4A,CUL4B,CUL5,CUL7,CYP1A1,DAB2,DCAF11,DCTPP1,DDI1,DDO,DDRGK1,DEDD,DISC1,DLD,DLST,DNAJB2,DNAJB9,DNAJC18,DTL,DVL1,ECPAS,EFNA1,EGF,EGLN1,ELOC,ENC1,ENOSF1,ENPP2,ENTPD7,EPHA4,ERAP1,ERAP2,ETFA,ETFB,EXT1,EZR,FAH,FAM83D,FAP,FBXL21,FBXL4,FBXL7,FBXO31,FBXO9,FBXW5,FBXW8,FOXO1,FOXRED2,FYN,GBA2,GGA1,GGT5,GOT1,GPC3,GPT2,GSTZ1,GUSB,HECTD3,HERC6,HIBADH,HMGCR,HMMR,HSD17B10,HSPA5,IDE,IER3,IL4I1,ITSN1,KCTD6,KEAP1,KIF14,KLHDC3,KLHL15,KLHL3,KLHL42,KYAT3,LONP2,LPCAT1,LRRK2,LVRN,LYVE1,MAN1A1,MARCHF2,MCCC2,MDM2,MIB1,MOXD1,NEDD4L,NFE2L2,NOS1,NOS3,NPLOC4,NQO1,NRDC,NSFL1C,NT5C1A,NT5E,NT5M,NUDT12,NUDT15,OAT,OGT,OMA1,OPHN1,OTC,OTUD7A,PACSIN3,PARK7,PBK,PCSK9,PCYOX1,PCYOX1L,PDE4B,PDE4D,PDE9A,PITHD1,PJA1,PLA2G4A,PLAA,PLK1,PLK3,PRKCD,PSMA3,PSMA5,PSMB1,PSMB6,PSMB8,PSMB9,PSMC1,PSMC2,PSMC3,PSMC5,PSMD1,PSMD11,PSMD14,PSMD3,PSMD4,PTK2B,RAB7A,RAD23A,RCN3,RGMA,RNF123,RNF14,RNF144A,RNF144B,RNF149,RNF150,RNF165,RNF217,RYBP,SAMHD1,SCARB1,SEL1L,SERPINE2,SGPL1,SGSH,SH3RF2,SIRT2,SKP2,SLC25A44,SMOX,SMPD1,SMPDL3A,SMPDL3B,SMURF1,SOX9,SPSB2,STUB1,TCIRG1,TET3,TIMP1,TMEM259,TMEM67,TMEM9,TMTC3,TNFRSF1B,TP53INP2,TRIM72,UBA6,UBA7,UBD,UBE2C,UBE2D4,UBE2Z,UBL7,UBR2,UBR3,UBXN1,UBXN7,UCHL3,UGGT1,UHRF1,USP1,USP13,USP18,USP19,USP2,USP24,USP25,USP28,USP34,VCP,VHL,VPS37A,WDR91,WWP1,WWTR1,XPO1,ZYG11B


			GO:BP			regulation of trans-synaptic signaling			GO:0099177			3.10E-07			93			ABL1,ACE,ADORA2A,ADRA2A,APOE,APP,ATAD1,ATF4,BAIAP3,BCR,CACNG7,CASK,CDC20,CDH11,CDH2,CLSTN2,CLSTN3,CNR1,CUX2,DLG4,DLGAP4,DNM1,DTNBP1,DVL1,EGLN1,EPHA4,EPHB2,FYN,GLO1,GRID2,GRIK2,GRIN2D,GRIN3A,GRM4,GRM7,HOMER1,HOMER3,HRH1,ICMT,IGSF11,ITGB1,ITPR3,KCNB1,LRFN2,LRP8,LRRC4,LRRC4C,LRRK2,NEURL1,NFATC4,NLGN3,NPTX2,NTF4,OPHN1,PCDH17,PINK1,PLCB1,PLCG1,PLCL1,PLCL2,PLPPR4,PNKD,PPP1R9A,PPP3CA,PREPL,PRKAR1B,PRRT2,PTN,PTPRA,PTPRD,PTPRS,PXK,RAB3A,RASGRF2,RGS14,RIMS1,S1PR2,SERPINE2,SLC1A3,SLC24A1,SLC38A1,SLC8A3,SNCG,SQSTM1,SRF,STXBP1,STXBP5,SYN1,SYNGR1,SYT12,TMEM25,VHL,ZER1


			GO:BP			modulation of chemical synaptic transmission			GO:0050804			3.10E-07			93			ABL1,ACE,ADORA2A,ADRA2A,APOE,APP,ATAD1,ATF4,BAIAP3,BCR,CACNG7,CASK,CDC20,CDH11,CDH2,CLSTN2,CLSTN3,CNR1,CUX2,DLG4,DLGAP4,DNM1,DTNBP1,DVL1,EGLN1,EPHA4,EPHB2,FYN,GLO1,GRID2,GRIK2,GRIN2D,GRIN3A,GRM4,GRM7,HOMER1,HOMER3,HRH1,ICMT,IGSF11,ITGB1,ITPR3,KCNB1,LRFN2,LRP8,LRRC4,LRRC4C,LRRK2,NEURL1,NFATC4,NLGN3,NPTX2,NTF4,OPHN1,PCDH17,PINK1,PLCB1,PLCG1,PLCL1,PLCL2,PLPPR4,PNKD,PPP1R9A,PPP3CA,PREPL,PRKAR1B,PRRT2,PTN,PTPRA,PTPRD,PTPRS,PXK,RAB3A,RASGRF2,RGS14,RIMS1,S1PR2,SERPINE2,SLC1A3,SLC24A1,SLC38A1,SLC8A3,SNCG,SQSTM1,SRF,STXBP1,STXBP5,SYN1,SYNGR1,SYT12,TMEM25,VHL,ZER1


			GO:BP			regulation of axonogenesis			GO:0050770			3.14E-07			41			CDH2,CRABP2,DIP2B,EFNA1,EFNB3,EPHA4,EPHA7,EPHB2,EPHB3,FN1,LIMK1,LRP4,LRRC4C,MAP3K13,MAP6,NEFL,NIN,PLXNA1,PLXNA2,PLXNA3,PLXNB3,PLXND1,PTPRS,RND2,ROBO1,RUFY3,SEMA3E,SEMA3G,SEMA4F,SEMA5B,SEMA6A,SEMA6C,SEMA7A,SIPA1L1,SLITRK1,SPART,SRF,STK11,TWF2,UST,ZFYVE27


			GO:BP			mitotic sister chromatid segregation			GO:0000070			3.23E-07			62			ARHGEF10,ATM,AURKB,BUB1,BUB1B,CCNB1,CDC20,CDCA5,CDT1,CENPE,CEP192,CUL3,EML4,ESPL1,FBXO5,GEN1,INCENP,KAT2B,KIF11,KIF14,KIF15,KIF18A,KIF18B,KIF22,KIF23,KIF2A,KIF2C,KIF3B,KIF4A,KIFC1,MAPRE1,MYBL2,NAA10,NAA50,NCAPD2,NCAPD3,NCAPG,NCAPG2,NCAPH,NDC80,NEK2,NSL1,NUF2,PHF13,PLK1,PTTG1,RACGAP1,RAD21,SGO1,SGO2,SLF1,SMARCA5,SMC2,SMC4,SPAG5,SPDL1,SPICE1,TEX14,TPX2,TTK,ZWILCH,ZWINT


			GO:BP			regulation of vasculature development			GO:1901342			3.45E-07			71			ABL1,ADGRA2,ADGRB2,ADGRB3,ADM,AMOT,ANGPT2,ATP2B4,BMPER,BRCA1,C3,CHI3L1,CREB3L1,DCN,DLL1,EFNA1,EGLN1,EMILIN1,EMILIN2,ENG,ENPP2,F3,FGF1,FGF18,FLT1,GAB1,GATA2,HK2,HOXA5,HSPB6,HTATIP2,ITGA5,ITGB1,KDR,KLF4,MDK,MTDH,NAXE,NF1,NOS3,PAK4,PGK1,PKM,PLXND1,PRKD1,PTK2B,RAPGEF3,RECK,RGCC,ROCK2,RRAS,SARS1,SEMA3E,SEMA6A,SERPINE1,SFRP2,SPARC,SPHK1,SPRY2,STAB1,STAT1,SULF1,TEK,TGFB2,TGFBR2,THBS2,THBS4,TNMD,TSPAN12,VASH1,VASH2


			GO:BP			regulation of catabolic process			GO:0009894			3.59E-07			196			ABHD5,ADAM8,ADRA2A,AIFM1,AKT2,ANKIB1,ANXA2,APAF1,APOE,APP,AQP11,ARAF,ARIH2,ASB11,ASB5,ATM,ATP2B4,ATXN3,AZIN2,BAG3,BBS7,BCAP31,BNIP3,BNIP3L,CALCOCO2,CALCR,CARHSP1,CBLB,CKB,CLU,CNOT6,CNOT6L,CPEB3,CSDC2,CSDE1,CTSA,CUL4B,DAB2,DAPK1,DCN,DCP2,DDRGK1,DEDD,DEPDC5,DISC1,DNAJB2,DTL,DVL1,E2F1,EGF,EGLN1,EHMT2,EIF4G1,ENDOG,EZR,FAM83D,FAP,FASTK,FASTKD1,FBXW8,FMR1,FOXO1,FXR1,FXR2,FYCO1,FYN,GGA1,GNAI3,GPC3,GPD1,HMGCR,HSPB8,IER3,INSR,ITGB1,ITSN1,KDR,KEAP1,KLHL17,LEPR,LONP2,LPCAT1,LRRK2,MAPKAPK2,MARCHF2,MDM2,MFSD2A,MLXIPL,MTDH,MTM1,MTMR4,MYEF2,NBAS,NOCT,NPC1,NQO1,NRDC,NUDT15,OGT,OPHN1,OPTN,PABPC1,PABPC4,PACSIN3,PAFAH1B2,PAIP1,PARK7,PATL1,PBK,PCSK9,PIK3R2,PINK1,PIP4K2A,PIP4K2C,PITHD1,PLEKHF1,PLIN1,PLK1,PLK3,PNPLA2,POLDIP2,PPARA,PPP1R3B,PRKCD,PRKD1,PRR5L,PSMC1,PSMC2,PSMC3,PSMC5,PSMD1,PSMD14,PSMD3,PTK2B,QSOX1,RAB7A,RAD23A,RB1CC1,RBM38,RGMA,RNF14,RNF144A,RNF217,RRAGD,RUBCN,RYBP,SCARB1,SERPINE2,SESN1,SESN2,SH3GLB1,SH3RF2,SIRT2,SLC25A4,SLIRP,SMURF1,SNX30,SNX7,SOGA1,SOX9,SPTLC1,STING1,STK11,STUB1,SUPV3L1,TBRG4,TFEB,TIGAR,TIMP1,TMEM259,TMEM9,TMTC3,TNFRSF1B,TP53INP2,TPCN2,TRAF3IP2,TRAF5,TREX1,TSPO,TTC5,UBXN1,ULK1,USP13,USP19,USP25,VCP,VDAC1,VHL,VIM,WDR45,WDR91,WIPI1,XPO1,ZBTB20,ZBTB7A,ZYG11B


			GO:BP			regulation of macromolecule metabolic process			GO:0060255			3.71E-07			1095			AARS1,ABL1,ABLIM3,ACE,ACO1,ACOT8,ACSL1,ACTA2,ACTC1,ACTR3,ACVR1,ADAM8,ADNP,ADRA2A,ADRA2C,AEBP1,AFAP1L2,AFF1,AGT,AGTR2,AHR,AIFM1,AJUBA,AKNA,AKT1S1,AKT2,ALDH1A2,ALPK2,ANKIB1,ANKRD1,ANKRD2,ANTXR1,ANXA2,ANXA8,APAF1,APBA3,APLP1,APOD,APOE,APP,AQP11,ARAF,ARHGEF2,ARIH2,ARNTL,ARRDC3,ARX,ASB11,ASB5,ASPH,ASXL3,ATAD2,ATF3,ATF4,ATF5,ATM,ATOH8,ATP1B1,ATP1B3,ATP2A3,ATP2B4,ATP5IF1,ATR,ATXN1,ATXN3,AURKB,AZIN2,BAG3,BAMBI,BBS7,BCAP31,BCAS3,BCL11A,BCL3,BCL6,BCL7B,BCL9,BCORL1,BDKRB2,BEND6,BHLHE41,BID,BIN1,BLM,BMP5,BMP6,BMP7,BMPER,BOD1,BRCA1,BRCA2,BRD3,BRIP1,BST1,BTC,BTNL9,BUB1B,BVES,BZW2,C1QTNF3,C3,C4A,C7H6ORF125,CAB39,CAB39L,CALCOCO1,CALCR,CALM1,CALR,CAMK2A,CAMKK2,CAMTA2,CAPN3,CAPRIN2,CARF,CARHSP1,CASK,CASP9,CAT,CAVIN3,CBL,CBLB,CBX2,CBX3,CBX4,CC2D1B,CCDC124,CCDC88A,CCDC88C,CCL19,CCN1,CCN4,CCNB1,CCNB2,CCNB3,CCNE1,CCNE2,CCNG2,CCNL1,CCNL2,CCNT2,CCPG1,CCT6A,CD109,CD14,CD2,CD200,CD276,CD40LG,CD44,CD80,CDC20,CDC25B,CDCA2,CDCA7,CDCA7L,CDK14,CDK17,CDK5R1,CDON,CDT1,CEBPG,CENPE,CENPF,CENPJ,CEP85,CHCHD10,CHCHD2,CHD3,CHD6,CHEK1,CHI3L1,CHTF18,CHURC1,CIAO3,CIB1,CILP,CIPC,CITED1,CKAP2,CKB,CKS2,CLIP3,CLK3,CLN6,CLPX,CLSPN,CLU,CNOT6,CNOT6L,CNTN1,COL2A1,COL7A1,COPS5,COPS8,CORO1C,CPAMD8,CPEB3,CPEB4,CRADD,CREB3L1,CREB3L2,CREB5,CREBRF,CREM,CRY2,CRYM,CSDC2,CSDE1,CSF3,CSNK2B,CSPG4,CSRNP1,CSRNP3,CST6,CTC1,CTF1,CTSA,CTSZ,CUL3,CUL4A,CUL4B,CUX2,CYFIP2,DAB2,DAPK1,DBF4,DBNDD1,DBX1,DCAF6,DCN,DCP2,DCUN1D2,DCUN1D4,DDR2,DDRGK1,DDX1,DDX3X,DDX58,DEDD,DHCR24,DHX58,DIP2B,DISC1,DKK3,DLC1,DLL1,DMRT2,DNAJA3,DNAJB2,DNAJC1,DNAJC17,DNAJC24,DNMT1,DNMT3B,DOCK7,DOT1L,DPF3,DROSHA,DTL,DTNBP1,DUSP1,DUSP10,DUSP26,DVL1,DXO,DYRK1B,E2F1,E2F6,E2F7,E2F8,E4F1,EAF2,EBF1,EBF2,EBF3,EBF4,EDA,EFCAB7,EFNA1,EGF,EGLN1,EGR1,EGR2,EGR3,EHMT2,EID1,EIF1,EIF4A2,EIF4EBP1,EIF4G1,ELF4,ELK3,ELK4,ELL2,EMILIN1,ENC1,ENDOG,ENG,ENPP2,EPAS1,EPCAM,EPHA4,EPHA7,EPHB2,EPHX2,ERBB2,ERBB3,ERBIN,ERP29,ESCO1,ESR1,ESRRA,ESRRG,ETF1,ETV1,ETV5,EYA2,EYA3,EZH1,EZH2,EZR,F3,FAM162A,FAM20A,FAM83D,FAM98A,FANCA,FANCD2,FANCI,FANCM,FAS,FASTK,FASTKD1,FBLN1,FBXO5,FBXW8,FER,FGF1,FGF18,FGF21,FGF9,FGFR1,FGFR4,FHL2,FHL5,FHOD1,FIGNL1,FLOT2,FLT1,FMR1,FN1,FNIP1,FOS,FOXA3,FOXJ1,FOXM1,FOXN3,FOXO1,FOXP2,FRY,FST,FXR1,FXR2,FYN,FZD10,FZD2,GADD45B,GAPDH,GATA2,GATA3,GBP1,GCLC,GDF11,GDF9,GFPT1,GGA1,GHR,GINS3,GJA1,GLI2,GLI3,GPC3,GPI,GPRC5B,GPS2,GTF2IRD1,HBEGF,HBS1L,HCLS1,HDAC10,HDGFL2,HES6,HEY2,HGF,HHATL,HHLA2,HIC1,HIF3A,HIP1,HIVEP1,HIVEP2,HK1,HLTF,HMCES,HMGCR,HMMR,HOMER2,HOMER3,HOXA3,HOXA5,HPN,HR,HRC,HSF1,HSF4,HSPA5,HTATIP2,ICMT,IER2,IER3,IFIH1,IFT57,IGFBP5,IGSF1,IKBKG,IL12RB2,IL15,IL16,IL17B,IL18,IL1R1,IL4I1,IL6R,IL6ST,ILRUN,INPP5F,INPP5J,INSR,IQGAP3,IRAK1,IRAK2,IRF5,IRF9,ITGA5,ITGA6,ITGAV,ITGB6,ITIH3,ITIH4,ITM2A,ITSN1,IVNS1ABP,JADE2,JADE3,JMJD1C,JUNB,KAT2B,KBTBD8,KDM1A,KDM7A,KDM8,KDR,KEAP1,KHDRBS1,KIF14,KIFC1,KIT,KLF13,KLF4,KLHL15,KLHL17,KLHL31,LARP4,LCK,LDB2,LDLRAD3,LEPR,LGALS9,LGR4,LIMK1,LIN37,LIN54,LIPG,LMCD1,LMNB1,LMNB2,LMO1,LMO2,LOC100510975,LOC100511937,LOC100513741,LOC100517129,LOC100623035,LOC102158443,LOC110255204,LOC110258620,LOC110259371,LOX,LPCAT1,LPCAT3,LPIN1,LPIN3,LRP4,LRP8,LRRC7,LRRCC1,LRRFIP1,LRRFIP2,LRRK1,LRRK2,LRRTM3,LTBP1,LUM,LXN,LYAR,LYN,MAF1,MAFF,MAFK,MAGED1,MAGEH1,MAGOHB,MAML3,MAP2K2,MAP3K10,MAP3K13,MAPK14,MAPK8IP1,MAPKAPK2,MARCHF2,MARS1,MASTL,MAVS,MBD2,MBD3,MBNL1,MBNL3,MBTD1,MDK,MDM2,MED15,MED8,MEF2A,MEF2C,MEF2D,MEIS3,MEOX2,MET,MGA,MGAT5,MICAL1,MIR214,MITF,MKKS,MKX,MLIP,MLXIP,MLXIPL,MMD,MN1,MOSPD1,MRE11,MRPS27,MSC,MSH2,MSH6,MSI1,MSTN,MTA3,MTBP,MTDH,MTERF3,MTG1,MTHFR,MUL1,MUSK,MXD3,MYBL1,MYBL2,MYCN,MYEF2,MYF5,MYF6,MYLK2,MYOZ1,NABP2,NAMPT,NANS,NAV3,NBAS,NCAPG2,NCOA2,NDN,NDRG2,NDUFS4,NECAB3,NEIL1,NEK2,NEK3,NEK4,NEURL1,NFATC1,NFATC3,NFATC4,NFE2L1,NFE2L2,NFE2L3,NFIB,NFIL3,NFKBIA,NFKBIB,NFKBIL1,NFKBIZ,NFXL1,NGFR,NIBAN1,NIBAN2,NMI,NOC2L,NOCT,NOL4L,NONO,NOS1,NOS3,NOSTRIN,NOTCH2,NOTCH3,NOVA1,NPAS3,NPLOC4,NQO1,NR0B2,NR1D2,NR1H2,NR1I3,NR2F1,NR2F6,NR4A3,NR5A2,NRDC,NSD2,NTF4,NTRK3,NUDT15,NUP107,OBI1,OGT,OPHN1,OPTN,ORC3,ORMDL1,ORMDL2,OTUB2,PABPC1,PABPC4,PACSIN3,PAIP1,PAQR3,PAQR6,PARG,PARK7,PARM1,PARP14,PARP16,PARP3,PARP9,PARPBP,PASK,PATL1,PATZ1,PBK,PBX3,PBX4,PC,PCBP1,PCOLCE,PCOLCE2,PCSK9,PDCD4,PDCD5,PDE3A,PDE4B,PDE4D,PDGFA,PDGFC,PDGFD,PDGFRA,PELO,PER1,PER2,PEX2,PFKM,PHB2,PHF1,PHF19,PHF21A,PIAS3,PIK3R2,PINK1,PITHD1,PKD2,PKIG,PKM,PLAA,PLAG1,PLAGL1,PLAT,PLCB1,PLCE1,PLCG2,PLD1,PLGRKT,PLK1,PLK3,PLPP3,POGK,POLR3A,POLR3D,POT1,POU6F1,PPARA,PPARGC1A,PPARGC1B,PPM1A,PPM1B,PPM1F,PPP1R15A,PPP1R1B,PPP1R3A,PPP1R3B,PPP1R3C,PPP1R3D,PPP1R3G,PPP2R5A,PPP3CA,PPP3CB,PPP6R2,PRDM1,PRDM11,PRDM5,PRDX3,PRDX6,PRIM2,PRKAG1,PRKAG3,PRKAR1A,PRKAR1B,PRKAR2A,PRKCD,PRKCH,PRKCI,PRKCQ,PRKCZ,PRKD1,PRR5,PRR5L,PRRC1,PSIP1,PSMA3,PSMB8,PSMB9,PSMC1,PSMC2,PSMC3,PSMC3IP,PSMC5,PSMD1,PSMD14,PSMD3,PTBP3,PTGES2,PTGES3,PTK2B,PTPN13,PTPRB,PTPRC,PTPRJ,PTPRK,PTPRN,PTRH2,PTTG1,PTX3,PXYLP1,RAB29,RAB7A,RAD21,RAD23A,RAD51,RAD51AP1,RAF1,RAMP1,RAP2C,RAPGEF3,RB1CC1,RBBP8,RBFOX1,RBM15,RBM15B,RBM20,RBM38,RBPJ,RCN3,RCOR1,RCOR2,RECK,REST,RFC3,RFC5,RFX7,RGCC,RGMA,RGS14,RHEBL1,RIF1,RMI2,RNF14,RNF144A,RNF2,RNF207,RNF217,ROBO1,ROCK2,RORA,ROS1,RPA2,RPS6KA1,RPS6KA3,RPS6KB2,RUNX1T1,RXRG,RYBP,S1PR2,S1PR3,SAFB2,SALL2,SAP130,SARS1,SAV1,SCAI,SCMH1,SCML2,SCRT1,SEMA7A,SENP1,SERPINB1,SERPINE1,SERPINE2,SERTAD1,SESN2,SETD7,SFMBT2,SFR1,SFRP2,SH3BP5,SH3RF2,SHC1,SHFL,SIRT2,SKP2,SLC27A1,SLC2A10,SLC37A4,SLC38A2,SLC38A3,SLC8A3,SLF1,SLIRP,SLIT2,SLIT3,SMAD2,SMAD9,SMARCA5,SMARCAD1,SMG5,SMO,SMPD1,SMURF1,SMYD2,SND1,SOAT1,SORT1,SOX11,SOX9,SPHK1,SPI1,SPIDR,SPINDOC,SPP1,SPRED2,SPRY2,SPTY2D1,SQSTM1,SRC,SREBF2,SRF,SRI,SS18,SSBP4,SSU72,STAT1,STAT5B,STING1,STK11,STK3,STOX1,STOX2,STUB1,SULF1,SULF2,SUPT16H,SUPV3L1,SWAP70,TAF11,TAF12,TAF9B,TAPBP,TASOR,TBC1D14,TBL1XR1,TBRG4,TBX15,TBX18,TCF12,TCF19,TCF3,TCF4,TCF7L1,TCF7L2,TCIRG1,TDRD12,TDRKH,TEAD1,TEAD2,TEAD4,TEK,TESK1,TET3,TFEB,TFPI,TFRC,TGFB1,TGFB2,TGFB3,TGFBR1,TGFBR2,THAP11,THBS4,THOC5,TIA1,TIGAR,TIMELESS,TIMP1,TLR5,TLR9,TMEFF2,TMEM107,TMEM259,TMEM9,TMEM98,TMEM9B,TMTC3,TNC,TNFRSF11A,TNFRSF1B,TNFRSF21,TNIP1,TOP2A,TOP2B,TOX,TOX3,TP53INP2,TP63,TP73,TPD52L1,TPX2,TRAF3,TRAF3IP1,TRAF3IP2,TRAF5,TRAIP,TRAPPC13,TREX1,TRPT1,TRUB2,TSC22D1,TSC22D3,TSHZ3,TSKU,TSPO,TTC21B,TTC5,TWF1,UACA,UBASH3B,UBE2Z,UBR2,UBXN1,UHRF1,ULK1,UMODL1,USF2,USP1,USP13,USP19,USP2,USP25,VCP,VHL,VIM,VRK3,WDR43,WDR48,WDR77,WDR91,WDTC1,WFIKKN2,WHRN,WNK3,WRN,WWC2,WWP1,WWTR1,XPO1,YBX3,YEATS2,YWHAQ,YWHAZ,ZBTB1,ZBTB12,ZBTB16,ZBTB20,ZBTB7A,ZBTB7B,ZBTB7C,ZBTB8A,ZEB1,ZEB2,ZFHX4,ZFP30,ZFP37,ZFP91,ZFPM2,ZHX2,ZIC3,ZKSCAN4,ZKSCAN7,ZMIZ1,ZMYM2,ZNF114,ZNF135,ZNF142,ZNF175,ZNF180,ZNF235,ZNF26,ZNF260,ZNF280C,ZNF287,ZNF300,ZNF322,ZNF329,ZNF333,ZNF358,ZNF367,ZNF385A,ZNF395,ZNF396,ZNF423,ZNF503,ZNF518A,ZNF521,ZNF524,ZNF536,ZNF567,ZNF568,ZNF608,ZNF624,ZNF628,ZNF641,ZNF692,ZNF703,ZNF704,ZNF711,ZNF76,ZNF768,ZNF827,ZNF865,ZNF879,ZNFX1,ZRANB3,ZSCAN12,ZSCAN31,ZXDC,ZYG11B


			GO:BP			lipid metabolic process			GO:0006629			4.00E-07			264			ABCA5,ABHD3,ABHD4,ABHD5,ACACA,ACAD10,ACADL,ACADM,ACADS,ACADVL,ACAT1,ACOT7,ACOT8,ACOX2,ACSBG1,ACSL1,ACSL4,ACSM4,ACSM5,ACSS1,ACSS2,ACSS3,ADRA2A,AGPAT4,AJUBA,AKT2,ALDH1A2,ALDH1L2,ALG10,ALG14,ALG8,ANKRD23,AOX1,APOD,APOE,APOF,APP,ASAH1,ASXL3,ATG4A,ATM,ATP5F1A,AUH,B3GALT2,B4GALT4,BCAT2,BDH1,BMP5,BMP6,BRCA1,C3,CAT,CCL19,CCN1,CDS1,CDT1,CERKL,CHPT1,CLN6,COPE,COQ2,CPS1,CPT1B,CPT1C,CPT2,CRABP1,CRABP2,CRAT,CRYL1,CUBN,CYP1A1,CYP27A1,CYP2F1,CYP2R1,CYP7B1,DDHD2,DECR1,DHCR24,DHCR7,DHRS3,DHRS7,DKK3,E4F1,ECH1,EFR3B,EGR1,ENPP2,ENPP6,EPHX2,ESR1,ETFA,ETFB,ETFDH,FAAH,FADS1,FADS2,FAR2,FGF1,FGFR4,FGGY,FITM1,FLT1,FMO1,FMO2,GAL3ST4,GBA2,GCDH,GGT5,GK,GOLM1,GPAT2,GPAT4,GPS2,HADH,HADHA,HADHB,HAO2,HMGCR,HSD11B2,HSD17B10,HSD3B1,INPP4A,INPP4B,INPP5F,INPP5J,KIT,KLHL12,LACTB,LEPR,LIAS,LIPE,LIPG,LOC100510975,LOC100519130,LOC100520512,LOC100525350,LOC100626199,LONP2,LPCAT1,LPCAT3,LPIN1,LPIN3,LSS,LTC4S,LYN,MAPK14,MBOAT1,MBOAT2,MFSD2A,MID1IP1,MLXIPL,MMUT,MSMO1,MTM1,MTMR1,MTMR10,MTMR4,MVK,NCEH1,NCOA2,NDUFAB1,NFE2L1,NR1D2,NR1H2,NR5A2,OMA1,ORMDL1,ORMDL2,OXCT1,OXSM,PAFAH1B2,PAFAH1B3,PCSK9,PCYT1B,PDGFA,PDGFRA,PDK2,PDK4,PECR,PEX2,PGAP1,PHB2,PIGA,PIGQ,PIK3C2A,PIK3R2,PIP4K2A,PIP4K2C,PIP4P2,PLA1A,PLA2G4A,PLAA,PLCB1,PLCD1,PLCD4,PLCE1,PLCG1,PLCG2,PLCL1,PLCL2,PLD1,PLD2,PLIN1,PLPP3,PLPPR4,PLTP,PM20D1,PNPLA2,PPARA,PPP2R5A,PRDX6,PRKAB2,PRKAG1,PRKCD,PROCA1,PSAP,PTDSS1,PTGES2,PTGES3,PTGR2,PTK2B,PTPMT1,PXK,RBP1,RDH11,RDH12,REST,RORA,RUBCN,SCARB1,SEL1L,SELENOI,SESN2,SGPL1,SGPP1,SIRT2,SLC27A1,SLC27A3,SLC37A4,SMPD1,SMPDL3A,SMPDL3B,SOAT1,SOX9,SPHK1,SPP1,SPTLC1,SQLE,SRD5A1,ST6GALNAC3,STAT5B,STUB1,SYNJ2,TEK,TM7SF2,TREX1,TSKU,TTC39B,UCP3,UGCG,VAV2,VLDLR,WDTC1,ZBTB20


			GO:BP			positive regulation of protein modification process			GO:0031401			4.14E-07			205			ABL1,ACE,ACSL1,ACVR1,ADAM8,ADRA2A,ADRA2C,AGT,AGTR2,AJUBA,AKT2,APP,ARAF,ARHGEF2,ARNTL,ARRDC3,ATP2B4,BCL6,BMP5,BMP6,BMP7,BRCA1,BTC,C3,CAB39,CAB39L,CALM1,CAMKK2,CBLB,CCDC88A,CCL19,CCN1,CCNB1,CCNT2,CD40LG,CD44,CD80,CDC20,CDC25B,CDCA2,CDK5R1,CDON,CENPE,CHI3L1,CIB1,CKS2,CLIP3,CLSPN,CLU,COPS8,CSF3,CSNK2B,CSPG4,CTF1,CUL3,DAB2,DBF4,DCUN1D2,DCUN1D4,DDR2,DDRGK1,DDX3X,DIP2B,DLC1,DOCK7,DVL1,EFNA1,EGF,EGR1,EIF4G1,ENG,ENPP2,EPHA4,EPHA7,ERBB2,ERBB3,ERP29,EZH2,FAM20A,FANCI,FANCM,FAS,FGF1,FGF18,FGF21,FGFR1,FLT1,FMR1,FNIP1,FXR1,FXR2,FYN,FZD10,GATA3,GDF11,GDF9,GHR,GPRC5B,HBEGF,HCLS1,HGF,HSPA5,IL15,IL18,IL6R,IL6ST,INSR,IQGAP3,IRAK1,ITGA5,KDM1A,KDR,KIF14,KIT,LEPR,LOC100511937,LRP4,LRP8,LRRCC1,LRRK1,LRRK2,LYN,MAP2K2,MAP3K10,MAP3K13,MASTL,MAVS,MMD,MRE11,MUL1,MUSK,NEURL1,NIBAN1,NMI,NOS1,NTF4,NTRK3,OGT,PARK7,PARP14,PARP16,PARP9,PDGFA,PDGFC,PDGFD,PHB2,PHF1,PHF19,PIAS3,PINK1,PKD2,PLCG2,PLK1,PLPP3,PPP1R15A,PPP2R5A,PRKCD,PRKD1,PRR5,PRR5L,PRRC1,PTK2B,PTPRC,RAF1,RAMP1,RAP2C,RAPGEF3,RB1CC1,RGCC,RIF1,ROBO1,ROCK2,S1PR2,SEMA7A,SFRP2,SKP2,SLC27A1,SMARCA5,SMPD1,SOX9,SPHK1,SPRY2,SRC,STK11,STOX1,STUB1,TBC1D14,TEK,TESK1,TFRC,TGFB1,TGFB2,TGFBR1,TGFBR2,THBS4,TLR9,TNFRSF11A,TNIP1,TPD52L1,TPX2,VCP,VRK3,WNK3,ZBTB7B,ZFP91


			GO:BP			epithelium development			GO:0060429			4.32E-07			237			ABL1,ACADVL,ACTA2,ACVR1,ADAMTS12,ADAMTS16,ADM,AGT,AJUBA,ALDH1A2,ALDOC,APAF1,AQP11,ARHGAP12,ARHGEF26,ARX,ASAH1,ASB2,ATF4,ATM,ATOH8,BCR,BMP5,BMP6,BMP7,BMPER,BRCA2,BTBD7,C3,CASP6,CC2D2A,CCDC40,CCDC88C,CCN1,CD109,CD151,CD44,CDH2,CDK1,CEP152,CNN3,COL22A1,COL2A1,COL5A1,CPLANE1,CPLANE2,CSNK2B,CTHRC1,CTSZ,CYP7B1,DAB2,DCHS1,DLG5,DLL1,DMRT2,DNASE1L2,DNPH1,DUSP10,DVL1,E2F7,E2F8,EDA,EDNRA,EGF,ENG,EPAS1,EPCAM,EPHA4,EPHA7,ESR1,EXT1,EZH2,EZR,FGF1,FLRT3,FOXJ1,FREM2,FST,FZD2,GATA2,GATA3,GDF11,GJA1,GLI2,GLI3,GPAT4,GPC3,GPR161,GSDME,HBEGF,HEY2,HGF,HOXA5,HS2ST1,IFT140,IFT57,IGFBP5,IL18,IL6ST,INTU,IQGAP3,ITGA5,KDR,KEAP1,KIF20B,KIF26B,KLF4,KLHL3,LDB2,LFNG,LGALS3,LGR4,LIAS,LOC100512977,LRP4,LUZP1,MAFF,MAP1B,MDK,MEOX2,MET,MFSD2A,MIB1,MKS1,MMP14,MMRN2,MTHFD1L,MTHFR,MYCN,MYF5,MYF6,MYO7A,MYO9A,NFATC4,NFIB,NGFR,NOTCH2,NR5A2,NUP133,OPHN1,PDE4D,PDPN,PELO,PGK1,PHB2,PHLDB2,PKD2,PLCB1,PLEKHA4,PLXNA1,PLXNA2,PLXND1,PPP3CA,PRDM1,PRELID2,PRKCH,PROM1,PTER,PTK7,PTPRS,RAD51B,RAP2C,RAPGEF3,RBM15,RBPJ,RCN3,RGMA,RHEB,RILPL1,RIPOR2,RNF207,ROBO1,ROCK2,ROS1,RSPO3,S1PR2,S1PR3,SAFB2,SALL2,SAV1,SEMA3E,SERPINE1,SERPINE2,SFRP2,SGPP1,SHROOM3,SLC4A7,SLIT2,SLITRK6,SMAD2,SMO,SOX11,SOX9,SPRY2,SRC,SRF,STAT1,STAT5B,STC1,STK3,STOX1,SULF1,SYNE4,TBX18,TCAP,TEAD2,TGFB1,TGFB2,TGFBR2,TIGAR,TIMELESS,TJP2,TMEFF2,TMEM107,TMEM231,TMEM59L,TNC,TNFRSF19,TP63,TP73,TRAF3IP1,TST,TTC8,TUBB,TULP3,UGCG,USH1C,VANGL2,VHL,VIM,WDR19,WDR77,WHRN,WWTR1,ZEB1,ZIC3,ZNF703


			GO:BP			positive regulation of hydrolase activity			GO:0051345			4.59E-07			121			ABHD5,ABL2,ABR,AGTR2,AIFM1,AKT2,ANTXR1,APAF1,APC2,ARHGAP42,ARHGEF10,ARHGEF19,ARHGEF2,ARHGEF26,ASAP2,ASAP3,ASPH,ATP2A3,BCAP31,BCR,BID,CALM1,CASP9,CAV2,CCL19,CCL5,CCN1,CD200,CHN2,CLPX,COPS5,CORO1C,CRADD,CYFIP2,DAPK1,DDRGK1,DDX3X,DLC1,DOCK7,DOCK8,EFNA1,EPHA4,ERBB2,EZH2,F3,FAM162A,FAS,FBLN1,FGFR1,FLT1,FN1,FOXJ1,FZD10,GARNL3,GNB5,HIP1,IFT57,ITGA6,ITGB1,LCK,LRRK2,LYN,MAPRE2,MMUT,MUL1,MYO9A,NANS,NET1,NF1,NGFR,NR1H2,NTRK3,PCOLCE,PCOLCE2,PDCD5,PDGFRA,PHB2,PINK1,PLAA,PPARGC1B,PPM1F,PPP1R15A,PRKCD,PRKD1,PSAP,PSMD14,PTPRC,RABGAP1L,RALGAPA2,RALGPS1,RALGPS2,RAP1GDS1,RAPGEF1,RAPGEF3,RAPGEFL1,RASGRF2,RASGRP2,RCC2,RCN3,REST,RGMA,RGS14,RGS7,ROBO1,ROCK2,RP2,SENP1,SFRP2,SIPA1,SRGAP2,TAX1BP3,TBC1D1,TBC1D17,TBCK,TIAM1,UACA,USP6NL,VCP,VRK3,WDR48,WRN


			GO:BP			cell cycle phase transition			GO:0044770			4.59E-07			121			ACVR1,APP,ATF5,ATM,ATP2B4,ATR,AURKB,BCL7B,BID,BLM,BRCA1,BUB1,BUB1B,CALM1,CCNB1,CCNB2,CCNB3,CCNE1,CCNE2,CCNG2,CDC14B,CDC25B,CDC6,CDCA5,CDK1,CDK14,CDK17,CDK2AP2,CDT1,CENPE,CENPF,CENPJ,CHEK1,CKS2,CLSPN,CRADD,CTC1,CUL3,CUL4A,CUL4B,DBF4,DDX3X,DOT1L,DTL,E2F1,E2F6,E2F7,EIF4G1,EME1,EPS8,EZH2,FAM83D,FANCD2,FBXL21,FBXL7,FBXO31,FBXO5,FOXM1,FOXN3,GEN1,GFRA3,IER3,INIP,IQGAP3,ITGB1,KDM8,KIF14,KLF4,MAP3K20,MAPK14,MASTL,MDM2,MN1,MRE11,MRNIP,MSH2,MTA3,MTBP,NABP2,NDC80,NEK6,NES,ORC1,PARP9,PBK,PHB2,PHKG1,PKD2,PLCB1,PLK1,PLK3,PPP3CA,PPP6C,PTPRC,RAD21,RAD51B,RAD9B,RBBP8,RCC2,RFWD3,RGCC,RHNO1,RPA2,SASS6,SKP2,SPDL1,STIL,STOX1,STT3A,TEX14,THOC5,TIMELESS,TPD52L1,TREX1,TTK,UBD,UBE2C,USH1C,USP28,ZWILCH,ZWINT


			GO:BP			positive regulation of response to stimulus			GO:0048584			5.53E-07			387			ABL1,ACKR3,ACOX2,ACVR1,ADAM8,ADAMTS20,ADGRA2,ADGRG1,ADORA2A,ADRA1D,ADRA2A,ADRA2C,AFAP1L2,AGT,AGTR2,AJUBA,AKAP13,ANKRD1,ANO2,APAF1,APOE,APP,ARHGEF2,ARHGEF3,ARMC9,ARRDC3,ATF3,ATM,ATR,ATXN3,BAMBI,BCAP31,BCL7B,BID,BMP5,BMP6,BMP7,BMPER,BRCA1,BTNL9,C2,C3,C4A,CALR,CAMK2A,CAPRIN2,CASP6,CAT,CAV2,CAVIN3,CBL,CBLB,CCDC88A,CCL19,CCL5,CCN1,CCN3,CCN4,CD1.1,CD14,CD276,CD44,CD8A,CDH2,CDON,CEBPG,CENPJ,CEP192,CFD,CHI3L1,CHSY1,CIB1,CRADD,CRBN,CSF3,CSNK1G3,CSNK2B,CSPG4,CTNNA1,CTSC,CUX2,CYFIP2,DAB2,DAPK2,DCN,DDX1,DDX3X,DDX58,DHX58,DISC1,DLG5,DLL1,DOK5,DUSP3,ECHDC3,EDA,EFNA1,EGF,EIF2B3,EIF2B4,EMILIN1,EMILIN2,ENDOG,ENG,EPHA4,ERBB2,ERBB3,ERBIN,ERP29,ESR1,EYA2,EYA3,EZH2,EZR,F3,FAM53B,FAS,FCHO1,FGF1,FGF18,FGF21,FGF9,FGFR1,FGFR4,FLT1,FMR1,FN1,FNIP1,FOXM1,FXR1,FXR2,FYN,FZD10,FZD9,G0S2,GADD45B,GAPDH,GAREM1,GATA3,GBP1,GDF11,GDF9,GEN1,GHR,GKAP1,GPC3,GPR137C,GPR37,GPS2,GRB10,GRM4,GRPR,GSDME,HABP2,HBEGF,HCLS1,HDAC10,HDGFL2,HGF,HHLA2,HIC1,HIP1,HMCES,IFI35,IFIH1,IFIT5,IGFBP4,IGFBP5,IKBKG,IL15,IL16,IL18,IL1R1,IL6ST,INSR,INTU,IQGAP3,IRAK1,IRAK2,ITGAV,ITGB1,ITM2C,ITSN1,KCP,KDR,KHDRBS1,KIT,LCK,LFNG,LGR4,LMCD1,LOC100513346,LOC100523213,LOC100620540,LPAR4,LRRC7,LRRK1,LRRK2,LYN,LYPD6,MAP2K2,MAP3K10,MAP3K13,MAP3K14,MAP3K20,MAP4K1,MAPK8IP1,MAPKAPK2,MAPRE2,MAVS,MBD2,MBTD1,MDK,MEIS3,MET,MFNG,MGAT5,MID1,MMRN2,MN1,MRAP2,MSH2,MSTN,MTDH,MYMK,NDC80,NEO1,NET1,NEURL1,NFATC4,NFE2L2,NFKBIA,NFKBIL1,NFKBIZ,NGFR,NMI,NONO,NOTCH2,NPLOC4,NSD2,NTRK3,NUP93,OPTN,PARK7,PARP14,PARP3,PARP9,PBK,PDCD4,PDE4B,PDE4D,PDGFA,PDGFC,PDGFD,PDGFRA,PDIA3,PELO,PHB2,PINK1,PKD2,PLCB1,PLCE1,PLCG1,PLCG2,PLCL2,PLEKHA4,PLEKHF1,POLR3D,PPM1A,PPM1B,PPM1F,PPP3CA,PRKCD,PRKCH,PRKCQ,PRKCZ,PRKD1,PRR5,PRR5L,PRSS56,PTK2B,PTK7,PTN,PTPRC,PTPRJ,RAB29,RAC2,RAD51AP1,RAF1,RB1CC1,RBBP8,RBPJ,RECK,RGCC,RHEB,RIF1,RIPOR2,RNF165,ROBO1,ROR2,RPS6KA3,RRAGD,RSPO3,S100A4,SCARF1,SCUBE1,SELENON,SEMA3E,SEMA7A,SERPINE1,SFRP2,SH3RF2,SHC1,SKP2,SLC15A3,SLC2A10,SLF1,SLIT2,SMAD2,SMO,SMPDL3B,SOX11,SOX9,SPHK1,SPI1,SPIDR,SPRY2,SRC,SRPX,STAT5B,STING1,STK11,STK3,STOX1,SULF1,SULF2,SWAP70,TAP2,TBL1XR1,TCF7L2,TEK,TFRC,TGFB2,TGFBR1,TGFBR2,THBS4,TIGAR,TIMELESS,TLR5,TLR9,TMEM198B,TMEM259,TMEM9,TNFRSF11A,TNFRSF12A,TNFRSF19,TNFRSF21,TNIP1,TP63,TPBG,TPD52L1,TRAF3,TRAF3IP2,TRAF5,TRAPPC13,TREX1,TSPAN5,TSPAN6,TTC21B,TXNDC15,TYRO3,UBD,ULK3,UNC5B,UNC5CL,USP13,USP34,VAMP8,VCP,WDR48,WLS,ZBTB1,ZBTB7B,ZMIZ1,ZNF385A,ZNF423,ZNFX1


			GO:BP			organic cyclic compound biosynthetic process			GO:1901362			5.70E-07			735			ABCB6,ABLIM2,ABLIM3,ACACA,ACAT1,ACOT7,ACSL1,ACSS1,ACSS2,ACTR3,ACVR1,ADAM8,ADCY2,ADCY3,ADCY4,ADCY6,ADCY9,ADNP,ADSL,AEBP1,AFAP1L2,AGT,AHR,AJUBA,AK1,AK3,AK5,AKNA,AKR1A1,ALAS1,ALAS2,ALDH18A1,AMPD1,AMPD3,ANKRD1,ANKRD2,ANXA2,APOE,APP,ARHGEF2,ARNTL,ARX,ASAH1,ASXL3,ATAD2,ATF3,ATF4,ATF5,ATIC,ATM,ATOH8,ATP1B3,ATP2B4,ATP5F1A,ATP5F1B,ATP5IF1,ATP5MC1,ATP5MC3,ATP5ME,ATP5PO,ATP6,ATP7A,ATXN1,AURKB,BAG3,BAMBI,BBS7,BCAS3,BCL11A,BCL3,BCL6,BCL9,BCORL1,BEND6,BHLHE41,BIN1,BLM,BMP5,BMP6,BMP7,BRCA1,BRCA2,BRD3,BRIP1,CALCOCO1,CALR,CAMK2A,CAMTA2,CAPN3,CARF,CASK,CAT,CBX2,CBX3,CBX4,CC2D1B,CCDC124,CCN1,CCNL1,CCNL2,CCNT2,CCPG1,CCT6A,CD200,CD40LG,CDCA7,CDCA7L,CDK14,CDK17,CDK5R1,CDON,CDS1,CEBPG,CENPF,CENPJ,CHCHD10,CHCHD2,CHD3,CHD6,CHEK1,CHPT1,CHTF18,CHURC1,CIB1,CIPC,CITED1,CKAP2,CKS2,CLU,CMPK2,CNOT6,COPS5,COX10,CPEB3,CPOX,CPS1,CREB3L1,CREB3L2,CREB5,CREBRF,CREM,CRY2,CRYM,CSF3,CSRNP1,CSRNP3,CTC1,CUL3,CUX2,CYP1A1,CYP27A1,CYP2R1,CYP7B1,DAB2,DBX1,DCAF6,DCAKD,DCN,DCP2,DDR2,DDRGK1,DDX3X,DDX58,DEDD,DHCR24,DHCR7,DKK3,DLAT,DLD,DLL1,DMRT2,DNAJA3,DNAJC17,DNMT1,DNMT3B,DOT1L,DPF3,DTL,DUSP26,DVL1,DYRK1B,E2F1,E2F6,E2F7,E2F8,E4F1,EAF2,EBF1,EBF2,EBF3,EBF4,EDA,EFCAB7,EFNA1,EGF,EGLN1,EGR1,EGR2,EGR3,EHMT2,EID1,EIF4A2,ELF4,ELK3,ELK4,ELL2,ELOB,ELOC,ENG,EPAS1,EPCAM,ERBB2,ERBIN,ESR1,ESRRA,ESRRG,ETV1,ETV5,EZH2,EZR,FANCA,FANCD2,FER,FGF1,FGF9,FGFR4,FHL2,FHL3,FHL5,FHOD1,FLAD1,FLOT2,FMR1,FNIP1,FOS,FOXA3,FOXJ1,FOXM1,FOXN3,FOXO1,FOXP2,FST,FZD2,GARS1,GART,GATA2,GATA3,GCLC,GFPT1,GFPT2,GINS3,GLI2,GLI3,GMDS,GPAT4,GPR37,GPS2,GTF2IRD1,GTF3C6,GUCA1B,GUCY1A1,HADHB,HCLS1,HDAC10,HDGFL2,HES6,HEY2,HGF,HIC1,HIF3A,HIVEP1,HIVEP2,HLTF,HMGCR,HMMR,HOXA3,HOXA5,HR,HSD17B10,HSD3B1,HSF1,HSF4,HTATIP2,IER2,IGSF1,IKBKG,IL18,IL4I1,IMPDH1,INSR,IRAK1,IRAK2,IRF5,IRF9,ITGA6,JADE2,JADE3,JMJD1C,JUNB,KAT2B,KDM1A,KDM7A,KDM8,KEAP1,KHDRBS1,KIT,KLF13,KLF4,LDB2,LGR4,LIAS,LIG1,LIN37,LIN54,LMCD1,LMO1,LMO2,LOC100513741,LOC100517129,LOC100623035,LOC102158443,LOC110255204,LOC110258620,LOC110259371,LOX,LPCAT1,LPCAT3,LPIN1,LPIN3,LRP8,LRRC7,LRRFIP1,LRRFIP2,LSS,LUM,LYAR,MAF1,MAFF,MAFK,MAGEH1,MAML3,MAP2K2,MAP3K10,MAP3K13,MAPK14,MAPK8IP1,MARS1,MAVS,MBD2,MBD3,MBTD1,MDK,MDM2,MED15,MED8,MEF2A,MEF2C,MEF2D,MEIS3,MEOX2,MET,MGA,MITF,MKX,MLIP,MLXIP,MLXIPL,MMUT,MN1,MOCOS,MOCS1,MOSPD1,MOXD1,MPI,MSC,MSMO1,MSTN,MTA3,MTDH,MTERF3,MTHFD1L,MVK,MXD3,MYBL1,MYBL2,MYCN,MYEF2,MYF5,MYF6,MYOZ1,NAMPT,NCAPG2,NCOA2,NDN,NEK2,NEK4,NFATC1,NFATC3,NFATC4,NFE2L1,NFE2L2,NFE2L3,NFIB,NFIL3,NFKBIA,NFKBIB,NFKBIL1,NFXL1,NGFR,NIBAN2,NME4,NME6,NMI,NOC2L,NOL4L,NONO,NOS1,NOS3,NOSTRIN,NOTCH2,NOTCH3,NPAS3,NPM3,NR0B2,NR1D2,NR1H2,NR1I3,NR2F1,NR2F6,NR4A3,NR5A2,NSD2,NT5E,NUP107,OAT,OGT,PAICS,PANK3,PANK4,PARK7,PARM1,PARP3,PARP9,PASK,PATZ1,PBX3,PBX4,PCBD1,PCBD2,PCBP1,PCLAF,PDCD4,PDHA1,PDHB,PDHX,PDK2,PDK4,PER1,PER2,PEX2,PFKM,PHB2,PHF1,PHF19,PHF21A,PIAS3,PIK3R2,PINK1,PIR,PITHD1,PKD2,PKIG,PLAG1,PLAGL1,PLCB1,PLCG2,PLK1,PLK3,PLPP3,PMM1,POGK,POLA1,POLA2,POLD1,POLD2,POLDIP2,POLE2,POLG,POLH,POLL,POLR2F,POLR2G,POLR2J,POLR3A,POLR3D,POLR3GL,POLR3H,POT1,POU6F1,PPARA,PPARGC1A,PPARGC1B,PPAT,PPM1A,PPM1F,PPP1R1B,PPP3CA,PPP3CB,PRDM1,PRDM5,PRDX3,PRIM2,PRKCH,PRKCI,PRKCQ,PRKD1,PRPS1,PRTFDC1,PSIP1,PSMC3,PSMC3IP,PSMC5,PTDSS1,PTGES2,PTGES3,PTPMT1,PTPRK,PTPRN,PYCR2,RAD21,RAF1,RAP2C,RBBP8,RBM15,RBPJ,RCOR1,RCOR2,REST,REV3L,RFC3,RFC5,RFX7,RGCC,RGMA,RGS14,RHEBL1,RIF1,RNF14,RNF2,RORA,RPS6KA1,RPS6KA3,RUNX1T1,RXRG,RYBP,SAFB2,SALL2,SAP130,SARS1,SAV1,SCAI,SCMH1,SCML2,SCRT1,SENP1,SERTAD1,SETD7,SFMBT2,SFR1,SFRP2,SHC1,SIRT2,SLC24A5,SLC38A3,SLC4A7,SMAD2,SMAD9,SMARCA5,SMO,SMYD2,SOX11,SOX9,SPHK1,SPI1,SPINDOC,SPP1,SPR,SPTY2D1,SQLE,SQSTM1,SRC,SRD5A1,SREBF2,SRF,SRI,SS18,SSBP4,SSU72,STAT1,STAT5B,STING1,STK3,STOX1,STOX2,SUPT16H,TAF11,TAF12,TAF9B,TASOR,TBC1D14,TBL1XR1,TBPL1,TBX15,TBX18,TCF12,TCF3,TCF4,TCF7L1,TCF7L2,TEAD1,TEAD2,TEAD4,TET3,TFEB,TFRC,TGFB1,TGFB2,TGFB3,TGFBR1,THAP11,THOC5,TIMELESS,TLR9,TM7SF2,TMEM9B,TNFRSF11A,TNFRSF1B,TNIP1,TOP2A,TOP2B,TOX3,TP53INP2,TP63,TP73,TRAF3,TRAF5,TRAIP,TREX1,TRPC1,TSC22D1,TSC22D3,TSHZ3,TTC21B,TTC5,UGCG,UGDH,UHRF1,USF2,USP13,USP2,UXS1,VCP,WDR43,WDR77,WDTC1,WRN,WWC2,WWP1,WWTR1,YBX3,YEATS2,YWHAQ,YWHAZ,ZBTB1,ZBTB12,ZBTB16,ZBTB20,ZBTB7A,ZBTB7B,ZBTB7C,ZBTB8A,ZEB1,ZEB2,ZFHX4,ZFP30,ZFP37,ZFPM2,ZHX2,ZIC3,ZKSCAN4,ZKSCAN7,ZMIZ1,ZMYM2,ZNF114,ZNF135,ZNF142,ZNF175,ZNF180,ZNF235,ZNF26,ZNF260,ZNF280C,ZNF287,ZNF300,ZNF322,ZNF329,ZNF333,ZNF358,ZNF367,ZNF395,ZNF396,ZNF423,ZNF503,ZNF518A,ZNF521,ZNF524,ZNF536,ZNF567,ZNF568,ZNF608,ZNF624,ZNF628,ZNF641,ZNF692,ZNF703,ZNF704,ZNF711,ZNF76,ZNF768,ZNF827,ZNF865,ZNF879,ZSCAN12,ZSCAN31,ZXDC


			GO:BP			axon guidance			GO:0007411			5.98E-07			66			APP,ARHGEF25,ARX,BMP7,BOC,BSG,CDK5R1,CNTN1,CNTN4,CRMP1,DPYSL5,DVL1,EDNRA,EFNA1,EFNB3,EGR2,EMB,EPHA3,EPHA4,EPHA7,EPHB2,EPHB3,EPHB4,ERBB2,ETV1,EXT1,FLRT3,GATA3,GFRA3,GLI2,GLI3,IGSF9,KIF5C,LRTM1,MYOT,NEO1,NEXN,NFIB,NGFR,NRCAM,NTN3,PLXNA1,PLXNA2,PLXNA3,PLXNB3,PLXND1,PTK7,RAC2,RNF165,ROBO1,SCN1B,SEMA3A,SEMA3E,SEMA3G,SEMA4F,SEMA5B,SEMA6A,SEMA6C,SEMA7A,SLIT1,SLIT2,SLIT3,SMO,TRIO,TTC8,UNC5B


			GO:BP			ribonucleotide metabolic process			GO:0009259			6.03E-07			108			ABCC6,ACACA,ACAT1,ACOT7,ACOT8,ACSL1,ACSL4,ACSM4,ACSM5,ACSS1,ACSS2,ADCY2,ADCY3,ADCY4,ADCY6,ADCY9,ADSL,AK1,AK3,AK5,ALDOC,AMPD1,AMPD3,APP,ATIC,ATP1A2,ATP1B1,ATP5F1A,ATP5F1B,ATP5IF1,ATP5MC1,ATP5MC3,ATP5ME,ATP5PO,ATP6,CHPT1,CLPX,DCAKD,DLAT,DLD,DLST,ENO3,ENTPD7,GAPDH,GART,GMPR,GNAI3,GPAT4,GPD1,GPI,GUCY1A1,GUK1,HK1,HK2,HMGCR,IER3,IMPDH1,INSR,LOC100736765,LOC110255887,LRRK2,MLXIPL,MMUT,MVK,MYH3,NDUFS1,NME4,NME6,NT5C1A,NT5E,NUDT5,OGDH,OGT,OXSM,PAICS,PANK3,PANK4,PARG,PDE4B,PDE4D,PDE9A,PDHA1,PDHB,PDHX,PDK2,PDK4,PFKM,PGAM2,PGK1,PKM,PPARA,PPARGC1A,PPAT,PRKAG3,PRTFDC1,PTDSS1,PTPMT1,RORA,SLC25A25,SUCLG2,TIGAR,TPI1,TREX1,TSPO,UGCG,VCP,ZBTB20,ZBTB7A


			GO:BP			sister chromatid segregation			GO:0000819			6.23E-07			68			ARHGEF10,ATM,AURKB,BCL7B,BUB1,BUB1B,CCNB1,CDC20,CDC6,CDCA5,CDT1,CENPE,CEP192,CUL3,EML4,ESPL1,FBXO5,GEN1,INCENP,KAT2B,KIF11,KIF14,KIF15,KIF18A,KIF18B,KIF22,KIF23,KIF2A,KIF2C,KIF3B,KIF4A,KIFC1,MAPRE1,MYBL2,NAA10,NAA50,NCAPD2,NCAPD3,NCAPG,NCAPG2,NCAPH,NDC80,NEK2,NEK6,NSL1,NUF2,PHF13,PLK1,PTTG1,RACGAP1,RAD21,RMI2,SGO1,SGO2,SLF1,SMARCA5,SMC2,SMC4,SPAG5,SPDL1,SPICE1,TEX14,TOP2B,TPX2,TTK,UBE2C,ZWILCH,ZWINT


			GO:BP			negative regulation of locomotion			GO:0040013			6.63E-07			78			ADAM15,ADGRG1,ANGPT2,APOD,APOE,ARRDC3,ATP2B4,BCR,CALR,CCN3,CDH11,CHRD,CORO1B,CORO1C,CSNK2B,CTNNA1,DCN,DLC1,DLG5,DPP4,DUSP1,DUSP10,DUSP3,EMILIN1,EMILIN2,ENG,EPHA4,FBLN1,GATA3,GJA1,GPR173,IGFBP5,KLF4,KLHL12,LOC100519808,LRCH1,MEF2C,MEOX2,MITF,MMRN2,NAV3,NF1,NGFR,PATZ1,PHLDB2,PLCB1,PLXNA3,PLXNB3,PODN,PTPRG,PTPRJ,PTPRK,RAP2C,RECK,RGCC,ROBO1,RRAS,SCAI,SEMA3E,SEMA3G,SEMA4F,SEMA5B,SEMA6A,SEMA6C,SEMA6D,SEMA7A,SERPINE1,SFRP2,SLIT2,SRGAP1,SRGAP2,STC1,STK26,SULF1,TIMP1,TMEFF2,TPM1,VASH1


			GO:BP			positive regulation of signal transduction			GO:0009967			6.97E-07			281			ABL1,ACKR3,ACVR1,ADAM8,ADAMTS20,ADGRA2,ADGRG1,ADORA2A,ADRA1D,ADRA2A,ADRA2C,AFAP1L2,AGT,AGTR2,AJUBA,AKAP13,ANKRD1,ANO2,APAF1,APOE,APP,ARHGEF2,ARHGEF3,ARMC9,ARRDC3,ATF3,ATM,ATR,BAMBI,BCAP31,BID,BMP5,BMP6,BMP7,BMPER,C3,CALR,CAMK2A,CAPRIN2,CAT,CAV2,CAVIN3,CBL,CCDC88A,CCL19,CCL5,CCN1,CCN3,CCN4,CD14,CD44,CDH2,CDON,CENPJ,CEP192,CHI3L1,CHSY1,CIB1,CRADD,CRBN,CSF3,CSNK1G3,CSNK2B,CSPG4,CTNNA1,CTSC,CUX2,CYFIP2,DAB2,DCN,DDX1,DDX3X,DHX58,DISC1,DLG5,DLL1,DOK5,EDA,EFNA1,EGF,ENG,EPHA4,ERBB2,ERBB3,ERP29,EZH2,F3,FAM53B,FAS,FGF1,FGF18,FGF21,FGF9,FGFR1,FGFR4,FLT1,FN1,FNIP1,FYN,FZD10,FZD9,G0S2,GADD45B,GAPDH,GAREM1,GATA3,GDF11,GDF9,GEN1,GHR,GKAP1,GPC3,GPR137C,GPR37,GPS2,GRB10,GRM4,GSDME,HBEGF,HCLS1,HGF,HIC1,HIP1,IFI35,IFIT5,IGFBP4,IGFBP5,IKBKG,IL18,IL1R1,IL6ST,INSR,INTU,IQGAP3,IRAK1,ITGAV,ITGB1,ITM2C,ITSN1,KCP,KDR,KIT,LCK,LFNG,LGR4,LMCD1,LOC100513346,LOC100620540,LPAR4,LRRC7,LRRK1,LRRK2,LYN,LYPD6,MAP2K2,MAP3K10,MAP3K13,MAP3K14,MAP3K20,MAP4K1,MAPK8IP1,MAPRE2,MAVS,MBD2,MEIS3,MFNG,MGAT5,MID1,MN1,MRAP2,MTDH,NDC80,NEO1,NET1,NEURL1,NFATC4,NGFR,NMI,NOTCH2,NTRK3,NUP93,PARK7,PARP14,PARP9,PBK,PDCD4,PDGFA,PDGFC,PDGFD,PDGFRA,PDIA3,PELO,PHB2,PINK1,PKD2,PLCB1,PLCE1,PLCG2,PLEKHA4,PLEKHF1,PPM1A,PPM1B,PRKCD,PRKCH,PRKCZ,PRKD1,PRR5,PRR5L,PTK2B,PTK7,PTPRC,PTPRJ,RAB29,RAF1,RB1CC1,RBPJ,RECK,RHEB,RNF165,ROBO1,ROR2,RRAGD,RSPO3,S100A4,SCUBE1,SEMA3E,SEMA7A,SFRP2,SH3RF2,SHC1,SKP2,SLC15A3,SLC2A10,SMAD2,SMO,SOX11,SOX9,SPHK1,SPI1,SPRY2,SRC,SRPX,STING1,STK11,STK3,STOX1,SULF1,SULF2,TBL1XR1,TCF7L2,TEK,TFRC,TGFB2,TGFBR1,TGFBR2,TLR9,TMEM198B,TMEM9,TNFRSF11A,TNFRSF12A,TNFRSF19,TP63,TPBG,TPD52L1,TRAF3,TRAF3IP2,TRAF5,TSPAN5,TTC21B,TXNDC15,UBD,ULK3,UNC5B,UNC5CL,USP34,VCP,WLS,ZBTB7B,ZMIZ1,ZNF385A,ZNF423


			GO:BP			multicellular organismal homeostasis			GO:0048871			7.04E-07			150			ABL1,ACACA,ACADVL,ACSL1,ADAM8,ADGRG1,ADIPOR2,AKAP11,ALAS2,AQP7,ARRDC3,ATF4,ATP5IF1,BBS12,BCL6,BCR,BMP6,CCN3,CCNB2,CDH2,CEBPG,COL11A2,COL2A1,CPT2,CRACD,CROCC,DECR1,DEF8,DLL1,DNAJA3,EBF2,EGR1,EIF4G1,EPAS1,ESRRG,EXT1,EZH2,FAM210B,FAS,FGF21,FH,FMO1,FMO2,FOXA3,G0S2,GATA2,GATA3,GCNT4,GLO1,GPI,GPRASP2,GRB10,HADH,HCLS1,HOXA5,HSPA9,IL15,IL18,IQCB1,ITGB6,JAM3,KDR,KIT,KLF13,KLHL12,LAMA4,LDB2,LEPR,LGR4,LMO1,LPCAT1,LPCAT3,LRRK1,LTBP3,LYAR,LYN,MAK,MAPK14,MFN2,MFSD2A,MKKS,MKS1,NCAPG2,NKIRAS1,NOS3,NPHP4,NR1D2,NR1H2,OGT,OMA1,OXTR,PASK,PBLD,PDE4B,PDGFC,PDK4,PLCL1,PLCL2,PLEKHM1,POC1B,PPARGC1A,PPARGC1B,PPP3CB,PRCP,PRKAB2,PROM1,PTH1R,PTK2B,RAB3D,RBPJ,RCN3,RCOR1,RHEB,S1PR1,SCNN1A,SLC27A1,SLC37A4,SMO,SOX9,SPI1,SQSTM1,SRC,SRF,STAT1,STAT5B,STK11,TCIRG1,TFRC,TGFB1,TJP2,TLR9,TNFRSF11A,TP53INP2,TRAF3IP2,TSKU,TUB,UBASH3B,UCP2,USH1C,VHL,VPS13B,VSTM4,WDR48,WDR6,WHRN,WWTR1,XKR8,ZBTB7A,ZBTB7B,ZNF423


			GO:BP			cellular response to oxygen-containing compound			GO:1901701			7.19E-07			201			ABL1,ABL2,ACACA,ACTN2,ADAM15,ADCY3,ADCY6,ADRA2A,AGRN,AGTR2,AHR,AKAP6,AKR1A1,AKT2,ALDH1A1,ALDH1A2,ANKRD1,ANO1,APLP1,APP,ARHGEF2,ATF4,ATM,ATP2B4,BAIAP3,BCR,BLM,BMP6,BRCA1,C2CD2L,CACNB1,CALCRL,CAMK2A,CASP9,CAT,CAV2,CD14,CD80,CMPK2,COL16A1,COL1A2,COL5A2,CPEB3,CPEB4,CTNNA1,DAPK1,DNMT1,ECHDC3,EDNRA,EHMT2,EPHA3,EPHA4,ESR1,EZH2,EZR,FAM210B,FBXO32,FER,FES,FOS,FOXO1,FYN,GHR,GKAP1,GNAI3,GNB5,GOT1,GPD1,GPR173,GPR37,GRAMD1C,GRB10,HADHB,HGF,IGFBP5,IL18,INSR,IRAK1,IRAK2,IRS3,ITGA4,KAT2B,KCNB1,KLF9,LOC100511937,LPIN1,LPIN3,LRRK2,LYN,MAP4K1,MAPK14,MDM2,MET,MLXIPL,MMP2,MN1,MPC2,MRC1,MSTN,MTDH,NET1,NEURL1,NFE2L2,NFKBIA,NFKBIB,NFKBIL1,NGFR,NOS3,NQO1,NR4A3,NSG1,OGT,OSER1,PARK7,PCSK9,PDCD4,PDE3A,PDE4B,PDGFC,PDGFD,PDGFRA,PDK2,PDK4,PIK3R2,PINK1,PIP4K2A,PIP4K2C,PKD2,PLAA,PLCB1,PLCG2,POSTN,PPARGC1B,PPIF,PPP1R1B,PPP3CB,PRDX3,PRKCD,PRKCI,PRKCQ,PRKCZ,PRKD1,PTK2B,PTK7,PTPRA,PTPRK,PTPRN,RAB10,RAD51,RAF1,RAP1GDS1,RAPGEF3,RDH11,RDH12,ROCK2,ROMO1,RORA,RRAGD,SCARB1,SERPINE1,SESN1,SESN2,SGK1,SHC1,SHPK,SIRT2,SLC1A3,SLC26A6,SLC27A1,SLC38A2,SLIT2,SMO,SOD3,SOX9,SPHK1,SPI1,SPIDR,SPP1,SRC,SRI,SSH1,STAT5B,STK26,TEAD2,TIMELESS,TNFRSF1B,TNIP1,TPM1,TREX1,TRIM72,TWF2,UBR2,UMODL1,VCAM1,VCP,VIM,WDTC1,ZBTB20,ZBTB7B,ZEB1,ZNF703


			GO:BP			neuron projection guidance			GO:0097485			7.40E-07			66			APP,ARHGEF25,ARX,BMP7,BOC,BSG,CDK5R1,CNTN1,CNTN4,CRMP1,DPYSL5,DVL1,EDNRA,EFNA1,EFNB3,EGR2,EMB,EPHA3,EPHA4,EPHA7,EPHB2,EPHB3,EPHB4,ERBB2,ETV1,EXT1,FLRT3,GATA3,GFRA3,GLI2,GLI3,IGSF9,KIF5C,LRTM1,MYOT,NEO1,NEXN,NFIB,NGFR,NRCAM,NTN3,PLXNA1,PLXNA2,PLXNA3,PLXNB3,PLXND1,PTK7,RAC2,RNF165,ROBO1,SCN1B,SEMA3A,SEMA3E,SEMA3G,SEMA4F,SEMA5B,SEMA6A,SEMA6C,SEMA7A,SLIT1,SLIT2,SLIT3,SMO,TRIO,TTC8,UNC5B


			GO:BP			cell-cell signaling			GO:0007267			7.63E-07			272			ABL1,ACE,ADGRA2,ADORA2A,ADRA1D,ADRA2A,AGRN,ALPK2,ANO1,APBA3,APC2,APOE,APP,ATAD1,ATF4,BAIAP3,BAMBI,BCL9,BCR,BICC1,C1QTNF3,C2CD2L,C3,C7H6ORF125,CACNA1D,CACNA1G,CACNB1,CACNG7,CAPRIN2,CASK,CCDC88C,CCN3,CCN4,CDC20,CDH11,CDH2,CDK14,CHRNA1,CHRNA10,CHRNA3,CHRND,CHRNE,CLSTN2,CLSTN3,CNR1,CPE,CRBN,CRY2,CSNK1G3,CSNK2B,CTHRC1,CTNND1,CTNND2,CUL3,CUX2,DAB2,DACT3,DDX23,DDX3X,DISC1,DIXDC1,DKK3,DLG4,DLGAP4,DLL1,DNM1,DTNA,DTNB,DTNBP1,DVL1,EDA,EDNRA,EFNB3,EGF,EGLN1,EGR1,EGR3,EIF3J,EPHA4,EPHB2,EXT1,FAM53B,FGF9,FRZB,FYN,FZD10,FZD2,FZD9,GABRE,GATA3,GJA1,GJA5,GJC1,GLI2,GLI3,GLO1,GPC3,GPC4,GPR156,GRB10,GRID2,GRIK2,GRIN2D,GRIN3A,GRM4,GRM7,HADH,HGF,HIC1,HOMER1,HOMER3,HOXA5,HRH1,ICMT,IFT80,IGSF11,INSYN1,INVS,ITGAV,ITGB1,ITGB6,ITPR3,KCMF1,KCNB1,KCNN2,KLF4,KPNA1,KPNA2,LGR4,LMBR1L,LOC100625711,LRFN2,LRP4,LRP8,LRRC4,LRRC4C,LRRK1,LRRK2,LTBP1,LTBP3,LYPD6,MAPK14,MBD2,MDK,ME3,MITF,MKS1,MPC2,MYLK2,NDRG2,NEURL1,NFATC4,NIBAN2,NLGN3,NOS1,NPHP4,NPTX2,NTF4,OPHN1,P2RX5,PARK7,PARPBP,PASK,PCDH17,PFKM,PINK1,PKD2,PLAT,PLCB1,PLCG1,PLCL1,PLCL2,PLEKHA4,PLPP3,PLPPR4,PNKD,PPM1A,PPM1B,PPP1R9A,PPP3CA,PPP3CB,PREPL,PRKAR1B,PRRT2,PSMC3,PTK7,PTN,PTPRA,PTPRD,PTPRN,PTPRS,PVALB,PXK,RAB3A,RAF1,RAPGEF1,RASGRF2,RBPJ,RECK,REST,RGS14,RIMS1,RSPO3,RYR2,S1PR2,SCN1B,SCN3B,SCN5A,SDC1,SDHAF2,SERPINE2,SFRP2,SLC16A10,SLC1A3,SLC24A1,SLC38A1,SLC8A3,SLITRK5,SMAD2,SMO,SNCG,SOX11,SOX9,SPG11,SPP1,SQSTM1,SRC,SRF,SRI,STAB1,STK11,STK3,STRN,STX11,STX1B,STXBP1,STXBP5,SULF1,SULF2,SYN1,SYNGR1,SYT12,SYT2,SYT9,TBL1XR1,TBX18,TCF7L1,TCF7L2,TCIRG1,TMEM198B,TMEM25,TMEM9,TNC,TNFRSF11A,TNFRSF1B,TP63,TPBG,TSKU,TTC21B,USP34,UTRN,VAMP8,VANGL2,VCP,VDAC1,VHL,WLS,WNT4,WNT5B,WWTR1,ZER1,ZNF423


			GO:BP			tissue migration			GO:0090130			7.84E-07			80			ABL1,ACTA2,ACTC1,ADGRA2,AGT,AMOT,ANGPT2,ANLN,APOE,ATOH8,ATP2B4,ATP5F1A,BMPER,CALR,CCN3,CIB1,CORO1B,CORO1C,CSNK2B,DCN,DOCK5,DPP4,DUSP10,EFNA1,EGF,EGR3,ENPP2,EPHB4,FAP,FGF1,FGF18,FGFR1,GATA2,GATA3,GPI,HBEGF,ITGB1,KDR,KIT,KLF4,KLHL12,LOC100511937,MAPRE2,MEF2C,MEOX2,MET,MMRN2,NF1,NOS3,PATZ1,PLCG1,PLCG2,PLPP3,PLXND1,PPM1F,PRCP,PRKD1,PTK2B,PTPRG,RAB13,RGCC,ROBO1,ROCK2,RRAS,SCARB1,SLIT2,SOX9,SPARC,SRC,SRF,SRPX2,STC1,TEK,TESK1,TGFB2,TGFBR1,TGFBR2,VASH1,VHL,VSTM4


			GO:BP			muscle organ development			GO:0007517			8.06E-07			74			ACTA1,ACTC1,ANKRD1,ASB2,ATF3,BCL9,BVES,C7H6ORF125,CACNA1S,CAV2,CCNT2,CDON,CHRNA1,CHRND,COL11A1,DLL1,EDNRA,EGLN1,EGR1,EGR2,ENG,ERBB3,ETV1,FHL1,FOS,FXR1,FZD2,HEY2,HOMER1,ITGB1,JPH1,LOC100736765,LOX,MAFF,MAPK14,MEF2C,MEF2D,MEOX2,MKX,MSC,MSTN,MYBPC3,MYF5,MYF6,MYH14,MYLK2,MYLPF,MYOZ1,NLN,NR1D2,POPDC2,POPDC3,PPP3CA,PPP3CB,RBPJ,RIPOR2,S1PR1,SELENON,SIRT2,SMO,SOX11,SPG11,SVIL,TCAP,TGFB1,TGFBR1,TNNT2,TPM1,TRIM72,VRK3,XIRP2,YBX3,ZFP91,ZFPM2


			GO:BP			regulation of transferase activity			GO:0051338			8.17E-07			181			ABL1,ACE,ACSL1,ADAM8,ADRA2A,ADRA2C,AGT,AJUBA,AKT1S1,APOE,APP,ARRDC3,ATP2B4,AURKB,BLM,BMP7,BTC,BUB1B,CAB39,CAB39L,CAMKK2,CBL,CCDC88A,CCL19,CCN1,CCNB1,CCNB2,CCNB3,CCNE1,CCNE2,CCNG2,CCNL1,CCNT2,CD200,CD40LG,CDC20,CDC25B,CDK5R1,CENPE,CEP85,CHI3L1,CHTF18,CIB1,CKS2,CLSPN,CLU,COPS8,CORO1C,DBF4,DBNDD1,DCUN1D2,DCUN1D4,DDR2,DDX3X,DTNBP1,DUSP1,DUSP10,DVL1,EEF1A1,EFNA1,EGF,EIF4A2,EPHA3,EPHA4,EPHA7,EPHB2,EPHB3,EPHB4,ERBB2,ERBB3,ERP29,EZH2,FAM20A,FBXO5,FGF1,FGF18,FGFR1,FLT1,FZD10,GADD45B,GDF9,GINS3,GPRC5B,HGF,HMGCR,IL18,INSR,IRAK1,KAT2B,KDR,KIF14,KIT,KLF4,LDB2,LIMK1,LOC100511937,LRP8,LRRK2,LYN,MAP2K2,MAP3K10,MAP3K13,MASTL,MMD,MRE11,MSTN,MUSK,NCAPG2,NEK2,NEURL1,NTRK3,PAQR3,PARK7,PARM1,PARP16,PARP3,PDGFA,PDGFC,PDGFD,PDGFRA,PHB2,PIK3R2,PIP4K2A,PIP4K2C,PKD2,PKIG,PLCE1,PLK1,POT1,PPM1F,PPP1R3G,PPP2R5A,PRDX3,PRIM2,PRKAG1,PRKAG3,PRKAR1A,PRKAR1B,PRKAR2A,PRKCD,PRKCQ,PRRC1,PTGES3,PTK2B,PTPRB,PTPRC,PTPRJ,RAP2C,RFC3,RFC5,RGCC,RGS14,ROBO1,ROR2,RUBCN,SESN2,SFRP2,SH3BP5,SLC27A1,SLC8A3,SMPD1,SPINDOC,SPRY2,SRC,STK11,STOX1,STUB1,TEK,TGFB2,TGFBR2,TIGAR,TLR9,TNFRSF11A,TPD52L1,TPX2,TRPT1,TYRO3,UBASH3B,VAV2,WDR91,WWTR1


			GO:BP			cellular biosynthetic process			GO:0044249			8.96E-07			986			AARS1,AASDHPPT,ABCB6,ABHD3,ABHD4,ABHD5,ABLIM2,ABLIM3,ACACA,ACADM,ACADVL,ACAT1,ACO1,ACOT7,ACOT8,ACSBG1,ACSL1,ACSM4,ACSM5,ACSS1,ACSS2,ACTR3,ACVR1,ADAM8,ADCY2,ADCY3,ADCY4,ADCY6,ADCY9,ADNP,ADSL,AEBP1,AFAP1L2,AGT,AHR,AJUBA,AK1,AK3,AK5,AKNA,AKR1A1,AKT2,ALAS1,ALAS2,ALDH18A1,ALDH1A2,ALG10,ALG14,ALG8,ALG9,AMPD1,AMPD3,ANKRD1,ANKRD2,ANXA2,APIP,APLP1,APOE,APP,AQP11,ARHGEF2,ARNTL,ARX,ASAH1,ASL,ASNS,ASS1,ASXL3,ATAD2,ATF3,ATF4,ATF5,ATIC,ATM,ATOH8,ATP1B3,ATP2B4,ATP5F1A,ATP5F1B,ATP5IF1,ATP5MC1,ATP5MC3,ATP5ME,ATP5PO,ATP6,ATP7A,ATXN1,AURKB,AZIN2,B3GALNT1,B3GALT2,B3GNT3,B4GALT4,BAG3,BAMBI,BBS7,BCAS3,BCAT1,BCAT2,BCL11A,BCL3,BCL6,BCL9,BCORL1,BEND6,BHLHE41,BIN1,BLM,BMP5,BMP6,BMP7,BRCA1,BRCA2,BRD3,BRIP1,BZW2,C1QTNF3,C3,C7H6ORF125,CALCOCO1,CALR,CAMK2A,CAMTA2,CAPN3,CAPRIN2,CARF,CARNS1,CARS1,CASK,CAT,CBX2,CBX3,CBX4,CC2D1B,CCDC124,CCN1,CCNG1,CCNL1,CCNL2,CCNT2,CCPG1,CCT6A,CD200,CD40LG,CDCA7,CDCA7L,CDK14,CDK17,CDK5R1,CDON,CDS1,CEBPG,CENPF,CENPJ,CERKL,CHCHD1,CHCHD10,CHCHD2,CHD3,CHD6,CHEK1,CHPF,CHPT1,CHST1,CHST3,CHSY1,CHTF18,CHURC1,CIB1,CIPC,CITED1,CKAP2,CKS2,CLIP3,CLU,CMPK2,CNOT6,CNOT6L,COPE,COPS5,COQ10A,COQ10B,COQ2,COQ3,COQ5,COQ6,COQ8A,COQ9,COX10,CPEB3,CPEB4,CPOX,CPS1,CREB3L1,CREB3L2,CREB5,CREBRF,CREM,CRY2,CRYM,CSDE1,CSF3,CSRNP1,CSRNP3,CTC1,CUL3,CUX2,CYP1A1,CYP27A1,CYP2R1,CYP7B1,DAB2,DAPK1,DBX1,DCAF6,DCAKD,DCN,DCP2,DCTPP1,DDR2,DDRGK1,DDX3X,DDX58,DEDD,DKK3,DLAT,DLD,DLL1,DMRT2,DNAJA3,DNAJC1,DNAJC17,DNAJC24,DNMT1,DNMT3B,DOT1L,DPF3,DPY19L3,DPY19L4,DSE,DTL,DUSP26,DVL1,DYRK1B,E2F1,E2F6,E2F7,E2F8,E4F1,EAF2,EBF1,EBF2,EBF3,EBF4,EDA,EEF1A1,EFCAB7,EFNA1,EFR3B,EGF,EGLN1,EGR1,EGR2,EGR3,EHMT2,EID1,EIF1,EIF2B3,EIF2B4,EIF2D,EIF2S2,EIF3J,EIF4A2,EIF4E3,EIF4EBP1,EIF4G1,EIF4G3,ELF4,ELK3,ELK4,ELL2,ELOB,ELOC,ENC1,ENG,EPAS1,EPCAM,ERBB2,ERBIN,ESR1,ESRRA,ESRRG,ETF1,ETV1,ETV5,EXT1,EXT2,EXTL1,EXTL2,EZH2,EZR,FADS1,FADS2,FAM3C,FANCA,FANCD2,FARSA,FBP2,FER,FGF1,FGF9,FGFR4,FHL2,FHL3,FHL5,FHOD1,FIBIN,FLAD1,FLOT2,FMR1,FNIP1,FOS,FOXA3,FOXJ1,FOXM1,FOXN3,FOXO1,FOXP2,FRAS1,FST,FXR1,FXR2,FZD2,GAL3ST4,GALNT10,GALNT15,GALNT17,GALNT2,GALNT5,GALNT7,GAMT,GAPDH,GARS1,GART,GATA2,GATA3,GATB,GCLC,GCNT1,GFPT1,GFPT2,GGT5,GINS3,GLCE,GLI2,GLI3,GLUL,GMDS,GOT1,GPAT2,GPAT4,GPR37,GPS2,GSPT2,GTF2IRD1,GTF3C6,GUCA1B,GUCY1A1,GXYLT2,GYG1,GYS1,HADHB,HBS1L,HCLS1,HDAC10,HDGFL2,HES6,HEY2,HGF,HHAT,HHATL,HIC1,HIF3A,HIVEP1,HIVEP2,HLTF,HMGCR,HMMR,HOXA3,HOXA5,HR,HS2ST1,HS6ST1,HS6ST2,HSD17B10,HSF1,HSF4,HTATIP2,ICMT,IER2,IGFBP5,IGSF1,IKBKG,IL15,IL18,IL4I1,IMPDH1,INPP4A,INPP4B,INSR,IRAK1,IRAK2,IRF5,IRF9,ITGA6,ITM2A,JADE2,JADE3,JMJD1C,JUNB,KAT2B,KBTBD8,KDM1A,KDM7A,KDM8,KEAP1,KHDRBS1,KIT,KLF13,KLF4,KLHL17,LARGE1,LARGE2,LARP4,LDB2,LEPR,LGALS4,LGR4,LIAS,LIG1,LIN37,LIN54,LIPE,LIPG,LMCD1,LMO1,LMO2,LOC100513741,LOC100517129,LOC100519130,LOC100520512,LOC100522551,LOC100525350,LOC100623035,LOC100737755,LOC102158443,LOC102163847,LOC110255204,LOC110258620,LOC110259371,LOX,LPCAT1,LPCAT3,LPIN1,LPIN3,LRP8,LRRC7,LRRFIP1,LRRFIP2,LSS,LTC4S,LUM,LYAR,MAF1,MAFF,MAFK,MAGEH1,MAML3,MAP2K2,MAP3K10,MAP3K13,MAPK14,MAPK8IP1,MARS1,MAT2A,MAVS,MBD2,MBD3,MBTD1,MDK,MDM2,MED15,MED8,MEF2A,MEF2C,MEF2D,MEIS3,MEOX2,MET,METTL17,MFSD2A,MGA,MGAT5,MID1IP1,MITF,MKX,MLIP,MLXIP,MLXIPL,MMUT,MN1,MOCOS,MOCS1,MOSPD1,MOXD1,MPI,MRI1,MRPL15,MRPL16,MRPL2,MRPL24,MRPL35,MRPL43,MRPS17,MRPS18A,MRPS18B,MRPS27,MRPS35,MRPS5,MRPS9,MSC,MSI1,MSTN,MTA3,MTARC2,MTDH,MTERF3,MTG1,MTHFD1L,MTHFR,MTRF1,MVK,MXD3,MYBL1,MYBL2,MYCN,MYEF2,MYF5,MYF6,MYOZ1,NAMPT,NCAPG2,NCOA2,NDN,NDUFA9,NDUFAB1,NECAB3,NEK2,NEK4,NEURL1,NFATC1,NFATC3,NFATC4,NFE2L1,NFE2L2,NFE2L3,NFIB,NFIL3,NFKBIA,NFKBIB,NFKBIL1,NFXL1,NGFR,NIBAN1,NIBAN2,NME4,NME6,NMI,NMT1,NOC2L,NOCT,NOL4L,NONO,NOS1,NOS3,NOSTRIN,NOTCH2,NOTCH3,NOXRED1,NPAS3,NPC1,NPM3,NR0B2,NR1D2,NR1H2,NR1I3,NR2F1,NR2F6,NR4A3,NR5A2,NSD2,NT5E,NUP107,OAT,ODC1,OGT,ORMDL1,ORMDL2,OSTC,OTC,OXSM,PABPC1,PAICS,PAIP1,PANK3,PANK4,PARK7,PARM1,PARP3,PARP9,PASK,PATL1,PATZ1,PBX3,PBX4,PCBD1,PCBD2,PCBP1,PCLAF,PCSK5,PCYT1B,PDCD4,PDGFA,PDHA1,PDHB,PDHX,PDK2,PDK4,PER1,PER2,PEX2,PFKM,PHB2,PHF1,PHF19,PHF21A,PHKG1,PHLDA1,PIAS3,PIGA,PIGQ,PIK3C2A,PIK3R2,PINK1,PIP4K2A,PIP4K2C,PIR,PITHD1,PKD2,PKIG,PKM,PLA2G4A,PLAG1,PLAGL1,PLCB1,PLCE1,PLCG2,PLD1,PLD2,PLK1,PLK3,PLOD2,PLPP3,PM20D1,PMM1,PNPLA2,POGK,POGLUT2,POLA1,POLA2,POLD1,POLD2,POLDIP2,POLE2,POLG,POLH,POLL,POLR2F,POLR2G,POLR2J,POLR3A,POLR3D,POLR3GL,POLR3H,POT1,POU6F1,PPARA,PPARGC1A,PPARGC1B,PPAT,PPM1A,PPM1F,PPP1R15A,PPP1R1B,PPP1R3A,PPP1R3B,PPP1R3C,PPP1R3D,PPP1R3G,PPP3CA,PPP3CB,PPTC7,PRDM1,PRDM5,PRDX3,PRIM2,PRKAB2,PRKAG1,PRKAG3,PRKCD,PRKCH,PRKCI,PRKCQ,PRKD1,PRPS1,PRTFDC1,PSAP,PSIP1,PSMC3,PSMC3IP,PSMC5,PTDSS1,PTGES2,PTGES3,PTK2B,PTPMT1,PTPRK,PTPRN,PTX3,PXK,PXYLP1,PYCR2,RAD21,RAF1,RAMP1,RAP2C,RB1CC1,RBBP8,RBM15,RBP1,RBPJ,RCOR1,RCOR2,REST,REV3L,RFC3,RFC5,RFX7,RGCC,RGMA,RGS14,RHEBL1,RIF1,RNF14,RNF2,ROCK2,RORA,RPS6KA1,RPS6KA3,RPS6KB2,RUNX1T1,RWDD1,RXRG,RYBP,SAFB2,SALL2,SAP130,SARS1,SAV1,SCAI,SCARB1,SCMH1,SCML2,SCRT1,SELENOI,SENP1,SERTAD1,SESN2,SETD7,SFMBT2,SFR1,SFRP2,SHC1,SHFL,SIRT2,SLC1A3,SLC24A5,SLC27A1,SLC2A10,SLC38A1,SLC38A3,SLC4A7,SMAD2,SMAD9,SMARCA5,SMO,SMPD1,SMYD2,SOAT1,SOX11,SOX9,SPHK1,SPI1,SPINDOC,SPP1,SPR,SPTLC1,SPTY2D1,SQSTM1,SRBD1,SRC,SREBF2,SRF,SRI,SS18,SSBP4,SSU72,ST3GAL5,ST6GALNAC2,ST6GALNAC3,STAT1,STAT5B,STING1,STK3,STOX1,STOX2,STT3A,SUPT16H,TAF11,TAF12,TAF9B,TASOR,TBC1D14,TBL1XR1,TBPL1,TBX15,TBX18,TCF12,TCF3,TCF4,TCF7L1,TCF7L2,TEAD1,TEAD2,TEAD4,TET3,TFEB,TFRC,TGFB1,TGFB2,TGFB3,TGFBR1,THAP11,THOC5,TIA1,TIMELESS,TLR9,TMEM9B,TMTC2,TMTC3,TMTC4,TNFRSF11A,TNFRSF1B,TNIP1,TOP2A,TOP2B,TOX3,TP53INP2,TP63,TP73,TPI1,TRAF3,TRAF5,TRAIP,TREX1,TRPC1,TRUB2,TSC22D1,TSC22D3,TSHZ3,TTC21B,TTC5,TUFM,TUSC3,UGCG,UGDH,UGGT1,UGGT2,UGP2,UHRF1,ULK1,USF2,USP13,USP2,UXS1,VARS2,VCP,VIM,WDR43,WDR45,WDR77,WDTC1,WRN,WWC2,WWP1,WWTR1,XYLT2,YBX3,YEATS2,YWHAQ,YWHAZ,ZBTB1,ZBTB12,ZBTB16,ZBTB20,ZBTB7A,ZBTB7B,ZBTB7C,ZBTB8A,ZDHHC20,ZEB1,ZEB2,ZER1,ZFHX4,ZFP30,ZFP37,ZFPM2,ZHX2,ZIC3,ZKSCAN4,ZKSCAN7,ZMIZ1,ZMYM2,ZNF114,ZNF135,ZNF142,ZNF175,ZNF180,ZNF235,ZNF26,ZNF260,ZNF280C,ZNF287,ZNF300,ZNF322,ZNF329,ZNF333,ZNF358,ZNF367,ZNF385A,ZNF395,ZNF396,ZNF423,ZNF503,ZNF518A,ZNF521,ZNF524,ZNF536,ZNF567,ZNF568,ZNF608,ZNF624,ZNF628,ZNF641,ZNF692,ZNF703,ZNF704,ZNF711,ZNF76,ZNF768,ZNF827,ZNF865,ZNF879,ZSCAN12,ZSCAN31,ZXDC


			GO:BP			heterocycle biosynthetic process			GO:0018130			9.63E-07			714			ABCB6,ABLIM2,ABLIM3,ACACA,ACAT1,ACOT7,ACSL1,ACSS1,ACSS2,ACTR3,ACVR1,ADAM8,ADCY2,ADCY3,ADCY4,ADCY6,ADCY9,ADNP,ADSL,AEBP1,AFAP1L2,AGT,AHR,AJUBA,AK1,AK3,AK5,AKNA,AKR1A1,ALAS1,ALAS2,ALDH18A1,AMPD1,AMPD3,ANKRD1,ANKRD2,ANXA2,APOE,APP,ARHGEF2,ARNTL,ARX,ASXL3,ATAD2,ATF3,ATF4,ATF5,ATIC,ATM,ATOH8,ATP1B3,ATP2B4,ATP5F1A,ATP5F1B,ATP5IF1,ATP5MC1,ATP5MC3,ATP5ME,ATP5PO,ATP6,ATXN1,AURKB,BAG3,BAMBI,BBS7,BCAS3,BCL11A,BCL3,BCL6,BCL9,BCORL1,BEND6,BHLHE41,BIN1,BLM,BMP5,BMP6,BMP7,BRCA1,BRCA2,BRD3,BRIP1,CALCOCO1,CALR,CAMK2A,CAMTA2,CAPN3,CARF,CASK,CAT,CBX2,CBX3,CBX4,CC2D1B,CCDC124,CCN1,CCNL1,CCNL2,CCNT2,CCPG1,CCT6A,CD200,CD40LG,CDCA7,CDCA7L,CDK14,CDK17,CDK5R1,CDON,CDS1,CEBPG,CENPF,CENPJ,CHCHD10,CHCHD2,CHD3,CHD6,CHEK1,CHPT1,CHTF18,CHURC1,CIB1,CIPC,CITED1,CKAP2,CKS2,CLU,CMPK2,CNOT6,COPS5,COX10,CPEB3,CPOX,CPS1,CREB3L1,CREB3L2,CREB5,CREBRF,CREM,CRY2,CRYM,CSF3,CSRNP1,CSRNP3,CTC1,CUL3,CUX2,CYP1A1,DAB2,DBX1,DCAF6,DCAKD,DCN,DCP2,DDR2,DDRGK1,DDX3X,DDX58,DEDD,DKK3,DLAT,DLD,DLL1,DMRT2,DNAJA3,DNAJC17,DNMT1,DNMT3B,DOT1L,DPF3,DTL,DUSP26,DVL1,DYRK1B,E2F1,E2F6,E2F7,E2F8,E4F1,EAF2,EBF1,EBF2,EBF3,EBF4,EDA,EFCAB7,EFNA1,EGF,EGLN1,EGR1,EGR2,EGR3,EHMT2,EID1,EIF4A2,ELF4,ELK3,ELK4,ELL2,ELOB,ELOC,ENG,EPAS1,EPCAM,ERBB2,ERBIN,ESR1,ESRRA,ESRRG,ETV1,ETV5,EZH2,EZR,FANCA,FANCD2,FER,FGF1,FGF9,FGFR4,FHL2,FHL3,FHL5,FHOD1,FLAD1,FLOT2,FMR1,FNIP1,FOS,FOXA3,FOXJ1,FOXM1,FOXN3,FOXO1,FOXP2,FST,FZD2,GARS1,GART,GATA2,GATA3,GCLC,GFPT1,GFPT2,GINS3,GLI2,GLI3,GMDS,GPAT4,GPS2,GTF2IRD1,GTF3C6,GUCA1B,GUCY1A1,HADHB,HCLS1,HDAC10,HDGFL2,HES6,HEY2,HGF,HIC1,HIF3A,HIVEP1,HIVEP2,HLTF,HMMR,HOXA3,HOXA5,HR,HSF1,HSF4,HTATIP2,IER2,IGSF1,IKBKG,IL18,IL4I1,IMPDH1,INSR,IRAK1,IRAK2,IRF5,IRF9,ITGA6,JADE2,JADE3,JMJD1C,JUNB,KAT2B,KDM1A,KDM7A,KDM8,KEAP1,KHDRBS1,KIT,KLF13,KLF4,LDB2,LGR4,LIAS,LIG1,LIN37,LIN54,LMCD1,LMO1,LMO2,LOC100513741,LOC100517129,LOC100623035,LOC102158443,LOC110255204,LOC110258620,LOC110259371,LOX,LPCAT1,LPIN1,LPIN3,LRP8,LRRC7,LRRFIP1,LRRFIP2,LUM,LYAR,MAF1,MAFF,MAFK,MAGEH1,MAML3,MAP2K2,MAP3K10,MAP3K13,MAPK14,MAPK8IP1,MARS1,MAVS,MBD2,MBD3,MBTD1,MDK,MDM2,MED15,MED8,MEF2A,MEF2C,MEF2D,MEIS3,MEOX2,MET,MGA,MITF,MKX,MLIP,MLXIP,MLXIPL,MMUT,MN1,MOCOS,MOCS1,MOSPD1,MPI,MSC,MSTN,MTA3,MTDH,MTERF3,MTHFD1L,MXD3,MYBL1,MYBL2,MYCN,MYEF2,MYF5,MYF6,MYOZ1,NAMPT,NCAPG2,NCOA2,NDN,NEK2,NEK4,NFATC1,NFATC3,NFATC4,NFE2L1,NFE2L2,NFE2L3,NFIB,NFIL3,NFKBIA,NFKBIB,NFKBIL1,NFXL1,NGFR,NIBAN2,NME4,NME6,NMI,NOC2L,NOL4L,NONO,NOS1,NOS3,NOSTRIN,NOTCH2,NOTCH3,NPAS3,NPM3,NR0B2,NR1D2,NR1H2,NR1I3,NR2F1,NR2F6,NR4A3,NR5A2,NSD2,NT5E,NUP107,OAT,OGT,PAICS,PANK3,PANK4,PARK7,PARM1,PARP3,PARP9,PASK,PATZ1,PBX3,PBX4,PCBD1,PCBD2,PCBP1,PCLAF,PDCD4,PDHA1,PDHB,PDHX,PDK2,PDK4,PER1,PER2,PEX2,PFKM,PHB2,PHF1,PHF19,PHF21A,PIAS3,PIK3R2,PINK1,PIR,PITHD1,PKD2,PKIG,PLAG1,PLAGL1,PLCB1,PLCG2,PLK1,PLK3,PLPP3,PMM1,POGK,POLA1,POLA2,POLD1,POLD2,POLDIP2,POLE2,POLG,POLH,POLL,POLR2F,POLR2G,POLR2J,POLR3A,POLR3D,POLR3GL,POLR3H,POT1,POU6F1,PPARA,PPARGC1A,PPARGC1B,PPAT,PPM1A,PPM1F,PPP1R1B,PPP3CA,PPP3CB,PRDM1,PRDM5,PRDX3,PRIM2,PRKCH,PRKCI,PRKCQ,PRKD1,PRPS1,PRTFDC1,PSIP1,PSMC3,PSMC3IP,PSMC5,PTDSS1,PTGES2,PTGES3,PTPMT1,PTPRK,PTPRN,PYCR2,RAD21,RAF1,RAP2C,RBBP8,RBM15,RBPJ,RCOR1,RCOR2,REST,REV3L,RFC3,RFC5,RFX7,RGCC,RGMA,RGS14,RHEBL1,RIF1,RNF14,RNF2,RORA,RPS6KA1,RPS6KA3,RUNX1T1,RXRG,RYBP,SAFB2,SALL2,SAP130,SARS1,SAV1,SCAI,SCMH1,SCML2,SCRT1,SENP1,SERTAD1,SETD7,SFMBT2,SFR1,SFRP2,SHC1,SIRT2,SLC38A3,SLC4A7,SMAD2,SMAD9,SMARCA5,SMO,SMYD2,SOX11,SOX9,SPHK1,SPI1,SPINDOC,SPP1,SPR,SPTY2D1,SQSTM1,SRC,SREBF2,SRF,SRI,SS18,SSBP4,SSU72,STAT1,STAT5B,STING1,STK3,STOX1,STOX2,SUPT16H,TAF11,TAF12,TAF9B,TASOR,TBC1D14,TBL1XR1,TBPL1,TBX15,TBX18,TCF12,TCF3,TCF4,TCF7L1,TCF7L2,TEAD1,TEAD2,TEAD4,TET3,TFEB,TFRC,TGFB1,TGFB2,TGFB3,TGFBR1,THAP11,THOC5,TIMELESS,TLR9,TMEM9B,TNFRSF11A,TNFRSF1B,TNIP1,TOP2A,TOP2B,TOX3,TP53INP2,TP63,TP73,TRAF3,TRAF5,TRAIP,TREX1,TSC22D1,TSC22D3,TSHZ3,TTC21B,TTC5,UGCG,UGDH,UHRF1,USF2,USP13,USP2,UXS1,VCP,WDR43,WDR77,WDTC1,WRN,WWC2,WWP1,WWTR1,YBX3,YEATS2,YWHAQ,YWHAZ,ZBTB1,ZBTB12,ZBTB16,ZBTB20,ZBTB7A,ZBTB7B,ZBTB7C,ZBTB8A,ZEB1,ZEB2,ZFHX4,ZFP30,ZFP37,ZFPM2,ZHX2,ZIC3,ZKSCAN4,ZKSCAN7,ZMIZ1,ZMYM2,ZNF114,ZNF135,ZNF142,ZNF175,ZNF180,ZNF235,ZNF26,ZNF260,ZNF280C,ZNF287,ZNF300,ZNF322,ZNF329,ZNF333,ZNF358,ZNF367,ZNF395,ZNF396,ZNF423,ZNF503,ZNF518A,ZNF521,ZNF524,ZNF536,ZNF567,ZNF568,ZNF608,ZNF624,ZNF628,ZNF641,ZNF692,ZNF703,ZNF704,ZNF711,ZNF76,ZNF768,ZNF827,ZNF865,ZNF879,ZSCAN12,ZSCAN31,ZXDC


			GO:BP			wound healing			GO:0042060			0.0000010254			86			ABI3BP,ADIPOR2,ADRA2A,ADRA2C,AJUBA,ANO2,ANXA2,APOE,ARHGEF19,ARHGEF2,ARL8B,BLOC1S4,CASK,CCN1,CCN4,CD109,CD151,CD40LG,CD44,CD9,COL3A1,COL5A1,CORO1B,DCBLD2,DST,DTNBP1,ELK3,EMILIN2,EPHB2,ERBB2,EXT1,F3,F8,FBLN1,FERMT3,FGF1,FGFR1OP2,FKBP10,FN1,FUNDC2,GATA2,HABP2,HBEGF,ITGA5,ITGB1,ITGB6,KDR,LNPK,LYN,MACF1,MCAM,MYH2,MYOF,MYOZ1,NFE2L2,NOTCH2,P2RY1,PDGFA,PDGFRA,PDPN,PHLDB2,PLA2G4A,PLPP3,PPARA,PPL,PRCP,PRKCD,PRKCQ,PROS1,PRSS56,PTK7,RAB3A,SDC1,SERPINE1,SERPINE2,SMPD1,SRF,STXBP1,TFPI,TIMP1,TMEFF2,TNFRSF12A,TRIM72,TSKU,TYRO3,UBASH3B


			GO:BP			ribose phosphate metabolic process			GO:0019693			0.0000010453			109			ABCC6,ACACA,ACAT1,ACOT7,ACOT8,ACSL1,ACSL4,ACSM4,ACSM5,ACSS1,ACSS2,ADCY2,ADCY3,ADCY4,ADCY6,ADCY9,ADSL,AK1,AK3,AK5,ALDOC,AMPD1,AMPD3,APP,ATIC,ATP1A2,ATP1B1,ATP5F1A,ATP5F1B,ATP5IF1,ATP5MC1,ATP5MC3,ATP5ME,ATP5PO,ATP6,CHPT1,CLPX,DCAKD,DLAT,DLD,DLST,ENO3,ENTPD7,GAPDH,GART,GMPR,GNAI3,GPAT4,GPD1,GPI,GUCY1A1,GUK1,HK1,HK2,HMGCR,IER3,IMPDH1,INSR,LOC100736765,LOC110255887,LRRK2,MLXIPL,MMUT,MVK,MYH3,NDUFS1,NME4,NME6,NT5C1A,NT5E,NUDT5,OGDH,OGT,OXSM,PAICS,PANK3,PANK4,PARG,PDE4B,PDE4D,PDE9A,PDHA1,PDHB,PDHX,PDK2,PDK4,PFKM,PGAM2,PGK1,PKM,PPARA,PPARGC1A,PPAT,PRKAG3,PRPS1,PRTFDC1,PTDSS1,PTPMT1,RORA,SLC25A25,SUCLG2,TIGAR,TPI1,TREX1,TSPO,UGCG,VCP,ZBTB20,ZBTB7A


			GO:BP			negative regulation of neuron projection development			GO:0010977			0.0000010894			34			APOE,BCL11A,CIB1,CKB,CRMP1,DIP2B,EFNA1,EFNB3,EPHA4,EPHA7,EPHB2,INPP5F,INPP5J,ITM2C,LRP4,PAQR3,PLXNA3,PTPN9,PTPRS,RAB29,RGMA,SEMA3A,SEMA3E,SEMA3G,SEMA4F,SEMA5B,SEMA6A,SEMA6C,SEMA7A,SLIT2,SPART,STMN2,TSKU,VIM


			GO:BP			striated muscle cell development			GO:0055002			0.00000115			27			ACTA1,ACTC1,ACTN2,ANKRD23,CAPN3,CASQ1,CSRP2,FHOD3,FLNC,ITGB1,LMOD2,LOC100736765,MEF2A,MYOM2,MYOZ1,MYPN,NEB,NRAP,PDGFRA,PGM5,PRKAR1A,SDC1,SRF,TCAP,TMOD4,TNNT2,TPM1


			GO:BP			epithelial cell migration			GO:0010631			0.0000011636			78			ABL1,ADGRA2,AGT,AMOT,ANGPT2,ANLN,APOE,ATOH8,ATP2B4,ATP5F1A,BMPER,CALR,CCN3,CIB1,CORO1B,CORO1C,CSNK2B,DCN,DOCK5,DPP4,DUSP10,EFNA1,EGF,EGR3,ENPP2,EPHB4,FAP,FGF1,FGF18,FGFR1,GATA2,GATA3,GPI,HBEGF,ITGB1,KDR,KIT,KLF4,KLHL12,LOC100511937,MAPRE2,MEF2C,MEOX2,MET,MMRN2,NF1,NOS3,PATZ1,PLCG1,PLCG2,PLPP3,PLXND1,PPM1F,PRCP,PRKD1,PTK2B,PTPRG,RAB13,RGCC,ROBO1,ROCK2,RRAS,SCARB1,SLIT2,SOX9,SPARC,SRC,SRF,SRPX2,STC1,TEK,TESK1,TGFB2,TGFBR1,TGFBR2,VASH1,VHL,VSTM4


			GO:BP			protein depolymerization			GO:0051261			0.000001197			41			ACTN2,ARHGEF2,AVIL,CAPG,CAPZA1,CAPZA2,CFL1,CIB1,CKAP2,CRACD,DSTN,EPS8,KIF18A,KIF18B,KIF24,KIF2C,LMOD2,MAP1A,MAP1B,MAP1S,MICAL1,MICAL3,MID1IP1,NAV3,NCKAP5,NCKAP5L,NES,NOSTRIN,PLEKHH2,SH3GL3,SPEF1,SPTAN1,SPTB,STMN2,SVIL,SWAP70,TMOD4,TPX2,TWF1,TWF2,WDR47


			GO:BP			electron transport chain			GO:0022900			0.000001295			46			BID,CCNB1,CDK1,CHCHD2,COA6,COQ9,COX1,COX3,COX4I1,COX5A,ETFA,ETFB,ETFDH,GPD1,ISCU,LOC100524239,LOC100524873,ND4,NDUFA10,NDUFA8,NDUFAF1,NDUFB3,NDUFB6,NDUFB8,NDUFB9,NDUFS1,NDUFS2,NDUFS4,NDUFS6,NDUFS7,NDUFV1,NQO2,PARK7,PINK1,PPARGC1A,SDHA,SDHAF2,SDHB,SDHC,SLC25A12,SLC25A22,STEAP4,THAP11,UQCR10,UQCRC1,UQCRQ


			GO:BP			positive regulation of cell cycle			GO:0045787			0.000001295			83			ABL1,APP,ASNS,AURKB,BRCA2,CALR,CCNB1,CCNT2,CCPG1,CDC14B,CDC25B,CDC6,CDCA5,CDK1,CDK5R1,CDT1,CENPJ,CHEK1,CIT,CKS2,CUL3,CUL4A,CUL4B,DBF4,DDX3X,DTL,DUSP3,E2F7,E2F8,EGF,EIF4G1,EZH2,FAM83D,FBXO5,FEN1,GDF9,GEN1,GFRA3,GPSM2,HSF1,INSR,KAT2B,KIF14,KIF20B,LFNG,MAP3K20,MASTL,MDM2,MTA3,MTBP,NCAPG,NCAPG2,NCAPH,NDC80,NSFL1C,PBK,PHB2,PKD2,PLCB1,POLDIP2,RACGAP1,RAD21,RAD23A,RAD51AP1,RAD51B,RCC2,RGCC,RHNO1,ROCK2,SASS6,SIRT2,SLF1,SMC2,SMC4,SMC6,SPAG5,SPHK1,STAT5B,STIL,STOX1,THOC5,UBE2C,USP2


			GO:BP			positive regulation of transport			GO:0051050			0.0000013377			151			ABCA5,ABL1,ACTN2,AKAP6,AKT2,ANKFY1,ANKRD1,ANO1,ANXA2,APOE,ATAD1,ATF4,ATP1B1,ATP5IF1,AZIN2,BAG3,BAIAP3,BCAP31,BCR,C1QTNF3,C2,C2CD2L,C3,CACNA1D,CACNA1G,CALM1,CALR,CAPN3,CASK,CASQ1,CBL,CD14,CD151,CDH2,CDK5R1,CEP131,CHCHD10,CIB1,CLIP3,CLU,CNR1,CNTN1,COX17,DAB2,DLL1,DTNBP1,EDNRA,EFCAB7,EGF,EPHB2,ERBB2,EZR,FGF21,FMR1,FRMD4A,FYN,GLI3,GPC3,GPS2,HCLS1,HIP1,HOMER1,HSPA1L,IL15,IL2RB,INSR,ITGB1,KCNB1,KCNIP2,KHDRBS1,KIF20B,LGALS3,LIPG,LOC100512977,LOC100519808,LOC100520512,LPCAT3,LYAR,MAPK14,MAVS,MEF2A,MIB1,MPC2,NANS,NFE2L2,NFKBIA,NR1H2,NR4A3,P2RY1,PARK7,PCSK9,PDCD5,PDZK1,PFKM,PIK3R2,PINK1,PKD2,PLAA,PLCG2,PLK3,PPM1A,PPP3CA,PPP3CB,PRKCD,PRKCI,PRKD1,PRR5L,PRRT2,PTPRC,PTX3,RAB29,RAB3A,RAB3D,RAB7A,RAPGEF3,RGCC,RNF207,RYR2,SCN1B,SCN3B,SCN5A,SDC1,SERPINE1,SLC26A6,SMO,SMPD1,SOX11,SPAG5,SPP1,SRI,STAC3,STC1,STIM1,STIM2,STK11,STXBP1,STXBP5,SYT9,TCF7L2,TGFB2,TGFB3,TNFRSF11A,TOMM7,TRDN,TRPC1,TUB,UNC13D,VAMP8,VMP1,WLS,WNK3


			GO:BP			regulation of cell adhesion			GO:0030155			0.0000014124			154			ABI3BP,ABL1,ADAM15,ADAM8,ADGRG1,ADORA2A,AKNA,ANGPT2,APOD,ASS1,ATM,ATXN3,BCL6,BMP6,BMP7,BST1,CALR,CASK,CBLB,CCN1,CD276,CD40LG,CD44,CD80,CD9,CHRD,CHST2,CIB1,COL16A1,CORO1C,CORO2B,DHPS,DLC1,DLG5,DLL1,DNAJA3,DOCK5,DOCK8,DPP4,DUSP1,DUSP10,DUSP26,DUSP3,ECM2,EDIL3,EFNA1,EFNB3,EGFL6,EGR3,EMILIN1,EMILIN2,EPCAM,EPHA3,EPHA4,EPHA7,EPHB2,EPHB3,ERBB2,ERBB3,FBLN1,FCHO1,FERMT3,FES,FLOT2,FN1,FOXJ1,GATA3,GBP1,GCNT1,GLI3,HHLA2,HSD17B12,IL15,IL18,IL4I1,IL6ST,IRAK1,ITGAV,JAM3,KDR,KIF14,KIF26B,KLF4,LAMA3,LAMA4,LCK,LGALS9,LOC100737755,LYN,MACF1,MAPK14,MDGA1,MDK,MYF5,MYO10,NFKBIZ,NID1,NR4A3,PDPN,PHLDB2,PIK3R2,PLPP3,PLXNA1,PLXNA2,PLXNA3,PLXNB3,PLXND1,PODXL,PPARA,PPM1F,PPP1CB,PPP3CA,PRKAR1A,PRKCD,PRKCQ,PRKCZ,PTK2B,PTPRA,PTPRC,PTPRJ,RAC2,RCC2,RGCC,RHOD,RIPOR2,RRAS,S1PR1,SEMA3E,SEMA6A,SERPINE1,SERPINE2,SOX9,SPI1,SRC,SRF,STAT5B,SWAP70,TAPBPL,TEK,TESK1,TFRC,TGFB1,TGFB2,TGFBR2,TNC,TNFRSF21,UBASH3B,UNC13D,UTRN,VCAM1,ZBTB1,ZBTB16,ZBTB7B,ZMIZ1


			GO:BP			developmental growth involved in morphogenesis			GO:0060560			0.0000014136			58			ABL1,APP,CRABP2,CYFIP2,DCX,DIP2B,DVL1,EDNRA,EIF3J,EPHA7,ESR1,EXT1,FGF1,FLRT3,FN1,ITGB1,JADE2,KIF26B,LIMK1,MAP1B,MAP3K13,MUL1,NEDD4L,NIN,PLAA,PLXNA1,PLXNA3,PRKCZ,PTK7,PTPRS,RIMS1,RND2,S1PR1,SEMA3A,SEMA3E,SEMA3G,SEMA4F,SEMA5B,SEMA6A,SEMA6C,SEMA7A,SFRP2,SLIT1,SLIT2,SLIT3,SMURF1,SOX9,SPART,SPG11,SPRY2,SRF,STK11,SYT2,TGFB1,TGFBR2,TWF2,ULK1,ZFYVE27


			GO:BP			negative regulation of programmed cell death			GO:0043069			0.0000014185			172			AARS1,ABL1,ACKR3,ACTC1,ACVR1,ADAM8,ADAMTS20,ADNP,AKT2,ANGPTL4,APIP,APOE,ARAF,ASNS,ATF5,AURKB,BAG3,BARD1,BCL3,BCL6,BDKRB2,BHLHB9,BID,BMP7,BNIP3,BNIP3L,BRCA1,BTC,CAPN3,CAT,CBL,CCL19,CCL5,CCN1,CD40LG,CD44,CDK1,CIB1,CITED1,CKB,CLU,COL2A1,COPS5,CTNNA1,DAB2,DAPK1,DDIAS,DDX3X,DHCR24,DLL1,DNAJA3,DNMT1,DOCK8,EFNA1,EGR3,ERBB3,EYA2,EYA3,FAIM,FAIM2,FAS,FIGNL1,FNIP1,FOXO1,FZD9,GATA2,GATA3,GCLC,GHITM,GLI2,GLI3,GRIA4,GRIK2,HCLS1,HEY2,HGF,HIGD1A,HPN,HSF4,HSPA5,HSPB6,IER3,IL2RB,IL6ST,ITGA5,ITGA6,ITGAV,ITGB1,IVNS1ABP,KDM1A,KDR,KIF14,KIT,KLF4,KRT18,LGALS3,LRRK2,MAPK8IP1,MDK,MDM2,MEIS3,MET,MICAL1,MITF,MRE11,MSH2,MTDH,MUTYH,NEFL,NFATC4,NFE2L2,NIBAN2,NOC2L,NONO,NTF4,PAK4,PARK7,PDK4,PELI3,PHB2,PINK1,PLCG2,PLK1,PLK3,PLXND1,PPARA,PPARGC1A,PPIF,PRDX3,PRKCD,PRKCH,PRKCI,PRKCQ,PTK2B,PTPRZ1,PTRH2,RAF1,RB1CC1,RETREG1,RNF144B,RPS6KA1,RPS6KA3,SEMA3E,SERPINE1,SFRP2,SH3RF2,SHC1,SLC25A4,SMO,SOX9,SPHK1,SPRY2,SRC,STAT5B,STXBP1,SUPV3L1,TAF9B,TAPBPL,TFRC,TGFBR1,THAP11,TIGAR,TOX3,TYRO3,UBE2Z,UNC5B,VHL,WNK3,YBX3,ZFAND6,ZFP91,ZNF385A


			GO:BP			cellular response to DNA damage stimulus			GO:0006974			0.0000015187			181			ABL1,ACKR3,AEN,ANKRD1,APITD1,ATM,ATR,BCL3,BCL6,BCL7B,BID,BLM,BRCA1,BRCA2,BRIP1,CACHD1,CASP9,CD44,CDC45,CDCA5,CDIP1,CDK1,CEBPG,CHAF1A,CHD1L,CHEK1,CIB1,CLSPN,CLU,CRADD,CTC1,CUL4A,CUL4B,DDIAS,DDX1,DOT1L,DTL,E2F1,E2F7,EME1,ENDOG,EXO1,EYA2,EYA3,FANCA,FANCD2,FANCI,FANCM,FBXO31,FBXO5,FEN1,FIGNL1,FMR1,FOXM1,FOXN3,FXR1,FXR2,GEN1,HDAC10,HDGFL2,HIC1,HLTF,HMCES,HSF1,IER3,IKBKG,INIP,KDM1A,KIF22,KIFC1,KLHL15,LIG1,LYN,MACROD1,MAP3K20,MAPK14,MAPKAPK2,MBTD1,MCM3,MCM4,MCM5,MCM8,MDM2,MEIOB,MMS22L,MRE11,MRNIP,MSH2,MSH4,MSH6,MUTYH,NABP2,NEIL1,NEIL3,NEK4,NFATC4,NHEJ1,NSD2,OTUB2,PARG,PARK7,PARP3,PARP9,PARPBP,PBK,PCLAF,PHF1,PHKG1,PLK1,PLK3,PMS2,POLD1,POLD2,POLDIP2,POLE2,POLG,POLH,POLL,POT1,PRKCD,PSMD14,RAD21,RAD23A,RAD51,RAD51AP1,RAD51B,RAD9B,RBBP8,REV3L,RFC3,RFC5,RFWD3,RHNO1,RIF1,RMI2,RPA2,SAMHD1,SESN2,SETD7,SFR1,SGK1,SLF1,SMARCA5,SMARCAD1,SMC6,SMYD2,SPIDR,SPINDOC,STK11,STT3A,SUPT16H,TDP1,TDP2,THOC5,TIGAR,TIMELESS,TMEM109,TNFRSF1B,TONSL,TOP2A,TP63,TP73,TRAIP,TRAPPC13,TREX1,TTC5,UBA6,UNG,USP1,USP28,VCAN,VCP,VRK1,WDHD1,WDR48,WRN,ZBTB1,ZBTB7A,ZGRF1,ZNF385A,ZRANB3


			GO:BP			positive regulation of catabolic process			GO:0009896			0.000001613			115			ABHD5,ADAM8,ADRA2A,AKT2,ANKIB1,APOE,APP,ARIH2,ASB11,ASB5,ATXN3,BAG3,BBS7,BCAP31,BNIP3,BNIP3L,CALCOCO2,CBLB,CLU,CNOT6,CNOT6L,CPEB3,CSDE1,CUL4B,DAB2,DAPK1,DCN,DCP2,DDRGK1,DEPDC5,DISC1,DNAJB2,DTL,DVL1,EGF,ENDOG,EZR,FBXW8,FOXO1,FYCO1,GGA1,GNAI3,GPC3,GPD1,HSPB8,IER3,INSR,ITSN1,KDR,KLHL17,LPCAT1,LRRK2,MARCHF2,MDM2,MLXIPL,MTDH,NOCT,NRDC,OPTN,PABPC1,PACSIN3,PAFAH1B2,PAIP1,PATL1,PCSK9,PINK1,PIP4K2A,PIP4K2C,PLEKHF1,PLK1,PLK3,PNPLA2,PRKCD,PRKD1,PRR5L,PSMC1,PSMC2,PSMC3,PSMC5,PTK2B,RAB7A,RAD23A,RB1CC1,RGMA,RNF14,RNF144A,RNF217,SESN1,SESN2,SH3GLB1,SH3RF2,SIRT2,SLC25A4,SMURF1,SNX30,SNX7,SOX9,SPTLC1,STING1,STK11,STUB1,SUPV3L1,TFEB,TMEM259,TMTC3,TNFRSF1B,TP53INP2,TTC5,ULK1,USP13,VCP,WDR45,WIPI1,ZBTB20,ZYG11B


			GO:BP			epithelium migration			GO:0090132			0.0000016785			78			ABL1,ADGRA2,AGT,AMOT,ANGPT2,ANLN,APOE,ATOH8,ATP2B4,ATP5F1A,BMPER,CALR,CCN3,CIB1,CORO1B,CORO1C,CSNK2B,DCN,DOCK5,DPP4,DUSP10,EFNA1,EGF,EGR3,ENPP2,EPHB4,FAP,FGF1,FGF18,FGFR1,GATA2,GATA3,GPI,HBEGF,ITGB1,KDR,KIT,KLF4,KLHL12,LOC100511937,MAPRE2,MEF2C,MEOX2,MET,MMRN2,NF1,NOS3,PATZ1,PLCG1,PLCG2,PLPP3,PLXND1,PPM1F,PRCP,PRKD1,PTK2B,PTPRG,RAB13,RGCC,ROBO1,ROCK2,RRAS,SCARB1,SLIT2,SOX9,SPARC,SRC,SRF,SRPX2,STC1,TEK,TESK1,TGFB2,TGFBR1,TGFBR2,VASH1,VHL,VSTM4


			GO:BP			negative regulation of cell death			GO:0060548			0.0000017051			184			AARS1,ABL1,ACKR3,ACTC1,ACVR1,ADAM8,ADAMTS20,ADNP,AKT2,ANGPTL4,APIP,APOE,ARAF,ASNS,ATF4,ATF5,AURKB,BAG3,BARD1,BCL3,BCL6,BDKRB2,BHLHB9,BID,BMP7,BNIP3,BNIP3L,BRCA1,BTC,CAPN3,CAT,CBL,CCL19,CCL5,CCN1,CD40LG,CD44,CDK1,CIB1,CITED1,CKB,CLU,COL2A1,COPS5,CTNNA1,DAB2,DAPK1,DDIAS,DDX3X,DHCR24,DLL1,DNAJA3,DNMT1,DOCK8,EFNA1,EGR3,ERBB3,EYA2,EYA3,FAIM,FAIM2,FAS,FIGNL1,FNIP1,FOXO1,FZD9,GATA2,GATA3,GCLC,GHITM,GLI2,GLI3,GPR37,GRIA4,GRIK2,HCLS1,HEY2,HGF,HIGD1A,HPN,HSF4,HSPA5,HSPB6,IER3,IL2RB,IL6ST,ITGA5,ITGA6,ITGAV,ITGB1,IVNS1ABP,KDM1A,KDR,KIF14,KIT,KLF4,KRT18,LGALS3,LRRK2,MAPK8IP1,MDK,MDM2,MEIS3,MET,MICAL1,MITF,MRE11,MSH2,MTDH,MUTYH,NEFL,NFATC4,NFE2L2,NIBAN2,NOC2L,NONO,NTF4,PAK4,PARK7,PARP16,PDK4,PELI3,PHB2,PINK1,PLCG2,PLK1,PLK3,PLXND1,PPARA,PPARGC1A,PPIF,PRDX3,PRKCD,PRKCH,PRKCI,PRKCQ,PRKD1,PSMC1,PTK2B,PTPRZ1,PTRH2,RAF1,RB1CC1,RETREG1,RNF144B,RPS6KA1,RPS6KA3,SEMA3E,SERPINE1,SFRP2,SH3RF2,SHC1,SLC25A4,SMO,SOX11,SOX9,SPEF1,SPHK1,SPRY2,SRC,STAT5B,STXBP1,SUPV3L1,TAF9B,TAPBPL,TEAD2,TFRC,TGFBR1,THAP11,TIGAR,TMEM109,TMEM259,TNFRSF1B,TOX3,TYRO3,UBE2Z,UNC5B,VHL,WNK3,YBX3,ZFAND6,ZFP91,ZFPM2,ZNF385A


			GO:BP			negative regulation of cell cycle process			GO:0010948			0.00000173			75			ACVR1,ATF5,ATM,ATR,AURKB,BLM,BMP7,BRCA1,BUB1,BUB1B,CCNB1,CCNB2,CCNF,CCP110,CDC6,CDK1,CDK2AP2,CDT1,CHEK1,CLSPN,CRADD,CUL4A,DOT1L,DTL,E2F1,E2F7,E2F8,EME1,EZH2,FANCD2,FBXO31,FBXO5,FOXN3,GEN1,IER3,INIP,KAT2B,KLF4,MAP3K20,MAPK14,MDM2,MRE11,MRNIP,MSH2,MTBP,NAA10,NABP2,NDC80,NEK2,NME6,ORC1,PARP9,PBK,PHKG1,PKD2,PLK1,PLK3,RAD21,RAD9B,RFWD3,RGCC,RHNO1,RPA2,SMARCA5,SPDL1,STT3A,TEX14,THOC5,TIMELESS,TMEM67,TREX1,TTK,USP28,ZWILCH,ZWINT


			GO:BP			positive regulation of neurogenesis			GO:0050769			0.0000017748			53			BHLHB9,BIN1,CAPRIN2,CRABP2,CUL7,CUX2,DISC1,EGR2,EPHB2,FBXW8,FN1,GLI3,IL6ST,ITGB1,JADE2,KDM1A,LIMK1,LRP8,MAN2A1,MAP3K13,MAP6,MDK,NEFL,NEURL1,NIN,NUMBL,OBSL1,PLAG1,PLXNA1,PLXNA2,PLXNA3,PLXNB3,PLXND1,PRKCH,PRKCI,PTN,PTPRD,RASSF10,RHEB,RND2,ROBO1,SEMA7A,SERPINE2,SLITRK1,SMO,SOX11,SRF,STK11,TENM4,TGFB1,TNFRSF1B,TWF2,ZFYVE27


			GO:BP			tricarboxylic acid cycle			GO:0006099			0.0000018472			17			ACO1,ACO2,DLST,FH,IDH2,IDH3B,IDH3G,MDH1,MDH2,OGDH,SDHA,SDHAF2,SDHB,SDHC,SUCLA2,SUCLG1,SUCLG2


			GO:BP			MAPK cascade			GO:0000165			0.0000019348			158			ABL1,ACKR3,ADAM8,ADRA1D,ADRA2A,ADRA2C,AGT,AJUBA,AKAP13,APIP,APOE,APP,ARHGEF2,ATF3,BMP7,BMPER,CAV2,CAVIN3,CCL19,CCL5,CCN1,CD44,CDH2,CDON,CHI3L1,CIB1,COPS5,CSPG4,DOK5,DUSP1,DUSP10,DUSP26,DUSP29,DUSP3,EFNA1,EGF,EMILIN1,EPHA4,EPHA7,EPHB2,ERBB2,ERP29,EZH2,EZR,FAM83D,FAS,FBLN1,FGF1,FGF18,FGF21,FGFR1,FGFR4,FLT1,FN1,FOXM1,FOXO1,FZD10,GADD45B,GAREM1,GBP1,GDF9,GPR37,GPS2,GRB10,GRM4,GSDME,HGF,HMGCR,HSF1,IGFBP4,IL18,INSR,IQGAP3,IRAK1,ITGAV,ITSN1,KDR,KIT,KLHL31,LOC100620540,LRRK2,LYN,MAGI3,MAP2K2,MAP3K10,MAP3K13,MAP3K14,MAP3K15,MAP3K20,MAP4K1,MAP4K4,MAPK14,MAPK4,MAPK8IP1,MAPKAPK2,MEF2A,MEF2C,MID1,NDRG2,NF1,NOTCH2,NTRK3,PAK3,PAQR3,PBK,PDGFA,PDGFC,PDGFD,PDGFRA,PHB2,PHLPP1,PIK3R2,PLCB1,PLCE1,PLCG2,PPM1L,PRKCD,PRKCZ,PTK2B,PTPRC,PTPRJ,RAF1,RANBP9,RAP1GDS1,RAPGEF1,RB1CC1,RGS14,RNF149,ROBO1,ROS1,RRAS,SEMA6A,SEMA7A,SFRP2,SH3RF2,SHC1,SMPD1,SOX9,SPHK1,SPI1,SPRED2,SPRY2,SRC,STK3,TEK,TGFB2,TGFBR1,TLR9,TNFRSF11A,TNFRSF19,TNIP1,TPBG,TPD52L1,TRAF3,TRAF5,UNC5CL,VRK3,YWHAZ


			GO:BP			positive regulation of organelle organization			GO:0010638			0.0000022065			117			ABL1,ACTN2,AKT2,ANXA2,ARHGEF10,ARHGEF10L,ATL3,ATM,ATP5IF1,AURKB,BAIAP2L2,BID,BIN1,BNIP3,CALCOCO2,CCDC88A,CCP110,CCT6A,CDC42EP3,CDT1,CENPJ,CHCHD10,CKAP5,CLIP1,CNOT6,CNOT6L,CRACD,CROCC,CSF3,CUL3,DCN,DDHD2,DNMT1,DSTN,DYNLL1,DZIP1,EGF,ENDOG,FAM162A,FCHSD1,FCHSD2,FEN1,FER,FES,FHOD1,FSCN1,FYCO1,GPSM2,IFT88,INSR,KDR,LIMK1,LMOD2,LNPK,MAPRE1,MET,MNS1,MRE11,MUL1,NABP2,NAV3,NCAPD2,NCAPG,NCAPH,NEK2,NES,NTRK3,PDCD5,PINK1,PIP4K2A,PIP4K2C,PLCB1,PLXNA3,POT1,PPARGC1A,PPIF,PPM1F,PRKCQ,PRRT2,PTK2B,RAD21,RAD51AP1,RAPGEF3,RGCC,ROCK2,SASS6,SDC1,SEPTIN9,SH3GLB1,SIRT2,SLAIN2,SLC25A4,SLF1,SMC2,SMC4,SNX30,SNX7,SPAG5,SPHK1,SRC,STIL,STMN2,SWAP70,SYNPO2,SYNPO2L,SYT9,TAPT1,TASOR,TEK,TESK1,TGFB3,TGFBR1,WASF1,WASF2,WDR45,WHAMM,WIPI1


			GO:BP			regulation of cell development			GO:0060284			0.0000023571			153			ABL1,ADAM8,ADGRA2,ANXA2,BCL6,BHLHB9,BHLHE41,BIN1,BMP7,CAPRIN2,CCNB1,CCNB2,CIB1,CRABP2,CSF3,CTNNA1,CUL4A,CUL7,CUX2,DIP2B,DISC1,DLL1,DPYSL5,DROSHA,DUSP10,EFNB3,EGR2,EGR3,EPHA7,EPHB2,ERBB2,EZH2,FAM210B,FANCA,FANCD2,FBN1,FBXW8,FES,FN1,FOS,FOXJ1,GATA2,GATA3,GDF9,GLI3,HCLS1,HES6,HEY2,HLTF,HOXA5,HSF1,HSPA9,IL15,IL18,IL4I1,IL6ST,ITGB1,JADE2,KDM1A,KIF14,KLF13,LIMK1,LOX,LRP4,LRP8,LRRK2,LYN,MAN2A1,MAP3K13,MAP6,MAPK14,MDK,MITF,MMP14,MYCN,MYF5,NEFL,NEURL1,NFATC4,NFKBIA,NFKBIZ,NIN,NOTCH2,NUMBL,OBSL1,PDE3A,PIAS3,PITHD1,PLAG1,PLCB1,PLXNA1,PLXNA2,PLXNA3,PLXNB3,PLXND1,PPARGC1B,PPP3CA,PRDM1,PRKCH,PRKCI,PRKCZ,PTK2B,PTN,PTPRC,PTPRD,PTPRS,RASSF10,RBM15,RBP1,RCOR1,RECK,REST,RHEB,RND2,ROBO1,ROCK2,S1PR2,S1PR3,SEMA3E,SEMA3G,SEMA4F,SEMA5B,SEMA6A,SEMA6C,SEMA7A,SERPINE2,SIRT2,SLITRK1,SMO,SOX11,SPART,SPI1,SRF,STAT1,STAT5B,STK11,TAPBPL,TENM4,TGFB1,TGFBR2,TLR9,TMEM98,TNFRSF1B,TOX,TWF2,UBASH3B,WDR6,ZBTB1,ZBTB16,ZBTB7B,ZEB1,ZFYVE27,ZMIZ1


			GO:BP			regulation of MAPK cascade			GO:0043408			0.0000023887			143			ABL1,ACKR3,ADAM8,ADRA1D,ADRA2A,ADRA2C,AGT,AJUBA,AKAP13,APIP,APOE,APP,ARHGEF2,ATF3,BMP7,BMPER,CAV2,CAVIN3,CCL19,CCL5,CCN1,CD44,CDH2,CDON,CHI3L1,CIB1,COPS5,CSPG4,DOK5,DUSP1,DUSP10,DUSP26,DUSP29,DUSP3,EFNA1,EGF,EMILIN1,EPHA4,EPHA7,EPHB2,ERBB2,ERP29,EZH2,EZR,FAM83D,FAS,FBLN1,FGF1,FGF18,FGF21,FGFR1,FGFR4,FLT1,FN1,FOXM1,FOXO1,FZD10,GADD45B,GAREM1,GBP1,GDF9,GPR37,GPS2,GRM4,GSDME,HGF,HMGCR,IGFBP4,INSR,IQGAP3,IRAK1,ITSN1,KDR,KIT,KLHL31,LOC100620540,LRRK2,LYN,MAGI3,MAP2K2,MAP3K10,MAP3K13,MAP4K1,MAP4K4,MAPK8IP1,MID1,NDRG2,NF1,NOTCH2,NTRK3,PAQR3,PBK,PDGFA,PDGFC,PDGFD,PDGFRA,PHB2,PHLPP1,PIK3R2,PLCB1,PLCE1,PLCG2,PRKCD,PRKCZ,PTK2B,PTPRC,PTPRJ,RAF1,RANBP9,RAP1GDS1,RAPGEF1,RB1CC1,RGS14,RNF149,ROBO1,ROS1,RRAS,SEMA6A,SEMA7A,SFRP2,SH3RF2,SHC1,SMPD1,SPHK1,SPI1,SPRED2,SPRY2,SRC,STK3,TEK,TGFB2,TGFBR1,TLR9,TNFRSF11A,TNFRSF19,TNIP1,TPBG,TPD52L1,TRAF3,TRAF5,UNC5CL,VRK3,YWHAZ


			GO:BP			negative regulation of apoptotic process			GO:0043066			0.0000023887			167			AARS1,ABL1,ACKR3,ACTC1,ACVR1,ADAM8,ADAMTS20,ADNP,AKT2,ANGPTL4,APIP,APOE,ARAF,ASNS,ATF5,AURKB,BAG3,BARD1,BCL3,BCL6,BDKRB2,BHLHB9,BID,BMP7,BNIP3,BNIP3L,BRCA1,BTC,CAPN3,CAT,CBL,CCL19,CCL5,CCN1,CD40LG,CD44,CDK1,CIB1,CITED1,CKB,CLU,COL2A1,COPS5,CTNNA1,DAB2,DAPK1,DDIAS,DDX3X,DHCR24,DLL1,DNAJA3,DNMT1,DOCK8,EFNA1,EGR3,ERBB3,EYA2,EYA3,FAIM,FAIM2,FAS,FIGNL1,FNIP1,FOXO1,FZD9,GATA2,GATA3,GCLC,GHITM,GLI2,GLI3,GRIA4,GRIK2,HCLS1,HEY2,HGF,HIGD1A,HPN,HSF4,HSPA5,HSPB6,IER3,IL2RB,IL6ST,ITGA5,ITGA6,ITGAV,ITGB1,IVNS1ABP,KDM1A,KDR,KIF14,KLF4,KRT18,LGALS3,LRRK2,MAPK8IP1,MDK,MDM2,MEIS3,MICAL1,MITF,MRE11,MSH2,MTDH,NEFL,NFATC4,NFE2L2,NIBAN2,NOC2L,NONO,NTF4,PAK4,PARK7,PDK4,PELI3,PHB2,PINK1,PLK1,PLK3,PLXND1,PPARA,PPARGC1A,PPIF,PRDX3,PRKCD,PRKCH,PRKCI,PRKCQ,PTK2B,PTPRZ1,PTRH2,RAF1,RB1CC1,RETREG1,RNF144B,RPS6KA1,RPS6KA3,SEMA3E,SERPINE1,SFRP2,SH3RF2,SHC1,SLC25A4,SMO,SOX9,SPHK1,SPRY2,SRC,STAT5B,STXBP1,SUPV3L1,TAF9B,TAPBPL,TFRC,TGFBR1,THAP11,TOX3,TYRO3,UBE2Z,UNC5B,VHL,WNK3,YBX3,ZFAND6,ZFP91,ZNF385A


			GO:BP			aromatic compound biosynthetic process			GO:0019438			0.0000024077			711			ABCB6,ABLIM2,ABLIM3,ACACA,ACAT1,ACOT7,ACSL1,ACSS1,ACSS2,ACTR3,ACVR1,ADAM8,ADCY2,ADCY3,ADCY4,ADCY6,ADCY9,ADNP,ADSL,AEBP1,AFAP1L2,AGT,AHR,AJUBA,AK1,AK3,AK5,AKNA,ALAS1,ALAS2,AMPD1,AMPD3,ANKRD1,ANKRD2,ANXA2,APOE,APP,ARHGEF2,ARNTL,ARX,ASXL3,ATAD2,ATF3,ATF4,ATF5,ATIC,ATM,ATOH8,ATP1B3,ATP2B4,ATP5F1A,ATP5F1B,ATP5IF1,ATP5MC1,ATP5MC3,ATP5ME,ATP5PO,ATP6,ATP7A,ATXN1,AURKB,BAG3,BAMBI,BBS7,BCAS3,BCL11A,BCL3,BCL6,BCL9,BCORL1,BEND6,BHLHE41,BIN1,BLM,BMP5,BMP6,BMP7,BRCA1,BRCA2,BRD3,BRIP1,CALCOCO1,CALR,CAMK2A,CAMTA2,CAPN3,CARF,CASK,CAT,CBX2,CBX3,CBX4,CC2D1B,CCDC124,CCN1,CCNL1,CCNL2,CCNT2,CCPG1,CCT6A,CD200,CD40LG,CDCA7,CDCA7L,CDK14,CDK17,CDK5R1,CDON,CDS1,CEBPG,CENPF,CENPJ,CHCHD10,CHCHD2,CHD3,CHD6,CHEK1,CHPT1,CHTF18,CHURC1,CIB1,CIPC,CITED1,CKAP2,CKS2,CLU,CMPK2,CNOT6,COPS5,COX10,CPEB3,CPOX,CREB3L1,CREB3L2,CREB5,CREBRF,CREM,CRY2,CRYM,CSF3,CSRNP1,CSRNP3,CTC1,CUL3,CUX2,CYP1A1,DAB2,DBX1,DCAF6,DCAKD,DCN,DCP2,DDR2,DDRGK1,DDX3X,DDX58,DEDD,DKK3,DLAT,DLD,DLL1,DMRT2,DNAJA3,DNAJC17,DNMT1,DNMT3B,DOT1L,DPF3,DTL,DUSP26,DVL1,DYRK1B,E2F1,E2F6,E2F7,E2F8,E4F1,EAF2,EBF1,EBF2,EBF3,EBF4,EDA,EFCAB7,EFNA1,EGF,EGLN1,EGR1,EGR2,EGR3,EHMT2,EID1,EIF4A2,ELF4,ELK3,ELK4,ELL2,ELOB,ELOC,ENG,EPAS1,EPCAM,ERBB2,ERBIN,ESR1,ESRRA,ESRRG,ETV1,ETV5,EZH2,EZR,FANCA,FANCD2,FER,FGF1,FGF9,FGFR4,FHL2,FHL3,FHL5,FHOD1,FLAD1,FLOT2,FMR1,FNIP1,FOS,FOXA3,FOXJ1,FOXM1,FOXN3,FOXO1,FOXP2,FST,FZD2,GARS1,GART,GATA2,GATA3,GCLC,GFPT1,GFPT2,GINS3,GLI2,GLI3,GMDS,GPAT4,GPR37,GPS2,GTF2IRD1,GTF3C6,GUCA1B,GUCY1A1,HADHB,HCLS1,HDAC10,HDGFL2,HES6,HEY2,HGF,HIC1,HIF3A,HIVEP1,HIVEP2,HLTF,HMMR,HOXA3,HOXA5,HR,HSF1,HSF4,HTATIP2,IER2,IGSF1,IKBKG,IL18,IL4I1,IMPDH1,INSR,IRAK1,IRAK2,IRF5,IRF9,ITGA6,JADE2,JADE3,JMJD1C,JUNB,KAT2B,KDM1A,KDM7A,KDM8,KEAP1,KHDRBS1,KIT,KLF13,KLF4,LDB2,LGR4,LIG1,LIN37,LIN54,LMCD1,LMO1,LMO2,LOC100513741,LOC100517129,LOC100623035,LOC102158443,LOC110255204,LOC110258620,LOC110259371,LOX,LPCAT1,LPIN1,LPIN3,LRP8,LRRC7,LRRFIP1,LRRFIP2,LUM,LYAR,MAF1,MAFF,MAFK,MAGEH1,MAML3,MAP2K2,MAP3K10,MAP3K13,MAPK14,MAPK8IP1,MARS1,MAVS,MBD2,MBD3,MBTD1,MDK,MDM2,MED15,MED8,MEF2A,MEF2C,MEF2D,MEIS3,MEOX2,MET,MGA,MITF,MKX,MLIP,MLXIP,MLXIPL,MMUT,MN1,MOSPD1,MOXD1,MPI,MSC,MSTN,MTA3,MTDH,MTERF3,MTHFD1L,MXD3,MYBL1,MYBL2,MYCN,MYEF2,MYF5,MYF6,MYOZ1,NAMPT,NCAPG2,NCOA2,NDN,NEK2,NEK4,NFATC1,NFATC3,NFATC4,NFE2L1,NFE2L2,NFE2L3,NFIB,NFIL3,NFKBIA,NFKBIB,NFKBIL1,NFXL1,NGFR,NIBAN2,NME4,NME6,NMI,NOC2L,NOL4L,NONO,NOS1,NOS3,NOSTRIN,NOTCH2,NOTCH3,NPAS3,NPM3,NR0B2,NR1D2,NR1H2,NR1I3,NR2F1,NR2F6,NR4A3,NR5A2,NSD2,NT5E,NUP107,OGT,PAICS,PANK3,PANK4,PARK7,PARM1,PARP3,PARP9,PASK,PATZ1,PBX3,PBX4,PCBD1,PCBD2,PCBP1,PCLAF,PDCD4,PDHA1,PDHB,PDHX,PDK2,PDK4,PER1,PER2,PEX2,PFKM,PHB2,PHF1,PHF19,PHF21A,PIAS3,PIK3R2,PINK1,PIR,PITHD1,PKD2,PKIG,PLAG1,PLAGL1,PLCB1,PLCG2,PLK1,PLK3,PLPP3,PMM1,POGK,POLA1,POLA2,POLD1,POLD2,POLDIP2,POLE2,POLG,POLH,POLL,POLR2F,POLR2G,POLR2J,POLR3A,POLR3D,POLR3GL,POLR3H,POT1,POU6F1,PPARA,PPARGC1A,PPARGC1B,PPAT,PPM1A,PPM1F,PPP1R1B,PPP3CA,PPP3CB,PRDM1,PRDM5,PRDX3,PRIM2,PRKCH,PRKCI,PRKCQ,PRKD1,PRPS1,PRTFDC1,PSIP1,PSMC3,PSMC3IP,PSMC5,PTDSS1,PTGES2,PTGES3,PTPMT1,PTPRK,PTPRN,RAD21,RAF1,RAP2C,RBBP8,RBM15,RBPJ,RCOR1,RCOR2,REST,REV3L,RFC3,RFC5,RFX7,RGCC,RGMA,RGS14,RHEBL1,RIF1,RNF14,RNF2,RORA,RPS6KA1,RPS6KA3,RUNX1T1,RXRG,RYBP,SAFB2,SALL2,SAP130,SARS1,SAV1,SCAI,SCMH1,SCML2,SCRT1,SENP1,SERTAD1,SETD7,SFMBT2,SFR1,SFRP2,SHC1,SIRT2,SLC24A5,SLC38A3,SLC4A7,SMAD2,SMAD9,SMARCA5,SMO,SMYD2,SOX11,SOX9,SPHK1,SPI1,SPINDOC,SPP1,SPR,SPTY2D1,SQSTM1,SRC,SREBF2,SRF,SRI,SS18,SSBP4,SSU72,STAT1,STAT5B,STING1,STK3,STOX1,STOX2,SUPT16H,TAF11,TAF12,TAF9B,TASOR,TBC1D14,TBL1XR1,TBPL1,TBX15,TBX18,TCF12,TCF3,TCF4,TCF7L1,TCF7L2,TEAD1,TEAD2,TEAD4,TET3,TFEB,TFRC,TGFB1,TGFB2,TGFB3,TGFBR1,THAP11,THOC5,TIMELESS,TLR9,TMEM9B,TNFRSF11A,TNFRSF1B,TNIP1,TOP2A,TOP2B,TOX3,TP53INP2,TP63,TP73,TRAF3,TRAF5,TRAIP,TREX1,TRPC1,TSC22D1,TSC22D3,TSHZ3,TTC21B,TTC5,UGCG,UGDH,UHRF1,USF2,USP13,USP2,UXS1,VCP,WDR43,WDR77,WDTC1,WRN,WWC2,WWP1,WWTR1,YBX3,YEATS2,YWHAQ,YWHAZ,ZBTB1,ZBTB12,ZBTB16,ZBTB20,ZBTB7A,ZBTB7B,ZBTB7C,ZBTB8A,ZEB1,ZEB2,ZFHX4,ZFP30,ZFP37,ZFPM2,ZHX2,ZIC3,ZKSCAN4,ZKSCAN7,ZMIZ1,ZMYM2,ZNF114,ZNF135,ZNF142,ZNF175,ZNF180,ZNF235,ZNF26,ZNF260,ZNF280C,ZNF287,ZNF300,ZNF322,ZNF329,ZNF333,ZNF358,ZNF367,ZNF395,ZNF396,ZNF423,ZNF503,ZNF518A,ZNF521,ZNF524,ZNF536,ZNF567,ZNF568,ZNF608,ZNF624,ZNF628,ZNF641,ZNF692,ZNF703,ZNF704,ZNF711,ZNF76,ZNF768,ZNF827,ZNF865,ZNF879,ZSCAN12,ZSCAN31,ZXDC


			GO:BP			fatty acid oxidation			GO:0019395			0.0000025145			36			ACAD10,ACADM,ACADS,ACADVL,ACAT1,ACOX2,AKT2,ALDH1L2,AUH,CPT1B,CPT1C,CPT2,CRAT,DECR1,E4F1,ECH1,ETFA,ETFB,ETFDH,FMO1,FMO2,GCDH,HADH,HADHA,HADHB,HAO2,HSD17B10,KLHL12,LONP2,MAPK14,MFSD2A,PDK4,PEX2,PPARA,SESN2,SOX9


			GO:BP			regulation of actin filament organization			GO:0110053			0.0000026066			71			ABL1,ACTN2,ARFIP2,ARHGEF10,ARHGEF10L,ARPC5,ARPIN,ASAP3,AVIL,BAIAP2L2,BIN1,CAPG,CAPZA1,CAPZA2,CCDC88A,CDC42EP3,CORO1B,CORO2B,CRACD,CSF3,CYFIP2,CYRIB,DLC1,DSTN,EPS8,ESAM,FCHSD1,FCHSD2,FER,FHOD1,FHOD3,GBA2,GMFB,HCLS1,KANK3,LIMK1,LMOD2,MET,MKKS,PAK3,PHLDB2,PIK3R2,PLEKHH2,PPM1F,PRKCD,PTK2B,RAPGEF3,RGCC,RHPN2,ROCK2,SLIT2,SPTAN1,SPTB,SSH1,SVIL,SWAP70,SYNPO2,SYNPO2L,TESK1,TGFB3,TGFBR1,TMEFF2,TMOD4,TMSB15A,TMSB15B,TTC8,TWF1,TWF2,WASF1,WASF2,WHAMM


			GO:BP			heart morphogenesis			GO:0003007			0.0000026155			68			ACTC1,ACVR1,ADAM15,ALDH1A2,ALPK2,ANKRD1,ASB2,BMP7,CCDC40,CCN1,COL11A1,COL2A1,COL5A1,CPE,CPLANE2,DCHS1,DHRS3,DLL1,EDNRA,EFNA1,EGLN1,ENG,EXT1,FZD2,GATA3,GJA5,HEY2,IFT57,INSR,LOC100736765,LOC100737755,MDM2,MIB1,MKS1,MYBPC3,MYLK2,NOS3,NOTCH2,NPY1R,NSD2,PARVA,PKD2,PLXND1,RBM15,RBM20,RBPJ,RNF207,S1PR1,SAV1,SFRP2,SLIT3,SMO,SOX11,SOX9,SRF,TCAP,TEAD2,TGFB1,TGFB2,TGFBR1,TGFBR2,TNNT2,TPM1,TREX1,XIRP2,ZFPM2,ZIC3,ZMIZ1


			GO:BP			morphogenesis of an epithelium			GO:0002009			0.000002716			118			ABL1,ACVR1,ADAMTS12,ADAMTS16,ADM,AGT,AJUBA,ALDH1A2,APAF1,ARHGAP12,ASB2,BMP7,BTBD7,CC2D2A,CCDC40,CCN1,CD151,CD44,COL5A1,CPLANE1,CSNK2B,CTHRC1,CTSZ,CYP7B1,DAB2,DCHS1,DLG5,DLL1,DVL1,EDNRA,EGF,ENG,EPHA4,EPHA7,ESR1,EXT1,FGF1,FLRT3,FREM2,FST,FZD2,GATA3,GJA1,GLI2,GLI3,GPC3,HBEGF,HGF,HOXA5,HS2ST1,IFT57,IGFBP5,INTU,ITGA5,KDR,KIF20B,KIF26B,KLF4,KLHL3,LGR4,LIAS,LUZP1,MDK,MET,MIB1,MKS1,MMP14,MMRN2,MTHFD1L,MTHFR,MYCN,MYO9A,NFATC4,NGFR,NOTCH2,OPHN1,PDPN,PHB2,PHLDB2,PKD2,PLEKHA4,PLXNA1,PLXND1,PTK7,RBM15,RBPJ,RGMA,RNF207,RSPO3,SEMA3E,SFRP2,SHROOM3,SLIT2,SMO,SOX11,SOX9,SPRY2,SRC,SRF,STK3,STOX1,SULF1,SYNE4,TBX18,TCAP,TEAD2,TGFB1,TGFBR2,TIMELESS,TMEFF2,TMEM59L,TNC,TP63,TRAF3IP1,TTC8,TULP3,VANGL2,ZIC3


			GO:BP			peptidyl-amino acid modification			GO:0018193			0.0000028833			250			ABL1,ABL2,ACE,ACVR1,ADRA2A,AGT,AKT2,APP,ARAF,ARHGEF2,ASPH,ATAT1,ATM,ATP2B4,ATR,BDKRB2,BGN,BLOC1S1,BMP6,BMP7,BRCA1,BRCA2,BST1,CAB39,CAMK2A,CAMKV,CAPN3,CBL,CBLB,CBX4,CD44,CD80,CDC42BPG,CDK1,CDK5R1,CFAP20,CHEK1,CHI3L1,CIT,CLIP3,CLK3,CLSPN,CSF3,CSKMT,CSNK1G3,CSNK2B,CSPG4,CTF1,DCLK3,DCN,DDR2,DHPS,DIP2B,DNAJC24,DOCK7,DOT1L,DPY19L3,DPY19L4,DYRK1B,EFNA1,EGF,EGLN1,EGR1,EGR2,EHMT2,EID1,EIF4G1,ENPP2,EPHA3,EPHA4,EPHA7,EPHB2,EPHB3,EPHB4,ERBB2,ERBB3,ERO1A,ESCO1,EZH1,EZH2,FER,FES,FGFR1,FGFR4,FKBP10,FKBP4,FKBP5,FLT1,FNIP1,FOXO1,FYN,GALNT2,GATA2,GATA3,GHR,GRK2,HBEGF,HCLS1,HDAC10,HGF,HHAT,HIPK4,HRC,IFIH1,IL12RB2,IL15,IL18,IL6R,IL6ST,INPP5F,INPP5J,INSR,ITGA5,JADE3,KAT2B,KDR,KIT,LCK,LIAS,LMTK2,LOX,LOXL1,LOXL4,LRP4,LRP8,LRRK1,LRRK2,LYN,MAP2K2,MAP3K10,MAP3K13,MAP4K1,MAPK14,MAPKAPK2,MASTL,MBD3,MBTD1,MELK,MET,MLXIPL,MUL1,MUSK,MYLK2,NAA20,NAA50,NCAPG2,NDUFAB1,NDUFAF5,NEK6,NEURL1,NMT1,NOC2L,NOS1,NSD2,NTF4,NTMT1,NTRK3,OGT,P3H2,P3H3,P3H4,P4HA3,PAQR3,PARK7,PARP14,PARP9,PBK,PDGFC,PDGFD,PDGFRA,PER1,PHF1,PHF19,PIAS3,PINK1,PKDCC,PLCG2,PLK1,PLOD1,PLOD2,PLPP3,POGLUT2,PPIF,PPIL3,PPM1F,PRDM1,PRDM5,PRDX3,PRKCD,PRKCH,PRKCI,PRKCZ,PRKD1,PRMT8,PTK2B,PTPN4,PTPRC,RAB3D,RAF1,RAP2C,RAPGEF3,RIF1,ROCK2,ROR2,ROS1,RPS6KA1,RPS6KA3,S1PR2,SENP1,SENP5,SETD7,SFRP2,SH3BP5,SIRT2,SMYD2,SPHK1,SPI1,SPRED2,SPRY2,SRC,STK11,STOX1,TAF12,TBC1D14,TEK,TET3,TFRC,TGFB1,TGFBR1,TGFBR2,THBS4,TLK1,TPST2,TTK,TTLL1,TTLL7,TWF1,TYRO3,ULK1,ULK3,VRK1,VRK3,WDR6,WEE1,WNK3,YEATS2,ZDHHC20,ZER1,ZFP91,ZMIZ1


			GO:BP			multicellular organismal process			GO:0032501			0.0000029091			1292			AARS1,ABCA5,ABCB6,ABCC1,ABI3BP,ABL1,ABL2,ACACA,ACADM,ACADVL,ACAP3,ACE,ACKR3,ACO1,ACSL1,ACSL4,ACTA2,ACTC1,ACTN2,ACVR1,ADAM15,ADAM8,ADAMTS12,ADAMTS16,ADAMTS2,ADAMTS6,ADAMTS7,ADCY3,ADCY6,ADCY9,ADGRA2,ADGRB2,ADGRB3,ADGRG1,ADGRL2,ADIPOR2,ADM,ADORA2A,ADRA1D,ADRA2A,ADRA2C,AFAP1L2,AFG3L2,AGT,AGTR2,AHR,AKAP11,AKNA,AKT2,ALAS2,ALDH1A2,ALPK2,AMOT,ANGPT2,ANKRD1,ANLN,ANO1,ANO2,ANPEP,ANTXR1,ANXA2,APAF1,APBA3,APLP1,APOD,APOE,APOM,APP,AQP11,AQP7,ARHGAP42,ARHGAP44,ARHGEF10,ARHGEF2,ARHGEF25,ARHGEF9,ARNTL,ARRDC3,ARX,ASB2,ASF1B,ASIC3,ASL,ASPN,ATAD1,ATAT1,ATF4,ATF5,ATM,ATOH8,ATP1A2,ATP1B1,ATP2A1,ATP2B2,ATP2B4,ATP5F1A,ATP5IF1,ATXN1,ATXN3,AVIL,B3GNT5,BAMBI,BBS12,BBS2,BBS7,BCAP31,BCAS1,BCL11A,BCL3,BCL6,BCL7B,BCL9,BCR,BDKRB2,BEND6,BEST1,BGN,BHLHB9,BHLHE41,BICC1,BID,BIN1,BLOC1S4,BMP5,BMP6,BMP7,BMPER,BOC,BRCA1,BRCA2,BRIP1,BSG,BTBD3,BTBD7,BTNL9,BVES,C1QTNF3,C3,CACNA1D,CACNA1G,CACNA1S,CACNG7,CADM2,CALCR,CALCRL,CALM1,CALR,CAMK2A,CAMTA2,CAPN3,CAPRIN2,CASQ1,CASQ2,CATSPER4,CBLB,CBR3,CBWD1,CBX2,CC2D2A,CCDC141,CCDC40,CCDC47,CCL19,CCN1,CCN3,CCN4,CCNB1,CCNB2,CCR9,CD109,CD14,CD151,CD2,CD200,CD276,CD40LG,CD44,CD48,CD80,CD8A,CD9,CDC14A,CDC20,CDC25B,CDH11,CDH2,CDK1,CDK5R1,CDON,CEBPG,CENPF,CEP131,CFAP20,CHEK1,CHI3L1,CHODL,CHRD,CHRNA1,CHRNA10,CHRNA3,CHRND,CHRNE,CHSY1,CIB1,CITED1,CKB,CLCN5,CLMP,CLN6,CLSTN2,CLSTN3,CLU,CMTM7,CNP,CNR1,CNTN1,CNTN4,COL11A1,COL11A2,COL12A1,COL1A2,COL22A1,COL27A1,COL2A1,COL3A1,COL5A1,COL5A2,COLQ,CORO1B,CORO1C,CORO2B,COX1,CPAMD8,CPE,CPLANE1,CPLANE2,CPS1,CPT1C,CPT2,CRABP2,CRACD,CRBN,CREB3L1,CREB3L2,CRMP1,CROCC,CRY2,CRYBG3,CRYM,CSF3,CSNK2B,CSPG4,CSRNP1,CTC1,CTF1,CTHRC1,CTNNA1,CTNND2,CTSC,CTSZ,CUL3,CUL4A,CUL4B,CUL7,CUX2,CYB5D2,CYFIP2,CYP7B1,DAB2,DACT3,DBX1,DCHS1,DCHS2,DCN,DCX,DDHD2,DDO,DDR2,DDRGK1,DDX1,DDX3X,DDX58,DECR1,DEDD,DEF8,DEFB1,DHCR24,DHPS,DHRS3,DHX58,DIAPH2,DIP2B,DISC1,DKK3,DLG4,DLG5,DLGAP4,DLL1,DMRT2,DNAJA3,DNAJC19,DNASE1L2,DNMT1,DOCK5,DOCK7,DOCK8,DOK5,DPF3,DPP4,DPYSL5,DRC1,DROSHA,DTNBP1,DUSP1,DUSP10,DUSP3,DVL1,DZIP1,E2F1,E2F7,E2F8,E4F1,EAF2,EBF2,EDA,EDN3,EDNRA,EFHC1,EFNA1,EFNB3,EGF,EGLN1,EGR1,EGR2,EGR3,EHMT2,EIF2B3,EIF2B4,EIF2S2,EIF3J,EIF4G1,ELF4,ELK3,EMB,EMG1,EMILIN1,EMILIN2,ENC1,ENDOG,ENG,ENPP2,ENTPD7,EPAS1,EPCAM,EPHA3,EPHA4,EPHA7,EPHB2,EPHB3,EPHB4,EPS8,EPS8L2,ERAP1,ERAP2,ERBB2,ERBB3,ERBIN,ESR1,ESRRG,ETV1,EXT1,EZH2,EZR,F3,F8,FAIM2,FAM210B,FANCA,FANCD2,FAP,FAS,FBLN1,FBN1,FBN2,FBXO32,FBXO5,FBXW8,FCHO1,FER,FERMT3,FES,FGF1,FGF18,FGF21,FGF9,FGFR1,FH,FHOD3,FIGNL1,FKBP10,FLOT2,FLRT3,FLT1,FMO1,FMO2,FMR1,FN1,FNDC3A,FNIP1,FOS,FOXA3,FOXJ1,FOXN3,FOXP2,FREM2,FST,FUNDC2,FYN,FZD2,FZD9,G0S2,GAB1,GABRE,GAMT,GAPDH,GATA2,GATA3,GBA2,GBP1,GCLC,GCNT1,GCNT4,GDF11,GDF9,GFRA3,GHR,GJA1,GJA5,GJC1,GLI2,GLI3,GLO1,GLUL,GOLT1B,GPAT4,GPC3,GPC4,GPI,GPM6B,GPR161,GPR173,GPR176,GPR37,GPRASP2,GPS2,GRB10,GREB1L,GRID2,GRIK2,GRIN2D,GRIN3A,GRK2,GRM7,GRPR,GSDME,GTF2IRD1,GUCA1B,GYS1,HABP2,HADH,HBEGF,HCLS1,HES6,HEY2,HGF,HHLA2,HK1,HK2,HLTF,HMCES,HMGCR,HOMER1,HOMER2,HOMER3,HOXA3,HOXA5,HPN,HRC,HRH1,HS2ST1,HS6ST1,HSD11B1,HSD11B2,HSF1,HSF4,HSPA5,HSPA9,HSPB6,HTATIP2,ICMT,IDE,IER3,IFI35,IFIH1,IFT140,IFT27,IFT57,IFT80,IFT88,IGDCC4,IGFBP5,IGSF10,IGSF3,IGSF9,IL12RB2,IL15,IL16,IL17B,IL17RD,IL18,IL1R1,IL2RA,IL2RB,IL4I1,IL4R,IL6R,IL6ST,ILRUN,INPP5F,INPP5J,INSR,INSYN1,INTU,IQCB1,IQGAP3,IRAK1,IRF5,ITGA2,ITGA4,ITGA5,ITGA6,ITGAL,ITGAV,ITGB1,ITGB4,ITGB6,ITM2A,ITM2C,ITPR3,IZUMO1,JADE2,JAM3,JUNB,KBTBD8,KCND2,KCNIP2,KCNN2,KCNQ4,KDM1A,KDR,KEAP1,KERA,KIAA1217,KIF14,KIF20A,KIF20B,KIF26B,KIF27,KIF5C,KIRREL1,KIT,KLF13,KLF4,KLHL12,KLHL3,KPNA1,KRT8,LAMA3,LAMA4,LAMB1,LAMB3,LAMC3,LCK,LDB2,LDB3,LEPR,LFNG,LGALS3,LGALS9,LGR4,LHFPL2,LIAS,LIMK1,LINS1,LIPG,LMBR1L,LMCD1,LMO1,LMOD2,LNPK,LOC100153093,LOC100511343,LOC100511937,LOC100515171,LOC100523213,LOC100523684,LOC100620992,LOC100625134,LOC100736765,LOC100737755,LOC110255887,LOX,LPAR1,LPCAT1,LPCAT3,LRFN5,LRIG3,LRP11,LRP4,LRP8,LRRC4,LRRC4B,LRRC4C,LRRK1,LRRK2,LRRN1,LRRN3,LRRTM3,LRTM1,LTBP1,LTBP3,LUM,LUZP1,LVRN,LXN,LYAR,LYN,LZTFL1,MAB21L1,MAFF,MAK,MAN2A1,MAP1A,MAP1B,MAP1S,MAP2,MAP3K13,MAP3K20,MAP4,MAP4K4,MAP6,MAPK14,MAPK8IP1,MAPKAPK2,MAPRE2,MAPT,MARVELD1,MASTL,MAVS,MBD2,MBD3,MBTD1,MCAM,MCM8,MDFI,MDGA1,MDK,MDM2,MED15,MEF2A,MEF2C,MEF2D,MEIOB,MEIS3,MEOX2,MET,MFAP2,MFN2,MFNG,MFSD2A,MIB1,MIGA2,MITF,MKKS,MKS1,MMD,MMP14,MMP16,MMP2,MMRN2,MMUT,MN1,MNS1,MPZ,MSC,MSH2,MSH4,MSH6,MSI1,MTDH,MTG1,MTHFD1L,MTHFR,MUL1,MXRA8,MYBPC3,MYCBPAP,MYCN,MYF5,MYF6,MYH11,MYH13,MYH14,MYH2,MYH3,MYL4,MYLK2,MYLPF,MYMK,MYO18B,MYO7A,MYOM2,MYOT,MYOZ1,NANS,NAV1,NAV2,NAV3,NAXE,NCALD,NCAPG2,NCAPH,NCOA2,NDC1,NDC80,NDN,NDRG2,NDUFS2,NDUFS4,NEB,NECTIN3,NEDD4L,NEFL,NEGR1,NEK2,NEK3,NEO1,NEURL1,NEXN,NF1,NFATC1,NFATC3,NFATC4,NFE2L2,NFIB,NFIL3,NFKBIA,NFKBIL1,NFKBIZ,NGFR,NHEJ1,NIBAN2,NID1,NIN,NKIRAS1,NLGN3,NMI,NMT1,NNAT,NOCT,NOS1,NOS3,NOTCH2,NPC1,NPHP4,NPLOC4,NPTX2,NPY1R,NR1D2,NR1H2,NR2F6,NRAP,NRCAM,NSD2,NTF4,NTN3,NTRK3,NUMBL,NUP107,NUP133,NYAP1,OBSL1,ODAD4,OGDH,OGT,OMA1,OMD,OPHN1,ORC3,ORMDL1,OXTR,P2RX5,P2RY1,P3H4,PAFAH1B2,PAK3,PAK4,PAPPA2,PAQR3,PARK7,PARP3,PARVA,PASK,PATZ1,PBLD,PBX3,PBX4,PCDH12,PCDH17,PCLO,PCSK5,PCSK9,PCYT1B,PDCD4,PDE3A,PDE4B,PDE4D,PDE6A,PDE9A,PDGFA,PDGFC,PDGFRA,PDK4,PDLIM2,PDLIM5,PDPN,PELO,PENK,PER1,PGAM2,PGAP1,PGK1,PHB2,PHEX,PHF19,PHLDB2,PHLPP1,PHOSPHO1,PI16,PIAS3,PIP4K2A,PITHD1,PKD2,PKDCC,PKM,PLA2G4A,PLAA,PLAG1,PLCB1,PLCE1,PLCG1,PLCG2,PLCL1,PLCL2,PLEKHA5,PLEKHM1,PLK1,PLLP,PLPP3,PLPPR4,PLS3,PLTP,PLXNA1,PLXNA2,PLXNA3,PLXNB3,PLXND1,PMS2,PNKD,POC1B,POLR3A,POLR3D,POPDC2,POPDC3,PPARA,PPARGC1A,PPARGC1B,PPEF1,PPM1B,PPM1F,PPP1R1B,PPP1R9A,PPP3CA,PPP3CB,PRCP,PRDM1,PRDX3,PRELID2,PRKAB2,PRKAG3,PRKAR1A,PRKAR1B,PRKCD,PRKCH,PRKCI,PRKCQ,PRKCZ,PRKD1,PROM1,PROS1,PRPS1,PRRT2,PRSS56,PTGES3,PTH1R,PTK2B,PTK7,PTN,PTPN9,PTPRB,PTPRC,PTPRD,PTPRG,PTPRJ,PTPRS,PTPRZ1,PTX3,PXDN,RAB13,RAB29,RAB3A,RAB3D,RAC2,RACGAP1,RAD51B,RAF1,RAMP1,RAP1GDS1,RAPGEF1,RAPGEF3,RASSF10,RB1CC1,RBBP8,RBFOX1,RBM15,RBM20,RBP1,RBPJ,RCN1,RCN3,RCOR1,RCSD1,RDH11,RDH12,RECK,REST,RETREG1,RGCC,RGMA,RGS14,RHEB,RHPN2,RIF1,RIMS1,RIPOR2,RND2,RNF165,RNF2,RNF207,ROBO1,ROCK2,ROR2,RORA,ROS1,RPS6KA1,RRAS,RSPO3,RUFY3,RYR2,S1PR1,S1PR2,S1PR3,SAFB2,SALL2,SAMHD1,SARS1,SAV1,SBDS,SCARB1,SCARF1,SCMH1,SCN1B,SCN2B,SCN3B,SCN4A,SCN4B,SCN5A,SCN7A,SCNN1A,SCRT1,SDC2,SDHA,SDHAF2,SDK1,SEC24D,SEC61A1,SELENON,SEMA3A,SEMA3E,SEMA3G,SEMA4F,SEMA5B,SEMA6A,SEMA6C,SEMA6D,SEMA7A,SEPTIN1,SEPTIN7,SERPINB1,SERPINE1,SERPINE2,SEZ6L,SEZ6L2,SFRP2,SGCD,SGPL1,SGPP1,SH3PXD2A,SH3PXD2B,SHC1,SHPK,SHROOM3,SHTN1,SIK3,SIPA1L1,SIRT2,SLC19A2,SLC1A3,SLC24A1,SLC25A25,SLC26A6,SLC27A1,SLC2A10,SLC35E2,SLC37A4,SLC39A1,SLC39A7,SLC4A3,SLC4A7,SLC5A6,SLC8A3,SLIRP,SLIT1,SLIT2,SLIT3,SLITRK1,SLITRK2,SLITRK4,SLITRK5,SLITRK6,SMAD2,SMO,SMTNL2,SMURF1,SNCG,SOAT1,SOX11,SOX9,SPARC,SPART,SPEF2,SPG11,SPHK1,SPI1,SPP1,SPRY2,SQSTM1,SRC,SRF,SRGAP2,SRI,SRPX2,SS18,STAB1,STAC3,STAT1,STAT5B,STAU2,STC1,STING1,STK11,STK3,STMN2,STOX1,STOX2,STXBP1,SUCO,SULF1,SULF2,SUN2,SVEP1,SWAP70,SYBU,SYCP2,SYNJ2,SYPL2,SYT2,TACC1,TACC3,TANC2,TAPBPL,TAPT1,TAS1R3,TASOR,TBC1D8B,TBPL1,TBX18,TCAP,TCF12,TCF3,TCF7L2,TCIRG1,TDP2,TDRD12,TDRKH,TEAD1,TEAD2,TEAD4,TEK,TENM1,TENM2,TENM3,TENM4,TESK1,TET3,TEX14,TFPI,TFRC,TGFB1,TGFB2,TGFB3,TGFBI,TGFBR1,TGFBR2,THAP11,THBS2,THBS3,THBS4,TIA1,TIGAR,TIMELESS,TIMP1,TJP2,TLR5,TLR9,TMEM107,TMEM120A,TMEM126A,TMEM204,TMEM231,TMEM25,TMEM38A,TMEM53,TMEM59L,TMEM98,TMOD4,TMTC4,TNC,TNFRSF11A,TNFRSF19,TNFRSF1B,TNFRSF21,TNMD,TNNC2,TNNT2,TOP2A,TOP2B,TOX,TP53INP2,TP63,TP73,TPBG,TPCN2,TPD52,TPM1,TPM2,TRAF3,TRAF3IP1,TRAF3IP2,TRAIP,TRAK1,TRAPPC13,TRDN,TREX1,TRIM72,TRIO,TRMT1L,TRNP1,TRPC1,TSKU,TSPAN12,TSSK3,TTC21A,TTC21B,TTC26,TTC39C,TTC8,TTK,TTLL1,TUB,TULP3,TUSC3,TWF1,TWF2,TXNRD1,TYRO3,UBA6,UBASH3B,UBD,UBR2,UCP2,UGCG,UGDH,UGP2,ULK1,ULK3,UMODL1,UNC13D,UNC5B,UNG,UQCRQ,USH1C,USP1,USP2,USP53,UST,VAMP8,VASH1,VASH2,VASN,VCAM1,VCAN,VDAC1,VEGFA,VHL,VIM,VLDLR,VMP1,VPS13B,VSTM4,WASF2,WDR19,WDR43,WDR47,WDR48,WDR6,WDR77,WDTC1,WFIKKN2,WHRN,WNT4,WNT5B,WRN,WWC2,WWTR1,XIRP2,XKR8,YBX3,YEATS2,YWHAZ,ZBTB1,ZBTB16,ZBTB20,ZBTB7A,ZBTB7B,ZEB1,ZER1,ZFAND5,ZFP91,ZFPM2,ZFYVE27,ZHX2,ZIC3,ZMIZ1,ZNF287,ZNF385A,ZNF423,ZNF449,ZNF521,ZNF536,ZNF628,ZNF703


			GO:BP			endothelial cell migration			GO:0043542			0.0000029421			60			ABL1,ADGRA2,AGT,AMOT,ANGPT2,APOE,ATOH8,ATP2B4,ATP5F1A,BMPER,CALR,CCN3,CIB1,CORO1B,CSNK2B,DCN,DPP4,EFNA1,EGF,EGR3,EPHB4,FAP,FGF1,FGF18,FGFR1,GATA2,GATA3,GPI,ITGB1,KDR,KLF4,LOC100511937,MEF2C,MEOX2,MET,MMRN2,NF1,NOS3,PATZ1,PLPP3,PLXND1,PRCP,PRKD1,PTK2B,RAB13,RGCC,ROBO1,ROCK2,RRAS,SCARB1,SLIT2,SPARC,SRF,SRPX2,STC1,TEK,TGFBR1,VASH1,VHL,VSTM4


			GO:BP			peptidyl-tyrosine modification			GO:0018212			0.0000029998			89			ABL1,ABL2,ACE,ACVR1,ADRA2A,AGT,APP,ARHGEF2,BMP6,BST1,CBL,CD44,CD80,CLK3,CSF3,CSPG4,CTF1,DDR2,DYRK1B,EFNA1,EGF,ENPP2,EPHA3,EPHA4,EPHA7,EPHB2,EPHB3,EPHB4,ERBB2,ERBB3,FER,FES,FGFR1,FGFR4,FLT1,FYN,GHR,HBEGF,HCLS1,HGF,HIPK4,IL12RB2,IL15,IL18,IL6R,IL6ST,INPP5F,INSR,ITGA5,KDR,KIT,LCK,LRP4,LRP8,LRRK1,LYN,MELK,MET,MUSK,NCAPG2,NEURL1,NTRK3,PARP14,PARP9,PDGFC,PDGFD,PDGFRA,PKDCC,PLCG2,PLPP3,PRKCD,PRKCZ,PTK2B,PTPN4,PTPRC,RAP2C,ROR2,ROS1,SFRP2,SH3BP5,SRC,TEK,THBS4,TPST2,TTK,TWF1,TYRO3,WEE1,ZFP91


			GO:BP			cytoskeleton-dependent intracellular transport			GO:0030705			0.0000030207			54			AP3M2,APP,ARL8B,ARPIN,BBS12,BLOC1S1,BLOC1S4,CCDC88A,CCDC88C,CEP131,CLIP3,COPG2,DTNBP1,DYNC2I2,DYNLL1,EIF3J,FLOT2,FNBP1L,FYCO1,HOOK2,IFT122,IFT140,IFT27,IFT43,IFT46,IFT57,IFT88,KIF1A,KIF1C,KIF3A,KIF3B,KIF5C,MAK,MAP1B,MAP6,MYO10,MYO16,MYO1B,NEFL,SPG11,SPG7,SSX2IP,STAU2,STK11,SUN2,SYBU,TMEM201,TRAF3IP1,TRAK1,TTC21B,TTC26,TUB,WDR19,WDR35


			GO:BP			myofibril assembly			GO:0030239			0.0000030286			26			ACTA1,ACTC1,ACTN2,ANKRD23,CAPN3,CASQ1,CSRP2,FHOD3,FLNC,ITGB1,LMOD2,LOC100736765,MEF2A,MYOM2,MYOZ1,MYPN,NEB,NRAP,PDGFRA,PGM5,PRKAR1A,SRF,TCAP,TMOD4,TNNT2,TPM1


			GO:BP			peptidyl-tyrosine phosphorylation			GO:0018108			0.0000030769			88			ABL1,ABL2,ACE,ACVR1,ADRA2A,AGT,APP,ARHGEF2,BMP6,BST1,CBL,CD44,CD80,CLK3,CSF3,CSPG4,CTF1,DDR2,DYRK1B,EFNA1,EGF,ENPP2,EPHA3,EPHA4,EPHA7,EPHB2,EPHB3,EPHB4,ERBB2,ERBB3,FER,FES,FGFR1,FGFR4,FLT1,FYN,GHR,HBEGF,HCLS1,HGF,HIPK4,IL12RB2,IL15,IL18,IL6R,IL6ST,INPP5F,INSR,ITGA5,KDR,KIT,LCK,LRP4,LRP8,LRRK1,LYN,MELK,MET,MUSK,NCAPG2,NEURL1,NTRK3,PARP14,PARP9,PDGFC,PDGFD,PDGFRA,PKDCC,PLCG2,PLPP3,PRKCD,PRKCZ,PTK2B,PTPN4,PTPRC,RAP2C,ROR2,ROS1,SFRP2,SH3BP5,SRC,TEK,THBS4,TTK,TWF1,TYRO3,WEE1,ZFP91


			GO:BP			positive regulation of cell cycle process			GO:0090068			0.0000031215			65			APP,AURKB,CCNB1,CDC14B,CDC25B,CDC6,CDCA5,CDK1,CDT1,CENPJ,CIT,CUL3,CUL4A,CUL4B,DBF4,DDX3X,DTL,E2F7,E2F8,EGF,EIF4G1,EZH2,FAM83D,FBXO5,FEN1,GEN1,GFRA3,GPSM2,INSR,KAT2B,KIF14,KIF20B,MAP3K20,MASTL,MDM2,MTA3,MTBP,NCAPG,NCAPG2,NCAPH,NDC80,NSFL1C,PBK,PHB2,PLCB1,RACGAP1,RAD21,RAD51AP1,RAD51B,RCC2,RGCC,RHNO1,ROCK2,SASS6,SIRT2,SLF1,SMC2,SMC4,SMC6,SPAG5,SPHK1,STIL,STOX1,THOC5,UBE2C


			GO:BP			cell-substrate junction assembly			GO:0007044			0.0000035831			30			ABL1,ACTN2,AJUBA,APOD,BCR,CDH11,COL16A1,CORO1C,CORO2B,DLC1,DST,DUSP3,EPHA3,FN1,ITGA5,ITGB4,KDR,LAMC1,MACF1,PHLDB2,PPM1F,PTPRA,PTPRJ,PTPRK,RCC2,RHOD,SRC,TEK,TNS1,WHAMM


			GO:BP			regulation of cell cycle phase transition			GO:1901987			0.000003697			96			ACVR1,APP,ATF5,ATM,ATP2B4,ATR,AURKB,BCL7B,BID,BLM,BRCA1,BUB1,BUB1B,CCNB1,CCNB3,CDC14B,CDC25B,CDC6,CDCA5,CDK1,CDK2AP2,CDT1,CENPE,CENPF,CENPJ,CHEK1,CLSPN,CRADD,CTC1,CUL3,CUL4A,CUL4B,DBF4,DDX3X,DOT1L,DTL,E2F1,E2F7,EIF4G1,EME1,EZH2,FAM83D,FANCD2,FBXO31,FBXO5,FOXN3,GEN1,GFRA3,IER3,INIP,KIF14,KLF4,MAP3K20,MAPK14,MDM2,MN1,MRE11,MRNIP,MSH2,MTA3,MTBP,NABP2,NDC80,NEK6,ORC1,PARP9,PBK,PHB2,PHKG1,PKD2,PLCB1,PLK1,PLK3,RAD21,RAD51B,RAD9B,RCC2,RFWD3,RGCC,RHNO1,RPA2,SASS6,SPDL1,STIL,STOX1,STT3A,TEX14,THOC5,TIMELESS,TREX1,TTK,UBD,UBE2C,USP28,ZWILCH,ZWINT


			GO:BP			mesenchyme development			GO:0060485			0.0000037346			72			ACTA2,ACTC1,ACVR1,ADAM15,AKNA,ALDH1A2,BAMBI,BMP7,CDH2,CORO1C,CPLANE2,CUL7,DAB2,DACT3,DCHS1,DLG5,EDNRA,EFNA1,ENG,EPHA4,ERBB3,EXT1,EZH2,FAM83D,FGF9,FGFR1,FN1,GATA3,HEY2,HOXA5,HPN,IL17RD,KBTBD8,KLHL12,LOC100737755,MDK,MDM2,NOS3,NUP133,PDPN,PHLDB2,PKD2,PTK7,RADIL,RBPJ,RGCC,SDHAF2,SEMA3E,SEMA3G,SEMA4F,SEMA5B,SEMA6A,SEMA6C,SEMA7A,SFRP2,SMAD2,SMO,SOX11,SOX9,SPRY2,TASOR,TCF7L2,TEAD2,TGFB1,TGFB2,TGFB3,TGFBR1,TGFBR2,TIAM1,VASN,WWTR1,ZIC3


			GO:BP			cell growth			GO:0016049			0.000003826			91			ABL1,ADAM15,APP,ARIH2,ARMC12,BCL6,BRCA1,CCN3,CIB1,CLSTN3,CRABP2,CYFIP2,DACT3,DCBLD2,DCX,DDX3X,DIP2B,DNAJB2,DVL1,EAF2,EDNRA,EIF3J,EIF4G1,EPB41L3,EPHA7,ERBB2,EXT1,FLRT3,FN1,FRZB,GDF9,HDGFL2,HPN,IGFBP4,IGFBP5,ITGB1,JADE2,KAZALD1,KIF14,LIMK1,MAP1B,MAP3K13,MFSD2A,MMP14,MUL1,NEDD4L,NIN,NME6,PI16,PLAA,PLXNA1,PLXNA3,PRKCZ,PTPRJ,PTPRS,RIMS1,RND2,SEMA3A,SEMA3E,SEMA3G,SEMA4F,SEMA5B,SEMA6A,SEMA6C,SEMA7A,SERPINE2,SERTAD1,SESN2,SFRP2,SLIT1,SLIT2,SLIT3,SMURF1,SOX9,SPART,SPG11,SPHK1,SRF,STK11,SUPV3L1,SYT2,TAF9B,TEAD1,TGFB1,TGFB2,TGFBR1,TGFBR2,TNC,TWF2,ULK1,ZFYVE27


			GO:BP			negative regulation of cell population proliferation			GO:0008285			0.0000039434			134			ABI3BP,ACKR3,ADGRG1,ALDH1A2,APOD,APOE,APP,AQP11,ATF5,ATM,ATOH8,ATP5F1A,ATP5IF1,BCL6,BMP5,BMP7,BRCA2,CASK,CAV2,CBLB,CCN3,CD109,CD80,CD9,CIB1,CNN1,COPS8,CTNNA1,DLC1,DLG5,DLL1,DNAJA3,DNAJB2,DUSP1,DUSP10,E2F1,E2F7,EAF2,ERBB2,FAP,FBLN1,FLT1,FNIP1,FOXJ1,FRZB,GATA2,GATA3,GDF11,GLI3,GPC3,GSDME,HPN,IFI35,IFT57,IFT80,IGFBP5,IL4I1,INTU,KAT2B,KLF13,KLF4,KLF9,LGALS9,LYN,MAGED1,MEF2C,MFN2,MMRN2,MN1,MSTN,MTBP,NDN,NDRG2,NEURL1,NF1,NFIB,NGFR,NIBAN2,NMI,NOS3,P3H2,P3H3,PDCD4,PDCD5,PEX2,PHB2,PODN,PPARGC1A,PRKAR1A,PTH1R,PTK2B,PTN,PTPRJ,PTPRK,RAF1,RAPGEF1,RB1CC1,RBPJ,REST,RGCC,ROBO1,SAV1,SERPINE2,SFRP2,SIRT2,SLIT3,SMYD2,SOX11,SOX9,SPARC,SPRY2,SRPX,STAT1,STK11,STK3,STRN,SULF1,TGFB1,TGFB2,TGFB3,TGFBR1,TNFRSF21,TNMD,TP73,TPBG,TPM1,ULK1,VASH1,WDR77,ZBTB16,ZBTB7B,ZBTB7C,ZEB1,ZNF503


			GO:BP			regulation of kinase activity			GO:0043549			0.0000041512			156			ABL1,ACE,ACSL1,ADAM8,ADRA2A,ADRA2C,AGT,AJUBA,AKT1S1,APOE,APP,ATP2B4,BLM,BMP7,BTC,CAB39,CAB39L,CAMKK2,CBL,CCDC88A,CCL19,CCN1,CCNB1,CCNB2,CCNB3,CCNE1,CCNE2,CCNG2,CCNL1,CCNT2,CD40LG,CDC25B,CDK5R1,CENPE,CEP85,CHI3L1,CIB1,CKS2,CLSPN,CLU,COPS8,CORO1C,DBF4,DBNDD1,DDR2,DDX3X,DTNBP1,DUSP1,DUSP10,DVL1,EEF1A1,EFNA1,EGF,EPHA3,EPHA4,EPHA7,EPHB2,EPHB3,EPHB4,ERBB2,ERBB3,ERP29,EZH2,FAM20A,FGF1,FGF18,FGFR1,FLT1,FZD10,GADD45B,GDF9,GPRC5B,HGF,HMGCR,IL18,INSR,IRAK1,KAT2B,KDR,KIF14,KIT,LDB2,LOC100511937,LRP8,LRRK2,LYN,MAP2K2,MAP3K10,MAP3K13,MASTL,MMD,MRE11,MSTN,MUSK,NCAPG2,NEURL1,NTRK3,PAQR3,PARK7,PARP16,PDGFA,PDGFC,PDGFD,PDGFRA,PHB2,PIK3R2,PIP4K2A,PIP4K2C,PKD2,PKIG,PLCE1,PLK1,PPM1F,PPP2R5A,PRDX3,PRKAG1,PRKAG3,PRKAR1A,PRKAR1B,PRKAR2A,PRKCD,PRRC1,PTK2B,PTPRB,PTPRC,PTPRJ,RAP2C,RGCC,RGS14,ROBO1,ROR2,RUBCN,SESN2,SFRP2,SH3BP5,SLC27A1,SLC8A3,SMPD1,SPRY2,SRC,STK11,STOX1,TEK,TGFB2,TGFBR2,TIGAR,TLR9,TNFRSF11A,TPD52L1,TPX2,TRPT1,TYRO3,UBASH3B,VAV2,WDR91,WWTR1


			GO:BP			peptidyl-threonine phosphorylation			GO:0018107			0.000004166			37			ACVR1,APP,BMP7,CAB39,CAMK2A,CDC42BPG,CDK1,CDK5R1,CHEK1,CHI3L1,CIT,CSNK2B,EGF,EIF4G1,FOXO1,GRK2,HIPK4,LMTK2,LRRK2,MAP3K10,MYLK2,PLK1,PRKCD,PRKD1,ROCK2,S1PR2,SIRT2,SPHK1,SPRED2,SPRY2,STK11,STOX1,TGFBR1,TGFBR2,TTK,ULK1,WNK3


			GO:BP			dendrite morphogenesis			GO:0048813			0.000004166			37			ADGRB3,ARHGAP44,BHLHB9,BTBD3,CAPRIN2,CDK5R1,CTNND2,CUL7,CUX2,DCX,DLG4,DPYSL5,DTNBP1,DVL1,EFNA1,EPHA4,EPHB2,EPHB3,FBXW8,FYN,ITGB1,LRP8,LRRK2,MAP2,MAP6,NEDD4L,NFATC4,OBSL1,PAK3,PPP3CA,PTN,PTPRD,SDC2,SIPA1L1,SLITRK5,STK11,TPBG


			GO:BP			regulation of GTPase activity			GO:0043087			0.0000045359			86			ABR,AJUBA,AKT2,ALS2CL,AMOT,APC2,ARHGAP12,ARHGAP27,ARHGAP42,ARHGAP44,ARHGEF10,ARHGEF19,ARHGEF26,ASAP2,ASAP3,BCL6,BCR,BVES,CAV2,CBLB,CCL19,CCL5,CCPG1,CHN2,CORO1C,DOCK7,DOCK8,EPHA3,EPHA4,EPHB3,ERBB2,EZH2,FGD1,FOXJ1,FZD10,GARNL3,GNB5,IQGAP2,IQGAP3,ITGA6,ITGB1,LRCH1,LRRK2,MAPRE2,MET,MKKS,MMUT,MYO9A,NET1,NF1,NTRK3,PLXNA1,PLXNA2,PLXNA3,PLXNB3,PLXND1,RABGAP1L,RALGAPA2,RALGPS1,RALGPS2,RAP1GDS1,RAPGEF1,RAPGEF3,RAPGEFL1,RASA4B,RASGRF2,RASGRP2,RCC2,RGMA,RGS14,RGS7,RIPOR2,RP2,SBF2,SIPA1,SIPA1L1,SPRY2,SRGAP2,TAX1BP3,TBC1D1,TBC1D17,TBCK,TIAM1,TTC8,USP6NL,VAV2


			GO:BP			cell cycle checkpoint signaling			GO:0000075			0.0000046173			53			ATM,ATR,AURKB,BLM,BRCA1,BUB1,BUB1B,CCNB1,CDC6,CDK1,CDT1,CHEK1,CLSPN,CRADD,CUL4A,DOT1L,DTL,E2F1,EME1,FANCD2,FBXO31,FOXN3,GEN1,IER3,INIP,MAP3K20,MAPK14,MDM2,MRE11,MRNIP,MSH2,NABP2,NDC80,ORC1,PARP9,PBK,PHKG1,PLK1,PLK3,RAD9B,RFWD3,RHNO1,RPA2,SPDL1,STT3A,TEX14,THOC5,TIMELESS,TREX1,TTK,USP28,ZWILCH,ZWINT


			GO:BP			central nervous system development			GO:0007417			0.0000046724			174			AARS1,ABCB6,ABL1,ACKR3,ADGRA2,ADGRG1,AKNA,ALDH1A2,APAF1,APLP1,APOD,APP,ARX,ATAT1,ATF5,ATM,ATP1A2,B3GNT5,BBS7,BCR,BIN1,BMP7,BRCA2,BTBD3,C3,CADM2,CCDC141,CDH11,CDH2,CDK5R1,CDON,CENPF,CHRD,CITED1,CLU,CNP,CNTN1,COL2A1,CORO1C,CPLANE1,CUL4B,DBX1,DCX,DISC1,DLG5,DLL1,DUSP10,E2F1,EFHC1,EGF,EGR2,EIF2B3,EIF2B4,EPHA4,EPHA7,EPHB2,EPHB3,ERBB2,EXT1,EZH2,FAIM2,FANCD2,FOXJ1,FOXP2,FYN,GATA2,GBA2,GDF11,GLI2,GLI3,GRID2,HSPA5,IL6ST,INTU,ITGB1,KIF14,KIF27,LAMB1,LAMC3,LRP8,LRRK2,MAP2,MDGA1,MDK,MEIS3,MFSD2A,MKKS,MSI1,MXRA8,MYCN,NANS,NAV2,NDUFS4,NFIB,NGFR,NIN,NNAT,NUMBL,ODAD4,OGDH,OPHN1,PAFAH1B2,PBX3,PBX4,PGAP1,PKD2,PLCB1,PLPP3,PLXNA1,PLXNA2,PLXNA3,PTN,PTPRS,PTPRZ1,RBPJ,RECK,RHEB,ROBO1,RORA,S1PR1,SCN1B,SEMA3A,SEMA3E,SEMA6D,SEMA7A,SERPINE2,SEZ6L2,SFRP2,SLC8A3,SLIT1,SLIT2,SLITRK5,SMO,SOX11,SOX9,SPG11,SPHK1,SRC,SRF,SRGAP2,STK3,SUN2,SYNJ2,TACC1,TACC3,TENM4,TGFB1,TGFBR2,TMEM98,TNFRSF1B,TNFRSF21,TOP2B,TOX,TRIO,TRNP1,TSKU,TTC21B,TTC8,TTLL1,TULP3,TYRO3,UBA6,UGP2,UQCRQ,VCAN,VIM,VPS13B,WDR47,WHRN,ZBTB16,ZEB1,ZIC3,ZMIZ1,ZNF423


			GO:BP			cell-substrate junction organization			GO:0150115			0.0000047191			31			ABL1,ACTN2,AJUBA,APOD,BCR,CDH11,COL16A1,CORO1C,CORO2B,DLC1,DST,DUSP3,EPHA3,FN1,ITGA5,ITGB4,KDR,LAMC1,MACF1,MAPRE2,PHLDB2,PPM1F,PTPRA,PTPRJ,PTPRK,RCC2,RHOD,SRC,TEK,TNS1,WHAMM


			GO:BP			renal system development			GO:0072001			0.0000047681			78			ACE,ACTA2,ADAMTS16,ADAMTS6,AGT,ALDH1A2,AQP11,BICC1,BMP6,BMP7,BMPER,CBWD1,CC2D2A,CENPF,CPLANE1,DCHS1,DCHS2,DLG5,DLL1,EDNRA,EPCAM,EPHA4,EPHA7,EXT1,FGF1,FOXJ1,FREM2,GATA3,GCNT1,GCNT4,GDF11,GLI2,GLI3,GPC3,GREB1L,HS2ST1,IFT27,IFT88,IL6R,KIF26B,KLHL3,LGR4,LRP4,LRRK2,NID1,NOTCH2,NUP107,NUP133,PCSK5,PCSK9,PDGFA,PDGFRA,PKD2,PLCE1,PLXND1,PPP3CA,PRDM1,PROM1,PTK7,SEC61A1,SGPL1,SLIT2,SMAD2,SMO,SOX9,STAT1,SULF1,SULF2,TBX18,TGFB1,TGFBR1,TMEM59L,TRAF3IP1,TRAF3IP2,TREX1,TTC8,WWTR1,ZBTB16


			GO:BP			nucleobase-containing compound biosynthetic process			GO:0034654			0.0000047933			694			ABLIM2,ABLIM3,ACACA,ACAT1,ACOT7,ACSL1,ACSS1,ACSS2,ACTR3,ACVR1,ADAM8,ADCY2,ADCY3,ADCY4,ADCY6,ADCY9,ADNP,ADSL,AEBP1,AFAP1L2,AGT,AHR,AJUBA,AK1,AK3,AK5,AKNA,AMPD1,AMPD3,ANKRD1,ANKRD2,ANXA2,APOE,APP,ARHGEF2,ARNTL,ARX,ASXL3,ATAD2,ATF3,ATF4,ATF5,ATIC,ATM,ATOH8,ATP1B3,ATP2B4,ATP5F1A,ATP5F1B,ATP5MC1,ATP5MC3,ATP5ME,ATP5PO,ATP6,ATXN1,AURKB,BAG3,BAMBI,BBS7,BCAS3,BCL11A,BCL3,BCL6,BCL9,BCORL1,BEND6,BHLHE41,BIN1,BLM,BMP5,BMP6,BMP7,BRCA1,BRCA2,BRD3,BRIP1,CALCOCO1,CALR,CAMK2A,CAMTA2,CAPN3,CARF,CASK,CAT,CBX2,CBX3,CBX4,CC2D1B,CCDC124,CCN1,CCNL1,CCNL2,CCNT2,CCPG1,CCT6A,CD200,CD40LG,CDCA7,CDCA7L,CDK14,CDK17,CDK5R1,CDON,CDS1,CEBPG,CENPF,CENPJ,CHCHD10,CHCHD2,CHD3,CHD6,CHEK1,CHPT1,CHTF18,CHURC1,CIB1,CIPC,CITED1,CKAP2,CKS2,CLU,CMPK2,CNOT6,COPS5,CPEB3,CREB3L1,CREB3L2,CREB5,CREBRF,CREM,CRY2,CRYM,CSF3,CSRNP1,CSRNP3,CTC1,CUL3,CUX2,DAB2,DBX1,DCAF6,DCAKD,DCN,DCP2,DDR2,DDRGK1,DDX3X,DDX58,DEDD,DKK3,DLAT,DLD,DLL1,DMRT2,DNAJA3,DNAJC17,DNMT1,DNMT3B,DOT1L,DPF3,DTL,DUSP26,DVL1,DYRK1B,E2F1,E2F6,E2F7,E2F8,E4F1,EAF2,EBF1,EBF2,EBF3,EBF4,EDA,EFCAB7,EFNA1,EGF,EGLN1,EGR1,EGR2,EGR3,EHMT2,EID1,EIF4A2,ELF4,ELK3,ELK4,ELL2,ELOB,ELOC,ENG,EPAS1,EPCAM,ERBB2,ERBIN,ESR1,ESRRA,ESRRG,ETV1,ETV5,EZH2,EZR,FANCA,FANCD2,FER,FGF1,FGF9,FGFR4,FHL2,FHL3,FHL5,FHOD1,FLAD1,FLOT2,FMR1,FNIP1,FOS,FOXA3,FOXJ1,FOXM1,FOXN3,FOXO1,FOXP2,FST,FZD2,GARS1,GART,GATA2,GATA3,GCLC,GFPT1,GFPT2,GINS3,GLI2,GLI3,GMDS,GPAT4,GPS2,GTF2IRD1,GTF3C6,GUCA1B,GUCY1A1,HADHB,HCLS1,HDAC10,HDGFL2,HES6,HEY2,HGF,HIC1,HIF3A,HIVEP1,HIVEP2,HLTF,HMMR,HOXA3,HOXA5,HR,HSF1,HSF4,HTATIP2,IER2,IGSF1,IKBKG,IL18,IL4I1,IMPDH1,INSR,IRAK1,IRAK2,IRF5,IRF9,ITGA6,JADE2,JADE3,JMJD1C,JUNB,KAT2B,KDM1A,KDM7A,KDM8,KEAP1,KHDRBS1,KIT,KLF13,KLF4,LDB2,LGR4,LIG1,LIN37,LIN54,LMCD1,LMO1,LMO2,LOC100513741,LOC100517129,LOC100623035,LOC102158443,LOC110255204,LOC110258620,LOC110259371,LOX,LPIN1,LPIN3,LRP8,LRRC7,LRRFIP1,LRRFIP2,LUM,LYAR,MAF1,MAFF,MAFK,MAGEH1,MAML3,MAP2K2,MAP3K10,MAP3K13,MAPK14,MAPK8IP1,MARS1,MAVS,MBD2,MBD3,MBTD1,MDK,MDM2,MED15,MED8,MEF2A,MEF2C,MEF2D,MEIS3,MEOX2,MET,MGA,MITF,MKX,MLIP,MLXIP,MLXIPL,MMUT,MN1,MOSPD1,MPI,MSC,MSTN,MTA3,MTDH,MTERF3,MXD3,MYBL1,MYBL2,MYCN,MYEF2,MYF5,MYF6,MYOZ1,NAMPT,NCAPG2,NCOA2,NDN,NEK2,NEK4,NFATC1,NFATC3,NFATC4,NFE2L1,NFE2L2,NFE2L3,NFIB,NFIL3,NFKBIA,NFKBIB,NFKBIL1,NFXL1,NGFR,NIBAN2,NME4,NME6,NMI,NOC2L,NOL4L,NONO,NOS1,NOS3,NOSTRIN,NOTCH2,NOTCH3,NPAS3,NPM3,NR0B2,NR1D2,NR1H2,NR1I3,NR2F1,NR2F6,NR4A3,NR5A2,NSD2,NT5E,NUP107,OGT,PAICS,PANK3,PANK4,PARK7,PARM1,PARP3,PARP9,PASK,PATZ1,PBX3,PBX4,PCBP1,PCLAF,PDCD4,PDHA1,PDHB,PDHX,PDK2,PDK4,PER1,PER2,PEX2,PFKM,PHB2,PHF1,PHF19,PHF21A,PIAS3,PIK3R2,PINK1,PIR,PITHD1,PKD2,PKIG,PLAG1,PLAGL1,PLCB1,PLCG2,PLK1,PLK3,PLPP3,PMM1,POGK,POLA1,POLA2,POLD1,POLD2,POLDIP2,POLE2,POLG,POLH,POLL,POLR2F,POLR2G,POLR2J,POLR3A,POLR3D,POLR3GL,POLR3H,POT1,POU6F1,PPARA,PPARGC1A,PPARGC1B,PPAT,PPM1A,PPM1F,PPP1R1B,PPP3CA,PPP3CB,PRDM1,PRDM5,PRDX3,PRIM2,PRKCH,PRKCI,PRKCQ,PRKD1,PRPS1,PRTFDC1,PSIP1,PSMC3,PSMC3IP,PSMC5,PTDSS1,PTGES2,PTGES3,PTPMT1,PTPRK,PTPRN,RAD21,RAF1,RAP2C,RBBP8,RBM15,RBPJ,RCOR1,RCOR2,REST,REV3L,RFC3,RFC5,RFX7,RGCC,RGMA,RGS14,RHEBL1,RIF1,RNF14,RNF2,RORA,RPS6KA1,RPS6KA3,RUNX1T1,RXRG,RYBP,SAFB2,SALL2,SAP130,SARS1,SAV1,SCAI,SCMH1,SCML2,SCRT1,SENP1,SERTAD1,SETD7,SFMBT2,SFR1,SFRP2,SHC1,SIRT2,SLC38A3,SLC4A7,SMAD2,SMAD9,SMARCA5,SMO,SMYD2,SOX11,SOX9,SPHK1,SPI1,SPINDOC,SPP1,SPTY2D1,SQSTM1,SRC,SREBF2,SRF,SRI,SS18,SSBP4,SSU72,STAT1,STAT5B,STING1,STK3,STOX1,STOX2,SUPT16H,TAF11,TAF12,TAF9B,TASOR,TBC1D14,TBL1XR1,TBPL1,TBX15,TBX18,TCF12,TCF3,TCF4,TCF7L1,TCF7L2,TEAD1,TEAD2,TEAD4,TET3,TFEB,TFRC,TGFB1,TGFB2,TGFB3,TGFBR1,THAP11,THOC5,TIMELESS,TLR9,TMEM9B,TNFRSF11A,TNFRSF1B,TNIP1,TOP2A,TOP2B,TOX3,TP53INP2,TP63,TP73,TRAF3,TRAF5,TRAIP,TREX1,TSC22D1,TSC22D3,TSHZ3,TTC21B,TTC5,UGCG,UGDH,UHRF1,USF2,USP13,USP2,UXS1,VCP,WDR43,WDR77,WDTC1,WRN,WWC2,WWP1,WWTR1,YBX3,YEATS2,YWHAQ,YWHAZ,ZBTB1,ZBTB12,ZBTB16,ZBTB20,ZBTB7A,ZBTB7B,ZBTB7C,ZBTB8A,ZEB1,ZEB2,ZFHX4,ZFP30,ZFP37,ZFPM2,ZHX2,ZIC3,ZKSCAN4,ZKSCAN7,ZMIZ1,ZMYM2,ZNF114,ZNF135,ZNF142,ZNF175,ZNF180,ZNF235,ZNF26,ZNF260,ZNF280C,ZNF287,ZNF300,ZNF322,ZNF329,ZNF333,ZNF358,ZNF367,ZNF395,ZNF396,ZNF423,ZNF503,ZNF518A,ZNF521,ZNF524,ZNF536,ZNF567,ZNF568,ZNF608,ZNF624,ZNF628,ZNF641,ZNF692,ZNF703,ZNF704,ZNF711,ZNF76,ZNF768,ZNF827,ZNF865,ZNF879,ZSCAN12,ZSCAN31,ZXDC


			GO:BP			respiratory electron transport chain			GO:0022904			0.0000048522			38			BID,CCNB1,CDK1,CHCHD2,COA6,COQ9,COX3,COX4I1,COX5A,ETFA,ETFB,ETFDH,GPD1,ISCU,LOC100524239,LOC100524873,ND4,NDUFA10,NDUFA8,NDUFAF1,NDUFB6,NDUFB8,NDUFB9,NDUFS1,NDUFS2,NDUFS6,NDUFV1,PARK7,PINK1,PPARGC1A,SDHA,SDHAF2,SDHB,SLC25A12,SLC25A22,UQCR10,UQCRC1,UQCRQ


			GO:BP			regulation of cell junction assembly			GO:1901888			0.0000053204			51			ABL1,ACE,ADGRB3,ADGRL2,AGT,APOD,APP,BHLHB9,CLSTN2,CLSTN3,COL16A1,COLQ,CORO1C,CUX2,DLC1,DLG5,DUSP3,EIF4G1,EPHA3,EPHA7,EPHB2,EPHB3,FLRT3,GPC4,GRID2,KDR,LRFN5,LRRC4B,LRRN1,LRRN3,LRRTM3,MACF1,MDGA1,NPHP4,PHLDB2,PPM1F,PRKCH,PTPRA,PTPRD,PTPRJ,PTPRS,RCC2,ROCK2,SLITRK1,SLITRK2,SLITRK4,SLITRK5,SLITRK6,SRPX2,TEK,TPBG


			GO:BP			negative regulation of epithelial cell proliferation			GO:0050680			0.000005527			44			APOE,AQP11,ATOH8,ATP5F1A,ATP5IF1,BRCA2,CASK,CAV2,CD109,DUSP10,EAF2,FLT1,GATA3,GPC3,HPN,IFT57,IFT80,INTU,KLF9,MAGED1,MEF2C,MMRN2,NF1,NFIB,NGFR,PEX2,PHB2,PTPRK,RGCC,ROBO1,SAV1,SFRP2,SOX9,SPARC,STAT1,STK11,STK3,SULF1,TGFB2,TGFBR1,TNMD,VASH1,WDR77,ZEB1


			GO:BP			small molecule catabolic process			GO:0044282			0.0000055438			89			AASDHPPT,ABHD3,ACAD10,ACADL,ACADM,ACADS,ACADVL,ACAT1,ACOT8,ACOX2,ADHFE1,AKR1A1,AKT2,ALDH1L2,ALDH4A1,ALDH6A1,APOE,ATP2B4,AUH,BCAT2,BCKDHA,BCKDHB,CHPT1,CPT1B,CPT1C,CPT2,CRABP1,CRAT,CRYL1,CYP1A1,CYP27A1,DDO,DECR1,DLD,DLST,E4F1,ECH1,ENO3,ENOSF1,ENTPD7,ETFA,ETFB,ETFDH,FAAH,FAH,GALE,GCDH,GK,GK5,GOT1,GPT2,GSTZ1,HADH,HADHA,HADHB,HAGH,HAGHL,HIBADH,HK1,HSD17B10,IL4I1,INPP5J,KYAT3,LDHD,LOC100525350,LONP2,LPIN1,LPIN3,MCCC2,MFSD2A,NOS1,NOS3,NQO2,NUDT5,OAT,OTC,OXCT1,PARK7,PEX2,PFKM,PGK1,PKM,PNKD,SCARB1,SESN2,SLC25A44,SYNJ2,TIGAR,TPI1


			GO:BP			establishment or maintenance of cell polarity			GO:0007163			0.0000055438			61			ABL1,ACTR3,ALPK2,AMOT,CCL19,CKAP5,CTNNA1,DLG5,DOCK7,DOCK8,ERBIN,EZR,FBF1,FLOT2,FOXJ1,FRMD4A,FRMD4B,FSCN1,GATA3,GJA1,GPSM2,ITGB1,JAM3,KIAA1614,KIF20B,KIF26B,KIF2C,LOC100513346,MAP1B,MAPRE1,MYO9A,NDC80,NEK3,NOTCH2,NSFL1C,OPHN1,PARD6G,PARVA,PARVB,PLEKHG3,PLK1,PRKCI,PTK2B,PTK7,RAC2,RHOD,RHOF,RHOU,RIPOR2,RND2,SHTN1,SPAG5,SPDL1,SPRY2,STK11,SYNE4,TCIRG1,TEK,TRAF3IP2,TTC8,UST


			GO:BP			lipid oxidation			GO:0034440			0.0000056893			37			ACAD10,ACADM,ACADS,ACADVL,ACAT1,ACOX2,AKT2,ALDH1L2,APOD,AUH,CPT1B,CPT1C,CPT2,CRAT,DECR1,E4F1,ECH1,ETFA,ETFB,ETFDH,FMO1,FMO2,GCDH,HADH,HADHA,HADHB,HAO2,HSD17B10,KLHL12,LONP2,MAPK14,MFSD2A,PDK4,PEX2,PPARA,SESN2,SOX9


			GO:BP			regulation of cell cycle			GO:0051726			0.0000060476			212			ABL1,ACVR1,AFAP1L2,APP,ASNS,ATF5,ATM,ATP1B3,ATP2B4,ATR,AURKB,BCL7B,BCR,BID,BIN1,BLM,BMP7,BRCA1,BRCA2,BUB1,BUB1B,CALM1,CALR,CAV2,CCNB1,CCNB2,CCNB3,CCNE1,CCNE2,CCNF,CCNG2,CCNL1,CCNT2,CCP110,CCPG1,CDC14B,CDC20,CDC25B,CDC6,CDCA2,CDCA5,CDK1,CDK14,CDK20,CDK2AP2,CDK5R1,CDT1,CENPE,CENPF,CENPJ,CEP131,CEP76,CEP85,CHEK1,CIT,CKS2,CLSPN,COPS5,CRADD,CTC1,CUL3,CUL4A,CUL4B,CUL7,DBF4,DDX3X,DLGAP5,DOT1L,DTL,DUSP3,E2F1,E2F7,E2F8,E4F1,EGF,EIF4G1,EME1,EZH2,FAM83D,FANCD2,FAP,FBXL21,FBXO31,FBXO5,FBXW5,FEN1,FIGNL1,FOXM1,FOXN3,FZD9,GADD45B,GATA3,GDF9,GEN1,GFRA3,GNAI1,GPSM2,HSF1,IER3,INCENP,INIP,INSR,ITGB1,JADE3,JUNB,KAT2B,KIF11,KIF14,KIF15,KIF20A,KIF20B,KIF2C,KLF4,KLHL13,KLHL21,KLHL9,LFNG,LOC110258060,MAP3K20,MAPK14,MASTL,MBTD1,MDM2,MKI67,MN1,MRE11,MRNIP,MSH2,MTA3,MTBP,MX2,NAA10,NABP2,NCAPG,NCAPG2,NCAPH,NDC80,NEK2,NEK6,NME6,NSFL1C,OBSL1,ORC1,PARP3,PARP9,PBK,PCLAF,PDE3A,PHB2,PHKG1,PKD2,PLCB1,PLK1,PLK3,POLDIP2,PRR11,PTPRC,PTPRK,RACGAP1,RAD21,RAD23A,RAD51AP1,RAD51B,RAD9B,RCC2,RFWD3,RGCC,RHNO1,RMI2,ROCK2,RPA2,SASS6,SH3GLB1,SIRT2,SKP2,SLF1,SMARCA5,SMC2,SMC4,SMC6,SND1,SOX9,SPAG5,SPDL1,SPHK1,SPICE1,STAT5B,STIL,STOX1,STT3A,TEX14,TGFB1,THOC5,TIMELESS,TMEM67,TP53I13,TP73,TPX2,TREX1,TRIM36,TRNP1,TTC28,TTK,UBD,UBE2C,USP2,USP28,XPO1,YEATS2,ZNF703,ZWILCH,ZWINT


			GO:BP			organelle localization			GO:0051640			0.0000065803			118			ACTR3,AP3M2,ARL8B,ARPIN,ASPM,ATM,ATP2A1,AURKB,BIN1,BLOC1S1,BLOC1S4,BVES,CAV2,CCNB1,CDCA5,CDH2,CDT1,CENPE,CENPF,CEP192,CLUH,COPG2,COPS5,CROCC,CUL3,DEF8,DNM1,DTNBP1,EIF3J,EML4,EXOC6,EZR,FAM83D,FAM98A,FER,FES,FHOD1,FNBP1L,FYCO1,GJA1,GPSM2,GRAMD2A,IKBKG,ITGB1,KAT2B,KIF14,KIF18A,KIF22,KIF2C,KIF5C,KIFC1,KIT,KLC2,LMNB1,LMNB2,LOC100627175,LRRK2,LYN,MAP1B,MAP1S,MAP6,MAPRE1,MEF2A,MFN2,MTM1,MUL1,MYO16,MYO1B,MYO7A,NDC80,NEFL,NSFL1C,NUF2,PCDH17,PLEKHM1,PLEKHM2,PLK1,RAB10,RAB13,RAB34,RAB3A,RAB3D,RAB7A,RAB8B,RAC2,SDC1,SEPTIN1,SHROOM2,SLIT1,SNAP91,SPAG5,SPDL1,SPG11,SPICE1,SPRY2,STK11,STX11,STX1B,STXBP1,SUN2,SYBU,SYN1,SYNE3,SYTL2,TCIRG1,TESK1,TFEB,TMEM201,TRAK1,TRAPPC2L,UNC13D,VAMP8,VAPB,VMP1,VPS33A,WIPI1,XPO1,YWHAZ


			GO:BP			positive regulation of cell population proliferation			GO:0008284			0.0000065803			170			ABL1,ADGRG1,ADM,AKT2,ALDH1A2,AQP11,BAMBI,BCL6,BCL7B,BMP5,BMP6,BST1,BTC,CALCRL,CALR,CAV2,CCL5,CCN1,CCNB1,CCPG1,CD276,CD40LG,CD80,CDCA7L,CDON,CEP131,CHRD,CIB1,CNOT6,CNOT6L,COX17,CTC1,CTHRC1,CUL4A,CYP7B1,DDR2,DDRGK1,DHPS,DISC1,DLL1,DNAJA3,DNMT1,DOT1L,DPP4,E2F1,EGF,EGFL7,EGR3,EPCAM,EPHA4,EPHB2,ERBB2,ERBB3,ESR1,EZH2,F3,FAM98A,FBXO5,FER,FGF1,FGF18,FGF21,FGF9,FGFR1,FGFR4,FN1,FOXM1,FZD9,GAREM1,GATA2,GJA1,GLI2,GLI3,HBEGF,HCLS1,HEY2,HHLA2,HOXA3,HPN,HSF4,IGFBP5,IL15,IL18,IL6R,IL6ST,INSR,IQGAP3,ITGA4,ITGAV,ITGB1,KDM1A,KDR,KIF14,KIF20B,KIT,LOC100737755,LTBP3,LYN,MAB21L1,MAPK14,MDK,MEF2D,MEIS3,MFN2,MLXIPL,MMP2,MPL,MTA3,MYCN,NDUFS4,NGFR,NOTCH2,NR4A3,NTRK3,PDGFA,PDGFC,PDGFD,PDGFRA,PLAG1,PLXNB3,PPP3CA,PRDX3,PRKCH,PRKCI,PRKCQ,PRKD1,PTH1R,PTK2B,PTN,PTPRC,PTPRN,RAC2,RAD51B,RASSF10,RBPJ,ROMO1,S1PR1,SELENON,SFRP2,SMO,SOX11,SOX9,SPHK1,STAT5B,TCF7L2,TFRC,TGFB1,TGFB2,TGFB3,TGFBR1,TGFBR2,THBS4,TIAM1,TIMP1,TLR9,TNC,TOX,TP63,TRAF5,VASH2,VCAM1,VHL,WDR48,WDR77,WWTR1,ZFP91,ZFPM2,ZMIZ1,ZNF423,ZNF703


			GO:BP			negative regulation of cytoskeleton organization			GO:0051494			0.0000069504			47			ARHGEF2,ARPIN,AVIL,CAPG,CAPZA1,CAPZA2,CCNF,CIB1,CKAP2,CLIP3,CORO1B,CORO2B,CRACD,DLC1,EPS8,FHOD3,GMFB,KANK3,KAT2B,LMOD2,MAPRE1,MET,MID1IP1,MKKS,NAV3,PHLDB2,PLEKHH2,PRKCD,RHPN2,SLIT2,SPEF1,SPTAN1,SPTB,SSH1,STMN2,SVIL,SWAP70,TMEFF2,TMEM67,TMOD4,TMSB15A,TMSB15B,TPX2,TWF1,TWF2,WASF2,WDR47


			GO:BP			mitotic cell cycle phase transition			GO:0044772			0.0000069598			98			ACVR1,APP,ATM,AURKB,BCL7B,BID,BLM,BRCA1,BUB1,BUB1B,CALM1,CCNB1,CCNB2,CCNB3,CCNE1,CCNE2,CCNG2,CDC14B,CDC25B,CDC6,CDCA5,CDK1,CDK14,CDK17,CDK2AP2,CDT1,CENPE,CENPF,CENPJ,CHEK1,CKS2,CLSPN,CRADD,CTC1,CUL3,CUL4A,CUL4B,DDX3X,DTL,E2F1,E2F6,E2F7,EIF4G1,EPS8,EZH2,FBXL21,FBXL7,FBXO31,FBXO5,FOXM1,FOXN3,GEN1,IER3,INIP,IQGAP3,ITGB1,KDM8,KIF14,KLF4,MASTL,MDM2,MRE11,MRNIP,MTA3,MTBP,NABP2,NDC80,NEK6,NES,ORC1,PHB2,PKD2,PLCB1,PLK1,PLK3,PPP3CA,PPP6C,RAD21,RAD51B,RBBP8,RCC2,RFWD3,RGCC,RPA2,SASS6,SKP2,SPDL1,STIL,STOX1,TEX14,TPD52L1,TREX1,TTK,UBD,UBE2C,USH1C,ZWILCH,ZWINT


			GO:BP			positive regulation of cellular catabolic process			GO:0031331			0.000007159			94			ABHD5,ADAM8,ADRA2A,AKT2,ANKIB1,APOE,APP,ARIH2,BAG3,BBS7,BCAP31,BNIP3,BNIP3L,CALCOCO2,CLU,CNOT6,CNOT6L,CPEB3,CSDE1,DAB2,DAPK1,DCN,DCP2,DDRGK1,DEPDC5,DISC1,DNAJB2,DVL1,EGF,ENDOG,FBXW8,FOXO1,FYCO1,GNAI3,GPD1,HSPB8,INSR,ITSN1,KDR,KLHL17,LRRK2,MDM2,MLXIPL,MTDH,NOCT,NRDC,OPTN,PABPC1,PACSIN3,PAFAH1B2,PAIP1,PATL1,PCSK9,PINK1,PIP4K2A,PIP4K2C,PLEKHF1,PLK1,PLK3,PNPLA2,PRKCD,PRKD1,PRR5L,PTK2B,RAD23A,RB1CC1,RGMA,RNF14,RNF144A,RNF217,SESN1,SESN2,SH3GLB1,SH3RF2,SIRT2,SLC25A4,SMURF1,SNX30,SNX7,SPTLC1,STING1,STK11,STUB1,SUPV3L1,TFEB,TNFRSF1B,TP53INP2,TTC5,ULK1,VCP,WDR45,WIPI1,ZBTB20,ZYG11B


			GO:BP			intraciliary transport			GO:0042073			0.0000074525			20			BBS12,CEP131,DYNC2I2,DYNLL1,IFT122,IFT140,IFT27,IFT43,IFT46,IFT57,IFT88,KIF3B,MAK,SSX2IP,TRAF3IP1,TTC21B,TTC26,TUB,WDR19,WDR35


			GO:BP			cellular macromolecule metabolic process			GO:0044260			0.0000083822			590			AARS1,ACADM,ACO1,ACOT8,ADAMTS12,ADAMTS7,AIFM1,AKT2,ALAS2,ALG10,ALG14,ALG8,ALG9,ANKIB1,ANKRD1,ANXA2,APAF1,APITD1,APLP1,APOE,APP,APPBP2,AQP11,ARAF,ARIH2,ASB2,ATM,ATR,ATXN3,AUP1,AURKB,B3GALNT1,B3GALT2,B3GNT3,B4GALT4,BBS7,BCAP31,BCL3,BCL6,BCL7B,BGN,BLM,BRCA1,BRCA2,BRIP1,BVES,BZW2,C1H18ORF25,C7H6ORF125,CACHD1,CALCR,CALR,CAPRIN2,CARHSP1,CARS1,CAT,CBL,CCDC47,CCNE2,CCNF,CCT6A,CD40LG,CDC20,CDC45,CDC6,CDCA5,CDT1,CEBPG,CHAF1A,CHCHD1,CHD1L,CHEK1,CHPF,CHST3,CHSY1,CHTF18,CKB,CLIP3,CLN6,CLU,CNOT6,CNOT6L,COL11A1,COL2A1,CPEB3,CPEB4,CRBN,CSDC2,CSDE1,CSKMT,CTC1,CUL3,CUL4A,CUL4B,CUL5,CUL7,DAB2,DAPK1,DBF4,DCAF11,DCN,DCP2,DCTPP1,DDRGK1,DDX1,DDX3X,DISC1,DNAJA3,DNAJB2,DNAJB9,DNAJC1,DNAJC18,DNAJC24,DNASE1L2,DNMT1,DNMT3B,DOT1L,DPY19L3,DPY19L4,DSE,DTL,DVL1,DXO,E2F1,E2F7,E2F8,E4F1,ECPAS,EEF1A1,EGF,EHMT2,EIF1,EIF2B3,EIF2B4,EIF2D,EIF2S2,EIF3J,EIF4A2,EIF4E3,EIF4EBP1,EIF4G1,EIF4G3,ELL2,ELOC,EME1,EMG1,ENC1,ENDOG,ERBB2,ESCO1,ETF1,EXO1,EXT1,EXT2,EXTL1,EXTL2,EYA2,EYA3,EZH1,EZH2,FAM98A,FANCA,FANCD2,FANCI,FANCM,FARSA,FASTK,FASTKD1,FBXL21,FBXL4,FBXL7,FBXO31,FBXO5,FBXO9,FBXW5,FBXW8,FEN1,FGFR4,FIBIN,FIGNL1,FMR1,FOXM1,FOXRED2,FRAS1,FXR1,FXR2,GAL3ST4,GALNT10,GALNT15,GALNT17,GALNT2,GALNT5,GALNT7,GANC,GAPDH,GARS1,GATA3,GATB,GCNT1,GEN1,GFPT1,GINS3,GLCE,GPAT4,GPRASP1,GSPT2,GUSB,GXYLT2,GYG1,GYS1,HADHB,HBS1L,HDAC10,HDGFL2,HECTD3,HERC6,HGF,HHAT,HHATL,HLTF,HMCES,HS2ST1,HS6ST1,HS6ST2,HSD17B10,HSF1,ICMT,IER3,IGFBP5,IL15,IL6ST,INIP,INPP5F,INSR,ITM2A,ITSN1,JADE3,KBTBD8,KCTD6,KDM1A,KEAP1,KHDRBS1,KIF14,KIF22,KIFC1,KLF4,KLHDC3,KLHL15,KLHL17,KLHL3,KLHL42,LARGE1,LARGE2,LARP4,LEPR,LIG1,LMTK2,LOC100525350,LOC100737755,LOC102163847,LOX,LRRK2,MAGOHB,MAN1A1,MAN2A1,MAPKAPK2,MARS1,MBTD1,MCM2,MCM3,MCM4,MCM5,MCM8,MDM2,MEIOB,METTL17,METTL25B,MGAT5,MGME1,MIB1,MMS22L,MND1,MRE11,MRM3,MRPL15,MRPL16,MRPL2,MRPL24,MRPL35,MRPL43,MRPS17,MRPS18A,MRPS18B,MRPS27,MRPS35,MRPS5,MRPS9,MSH2,MSH4,MSH6,MSI1,MTG1,MTHFR,MTRF1,MUTYH,MYEF2,NABP2,NBAS,NECAB3,NEDD4L,NEIL1,NEIL3,NEK2,NEURL1,NFE2L2,NFIB,NHEJ1,NIBAN1,NIBAN2,NMT1,NOCT,NPC1,NPLOC4,NSD2,NSFL1C,NSG1,NTMT1,NTMT2,NUDT15,OBI1,OGT,OPTN,ORC1,ORC3,OSTC,OTUB2,OTUD7A,PABPC1,PABPC4,PAIP1,PAQR6,PARG,PARK7,PARM1,PARP3,PARP9,PARPBP,PASK,PATL1,PBK,PCDH12,PCLAF,PCMT1,PCMTD1,PCSK9,PCYOX1,PCYOX1L,PELO,PER1,PFKM,PHF1,PHF19,PHKA1,PHKA2,PHKB,PHKG1,PHLDA1,PIGA,PIGQ,PINK1,PKM,PLAA,PLCB1,PLD1,PLK1,PLK3,PMM1,PMS2,POGLUT2,POLA1,POLA2,POLD1,POLD2,POLDIP2,POLE2,POLG,POLH,POLL,POT1,PPARGC1A,PPM1A,PPP1CB,PPP1R15A,PPP1R3A,PPP1R3B,PPP1R3C,PPP1R3D,PPP1R3G,PRDM1,PRDM5,PRIM2,PRKAG3,PRKCD,PRKCQ,PRMT8,PRR5L,PSAP,PSMA3,PSMA5,PSMC1,PSMC2,PSMC3,PSMC3IP,PSMC5,PSMD1,PSMD11,PSMD14,PSMD3,PSMD4,PTGES3,PTK2B,PTPMT1,PTPRC,PTX3,PXYLP1,PYGL,PYGM,RAB29,RAB3D,RAD21,RAD23A,RAD51,RAD51AP1,RAD51B,RAD9B,RAMP1,RB1CC1,RBBP8,RBM15,RBM15B,RBM38,RECQL,RECQL4,REV3L,REXO2,RFC3,RFC5,RFWD3,RHNO1,RIF1,RMI2,RNF14,RNF144A,RNF144B,RNF149,RNF150,RNF217,RPA2,RPS6KB2,RWDD1,RYBP,SAMHD1,SARS1,SESN2,SETD7,SFR1,SGSH,SH3GLB1,SH3RF2,SHFL,SIRT2,SKP2,SLC2A10,SLC37A4,SLF1,SLIRP,SMARCA5,SMARCAD1,SMC6,SMG5,SMURF1,SMYD2,SND1,SOAT1,SPHK1,SPI1,SPIDR,SPSB2,SRBD1,SRC,ST3GAL5,ST6GALNAC2,ST6GALNAC3,STOX1,STT3A,STUB1,SULF1,SULF2,SUPT16H,SUPV3L1,SWAP70,TAF11,TAF12,TAF9B,TBRG4,TCF3,TCF7L2,TDP1,TDP2,TDRKH,TET3,TFRC,TIA1,TIGAR,TIMELESS,TMEM67,TMTC2,TMTC3,TMTC4,TNFRSF1B,TNIP1,TONSL,TOP2A,TOP2B,TOX,TP53INP2,TPRKB,TRAF3IP2,TRAF5,TRAIP,TRAPPC13,TREX1,TRIM72,TRMT1L,TRUB2,TTC5,TUFM,TUSC3,UBA6,UBA7,UBD,UBE2C,UBE2D4,UBE2Z,UBL7,UBR2,UBR3,UBXN1,UBXN7,UCHL3,UGCG,UGDH,UGGT1,UGGT2,UGP2,UHRF1,ULK1,UNG,USP1,USP13,USP18,USP19,USP2,USP24,USP25,USP28,USP34,VARS2,VCAN,VCP,VIM,VPS37A,WDHD1,WDR45,WDR48,WRN,WWP1,WWTR1,XPO1,XYLT2,ZBTB1,ZBTB7A,ZDHHC20,ZER1,ZGRF1,ZHX2,ZNF385A,ZNF827,ZRANB3,ZYG11B


			GO:BP			regulation of cell morphogenesis			GO:0022604			0.0000084089			62			BAMBI,BHLHB9,BVES,CAPRIN2,CD44,CDC42EP3,CORO1B,CORO1C,CUL7,CUX2,DIAPH1,DLC1,ENPP2,EPS8,EZR,FAM171A1,FBXW8,FES,FGD1,FMNL1,FMNL2,FMNL3,FN1,FYN,HPN,KDR,KIT,LARP4,LRP8,MAP3K13,MFSD2A,MUL1,MYO10,NEDD4L,OBSL1,P2RY1,PARVB,PDPN,PLAA,PLEKHO1,PLXNA1,PLXNA2,PLXNA3,PLXNB3,PLXND1,PTK2B,PTPRD,RAC2,RHOD,RHOF,RHOU,RIMS1,RND2,SEMA3E,SMURF1,SPARC,SRC,SYNE3,SYT2,TPM1,ZMYM4,ZNF135


			GO:BP			negative regulation of supramolecular fiber organization			GO:1902904			0.0000089643			47			APOE,ARHGEF2,ARPIN,AVIL,CAPG,CAPZA1,CAPZA2,CIB1,CKAP2,CLIP3,CLU,CORO1B,CORO2B,CRACD,DLC1,EMILIN1,EPS8,FHOD3,GMFB,KANK3,LMOD2,MAPRE1,MET,MID1IP1,MKKS,NAV3,PHLDB2,PLEKHH2,PRKCD,RHPN2,SLIT2,SPEF1,SPTAN1,SPTB,SSH1,STMN2,SVIL,SWAP70,TMEFF2,TMOD4,TMSB15A,TMSB15B,TPX2,TWF1,TWF2,WASF2,WDR47


			GO:BP			DNA metabolic process			GO:0006259			0.0000096169			198			AIFM1,ANKRD1,APAF1,APITD1,ATM,ATR,AURKB,BCL6,BCL7B,BLM,BRCA1,BRCA2,BRIP1,CACHD1,CCNE2,CCT6A,CD40LG,CDC45,CDC6,CDCA5,CDT1,CEBPG,CHAF1A,CHD1L,CHEK1,CHTF18,CTC1,CUL4A,CUL4B,DBF4,DCP2,DCTPP1,DDX1,DNAJA3,DNASE1L2,DNMT1,DNMT3B,DOT1L,DTL,E2F7,E2F8,E4F1,EGF,EHMT2,EME1,ENDOG,ESCO1,EXO1,EYA2,EYA3,EZH2,FANCA,FANCD2,FANCI,FANCM,FBXO5,FEN1,FGFR4,FIGNL1,FMR1,FOXM1,GATA3,GEN1,GINS3,HDAC10,HDGFL2,HGF,HLTF,HMCES,HSF1,IER3,INIP,JADE3,KDM1A,KIF22,KLF4,KLHL15,LIG1,LOX,MBTD1,MCM2,MCM3,MCM4,MCM5,MCM8,MEIOB,MGME1,MMS22L,MND1,MRE11,MSH2,MSH4,MSH6,MUTYH,NABP2,NEIL1,NEIL3,NEK2,NFIB,NHEJ1,NIBAN2,NSD2,NUDT15,OBI1,ORC1,ORC3,OTUB2,PARG,PARK7,PARM1,PARP3,PARP9,PARPBP,PCLAF,PMS2,POLA1,POLA2,POLD1,POLD2,POLDIP2,POLE2,POLG,POLH,POLL,POT1,PPARGC1A,PRIM2,PRKCD,PRKCQ,PSMC3IP,PSMD14,PTGES3,PTPRC,RAD21,RAD23A,RAD51,RAD51AP1,RAD51B,RAD9B,RBBP8,RECQL,RECQL4,REV3L,REXO2,RFC3,RFC5,RFWD3,RHNO1,RIF1,RMI2,RPA2,SAMHD1,SESN2,SFR1,SLF1,SMARCA5,SMARCAD1,SMC6,SMG5,SPHK1,SPI1,SPIDR,SRC,STOX1,SUPT16H,SUPV3L1,SWAP70,TCF3,TCF7L2,TDP1,TDP2,TDRKH,TET3,TFRC,TIGAR,TIMELESS,TONSL,TOP2A,TOP2B,TOX,TPRKB,TRAIP,TRAPPC13,TREX1,UBR2,UHRF1,UNG,USP1,VCAN,VCP,WDHD1,WDR48,WRN,ZBTB1,ZBTB7A,ZGRF1,ZNF827,ZRANB3


			GO:BP			glycogen metabolic process			GO:0005977			0.0000096169			28			ACADM,AKT2,GYG1,GYS1,IL6ST,INSR,LEPR,PASK,PCDH12,PFKM,PHKA1,PHKA2,PHKB,PHKG1,PPP1CB,PPP1R3A,PPP1R3B,PPP1R3C,PPP1R3D,PPP1R3G,PRKAG3,PTGES3,PTPMT1,PYGL,PYGM,RB1CC1,SLC37A4,UGP2


			GO:BP			glucan metabolic process			GO:0044042			0.0000096169			28			ACADM,AKT2,GYG1,GYS1,IL6ST,INSR,LEPR,PASK,PCDH12,PFKM,PHKA1,PHKA2,PHKB,PHKG1,PPP1CB,PPP1R3A,PPP1R3B,PPP1R3C,PPP1R3D,PPP1R3G,PRKAG3,PTGES3,PTPMT1,PYGL,PYGM,RB1CC1,SLC37A4,UGP2


			GO:BP			cellular glucan metabolic process			GO:0006073			0.0000096169			28			ACADM,AKT2,GYG1,GYS1,IL6ST,INSR,LEPR,PASK,PCDH12,PFKM,PHKA1,PHKA2,PHKB,PHKG1,PPP1CB,PPP1R3A,PPP1R3B,PPP1R3C,PPP1R3D,PPP1R3G,PRKAG3,PTGES3,PTPMT1,PYGL,PYGM,RB1CC1,SLC37A4,UGP2


			GO:BP			circulatory system process			GO:0003013			0.0000096668			100			ABCC1,ACE,ACTA2,ACTC1,ADCY6,ADM,ADRA1D,ADRA2A,ADRA2C,AGT,AGTR2,ANPEP,APOE,ARHGAP42,ATP1A2,ATP1B1,ATP2B4,BCR,BDKRB2,BIN1,BMP6,BVES,CACNA1D,CACNA1G,CALM1,CASQ2,COL1A2,CORO2B,COX1,CPS1,CPT1C,DLL1,DOCK5,EDN3,EDNRA,EMILIN1,EPAS1,ERAP1,ERAP2,EXT1,FLT1,FYN,GCLC,GJA5,GJC1,GRK2,HBEGF,HEY2,HRC,HRH1,IER3,KCNN2,LOC100736765,LVRN,MDM2,MEF2A,MFSD2A,MKKS,MYL4,NAV2,NCALD,NOS1,NOS3,NPY1R,OXTR,PDE3A,PDE4B,PDE4D,PRCP,PTPRJ,RAP1GDS1,RNF207,RYR2,SCN1B,SCN2B,SCN3B,SCN4B,SCN5A,SGCD,SLC27A1,SLC4A3,SLC5A6,SLIT2,SMTNL2,SRC,SRI,STC1,SVEP1,TBX18,TCAP,TGFB2,TJP2,TMEM38A,TNNT2,TPM1,TRDN,TREX1,TRPC1,VSTM4,WWTR1


			GO:BP			smoothened signaling pathway			GO:0007224			0.0000100933			45			ARMC9,BBS7,BOC,CC2D2A,CDON,CENPJ,CHSY1,CPLANE2,CTNNA1,DLG5,DZIP1,EVC2,EXT1,FGF9,GLI2,GLI3,GPC2,GPC3,GPR161,HHAT,IFT140,IFT27,IFT57,IFT80,INTU,KCTD6,KIAA0586,MAP3K10,MKS1,RORA,SCUBE1,SERPINE2,SMO,TCTN3,TGFBR2,TMEM231,TTC21B,TTC26,TULP3,TXNDC15,ULK3,VCP,WDR19,ZIC3,ZNF423


			GO:BP			regulation of cellular response to growth factor stimulus			GO:0090287			0.0000101038			75			ABL1,ADAMTS12,ADGRA2,AGT,AGTR2,ASPN,ATP2B4,BAMBI,BMPER,CASK,CAV2,CCN1,CD109,CHRD,CREB3L1,CYFIP2,DAB2,DCN,DLL1,DOK5,EMILIN1,ENG,FBN1,FBN2,FGF1,FGF18,FGF9,FGFR1,FST,GATA3,GPC3,GRB10,HSPA5,HTRA1,HTRA3,IL17RD,KCP,KDR,LOX,LTBP1,MMRN2,NEO1,NGFR,NOTCH2,PBLD,PELO,PPARA,PPM1A,RASL11B,RBPJ,RGMA,RNF165,ROBO1,SEMA6A,SFRP2,SLC2A10,SLIT2,SMAD2,SMURF1,SOX11,SPART,SPRY2,STK11,STUB1,SULF1,SULF2,TMEM204,TMEM53,TSPAN12,VASN,WFIKKN2,ZBTB7A,ZEB1,ZNF423,ZNF703


			GO:BP			regulation of proteolysis			GO:0030162			0.0000104696			156			ADAM8,ADRA2A,AGT,AIFM1,ANKIB1,ANTXR1,ANXA2,ANXA8,APAF1,APOE,APP,AQP11,ARAF,ARHGEF2,ARIH2,ASPH,ATP2A3,ATP5IF1,ATXN3,BBS7,BCAP31,BID,BIN1,C3,C4A,CAPN3,CASP9,CCN1,CD109,CD44,CKB,CLN6,CLPX,CLU,COL7A1,COPS5,CPAMD8,CRADD,CST6,CTSZ,CYFIP2,DAB2,DAPK1,DDRGK1,DDX3X,DHCR24,DISC1,DLC1,DNAJB2,DVL1,EFNA1,EGF,EPHA4,EPHA7,F3,FAM162A,FAS,FBLN1,FBXW8,FGFR4,FN1,FNIP1,GAPDH,GPC3,HGF,HIP1,HPN,HSF4,IFT57,ITIH3,ITIH4,ITSN1,KLF4,LCK,LDLRAD3,LPCAT3,LRRK2,LXN,LYN,MDM2,MICAL1,MUL1,NANS,NGFR,NR1H2,NRDC,NUDT15,OGT,OPHN1,PACSIN3,PARK7,PBK,PCOLCE,PCOLCE2,PDCD5,PITHD1,PLAT,PLGRKT,PLK1,PLK3,PPM1F,PRDX3,PSMA3,PSMB8,PSMB9,PSMC1,PSMC2,PSMC3,PSMC5,PSMD14,PTK2B,PTTG1,RAD23A,RCN3,RECK,REST,RGMA,RNF14,RNF144A,RNF217,ROBO1,ROCK2,RPS6KA1,RPS6KA3,RYBP,SENP1,SERPINB1,SERPINE1,SERPINE2,SFRP2,SH3RF2,SIRT2,SMURF1,SRC,STUB1,TFPI,TIMP1,TMEM259,TMEM98,TMTC3,TNFRSF1B,TNIP1,TP63,TRAF3,UACA,UBE2Z,UBXN1,UMODL1,USP13,USP19,USP25,VCP,WDR48,WFIKKN2,XPO1,ZYG11B


			GO:BP			DNA-templated DNA replication			GO:0006261			0.0000107314			46			APITD1,BLM,BRCA2,CCNE2,CDC45,CDC6,CDT1,CHTF18,DBF4,DNAJA3,E2F7,E2F8,EME1,ENDOG,FANCM,FBXO5,GEN1,GINS3,LIG1,MCM2,MCM3,MCM4,MCM5,MGME1,MMS22L,MRE11,ORC1,ORC3,POLA1,POLA2,POLD1,POLD2,POLE2,POLG,PRIM2,RAD51,RFC3,RFC5,RFWD3,SAMHD1,TIMELESS,TONSL,TRAIP,WDHD1,WRN,ZRANB3


			GO:BP			epithelial cell proliferation			GO:0050673			0.0000121744			101			ALDH1A2,APOE,AQP11,ARX,ATOH8,ATP5F1A,ATP5IF1,BID,BMP5,BMP6,BMPER,BRCA2,CASK,CAV2,CCL5,CCN3,CD109,CLEC12B,CYP7B1,DUSP10,EAF2,EGF,EGFL7,EGR3,ERBB2,ESR1,F3,FAP,FGF1,FGF9,FGFR1,FLT1,FST,GATA2,GATA3,GLI2,GPC3,HGF,HOXA5,HPN,HSF4,IFT57,IFT80,IGFBP4,IGFBP5,INTU,IQGAP3,ITGA4,KDR,KLF9,LGR4,MAGED1,MDK,MEF2C,MMRN2,MTA3,MYCN,NF1,NFIB,NGFR,NOTCH2,PEX2,PHB2,PLXNB3,PRKD1,PTN,PTPRK,PTPRN,RBPJ,RGCC,ROBO1,SAV1,SCARB1,SERPINB1,SFRP2,SMO,SOX11,SOX9,SPARC,STAT1,STK11,STK3,SULF1,SULF2,TCF7L2,TEK,TGFB1,TGFB2,TGFBR1,THBS4,TNMD,TP63,UHRF1,VASH1,VASH2,VHL,VSTM4,WDR48,WDR77,ZEB1,ZNF703


			GO:BP			regulation of mitotic cell cycle			GO:0007346			0.0000123536			106			ABL1,ACVR1,AFAP1L2,APP,ASNS,ATM,AURKB,BCL7B,BID,BLM,BMP7,BRCA1,BRCA2,BUB1,BUB1B,CAV2,CCNB1,CCNB3,CDC14B,CDC25B,CDC6,CDCA2,CDCA5,CDK1,CDK2AP2,CDT1,CENPE,CENPF,CENPJ,CHEK1,CKS2,CLSPN,CRADD,CTC1,CUL3,CUL4A,CUL4B,CUL7,DDX3X,DLGAP5,DTL,DUSP3,E2F1,E2F7,E4F1,EGF,EIF4G1,EME1,EZH2,FANCD2,FBXO31,FBXO5,FBXW5,FOXN3,GEN1,HSF1,IER3,INIP,INSR,KIF14,KIF20B,KLF4,MAP3K20,MDM2,MKI67,MRE11,MRNIP,MSH2,MTA3,MTBP,NABP2,NDC80,NEK6,NME6,OBSL1,ORC1,PBK,PHB2,PHKG1,PKD2,PLCB1,PLK1,PLK3,POLDIP2,RAD21,RAD51B,RCC2,RFWD3,RGCC,RPA2,SASS6,SPDL1,SPHK1,STAT5B,STIL,STOX1,TEX14,TP73,TREX1,TTC28,TTK,UBD,UBE2C,USP2,ZWILCH,ZWINT


			GO:BP			microtubule organizing center organization			GO:0031023			0.0000130295			45			ARHGEF10,ATF5,BRCA1,BRCA2,CCNF,CCP110,CENPJ,CEP131,CEP152,CEP76,CEP85,CHD3,CHEK1,CKAP5,CNTLN,CNTROB,CROCC,DZIP1,FBXW5,FES,FOXJ1,GEN1,HAUS5,HAUS6,KAT2B,KIAA0753,KIAA1614,KIF11,NDC80,NEK2,NIN,NSFL1C,ODF2,PARD6G,PCLAF,PLK1,POC1B,ROCK2,SASS6,SGO1,SPICE1,SSX2IP,STIL,TMEM67,XPO1


			GO:BP			synapse assembly			GO:0007416			0.0000130295			45			ADGRB3,ADGRL2,APP,ARHGEF9,BHLHB9,CDH2,CLSTN2,CLSTN3,COLQ,CUX2,DLG5,DVL1,EIF4G1,EPHA7,EPHB2,EPHB3,FLRT3,GPC4,GRID2,LRFN5,LRP4,LRRC4,LRRC4B,LRRN1,LRRN3,LRRTM3,MDGA1,NLGN3,OBSL1,PCDH17,PCLO,PLXND1,PTPRD,PTPRS,RAB29,SDK1,SLITRK1,SLITRK2,SLITRK4,SLITRK5,SLITRK6,SRGAP2,SRPX2,TPBG,ZER1


			GO:BP			negative regulation of cell motility			GO:2000146			0.0000138153			69			ADAM15,ADGRG1,ANGPT2,APOD,APOE,ATP2B4,BCR,CALR,CCN3,CDH11,CHRD,CORO1B,CORO1C,CSNK2B,CTNNA1,DCN,DLC1,DLG5,DPP4,DUSP1,DUSP10,DUSP3,EMILIN1,EMILIN2,ENG,EPHA4,FBLN1,GATA3,GJA1,GPR173,IGFBP5,KLF4,KLHL12,LOC100519808,LRCH1,MEF2C,MEOX2,MITF,MMRN2,NAV3,NF1,NGFR,PATZ1,PHLDB2,PLCB1,PLXNB3,PODN,PTPRG,PTPRJ,PTPRK,RAP2C,RECK,RGCC,ROBO1,RRAS,SCAI,SEMA6D,SERPINE1,SFRP2,SLIT2,SRGAP1,SRGAP2,STC1,STK26,SULF1,TIMP1,TMEFF2,TPM1,VASH1


			GO:BP			cell surface receptor signaling pathway involved in cell-cell signaling			GO:1905114			0.0000138836			120			ABL1,ADGRA2,ADORA2A,ALPK2,APC2,APOE,APP,BAMBI,BCL9,BICC1,C3,CAPRIN2,CCDC88C,CCN4,CDH2,CDK14,CHRNA1,CHRNA10,CHRNA3,CHRND,CHRNE,CPE,CRBN,CSNK1G3,CSNK2B,CTHRC1,CTNND1,CTNND2,CUL3,CUX2,DAB2,DACT3,DDX3X,DISC1,DIXDC1,DKK3,DVL1,EDA,EDNRA,EGF,EGR1,EXT1,FAM53B,FGF9,FRZB,FZD10,FZD2,FZD9,GABRE,GATA3,GLI2,GLI3,GPC3,GPC4,GRB10,GRID2,GRIK2,GRIN2D,HIC1,IFT80,INSYN1,INVS,KLF4,KPNA1,LGR4,LMBR1L,LRP4,LRRK1,LRRK2,LYPD6,MAPK14,MBD2,MDK,ME3,MITF,MKS1,NDRG2,NFATC4,NPHP4,P2RX5,PLEKHA4,PLPP3,PPM1A,PPM1B,PPP3CA,PTK7,RAPGEF1,RBPJ,RECK,RSPO3,S1PR2,SDC1,SDHAF2,SFRP2,SLC8A3,SMO,SOX9,SRC,STK11,STK3,STRN,SULF1,SULF2,TBL1XR1,TCF7L1,TCF7L2,TMEM198B,TMEM25,TMEM9,TPBG,TSKU,TTC21B,USP34,VANGL2,VCP,WLS,WNT4,WNT5B,WWTR1,ZNF423


			GO:BP			head development			GO:0060322			0.0000142112			139			AARS1,ABCB6,ABL1,ADGRG1,AKNA,ALDH1A2,APAF1,APLP1,APOD,APP,ARX,ATAT1,ATF5,ATM,ATP1A2,BBS7,BCR,BMP7,BRCA2,BTBD3,CADM2,CCDC141,CDH2,CDK5R1,CDON,CENPF,CITED1,CNTN1,COL2A1,CORO1C,CPLANE1,CRISPLD1,CSRNP1,DCX,DISC1,DLG5,DLL1,E2F1,EDNRA,EFHC1,EGF,EGR2,EPHA7,EPHB2,EPHB3,EXT1,EZH2,FAIM2,FANCD2,FLRT3,FOXJ1,FOXP2,FYN,GATA2,GLI2,GLI3,GRID2,HSPA5,ITGB1,KIF14,KIF27,LAMB1,LRP8,LRRK2,MDGA1,MDK,MEIS3,MFSD2A,MKKS,MKS1,MMP14,MMP2,NANS,NDUFS4,NFIB,NIN,NNAT,NUMBL,ODAD4,OGDH,OPHN1,PAFAH1B2,PBX3,PBX4,PDGFRA,PGAP1,PLCB1,PLXNA1,PLXNA2,PLXNA3,PTPRS,RAF1,RBPJ,ROBO1,RORA,RRAS,S1PR1,SEMA3A,SEMA3E,SEMA6D,SEMA7A,SERPINE2,SEZ6L2,SFRP2,SGPL1,SLIT1,SLIT2,SLITRK5,SMO,SOX9,SPHK1,SRC,SRF,SRGAP2,SUN2,SYNJ2,TACC1,TACC3,TGFB1,TGFB3,TGFBR2,TOP2B,TOX,TRNP1,TSKU,TTC21B,TTC8,TTLL1,TULP3,TYRO3,UBA6,UGP2,UQCRQ,WDR47,WHRN,ZFAND5,ZIC3,ZMIZ1,ZNF423


			GO:BP			kidney development			GO:0001822			0.0000145798			74			ACE,ACTA2,ADAMTS16,ADAMTS6,AGT,AQP11,BICC1,BMP6,BMP7,BMPER,CBWD1,CC2D2A,CENPF,CPLANE1,DCHS1,DCHS2,DLG5,DLL1,EDNRA,EPCAM,EPHA4,EPHA7,EXT1,FGF1,FOXJ1,FREM2,GATA3,GCNT1,GCNT4,GDF11,GLI2,GLI3,GPC3,GREB1L,HS2ST1,IFT27,IFT88,IL6R,KIF26B,KLHL3,LGR4,LRP4,LRRK2,NID1,NOTCH2,NUP107,NUP133,PCSK5,PCSK9,PDGFA,PDGFRA,PKD2,PLCE1,PLXND1,PPP3CA,PRDM1,PROM1,PTK7,SEC61A1,SGPL1,SLIT2,SMAD2,SMO,SOX9,SULF1,SULF2,TGFB1,TGFBR1,TMEM59L,TRAF3IP1,TRAF3IP2,TREX1,WWTR1,ZBTB16


			GO:BP			transmembrane receptor protein serine/threonine kinase signaling pathway			GO:0007178			0.0000161981			92			ABL1,ACVR1,ASPN,ATOH8,BAMBI,BMP5,BMP6,BMP7,BMPER,CAV2,CCN1,CCN3,CD109,CHRD,CILP,CITED1,COL1A2,COL3A1,CSNK2B,DAB2,EGR1,EMILIN1,ENG,EXT1,FBN1,FBN2,FGF9,FOS,FST,GDF11,GDF9,GPC3,HIVEP1,HSPA5,HTRA1,HTRA3,IGSF1,IL17RD,ITGB6,JADE2,KCP,KDR,LOX,LTBP1,LTBP3,MAPK14,MSTN,MTMR4,NCEH1,NEO1,NOTCH2,NUP93,PBLD,PDCD4,PELO,PPARA,PPM1A,PPM1L,PTPRK,RASL11B,RBPJ,RGMA,RNF165,SFRP2,SLC2A10,SMAD2,SMAD9,SMURF1,SOX11,SPART,SPI1,SPRY2,SRC,STK11,STUB1,SULF1,TGFB1,TGFB2,TGFB3,TGFBR1,TGFBR2,TMEM53,VASN,VIM,WFIKKN2,WWTR1,ZBTB7A,ZEB1,ZMIZ1,ZNF423,ZNF703,ZYX


			GO:BP			carbohydrate derivative biosynthetic process			GO:1901137			0.0000164011			142			ABCC5,ACACA,ACAT1,ACOT7,ACOT8,ACSL1,ACSS1,ACSS2,ADCY2,ADCY3,ADCY4,ADCY6,ADCY9,ADSL,AK1,AK3,AKR1A1,ALG10,ALG14,ALG8,ALG9,AMPD1,AMPD3,AQP11,ATIC,ATP5F1A,ATP5F1B,ATP5MC1,ATP5MC3,ATP5ME,ATP5PO,ATP6,B3GALNT1,B3GALT2,B3GNT3,B4GALT4,CDS1,CHPF,CHPT1,CHST1,CHST3,CHSY1,CMPK2,CRYL1,DCAKD,DLAT,DLD,DPY19L3,DPY19L4,DSE,EGF,EXT1,EXT2,EXTL1,EXTL2,FGGY,GAL3ST4,GALNT10,GALNT15,GALNT17,GALNT2,GALNT5,GALNT7,GART,GCNT1,GFPT1,GFPT2,GK,GLCE,GMDS,GPAT4,GUCY1A1,GXYLT2,HADHB,HS2ST1,HS6ST1,HS6ST2,IL15,IMPDH1,ITM2A,LARGE1,LARGE2,LOC100522551,LOC100525350,LOC100737755,MGAT5,MMUT,MPI,NECAB3,NME4,NME6,NPC1,NT5E,OGT,OSTC,PAICS,PANK3,PANK4,PDHA1,PDHB,PDHX,PDK2,PDK4,PHLDA1,PIGA,PIGQ,PLCB1,PMM1,POGLUT2,PPARA,PPARGC1A,PPAT,PRPS1,PRTFDC1,PSAP,PTDSS1,PTPMT1,PXYLP1,RAMP1,SLC2A10,SOAT1,ST3GAL5,ST6GALNAC2,ST6GALNAC3,STT3A,TBPL1,TCF7L2,TET3,TMTC2,TMTC3,TMTC4,TNIP1,TPI1,TREX1,TUSC3,UGCG,UGDH,UGGT1,UGGT2,UXS1,VCP,XYLT2


			GO:BP			negative regulation of cell migration			GO:0030336			0.0000174619			66			ADAM15,ADGRG1,ANGPT2,APOD,APOE,ATP2B4,BCR,CALR,CCN3,CDH11,CHRD,CORO1B,CORO1C,CSNK2B,DCN,DLC1,DLG5,DPP4,DUSP1,DUSP10,DUSP3,EMILIN1,EMILIN2,ENG,EPHA4,GJA1,GPR173,IGFBP5,KLF4,KLHL12,LOC100519808,LRCH1,MEF2C,MEOX2,MITF,MMRN2,NAV3,NF1,NGFR,PATZ1,PHLDB2,PLCB1,PLXNB3,PODN,PTPRG,PTPRJ,PTPRK,RAP2C,RECK,RGCC,ROBO1,RRAS,SCAI,SEMA6D,SERPINE1,SFRP2,SLIT2,SRGAP1,SRGAP2,STC1,STK26,SULF1,TIMP1,TMEFF2,TPM1,VASH1


			GO:BP			embryo development ending in birth or egg hatching			GO:0009792			0.0000175967			151			ABL1,ACSL4,ACVR1,ADCY9,ADM,ALDH1A2,AMOT,APAF1,APBA3,ASF1B,ATM,BMP7,BRCA1,BRCA2,CC2D2A,CCN1,CCNB1,CCNB2,CHEK1,CITED1,COL11A1,COL2A1,CPLANE2,CPT2,CTHRC1,CUL3,CUL4A,DCHS1,DLL1,DMRT2,DVL1,E2F7,E2F8,EDNRA,EGLN1,EIF2S2,EMG1,ENDOG,EPAS1,EXT1,FBXW8,FGF9,FKBP10,FZD2,GATA2,GATA3,GDF9,GLI2,GLI3,GPI,GPR161,HEY2,HOXA3,HOXA5,HS6ST1,IFT140,IFT57,INTU,ITGB1,JUNB,KBTBD8,KEAP1,KIAA1217,KIF20B,KLF4,KRT8,LFNG,LIAS,LOC100736765,LUZP1,MAFF,MAN2A1,MBD3,MBTD1,MDFI,MEOX2,MFN2,MFNG,MIB1,MKS1,MMP14,MMP16,MSH2,MTHFD1L,MTHFR,MYCN,MYF5,MYF6,MYO18B,NCAPG2,NEK2,NMT1,NOS3,NOTCH2,NUP133,PCDH12,PCSK5,PDGFRA,PELO,PKD2,PLCG1,PLXNA2,PRDM1,PTH1R,PTK7,RAD51B,RBBP8,RBPJ,RCN1,RGMA,RSPO3,SALL2,SBDS,SEC24D,SFRP2,SH3PXD2A,SHROOM3,SLC2A10,SLC35E2,SLC39A1,SMAD2,SMO,SOX11,SRF,STK3,STOX2,SULF1,SULF2,TANC2,TAPT1,TBX18,TCAP,TEAD2,TEAD4,TGFB1,TGFBR1,TGFBR2,TMEM107,TMEM231,TTLL1,TULP3,VASH1,VASH2,WDR19,WDTC1,YBX3,ZEB1,ZFAND5,ZFPM2,ZIC3,ZMIZ1


			GO:BP			carboxylic acid catabolic process			GO:0046395			0.0000179025			64			AASDHPPT,ABHD3,ACAD10,ACADL,ACADM,ACADS,ACADVL,ACAT1,ACOT8,ACOX2,ADHFE1,AKR1A1,AKT2,ALDH1L2,ALDH4A1,ALDH6A1,ATP2B4,AUH,BCAT2,BCKDHA,BCKDHB,CPT1B,CPT1C,CPT2,CRABP1,CRAT,CRYL1,CYP1A1,DDO,DECR1,DLD,DLST,E4F1,ECH1,ENOSF1,ETFA,ETFB,ETFDH,FAAH,FAH,GCDH,GOT1,GPT2,GSTZ1,HADH,HADHA,HADHB,HIBADH,HSD17B10,IL4I1,KYAT3,LDHD,LONP2,LPIN1,LPIN3,MCCC2,MFSD2A,NOS1,NOS3,OAT,OTC,PEX2,SESN2,SLC25A44


			GO:BP			positive regulation of cell development			GO:0010720			0.0000180648			86			ADAM8,BCL6,BHLHB9,BIN1,CAPRIN2,CRABP2,CUL7,CUX2,DISC1,DUSP10,EGR2,EGR3,EPHB2,FBXW8,FES,FN1,FOS,GATA3,GDF9,GLI3,HCLS1,HSF1,IL15,IL18,IL4I1,IL6ST,ITGB1,JADE2,KDM1A,LIMK1,LRP8,MAN2A1,MAP3K13,MAP6,MDK,MMP14,MYF5,NEFL,NEURL1,NFKBIZ,NIN,NOTCH2,NUMBL,OBSL1,PDE3A,PLAG1,PLXNA1,PLXNA2,PLXNA3,PLXNB3,PLXND1,PPARGC1B,PPP3CA,PRKCH,PRKCI,PRKCZ,PTN,PTPRC,PTPRD,RASSF10,RHEB,RND2,ROBO1,S1PR2,SEMA7A,SERPINE2,SIRT2,SLITRK1,SMO,SOX11,SPI1,SRF,STAT5B,STK11,TAPBPL,TENM4,TGFB1,TGFBR2,TNFRSF1B,TOX,TWF2,ZBTB1,ZBTB16,ZBTB7B,ZFYVE27,ZMIZ1


			GO:BP			striated muscle tissue development			GO:0014706			0.0000182913			56			ACADM,ACTC1,ACTN2,ACVR1,ALDH1A2,ALPK2,ANKRD1,ASB2,BMP7,BVES,COL11A1,DLL1,EDNRA,EGLN1,ENG,ERBB3,EYA2,FGF9,FHOD3,GJC1,HEY2,ITGB1,LOC100736765,LOX,MAPK14,MEF2A,MEF2C,MYBPC3,MYH11,MYLK2,MYO18B,NEB,NRAP,PDGFRA,PGM5,PI16,PRKAR1A,RBPJ,S1PR1,SAV1,SGCD,SIRT2,SRF,TBX18,TCAP,TENM4,TGFB1,TGFB2,TGFBR1,TNNT2,TP73,TPM1,TREX1,XIRP2,ZFPM2,ZIC3


			GO:BP			cell-cell signaling by wnt			GO:0198738			0.0000201414			99			ABL1,ADGRA2,ALPK2,APC2,APOE,BAMBI,BCL9,BICC1,CAPRIN2,CCDC88C,CCN4,CDH2,CDK14,CPE,CRBN,CSNK1G3,CSNK2B,CTHRC1,CTNND1,CTNND2,CUL3,DAB2,DACT3,DDX3X,DISC1,DIXDC1,DKK3,DVL1,EDA,EDNRA,EGF,EGR1,EXT1,FAM53B,FGF9,FRZB,FZD10,FZD2,FZD9,GATA3,GLI3,GPC3,GPC4,GRB10,HIC1,IFT80,INVS,KLF4,KPNA1,LGR4,LMBR1L,LRP4,LRRK1,LRRK2,LYPD6,MAPK14,MBD2,MDK,ME3,MITF,MKS1,NDRG2,NFATC4,NPHP4,PKD2,PLEKHA4,PLPP3,PPM1A,PPM1B,PTK7,RAPGEF1,RBPJ,RECK,RSPO3,SDC1,SDHAF2,SFRP2,SOX9,SRC,STK11,STK3,STRN,SULF1,SULF2,TBL1XR1,TCF7L1,TCF7L2,TMEM198B,TMEM9,TPBG,TSKU,TTC21B,USP34,VANGL2,VCP,WLS,WNT4,WNT5B,WWTR1


			GO:BP			transport along microtubule			GO:0010970			0.0000202526			44			AP3M2,APP,ARL8B,ARPIN,BBS12,BLOC1S1,BLOC1S4,CEP131,CLIP3,COPG2,DTNBP1,DYNC2I2,DYNLL1,EIF3J,FLOT2,FYCO1,IFT122,IFT140,IFT27,IFT43,IFT46,IFT57,IFT88,KIF3A,KIF3B,KIF5C,MAK,MAP1B,NEFL,SPG11,SPG7,SSX2IP,STAU2,STK11,SUN2,SYBU,TMEM201,TRAF3IP1,TRAK1,TTC21B,TTC26,TUB,WDR19,WDR35


			GO:BP			skeletal muscle tissue development			GO:0007519			0.0000214284			45			ACTA1,ANKRD1,ASB2,ATF3,BCL9,BVES,C7H6ORF125,CACNA1S,CAV2,CCNT2,CDON,CHRNA1,CHRND,DLL1,EGR1,EGR2,FOS,HOMER1,MAFF,MAPK14,MEF2C,MEF2D,MEOX2,MSC,MSTN,MYF5,MYF6,MYH14,MYLK2,MYLPF,MYOZ1,NLN,NR1D2,POPDC2,POPDC3,PPP3CA,PPP3CB,RIPOR2,SELENON,SMO,SOX11,SPG11,SVIL,VRK3,YBX3


			GO:BP			peptidyl-threonine modification			GO:0018210			0.0000214435			38			ACVR1,APP,BMP7,CAB39,CAMK2A,CDC42BPG,CDK1,CDK5R1,CHEK1,CHI3L1,CIT,CSNK2B,EGF,EIF4G1,FOXO1,GALNT2,GRK2,HIPK4,LMTK2,LRRK2,MAP3K10,MYLK2,PLK1,PRKCD,PRKD1,ROCK2,S1PR2,SIRT2,SPHK1,SPRED2,SPRY2,STK11,STOX1,TGFBR1,TGFBR2,TTK,ULK1,WNK3


			GO:BP			organic acid catabolic process			GO:0016054			0.0000214466			64			AASDHPPT,ABHD3,ACAD10,ACADL,ACADM,ACADS,ACADVL,ACAT1,ACOT8,ACOX2,ADHFE1,AKR1A1,AKT2,ALDH1L2,ALDH4A1,ALDH6A1,ATP2B4,AUH,BCAT2,BCKDHA,BCKDHB,CPT1B,CPT1C,CPT2,CRABP1,CRAT,CRYL1,CYP1A1,DDO,DECR1,DLD,DLST,E4F1,ECH1,ENOSF1,ETFA,ETFB,ETFDH,FAAH,FAH,GCDH,GOT1,GPT2,GSTZ1,HADH,HADHA,HADHB,HIBADH,HSD17B10,IL4I1,KYAT3,LDHD,LONP2,LPIN1,LPIN3,MCCC2,MFSD2A,NOS1,NOS3,OAT,OTC,PEX2,SESN2,SLC25A44


			GO:BP			negative regulation of cell cycle phase transition			GO:1901988			0.0000216997			63			ACVR1,ATF5,ATM,ATR,AURKB,BLM,BRCA1,BUB1,BUB1B,CCNB1,CDC6,CDK1,CDK2AP2,CDT1,CHEK1,CLSPN,CRADD,CUL4A,DOT1L,DTL,E2F1,E2F7,EME1,EZH2,FANCD2,FBXO31,FBXO5,FOXN3,GEN1,IER3,INIP,KLF4,MAP3K20,MAPK14,MDM2,MRE11,MRNIP,MSH2,NABP2,NDC80,ORC1,PARP9,PBK,PHKG1,PKD2,PLK1,PLK3,RAD21,RAD9B,RFWD3,RGCC,RHNO1,RPA2,SPDL1,STT3A,TEX14,THOC5,TIMELESS,TREX1,TTK,USP28,ZWILCH,ZWINT


			GO:BP			chordate embryonic development			GO:0043009			0.0000218563			149			ABL1,ACVR1,ADCY9,ADM,ALDH1A2,AMOT,APAF1,APBA3,ASF1B,ATM,BMP7,BRCA1,BRCA2,CC2D2A,CCN1,CCNB1,CCNB2,CHEK1,CITED1,COL11A1,COL2A1,CPLANE2,CPT2,CTHRC1,CUL3,CUL4A,DCHS1,DLL1,DMRT2,DVL1,E2F7,E2F8,EDNRA,EGLN1,EIF2S2,EMG1,ENDOG,EPAS1,EXT1,FBXW8,FGF9,FKBP10,FZD2,GATA2,GATA3,GDF9,GLI2,GLI3,GPI,GPR161,HEY2,HOXA3,HOXA5,HS6ST1,IFT140,IFT57,INTU,ITGB1,JUNB,KBTBD8,KEAP1,KIAA1217,KIF20B,KLF4,KRT8,LFNG,LIAS,LOC100736765,LUZP1,MAFF,MAN2A1,MBD3,MBTD1,MDFI,MEOX2,MFN2,MFNG,MIB1,MKS1,MMP14,MMP16,MSH2,MTHFD1L,MTHFR,MYCN,MYF5,MYF6,MYO18B,NCAPG2,NEK2,NMT1,NOS3,NOTCH2,NUP133,PCDH12,PCSK5,PDGFRA,PELO,PKD2,PLCG1,PLXNA2,PRDM1,PTH1R,PTK7,RAD51B,RBBP8,RBPJ,RCN1,RGMA,RSPO3,SALL2,SBDS,SEC24D,SFRP2,SH3PXD2A,SHROOM3,SLC2A10,SLC35E2,SLC39A1,SMAD2,SMO,SOX11,SRF,STK3,SULF1,SULF2,TANC2,TAPT1,TBX18,TCAP,TEAD2,TEAD4,TGFB1,TGFBR1,TGFBR2,TMEM107,TMEM231,TTLL1,TULP3,VASH1,VASH2,WDR19,WDTC1,YBX3,ZEB1,ZFAND5,ZFPM2,ZIC3,ZMIZ1


			GO:BP			regulation of response to stress			GO:0080134			0.0000222669			249			ABL1,ACKR3,ACOX2,ADAM8,ADAMTS12,ADORA2A,ADRA2A,AJUBA,AKNA,ANKRD1,ANXA2,APOE,APP,AQP11,ARHGEF2,ATF4,ATM,ATP2B4,ATR,ATXN3,BCAP31,BCL6,BCL7B,BCR,BDKRB2,BID,BRCA1,BST1,C1QTNF3,C3,CASK,CASP6,CASP9,CCL19,CCN3,CCN4,CD109,CD14,CD200,CD44,CD9,CEBPG,CHCHD2,CHEK1,CKB,CLEC12B,CLU,COPS5,CORO2B,CTSC,CUL4A,DDIAS,DDRGK1,DDX3X,DDX58,DHX58,DROSHA,DUSP1,DUSP10,DUSP3,EMILIN1,EMILIN2,ENDOG,EPHA4,EPHB2,ERBIN,ERP29,ESR1,EYA2,EYA3,EZR,FANCA,FANCD2,FAS,FBXO5,FIGNL1,FMR1,FNDC4,FOXM1,FOXO1,FXR1,FXR2,GADD45B,GATA3,GPR37,GPS2,GRPR,HBEGF,HDAC10,HDGFL2,HGF,HIC1,HSF1,IER3,IFI35,IFIH1,IL15,IL16,IL18,IL1R1,ILRUN,INPP5F,IRAK1,IRAK2,ITGB1,ITSN1,KDM1A,KLF4,KLHL15,KLHL31,LANCL1,LETM1,LGR4,LPCAT3,LRFN5,LRP8,LRRK2,LYAR,LYN,MAGI3,MAP3K10,MAP3K20,MAPK8IP1,MAPKAPK2,MAVS,MBTD1,MDK,MDM2,MET,METRNL,MID1,MMRN2,MUL1,MVK,MYOZ1,NEK4,NFE2L2,NFKBIA,NFKBIL1,NFKBIZ,NMI,NONO,NPLOC4,NR1D2,NR1H2,NSD2,NT5E,OPTN,OTUB2,PARG,PARK7,PARP14,PARP3,PARP9,PARPBP,PBK,PDCD4,PDGFA,PDGFRA,PHB2,PHLDB2,PHLPP1,PINK1,PLCB1,PLCG2,POLR3D,POT1,PPARA,PPM1B,PPP3CA,PRKCD,PROS1,PTK2B,PTPRS,RAD51,RAD51AP1,RB1CC1,RBBP8,RFWD3,RGMA,RIF1,RMI2,RORA,RPA2,RPS6KA3,SAMHD1,SCARF1,SELENON,SEMA7A,SERPINE1,SERPINE2,SESN1,SESN2,SFRP2,SH3RF2,SHPK,SIRT2,SLC15A3,SLC38A2,SLF1,SMPDL3B,SMYD2,SPHK1,SPI1,SPIDR,STAT1,STAT5B,STING1,STK26,STK3,STOX1,TFPI,TGFB2,THOC5,TIGAR,TIMELESS,TLR5,TLR9,TMEM259,TNC,TNFRSF11A,TNFRSF12A,TNFRSF19,TNFRSF1B,TNIP1,TPD52L1,TRAF3,TRAF3IP1,TRAF3IP2,TRAF5,TRAPPC13,TREX1,TSPAN6,TYRO3,UBASH3B,UBXN1,UNC5CL,USP1,USP13,USP18,USP19,USP25,VAMP8,VHL,WDR48,YBX3,ZBTB7B,ZNF385A,ZNFX1


			GO:BP			lipid modification			GO:0030258			0.0000222708			56			ACAD10,ACADM,ACADS,ACADVL,ACAT1,ACOX2,AKT2,ALDH1L2,APOD,AUH,CERKL,CPT1B,CPT1C,CPT2,CRAT,CYP1A1,DECR1,E4F1,ECH1,EPHX2,ETFA,ETFB,ETFDH,FMO1,FMO2,GBA2,GCDH,HADH,HADHA,HADHB,HAO2,HSD17B10,INPP5F,INPP5J,KLHL12,LONP2,LPCAT3,MAPK14,MBOAT1,MBOAT2,MFSD2A,MTM1,MTMR1,MTMR10,MTMR4,PDK4,PEX2,PIP4P2,PLPP3,PLPPR4,PPARA,SESN2,SGPP1,SOX9,SPHK1,SYNJ2


			GO:BP			regulation of epithelial cell migration			GO:0010632			0.0000222969			58			ABL1,ADGRA2,AGT,ANGPT2,APOE,ATOH8,ATP2B4,ATP5F1A,BMPER,CALR,CIB1,CORO1C,CSNK2B,DCN,DOCK5,DUSP10,EFNA1,EGF,ENPP2,FGF1,FGF18,FGFR1,GATA2,GATA3,GPI,HBEGF,KDR,KLF4,KLHL12,MAPRE2,MEF2C,MEOX2,MET,MMRN2,NF1,NOS3,PATZ1,PLCG1,PLCG2,PLPP3,PPM1F,PRCP,PRKD1,PTK2B,PTPRG,RGCC,ROCK2,RRAS,SLIT2,SOX9,SPARC,SRC,SRPX2,STC1,TEK,TGFB2,TGFBR2,VASH1


			GO:BP			regulation of cellular catabolic process			GO:0031329			0.0000225565			150			ABHD5,ADAM8,ADRA2A,AIFM1,AKT2,ANKIB1,ANXA2,APAF1,APOE,APP,ARAF,ARIH2,ATM,ATP2B4,BAG3,BBS7,BCAP31,BNIP3,BNIP3L,CALCOCO2,CALCR,CARHSP1,CKB,CLU,CNOT6,CNOT6L,CPEB3,CSDC2,CSDE1,CTSA,DAB2,DAPK1,DCN,DCP2,DDRGK1,DEPDC5,DISC1,DNAJB2,DVL1,E2F1,EGF,EHMT2,EIF4G1,ENDOG,FASTK,FASTKD1,FBXW8,FMR1,FOXO1,FXR1,FXR2,FYCO1,GNAI3,GPD1,HSPB8,INSR,ITSN1,KDR,KEAP1,KLHL17,LEPR,LONP2,LRRK2,MAPKAPK2,MDM2,MFSD2A,MLXIPL,MTDH,MTM1,MTMR4,MYEF2,NBAS,NOCT,NPC1,NRDC,OGT,OPTN,PABPC1,PABPC4,PACSIN3,PAFAH1B2,PAIP1,PARK7,PATL1,PBK,PCSK9,PIK3R2,PINK1,PIP4K2A,PIP4K2C,PLEKHF1,PLK1,PLK3,PNPLA2,POLDIP2,PPP1R3B,PRKCD,PRKD1,PRR5L,PTK2B,QSOX1,RAD23A,RB1CC1,RBM38,RGMA,RNF14,RNF144A,RNF217,RRAGD,RUBCN,RYBP,SCARB1,SESN1,SESN2,SH3GLB1,SH3RF2,SIRT2,SLC25A4,SLIRP,SMURF1,SNX30,SNX7,SOGA1,SPTLC1,STING1,STK11,STUB1,SUPV3L1,TBRG4,TFEB,TIGAR,TIMP1,TNFRSF1B,TP53INP2,TPCN2,TRAF3IP2,TRAF5,TSPO,TTC5,UBXN1,ULK1,USP13,VCP,VDAC1,VIM,WDR45,WIPI1,XPO1,ZBTB20,ZYG11B


			GO:BP			lamellipodium organization			GO:0097581			0.0000226357			30			ABLIM2,ABLIM3,ACTR3,AJUBA,ARHGEF6,CCDC88A,CD44,CORO1B,CORO1C,ENPP2,FER,FSCN1,KIT,MSTN,MYO9B,PARVB,PDPN,PLCE1,PLEKHO1,RAC2,RHOD,S1PR1,SLIT2,SPEF1,SRC,TWF1,TWF2,VAV2,WASF2,WHAMM


			GO:BP			monocarboxylic acid catabolic process			GO:0072329			0.0000232427			39			ABHD3,ACAD10,ACADL,ACADM,ACADS,ACADVL,ACAT1,ACOT8,ACOX2,AKR1A1,AKT2,ALDH1L2,AUH,CPT1B,CPT1C,CPT2,CRABP1,CRAT,CRYL1,DECR1,E4F1,ECH1,ETFA,ETFB,ETFDH,FAAH,FAH,GCDH,HADH,HADHA,HADHB,HSD17B10,LDHD,LONP2,LPIN1,LPIN3,MFSD2A,PEX2,SESN2


			GO:BP			Wnt signaling pathway			GO:0016055			0.0000237377			98			ABL1,ADGRA2,ALPK2,APC2,APOE,BAMBI,BCL9,BICC1,CAPRIN2,CCDC88C,CCN4,CDH2,CDK14,CPE,CRBN,CSNK1G3,CSNK2B,CTHRC1,CTNND1,CTNND2,CUL3,DAB2,DACT3,DDX3X,DISC1,DIXDC1,DKK3,DVL1,EDA,EDNRA,EGF,EGR1,EXT1,FAM53B,FGF9,FRZB,FZD10,FZD2,FZD9,GATA3,GLI3,GPC3,GPC4,GRB10,HIC1,IFT80,INVS,KLF4,KPNA1,LGR4,LMBR1L,LRP4,LRRK1,LRRK2,LYPD6,MAPK14,MBD2,MDK,ME3,MITF,MKS1,NDRG2,NFATC4,NPHP4,PLEKHA4,PLPP3,PPM1A,PPM1B,PTK7,RAPGEF1,RBPJ,RECK,RSPO3,SDC1,SDHAF2,SFRP2,SOX9,SRC,STK11,STK3,STRN,SULF1,SULF2,TBL1XR1,TCF7L1,TCF7L2,TMEM198B,TMEM9,TPBG,TSKU,TTC21B,USP34,VANGL2,VCP,WLS,WNT4,WNT5B,WWTR1


			GO:BP			regulation of epithelial cell proliferation			GO:0050678			0.0000238208			86			ALDH1A2,APOE,AQP11,ARX,ATOH8,ATP5F1A,ATP5IF1,BID,BMP5,BMP6,BRCA2,CASK,CAV2,CCL5,CD109,CYP7B1,DUSP10,EAF2,EGF,EGFL7,EGR3,ERBB2,F3,FGF1,FGF9,FGFR1,FLT1,GATA2,GATA3,GLI2,GPC3,HOXA5,HPN,HSF4,IFT57,IFT80,INTU,IQGAP3,ITGA4,KDR,KLF9,MAGED1,MDK,MEF2C,MMRN2,MTA3,MYCN,NF1,NFIB,NGFR,NOTCH2,PEX2,PHB2,PLXNB3,PRKD1,PTN,PTPRK,PTPRN,RBPJ,RGCC,ROBO1,SAV1,SFRP2,SMO,SOX11,SOX9,SPARC,STAT1,STK11,STK3,SULF1,SULF2,TCF7L2,TGFB2,TGFBR1,THBS4,TNMD,TP63,UHRF1,VASH1,VASH2,VHL,WDR48,WDR77,ZEB1,ZNF703


			GO:BP			centrosome cycle			GO:0007098			0.0000239847			43			ARHGEF10,ATF5,BRCA1,BRCA2,CCNF,CCP110,CENPJ,CEP131,CEP152,CEP76,CEP85,CHD3,CHEK1,CKAP5,CNTLN,CNTROB,CROCC,FBXW5,FES,GEN1,HAUS5,HAUS6,KAT2B,KIAA0753,KIAA1614,KIF11,NDC80,NEK2,NIN,NSFL1C,ODF2,PARD6G,PCLAF,PLK1,POC1B,ROCK2,SASS6,SGO1,SPICE1,SSX2IP,STIL,TMEM67,XPO1


			GO:BP			positive regulation of transferase activity			GO:0051347			0.0000260729			119			ABL1,ACE,ACSL1,ADAM8,ADRA2A,ADRA2C,AGT,AJUBA,APOE,ARRDC3,ATP2B4,AURKB,BTC,CAB39,CAB39L,CAMKK2,CCDC88A,CCL19,CCN1,CCNB1,CCNT2,CD200,CD40LG,CDC20,CDC25B,CDK5R1,CENPE,CHI3L1,CHTF18,CIB1,CKS2,CLSPN,CLU,COPS8,DBF4,DCUN1D2,DCUN1D4,DDR2,DDX3X,EFNA1,EGF,EPHA3,EPHA4,EPHA7,EPHB2,EPHB3,EPHB4,ERBB2,ERBB3,ERP29,EZH2,FAM20A,FGF1,FGF18,FGFR1,FLT1,FZD10,GDF9,GINS3,GPRC5B,IL18,INSR,IRAK1,KDR,KIF14,KIT,KLF4,LRP8,LRRK2,LYN,MAP2K2,MAP3K10,MAP3K13,MASTL,MMD,MRE11,MUSK,NEK2,NEURL1,NTRK3,PARM1,PARP16,PDGFA,PDGFC,PDGFD,PDGFRA,PHB2,PKD2,PLK1,POT1,PPP1R3G,PRIM2,PRKCD,PRKCQ,PRRC1,PTGES3,PTK2B,PTPRC,RFC3,RFC5,RGCC,ROBO1,ROR2,SLC27A1,SPRY2,SRC,STK11,STOX1,STUB1,TEK,TGFB2,TGFBR2,TIGAR,TLR9,TNFRSF11A,TPD52L1,TPX2,TYRO3,VAV2


			GO:BP			meiotic cell cycle process			GO:1903046			0.0000270496			56			ACTR3,APITD1,ASPM,ATM,BRCA2,BRIP1,BUB1,CALR,CCNB1,CCNB2,CCNE2,CDC20,CDC25B,CDK1,CKS2,EDNRA,EHMT2,EME1,ESPL1,FANCA,FANCD2,FANCM,FBXO5,FIGNL1,KIF20A,MASTL,MEIOB,MND1,MRE11,MSH4,NCAPD2,NCAPD3,NCAPH,NDC1,NDC80,NUF2,PDE3A,PLCB1,PLK1,PSMC3IP,PTTG1,RAD51,RAD51AP1,SEPTIN1,SGO1,SGO2,SIRT2,SMC2,SMC4,SYCP2,TDRKH,TEX14,TOP2A,TOP2B,TTK,UBR2


			GO:BP			neuron projection extension			GO:1990138			0.0000272191			41			ABL1,CYFIP2,DCX,DIP2B,DVL1,EDNRA,EIF3J,FLRT3,FN1,ITGB1,JADE2,LIMK1,MAP1B,MAP3K13,MUL1,NEDD4L,PLAA,PLXNA1,PLXNA3,PRKCZ,PTPRS,RIMS1,SEMA3A,SEMA3E,SEMA3G,SEMA4F,SEMA5B,SEMA6A,SEMA6C,SEMA7A,SLIT1,SLIT2,SLIT3,SMURF1,SPG11,SRF,STK11,SYT2,TWF2,ULK1,ZFYVE27


			GO:BP			sulfur compound biosynthetic process			GO:0044272			0.0000291612			42			ACACA,ACAT1,ACSL1,ACSS1,ACSS2,APIP,B4GALT4,CCNG1,CHPF,CHST1,CHST3,CHSY1,DLAT,DLD,DSE,EXT1,EXT2,GCLC,GGT5,GLCE,HS2ST1,HS6ST1,HS6ST2,LIAS,LOC100522551,LPCAT1,MAT2A,MMUT,MRI1,MTHFR,NFE2L2,PDHA1,PDHB,PDHX,PDK2,PDK4,PSAP,PTDSS1,PXYLP1,TCF7L2,UGDH,XYLT2


			GO:BP			fatty acid beta-oxidation			GO:0006635			0.0000297304			28			ACAD10,ACADM,ACADS,ACADVL,ACAT1,ACOX2,AKT2,ALDH1L2,AUH,CPT1B,CPT1C,CPT2,CRAT,DECR1,E4F1,ECH1,ETFA,ETFB,ETFDH,GCDH,HADH,HADHA,HADHB,HSD17B10,LONP2,MFSD2A,PEX2,SESN2


			GO:BP			nucleoside triphosphate metabolic process			GO:0009141			0.0000303471			64			ABCC6,ACAT1,AK1,AK3,AK5,ALDOC,APP,ATP1A2,ATP1B1,ATP5F1A,ATP5F1B,ATP5IF1,ATP5MC1,ATP5MC3,ATP5ME,ATP5PO,ATP6,CHPT1,CLPX,CMPK2,DCTPP1,ENO3,ENTPD7,GAPDH,GNAI3,GPAT4,GPD1,GPI,HK1,HK2,IER3,IMPDH1,INSR,LOC100736765,LOC110255887,LRRK2,MLXIPL,MYH3,NDUFS1,NME4,NME6,NT5E,NUDT15,NUDT5,OGT,PARG,PFKM,PGAM2,PGK1,PKM,PPARA,PPARGC1A,PRKAG3,SAMHD1,SLC25A25,SMPDL3A,TBPL1,TIGAR,TPI1,TREX1,TSPO,VCP,ZBTB20,ZBTB7A


			GO:BP			DNA integrity checkpoint signaling			GO:0031570			0.0000303471			39			ATM,ATR,BLM,BRCA1,CDC6,CDK1,CDT1,CHEK1,CLSPN,CRADD,CUL4A,DOT1L,DTL,E2F1,EME1,FANCD2,FBXO31,FOXN3,IER3,MAP3K20,MAPK14,MDM2,MRE11,MRNIP,MSH2,ORC1,PARP9,PBK,PHKG1,PLK1,RAD9B,RFWD3,RHNO1,RPA2,STT3A,THOC5,TIMELESS,TREX1,USP28


			GO:BP			macromolecule catabolic process			GO:0009057			0.0000304782			261			ABHD17C,ADAM8,ADAMTS12,ADAMTS7,ADRA2A,AIFM1,ANKIB1,ANXA2,APAF1,APOE,APPBP2,AQP11,ARAF,ARIH2,ASB11,ASB2,ASB5,ATM,ATP5IF1,ATXN3,AUP1,AZIN2,BBS7,BCAP31,BNIP3,BNIP3L,C1H18ORF25,CACHD1,CALCR,CAPN3,CARHSP1,CBL,CBLB,CCDC47,CCNF,CD44,CDC20,CEMIP2,CKB,CLN6,CLPX,CLU,CNOT6,CNOT6L,CPEB3,CRBN,CSDC2,CSDE1,CTSA,CTSC,CTSL,CTSW,CTSZ,CUL3,CUL4A,CUL4B,CUL5,CUL7,DAB2,DCAF11,DCP2,DDI1,DDRGK1,DEDD,DISC1,DNAJB2,DNAJB9,DNAJC18,DNASE1L2,DTL,DVL1,DXO,E2F1,ECPAS,EFNA1,EGF,EGLN1,ELOC,ENC1,ENDOG,EPHA4,ETF1,EXT1,EZR,FAM83D,FAP,FASTK,FASTKD1,FBXL21,FBXL4,FBXL7,FBXO31,FBXO9,FBXW5,FBXW8,FEN1,FMR1,FOXO1,FOXRED2,FXR1,FXR2,FYN,GGA1,GPC3,GPRASP1,GUSB,HECTD3,HERC6,HMGCR,HMMR,HSPA5,IDE,IER3,ITSN1,KCTD6,KEAP1,KIF14,KLHDC3,KLHL15,KLHL17,KLHL3,KLHL42,LONP2,LPCAT1,LRRK2,LYVE1,MAGOHB,MAN1A1,MAPKAPK2,MARCHF2,MDM2,MIB1,MYEF2,NBAS,NEDD4L,NFE2L2,NOCT,NPLOC4,NQO1,NRDC,NSFL1C,NUDT15,OGT,OMA1,OPHN1,OTUD7A,PABPC1,PABPC4,PACSIN3,PAIP1,PAQR6,PARK7,PATL1,PBK,PCSK9,PCYOX1,PCYOX1L,PELO,PFKM,PITHD1,PJA1,PLAA,PLK1,PLK3,PPP1R3B,PRR5L,PSMA3,PSMA5,PSMB1,PSMB6,PSMB8,PSMB9,PSMC1,PSMC2,PSMC3,PSMC5,PSMD1,PSMD11,PSMD14,PSMD3,PSMD4,PTK2B,PYGL,PYGM,RAB7A,RAD23A,RB1CC1,RBM38,RCN3,RGMA,RNF123,RNF14,RNF144A,RNF144B,RNF149,RNF150,RNF165,RNF217,RYBP,SEL1L,SERPINE2,SGSH,SH3GLB1,SH3RF2,SIRT2,SKP2,SLIRP,SMG5,SMURF1,SND1,SOX9,SPSB2,STUB1,SUPV3L1,TBRG4,TCIRG1,TIMP1,TMEM259,TMEM67,TMEM9,TMTC3,TNFRSF1B,TP53INP2,TRAF3IP2,TRAF5,TREX1,TRIM72,TTC5,UBA6,UBA7,UBD,UBE2C,UBE2D4,UBE2Z,UBL7,UBR2,UBR3,UBXN1,UBXN7,UCHL3,UGGT1,UHRF1,USP1,USP13,USP18,USP19,USP2,USP24,USP25,USP28,USP34,VCP,VHL,VIM,VPS37A,WDR91,WWP1,WWTR1,XPO1,ZHX2,ZYG11B


			GO:BP			carbohydrate metabolic process			GO:0005975			0.0000311744			131			ACADM,ACAT1,AKR1A1,AKT2,ALDOC,APOD,APP,ATF3,ATF4,B3GALNT1,B3GALT2,B3GNT3,B4GALT4,BCKDK,C1QTNF3,CASD1,CDS1,CHI3L1,CHST1,CHST15,CHST2,CHST3,COQ3,EFCAB7,EGF,ENO3,ENOSF1,EXT1,FAM3C,FBP2,FGGY,FOXO1,FUCA2,GALE,GANC,GAPDH,GBA2,GK,GK5,GLB1L,GOT1,GPAT4,GPD1,GPI,GUSB,GYG1,GYS1,HK1,HK2,HS2ST1,IDH2,IER3,IGFBP4,IL6ST,INPP5J,INSR,KAT2B,KLHL12,LANCL1,LEPR,LOC100522551,LOC100737755,MAN1A1,MAN2A1,MAPK14,MDH2,MLXIPL,MPI,NAGK,NCOA2,NLN,NPY1R,NUDT5,OGT,OMA1,OVGP1,PARG,PASK,PC,PCDH12,PDHA1,PDHB,PDK2,PDK4,PFKM,PGAM2,PGK1,PGLS,PGM2L1,PGM5,PHKA1,PHKA2,PHKB,PHKG1,PKM,PMM1,PPARA,PPARGC1A,PPIP5K1,PPP1CB,PPP1R3A,PPP1R3B,PPP1R3C,PPP1R3D,PPP1R3G,PRKAG3,PTGES3,PTK2B,PTPMT1,PYGL,PYGM,RB1CC1,RORA,SESN2,SHPK,SLC37A4,SLC3A1,SLC3A2,ST6GALNAC3,SYNJ2,TIGAR,TPI1,TREX1,UGDH,UGP2,UXS1,WDTC1,XYLB,ZBTB20,ZBTB7A,ZNF692


			GO:BP			meiotic cell cycle			GO:0051321			0.0000315794			61			ACTR3,APITD1,ASPM,ATM,BRCA2,BRIP1,BUB1,CALR,CCNB1,CCNB2,CCNE2,CDC20,CDC25B,CDK1,CKS2,EDNRA,EHMT2,EME1,ESPL1,FANCA,FANCD2,FANCM,FBXO5,FIGNL1,KIF20A,LFNG,MASTL,MEIOB,MND1,MRE11,MSH4,NCAPD2,NCAPD3,NCAPH,NDC1,NDC80,NUF2,PDE3A,PLCB1,PLK1,PSMC3IP,PTTG1,RAD51,RAD51AP1,RBBP8,SEPTIN1,SGO1,SGO2,SIRT2,SMC2,SMC4,SYCP2,TDRD12,TDRKH,TEX14,TOP2A,TOP2B,TTK,TUBGCP4,TUBGCP6,UBR2


			GO:BP			positive regulation of neuron projection development			GO:0010976			0.0000315794			30			ABL2,APOE,AVIL,BHLHB9,BMP5,BMP7,CAPRIN2,CNTN1,CUX2,DVL1,EPHA3,FES,FYN,LRP8,LYN,MDK,NEGR1,PLXNB3,PRKCI,PRKD1,PTK2B,PTK7,PTN,ROR2,SCARF1,SCN1B,STMN2,TOX,TWF1,TWF2


			GO:BP			muscle contraction			GO:0006936			0.0000318847			69			ACTA2,ADRA2A,ADRA2C,ARHGAP42,ATP1A2,ATP1B1,ATP2A1,ATP2B4,BDKRB2,BIN1,CACNA1D,CACNA1S,CALM1,CASQ1,CASQ2,CHRNA1,DOCK5,EDNRA,GJA5,GOLT1B,GRK2,HOMER1,KCNN2,LMOD2,LOC100736765,LOC110255887,MKKS,MYH13,MYH14,MYH2,MYH3,MYL4,MYLK2,MYLPF,MYOM2,NOS1,PDE4B,PDE4D,PGAM2,PTPRD,RCSD1,RNF207,ROCK2,RYR2,SCN1B,SCN2B,SCN3B,SCN4A,SCN4B,SCN5A,SCN7A,SGCD,SLC8A3,SPHK1,SRF,SRI,STAC3,STC1,SULF1,SULF2,TCAP,TMEM38A,TMOD4,TNNC2,TNNT2,TPCN2,TPM1,TPM2,TRPC1


			GO:BP			purine nucleoside triphosphate metabolic process			GO:0009144			0.0000320973			59			ABCC6,ACAT1,AK1,AK3,AK5,ALDOC,APP,ATP1A2,ATP1B1,ATP5F1A,ATP5F1B,ATP5IF1,ATP5MC1,ATP5MC3,ATP5ME,ATP5PO,ATP6,CLPX,ENO3,ENTPD7,GAPDH,GNAI3,GPAT4,GPD1,GPI,HK1,HK2,IER3,IMPDH1,INSR,LOC100736765,LOC110255887,LRRK2,MLXIPL,MYH3,NDUFS1,NME4,NME6,NT5E,NUDT15,NUDT5,OGT,PARG,PFKM,PGAM2,PGK1,PKM,PPARA,PPARGC1A,PRKAG3,SAMHD1,SLC25A25,TIGAR,TPI1,TREX1,TSPO,VCP,ZBTB20,ZBTB7A


			GO:BP			DNA repair			GO:0006281			0.0000323738			119			APITD1,ATM,ATR,BCL7B,BLM,BRCA1,BRCA2,BRIP1,CACHD1,CDC45,CDCA5,CEBPG,CHAF1A,CHD1L,CHEK1,CUL4A,CUL4B,DDX1,DOT1L,DTL,EME1,EXO1,EYA2,EYA3,FANCA,FANCD2,FANCI,FANCM,FEN1,FIGNL1,FMR1,FOXM1,GEN1,HDAC10,HDGFL2,HLTF,HMCES,HSF1,IER3,INIP,KDM1A,KIF22,KLHL15,LIG1,MBTD1,MCM3,MCM4,MCM5,MCM8,MEIOB,MMS22L,MRE11,MSH2,MSH4,MSH6,MUTYH,NABP2,NEIL1,NEIL3,NHEJ1,NSD2,OTUB2,PARG,PARK7,PARP3,PARP9,PARPBP,PCLAF,PMS2,POLD1,POLD2,POLDIP2,POLE2,POLG,POLH,POLL,POT1,PSMD14,RAD21,RAD23A,RAD51,RAD51AP1,RAD51B,RAD9B,RBBP8,REV3L,RFC3,RFC5,RFWD3,RHNO1,RIF1,RMI2,RPA2,SAMHD1,SFR1,SLF1,SMARCA5,SMARCAD1,SMC6,SPIDR,SUPT16H,TDP1,TDP2,TIGAR,TIMELESS,TONSL,TRAPPC13,TREX1,UNG,USP1,VCAN,VCP,WDHD1,WDR48,WRN,ZBTB1,ZBTB7A,ZGRF1,ZRANB3


			GO:BP			fatty acid metabolic process			GO:0006631			0.0000328219			85			ABHD3,ACACA,ACAD10,ACADL,ACADM,ACADS,ACADVL,ACAT1,ACOT7,ACOT8,ACOX2,ACSBG1,ACSL1,ACSL4,ACSM4,ACSM5,AKT2,ALDH1L2,ANKRD23,ASAH1,AUH,BRCA1,CDS1,CPT1B,CPT1C,CPT2,CRAT,CRYL1,CYP1A1,CYP2F1,DECR1,E4F1,ECH1,ETFA,ETFB,ETFDH,FAAH,FADS1,FADS2,FMO1,FMO2,GCDH,GGT5,GPAT2,GPAT4,HADH,HADHA,HADHB,HAO2,HSD17B10,KLHL12,LIAS,LIPG,LONP2,LPIN1,LPIN3,LTC4S,MAPK14,MFSD2A,MID1IP1,MLXIPL,MMUT,NDUFAB1,NR1H2,OXSM,PDK2,PDK4,PEX2,PLA2G4A,PLAA,PPARA,PRKAB2,PRKAG1,PTGES2,PTGES3,PTGR2,PXK,SESN2,SGPL1,SLC27A1,SLC27A3,SOX9,TREX1,UCP3,WDTC1


			GO:BP			regulation of chromosome segregation			GO:0051983			0.0000354634			35			ATM,AURKB,BCL7B,BUB1,BUB1B,CCNB1,CDC6,CDCA2,CDT1,CENPE,CUL3,FBXO5,GEN1,KAT2B,KIF2C,MKI67,NCAPG,NCAPG2,NCAPH,NDC80,NEK6,PLK1,RAD21,RCC2,RMI2,SIRT2,SMC2,SMC4,SMC6,SPDL1,TEX14,TTK,UBE2C,ZWILCH,ZWINT


			GO:BP			presynapse assembly			GO:0099054			0.0000370448			19			APP,CLSTN3,DVL1,EIF4G1,GPC4,LRFN5,LRP4,LRRC4B,LRRTM3,MDGA1,NLGN3,PCDH17,PCLO,PTPRD,SLITRK1,SLITRK2,SLITRK4,SLITRK5,SLITRK6


			GO:BP			proteolysis			GO:0006508			0.0000379406			350			ACE,ADAM11,ADAM12,ADAM15,ADAM22,ADAM8,ADAMTS12,ADAMTS14,ADAMTS15,ADAMTS16,ADAMTS19,ADAMTS2,ADAMTS20,ADAMTS6,ADAMTS7,ADAMTS8,ADAMTS9,ADRA2A,AEBP1,AFG3L2,AGT,AIFM1,ANKIB1,ANPEP,ANTXR1,ANXA2,ANXA8,APAF1,APOE,APP,APPBP2,AQP11,ARAF,ARHGEF2,ARIH2,ASB2,ASPH,ATG4A,ATG4D,ATP2A3,ATP5IF1,ATXN3,AUP1,BBS7,BCAP31,BID,BIN1,C1H18ORF25,C2,C3,C4A,CACHD1,CAPN11,CAPN3,CAPN5,CAPN6,CASP6,CASP9,CBL,CCDC47,CCN1,CCNF,CD109,CD44,CD5L,CDC20,CFD,CKB,CLCA1,CLN6,CLPX,CLU,CNDP2,COL7A1,COPS4,COPS5,COPS7A,COPS8,CPA1,CPA4,CPAMD8,CPE,CPLANE2,CPQ,CPXM1,CPXM2,CRADD,CRBN,CST6,CTRB2,CTSA,CTSC,CTSL,CTSO,CTSW,CTSZ,CUL3,CUL4A,CUL4B,CUL5,CUL7,CYFIP2,DAB2,DAPK1,DCAF11,DDI1,DDRGK1,DDX3X,DHCR24,DISC1,DLC1,DNAJB2,DNAJB9,DNAJC18,DNPEP,DPP4,DPP9,DTL,DVL1,ECPAS,EFNA1,EGF,ELOC,ENC1,EPHA4,EPHA7,ERAP1,ERAP2,ERMP1,ESPL1,F3,FAM162A,FAP,FAS,FBLN1,FBXL21,FBXL4,FBXL7,FBXO31,FBXO9,FBXW5,FBXW8,FGFR4,FN1,FNIP1,FOXRED2,GAPDH,GGT5,GLI3,GPC3,HABP2,HECTD3,HERC6,HGF,HIP1,HMCES,HPN,HSF4,HSPA5,HTRA1,HTRA3,IDE,IFT57,ITIH3,ITIH4,ITSN1,KCTD6,KEAP1,KIF14,KLF4,KLHDC3,KLHL15,KLHL3,KLHL42,LACTB,LCK,LDLRAD3,LONP2,LPCAT3,LRRK2,LVRN,LXN,LYN,MAN1A1,MBTPS2,MDM2,METAP1,MIB1,MICAL1,MMP14,MMP16,MMP2,MMP23,MUL1,NANS,NEDD4L,NFE2L2,NGFR,NLN,NPEPL1,NPLOC4,NR1H2,NRDC,NSFL1C,NUDT15,OGT,OMA1,OPHN1,OTUB2,OTUD1,OTUD7A,PACSIN3,PAMR1,PAPPA2,PARK7,PBK,PCOLCE,PCOLCE2,PCSK5,PCSK9,PCYOX1,PCYOX1L,PDCD5,PGK1,PHEX,PITHD1,PLAA,PLAT,PLGRKT,PLK1,PLK3,PPM1F,PRCP,PRDX3,PREPL,PRKCQ,PRSS35,PRSS36,PRSS56,PSMA3,PSMA5,PSMB1,PSMB6,PSMB8,PSMB9,PSMC1,PSMC2,PSMC3,PSMC5,PSMD1,PSMD11,PSMD14,PSMD3,PSMD4,PTK2B,PTTG1,RAD23A,RCN3,RECK,REST,RGMA,RNF123,RNF14,RNF144A,RNF144B,RNF149,RNF150,RNF217,RNPEPL1,ROBO1,ROCK2,RPS6KA1,RPS6KA3,RYBP,SCRN2,SCRN3,SEL1L,SENP1,SENP5,SERPINB1,SERPINE1,SERPINE2,SFRP2,SH3RF2,SIRT2,SKP2,SMURF1,SPCS1,SPG7,SPSB2,SRC,STAMBPL1,STUB1,TAF12,TBC1D14,TFPI,TIMP1,TINAGL1,TM7SF2,TMEM259,TMEM67,TMEM98,TMPRSS7,TMPRSS9,TMTC3,TNFRSF1B,TNIP1,TP53INP2,TP63,TPP2,TRAF3,TRIM72,UACA,UBA6,UBA7,UBD,UBE2C,UBE2D4,UBE2Z,UBL7,UBR2,UBR3,UBXN1,UBXN7,UCHL3,UGGT1,UHRF1,UMODL1,UQCRC2,USP1,USP13,USP18,USP19,USP2,USP24,USP25,USP28,USP34,USP53,VASH1,VASH2,VCP,VHL,VPS37A,WDR48,WFIKKN2,WWP1,WWTR1,XPO1,ZYG11B


			GO:BP			canonical Wnt signaling pathway			GO:0060070			0.0000379646			78			ADGRA2,APC2,APOE,BAMBI,BCL9,BICC1,CAPRIN2,CCDC88C,CDH2,CDK14,CSNK1G3,CTHRC1,CTNND1,CTNND2,DAB2,DACT3,DDX3X,DISC1,DIXDC1,DKK3,DVL1,EDA,EDNRA,EGF,EGR1,EXT1,FAM53B,FGF9,FRZB,FZD10,FZD2,FZD9,GATA3,GLI3,GPC3,INVS,KLF4,KPNA1,LGR4,LMBR1L,LRP4,LRRK1,LRRK2,LYPD6,MAPK14,MDK,MKS1,NPHP4,PLEKHA4,PLPP3,PPM1A,PPM1B,PTK7,RAPGEF1,RBPJ,RECK,RSPO3,SDC1,SDHAF2,SFRP2,SOX9,SRC,STK11,STK3,SULF2,TBL1XR1,TCF7L1,TCF7L2,TMEM198B,TMEM9,TPBG,TTC21B,USP34,VCP,WLS,WNT4,WNT5B,WWTR1


			GO:BP			meiotic nuclear division			GO:0140013			0.0000382784			50			ACTR3,APITD1,ATM,BRCA2,BRIP1,BUB1,CALR,CCNB2,CCNE2,CDC20,CDC25B,CKS2,EHMT2,EME1,ESPL1,FANCA,FANCD2,FANCM,FBXO5,FIGNL1,KIF20A,MASTL,MEIOB,MND1,MRE11,MSH4,NCAPH,NDC1,NDC80,NUF2,PDE3A,PLCB1,PLK1,PSMC3IP,PTTG1,RAD51,RAD51AP1,SEPTIN1,SGO1,SGO2,SIRT2,SMC2,SMC4,SYCP2,TDRKH,TEX14,TOP2A,TOP2B,TTK,UBR2


			GO:BP			cell-cell adhesion via plasma-membrane adhesion molecules			GO:0098742			0.0000385788			59			ACVR1,ADGRL1,AJUBA,CADM2,CDH10,CDH11,CDH15,CDH2,CDH20,CDH22,CDH7,CELSR3,CLSTN2,CLSTN3,CNTN4,CPLANE2,DCHS1,DCHS2,EMB,ESAM,FLRT3,GPC4,GRID2,IGSF11,IGSF9,ITGA5,ITGAL,KLF4,LRFN5,LRRC4,LRRC4B,LRRC4C,MAPK14,MDGA1,MPZ,MYOT,NECTIN3,NEXN,NOTCH2,NRCAM,OBSL1,PCDH11X,PCDH12,PCDH17,PCDH7,PCDHGB1,PLXNB3,PTPRD,PTPRS,ROBO1,SCARF2,SDK1,SLITRK1,SLITRK2,SPARCL1,TENM1,TENM2,TGFBR2,VCAM1


			GO:BP			establishment of cell polarity			GO:0030010			0.0000386238			43			ABL1,ALPK2,AMOT,CCL19,DOCK7,DOCK8,FBF1,FLOT2,FOXJ1,FRMD4A,FRMD4B,FSCN1,GATA3,GJA1,GPSM2,ITGB1,JAM3,KIF20B,KIF26B,LOC100513346,MAP1B,MAPRE1,MYO9A,NDC80,NEK3,NSFL1C,OPHN1,PLEKHG3,PLK1,PRKCI,PTK2B,PTK7,RIPOR2,SHTN1,SPAG5,SPDL1,SPRY2,STK11,SYNE4,TCIRG1,TRAF3IP2,TTC8,UST


			GO:BP			positive regulation of nucleobase-containing compound metabolic process			GO:0045935			0.0000392753			367			ABLIM3,ACTR3,ACVR1,AFAP1L2,AGT,AHR,AKNA,ANKRD1,ANXA2,APOE,APP,ARHGEF2,ARNTL,ASXL3,ATAD2,ATF3,ATF4,ATF5,ATM,ATOH8,AURKB,BAMBI,BCAS3,BCL3,BCL7B,BCL9,BLM,BMP5,BMP6,BMP7,BRCA1,BRCA2,CALCOCO1,CAMTA2,CAPN3,CARF,CASK,CCDC124,CCN1,CCNT2,CCPG1,CCT6A,CDON,CDT1,CEBPG,CENPJ,CHCHD10,CHCHD2,CHD6,CHTF18,CHURC1,CITED1,CKAP2,CNOT6,CNOT6L,COPS5,CPEB3,CREB3L1,CREB3L2,CREB5,CREBRF,CSDE1,CSF3,CSRNP1,CSRNP3,CTC1,DAB2,DBF4,DCAF6,DCN,DCP2,DDRGK1,DDX3X,DDX58,DLL1,DMRT2,DOT1L,DPF3,DVL1,DYRK1B,E2F1,E2F7,E2F8,E4F1,EAF2,EBF2,EBF3,EFCAB7,EGF,EGLN1,EGR1,EGR2,EGR3,ELF4,ELK3,ELK4,ELL2,ENDOG,ENG,EPAS1,EPCAM,ERBB2,ESR1,ESRRG,ETV1,ETV5,EYA2,EYA3,FGF1,FGFR4,FHL5,FHOD1,FOS,FOXA3,FOXJ1,FOXM1,FOXO1,FZD2,GATA2,GATA3,GINS3,GLI2,GLI3,GPD1,GPS2,GUCA1B,HCLS1,HDAC10,HDGFL2,HEY2,HGF,HIVEP1,HLTF,HMCES,HOXA5,HSF1,HSF4,HTATIP2,IER2,IKBKG,IL18,IL4I1,INSR,IRF5,IRF9,ITGA6,JUNB,KAT2B,KDM1A,KDM7A,KDM8,KLF13,KLF4,KLHL17,LDB2,LGR4,LMO1,LMO2,LOC102158443,LPIN1,LPIN3,LUM,LYAR,MAFF,MAML3,MAP2K2,MAPK14,MARS1,MAVS,MBTD1,MDK,MED15,MEF2A,MEF2C,MEF2D,MEIS3,MEOX2,MET,MGA,MITF,MLXIP,MLXIPL,MOSPD1,MRE11,MSH2,MSTN,MTDH,MYBL1,MYBL2,MYCN,MYF5,MYF6,NABP2,NAMPT,NCOA2,NEK2,NEK4,NFATC1,NFATC3,NFATC4,NFE2L2,NFIB,NFIL3,NFKBIA,NGFR,NIBAN2,NOCT,NOS1,NOS3,NPAS3,NR0B2,NR1D2,NR1H2,NR1I3,NR2F1,NR4A3,NR5A2,NSD2,OGT,PABPC1,PAIP1,PARK7,PARM1,PARP3,PARP9,PATL1,PATZ1,PBX3,PCBP1,PER1,PFKM,PIK3R2,PITHD1,PKD2,PLAG1,PLAGL1,PLCB1,POT1,PPARA,PPARGC1A,PPARGC1B,PPM1A,PPP3CA,PPP3CB,PRDM5,PRDX6,PRIM2,PRKCD,PRKCQ,PRKD1,PRR5L,PSMC3,PSMC3IP,PTGES2,PTGES3,PTPRC,PTPRN,RAD51,RAD51AP1,RAF1,RAP2C,RBBP8,RBM15,RBM20,RBPJ,REST,RFC3,RFC5,RGCC,RGMA,RIF1,RNF14,RORA,RPS6KA1,RPS6KA3,RXRG,RYBP,SENP1,SERTAD1,SFR1,SFRP2,SHC1,SIRT2,SLC38A2,SLC38A3,SLF1,SMAD2,SMARCA5,SMO,SOX11,SOX9,SPI1,SPIDR,SPP1,SREBF2,SRF,SS18,SSBP4,STAT1,STAT5B,STING1,STOX1,STOX2,SUPT16H,SUPV3L1,TAF11,TAF12,TBC1D14,TBL1XR1,TBX15,TBX18,TCF12,TCF3,TCF4,TCF7L2,TEAD1,TEAD2,TEAD4,TET3,TFEB,TFRC,TGFB1,TGFB2,TGFB3,TGFBR1,THAP11,THOC5,TIGAR,TIMELESS,TLR9,TMEM9B,TNFRSF1B,TOP2A,TOP2B,TOX,TOX3,TP53INP2,TP63,TP73,TRAPPC13,TTC5,USF2,VCP,WDR43,WDR48,WDR77,WRN,WWTR1,ZBTB16,ZBTB20,ZBTB7B,ZBTB7C,ZEB1,ZFP30,ZFPM2,ZIC3,ZMIZ1,ZNF142,ZNF175,ZNF235,ZNF287,ZNF300,ZNF395,ZNF423,ZNF711,ZNF76,ZXDC


			GO:BP			protein catabolic process			GO:0030163			0.0000393194			203			ABHD17C,ADAM8,ADAMTS12,ADAMTS7,ADRA2A,ANKIB1,ANXA2,APOE,APPBP2,AQP11,ARAF,ARIH2,ASB11,ASB2,ASB5,ATM,ATP5IF1,ATXN3,AUP1,AZIN2,BBS7,BCAP31,BNIP3,BNIP3L,C1H18ORF25,CACHD1,CAPN3,CBL,CBLB,CCDC47,CCNF,CDC20,CKB,CLPX,CLU,CRBN,CTSA,CTSC,CTSL,CTSW,CTSZ,CUL3,CUL4A,CUL4B,CUL5,CUL7,DAB2,DCAF11,DDI1,DDRGK1,DEDD,DISC1,DNAJB2,DNAJB9,DNAJC18,DTL,DVL1,ECPAS,EFNA1,EGF,EGLN1,ELOC,ENC1,EPHA4,EXT1,EZR,FAM83D,FAP,FBXL21,FBXL4,FBXL7,FBXO31,FBXO9,FBXW5,FBXW8,FOXO1,FOXRED2,FYN,GGA1,GPC3,GUSB,HECTD3,HERC6,HMGCR,HSPA5,IDE,IER3,ITSN1,KCTD6,KEAP1,KIF14,KLHDC3,KLHL15,KLHL3,KLHL42,LONP2,LPCAT1,LRRK2,MAN1A1,MARCHF2,MDM2,MIB1,NEDD4L,NFE2L2,NPLOC4,NQO1,NRDC,NSFL1C,NUDT15,OGT,OMA1,OPHN1,OTUD7A,PACSIN3,PARK7,PBK,PCSK9,PCYOX1,PCYOX1L,PITHD1,PJA1,PLAA,PLK1,PLK3,PSMA3,PSMA5,PSMB1,PSMB6,PSMB8,PSMB9,PSMC1,PSMC2,PSMC3,PSMC5,PSMD1,PSMD11,PSMD14,PSMD3,PSMD4,PTK2B,RAB7A,RAD23A,RCN3,RGMA,RNF123,RNF14,RNF144A,RNF144B,RNF149,RNF150,RNF165,RNF217,RYBP,SEL1L,SERPINE2,SGSH,SH3RF2,SIRT2,SKP2,SMURF1,SOX9,SPSB2,STUB1,TCIRG1,TIMP1,TMEM259,TMEM67,TMEM9,TMTC3,TNFRSF1B,TP53INP2,TRIM72,UBA6,UBA7,UBD,UBE2C,UBE2D4,UBE2Z,UBL7,UBR2,UBR3,UBXN1,UBXN7,UCHL3,UGGT1,UHRF1,USP1,USP13,USP18,USP19,USP2,USP24,USP25,USP28,USP34,VCP,VHL,VPS37A,WDR91,WWP1,WWTR1,XPO1,ZYG11B


			GO:BP			energy reserve metabolic process			GO:0006112			0.0000415931			28			ACADM,AKT2,GYG1,GYS1,IL6ST,INSR,LEPR,PASK,PCDH12,PFKM,PHKA1,PHKA2,PHKB,PHKG1,PPP1CB,PPP1R3A,PPP1R3B,PPP1R3C,PPP1R3D,PPP1R3G,PRKAG3,PTGES3,PTPMT1,PYGL,PYGM,RB1CC1,SLC37A4,UGP2


			GO:BP			NADH dehydrogenase complex assembly			GO:0010257			0.0000415931			25			ND4,NDUFA1,NDUFA10,NDUFA11,NDUFA12,NDUFA2,NDUFA9,NDUFAB1,NDUFAF1,NDUFAF3,NDUFAF4,NDUFAF5,NDUFAF6,NDUFB1,NDUFB3,NDUFB5,NDUFB6,NDUFB7,NDUFB8,NDUFB9,NDUFS1,NDUFS2,NDUFS4,NDUFS7,TMEM126A


			GO:BP			mitochondrial respiratory chain complex I assembly			GO:0032981			0.0000415931			25			ND4,NDUFA1,NDUFA10,NDUFA11,NDUFA12,NDUFA2,NDUFA9,NDUFAB1,NDUFAF1,NDUFAF3,NDUFAF4,NDUFAF5,NDUFAF6,NDUFB1,NDUFB3,NDUFB5,NDUFB6,NDUFB7,NDUFB8,NDUFB9,NDUFS1,NDUFS2,NDUFS4,NDUFS7,TMEM126A


			GO:BP			fatty acid catabolic process			GO:0009062			0.0000415931			34			ABHD3,ACAD10,ACADL,ACADM,ACADS,ACADVL,ACAT1,ACOT8,ACOX2,AKT2,ALDH1L2,AUH,CPT1B,CPT1C,CPT2,CRAT,DECR1,E4F1,ECH1,ETFA,ETFB,ETFDH,FAAH,GCDH,HADH,HADHA,HADHB,HSD17B10,LONP2,LPIN1,LPIN3,MFSD2A,PEX2,SESN2


			GO:BP			skeletal muscle organ development			GO:0060538			0.0000430711			46			ACTA1,ANKRD1,ASB2,ATF3,BCL9,BVES,C7H6ORF125,CACNA1S,CAV2,CCNT2,CDON,CHRNA1,CHRND,DLL1,EGR1,EGR2,FOS,FXR1,HOMER1,MAFF,MAPK14,MEF2C,MEF2D,MEOX2,MSC,MSTN,MYF5,MYF6,MYH14,MYLK2,MYLPF,MYOZ1,NLN,NR1D2,POPDC2,POPDC3,PPP3CA,PPP3CB,RIPOR2,SELENON,SMO,SOX11,SPG11,SVIL,VRK3,YBX3


			GO:BP			cellular polysaccharide metabolic process			GO:0044264			0.0000431409			32			ACADM,AKT2,B3GNT3,EXT1,GYG1,GYS1,HS2ST1,IL6ST,INSR,LEPR,LOC100737755,PASK,PCDH12,PFKM,PHKA1,PHKA2,PHKB,PHKG1,PPP1CB,PPP1R3A,PPP1R3B,PPP1R3C,PPP1R3D,PPP1R3G,PRKAG3,PTGES3,PTPMT1,PYGL,PYGM,RB1CC1,SLC37A4,UGP2


			GO:BP			regulation of mitotic cell cycle phase transition			GO:1901990			0.0000433859			74			ACVR1,APP,ATM,AURKB,BCL7B,BID,BLM,BRCA1,BUB1,BUB1B,CCNB1,CCNB3,CDC14B,CDC25B,CDC6,CDCA5,CDK1,CDK2AP2,CDT1,CENPE,CENPF,CENPJ,CHEK1,CLSPN,CRADD,CTC1,CUL3,CUL4A,CUL4B,DDX3X,DTL,E2F1,E2F7,EIF4G1,EZH2,FBXO31,FBXO5,FOXN3,GEN1,IER3,INIP,KIF14,KLF4,MDM2,MRE11,MRNIP,MTA3,MTBP,NABP2,NDC80,NEK6,ORC1,PHB2,PKD2,PLCB1,PLK1,PLK3,RAD21,RAD51B,RCC2,RFWD3,RGCC,RPA2,SASS6,SPDL1,STIL,STOX1,TEX14,TREX1,TTK,UBD,UBE2C,ZWILCH,ZWINT


			GO:BP			G2/M transition of mitotic cell cycle			GO:0000086			0.0000437293			41			APP,ATM,BLM,BRCA1,CALM1,CCNB1,CCNB3,CDC25B,CDC6,CDK1,CDK14,CENPF,CHEK1,CLSPN,CTC1,DTL,FBXL21,FBXL7,FBXO5,FOXM1,FOXN3,IER3,INIP,KDM8,KIF14,MASTL,MRE11,MRNIP,MTA3,NABP2,NES,ORC1,PLCB1,PLK1,RAD21,RAD51B,RCC2,SKP2,STOX1,TPD52L1,USH1C


			GO:BP			mitotic cell cycle checkpoint signaling			GO:0007093			0.0000437293			41			ATM,AURKB,BLM,BRCA1,BUB1,BUB1B,CCNB1,CDC6,CDK1,CDT1,CHEK1,CLSPN,CRADD,DTL,EME1,FANCD2,FBXO31,FOXN3,GEN1,IER3,INIP,MAP3K20,MDM2,MRE11,MRNIP,MSH2,NABP2,NDC80,ORC1,PBK,PHKG1,PLK1,PLK3,RFWD3,RPA2,SPDL1,TEX14,TREX1,TTK,ZWILCH,ZWINT


			GO:BP			regulation of anatomical structure size			GO:0090066			0.0000449911			100			ABL1,ACTA2,ACTN2,ADCY6,ADM,ADRA1D,ADRA2A,ADRA2C,AGT,AGTR2,AKT1S1,APOE,AQP11,ARHGAP42,ARHGAP5,ARPC5,ATP1A2,AVIL,BAIAP2L2,BDKRB2,BIN1,CAPG,CAPZA1,CAPZA2,CDC42EP3,COX1,CPS1,CRABP2,CRACD,CSF3,CYFIP2,CYRIB,DIP2B,DOCK5,DSTN,EDN3,EDNRA,EPHA7,EPS8,ESAM,EXT1,EZR,FCHSD1,FCHSD2,FER,FHOD3,FN1,GBA2,GCLC,HCLS1,HRH1,IQGAP3,KANK3,LIMK1,LMOD2,LRRC8E,LRRK2,MAP3K13,MKKS,NEFL,NOS1,NOS3,PAK3,PIK3R2,PLEKHH2,PLXNA3,PPP1R15A,PRKCD,PTK2B,PTPRS,RB1CC1,RND2,SEMA3A,SEMA3E,SEMA3G,SEMA4F,SEMA5B,SEMA6A,SEMA6C,SEMA7A,SLIT2,SMTNL2,SPART,SPTAN1,SPTB,SRF,SSH1,SVIL,SWAP70,TMOD4,TMSB15A,TMSB15B,TRPC1,TWF1,TWF2,VAV2,VSTM4,WDTC1,WNK3,ZFYVE27


			GO:BP			intracellular transport			GO:0046907			0.0000452938			287			ACTN2,AIFM1,AKT2,ALS2CL,ANK1,ANKFY1,ANKRD50,ANXA2,ANXA8,AP1S1,AP3M2,AP4B1,AP5B1,APOD,APP,APPBP2,AQP11,ARFIP2,ARHGAP1,ARHGAP44,ARL8B,ARPIN,ATP2A3,ATP5IF1,ATXN1,AUP1,BAG3,BAIAP3,BARD1,BBS12,BBS5,BBS7,BCAP31,BCL3,BCR,BID,BIN1,BLOC1S1,BLOC1S4,BNIP3,BNIP3L,BVES,CACNG7,CALR,CCDC88A,CCDC88C,CDK5R1,CEP131,CHCHD10,CIB1,CITED1,CLIP3,CLU,COPB1,COPE,COPG2,CORO1C,CREB3L2,CRY2,CUL3,DAB2,DENND2A,DNAJC19,DOP1B,DTNBP1,DYNC2I2,DYNLL1,EFCAB7,EGR2,EHD4,EIF3J,ERBB2,ERBIN,EXOC6,EYA2,EZR,FAR2,FGF9,FHIP1B,FHOD1,FLOT2,FNBP1L,FYCO1,FYN,GGA1,GGA2,GLI3,GOLT1B,GPRASP1,GRAMD1C,GRIPAP1,HCLS1,HK2,HOOK2,HSPA1L,HSPA5,HSPA9,HTATIP2,IER3,IFT122,IFT140,IFT27,IFT43,IFT46,IFT57,IFT88,INPP5F,IPO13,KCNB1,KDELR3,KHDRBS1,KIF1A,KIF1C,KIF20B,KIF3A,KIF3B,KIF5C,KPNA1,KPNA2,KPNA3,KPNA5,LMNB1,LMNB2,LMTK2,LOC100512977,LOC100513346,LOC100519808,LONP2,LRRK2,MAK,MAN1A1,MAP1B,MAP6,MAPK14,MAVS,MFN2,MKKS,MON1A,MTM1,MUL1,MX1,MX2,MYLK2,MYO10,MYO16,MYO1B,MYO7A,NANS,NDC1,NEFL,NFKBIA,NGFR,NOP16,NOXRED1,NPC1,NPLOC4,NSG1,NUP107,NUP133,NUP205,NUP62CL,NUP93,NXT2,OXA1L,PARK7,PCSK9,PDCD5,PEX2,PGAP1,PHB2,PIK3R2,PINK1,PIP4K2A,PKIG,PLEKHA8,PLEKHF1,PLEKHM1,PLK3,POLA2,PPIF,PPM1A,PPP3CA,PREPL,PRKAG1,PRKCD,PRKD1,PRR5L,PSAP,RAB10,RAB13,RAB29,RAB3D,RAB7A,RAB8B,RAMP1,RANBP17,RAPGEF3,RBM15B,REPS2,RGS14,RILPL1,RIMS1,RNF157,SAMM50,SAR1B,SEC23A,SEC24D,SEC31B,SEC61A1,SEL1L,SGPP1,SLC25A24,SLC25A4,SLIT1,SMO,SMURF1,SNUPN,SORT1,SPAG5,SPG11,SPG7,SQSTM1,SRC,SSX2IP,STAU2,STK11,STK3,STX11,STX1B,STXBP1,SUN2,SYBU,SYNE3,SYS1,SYTL2,TAP1,TAP2,TBC1D17,TCF7L2,TGFB1,THOC5,TIMM44,TIMM50,TLK1,TMED3,TMEM201,TMEM53,TOMM34,TOMM40,TOMM40L,TOMM7,TPCN2,TRAF3IP1,TRAF3IP2,TRAK1,TRAM1,TRAPPC2L,TRAPPC5,TTC21B,TTC26,TUB,TUBA1B,UCP2,UCP3,VAPB,VCP,VDAC2,VPS13B,VPS26A,VPS26B,VPS26C,VPS33A,VPS37A,WDR19,WDR35,WDR91,WHAMM,WIPI1,WLS,XPO1,XPO6,YIF1B,YWHAQ,YWHAZ,ZDHHC20,ZER1,ZFAND6


			GO:BP			regulation of cell projection assembly			GO:0060491			0.000046713			51			ACTR3,ANLN,CCDC88A,CCP110,CDC42EP3,CENPJ,CNTROB,CORO1C,CROCC,DEF8,DYNLL1,DZIP1,EPS8,EPS8L2,FAM98A,FER,FMR1,FNBP1L,FSCN1,FXR1,FXR2,IFT140,IFT88,KIF24,MAK,MNS1,MPHOSPH9,MSTN,MYO10,NEURL1,ODF2,PLCE1,PLD1,PLEKHM1,PODXL,PRKCD,RABEP2,RAC2,RCC2,RIPOR2,SEPTIN9,SLIT2,SRC,SRF,TAPT1,TESK1,TGFBR1,TWF1,TWF2,VDAC3,WASF2


			GO:BP			DNA recombination			GO:0006310			0.000046713			76			APITD1,ATM,BCL6,BLM,BRCA1,BRCA2,BRIP1,CD40LG,CDC45,CHEK1,EME1,EXO1,FANCD2,FANCM,FIGNL1,GEN1,HDAC10,HDGFL2,HMCES,INIP,KDM1A,KLHL15,LIG1,MBTD1,MCM3,MCM4,MCM5,MCM8,MEIOB,MMS22L,MND1,MRE11,MSH2,MSH4,MSH6,NABP2,NHEJ1,NSD2,PARP3,PARPBP,POLL,PSMC3IP,PSMD14,PTPRC,RAD21,RAD51,RAD51AP1,RAD51B,RBBP8,RECQL,REV3L,RFWD3,RHNO1,RIF1,RMI2,RPA2,SAMHD1,SFR1,SMARCAD1,SMC6,SPIDR,SUPV3L1,SWAP70,TCF3,TFRC,TIMELESS,TONSL,TOP2B,TPRKB,TRAPPC13,UBR2,UNG,VCAN,WDR48,WRN,ZRANB3


			GO:BP			cardiac muscle tissue development			GO:0048738			0.0000469423			52			ACADM,ACTC1,ACTN2,ACVR1,ALDH1A2,ALPK2,ANKRD1,ASB2,BMP7,BVES,COL11A1,DLL1,EDNRA,EGLN1,ENG,ERBB3,FGF9,FHOD3,GJC1,HEY2,ITGB1,LOC100736765,MAPK14,MEF2A,MEF2C,MYBPC3,MYH11,MYLK2,MYO18B,NEB,NRAP,PDGFRA,PI16,PRKAR1A,RBPJ,S1PR1,SAV1,SGCD,SRF,TBX18,TCAP,TENM4,TGFB1,TGFB2,TGFBR1,TNNT2,TP73,TPM1,TREX1,XIRP2,ZFPM2,ZIC3


			GO:BP			respiratory tube development			GO:0030323			0.0000470257			54			ADAMTS2,ALDH1A2,CCDC40,CHI3L1,CTSZ,DLG5,EPAS1,EXT1,FGF1,FGF18,FGF9,FOXJ1,GLI2,GLI3,GPC3,HOXA5,HS6ST1,HSD11B1,IGFBP5,ITGB6,KDR,LOX,LTBP3,MAN2A1,MMP14,MYCN,NFIB,NKIRAS1,NOS3,ODAD4,PCSK5,PDGFRA,PDPN,PKDCC,PTGES3,PTK7,RAB3A,RBPJ,RCN3,SAV1,SELENON,SMAD2,SOX11,SOX9,SPRY2,SRF,TGFB1,TGFBR2,TIMELESS,TP73,TULP3,YWHAZ,ZFPM2,ZIC3


			GO:BP			skeletal system development			GO:0001501			0.0000471443			114			ADAMTS12,ADAMTS7,ANXA2,BGN,BMP6,BMP7,CACNA1S,CCN1,CCN3,CCN4,CD44,CHSY1,COL11A1,COL11A2,COL1A2,COL27A1,COL2A1,COL5A2,CREB3L2,CSRNP1,CTC1,DCHS1,DDR2,DDRGK1,DHRS3,DMRT2,EDNRA,EXT1,FBN1,FBN2,FGF18,FGF9,FOXN3,FST,GDF11,GLI2,GLI3,HOXA3,HOXA5,IFT140,IFT80,ITGB6,KDR,KIAA1217,KIT,LEPR,LNPK,LOC100737755,LOX,LRRK1,LTBP3,MAPK14,MBTD1,MDFI,MDK,MEF2D,MIGA2,MKKS,MKS1,MMP14,MMP16,MMP2,MTHFD1L,MYCN,MYF5,NFIB,NOTCH2,NSD2,PAPPA2,PCSK5,PDGFC,PDGFRA,PHOSPHO1,PIP4K2A,PKDCC,PLS3,PPARGC1B,PTH1R,PTPRC,SBDS,SFRP2,SGPL1,SH3PXD2B,SIK3,SLC2A10,SLC39A1,SMAD2,SOX11,SOX9,SRC,SRF,STC1,SULF1,SULF2,TAPT1,TGFB1,TGFBR1,TGFBR2,THBS3,TMEM107,TP63,TULP3,USP1,VCAN,WASF2,WDR19,WDR48,WFIKKN2,WNT5B,ZBTB16,ZEB1,ZFAND5,ZIC3,ZNF385A


			GO:BP			epithelial to mesenchymal transition			GO:0001837			0.000047803			43			ACVR1,ADAM15,AKNA,BAMBI,BMP7,CUL7,DAB2,DACT3,DLG5,EDNRA,EFNA1,ENG,EPHA4,EZH2,FAM83D,FGFR1,GATA3,HEY2,HPN,IL17RD,KBTBD8,KLHL12,LOC100737755,MDK,PDPN,PHLDB2,RBPJ,RGCC,SDHAF2,SFRP2,SMAD2,SOX9,SPRY2,TASOR,TCF7L2,TGFB1,TGFB2,TGFB3,TGFBR1,TGFBR2,TIAM1,VASN,WWTR1


			GO:BP			macroautophagy			GO:0016236			0.000049025			70			ARFIP2,ARL8B,ATG4D,ATG9A,AUP1,BAG3,BNIP3,BNIP3L,CALCOCO2,DCN,DDRGK1,EHMT2,FYCO1,GABARAPL2,GNAI3,HDAC10,HSPB8,ILRUN,KDR,LIX1,LIX1L,LRRK2,MAP1LC3A,MAP1LC3B,MCOLN1,MFN2,MTM1,NPC1,NSFL1C,OGT,OPTN,PAFAH1B2,PHB2,PINK1,PIP4K2A,PIP4K2C,PLAA,PLEKHM1,POLDIP2,QSOX1,RAB7A,RB1CC1,RETREG1,RUBCN,SESN1,SESN2,SH3GLB1,SLC25A4,SMURF1,SNX30,SNX7,SPG11,SPTLC1,SQSTM1,STING1,STK3,TAX1BP3,TCIRG1,TIGAR,TOMM7,TP53INP2,ULK1,ULK3,VAMP8,VCP,VMP1,VPS33A,WDFY3,WDR45,WIPI1


			GO:BP			negative regulation of protein-containing complex assembly			GO:0031333			0.000049025			39			AVIL,CAPG,CAPZA1,CAPZA2,CLIP3,CLU,CRACD,DDX3X,EPS8,FHOD3,HSF1,JAM3,KANK3,KIF14,LMOD2,MAPRE1,MKKS,PPM1A,PRKCD,PRKCZ,PRRT2,RAF1,SIRT2,SLIT2,SOX9,SPTAN1,SPTB,SRC,SSH1,STMN2,SVIL,TMOD4,TMSB15A,TMSB15B,TRAF3IP1,TWF1,TWF2,ULK1,ZNF827


			GO:BP			regulation of synapse assembly			GO:0051963			0.0000498721			31			ADGRB3,ADGRL2,APP,BHLHB9,CLSTN2,CLSTN3,COLQ,CUX2,DLG5,EIF4G1,EPHA7,EPHB2,EPHB3,FLRT3,GPC4,GRID2,LRFN5,LRRC4B,LRRN1,LRRN3,LRRTM3,MDGA1,PTPRD,PTPRS,SLITRK1,SLITRK2,SLITRK4,SLITRK5,SLITRK6,SRPX2,TPBG


			GO:BP			response to oxidative stress			GO:0006979			0.0000529145			80			ABL1,ACOX2,APOD,APOE,APP,ATF4,CAT,CHCHD2,CHD6,CKB,DAPK1,DHCR24,EDNRA,EPAS1,ERMP1,ERO1A,ETFDH,ETV5,EZH2,FANCD2,FER,FOS,GCLC,GPR37,GPX2,GSR,HGF,KEAP1,LANCL1,LIAS,LRRK2,MELK,MET,MMP2,MSRB3,MYEF2,NDUFA12,NDUFS2,NEIL1,NET1,NFE2L1,NFE2L2,NONO,NOS3,NQO1,NUDT15,OSER1,PARK7,PDGFRA,PDK2,PINK1,PLK3,PPARGC1A,PPARGC1B,PPIF,PRDX3,PRDX6,PRKCD,PRKD1,PRR5L,PSIP1,PTPRK,PTPRN,PXDN,PYCR2,ROMO1,SELENON,SESN1,SESN2,SIRT2,SLC25A24,SOD3,SPHK1,SRC,STK26,STOX1,TPM1,TREX1,UCP3,WRN


			GO:BP			integrin-mediated signaling pathway			GO:0007229			0.0000550219			37			ABL1,ADAM11,ADAM12,ADAM15,ADAM22,ADAM8,ADAMTS15,ADAMTS20,ADAMTS6,CD40LG,CIB1,COL3A1,CTNNA1,CUL3,FERMT3,FN1,ITGA2,ITGA4,ITGA5,ITGA6,ITGA9,ITGAL,ITGAV,ITGB1,ITGB4,ITGB6,ITGB7,PLPP3,PTK2B,PTN,PTPRA,RCC2,SEMA7A,SLC2A10,SRC,TIMP1,ZYX


			GO:BP			purine ribonucleoside triphosphate metabolic process			GO:0009205			0.0000556584			57			ABCC6,ACAT1,AK1,AK3,AK5,ALDOC,APP,ATP1A2,ATP1B1,ATP5F1A,ATP5F1B,ATP5IF1,ATP5MC1,ATP5MC3,ATP5ME,ATP5PO,ATP6,CLPX,ENO3,ENTPD7,GAPDH,GNAI3,GPAT4,GPD1,GPI,HK1,HK2,IER3,IMPDH1,INSR,LOC100736765,LOC110255887,LRRK2,MLXIPL,MYH3,NDUFS1,NME4,NME6,NT5E,NUDT5,OGT,PARG,PFKM,PGAM2,PGK1,PKM,PPARA,PPARGC1A,PRKAG3,SLC25A25,TIGAR,TPI1,TREX1,TSPO,VCP,ZBTB20,ZBTB7A


			GO:BP			regulation of microtubule-based process			GO:0032886			0.0000567769			65			ABL1,ARHGEF2,ATAT1,ATF5,CCDC40,CCDC65,CCNF,CDK2AP2,CDK5R1,CENPJ,CEP131,CEP76,CFAP20,CIB1,CKAP2,CKAP5,CLIP1,CLIP3,DEFB1,DIAPH1,DRC1,EPHA3,ERBB2,FBXW5,FES,GBA2,GEN1,GNAI1,GPSM2,KAT2B,KIF15,KLHL42,MACF1,MAP1A,MAP1B,MAP1S,MAP6,MAPRE1,MEMO1,MET,MID1,MID1IP1,MKKS,NAV3,PARP3,PHLDB2,PLK1,ROCK2,SASS6,SKA1,SLAIN2,SPAG5,SPEF1,SPICE1,STIL,STK11,STMN1,STMN2,TMEM67,TPX2,TRAF3IP1,TRIM36,TTC21B,WDR47,XPO1


			GO:BP			mitochondrial ATP synthesis coupled electron transport			GO:0042775			0.0000573435			28			BID,CCNB1,CDK1,CHCHD2,COA6,COQ9,COX4I1,COX5A,ISCU,LOC100524239,LOC100524873,ND4,NDUFA10,NDUFA8,NDUFAF1,NDUFB6,NDUFB8,NDUFB9,NDUFS1,NDUFS2,NDUFS6,NDUFV1,PARK7,PINK1,SDHAF2,UQCR10,UQCRC1,UQCRQ


			GO:BP			regulation of biosynthetic process			GO:0009889			0.0000582114			692			AARS1,ABLIM3,ACADM,ACADVL,ACO1,ACOT8,ACTR3,ACVR1,ADAM8,ADNP,AEBP1,AFAP1L2,AGT,AHR,AJUBA,AKNA,AKT2,ANKRD1,ANKRD2,ANXA2,APLP1,APOE,APP,ARHGEF2,ARNTL,ARX,ASAH1,ASL,ASS1,ASXL3,ATAD2,ATF3,ATF4,ATF5,ATM,ATOH8,ATP1B3,ATP2B4,ATP7A,ATXN1,AURKB,BAG3,BAMBI,BBS7,BCAS3,BCL11A,BCL3,BCL6,BCL9,BCORL1,BEND6,BHLHE41,BIN1,BLM,BMP5,BMP6,BMP7,BRCA1,BRCA2,BRD3,BRIP1,BZW2,C1QTNF3,C3,C7H6ORF125,CALCOCO1,CALR,CAMK2A,CAMTA2,CAPN3,CAPRIN2,CARF,CASK,CAT,CBX2,CBX3,CBX4,CC2D1B,CCDC124,CCN1,CCNL1,CCNL2,CCNT2,CCPG1,CCT6A,CD200,CD40LG,CDCA7,CDCA7L,CDK14,CDK17,CDK5R1,CDON,CEBPG,CENPF,CENPJ,CHCHD10,CHCHD2,CHD3,CHD6,CHEK1,CHTF18,CHURC1,CIB1,CIPC,CITED1,CKAP2,CKS2,CLU,CNOT6,CNOT6L,COPS5,CPEB3,CPEB4,CREB3L1,CREB3L2,CREB5,CREBRF,CREM,CRY2,CRYM,CSDE1,CSF3,CSRNP1,CSRNP3,CTC1,CUL3,CUX2,DAB2,DAPK1,DBX1,DCAF6,DCN,DCP2,DDR2,DDRGK1,DDX3X,DDX58,DEDD,DKK3,DLL1,DMRT2,DNAJA3,DNAJC1,DNAJC17,DNAJC24,DNMT1,DNMT3B,DOT1L,DPF3,DUSP26,DVL1,DYRK1B,E2F1,E2F6,E2F7,E2F8,E4F1,EAF2,EBF1,EBF2,EBF3,EBF4,EDA,EFCAB7,EFNA1,EGF,EGLN1,EGR1,EGR2,EGR3,EHMT2,EID1,EIF1,EIF4A2,EIF4EBP1,EIF4G1,ELF4,ELK3,ELK4,ELL2,EMILIN1,ENC1,ENG,EPAS1,EPCAM,ERBB2,ERBIN,ESR1,ESRRA,ESRRG,ETF1,ETV1,ETV5,EZH2,EZR,FAM3C,FANCA,FANCD2,FER,FGF1,FGF9,FGFR4,FHL2,FHL5,FHOD1,FLOT2,FMR1,FNIP1,FOS,FOXA3,FOXJ1,FOXM1,FOXN3,FOXO1,FOXP2,FST,FXR1,FXR2,FZD2,GAPDH,GATA2,GATA3,GCLC,GINS3,GLI2,GLI3,GPS2,GTF2IRD1,GUCA1B,HBS1L,HCLS1,HDAC10,HDAC9,HDGFL2,HES6,HEY2,HGF,HHATL,HIC1,HIF3A,HIVEP1,HIVEP2,HLTF,HMMR,HOXA3,HOXA5,HR,HSF1,HSF4,HTATIP2,ICMT,IER2,IGFBP5,IGSF1,IKBKG,IL15,IL18,IL4I1,INSR,IRAK1,IRAK2,IRF5,IRF9,ITGA6,ITM2A,JADE2,JADE3,JMJD1C,JUNB,KAT2B,KBTBD8,KDM1A,KDM7A,KDM8,KDR,KEAP1,KHDRBS1,KIT,KLF13,KLF4,KLHL17,LARP4,LDB2,LEPR,LGR4,LIN37,LIN54,LMCD1,LMO1,LMO2,LOC100513741,LOC100517129,LOC100623035,LOC102158443,LOC110255204,LOC110258620,LOC110259371,LPCAT1,LPCAT3,LPIN1,LPIN3,LRP8,LRRC7,LRRFIP1,LRRFIP2,LUM,LYAR,MAF1,MAFF,MAFK,MAGEH1,MAML3,MAP2K2,MAP3K10,MAP3K13,MAPK14,MAPK8IP1,MARS1,MAVS,MBD2,MBD3,MBTD1,MDK,MDM2,MED15,MED8,MEF2A,MEF2C,MEF2D,MEIS3,MEOX2,MET,MFSD2A,MGA,MID1IP1,MITF,MKX,MLIP,MLXIP,MLXIPL,MN1,MOSPD1,MRPS27,MSC,MSI1,MSTN,MTA3,MTDH,MTERF3,MTG1,MXD3,MYBL1,MYBL2,MYCN,MYEF2,MYF5,MYF6,MYOZ1,NAMPT,NCOA2,NDN,NECAB3,NEK2,NEK4,NEURL1,NFATC1,NFATC3,NFATC4,NFE2L1,NFE2L2,NFE2L3,NFIB,NFIL3,NFKBIA,NFKBIB,NFKBIL1,NFXL1,NGFR,NIBAN1,NIBAN2,NLN,NOC2L,NOCT,NOL4L,NONO,NOS1,NOS3,NOSTRIN,NOTCH2,NOTCH3,NPAS3,NR0B2,NR1D2,NR1H2,NR1I3,NR2F1,NR2F6,NR4A3,NR5A2,NSD2,NUP107,OGT,ORMDL1,ORMDL2,PABPC1,PAIP1,PARK7,PARM1,PARP3,PARP9,PASK,PATL1,PATZ1,PBX3,PBX4,PCBP1,PDCD4,PDGFA,PDK2,PDK4,PER1,PER2,PEX2,PFKM,PHB2,PHF1,PHF19,PHF21A,PIAS3,PIK3R2,PINK1,PITHD1,PKD2,PKIG,PKM,PLAG1,PLAGL1,PLCB1,PLCG2,PLD1,PLK1,PLK3,PLPP3,POGK,POT1,POU6F1,PPARA,PPARGC1A,PPARGC1B,PPM1A,PPM1F,PPP1R15A,PPP1R3A,PPP1R3B,PPP1R3C,PPP1R3D,PPP1R3G,PPP3CA,PPP3CB,PPTC7,PRDM1,PRDM5,PRDX3,PRIM2,PRKCD,PRKCH,PRKCI,PRKCQ,PRKD1,PSIP1,PSMC3,PSMC3IP,PSMC5,PTGES2,PTGES3,PTK2B,PTPRK,PTPRN,PTX3,PXYLP1,RAD21,RAF1,RAMP1,RAP2C,RB1CC1,RBBP8,RBM15,RBPJ,RCOR1,RCOR2,REST,RFC3,RFC5,RFX7,RGCC,RGMA,RGS14,RHEBL1,RIF1,RNF14,RNF2,ROCK2,RORA,RPS6KA1,RPS6KA3,RPS6KB2,RUNX1T1,RXRG,RYBP,SAFB2,SALL2,SAP130,SARS1,SAV1,SCAI,SCARB1,SCMH1,SCML2,SCRT1,SENP1,SERTAD1,SESN2,SETD7,SFMBT2,SFR1,SFRP2,SHC1,SHFL,SIRT2,SLC24A5,SLC27A1,SLC2A10,SLC38A3,SMAD2,SMAD9,SMARCA5,SMO,SMYD2,SOAT1,SOX11,SOX9,SPHK1,SPI1,SPINDOC,SPP1,SPTY2D1,SQSTM1,SRC,SREBF2,SRF,SRI,SS18,SSBP4,SSU72,STAT1,STAT5B,STING1,STK3,STOX1,STOX2,SUCO,SUPT16H,TAF11,TAF12,TAF9B,TASOR,TBC1D14,TBL1XR1,TBX15,TBX18,TCF12,TCF3,TCF4,TCF7L1,TCF7L2,TEAD1,TEAD2,TEAD4,TET3,TFEB,TFRC,TGFB1,TGFB2,TGFB3,TGFBR1,THAP11,THOC5,TIA1,TIMELESS,TLR9,TMEFF2,TMEM9B,TNFRSF11A,TNFRSF1B,TNIP1,TOP2A,TOP2B,TOX3,TP53INP2,TP63,TP73,TRAF3,TRAF5,TRAIP,TREX1,TRUB2,TSC22D1,TSC22D3,TSHZ3,TTC21B,TTC5,UHRF1,ULK1,USF2,USP13,USP2,VCP,VIM,WDR43,WDR77,WDTC1,WWC2,WWP1,WWTR1,YBX3,YEATS2,YWHAQ,YWHAZ,ZBTB1,ZBTB12,ZBTB16,ZBTB20,ZBTB7A,ZBTB7B,ZBTB7C,ZBTB8A,ZEB1,ZEB2,ZFHX4,ZFP30,ZFP37,ZFPM2,ZHX2,ZIC3,ZKSCAN4,ZKSCAN7,ZMIZ1,ZMYM2,ZNF114,ZNF135,ZNF142,ZNF175,ZNF180,ZNF235,ZNF26,ZNF260,ZNF280C,ZNF287,ZNF300,ZNF322,ZNF329,ZNF333,ZNF358,ZNF367,ZNF385A,ZNF395,ZNF396,ZNF423,ZNF503,ZNF518A,ZNF521,ZNF524,ZNF536,ZNF567,ZNF568,ZNF608,ZNF624,ZNF628,ZNF641,ZNF692,ZNF703,ZNF704,ZNF711,ZNF76,ZNF768,ZNF827,ZNF865,ZNF879,ZSCAN12,ZSCAN31,ZXDC


			GO:BP			negative regulation of nitrogen compound metabolic process			GO:0051172			0.0000582114			412			ABL1,ACOT8,AEBP1,AGT,AJUBA,AKT1S1,ANKRD1,ANXA2,ANXA8,APOD,APOE,APP,AQP11,ARX,ATF3,ATF4,ATF5,ATM,ATOH8,ATP2B4,ATR,ATXN1,AURKB,AZIN2,BAG3,BCL11A,BCL3,BCL6,BCORL1,BDKRB2,BEND6,BHLHE41,BIN1,BLM,BMP6,BMP7,BOD1,BRCA1,BRCA2,BUB1B,C3,C4A,CALR,CAPN3,CAPRIN2,CBL,CBX2,CBX3,CBX4,CC2D1B,CD109,CD44,CDC20,CDK5R1,CDT1,CENPF,CEP85,CHD3,CIB1,CIPC,CITED1,CKB,CLU,CNOT6,CNOT6L,COL7A1,CORO1C,CPAMD8,CPEB3,CPEB4,CREB3L1,CRY2,CRYM,CSDE1,CST6,CTC1,CTSA,CTSZ,CUL3,CUX2,DAB2,DAPK1,DBNDD1,DCP2,DDRGK1,DDX3X,DEDD,DHCR24,DKK3,DNAJA3,DNAJC17,DNMT1,DNMT3B,DPF3,DTNBP1,DUSP1,DUSP10,DUSP26,DVL1,E2F1,E2F6,E2F7,E2F8,E4F1,EFNA1,EGR1,EHMT2,EID1,EIF4A2,EIF4EBP1,EIF4G1,ELK3,ELK4,EMILIN1,ENC1,ENG,EPHA4,EPHB2,ESR1,ETV5,EZH2,EZR,FBLN1,FBXO5,FGF9,FHL2,FLOT2,FMR1,FNIP1,FOXJ1,FOXM1,FOXN3,FOXP2,FRY,FST,FXR1,FXR2,FYN,GADD45B,GAPDH,GATA2,GATA3,GCLC,GLI2,GLI3,GPS2,GTF2IRD1,HCLS1,HDAC10,HES6,HEY2,HGF,HHATL,HIC1,HIVEP1,HMGCR,HSF1,HSF4,IER3,IGFBP5,INPP5F,INPP5J,ITGAV,ITIH3,ITIH4,ITM2A,IVNS1ABP,KAT2B,KDM1A,KDM8,KHDRBS1,KLF4,KLHL15,KLHL17,KLHL31,LGR4,LIMK1,LIN37,LMCD1,LMO1,LOC110255204,LPCAT1,LRRK1,LRRK2,LXN,LYAR,LYN,MAF1,MAFK,MAGEH1,MAP3K10,MAPKAPK2,MASTL,MBD2,MBD3,MBTD1,MDM2,MEF2A,MEF2C,MGAT5,MICAL1,MITF,MLIP,MLXIPL,MOSPD1,MSC,MSH2,MSH6,MTA3,MTDH,MTERF3,MXD3,MYF6,MYOZ1,NBAS,NCAPG2,NCOA2,NDN,NEIL1,NFATC3,NFATC4,NFE2L3,NFIB,NFIL3,NIBAN1,NIBAN2,NOC2L,NOCT,NOL4L,NONO,NOSTRIN,NOTCH2,NQO1,NR0B2,NR1D2,NR1H2,NR1I3,NR2F1,NR2F6,NSD2,NTRK3,OGT,OPHN1,ORMDL1,ORMDL2,OTUB2,PABPC1,PAIP1,PAQR3,PARK7,PARP14,PARP3,PARP9,PARPBP,PATL1,PATZ1,PBK,PDCD4,PER1,PER2,PEX2,PHB2,PHF1,PHF19,PHF21A,PIAS3,PKIG,PLAA,PLAT,PLCB1,PLK1,PLK3,PLPP3,POT1,PPARA,PPARGC1B,PPM1F,PPP1R15A,PPP1R1B,PPP3CA,PRDM1,PRDM5,PRDX3,PRKAR1A,PRKAR1B,PRKAR2A,PRKCD,PRKCZ,PRR5L,PSMC5,PTBP3,PTPN13,PTPRB,PTPRC,PTPRJ,PTPRK,PTTG1,PTX3,RBBP8,RBM15,RBM20,RBM38,RBPJ,RCOR1,RCOR2,RECK,REST,RGS14,RIF1,RMI2,RNF2,ROCK2,RPS6KA1,RPS6KA3,RUNX1T1,RYBP,SALL2,SAP130,SARS1,SCAI,SCMH1,SCML2,SCRT1,SERPINB1,SERPINE1,SERPINE2,SESN2,SFMBT2,SFRP2,SH3BP5,SH3RF2,SHC1,SHFL,SIRT2,SLC2A10,SLC8A3,SLIRP,SLIT2,SMAD2,SMARCA5,SMO,SMPD1,SMYD2,SOX11,SOX9,SPHK1,SPI1,SPINDOC,SPRED2,SPRY2,SQSTM1,SRC,SREBF2,SRF,SWAP70,TAF9B,TASOR,TBL1XR1,TCF3,TCF7L2,TFPI,TGFB1,THAP11,TIA1,TIGAR,TIMELESS,TIMP1,TMEM98,TP63,TRAF3IP1,TRAF3IP2,TRAF5,TRAPPC13,TSHZ3,TSPO,UBASH3B,UBE2Z,UBXN1,UHRF1,USP2,USP25,WDTC1,WFIKKN2,WWC2,WWP1,WWTR1,YBX3,YEATS2,YWHAQ,YWHAZ,ZBTB1,ZBTB12,ZBTB16,ZBTB20,ZBTB7A,ZBTB7B,ZBTB8A,ZEB1,ZEB2,ZFP37,ZFPM2,ZHX2,ZMYM2,ZNF175,ZNF180,ZNF423,ZNF503,ZNF536,ZNF692,ZNF703,ZNF827,ZRANB3


			GO:BP			regulation of protein kinase activity			GO:0045859			0.0000583247			132			ABL1,ACE,ACSL1,ADAM8,ADRA2A,ADRA2C,AGT,AJUBA,AKT1S1,APOE,APP,ATP2B4,BLM,BMP7,BTC,CAB39,CAB39L,CAMKK2,CBL,CCDC88A,CCL19,CCN1,CCNB1,CCNB2,CCNB3,CCNE1,CCNE2,CCNG2,CCNL1,CCNT2,CD40LG,CDC25B,CDK5R1,CENPE,CEP85,CHI3L1,CIB1,CKS2,CLSPN,CLU,COPS8,CORO1C,DBF4,DBNDD1,DDR2,DDX3X,DTNBP1,DUSP1,DUSP10,DVL1,EFNA1,EGF,EPHA4,EPHB2,ERBB2,ERBB3,ERP29,EZH2,FAM20A,FGF1,FGF18,FGFR1,FLT1,FZD10,GADD45B,GDF9,GPRC5B,HGF,HMGCR,IL18,INSR,IRAK1,KAT2B,KIF14,KIT,LRP8,LRRK2,LYN,MAP2K2,MAP3K10,MAP3K13,MASTL,MMD,NCAPG2,NEURL1,NTRK3,PAQR3,PARK7,PARP16,PDGFA,PDGFC,PDGFD,PHB2,PKD2,PKIG,PLCE1,PLK1,PPM1F,PRKAG1,PRKAG3,PRKAR1A,PRKAR1B,PRKAR2A,PRKCD,PRRC1,PTK2B,PTPRB,PTPRC,PTPRJ,RAP2C,RGCC,RGS14,ROBO1,SESN2,SFRP2,SH3BP5,SLC27A1,SLC8A3,SMPD1,SPRY2,SRC,STK11,STOX1,TGFB2,TGFBR2,TLR9,TNFRSF11A,TPD52L1,TPX2,TRPT1,UBASH3B,WWTR1


			GO:BP			regulation of protein depolymerization			GO:1901879			0.0000583247			30			ACTN2,ARHGEF2,AVIL,CAPG,CAPZA1,CAPZA2,CIB1,CKAP2,CRACD,DSTN,EPS8,LMOD2,MAP1A,MAP1B,MAP1S,MID1IP1,NAV3,NES,PLEKHH2,SPEF1,SPTAN1,SPTB,STMN2,SVIL,SWAP70,TMOD4,TPX2,TWF1,TWF2,WDR47


			GO:BP			cellular response to chemical stress			GO:0062197			0.0000588242			69			ABL1,ATF4,ATM,BDKRB2,CAPN3,CAT,CHCHD2,CHD6,CKB,DAPK1,DDX3X,EDNRA,EPAS1,ERMP1,ETV5,EZH2,FANCD2,FAS,FER,FOS,FOXO1,GPR37,GSR,HGF,KEAP1,LANCL1,LETM1,LOC100515171,LRRC8E,LRRK2,MELK,MET,MMP2,NET1,NFE2L1,NFE2L2,NONO,NOS3,NQO1,OSER1,PARK7,PDGFRA,PDK2,PINK1,PKD2,PPARGC1A,PPARGC1B,PPIF,PRDX3,PRKCD,PRKD1,PRR5L,PTPRK,PYCR2,RCSD1,ROMO1,SELENON,SESN2,SIRT2,SLC25A24,SOD3,SPHK1,SRC,STK26,STOX1,TPM1,TREX1,WNK3,YBX3


			GO:BP			attachment of spindle microtubules to kinetochore			GO:0008608			0.0000595826			19			AURKB,CCNB1,CDT1,CENPE,CEP192,EML4,KAT2B,KIF2C,MAPRE1,NDC80,NEK2,NUF2,RACGAP1,RCC2,SGO1,SIRT2,SPAG5,SPC25,TEX14


			GO:BP			positive regulation of cellular biosynthetic process			GO:0031328			0.0000606623			355			ABLIM3,ACTR3,ACVR1,AFAP1L2,AGT,AHR,AJUBA,AKNA,AKT2,ANKRD1,ANXA2,APOE,APP,ARHGEF2,ARNTL,ASL,ASS1,ASXL3,ATAD2,ATF3,ATF4,ATF5,ATM,ATOH8,ATP7A,AURKB,BAMBI,BCAS3,BCL3,BCL9,BLM,BMP5,BMP6,BMP7,BRCA1,BRCA2,C7H6ORF125,CALCOCO1,CAMTA2,CAPN3,CARF,CASK,CCDC124,CCN1,CCNT2,CCPG1,CCT6A,CDON,CEBPG,CENPJ,CHCHD10,CHCHD2,CHD6,CHTF18,CHURC1,CITED1,CKAP2,CLU,CNOT6,COPS5,CREB3L1,CREB3L2,CREB5,CREBRF,CSDE1,CSF3,CSRNP1,CSRNP3,DAB2,DCAF6,DCN,DDRGK1,DDX3X,DDX58,DLL1,DMRT2,DOT1L,DPF3,DVL1,DYRK1B,E2F1,E2F7,E2F8,E4F1,EAF2,EBF2,EBF3,EFCAB7,EGF,EGLN1,EGR1,EGR2,EGR3,EIF4G1,ELF4,ELK3,ELK4,ELL2,ENG,EPAS1,EPCAM,ERBB2,ESR1,ESRRG,ETV1,ETV5,FGF1,FGFR4,FHL5,FHOD1,FMR1,FOS,FOXA3,FOXJ1,FOXM1,FOXO1,FXR1,FXR2,FZD2,GATA2,GATA3,GINS3,GLI2,GLI3,GPS2,GUCA1B,HCLS1,HEY2,HGF,HIVEP1,HLTF,HOXA5,HSF1,HSF4,HTATIP2,IER2,IKBKG,IL15,IL18,IL4I1,INSR,IRF5,IRF9,ITGA6,JUNB,KAT2B,KDM1A,KDM7A,KDM8,KHDRBS1,KLF13,KLF4,LARP4,LDB2,LGR4,LMO1,LMO2,LOC102158443,LPIN1,LPIN3,LUM,LYAR,MAFF,MAML3,MAP2K2,MAPK14,MARS1,MAVS,MDK,MED15,MEF2A,MEF2C,MEF2D,MEIS3,MEOX2,MET,MFSD2A,MGA,MID1IP1,MITF,MLXIP,MLXIPL,MOSPD1,MRPS27,MSTN,MTDH,MYBL1,MYBL2,MYCN,MYF5,MYF6,NAMPT,NCOA2,NEK2,NEK4,NFATC1,NFATC3,NFATC4,NFE2L2,NFIB,NFIL3,NFKBIA,NGFR,NIBAN1,NIBAN2,NOS1,NOS3,NPAS3,NR0B2,NR1D2,NR1H2,NR1I3,NR2F1,NR4A3,NR5A2,OGT,PABPC1,PAIP1,PARK7,PARM1,PARP9,PATZ1,PBX3,PCBP1,PER1,PFKM,PIK3R2,PINK1,PITHD1,PKD2,PKM,PLAG1,PLAGL1,PLCB1,PLD1,POT1,PPARA,PPARGC1A,PPARGC1B,PPM1A,PPP1R3G,PPP3CA,PPP3CB,PRDM5,PRIM2,PRKCD,PRKCQ,PRKD1,PSMC3,PSMC3IP,PTGES2,PTGES3,PTPRN,PTX3,PXYLP1,RAF1,RAMP1,RAP2C,RBM15,RBPJ,REST,RFC3,RFC5,RGCC,RGMA,RNF14,RORA,RPS6KA1,RPS6KA3,RPS6KB2,RXRG,RYBP,SCARB1,SENP1,SERTAD1,SFR1,SFRP2,SHC1,SIRT2,SLC27A1,SLC2A10,SLC38A3,SMAD2,SMARCA5,SMO,SOAT1,SOX11,SOX9,SPI1,SPP1,SREBF2,SRF,SS18,SSBP4,STAT1,STAT5B,STING1,STOX1,STOX2,SUPT16H,TAF11,TAF12,TBC1D14,TBL1XR1,TBX15,TBX18,TCF12,TCF3,TCF4,TCF7L2,TEAD1,TEAD2,TEAD4,TET3,TFEB,TGFB1,TGFB2,TGFB3,TGFBR1,THAP11,THOC5,TLR9,TMEM9B,TOP2A,TOP2B,TOX3,TP53INP2,TP63,TP73,TRUB2,TTC5,USF2,VCP,VIM,WDR43,WDR77,WWTR1,ZBTB16,ZBTB7B,ZBTB7C,ZEB1,ZFP30,ZFPM2,ZIC3,ZMIZ1,ZNF142,ZNF175,ZNF235,ZNF287,ZNF300,ZNF395,ZNF423,ZNF711,ZNF76,ZXDC


			GO:BP			positive regulation of cell death			GO:0010942			0.0000619826			109			ABL1,ACOX2,ADAM8,ADORA2A,AGT,AGTR2,AIFM1,ALDH1A2,ANKRD1,APAF1,ATF3,ATF4,ATM,BARD1,BCAP31,BCL6,BID,BIN1,BMP7,BNIP3,BNIP3L,CASP6,CASP9,CCN1,CD40LG,CLIP3,CLU,COPS5,CRADD,CSRNP3,CTNNA1,CTSC,DAPK1,DDX3X,DLC1,E2F1,EIF4G1,EMILIN2,ENDOG,EPHA7,FAM162A,FAP,FAS,FNIP1,FOXO1,FRZB,FYN,G0S2,GADD45B,GSDME,HOXA5,HTATIP2,IFIT2,IRF5,ITGA4,ITGA6,ITGB1,ITM2C,KLHL17,LCK,LRRK2,LYN,MAP3K10,MAP3K20,MELK,MFN2,MTCH2,MYCN,NET1,NEURL1,NFATC4,NGFR,NOTCH2,OMA1,PARK7,PCSK9,PDCD4,PDCD5,PDIA3,PHLDA1,PLEKHF1,PRKCD,PRKCI,PTPRC,PTRH2,REST,RGCC,RYBP,SAV1,SFRP2,SIRT2,SLC6A13,SLIT2,SMPD1,SRPX,STK17B,STK3,TCTN3,TGFB2,TGFBR1,TIGAR,TNFRSF12A,TNFRSF1B,TOP2A,TP63,TPD52L1,UBD,UBE2Z,ZBTB16


			GO:BP			regulation of nuclear division			GO:0051783			0.0000623679			39			ATM,AURKB,BMP7,BUB1,BUB1B,CALR,CAV2,CCNB1,CDC20,CDCA2,CDT1,CHEK1,CUL3,CUL7,EGF,FBXO5,FBXW5,GEN1,INSR,KIF20B,MASTL,MKI67,MTBP,NDC80,NME6,OBSL1,PDE3A,PLCB1,PLK1,RAD21,RAD51AP1,RGCC,SIRT2,SPDL1,SPHK1,TEX14,TTK,ZWILCH,ZWINT


			GO:BP			polysaccharide metabolic process			GO:0005976			0.0000641491			33			ACADM,AKT2,B3GNT3,EGF,EXT1,GYG1,GYS1,HS2ST1,IL6ST,INSR,LEPR,LOC100737755,PASK,PCDH12,PFKM,PHKA1,PHKA2,PHKB,PHKG1,PPP1CB,PPP1R3A,PPP1R3B,PPP1R3C,PPP1R3D,PPP1R3G,PRKAG3,PTGES3,PTPMT1,PYGL,PYGM,RB1CC1,SLC37A4,UGP2


			GO:BP			synaptic membrane adhesion			GO:0099560			0.0000643599			14			FLRT3,GPC4,LRFN5,LRRC4,LRRC4B,LRRC4C,MAPK14,MDGA1,PCDH17,PTPRD,PTPRS,SLITRK1,SLITRK2,SPARCL1


			GO:BP			positive regulation of macromolecule biosynthetic process			GO:0010557			0.0000647186			341			ABLIM3,ACTR3,ACVR1,AFAP1L2,AGT,AHR,AKNA,AKT2,ANKRD1,ANXA2,APOE,APP,ARHGEF2,ARNTL,ASXL3,ATAD2,ATF3,ATF4,ATF5,ATM,ATOH8,AURKB,BAMBI,BCAS3,BCL3,BCL9,BLM,BMP5,BMP6,BMP7,BRCA1,BRCA2,C7H6ORF125,CALCOCO1,CAMTA2,CAPN3,CARF,CASK,CCDC124,CCN1,CCNT2,CCPG1,CCT6A,CDON,CEBPG,CENPJ,CHCHD10,CHCHD2,CHD6,CHTF18,CHURC1,CITED1,CKAP2,CNOT6,COPS5,CREB3L1,CREB3L2,CREB5,CREBRF,CSDE1,CSF3,CSRNP1,CSRNP3,DAB2,DCAF6,DCN,DDRGK1,DDX3X,DDX58,DLL1,DMRT2,DOT1L,DPF3,DVL1,DYRK1B,E2F1,E2F7,E2F8,E4F1,EAF2,EBF2,EBF3,EFCAB7,EGF,EGLN1,EGR1,EGR2,EGR3,EIF4G1,ELF4,ELK3,ELK4,ELL2,ENG,EPAS1,EPCAM,ERBB2,ESR1,ESRRG,ETV1,ETV5,FGF1,FGFR4,FHL5,FHOD1,FMR1,FOS,FOXA3,FOXJ1,FOXM1,FOXO1,FXR1,FXR2,FZD2,GATA2,GATA3,GINS3,GLI2,GLI3,GPS2,HCLS1,HEY2,HGF,HIVEP1,HLTF,HOXA5,HSF1,HSF4,HTATIP2,IER2,IKBKG,IL15,IL18,IL4I1,INSR,IRF5,IRF9,ITGA6,JUNB,KAT2B,KDM1A,KDM7A,KDM8,KDR,KHDRBS1,KLF13,KLF4,LARP4,LDB2,LGR4,LMO1,LMO2,LOC102158443,LPIN1,LPIN3,LUM,LYAR,MAFF,MAML3,MAP2K2,MAPK14,MARS1,MAVS,MDK,MED15,MEF2A,MEF2C,MEF2D,MEIS3,MEOX2,MET,MGA,MITF,MLXIP,MLXIPL,MOSPD1,MRPS27,MSTN,MTDH,MYBL1,MYBL2,MYCN,MYF5,MYF6,NAMPT,NCOA2,NEK2,NEK4,NFATC1,NFATC3,NFATC4,NFE2L2,NFIB,NFIL3,NFKBIA,NGFR,NIBAN1,NIBAN2,NPAS3,NR0B2,NR1D2,NR1H2,NR1I3,NR2F1,NR4A3,NR5A2,OGT,PABPC1,PAIP1,PARK7,PARM1,PARP9,PATZ1,PBX3,PCBP1,PER1,PFKM,PIK3R2,PINK1,PITHD1,PKD2,PKM,PLAG1,PLAGL1,PLCB1,PLD1,POT1,PPARA,PPARGC1A,PPARGC1B,PPM1A,PPP1R3G,PPP3CA,PPP3CB,PRDM5,PRIM2,PRKCQ,PRKD1,PSMC3,PSMC3IP,PTGES2,PTGES3,PTPRN,PXYLP1,RAF1,RAMP1,RAP2C,RBM15,RBPJ,REST,RFC3,RFC5,RGCC,RGMA,RNF14,RORA,RPS6KA1,RPS6KA3,RPS6KB2,RXRG,RYBP,SENP1,SERTAD1,SFR1,SFRP2,SHC1,SIRT2,SLC2A10,SLC38A3,SMAD2,SMARCA5,SMO,SOAT1,SOX11,SOX9,SPI1,SPP1,SREBF2,SRF,SS18,SSBP4,STAT1,STAT5B,STING1,STOX1,STOX2,SUPT16H,TAF11,TAF12,TBC1D14,TBL1XR1,TBX15,TBX18,TCF12,TCF3,TCF4,TCF7L2,TEAD1,TEAD2,TEAD4,TET3,TFEB,TGFB1,TGFB2,TGFB3,TGFBR1,THAP11,THOC5,TLR9,TMEM9B,TOP2A,TOP2B,TOX3,TP53INP2,TP63,TP73,TRUB2,TTC5,USF2,VIM,WDR43,WDR77,WWTR1,ZBTB16,ZBTB7B,ZBTB7C,ZEB1,ZFP30,ZFPM2,ZIC3,ZMIZ1,ZNF142,ZNF175,ZNF235,ZNF287,ZNF300,ZNF395,ZNF423,ZNF711,ZNF76,ZXDC


			GO:BP			positive regulation of programmed cell death			GO:0043068			0.0000647186			104			ABL1,ADAM8,ADORA2A,AGT,AGTR2,AIFM1,ALDH1A2,ANKRD1,APAF1,ATF3,ATF4,ATM,BARD1,BCAP31,BCL6,BID,BIN1,BMP7,BNIP3,BNIP3L,CASP6,CASP9,CCN1,CD40LG,CLIP3,CLU,COPS5,CRADD,CSRNP3,CTNNA1,CTSC,DAPK1,DDX3X,DLC1,E2F1,EMILIN2,ENDOG,EPHA7,FAM162A,FAP,FAS,FNIP1,FOXO1,FRZB,G0S2,GADD45B,GSDME,HOXA5,HTATIP2,IFIT2,IRF5,ITGA4,ITGA6,ITGB1,ITM2C,KLHL17,LCK,LRRK2,LYN,MAP3K10,MAP3K20,MELK,MFN2,MTCH2,NET1,NEURL1,NFATC4,NGFR,NOTCH2,OMA1,PARK7,PCSK9,PDCD4,PDCD5,PDIA3,PHLDA1,PLEKHF1,PRKCD,PRKCI,PTPRC,PTRH2,REST,RGCC,RYBP,SAV1,SFRP2,SIRT2,SLIT2,SMPD1,SRPX,STK17B,STK3,TCTN3,TGFB2,TGFBR1,TIGAR,TNFRSF12A,TNFRSF1B,TOP2A,TP63,TPD52L1,UBD,UBE2Z,ZBTB16


			GO:BP			regulation of system process			GO:0044057			0.0000657985			97			ADM,ADRA1D,ADRA2A,ADRA2C,AGT,APOE,APP,ARHGAP42,ATP1A2,ATP1B1,ATP2A1,ATP2B4,BIN1,BVES,CACNA1D,CACNA1G,CALM1,CASQ1,CASQ2,CORO2B,COX1,CPT1C,CRY2,CTSC,CUX2,DLGAP4,DOCK5,EDN3,EDNRA,EGR2,EPAS1,FBXO32,FMR1,GJA1,GJA5,GJC1,GOLT1B,GRIN2D,GRK2,GTF2IRD1,HBEGF,HEY2,HOMER1,HOMER3,HRC,HRH1,IGFBP5,KCNN2,LMCD1,LOC100620992,LOC100736765,LPCAT3,LRRK2,MDM2,MEF2A,MTG1,MYL4,MYLK2,MYMK,NOS3,NPTX2,NR1H2,PBX3,PDE4B,PDE4D,PDE9A,PI16,PPP3CA,PRKAG3,RNF207,RYR2,S1PR2,SCN1B,SCN2B,SCN3B,SCN4A,SCN5A,SELENON,SLC4A3,SLC8A3,SMTNL2,SPHK1,SPP1,SRF,SRI,STC1,TBX18,TENM4,TGFB2,TMEM25,TMEM38A,TMEM98,TNFRSF1B,TNFRSF21,TNNT2,TRPC1,TWF1


			GO:BP			regulation of plasma membrane bounded cell projection assembly			GO:0120032			0.0000679492			50			ACTR3,ANLN,CCDC88A,CCP110,CDC42EP3,CENPJ,CNTROB,CORO1C,CROCC,DEF8,DYNLL1,DZIP1,EPS8,EPS8L2,FAM98A,FER,FMR1,FNBP1L,FSCN1,FXR1,FXR2,IFT140,IFT88,KIF24,MAK,MNS1,MPHOSPH9,MSTN,MYO10,NEURL1,ODF2,PLCE1,PLD1,PLEKHM1,PODXL,PRKCD,RABEP2,RAC2,RCC2,RIPOR2,SEPTIN9,SLIT2,SRF,TAPT1,TESK1,TGFBR1,TWF1,TWF2,VDAC3,WASF2


			GO:BP			protein dephosphorylation			GO:0006470			0.0000682482			69			AGTR2,BOD1,CALM1,CDC14A,CDC14B,CDC25B,CDCA2,CRY2,DLC1,DUSP1,DUSP10,DUSP26,DUSP29,DUSP3,EYA2,GFRA3,LOC100620540,LRRCC1,MASTL,MGAT5,MTM1,MTMR4,NCEH1,PDP1,PINK1,PPM1A,PPM1B,PPM1F,PPM1J,PPM1L,PPM1M,PPP1R15A,PPP1R1B,PPP2R5A,PPP2R5B,PPP3CA,PPP3CB,PPP4R1,PPP5C,PPP6C,PPP6R2,PPTC7,PRKCD,PTPMT1,PTPN13,PTPN4,PTPN9,PTPRA,PTPRB,PTPRC,PTPRD,PTPRG,PTPRJ,PTPRK,PTPRN,PTPRS,PTPRZ1,ROCK2,SDHAF2,SMPD1,SSH1,SSU72,STK11,STYXL2,SWAP70,TIMM50,TMEM120A,UBASH3B,VRK3


			GO:BP			regulation of protein catabolic process			GO:0042176			0.0000724501			85			ADAM8,ADRA2A,ANKIB1,ANXA2,APOE,AQP11,ARAF,ARIH2,ASB11,ASB5,ATXN3,AZIN2,BBS7,BCAP31,CBLB,CKB,CLU,CTSA,CUL4B,DAB2,DDRGK1,DEDD,DNAJB2,DTL,DVL1,EGLN1,EZR,FAM83D,FBXW8,FOXO1,FYN,GGA1,GPC3,HMGCR,IER3,ITSN1,LPCAT1,LRRK2,MARCHF2,MDM2,NQO1,NRDC,NUDT15,OGT,OPHN1,PACSIN3,PARK7,PBK,PCSK9,PITHD1,PLK1,PLK3,PSMC1,PSMC2,PSMC3,PSMC5,PSMD1,PSMD14,PSMD3,RAB7A,RAD23A,RGMA,RNF14,RNF144A,RNF217,RYBP,SERPINE2,SH3RF2,SIRT2,SOX9,STUB1,TIMP1,TMEM259,TMEM9,TMTC3,TNFRSF1B,UBXN1,USP13,USP19,USP25,VCP,VHL,WDR91,XPO1,ZYG11B


			GO:BP			positive regulation of biosynthetic process			GO:0009891			0.0000750075			359			ABLIM3,ACTR3,ACVR1,AFAP1L2,AGT,AHR,AJUBA,AKNA,AKT2,ANKRD1,ANXA2,APOE,APP,ARHGEF2,ARNTL,ASL,ASS1,ASXL3,ATAD2,ATF3,ATF4,ATF5,ATM,ATOH8,ATP7A,AURKB,BAMBI,BCAS3,BCL3,BCL9,BLM,BMP5,BMP6,BMP7,BRCA1,BRCA2,C7H6ORF125,CALCOCO1,CAMTA2,CAPN3,CARF,CASK,CCDC124,CCN1,CCNT2,CCPG1,CCT6A,CDON,CEBPG,CENPJ,CHCHD10,CHCHD2,CHD6,CHTF18,CHURC1,CITED1,CKAP2,CLU,CNOT6,COPS5,CREB3L1,CREB3L2,CREB5,CREBRF,CSDE1,CSF3,CSRNP1,CSRNP3,DAB2,DCAF6,DCN,DDRGK1,DDX3X,DDX58,DLL1,DMRT2,DOT1L,DPF3,DVL1,DYRK1B,E2F1,E2F7,E2F8,E4F1,EAF2,EBF2,EBF3,EFCAB7,EGF,EGLN1,EGR1,EGR2,EGR3,EIF4G1,ELF4,ELK3,ELK4,ELL2,ENG,EPAS1,EPCAM,ERBB2,ESR1,ESRRG,ETV1,ETV5,FGF1,FGFR4,FHL5,FHOD1,FMR1,FOS,FOXA3,FOXJ1,FOXM1,FOXO1,FXR1,FXR2,FZD2,GATA2,GATA3,GINS3,GLI2,GLI3,GPS2,GUCA1B,HCLS1,HEY2,HGF,HIVEP1,HLTF,HOXA5,HSF1,HSF4,HTATIP2,IER2,IKBKG,IL15,IL18,IL4I1,INSR,IRF5,IRF9,ITGA6,JUNB,KAT2B,KDM1A,KDM7A,KDM8,KDR,KHDRBS1,KLF13,KLF4,LARP4,LDB2,LGR4,LMO1,LMO2,LOC102158443,LPIN1,LPIN3,LUM,LYAR,MAFF,MAML3,MAP2K2,MAPK14,MARS1,MAVS,MDK,MED15,MEF2A,MEF2C,MEF2D,MEIS3,MEOX2,MET,MFSD2A,MGA,MID1IP1,MITF,MLXIP,MLXIPL,MOSPD1,MRPS27,MSTN,MTDH,MYBL1,MYBL2,MYCN,MYF5,MYF6,NAMPT,NCOA2,NEK2,NEK4,NFATC1,NFATC3,NFATC4,NFE2L2,NFIB,NFIL3,NFKBIA,NGFR,NIBAN1,NIBAN2,NOS1,NOS3,NPAS3,NR0B2,NR1D2,NR1H2,NR1I3,NR2F1,NR4A3,NR5A2,OGT,PABPC1,PAIP1,PARK7,PARM1,PARP9,PATZ1,PBX3,PCBP1,PER1,PFKM,PIK3R2,PINK1,PITHD1,PKD2,PKM,PLAG1,PLAGL1,PLCB1,PLCG2,PLD1,POT1,PPARA,PPARGC1A,PPARGC1B,PPM1A,PPP1R3G,PPP3CA,PPP3CB,PRDM5,PRIM2,PRKCD,PRKCQ,PRKD1,PSMC3,PSMC3IP,PTGES2,PTGES3,PTPRN,PTX3,PXYLP1,RAF1,RAMP1,RAP2C,RBM15,RBPJ,REST,RFC3,RFC5,RGCC,RGMA,RNF14,RORA,RPS6KA1,RPS6KA3,RPS6KB2,RXRG,RYBP,SCARB1,SENP1,SERTAD1,SFR1,SFRP2,SHC1,SIRT2,SLC27A1,SLC2A10,SLC38A3,SMAD2,SMARCA5,SMO,SOAT1,SOX11,SOX9,SPI1,SPP1,SREBF2,SRF,SS18,SSBP4,STAT1,STAT5B,STING1,STOX1,STOX2,SUCO,SUPT16H,TAF11,TAF12,TBC1D14,TBL1XR1,TBX15,TBX18,TCF12,TCF3,TCF4,TCF7L2,TEAD1,TEAD2,TEAD4,TET3,TFEB,TGFB1,TGFB2,TGFB3,TGFBR1,THAP11,THOC5,TLR9,TMEM9B,TOP2A,TOP2B,TOX3,TP53INP2,TP63,TP73,TRUB2,TTC5,USF2,VCP,VIM,WDR43,WDR77,WWTR1,ZBTB16,ZBTB20,ZBTB7B,ZBTB7C,ZEB1,ZFP30,ZFPM2,ZIC3,ZMIZ1,ZNF142,ZNF175,ZNF235,ZNF287,ZNF300,ZNF395,ZNF423,ZNF711,ZNF76,ZXDC


			GO:BP			cell cycle G2/M phase transition			GO:0044839			0.0000768217			44			APP,ATF5,ATM,BLM,BRCA1,CALM1,CCNB1,CCNB2,CCNB3,CDC25B,CDC6,CDK1,CDK14,CENPF,CHEK1,CLSPN,CTC1,DTL,FBXL21,FBXL7,FBXO5,FOXM1,FOXN3,GFRA3,IER3,INIP,KDM8,KIF14,MASTL,MRE11,MRNIP,MTA3,NABP2,NES,ORC1,PLCB1,PLK1,RAD21,RAD51B,RCC2,SKP2,STOX1,TPD52L1,USH1C


			GO:BP			negative regulation of biosynthetic process			GO:0009890			0.0000772336			283			ACADVL,ACOT8,AEBP1,AJUBA,ANKRD1,APOE,ARX,ASXL3,ATF3,ATF4,ATF5,ATOH8,ATP2B4,ATXN1,AURKB,BAG3,BCL11A,BCL3,BCL6,BCORL1,BEND6,BHLHE41,BIN1,BMP5,BMP6,BMP7,BRCA1,C1QTNF3,CALR,CAPN3,CAPRIN2,CBX2,CBX3,CBX4,CC2D1B,CDK5R1,CENPF,CHD3,CIPC,CITED1,CNOT6,CNOT6L,CPEB3,CPEB4,CREB3L1,CRY2,CRYM,CSDE1,CTC1,CUL3,CUX2,DAB2,DAPK1,DCP2,DDX3X,DEDD,DKK3,DNAJA3,DNAJC17,DNMT1,DNMT3B,DPF3,DUSP26,E2F1,E2F6,E2F7,E2F8,E4F1,EFNA1,EGR1,EHMT2,EID1,EIF4A2,EIF4EBP1,EIF4G1,ELK3,ELK4,EMILIN1,ENC1,ESR1,ETV5,EZH2,EZR,FAM3C,FGF9,FHL2,FMR1,FNIP1,FOXJ1,FOXM1,FOXN3,FOXP2,FST,FXR1,FXR2,GAPDH,GATA2,GATA3,GCLC,GLI2,GLI3,GPS2,GTF2IRD1,HCLS1,HDAC10,HES6,HEY2,HHATL,HIC1,HIVEP1,HSF1,HSF4,IGFBP5,ITM2A,KDM1A,KDM8,KHDRBS1,KLF4,KLHL17,LEPR,LGR4,LIN37,LMCD1,LMO1,LOC110255204,LPCAT1,LYAR,MAF1,MAFK,MAGEH1,MAP3K10,MBD2,MBD3,MBTD1,MDM2,MEF2A,MEF2C,MITF,MLIP,MLXIPL,MOSPD1,MSC,MTA3,MTDH,MTERF3,MXD3,MYF6,MYOZ1,NCOA2,NDN,NFATC3,NFATC4,NFE2L3,NFIB,NFIL3,NIBAN2,NOC2L,NOCT,NOL4L,NONO,NOSTRIN,NOTCH2,NR0B2,NR1D2,NR1H2,NR1I3,NR2F1,NR2F6,NSD2,ORMDL1,ORMDL2,PABPC1,PAIP1,PARK7,PARP3,PARP9,PASK,PATL1,PATZ1,PDCD4,PDGFA,PER1,PER2,PEX2,PHB2,PHF19,PHF21A,PIAS3,PKIG,PLCB1,PLK1,PLK3,POT1,PPARA,PPARGC1B,PPM1F,PRDM1,PRDM5,PSMC5,PTPRK,RBBP8,RBM15,RBPJ,RCOR1,RCOR2,REST,RIF1,RNF2,ROCK2,RUNX1T1,RYBP,SALL2,SAP130,SARS1,SCAI,SCMH1,SCML2,SCRT1,SESN2,SFMBT2,SFRP2,SHC1,SHFL,SIRT2,SLC24A5,SLC27A1,SLC2A10,SMAD2,SMARCA5,SMO,SMYD2,SOX11,SOX9,SPHK1,SPI1,SPINDOC,SQSTM1,SRC,SREBF2,SRF,TAF9B,TASOR,TBL1XR1,TCF3,TCF7L2,TGFB1,THAP11,TIA1,TIMELESS,TMEFF2,TP63,TSHZ3,UHRF1,USP2,WDTC1,WWC2,WWP1,WWTR1,YBX3,YEATS2,YWHAQ,YWHAZ,ZBTB1,ZBTB12,ZBTB16,ZBTB20,ZBTB7A,ZBTB7B,ZBTB8A,ZEB1,ZEB2,ZFP37,ZFPM2,ZHX2,ZMYM2,ZNF175,ZNF180,ZNF423,ZNF503,ZNF536,ZNF692,ZNF703,ZNF827


			GO:BP			neuron apoptotic process			GO:0051402			0.0000800349			56			AARS1,ADAM8,ADNP,AIFM1,AKT2,APAF1,APOE,APP,ATF4,ATM,BHLHB9,CASP9,CIT,CITED1,EPHA7,ERBB3,FAIM2,FAM162A,FAS,FZD9,GATA3,GRID2,GRIK2,IL6ST,KDR,KIF14,LANCL1,LOC100515171,MDK,MSH2,NEFL,NFATC4,NGFR,NONO,NTF4,PARK7,PCSK9,PINK1,PLXND1,PPARGC1A,PRKCI,PTPRZ1,RETREG1,SEMA3E,SPG11,STXBP1,TGFB2,THAP11,TMTC4,TNFRSF21,TOX3,TP63,TYRO3,UNC5B,USP53,ZFP91


			GO:BP			regulation of cellular biosynthetic process			GO:0031326			0.0000805426			682			AARS1,ABLIM3,ACADVL,ACO1,ACOT8,ACTR3,ACVR1,ADAM8,ADNP,AEBP1,AFAP1L2,AGT,AHR,AJUBA,AKNA,AKT2,ANKRD1,ANKRD2,ANXA2,APLP1,APOE,APP,ARHGEF2,ARNTL,ARX,ASL,ASS1,ASXL3,ATAD2,ATF3,ATF4,ATF5,ATM,ATOH8,ATP1B3,ATP2B4,ATP7A,ATXN1,AURKB,BAG3,BAMBI,BBS7,BCAS3,BCL11A,BCL3,BCL6,BCL9,BCORL1,BEND6,BHLHE41,BIN1,BLM,BMP5,BMP6,BMP7,BRCA1,BRCA2,BRD3,BRIP1,BZW2,C1QTNF3,C3,C7H6ORF125,CALCOCO1,CALR,CAMK2A,CAMTA2,CAPN3,CAPRIN2,CARF,CASK,CAT,CBX2,CBX3,CBX4,CC2D1B,CCDC124,CCN1,CCNL1,CCNL2,CCNT2,CCPG1,CCT6A,CD200,CD40LG,CDCA7,CDCA7L,CDK14,CDK17,CDK5R1,CDON,CEBPG,CENPF,CENPJ,CHCHD10,CHCHD2,CHD3,CHD6,CHEK1,CHTF18,CHURC1,CIB1,CIPC,CITED1,CKAP2,CKS2,CLU,CNOT6,CNOT6L,COPS5,CPEB3,CPEB4,CREB3L1,CREB3L2,CREB5,CREBRF,CREM,CRY2,CRYM,CSDE1,CSF3,CSRNP1,CSRNP3,CTC1,CUL3,CUX2,DAB2,DAPK1,DBX1,DCAF6,DCN,DCP2,DDR2,DDRGK1,DDX3X,DDX58,DEDD,DKK3,DLL1,DMRT2,DNAJA3,DNAJC1,DNAJC17,DNAJC24,DNMT1,DNMT3B,DOT1L,DPF3,DUSP26,DVL1,DYRK1B,E2F1,E2F6,E2F7,E2F8,E4F1,EAF2,EBF1,EBF2,EBF3,EBF4,EDA,EFCAB7,EFNA1,EGF,EGLN1,EGR1,EGR2,EGR3,EHMT2,EID1,EIF1,EIF4A2,EIF4EBP1,EIF4G1,ELF4,ELK3,ELK4,ELL2,ENC1,ENG,EPAS1,EPCAM,ERBB2,ERBIN,ESR1,ESRRA,ESRRG,ETF1,ETV1,ETV5,EZH2,EZR,FAM3C,FANCA,FANCD2,FER,FGF1,FGF9,FGFR4,FHL2,FHL5,FHOD1,FLOT2,FMR1,FNIP1,FOS,FOXA3,FOXJ1,FOXM1,FOXN3,FOXO1,FOXP2,FST,FXR1,FXR2,FZD2,GAPDH,GATA2,GATA3,GCLC,GINS3,GLI2,GLI3,GPS2,GTF2IRD1,GUCA1B,HBS1L,HCLS1,HDAC10,HDGFL2,HES6,HEY2,HGF,HHATL,HIC1,HIF3A,HIVEP1,HIVEP2,HLTF,HMMR,HOXA3,HOXA5,HR,HSF1,HSF4,HTATIP2,ICMT,IER2,IGFBP5,IGSF1,IKBKG,IL15,IL18,IL4I1,INSR,IRAK1,IRAK2,IRF5,IRF9,ITGA6,ITM2A,JADE2,JADE3,JMJD1C,JUNB,KAT2B,KBTBD8,KDM1A,KDM7A,KDM8,KEAP1,KHDRBS1,KIT,KLF13,KLF4,KLHL17,LARP4,LDB2,LEPR,LGR4,LIN37,LIN54,LMCD1,LMO1,LMO2,LOC100513741,LOC100517129,LOC100623035,LOC102158443,LOC110255204,LOC110258620,LOC110259371,LPCAT1,LPIN1,LPIN3,LRP8,LRRC7,LRRFIP1,LRRFIP2,LUM,LYAR,MAF1,MAFF,MAFK,MAGEH1,MAML3,MAP2K2,MAP3K10,MAP3K13,MAPK14,MAPK8IP1,MARS1,MAVS,MBD2,MBD3,MBTD1,MDK,MDM2,MED15,MED8,MEF2A,MEF2C,MEF2D,MEIS3,MEOX2,MET,MFSD2A,MGA,MID1IP1,MITF,MKX,MLIP,MLXIP,MLXIPL,MN1,MOSPD1,MRPS27,MSC,MSI1,MSTN,MTA3,MTDH,MTERF3,MTG1,MXD3,MYBL1,MYBL2,MYCN,MYEF2,MYF5,MYF6,MYOZ1,NAMPT,NCOA2,NDN,NECAB3,NEK2,NEK4,NEURL1,NFATC1,NFATC3,NFATC4,NFE2L1,NFE2L2,NFE2L3,NFIB,NFIL3,NFKBIA,NFKBIB,NFKBIL1,NFXL1,NGFR,NIBAN1,NIBAN2,NOC2L,NOCT,NOL4L,NONO,NOS1,NOS3,NOSTRIN,NOTCH2,NOTCH3,NPAS3,NR0B2,NR1D2,NR1H2,NR1I3,NR2F1,NR2F6,NR4A3,NR5A2,NSD2,NUP107,OGT,ORMDL1,ORMDL2,PABPC1,PAIP1,PARK7,PARM1,PARP3,PARP9,PASK,PATL1,PATZ1,PBX3,PBX4,PCBP1,PDCD4,PDGFA,PDK2,PDK4,PER1,PER2,PEX2,PFKM,PHB2,PHF1,PHF19,PHF21A,PIAS3,PIK3R2,PINK1,PITHD1,PKD2,PKIG,PKM,PLAG1,PLAGL1,PLCB1,PLCG2,PLD1,PLK1,PLK3,PLPP3,POGK,POT1,POU6F1,PPARA,PPARGC1A,PPARGC1B,PPM1A,PPM1F,PPP1R15A,PPP1R3A,PPP1R3B,PPP1R3C,PPP1R3D,PPP1R3G,PPP3CA,PPP3CB,PPTC7,PRDM1,PRDM5,PRDX3,PRIM2,PRKCD,PRKCH,PRKCI,PRKCQ,PRKD1,PSIP1,PSMC3,PSMC3IP,PSMC5,PTGES2,PTGES3,PTK2B,PTPRK,PTPRN,PTX3,PXYLP1,RAD21,RAF1,RAMP1,RAP2C,RB1CC1,RBBP8,RBM15,RBPJ,RCOR1,RCOR2,REST,RFC3,RFC5,RFX7,RGCC,RGMA,RGS14,RHEBL1,RIF1,RNF14,RNF2,ROCK2,RORA,RPS6KA1,RPS6KA3,RPS6KB2,RUNX1T1,RXRG,RYBP,SAFB2,SALL2,SAP130,SARS1,SAV1,SCAI,SCARB1,SCMH1,SCML2,SCRT1,SENP1,SERTAD1,SESN2,SETD7,SFMBT2,SFR1,SFRP2,SHC1,SHFL,SIRT2,SLC24A5,SLC27A1,SLC2A10,SLC38A3,SMAD2,SMAD9,SMARCA5,SMO,SMYD2,SOAT1,SOX11,SOX9,SPHK1,SPI1,SPINDOC,SPP1,SPTY2D1,SQSTM1,SRC,SREBF2,SRF,SRI,SS18,SSBP4,SSU72,STAT1,STAT5B,STING1,STK3,STOX1,STOX2,SUPT16H,TAF11,TAF12,TAF9B,TASOR,TBC1D14,TBL1XR1,TBX15,TBX18,TCF12,TCF3,TCF4,TCF7L1,TCF7L2,TEAD1,TEAD2,TEAD4,TET3,TFEB,TFRC,TGFB1,TGFB2,TGFB3,TGFBR1,THAP11,THOC5,TIA1,TIMELESS,TLR9,TMEM9B,TNFRSF11A,TNFRSF1B,TNIP1,TOP2A,TOP2B,TOX3,TP53INP2,TP63,TP73,TRAF3,TRAF5,TRAIP,TRUB2,TSC22D1,TSC22D3,TSHZ3,TTC21B,TTC5,UHRF1,ULK1,USF2,USP13,USP2,VCP,VIM,WDR43,WDR77,WDTC1,WWC2,WWP1,WWTR1,YBX3,YEATS2,YWHAQ,YWHAZ,ZBTB1,ZBTB12,ZBTB16,ZBTB20,ZBTB7A,ZBTB7B,ZBTB7C,ZBTB8A,ZEB1,ZEB2,ZFHX4,ZFP30,ZFP37,ZFPM2,ZHX2,ZIC3,ZKSCAN4,ZKSCAN7,ZMIZ1,ZMYM2,ZNF114,ZNF135,ZNF142,ZNF175,ZNF180,ZNF235,ZNF26,ZNF260,ZNF280C,ZNF287,ZNF300,ZNF322,ZNF329,ZNF333,ZNF358,ZNF367,ZNF385A,ZNF395,ZNF396,ZNF423,ZNF503,ZNF518A,ZNF521,ZNF524,ZNF536,ZNF567,ZNF568,ZNF608,ZNF624,ZNF628,ZNF641,ZNF692,ZNF703,ZNF704,ZNF711,ZNF76,ZNF768,ZNF827,ZNF865,ZNF879,ZSCAN12,ZSCAN31,ZXDC


			GO:BP			neuron death			GO:0070997			0.0000828408			68			AARS1,ABL1,ADAM8,ADNP,AIFM1,AKT2,APAF1,APOE,APP,ATF4,ATM,BHLHB9,CASP9,CIT,CITED1,CLU,CTSZ,EGLN1,EPHA7,ERBB3,FAIM2,FAM162A,FAS,FYN,FZD9,GATA3,GPR75,GRID2,GRIK2,IL6ST,KDR,KIF14,LANCL1,LOC100515171,LRRK2,MDK,MSH2,NEFL,NFATC4,NGFR,NONO,NTF4,PARK7,PCSK9,PINK1,PLXND1,PPARGC1A,PRKCI,PSMC1,PTPRZ1,RETREG1,RILPL1,SEMA3E,SPG11,STXBP1,TGFB2,THAP11,TIGAR,TMEM259,TMTC4,TNFRSF1B,TNFRSF21,TOX3,TP63,TYRO3,UNC5B,USP53,ZFP91


			GO:BP			actin filament-based movement			GO:0030048			0.0000843631			36			ACTC1,BIN1,CACNA1D,CCDC88C,EPDR1,FNBP1L,GJA5,KCNN2,LOC100736765,LOC110255887,MYH14,MYH2,MYLK2,MYO16,MYO1B,MYO7A,MYO9B,PARVA,PDE4B,PDE4D,PDPN,RNF207,RYR2,SCN1B,SCN2B,SCN3B,SCN4B,SCN5A,SGCD,SRI,STC1,SUN2,TNNT2,WASF2,WIPF1,WIPF3


			GO:BP			positive regulation of apoptotic process			GO:0043065			0.0000859906			101			ABL1,ADAM8,ADORA2A,AGT,AGTR2,ALDH1A2,ANKRD1,APAF1,ATF3,ATF4,ATM,BARD1,BCAP31,BCL6,BID,BIN1,BMP7,BNIP3,BNIP3L,CASP6,CASP9,CCN1,CD40LG,CLIP3,CLU,COPS5,CRADD,CSRNP3,CTNNA1,CTSC,DAPK1,DDX3X,DLC1,E2F1,EMILIN2,ENDOG,EPHA7,FAM162A,FAP,FAS,FNIP1,FOXO1,FRZB,G0S2,GADD45B,GSDME,HOXA5,IFIT2,IRF5,ITGA4,ITGA6,ITGB1,ITM2C,KLHL17,LCK,LYN,MAP3K10,MAP3K20,MELK,MFN2,MTCH2,NET1,NEURL1,NFATC4,NGFR,NOTCH2,OMA1,PARK7,PCSK9,PDCD4,PDCD5,PDIA3,PHLDA1,PLEKHF1,PRKCD,PRKCI,PTPRC,PTRH2,REST,RGCC,RYBP,SAV1,SFRP2,SIRT2,SLIT2,SMPD1,SRPX,STK17B,STK3,TCTN3,TGFB2,TGFBR1,TIGAR,TNFRSF12A,TNFRSF1B,TOP2A,TP63,TPD52L1,UBD,UBE2Z,ZBTB16


			GO:BP			oxidative phosphorylation			GO:0006119			0.0000905684			42			ATP5F1A,ATP5F1B,ATP5ME,ATP5PO,BID,C7H6ORF125,CCNB1,CDK1,CDS1,CHCHD10,CHCHD2,COA6,COQ9,COX1,COX3,COX4I1,COX5A,HADHB,ISCU,LOC100524239,LOC100524873,MLXIPL,MSH2,ND4,NDUFA10,NDUFA8,NDUFAF1,NDUFB6,NDUFB8,NDUFB9,NDUFS1,NDUFS2,NDUFS6,NDUFV1,PARK7,PINK1,PPIF,SDHAF2,UQCR10,UQCRC1,UQCRQ,VCP


			GO:BP			epithelial tube morphogenesis			GO:0060562			0.0000916692			80			ABL1,ACVR1,ADAMTS12,ADAMTS16,ADM,AGT,APAF1,ASB2,BMP7,CC2D2A,CCDC40,CSNK2B,CTHRC1,CTSZ,DCHS1,DLG5,DLL1,DVL1,EDNRA,EGF,ENG,EPHA4,EPHA7,ESR1,EXT1,FGF1,FZD2,GATA3,GLI2,GLI3,GPC3,HOXA5,HS2ST1,IFT57,KDR,KIF20B,KIF26B,KLHL3,LGR4,LIAS,LUZP1,MDK,MET,MIB1,MKS1,MMP14,MMRN2,MTHFD1L,MTHFR,MYCN,NFATC4,NOTCH2,PHB2,PKD2,PLXND1,PTK7,RBM15,RBPJ,RGMA,RNF207,SEMA3E,SFRP2,SHROOM3,SLIT2,SMO,SOX11,SOX9,SPRY2,SRC,SRF,STK3,STOX1,TCAP,TEAD2,TGFB1,TGFBR2,TIMELESS,TMEM59L,TULP3,ZIC3


			GO:BP			regulation of protein-containing complex assembly			GO:0043254			0.0000928391			88			ABL1,AJUBA,APOE,ARPC5,ATAT1,ATM,ATR,AVIL,BAIAP2L2,BID,BIN1,CAPG,CAPZA1,CAPZA2,CDC42EP3,CDT1,CKAP5,CLIP1,CLIP3,CLU,CRACD,CSF3,CYFIP2,CYRIB,DDX3X,EIF4G1,EPS8,ESAM,ESR1,FCHSD1,FCHSD2,FER,FES,FHOD3,FNIP1,FSCN1,GBA2,HCLS1,HJURP,HSF1,JAM3,KANK3,KIF14,LGALS3,LMOD2,MAPRE1,MET,MKKS,MPP7,NAV3,NR1H2,PAK3,PARK7,PIK3R2,PINK1,PLCG2,PPM1A,PRKCD,PRKCZ,PRRT2,PTK2B,RAF1,SH3GLB1,SIRT2,SLAIN2,SLF1,SLIT2,SOX9,SPIDR,SPTAN1,SPTB,SRC,SSH1,STMN2,STUB1,STXBP5,STXBP6,SVIL,TFRC,TMOD4,TMSB15A,TMSB15B,TRAF3IP1,TWF1,TWF2,ULK1,VCP,ZNF827


			GO:BP			cellular response to nitrogen compound			GO:1901699			0.0000955129			122			ACTN2,ADCY6,AGRN,AGTR2,AHR,AKAP6,AKT2,APLP1,APP,ARHGEF2,ATF4,ATP2B4,BLM,BRCA1,CACNB1,CAMK2A,CASP6,CASQ2,CAV2,COL16A1,COL1A2,COL5A2,CPEB3,CPEB4,CPS1,CTNNA1,DDI1,DDX58,DIAPH1,DNMT1,ECHDC3,EDNRA,EHMT2,EPHA4,EZH2,EZR,FER,FOXO1,FYN,GHR,GKAP1,GNAI3,GNB5,GOT1,GPD1,GPR173,GRB10,HSF1,IFIH1,IGFBP5,INSR,IRS3,ITGA4,KAT2B,LOC100511937,LPIN1,LPIN3,LRRK2,MAVS,MDM2,MMP2,MSTN,MUL1,NEURL1,NGFR,NR4A3,NSG1,OGT,P2RY1,PCSK9,PDE3A,PDE4B,PDGFC,PDGFD,PDGFRA,PDK2,PDK4,PIK3R2,PIP4K2A,PIP4K2C,PKD2,PLCB1,PPP1R1B,PRKCD,PRKCI,PRKCQ,PRKCZ,PTPRA,RAB10,RAD51,RAP1GDS1,RAPGEF3,RRAGD,RYR2,SCNN1A,SELENON,SESN1,SESN2,SHC1,SIRT2,SLC1A3,SLC26A6,SLC27A1,SLIT2,SOX9,SPIDR,SRC,SSH1,STAT5B,STING1,TIMELESS,TLR9,TMEM38A,TREX1,TRIM72,UBR2,UMODL1,VCAM1,VIM,WDTC1,ZBTB7B,ZEB1


			GO:BP			small GTPase mediated signal transduction			GO:0007264			0.0000960484			99			ABL1,ADGRG1,AKAP13,AMOT,APOE,ARHGAP1,ARHGAP12,ARHGAP32,ARHGAP42,ARHGAP44,ARHGAP5,ARHGEF10,ARHGEF2,ARHGEF25,ARHGEF3,BCL6,BCR,CBL,CCDC88A,CCDC88C,CDC42EP3,CDON,CNKSR1,COL1A2,CTNNAL1,CUL3,DENND4B,DLC1,DNAJA3,DNMT1,DOCK10,DOCK5,DOCK7,DOCK8,EPHB2,EPS8,EPS8L2,FOXM1,GARNL3,GBF1,GPI,GPSM2,IQGAP3,ITGAV,ITGB1,KIF14,KNDC1,LPAR4,LRRC7,MAPRE2,MET,MFN2,MYO9B,NET1,NGFR,NKIRAS1,NOTCH2,OGT,OPHN1,PDPN,PLCE1,PRKD1,RAC2,RALGAPA2,RALGPS1,RALGPS2,RAP2C,RAPGEF1,RAPGEF3,RAPGEF5,RAPGEFL1,RASA4B,RASGRF2,RASGRP2,RGL1,RHEB,RHEBL1,RHOBTB1,RHOD,RHOF,RHOU,RIPOR2,RND2,ROBO1,ROCK2,RRAS,RTKN,SCAI,SIPA1,SIPA1L1,SLIT2,SPRY2,SRC,SSX2IP,TAX1BP3,TIAM1,VAV2,WASF2,YWHAQ


			GO:BP			dendritic spine development			GO:0060996			0.0000964028			24			APOE,ARHGAP44,BHLHB9,CAMK2A,CAPRIN2,CDK5R1,CTNND2,CUX2,DLG4,DLG5,EFNA1,EPHA4,EPHB2,EPHB3,FMR1,LRP8,LRRK2,NEURL1,PAK3,PAK4,PTPRS,SDK1,SRGAP2,UBA6


			GO:BP			positive regulation of protein catabolic process			GO:0045732			0.000098176			54			ADAM8,ADRA2A,ANKIB1,APOE,ARIH2,ASB11,ASB5,ATXN3,BBS7,BCAP31,CBLB,CLU,CUL4B,DAB2,DDRGK1,DNAJB2,DTL,DVL1,EZR,FBXW8,FOXO1,GGA1,GPC3,IER3,ITSN1,LPCAT1,LRRK2,MARCHF2,MDM2,NRDC,PACSIN3,PCSK9,PLK1,PLK3,PSMC1,PSMC2,PSMC3,PSMC5,RAB7A,RAD23A,RGMA,RNF14,RNF144A,RNF217,SH3RF2,SIRT2,SOX9,STUB1,TMEM259,TMTC3,TNFRSF1B,USP13,VCP,ZYG11B


			GO:BP			positive regulation of chromosome segregation			GO:0051984			0.0001000797			13			AURKB,CCNB1,CDC6,CDT1,KAT2B,NCAPG,NCAPG2,NCAPH,RCC2,SIRT2,SMC2,SMC4,SMC6


			GO:BP			autophagy			GO:0006914			0.000102558			106			ARFIP2,ARL8B,ATG4A,ATG4D,ATG9A,ATM,ATP5IF1,AUP1,BAG3,BCAS3,BNIP3,BNIP3L,CALCOCO2,CLU,CTSA,DAPK1,DCN,DDRGK1,DEPDC5,EHMT2,EIF4G1,ENDOG,FBXL4,FNBP1L,FOXO1,FYCO1,GABARAPL2,GNAI3,HDAC10,HK2,HSPB8,ILRUN,ITGB4,KDR,KEAP1,LEPR,LIX1,LIX1L,LRRK2,MAP1LC3A,MAP1LC3B,MCOLN1,MFN2,MTDH,MTM1,MTMR4,MUL1,NPC1,NSFL1C,OGT,OPTN,PAFAH1B2,PARK7,PHB2,PIK3R2,PINK1,PIP4K2A,PIP4K2C,PLAA,PLEKHF1,PLEKHM1,PLK3,POLDIP2,PRKD1,QSOX1,RAB7A,RB1CC1,RETREG1,RRAGD,RUBCN,SESN1,SESN2,SH3GLB1,SIRT2,SLC25A4,SMURF1,SNX30,SNX7,SOGA1,SPG11,SPTLC1,SQSTM1,SRPX,STING1,STK11,STK3,TAX1BP3,TCIRG1,TFEB,TIGAR,TOMM7,TP53INP2,TPCN2,TSPO,ULK1,ULK3,USP13,VAMP8,VCP,VDAC1,VMP1,VPS33A,WDFY3,WDR45,WDR47,WIPI1


			GO:BP			process utilizing autophagic mechanism			GO:0061919			0.000102558			106			ARFIP2,ARL8B,ATG4A,ATG4D,ATG9A,ATM,ATP5IF1,AUP1,BAG3,BCAS3,BNIP3,BNIP3L,CALCOCO2,CLU,CTSA,DAPK1,DCN,DDRGK1,DEPDC5,EHMT2,EIF4G1,ENDOG,FBXL4,FNBP1L,FOXO1,FYCO1,GABARAPL2,GNAI3,HDAC10,HK2,HSPB8,ILRUN,ITGB4,KDR,KEAP1,LEPR,LIX1,LIX1L,LRRK2,MAP1LC3A,MAP1LC3B,MCOLN1,MFN2,MTDH,MTM1,MTMR4,MUL1,NPC1,NSFL1C,OGT,OPTN,PAFAH1B2,PARK7,PHB2,PIK3R2,PINK1,PIP4K2A,PIP4K2C,PLAA,PLEKHF1,PLEKHM1,PLK3,POLDIP2,PRKD1,QSOX1,RAB7A,RB1CC1,RETREG1,RRAGD,RUBCN,SESN1,SESN2,SH3GLB1,SIRT2,SLC25A4,SMURF1,SNX30,SNX7,SOGA1,SPG11,SPTLC1,SQSTM1,SRPX,STING1,STK11,STK3,TAX1BP3,TCIRG1,TFEB,TIGAR,TOMM7,TP53INP2,TPCN2,TSPO,ULK1,ULK3,USP13,VAMP8,VCP,VDAC1,VMP1,VPS33A,WDFY3,WDR45,WDR47,WIPI1


			GO:BP			negative regulation of molecular function			GO:0044092			0.0001044075			204			ABL1,ACE,ACTN2,ADAM15,AGT,AJUBA,AKT1S1,AMOT,ANGPTL4,ANXA2,ANXA8,APBA3,APOE,APP,ATP2A3,ATP2B4,ATP5IF1,AURKB,BCL3,BIN1,BMP7,BOD1,BUB1B,C3,C4A,CALM1,CAND1,CASQ2,CAT,CBL,CD109,CD200,CD44,CDC20,CEBPG,CEP85,CIB1,CIT,CLEC12B,COL7A1,CORO1C,CPAMD8,CRBN,CRMP1,CRY2,CST6,CTSZ,DAB2,DBNDD1,DDX3X,DHCR24,DISC1,DKK3,DNAJB2,DTNBP1,DUSP1,DUSP10,DVL1,E2F1,EGLN1,EIF4A2,EPHB2,ERBIN,ESR1,EZH2,FBXO5,FNIP1,FOXJ1,FZD10,GADD45B,GAPDH,GNB5,GPC3,GRM7,HES6,HEY2,HGF,HMGCR,HSF4,IFIT2,ILRUN,IRAK1,IRAK2,ITGA4,ITGAV,ITIH3,ITIH4,KAT2B,KDM1A,KLF4,LEPR,LIMK1,LMTK2,LRCH1,LRRC7,LRRCC1,LRRK2,LXN,LYN,LYPD6,MAP3K10,MASTL,MCM2,MET,MGAT5,MICAL1,MKKS,MSTN,MYOZ1,NCAPG2,NEDD4L,NEIL1,NEK2,NES,NFATC4,NFKBIA,NFKBIB,NFKBIL1,NOL4L,NOS3,NQO1,NR0B2,PABIR2,PAQR3,PARK7,PARP3,PARP9,PARVA,PCSK9,PHACTR3,PHB2,PIP4K2A,PIP4K2C,PKD2,PKIG,PLK1,PLXNB3,POT1,PPARA,PPIF,PPM1F,PPP1R12B,PPP1R14C,PPP1R15A,PPP1R1B,PPP2R5A,PPP3CA,PRDX3,PRKAR1A,PRKAR1B,PRKAR2A,PRKCD,PTPRB,PTPRC,PTPRJ,PTTG1,PTX3,PXK,RAP1GDS1,RCC2,RECK,REM1,RGMA,RGS14,RIPOR2,RNF2,ROCK2,RPS6KA1,RPS6KA3,RTKN,RUBCN,SERPINB1,SERPINE1,SERPINE2,SFRP2,SH3BP5,SLC8A3,SLIT2,SMO,SMPD1,SORT1,SOX11,SPI1,SPRY2,SRC,SRI,STUB1,TCF7L2,TEX14,TFPI,TGFB2,TIMP1,TLR9,TNNT2,TRAF3,TRAIP,TTC8,UBASH3B,UBE2Z,UBXN1,UMODL1,WDTC1,WFIKKN2,WWTR1


			GO:BP			positive regulation of synapse assembly			GO:0051965			0.0001081504			23			ADGRB3,ADGRL2,BHLHB9,CLSTN2,CLSTN3,CUX2,DLG5,EPHB2,EPHB3,FLRT3,GRID2,LRRC4B,LRRN1,LRRN3,LRRTM3,PTPRD,SLITRK1,SLITRK2,SLITRK4,SLITRK5,SLITRK6,SRPX2,TPBG


			GO:BP			ribonucleoside triphosphate metabolic process			GO:0009199			0.0001090068			58			ABCC6,ACAT1,AK1,AK3,AK5,ALDOC,APP,ATP1A2,ATP1B1,ATP5F1A,ATP5F1B,ATP5IF1,ATP5MC1,ATP5MC3,ATP5ME,ATP5PO,ATP6,CHPT1,CLPX,ENO3,ENTPD7,GAPDH,GNAI3,GPAT4,GPD1,GPI,HK1,HK2,IER3,IMPDH1,INSR,LOC100736765,LOC110255887,LRRK2,MLXIPL,MYH3,NDUFS1,NME4,NME6,NT5E,NUDT5,OGT,PARG,PFKM,PGAM2,PGK1,PKM,PPARA,PPARGC1A,PRKAG3,SLC25A25,TIGAR,TPI1,TREX1,TSPO,VCP,ZBTB20,ZBTB7A


			GO:BP			regulation of Wnt signaling pathway			GO:0030111			0.0001090068			76			ABL1,ADGRA2,ALPK2,APC2,APOE,BAMBI,BICC1,CAPRIN2,CCDC88C,CCN4,CDH2,CDK14,CRBN,CSNK1G3,CTHRC1,CTNND1,CTNND2,DAB2,DACT3,DDX3X,DISC1,DKK3,EDA,EGF,EGR1,FAM53B,FGF9,FRZB,FZD9,GLI3,GPC3,GRB10,HIC1,IFT80,INVS,KPNA1,LGR4,LMBR1L,LRP4,LRRK1,LRRK2,LYPD6,MAPK14,MBD2,MDK,MKS1,NFATC4,NPHP4,PLEKHA4,PLPP3,PPM1A,PPM1B,PTK7,RAPGEF1,RBPJ,RECK,RSPO3,SDHAF2,SFRP2,SOX9,SRC,STK11,STK3,SULF1,SULF2,TBL1XR1,TCF7L2,TMEM198B,TMEM9,TPBG,TSKU,TTC21B,USP34,VCP,WLS,WWTR1


			GO:BP			mesenchymal cell differentiation			GO:0048762			0.0001090068			58			ACVR1,ADAM15,AKNA,ALDH1A2,BAMBI,BMP7,CDH2,CORO1C,CUL7,DAB2,DACT3,DLG5,EDNRA,EFNA1,ENG,EPHA4,EXT1,EZH2,FAM83D,FGFR1,FN1,GATA3,HEY2,HPN,IL17RD,KBTBD8,KLHL12,LOC100737755,MDK,PDPN,PHLDB2,RADIL,RBPJ,RGCC,SDHAF2,SEMA3E,SEMA3G,SEMA4F,SEMA5B,SEMA6A,SEMA6C,SEMA7A,SFRP2,SMAD2,SMO,SOX11,SOX9,SPRY2,TASOR,TCF7L2,TGFB1,TGFB2,TGFB3,TGFBR1,TGFBR2,TIAM1,VASN,WWTR1


			GO:BP			cardiac septum development			GO:0003279			0.0001107786			33			ACVR1,ADAMTS6,BMP7,CCN1,CPLANE1,DHRS3,EGLN1,ENG,FZD2,GATA3,GJA5,HEY2,LUZP1,MDM2,MKS1,NOS3,NOTCH2,NSD2,PARVA,PCSK5,PLXND1,PRDM1,PTK7,RBM15,RBPJ,SAV1,SLIT3,SMO,SOX11,TGFBR1,TGFBR2,XIRP2,ZFPM2


			GO:BP			heart process			GO:0003015			0.0001155131			55			ACE,ACTC1,ADM,ADRA1D,AGT,ATP1A2,ATP1B1,ATP2B4,BIN1,BVES,CACNA1D,CACNA1G,CALM1,CASQ2,CPT1C,EDNRA,EPAS1,EXT1,FYN,GJA5,GJC1,GRK2,HBEGF,HEY2,HRC,KCNN2,LOC100736765,MDM2,MEF2A,MYL4,NOS3,PDE4B,PDE4D,RAP1GDS1,RNF207,RYR2,SCN1B,SCN2B,SCN3B,SCN4B,SCN5A,SGCD,SLC4A3,SRC,SRI,STC1,TBX18,TCAP,TGFB2,TMEM38A,TNNT2,TPM1,TRDN,TREX1,WWTR1


			GO:BP			monosaccharide metabolic process			GO:0005996			0.0001200086			61			ACADM,AKR1A1,AKT2,ALDOC,APOD,ATF3,ATF4,BCKDK,C1QTNF3,CDS1,CHST1,CHST15,ENO3,FAM3C,FBP2,FGGY,FOXO1,FUCA2,GALE,GAPDH,GPAT4,GPD1,GPI,HK1,HK2,IGFBP4,INSR,KAT2B,KLHL12,LEPR,MAN2A1,MAPK14,MDH2,MPI,NCOA2,NLN,NPY1R,NUDT5,OGT,OMA1,PC,PDHA1,PDHB,PDK2,PDK4,PFKM,PGK1,PKM,PMM1,PPARA,PPARGC1A,PPP1R3G,RORA,SESN2,SLC37A4,TIGAR,TPI1,UXS1,WDTC1,XYLB,ZNF692


			GO:BP			lung development			GO:0030324			0.0001200086			52			ADAMTS2,ALDH1A2,CCDC40,CHI3L1,CTSZ,DLG5,EPAS1,EXT1,FGF1,FGF18,FGF9,FOXJ1,GLI2,GLI3,GPC3,HOXA5,HS6ST1,HSD11B1,IGFBP5,ITGB6,KDR,LOX,LTBP3,MAN2A1,MMP14,MYCN,NFIB,NKIRAS1,NOS3,ODAD4,PDGFRA,PDPN,PKDCC,PTGES3,PTK7,RAB3A,RBPJ,RCN3,SAV1,SELENON,SMAD2,SOX11,SOX9,SPRY2,SRF,TGFB1,TGFBR2,TIMELESS,TP73,YWHAZ,ZFPM2,ZIC3


			GO:BP			substrate adhesion-dependent cell spreading			GO:0034446			0.0001208068			34			ABL1,ANTXR1,BVES,CALR,CIB1,CORO1C,DOCK5,EFNA1,EPHB3,FBLN1,FER,FERMT3,FN1,GBP1,ITGA4,ITGAV,ITGB7,KIF14,LAMB1,LAMB3,LAMC1,LAMC3,MDK,MEGF9,PARVA,PARVB,PDPN,RADIL,RCC2,SRC,TEK,TESK1,TYRO3,UNC13D


			GO:BP			apoptotic signaling pathway			GO:0097190			0.0001208362			123			ACKR3,ACVR1,ADORA2A,AEN,AGT,AGTR2,AIFM1,APAF1,ATF3,ATF4,ATM,ATP2A1,ATP2A3,ATP5IF1,BAG3,BCAP31,BCL3,BDKRB2,BEX3,BID,BNIP3,BRCA1,BRCA2,CASP6,CASP9,CD44,CDIP1,CHCHD10,CKB,CLU,COL2A1,CRADD,CTNNA1,CTSC,DAPK1,DAPK2,DDIAS,DDX3X,DEDD,E2F1,ERBB3,ERO1A,ERP29,EYA2,EYA3,FAIM2,FAM162A,FAS,FIGNL1,G0S2,GHITM,GSDME,HGF,HIC1,HIP1,HSF4,IER3,ITGA6,ITGAV,ITM2C,IVNS1ABP,KDM1A,KRT18,KRT8,LCK,LGALS3,LOC100515171,LRRK2,MAPK8IP1,MDM2,MEIS3,MELK,MKNK2,MSH2,MSH6,MUL1,NFATC4,NFE2L2,NGFR,NOC2L,NONO,PARK7,PDCD5,PDE3A,PDIA3,PDK2,PELI3,PINK1,PLEKHF1,PPIF,PPM1F,PRKCD,PTPMT1,PTPRC,RAF1,RB1CC1,SENP1,SERPINE1,SFRP2,SGPL1,SGPP1,SLC25A4,SORT1,SPI1,SRC,SRPX,STK11,STK3,TGFB2,TGFBR1,TIMM50,TMEM109,TNFRSF12A,TNFRSF1B,TP63,TP73,TPD52L1,UACA,UNC5B,VDAC2,VHL,YBX3,ZNF385A


			GO:BP			synaptic signaling			GO:0099536			0.00012671			132			ABL1,ACE,ADORA2A,ADRA2A,AGRN,APBA3,APOE,APP,ATAD1,ATF4,BAIAP3,BCR,CACNA1G,CACNB1,CACNG7,CASK,CDC20,CDH11,CDH2,CHRNA1,CHRNA10,CHRNA3,CHRND,CHRNE,CLSTN2,CLSTN3,CNR1,CUX2,DDX23,DLG4,DLGAP4,DNM1,DTNA,DTNB,DTNBP1,DVL1,EFNB3,EGLN1,EGR3,EIF3J,EPHA4,EPHB2,EXT1,FYN,GABRE,GJC1,GLO1,GRID2,GRIK2,GRIN2D,GRIN3A,GRM4,GRM7,HOMER1,HOMER3,HRH1,ICMT,IGSF11,INSYN1,ITGB1,ITPR3,KCMF1,KCNB1,KPNA1,KPNA2,LRFN2,LRP8,LRRC4,LRRC4C,LRRK2,MYLK2,NEURL1,NFATC4,NLGN3,NOS1,NPTX2,NTF4,OPHN1,P2RX5,PARK7,PARPBP,PCDH17,PINK1,PLAT,PLCB1,PLCG1,PLCL1,PLCL2,PLPPR4,PNKD,PPP1R9A,PPP3CA,PREPL,PRKAR1B,PRRT2,PSMC3,PTN,PTPRA,PTPRD,PTPRS,PVALB,PXK,RAB3A,RASGRF2,RGS14,RIMS1,S1PR2,SERPINE2,SLC1A3,SLC24A1,SLC38A1,SLC8A3,SLITRK5,SNCG,SPG11,SQSTM1,SRF,STX11,STX1B,STXBP1,STXBP5,SYN1,SYNGR1,SYT12,SYT2,SYT9,TMEM25,TPBG,UTRN,VDAC1,VHL,ZER1


			GO:BP			regulation of binding			GO:0051098			0.0001302568			81			ABL1,ACE,ADAM15,ANXA2,APOE,APP,ATP2A3,AURKB,BAMBI,BCL3,CALM1,CBLB,CCPG1,CDON,CDT1,CRMP1,CSF3,CTHRC1,CTSZ,DAB2,DDRGK1,DISC1,DNAJB2,DOT1L,DTNBP1,DVL1,DZIP1,E2F1,EBF2,EGF,EIF4G1,EPHA4,FMR1,GATA3,HEY2,HJURP,IDE,IFIT2,ILRUN,ITGA4,KDM1A,KLF4,LFNG,LOX,LRRK2,MAPRE1,MET,MFNG,NEK2,NES,NFATC4,NIBAN2,PARK7,PARP9,PCSK9,PLCL1,PLCL2,PLK1,PLXND1,PPP3CA,RGMA,RIPOR2,SIRT2,SMAD2,SMO,SOX11,SRC,SRI,STING1,STK3,STUB1,TCF7L2,TEX14,TGFB1,TGFBR1,TIAM1,UBASH3B,WFIKKN2,ZBTB7A,ZBTB7C,ZNF618


			GO:BP			tangential migration from the subventricular zone to the olfactory bulb			GO:0022028			0.0001322532			7			ARX,LRRK2,OGDH,ROBO1,SLIT1,SLIT2,SRF


			GO:BP			regulation of macromolecule biosynthetic process			GO:0010556			0.0001367303			659			AARS1,ABLIM3,ACO1,ACOT8,ACTR3,ACVR1,ADAM8,ADNP,AEBP1,AFAP1L2,AGT,AHR,AJUBA,AKNA,AKT2,ANKRD1,ANKRD2,ANXA2,APLP1,APOE,APP,ARHGEF2,ARNTL,ARX,ASXL3,ATAD2,ATF3,ATF4,ATF5,ATM,ATOH8,ATP1B3,ATP2B4,ATXN1,AURKB,BAG3,BAMBI,BBS7,BCAS3,BCL11A,BCL3,BCL6,BCL9,BCORL1,BEND6,BHLHE41,BIN1,BLM,BMP5,BMP6,BMP7,BRCA1,BRCA2,BRD3,BRIP1,BZW2,C7H6ORF125,CALCOCO1,CALR,CAMK2A,CAMTA2,CAPN3,CAPRIN2,CARF,CASK,CAT,CBX2,CBX3,CBX4,CC2D1B,CCDC124,CCN1,CCNL1,CCNL2,CCNT2,CCPG1,CCT6A,CD200,CD40LG,CDCA7,CDCA7L,CDK14,CDK17,CDK5R1,CDON,CEBPG,CENPF,CENPJ,CHCHD10,CHCHD2,CHD3,CHD6,CHEK1,CHTF18,CHURC1,CIB1,CIPC,CITED1,CKAP2,CKS2,CLU,CNOT6,CNOT6L,COPS5,CPEB3,CPEB4,CREB3L1,CREB3L2,CREB5,CREBRF,CREM,CRY2,CRYM,CSDE1,CSF3,CSRNP1,CSRNP3,CTC1,CUL3,CUX2,DAB2,DAPK1,DBX1,DCAF6,DCN,DCP2,DDR2,DDRGK1,DDX3X,DDX58,DEDD,DKK3,DLL1,DMRT2,DNAJA3,DNAJC1,DNAJC17,DNAJC24,DNMT1,DNMT3B,DOT1L,DPF3,DUSP26,DVL1,DYRK1B,E2F1,E2F6,E2F7,E2F8,E4F1,EAF2,EBF1,EBF2,EBF3,EBF4,EDA,EFCAB7,EFNA1,EGF,EGLN1,EGR1,EGR2,EGR3,EHMT2,EID1,EIF1,EIF4A2,EIF4EBP1,EIF4G1,ELF4,ELK3,ELK4,ELL2,ENC1,ENG,EPAS1,EPCAM,ERBB2,ERBIN,ESR1,ESRRA,ESRRG,ETF1,ETV1,ETV5,EZH2,EZR,FANCA,FANCD2,FER,FGF1,FGF9,FGFR4,FHL2,FHL5,FHOD1,FLOT2,FMR1,FNIP1,FOS,FOXA3,FOXJ1,FOXM1,FOXN3,FOXO1,FOXP2,FST,FXR1,FXR2,FZD2,GAPDH,GATA2,GATA3,GCLC,GINS3,GLI2,GLI3,GPS2,GTF2IRD1,HBS1L,HCLS1,HDAC10,HDGFL2,HES6,HEY2,HGF,HHATL,HIC1,HIF3A,HIVEP1,HIVEP2,HLTF,HMMR,HOXA3,HOXA5,HR,HSF1,HSF4,HTATIP2,ICMT,IER2,IGFBP5,IGSF1,IKBKG,IL15,IL18,IL4I1,INSR,IRAK1,IRAK2,IRF5,IRF9,ITGA6,ITM2A,JADE2,JADE3,JMJD1C,JUNB,KAT2B,KBTBD8,KDM1A,KDM7A,KDM8,KDR,KEAP1,KHDRBS1,KIT,KLF13,KLF4,KLHL17,LARP4,LDB2,LGR4,LIN37,LIN54,LMCD1,LMO1,LMO2,LOC100513741,LOC100517129,LOC100623035,LOC102158443,LOC110255204,LOC110258620,LOC110259371,LPIN1,LPIN3,LRP8,LRRC7,LRRFIP1,LRRFIP2,LUM,LYAR,MAF1,MAFF,MAFK,MAGEH1,MAML3,MAP2K2,MAP3K10,MAP3K13,MAPK14,MAPK8IP1,MARS1,MAVS,MBD2,MBD3,MBTD1,MDK,MDM2,MED15,MED8,MEF2A,MEF2C,MEF2D,MEIS3,MEOX2,MET,MGA,MITF,MKX,MLIP,MLXIP,MLXIPL,MN1,MOSPD1,MRPS27,MSC,MSI1,MSTN,MTA3,MTDH,MTERF3,MTG1,MXD3,MYBL1,MYBL2,MYCN,MYEF2,MYF5,MYF6,MYOZ1,NAMPT,NCOA2,NDN,NECAB3,NEK2,NEK4,NEURL1,NFATC1,NFATC3,NFATC4,NFE2L1,NFE2L2,NFE2L3,NFIB,NFIL3,NFKBIA,NFKBIB,NFKBIL1,NFXL1,NGFR,NIBAN1,NIBAN2,NOC2L,NOCT,NOL4L,NONO,NOSTRIN,NOTCH2,NOTCH3,NPAS3,NR0B2,NR1D2,NR1H2,NR1I3,NR2F1,NR2F6,NR4A3,NR5A2,NSD2,NUP107,OGT,ORMDL1,ORMDL2,PABPC1,PAIP1,PARK7,PARM1,PARP3,PARP9,PASK,PATL1,PATZ1,PBX3,PBX4,PCBP1,PDCD4,PER1,PER2,PEX2,PFKM,PHB2,PHF1,PHF19,PHF21A,PIAS3,PIK3R2,PINK1,PITHD1,PKD2,PKIG,PKM,PLAG1,PLAGL1,PLCB1,PLCG2,PLD1,PLK1,PLK3,PLPP3,POGK,POT1,POU6F1,PPARA,PPARGC1A,PPARGC1B,PPM1A,PPM1F,PPP1R15A,PPP1R3A,PPP1R3B,PPP1R3C,PPP1R3D,PPP1R3G,PPP3CA,PPP3CB,PRDM1,PRDM5,PRDX3,PRIM2,PRKCD,PRKCH,PRKCI,PRKCQ,PRKD1,PSIP1,PSMC3,PSMC3IP,PSMC5,PTGES2,PTGES3,PTPRK,PTPRN,PXYLP1,RAD21,RAF1,RAMP1,RAP2C,RB1CC1,RBBP8,RBM15,RBPJ,RCOR1,RCOR2,REST,RFC3,RFC5,RFX7,RGCC,RGMA,RGS14,RHEBL1,RIF1,RNF14,RNF2,RORA,RPS6KA1,RPS6KA3,RPS6KB2,RUNX1T1,RXRG,RYBP,SAFB2,SALL2,SAP130,SARS1,SAV1,SCAI,SCMH1,SCML2,SCRT1,SENP1,SERTAD1,SESN2,SETD7,SFMBT2,SFR1,SFRP2,SHC1,SHFL,SIRT2,SLC2A10,SLC38A3,SMAD2,SMAD9,SMARCA5,SMO,SMYD2,SOAT1,SOX11,SOX9,SPHK1,SPI1,SPINDOC,SPP1,SPTY2D1,SQSTM1,SRC,SREBF2,SRF,SRI,SS18,SSBP4,SSU72,STAT1,STAT5B,STING1,STK3,STOX1,STOX2,SUPT16H,TAF11,TAF12,TAF9B,TASOR,TBC1D14,TBL1XR1,TBX15,TBX18,TCF12,TCF3,TCF4,TCF7L1,TCF7L2,TEAD1,TEAD2,TEAD4,TET3,TFEB,TFRC,TGFB1,TGFB2,TGFB3,TGFBR1,THAP11,THOC5,TIA1,TIMELESS,TLR9,TMEFF2,TMEM9B,TNFRSF11A,TNFRSF1B,TNIP1,TOP2A,TOP2B,TOX3,TP53INP2,TP63,TP73,TRAF3,TRAF5,TRAIP,TRUB2,TSC22D1,TSC22D3,TSHZ3,TTC21B,TTC5,UHRF1,ULK1,USF2,USP13,USP2,VIM,WDR43,WDR77,WDTC1,WWC2,WWP1,WWTR1,YBX3,YEATS2,YWHAQ,YWHAZ,ZBTB1,ZBTB12,ZBTB16,ZBTB20,ZBTB7A,ZBTB7B,ZBTB7C,ZBTB8A,ZEB1,ZEB2,ZFHX4,ZFP30,ZFP37,ZFPM2,ZHX2,ZIC3,ZKSCAN4,ZKSCAN7,ZMIZ1,ZMYM2,ZNF114,ZNF135,ZNF142,ZNF175,ZNF180,ZNF235,ZNF26,ZNF260,ZNF280C,ZNF287,ZNF300,ZNF322,ZNF329,ZNF333,ZNF358,ZNF367,ZNF385A,ZNF395,ZNF396,ZNF423,ZNF503,ZNF518A,ZNF521,ZNF524,ZNF536,ZNF567,ZNF568,ZNF608,ZNF624,ZNF628,ZNF641,ZNF692,ZNF703,ZNF704,ZNF711,ZNF76,ZNF768,ZNF827,ZNF865,ZNF879,ZSCAN12,ZSCAN31,ZXDC


			GO:BP			focal adhesion assembly			GO:0048041			0.0001380827			24			ABL1,ACTN2,AJUBA,APOD,BCR,CDH11,COL16A1,CORO1C,CORO2B,DLC1,DUSP3,EPHA3,KDR,MACF1,PHLDB2,PPM1F,PTPRA,PTPRJ,PTPRK,RCC2,RHOD,SRC,TEK,WHAMM


			GO:BP			negative regulation of phosphorus metabolic process			GO:0010563			0.0001392485			92			ABL1,AGT,AJUBA,AKT1S1,APOE,BDKRB2,BMP7,BOD1,CBL,CD109,CEP85,CIB1,CORO1C,CRY2,DBNDD1,DTNBP1,DUSP1,DUSP10,DVL1,DYNLL1,EIF4G1,EMILIN1,ENG,EPHB2,FBLN1,GADD45B,GRB10,HGF,HMGCR,IER3,INPP5F,INPP5J,KAT2B,KLHL31,LPCAT1,LRRK1,LRRK2,LYN,MASTL,MGAT5,MICAL1,MLXIPL,MSTN,NCAPG2,NIBAN1,NTRK3,PAQR3,PARK7,PARP14,PBK,PDGFA,PIP4K2A,PIP4K2C,PKIG,PLK1,PLPP3,PPARA,PPM1F,PPP1R15A,PPP1R1B,PPP2R5A,PRDX3,PRKAR1A,PRKAR1B,PRKAR2A,PRKCD,PRKCZ,PRR5L,PTPN13,PTPRB,PTPRC,PTPRJ,RGS14,ROCK2,RUBCN,SFRP2,SH3BP5,SIRT2,SLC27A1,SLC8A3,SLIT2,SMPD1,SPRED2,SPRY2,SWAP70,TESK1,TGFB2,TIGAR,TRAF3IP1,TSPO,UBASH3B,WWTR1


			GO:BP			negative regulation of phosphate metabolic process			GO:0045936			0.0001392485			92			ABL1,AGT,AJUBA,AKT1S1,APOE,BDKRB2,BMP7,BOD1,CBL,CD109,CEP85,CIB1,CORO1C,CRY2,DBNDD1,DTNBP1,DUSP1,DUSP10,DVL1,DYNLL1,EIF4G1,EMILIN1,ENG,EPHB2,FBLN1,GADD45B,GRB10,HGF,HMGCR,IER3,INPP5F,INPP5J,KAT2B,KLHL31,LPCAT1,LRRK1,LRRK2,LYN,MASTL,MGAT5,MICAL1,MLXIPL,MSTN,NCAPG2,NIBAN1,NTRK3,PAQR3,PARK7,PARP14,PBK,PDGFA,PIP4K2A,PIP4K2C,PKIG,PLK1,PLPP3,PPARA,PPM1F,PPP1R15A,PPP1R1B,PPP2R5A,PRDX3,PRKAR1A,PRKAR1B,PRKAR2A,PRKCD,PRKCZ,PRR5L,PTPN13,PTPRB,PTPRC,PTPRJ,RGS14,ROCK2,RUBCN,SFRP2,SH3BP5,SIRT2,SLC27A1,SLC8A3,SLIT2,SMPD1,SPRED2,SPRY2,SWAP70,TESK1,TGFB2,TIGAR,TRAF3IP1,TSPO,UBASH3B,WWTR1


			GO:BP			rhythmic process			GO:0048511			0.0001406173			61			AHR,ARNTL,ASS1,ATF4,ATF5,BHLHE41,CAVIN3,CDK1,CIPC,CRY2,EGR1,ENOX1,ENPP2,ESR1,EZH2,FBXL21,GDF9,GFPT1,GLO1,GPR176,KCND2,KDM8,KIF20A,KLF9,LDB3,LGR4,MAGED1,MDK,NAMPT,NCOA2,NDUFA9,NFIL3,NGFR,NOCT,NONO,NOS3,NR0B2,NR1D2,NR2F6,OGT,PDGFRA,PER1,PER2,PHLPP1,PPARA,PPARGC1A,PPP1CB,PTN,PTX3,RORA,SGPL1,SLIT2,SLIT3,STAT5B,TIMELESS,TNFRSF11A,TOP2A,TP63,TP73,TYRO3,USP2


			GO:BP			ERK1 and ERK2 cascade			GO:0070371			0.0001451295			69			ABL1,ACKR3,APIP,APOE,APP,ARHGEF2,ATF3,BMPER,CAVIN3,CCL19,CCL5,CCN1,CD44,CHI3L1,CIB1,DUSP10,DUSP26,DUSP29,DUSP3,EGF,EMILIN1,EPHA4,EPHA7,EPHB2,ERBB2,EZR,FAM83D,FBLN1,FGF1,FGF18,FGF21,FGFR4,FN1,GAREM1,GBP1,GRB10,IQGAP3,ITGAV,KDR,LOC100620540,LYN,MAP2K2,NDRG2,NOTCH2,PDGFA,PDGFC,PDGFD,PDGFRA,PHB2,PRKCZ,PTK2B,PTPRC,RANBP9,RAPGEF1,ROS1,RRAS,SEMA6A,SEMA7A,SHC1,SOX9,SPRY2,SRC,TEK,TLR9,TNFRSF11A,TNIP1,TPBG,VRK3,YWHAZ


			GO:BP			purine ribonucleotide biosynthetic process			GO:0009152			0.0001451295			51			ACACA,ACAT1,ACOT7,ACSL1,ACSS1,ACSS2,ADCY2,ADCY3,ADCY4,ADCY6,ADCY9,ADSL,AK1,AK3,AMPD1,AMPD3,ATIC,ATP5F1A,ATP5F1B,ATP5MC1,ATP5MC3,ATP5ME,ATP5PO,ATP6,CHPT1,DCAKD,DLAT,DLD,GART,GPAT4,GUCY1A1,IMPDH1,MMUT,NME4,NME6,PAICS,PANK3,PANK4,PDHA1,PDHB,PDHX,PDK2,PDK4,PPARA,PPARGC1A,PPAT,PRTFDC1,PTDSS1,PTPMT1,UGCG,VCP


			GO:BP			mitochondrial electron transport, NADH to ubiquinone			GO:0006120			0.0001451812			15			COQ9,ISCU,ND4,NDUFA10,NDUFA8,NDUFAF1,NDUFB6,NDUFB8,NDUFB9,NDUFS1,NDUFS2,NDUFS6,NDUFV1,PARK7,PINK1


			GO:BP			ATP metabolic process			GO:0046034			0.0001458684			50			ABCC6,ACAT1,AK1,AK5,ALDOC,APP,ATP1A2,ATP1B1,ATP5F1A,ATP5F1B,ATP5IF1,ATP5MC1,ATP5MC3,ATP5ME,ATP5PO,ATP6,CLPX,ENO3,GAPDH,GPAT4,GPD1,GPI,HK1,HK2,IER3,INSR,LOC100736765,LOC110255887,MLXIPL,MYH3,NDUFS1,NT5E,NUDT5,OGT,PARG,PFKM,PGAM2,PGK1,PKM,PPARA,PPARGC1A,PRKAG3,SLC25A25,TIGAR,TPI1,TREX1,TSPO,VCP,ZBTB20,ZBTB7A


			GO:BP			ATP synthesis coupled electron transport			GO:0042773			0.0001459568			28			BID,CCNB1,CDK1,CHCHD2,COA6,COQ9,COX4I1,COX5A,ISCU,LOC100524239,LOC100524873,ND4,NDUFA10,NDUFA8,NDUFAF1,NDUFB6,NDUFB8,NDUFB9,NDUFS1,NDUFS2,NDUFS6,NDUFV1,PARK7,PINK1,SDHAF2,UQCR10,UQCRC1,UQCRQ


			GO:BP			glucose metabolic process			GO:0006006			0.0001466222			48			ACADM,AKT2,ALDOC,APOD,ATF3,ATF4,BCKDK,C1QTNF3,CDS1,ENO3,FAM3C,FBP2,FOXO1,GAPDH,GPD1,GPI,HK1,HK2,IGFBP4,INSR,KAT2B,KLHL12,LEPR,MAPK14,MDH2,NCOA2,NLN,NPY1R,OGT,OMA1,PC,PDHA1,PDHB,PDK2,PDK4,PFKM,PGK1,PKM,PPARA,PPARGC1A,PPP1R3G,RORA,SESN2,SLC37A4,TIGAR,TPI1,WDTC1,ZNF692


			GO:BP			cellular lipid catabolic process			GO:0044242			0.000147448			59			ABHD3,ABHD5,ACAD10,ACADL,ACADM,ACADS,ACADVL,ACAT1,ACOT8,ACOX2,AKT2,ALDH1L2,ASAH1,AUH,CPS1,CPT1B,CPT1C,CPT2,CRABP1,CRAT,DDHD2,DECR1,E4F1,ECH1,ENPP2,ETFA,ETFB,ETFDH,FAAH,GBA2,GCDH,HADH,HADHA,HADHB,HSD17B10,INPP5F,LIPE,LIPG,LOC100525350,LONP2,LPIN1,LPIN3,MFSD2A,PEX2,PLA2G4A,PLCG1,PLCG2,PLD1,PLD2,PNPLA2,PRDX6,PRKCD,SCARB1,SESN2,SGPL1,SIRT2,SMPD1,SMPDL3A,SMPDL3B


			GO:BP			presynapse organization			GO:0099172			0.000150202			19			APP,CLSTN3,DVL1,EIF4G1,GPC4,LRFN5,LRP4,LRRC4B,LRRTM3,MDGA1,NLGN3,PCDH17,PCLO,PTPRD,SLITRK1,SLITRK2,SLITRK4,SLITRK5,SLITRK6


			GO:BP			regulation of protein localization			GO:0032880			0.0001509737			154			ABHD17C,ACTN2,ADRA2A,AFDN,AKT2,ANKRD1,ANKRD13A,ANO1,APOD,APOE,ARHGAP44,ATP2B4,ATP5IF1,BAG3,BAIAP3,BARD1,BCAP31,BMPER,BNIP3L,C1QTNF3,C2CD2L,C7H6ORF125,CCDC88A,CCN3,CCNE2,CCT6A,CD200,CDCA5,CDH2,CDK1,CDK5R1,CDT1,CENPJ,CEP131,CIB1,CLIP3,CLSTN3,CORO2B,CROCC,CTNNA1,DAB2,DDRGK1,DNAJC1,DVL1,DZIP1,EDNRA,EFCAB7,EGF,EPB41L2,EPHA3,ERBB2,ERP29,EZR,FRMD4A,FYN,FZD9,GBP1,GLI3,GNAI1,GPC2,GPC3,GPC4,GPSM2,GRIPAP1,HADH,HCLS1,HMGCR,HSPA1L,ILRUN,ITGB1,KCNB1,KDM1A,KIF20B,LGALS3,LOC100512977,LOC100519808,LRP4,LRRK2,LZTFL1,MAPK14,MAVS,MMD,MMP14,MPC2,MRAP2,NANS,NDC80,NEDD4L,NGFR,NR1H2,NSD2,NSFL1C,PARK7,PARP9,PDCD5,PDZK1,PFKM,PIK3R2,PINK1,PKDCC,PKIG,PLEKHM2,PLK1,PLK3,PPM1A,PPM1F,PPP2R5A,PPP3CB,PRKCD,PRKCI,PRKD1,PRR5L,PTPN9,RAB29,RAP1GDS1,RAPGEF3,REST,RIPOR2,ROCK2,SESN2,SIK3,SMO,SPI1,SPIDR,SQSTM1,SRC,SRI,STAC3,STK11,STXBP5,SWAP70,SYT9,TAX1BP3,TCF7L2,TCIRG1,TESK1,TFRC,TGFB1,TGFB2,TGFB3,TMEM231,TMEM35A,TMEM98,TOMM7,TP53INP2,TTC8,VAMP8,VCP,VHL,VRK1,WLS,WNK3,WWTR1,XPO1


			GO:BP			maintenance of location			GO:0051235			0.0001552526			74			ABHD5,ABL1,ANKRD13C,APOE,ATP2A1,AUP1,BARD1,C3,CALM1,CAPN3,CASQ1,CASQ2,CCDC88A,CCL19,CDS1,CHCHD10,CRY2,DHRS7C,DIAPH1,DZIP1,ERO1A,FBN1,FBN2,FITM1,GPSM2,HK1,HK2,HRC,HSPA5,ITGAV,ITPR3,KDELR3,LCN2,LDAH,LETM1,LOC100511343,LTBP1,LYN,NFKBIA,NFKBIB,NR1H2,OSBPL8,PARK7,PINK1,PKD2,PLCG2,PLIN5,PNPLA2,PPARA,PRKD1,PTK2B,PTPRC,RYR2,SCARB1,SELENON,SLC30A2,SLC30A7,SOAT1,SQLE,SREBF2,SRI,STAT5B,TAPT1,TMEM38A,TMSB15A,TMSB15B,TPCN2,TRDN,TRPC1,TSPO,TTC39B,TWF1,TWF2,UBASH3B


			GO:BP			embryonic morphogenesis			GO:0048598			0.0001553176			130			ABL1,ACVR1,ADM,ALDH1A2,AMOT,APAF1,ASB2,ATOH8,BCR,BMP7,CC2D2A,CCDC40,CCN1,CDON,CHRNA10,COL11A1,COL12A1,COL2A1,COL5A1,COL5A2,CPLANE1,CRABP2,CTHRC1,CUL3,DLL1,DUSP1,DVL1,EDNRA,EFNA1,ENG,EPHB2,EXT1,FBN1,FBN2,FGF9,FLRT3,FN1,FREM2,FZD2,GATA2,GATA3,GJA1,GLI2,GLI3,GPC3,GPI,HOXA3,HOXA5,HS2ST1,IFT140,IFT57,INTU,ITGA2,ITGA4,ITGA5,ITGAV,ITGB1,ITGB4,KCNQ4,KIF20B,KLF4,LAMA3,LAMB1,LAMB3,LIAS,LNPK,LRIG3,LRP4,LUZP1,MAP3K20,MDFI,MFAP2,MIB1,MKS1,MMP14,MMP16,MMP2,MTHFD1L,MTHFR,MYCN,MYF5,MYO7A,NOTCH2,PDGFRA,PHLDB2,PKD2,PLPP3,PRELID2,PRKAR1A,PTK7,RECK,RGMA,RIPOR2,RNF2,RNF207,RSPO3,SFRP2,SHROOM3,SLC39A1,SLITRK6,SMAD2,SMO,SOX11,SOX9,SPRY2,SRF,STK3,STOX1,SULF1,TASOR,TBX18,TCAP,TEAD2,TENM4,TGFB1,TGFBR1,TGFBR2,TMEM107,TMEM231,TP63,TTC39C,TULP3,TXNRD1,UGDH,USH1C,WDR19,WHRN,ZBTB16,ZEB1,ZIC3


			GO:BP			negative regulation of cellular biosynthetic process			GO:0031327			0.0001553449			277			ACADVL,ACOT8,AEBP1,AJUBA,ANKRD1,ARX,ATF3,ATF4,ATF5,ATOH8,ATP2B4,ATXN1,AURKB,BAG3,BCL11A,BCL3,BCL6,BCORL1,BEND6,BHLHE41,BIN1,BMP5,BMP6,BMP7,BRCA1,C1QTNF3,CALR,CAPN3,CAPRIN2,CBX2,CBX3,CBX4,CC2D1B,CDK5R1,CENPF,CHD3,CIPC,CITED1,CNOT6,CNOT6L,CPEB3,CPEB4,CREB3L1,CRY2,CRYM,CSDE1,CTC1,CUL3,CUX2,DAB2,DAPK1,DCP2,DDX3X,DEDD,DKK3,DNAJA3,DNAJC17,DNMT1,DNMT3B,DPF3,DUSP26,E2F1,E2F6,E2F7,E2F8,E4F1,EFNA1,EGR1,EHMT2,EID1,EIF4A2,EIF4EBP1,EIF4G1,ELK3,ELK4,ENC1,ESR1,ETV5,EZH2,EZR,FAM3C,FGF9,FHL2,FMR1,FNIP1,FOXJ1,FOXM1,FOXN3,FOXP2,FST,FXR1,FXR2,GAPDH,GATA2,GATA3,GCLC,GLI2,GLI3,GPS2,GTF2IRD1,HCLS1,HDAC10,HES6,HEY2,HHATL,HIC1,HIVEP1,HSF1,HSF4,IGFBP5,ITM2A,KDM1A,KDM8,KHDRBS1,KLF4,KLHL17,LEPR,LGR4,LIN37,LMCD1,LMO1,LOC110255204,LPCAT1,LYAR,MAF1,MAFK,MAGEH1,MAP3K10,MBD2,MBD3,MBTD1,MDM2,MEF2A,MEF2C,MITF,MLIP,MLXIPL,MOSPD1,MSC,MTA3,MTDH,MTERF3,MXD3,MYF6,MYOZ1,NCOA2,NDN,NFATC3,NFATC4,NFE2L3,NFIB,NFIL3,NIBAN2,NOC2L,NOCT,NOL4L,NONO,NOSTRIN,NOTCH2,NR0B2,NR1D2,NR1H2,NR1I3,NR2F1,NR2F6,NSD2,ORMDL1,ORMDL2,PABPC1,PAIP1,PARP3,PARP9,PASK,PATL1,PATZ1,PDCD4,PDGFA,PER1,PER2,PEX2,PHB2,PHF19,PHF21A,PIAS3,PKIG,PLCB1,PLK1,PLK3,POT1,PPARA,PPARGC1B,PPM1F,PRDM1,PRDM5,PSMC5,PTPRK,RBBP8,RBM15,RBPJ,RCOR1,RCOR2,REST,RIF1,RNF2,ROCK2,RUNX1T1,RYBP,SALL2,SAP130,SARS1,SCAI,SCMH1,SCML2,SCRT1,SESN2,SFMBT2,SFRP2,SHC1,SHFL,SIRT2,SLC24A5,SLC2A10,SMAD2,SMARCA5,SMO,SMYD2,SOX11,SOX9,SPHK1,SPI1,SPINDOC,SQSTM1,SRC,SREBF2,SRF,TAF9B,TASOR,TBL1XR1,TCF3,TCF7L2,TGFB1,THAP11,TIA1,TIMELESS,TP63,TSHZ3,UHRF1,USP2,WDTC1,WWC2,WWP1,WWTR1,YBX3,YEATS2,YWHAQ,YWHAZ,ZBTB1,ZBTB12,ZBTB16,ZBTB20,ZBTB7A,ZBTB7B,ZBTB8A,ZEB1,ZEB2,ZFP37,ZFPM2,ZHX2,ZMYM2,ZNF175,ZNF180,ZNF423,ZNF503,ZNF536,ZNF692,ZNF703,ZNF827


			GO:BP			sarcomere organization			GO:0045214			0.0001553449			18			ACTN2,ANKRD23,CAPN3,CASQ1,CSRP2,FHOD3,FLNC,ITGB1,LMOD2,LOC100736765,MYOM2,MYOZ1,MYPN,PRKAR1A,SRF,TCAP,TNNT2,TPM1


			GO:BP			extracellular matrix assembly			GO:0085029			0.0001553449			18			AGT,ANTXR1,COL1A2,EMILIN1,FBLN5,FKBP10,LAMB1,LAMB3,LOC100737755,LOX,MYH11,PHLDB2,PXDN,QSOX1,RGCC,SOX9,TGFB1,THSD4


			GO:BP			adaptive thermogenesis			GO:1990845			0.000156468			39			ACSL1,ADIPOR2,ARRDC3,ATF4,CPT2,DECR1,EBF2,EPAS1,ESRRG,FGF21,FH,G0S2,GRB10,HADH,IL15,IL18,KLHL12,LAMA4,LEPR,LGR4,MFN2,NR1H2,OGT,OMA1,OXTR,PDGFC,PLCL1,PLCL2,PPARGC1A,PPARGC1B,PRKAB2,RBPJ,RHEB,SLC25A4,STK11,UCP2,UCP3,ZBTB7B,ZNF423


			GO:BP			ossification			GO:0001503			0.0001576925			82			ACVR1,ADAMTS12,ADAMTS7,ASPN,ATF4,BAMBI,BMP6,BMP7,CALCR,CCN1,CCN4,CHRD,CHSY1,CITED1,COL1A2,COL2A1,CTHRC1,DCHS1,DDR2,DHRS3,EGR2,EXT1,FBN2,FBXO5,FGF18,FGF9,FIGNL1,FZD9,GLI2,GLI3,GPC3,IFT80,IGFBP5,IL6ST,INTU,JUNB,LGR4,LOX,LRP4,LTBP3,MAPK14,MDK,MEF2C,MEF2D,MMP14,MMP16,MMP2,MN1,MYF5,NOCT,OMD,PHEX,PHOSPHO1,PKDCC,PPARGC1B,PPP3CA,PRKD1,PTH1R,PTK2B,PTN,RBPJ,S1PR1,SBDS,SFRP2,SIK3,SMO,SOX11,SOX9,SPP1,SUCO,TAPT1,TCIRG1,TGFB1,TGFB2,TGFB3,THBS3,TMEM53,TNFRSF11A,TP53INP2,TP63,WWTR1,ZBTB16


			GO:BP			sulfur compound metabolic process			GO:0006790			0.0001601277			79			ACACA,ACAT1,ACOT7,ACOT8,ACSL1,ACSL4,ACSM4,ACSM5,ACSS1,ACSS2,APIP,B4GALT4,BGN,CCNG1,CHPF,CHST1,CHST2,CHST3,CHSY1,CIAO3,CPS1,DCN,DLAT,DLD,DLST,DSE,EDNRA,ETHE1,EXT1,EXT2,GCLC,GGT5,GLCE,GLRX5,GPAT4,GSR,GSTA4,GSTM3,GSTZ1,GUSB,HAGH,HS2ST1,HS6ST1,HS6ST2,HSPA9,ISCU,LIAS,LOC100522551,LPCAT1,MAT2A,MICAL1,MMUT,MRI1,MTHFR,MVK,NFE2L2,NFS1,OGDH,OPLAH,OXSM,PARK7,PDHA1,PDHB,PDHX,PDK2,PDK4,PSAP,PTDSS1,PXYLP1,SGSH,SQOR,STAT5B,SUCLG2,TCF7L2,TPST2,TST,TSTD1,UGDH,XYLT2


			GO:BP			spindle organization			GO:0007051			0.000163561			54			ARHGEF10,ASPM,AURKB,CCNB1,CCNB2,CDC20,CDK1,CENPE,CENPH,CENPJ,CHD3,CKAP5,DLGAP5,EFHC1,ESPL1,EZR,FAM110A,FBXO5,GNAI1,GPSM2,HAUS5,HAUS6,KIF11,KIF15,KIF23,KIF2A,KIF3B,KIF4A,KIFC1,MAP1S,MAPRE1,MASTL,MYBL2,NDC80,NEK2,NTMT1,NUF2,PARP3,PLK1,RACGAP1,RGS14,SBDS,SEPTIN1,SPAG5,SPC25,SPICE1,STIL,TACC1,TACC3,TPX2,TRIM36,TUBB,TUBGCP4,TUBGCP6


			GO:BP			response to lipid			GO:0033993			0.0001667038			119			ABL1,ABL2,ACACA,ACSBG1,ADAM15,ADCY3,ADCY6,AHR,ALAS1,ALDH1A2,ANKRD1,ATM,ATP1A2,BCR,BMP6,BMP7,BRCA1,CALCOCO1,CALR,CASP9,CCL19,CD14,CD80,CITED1,CMPK2,CPS1,CRY2,CYP7B1,DAB2,DDRGK1,DUSP10,EPHA3,ERBIN,ESR1,ESRRA,ESRRG,FAM210B,FBXO32,FER,FES,FIBIN,GOT1,GRAMD1C,HADHB,IL12RB2,IL18,IRAK1,IRAK2,KLF4,KLF9,LIAS,LYN,MAP4K1,MAPK14,MAPKAPK2,MN1,MRC1,MSTN,MTDH,NCOA2,NFKBIA,NFKBIB,NFKBIL1,NOCT,NOS1,NOS3,NPC1,PARK7,PDCD4,PDE4B,PDK4,PER1,PHB2,PLAA,PLCG2,PPARA,PPARGC1B,PRDX3,PTGES3,PTK2B,PTK7,RBP1,REST,RNF14,ROCK2,RORA,RPS6KA3,RXRG,SAFB2,SCARB1,SERPINE1,SGK1,SHPK,SKP2,SLIT2,SLIT3,SMAD2,SMO,SOX9,SPI1,SPP1,SRC,STAT5B,TEAD2,TFPI,TGFB2,TGFB3,TGFBR1,TGFBR2,TNFRSF11A,TNFRSF1B,TNIP1,TP63,TWF2,VIM,WDR83,ZBTB7A,ZMIZ1,ZNF703


			GO:BP			fatty acid beta-oxidation using acyl-CoA dehydrogenase			GO:0033539			0.0001710098			8			ACAD10,ACADM,ACADS,ACADVL,ETFA,ETFB,ETFDH,GCDH


			GO:BP			transforming growth factor beta receptor signaling pathway			GO:0007179			0.0001711336			51			ACVR1,ASPN,BAMBI,CAV2,CD109,CITED1,COL1A2,COL3A1,DAB2,EMILIN1,ENG,FBN1,FBN2,FOS,HSPA5,HTRA1,HTRA3,IL17RD,ITGB6,LOX,LTBP1,LTBP3,MSTN,MTMR4,PBLD,PPARA,PPM1A,PTPRK,RASL11B,SLC2A10,SMAD2,SMAD9,SMURF1,SOX11,SPI1,SPRY2,SRC,STK11,STUB1,TGFB1,TGFB2,TGFB3,TGFBR1,TGFBR2,VASN,WFIKKN2,ZBTB7A,ZEB1,ZMIZ1,ZNF703,ZYX


			GO:BP			DNA replication			GO:0006260			0.0001712432			64			APITD1,ATR,BLM,BRCA2,CCNE2,CDC45,CDC6,CDT1,CHAF1A,CHTF18,CTC1,DBF4,DNAJA3,E2F7,E2F8,E4F1,EGF,EHMT2,EME1,ENDOG,ESCO1,FANCM,FBXO5,FEN1,GEN1,GINS3,JADE3,LIG1,MCM2,MCM3,MCM4,MCM5,MGME1,MMS22L,MRE11,NFIB,OBI1,ORC1,ORC3,PCLAF,POLA1,POLA2,POLD1,POLD2,POLE2,POLG,POLL,PRIM2,RAD51,RECQL4,RFC3,RFC5,RFWD3,RPA2,SAMHD1,SMARCA5,SUPT16H,TIMELESS,TONSL,TRAIP,TREX1,WDHD1,WRN,ZRANB3


			GO:BP			response to transforming growth factor beta			GO:0071559			0.0001712432			59			ACVR1,ANKRD1,ASPN,BAMBI,CAV2,CD109,CILP,CITED1,COL1A2,COL3A1,DAB2,EMILIN1,ENG,FBN1,FBN2,FNDC4,FOS,FYN,HSPA5,HTRA1,HTRA3,IL17RD,ITGB6,LOX,LTBP1,LTBP3,MEF2C,MSTN,MTMR4,PBLD,PDCD5,PDE3A,PPARA,PPM1A,PTPRK,RASL11B,SLC2A10,SMAD2,SMAD9,SMURF1,SOX11,SOX9,SPI1,SPRY2,SRC,STK11,STUB1,TGFB1,TGFB2,TGFB3,TGFBR1,TGFBR2,VASN,WFIKKN2,ZBTB7A,ZEB1,ZMIZ1,ZNF703,ZYX


			GO:BP			cellular ketone metabolic process			GO:0042180			0.0001722064			50			ACADVL,AKR1A1,AKT2,ATP2B4,BMP5,BMP6,BRCA1,COQ10A,COQ10B,COQ2,COQ3,COQ5,COQ6,COQ8A,COQ9,CYP1A1,DKK3,EGR1,FGFR4,FMO1,FMO2,GPD1,HAGH,HAGHL,HSD11B2,HSD17B10,KYAT1,KYAT3,LONP2,MFSD2A,MID1IP1,MLXIPL,NDUFA9,NMT1,NQO1,NQO2,NR1H2,OXCT1,PARK7,PDK2,PDK4,PNKD,PPARA,PPTC7,REST,SLC7A7,SOX9,STAT5B,TREX1,WDTC1


			GO:BP			microtubule-based movement			GO:0007018			0.0001723094			92			ACTR3,ADCY3,AP3M2,APP,ARL8B,ARPIN,ATP2B4,BBS12,BLOC1S1,BLOC1S4,CATSPER4,CCDC40,CCDC65,CENPE,CEP131,CFAP20,CLIP3,COPG2,DEFB1,DNAAF5,DNAH10,DRC1,DTNBP1,DYNC2I2,DYNLL1,DZIP1,EIF3J,FLOT2,FYCO1,IFT122,IFT140,IFT27,IFT43,IFT46,IFT57,IFT88,KIF11,KIF12,KIF14,KIF15,KIF18A,KIF18B,KIF1A,KIF1C,KIF20A,KIF20B,KIF21B,KIF22,KIF23,KIF24,KIF26B,KIF27,KIF2A,KIF2C,KIF3A,KIF3B,KIF4A,KIF5C,KIFC1,KLC2,KTN1,LZTFL1,MAK,MAP1B,MKKS,MNS1,NEFL,NEURL1,NPHP4,ODAD4,SLC22A16,SLIRP,SPEF1,SPEF2,SPG11,SPG7,SSX2IP,STAU2,STK11,SUN2,SYBU,TEKT1,TMEM201,TRAF3IP1,TRAK1,TTC21A,TTC21B,TTC26,TTLL1,TUB,WDR19,WDR35


			GO:BP			response to organonitrogen compound			GO:0010243			0.0001731736			157			ACTN2,ADCY6,ADORA2A,AGTR2,AHR,AKAP6,AKT2,APLP1,APOE,APP,AQP11,ARHGEF2,ATF4,ATP2B4,ATXN3,AUP1,BCAP31,BLM,BRCA1,CACNB1,CAMK2A,CASP6,CASQ2,CAV2,CCDC47,CD9,CITED1,COL16A1,COL1A2,COL5A2,CPEB3,CPEB4,CRY2,CTNNA1,DIAPH1,DNAJB2,DNAJB9,DNAJC18,DNMT1,ECHDC3,ECPAS,EDNRA,EGR1,EHMT2,EPHA4,ERBIN,EXT1,EZH2,EZR,FER,FOXO1,FOXRED2,FYN,GHR,GKAP1,GNAI3,GNB5,GOT1,GPD1,GPR173,GRB10,HOMER1,HOMER2,IGFBP5,INSR,IRF5,IRS3,ITGA4,ITGB1,KAT2B,LOC100511937,LPIN1,LPIN3,LRRK2,MAN1A1,MAPK14,MDM2,MMP2,MSTN,NDUFS4,NEURL1,NFKBIA,NGFR,NPC1,NPLOC4,NR4A3,NSG1,NT5E,OGT,P2RX5,P2RY1,PCSK9,PDE3A,PDE4B,PDGFC,PDGFD,PDGFRA,PDK2,PDK4,PER1,PIK3R2,PIP4K2A,PIP4K2C,PKD2,PPP1R1B,PPP5C,PRKCD,PRKCI,PRKCQ,PRKCZ,PTPRA,RAB10,RAD51,RAP1GDS1,RAPGEF3,RCN3,RRAGD,RYR2,SCNN1A,SDK1,SEL1L,SELENON,SESN1,SESN2,SHC1,SIRT2,SLC1A3,SLC26A6,SLC27A1,SLIT2,SORT1,SOX9,SPIDR,SRC,SREBF2,SSH1,STAT5B,STUB1,TIMELESS,TLR9,TMEM259,TMEM38A,TMEM67,TRIM72,UBR2,UBXN1,UGGT1,UMODL1,USP13,USP19,USP25,VCAM1,VCP,VIM,WDTC1,ZBTB7B,ZEB1


			GO:BP			regulation of cellular localization			GO:0060341			0.0001760231			170			ABHD17C,ACTN2,ADRA2A,AFDN,AKT2,ANKRD1,ANKRD13A,ANO1,ANXA2,APOD,APOE,ARHGAP1,ARHGAP44,ATP2B4,ATP5IF1,BAG3,BAIAP3,BARD1,BCAP31,BMPER,BNIP3L,BVES,C1QTNF3,C2CD2L,C7H6ORF125,CCDC88A,CCN3,CCNE2,CCT6A,CD200,CDCA5,CDH2,CDK1,CDK5R1,CDT1,CENPJ,CEP131,CIB1,CLIP3,CLSTN3,CORO2B,CROCC,CTNNA1,DAB2,DDRGK1,DNAJC1,DVL1,DZIP1,EDNRA,EFCAB7,EGF,EPB41L2,EPHA3,ERBB2,ERP29,EZR,FRMD4A,FYN,FZD9,GBP1,GLI3,GNAI1,GPC2,GPC3,GPC4,GPSM2,GRIPAP1,HADH,HCLS1,HMGCR,HSPA1L,IER3,ILRUN,INPP5F,ISCU,ITGB1,KCNB1,KDM1A,KHDRBS1,KIAA1614,KIF20B,LGALS3,LOC100512977,LOC100519808,LRP4,LRRK2,LZTFL1,MAP1B,MAPK14,MAVS,MMD,MMP14,MPC2,MRAP2,MX2,MYLK2,NANS,NDC80,NEDD4L,NGFR,NR1H2,NSD2,NSFL1C,PARD6G,PARK7,PARP9,PCSK9,PDCD5,PDZK1,PFKM,PIK3R2,PINK1,PKDCC,PKIG,PLEKHM2,PLK1,PLK3,PPM1A,PPM1F,PPP2R5A,PPP3CB,PRKCD,PRKCI,PRKD1,PRR5L,PTPN9,RAB29,RAP1GDS1,RAPGEF3,REST,RIPOR2,ROCK2,SESN2,SIK3,SMO,SPAG5,SPI1,SPIDR,SQSTM1,SRC,SRI,STAC3,STK11,STXBP5,SWAP70,SYT9,TAX1BP3,TCF7L2,TCIRG1,TESK1,TFRC,TGFB1,TGFB2,TGFB3,TMEM231,TMEM35A,TMEM53,TMEM98,TOMM7,TP53INP2,TTC21B,TTC8,VAMP8,VCP,VHL,VRK1,WLS,WNK3,WWTR1,XPO1


			GO:BP			positive regulation of protein localization			GO:1903829			0.0001763497			87			ABHD17C,AKT2,ANKRD1,ANO1,ATP2B4,BAG3,BAIAP3,BCAP31,C1QTNF3,C2CD2L,CCDC88A,CCT6A,CDK1,CDK5R1,CDT1,CENPJ,CEP131,CIB1,CLIP3,CLSTN3,CORO2B,CROCC,DDRGK1,DZIP1,EFCAB7,EGF,EPB41L2,EPHA3,ERBB2,EZR,FRMD4A,FYN,GLI3,GNAI1,GPSM2,HCLS1,HSPA1L,ITGB1,KCNB1,KIF20B,LGALS3,LOC100512977,LOC100519808,LRP4,MAPK14,MAVS,MPC2,NANS,NDC80,NGFR,NR1H2,PARK7,PARP9,PDCD5,PDZK1,PFKM,PIK3R2,PLK3,PPM1A,PPP3CB,PRKCD,PRKCI,PRKD1,PRR5L,PTPN9,RAB29,RAPGEF3,ROCK2,SESN2,SMO,SQSTM1,SRC,SRI,STAC3,STK11,TCF7L2,TESK1,TFRC,TGFB1,TGFB2,TGFB3,TMEM35A,TOMM7,VRK1,WLS,WNK3,WWTR1


			GO:BP			regulation of nucleobase-containing compound metabolic process			GO:0019219			0.0001789349			683			ABLIM3,ACTR3,ACVR1,ADAM8,ADNP,AEBP1,AFAP1L2,AGT,AHR,AIFM1,AJUBA,AKNA,ANKRD1,ANKRD2,ANXA2,APAF1,APOE,APP,ARHGEF2,ARNTL,ARX,ASXL3,ATAD2,ATF3,ATF4,ATF5,ATM,ATOH8,ATP1B3,ATP2B4,ATP5IF1,ATR,ATXN1,AURKB,BAG3,BAMBI,BBS7,BCAS3,BCL11A,BCL3,BCL6,BCL7B,BCL9,BCORL1,BEND6,BHLHE41,BIN1,BLM,BMP5,BMP6,BMP7,BRCA1,BRCA2,BRD3,BRIP1,CALCOCO1,CALCR,CALR,CAMK2A,CAMTA2,CAPN3,CARF,CARHSP1,CASK,CAT,CBX2,CBX3,CBX4,CC2D1B,CCDC124,CCN1,CCNL1,CCNL2,CCNT2,CCPG1,CCT6A,CD200,CD40LG,CDCA7,CDCA7L,CDK14,CDK17,CDK5R1,CDON,CDT1,CEBPG,CENPF,CENPJ,CHCHD10,CHCHD2,CHD3,CHD6,CHEK1,CHTF18,CHURC1,CIB1,CIPC,CITED1,CKAP2,CKS2,CLK3,CLU,CNOT6,CNOT6L,COPS5,CPEB3,CREB3L1,CREB3L2,CREB5,CREBRF,CREM,CRY2,CRYM,CSDC2,CSDE1,CSF3,CSRNP1,CSRNP3,CTC1,CUL3,CUL4A,CUX2,DAB2,DBF4,DBX1,DCAF6,DCN,DCP2,DDR2,DDRGK1,DDX3X,DDX58,DEDD,DKK3,DLL1,DMRT2,DNAJA3,DNAJC17,DNMT1,DNMT3B,DOT1L,DPF3,DROSHA,DUSP26,DVL1,DYRK1B,E2F1,E2F6,E2F7,E2F8,E4F1,EAF2,EBF1,EBF2,EBF3,EBF4,EDA,EFCAB7,EFNA1,EGF,EGLN1,EGR1,EGR2,EGR3,EHMT2,EID1,EIF4A2,ELF4,ELK3,ELK4,ELL2,ENDOG,ENG,EPAS1,EPCAM,ERBB2,ERBIN,ESCO1,ESR1,ESRRA,ESRRG,ETV1,ETV5,EYA2,EYA3,EZH2,EZR,FANCA,FANCD2,FASTK,FASTKD1,FBXO5,FER,FGF1,FGF9,FGFR4,FHL2,FHL5,FHOD1,FIGNL1,FLOT2,FMR1,FNIP1,FOS,FOXA3,FOXJ1,FOXM1,FOXN3,FOXO1,FOXP2,FST,FXR1,FXR2,FZD2,GATA2,GATA3,GCLC,GINS3,GLI2,GLI3,GPD1,GPS2,GTF2IRD1,GUCA1B,HCLS1,HDAC10,HDGFL2,HES6,HEY2,HGF,HIC1,HIF3A,HIVEP1,HIVEP2,HLTF,HMCES,HMMR,HOXA3,HOXA5,HR,HSF1,HSF4,HTATIP2,IER2,IER3,IGSF1,IKBKG,IL18,IL4I1,INSR,IRAK1,IRAK2,IRF5,IRF9,ITGA6,JADE2,JADE3,JMJD1C,JUNB,KAT2B,KDM1A,KDM7A,KDM8,KEAP1,KHDRBS1,KIT,KLF13,KLF4,KLHL15,KLHL17,LDB2,LGR4,LIN37,LIN54,LMCD1,LMO1,LMO2,LOC100513741,LOC100517129,LOC100623035,LOC102158443,LOC110255204,LOC110258620,LOC110259371,LPIN1,LPIN3,LRP8,LRRC7,LRRFIP1,LRRFIP2,LUM,LYAR,MAF1,MAFF,MAFK,MAGEH1,MAML3,MAP2K2,MAP3K10,MAP3K13,MAPK14,MAPK8IP1,MAPKAPK2,MARS1,MAVS,MBD2,MBD3,MBNL1,MBNL3,MBTD1,MDK,MDM2,ME1,MED15,MED8,MEF2A,MEF2C,MEF2D,MEIS3,MEOX2,MET,MGA,MITF,MKX,MLIP,MLXIP,MLXIPL,MN1,MOSPD1,MRE11,MSC,MSH2,MSH6,MSTN,MTA3,MTDH,MTERF3,MXD3,MYBL1,MYBL2,MYCN,MYEF2,MYF5,MYF6,MYOZ1,NABP2,NAMPT,NBAS,NCOA2,NDN,NEIL1,NEK2,NEK4,NFATC1,NFATC3,NFATC4,NFE2L1,NFE2L2,NFE2L3,NFIB,NFIL3,NFKBIA,NFKBIB,NFKBIL1,NFXL1,NGFR,NIBAN2,NOC2L,NOCT,NOL4L,NONO,NOS1,NOS3,NOSTRIN,NOTCH2,NOTCH3,NOVA1,NPAS3,NR0B2,NR1D2,NR1H2,NR1I3,NR2F1,NR2F6,NR4A3,NR5A2,NSD2,NUP107,OBI1,OGT,ORC3,OTUB2,PABPC1,PABPC4,PAIP1,PARG,PARK7,PARM1,PARP3,PARP9,PARPBP,PASK,PATL1,PATZ1,PBX3,PBX4,PCBP1,PDCD4,PDE3A,PDK2,PDK4,PER1,PER2,PEX2,PFKM,PHB2,PHF1,PHF19,PHF21A,PIAS3,PIK3R2,PINK1,PITHD1,PKD2,PKIG,PLAG1,PLAGL1,PLCB1,PLCG2,PLK1,PLK3,PLPP3,POGK,POT1,POU6F1,PPARA,PPARGC1A,PPARGC1B,PPM1A,PPM1F,PPP3CA,PPP3CB,PRDM1,PRDM5,PRDX3,PRDX6,PRIM2,PRKCD,PRKCH,PRKCI,PRKCQ,PRKD1,PRR5L,PSIP1,PSMC3,PSMC3IP,PSMC5,PTBP3,PTGES2,PTGES3,PTPRC,PTPRK,PTPRN,RAD21,RAD51,RAD51AP1,RAF1,RAP2C,RBBP8,RBFOX1,RBM15,RBM15B,RBM20,RBM38,RBPJ,RCOR1,RCOR2,REST,RFC3,RFC5,RFX7,RGCC,RGMA,RGS14,RHEBL1,RIF1,RMI2,RNF14,RNF2,RORA,RPA2,RPS6KA1,RPS6KA3,RUNX1T1,RXRG,RYBP,SAFB2,SALL2,SAP130,SARS1,SAV1,SCAI,SCMH1,SCML2,SCRT1,SENP1,SERTAD1,SETD7,SFMBT2,SFR1,SFRP2,SHC1,SIRT2,SLC38A2,SLC38A3,SLF1,SLIRP,SMAD2,SMAD9,SMARCA5,SMARCAD1,SMG5,SMO,SMYD2,SOX11,SOX9,SPHK1,SPI1,SPIDR,SPINDOC,SPP1,SPTY2D1,SQSTM1,SRC,SREBF2,SRF,SRI,SS18,SSBP4,SSU72,STAT1,STAT5B,STING1,STK3,STOX1,STOX2,SUPT16H,SUPV3L1,TAF11,TAF12,TAF9B,TASOR,TBC1D14,TBL1XR1,TBRG4,TBX15,TBX18,TCF12,TCF3,TCF4,TCF7L1,TCF7L2,TEAD1,TEAD2,TEAD4,TET3,TFEB,TFRC,TGFB1,TGFB2,TGFB3,TGFBR1,THAP11,THOC5,TIA1,TIGAR,TIMELESS,TLR9,TMEM9B,TNFRSF11A,TNFRSF1B,TNIP1,TOP2A,TOP2B,TOX,TOX3,TP53INP2,TP63,TP73,TRAF3,TRAF3IP2,TRAF5,TRAIP,TRAPPC13,TREX1,TSC22D1,TSC22D3,TSHZ3,TSPO,TTC21B,TTC5,UHRF1,USF2,USP1,USP13,USP2,VCP,VIM,WDR43,WDR48,WDR77,WDTC1,WRN,WWC2,WWP1,WWTR1,YBX3,YEATS2,YWHAQ,YWHAZ,ZBTB1,ZBTB12,ZBTB16,ZBTB20,ZBTB7A,ZBTB7B,ZBTB7C,ZBTB8A,ZEB1,ZEB2,ZFHX4,ZFP30,ZFP37,ZFPM2,ZHX2,ZIC3,ZKSCAN4,ZKSCAN7,ZMIZ1,ZMYM2,ZNF114,ZNF135,ZNF142,ZNF175,ZNF180,ZNF235,ZNF26,ZNF260,ZNF280C,ZNF287,ZNF300,ZNF322,ZNF329,ZNF333,ZNF358,ZNF367,ZNF395,ZNF396,ZNF423,ZNF503,ZNF518A,ZNF521,ZNF524,ZNF536,ZNF567,ZNF568,ZNF608,ZNF624,ZNF628,ZNF641,ZNF692,ZNF703,ZNF704,ZNF711,ZNF76,ZNF768,ZNF827,ZNF865,ZNF879,ZRANB3,ZSCAN12,ZSCAN31,ZXDC


			GO:BP			regulation of cold-induced thermogenesis			GO:0120161			0.0001789349			37			ACSL1,ADIPOR2,ARRDC3,ATF4,CPT2,DECR1,EBF2,EPAS1,ESRRG,FGF21,FH,G0S2,GRB10,HADH,IL15,IL18,KLHL12,LAMA4,LEPR,LGR4,MFN2,NR1H2,OGT,OMA1,OXTR,PDGFC,PLCL1,PLCL2,PPARGC1A,PPARGC1B,PRKAB2,RBPJ,RHEB,STK11,UCP2,ZBTB7B,ZNF423


			GO:BP			cold-induced thermogenesis			GO:0106106			0.0001789349			37			ACSL1,ADIPOR2,ARRDC3,ATF4,CPT2,DECR1,EBF2,EPAS1,ESRRG,FGF21,FH,G0S2,GRB10,HADH,IL15,IL18,KLHL12,LAMA4,LEPR,LGR4,MFN2,NR1H2,OGT,OMA1,OXTR,PDGFC,PLCL1,PLCL2,PPARGC1A,PPARGC1B,PRKAB2,RBPJ,RHEB,STK11,UCP2,ZBTB7B,ZNF423


			GO:BP			postsynapse organization			GO:0099173			0.0001789349			37			ABHD17C,APOE,ARHGAP39,ARHGAP44,ARHGEF9,BHLHB9,CAPRIN2,CDH2,CDK5R1,COLQ,CTNND2,CUX2,DLG4,DVL1,EFNA1,EGLN1,EPHA4,EPHA7,EPHB2,EPHB3,FYN,FZD9,GRID2,LRFN2,LRP4,LRP8,LRRC4,LRRC4B,LRRK2,NEFL,NLGN3,PAK3,PTPRD,PTPRS,VHL,WASF2,ZER1


			GO:BP			regulation of epithelial to mesenchymal transition			GO:0010717			0.0001815656			30			ACVR1,BAMBI,BMP7,DAB2,DACT3,EFNA1,ENG,EPHA4,EZH2,GATA3,HPN,IL17RD,KLHL12,MDK,PDPN,PHLDB2,RGCC,SDHAF2,SFRP2,SMAD2,SPRY2,TCF7L2,TGFB1,TGFB2,TGFB3,TGFBR1,TGFBR2,TIAM1,VASN,WWTR1


			GO:BP			cellular response to abiotic stimulus			GO:0071214			0.0001962097			68			AKT2,ANKRD1,ATM,ATR,AURKB,BAG3,BARD1,BDKRB2,BLM,BNIP3,BRCA1,BRCA2,CAPN3,CASP9,CHEK1,CRADD,CUL4B,DDX3X,EGR1,FAS,FIGNL1,GATA3,GNB5,HSF1,ITGB6,KDM1A,LDB3,LETM1,LOC100515171,LRRC8E,MAP3K14,MAP3K2,MAP3K20,MAPK14,MCOLN1,MDM2,MMP2,NET1,NFATC4,NOC2L,PBK,PKD2,POLD1,POLH,PRKCD,PTPRK,RAD51,RAD51AP1,RCSD1,RDH11,REST,RHNO1,RIPOR2,SCNN1A,SFRP2,SLC38A3,SMPD1,SOX9,SPIDR,STK11,TGFB1,TIMP1,TMEM109,TREX1,WNK3,WRN,YBX3,ZBTB1


			GO:BP			cellular response to environmental stimulus			GO:0104004			0.0001962097			68			AKT2,ANKRD1,ATM,ATR,AURKB,BAG3,BARD1,BDKRB2,BLM,BNIP3,BRCA1,BRCA2,CAPN3,CASP9,CHEK1,CRADD,CUL4B,DDX3X,EGR1,FAS,FIGNL1,GATA3,GNB5,HSF1,ITGB6,KDM1A,LDB3,LETM1,LOC100515171,LRRC8E,MAP3K14,MAP3K2,MAP3K20,MAPK14,MCOLN1,MDM2,MMP2,NET1,NFATC4,NOC2L,PBK,PKD2,POLD1,POLH,PRKCD,PTPRK,RAD51,RAD51AP1,RCSD1,RDH11,REST,RHNO1,RIPOR2,SCNN1A,SFRP2,SLC38A3,SMPD1,SOX9,SPIDR,STK11,TGFB1,TIMP1,TMEM109,TREX1,WNK3,WRN,YBX3,ZBTB1


			GO:BP			positive regulation of cell junction assembly			GO:1901890			0.0002007799			31			ABL1,ADGRB3,ADGRL2,AGT,BHLHB9,CLSTN2,CLSTN3,COL16A1,CUX2,DLG5,EPHB2,EPHB3,FLRT3,GRID2,KDR,LRRC4B,LRRN1,LRRN3,LRRTM3,NPHP4,PPM1F,PTPRD,PTPRJ,SLITRK1,SLITRK2,SLITRK4,SLITRK5,SLITRK6,SRPX2,TEK,TPBG


			GO:BP			endocytosis			GO:0006897			0.0002007799			114			ACKR3,ACKR4,ADM,AMPH,ANKFY1,ANKRD13A,ANKRD13B,ANXA2,AP3M2,APOE,APP,ARHGAP12,ATAD1,BIN1,C3,CACNG7,CALCRL,CAV2,CBL,CD14,CD151,CD5L,CD9,CLCN5,CLIP3,CLU,CSNK1G3,CTSL,CUBN,DAB2,DLL1,DNM1,EGF,EHD4,ENPP2,EPHA3,EZR,FCHO1,FCHSD2,FMR1,FNBP1,FNBP1L,GHR,GLO1,GPC3,GRK2,GULP1,HHIPL1,HIP1,HMMR,INPP5F,INSR,ITGAV,ITGB1,JPT2,LDLRAD3,LGALS3,LMBR1L,LOC100511343,LOC100523213,LOXL4,LRP4,LRP8,LRRK2,LYVE1,MAPKAPK2,MIB1,MRC1,NLGN3,NOP16,NOSTRIN,NPC1,NR1H2,OPHN1,PACSIN3,PCSK9,PLCG2,PPP3CA,PPP3CB,PRG4,PTX3,RABEP2,RAC2,RAMP1,REPS2,RHOU,RUBCN,SCARA5,SCARB1,SCARF1,SCARF2,SDC1,SERPINE1,SH3GL3,SIGLEC1,SMPD1,SNAP91,SORT1,SPHK1,SRC,STAB1,STON2,SYNJ2,SYT2,TBC1D2B,TFRC,TLN2,TPCN2,TRIP10,TUB,VLDLR,WASF2,XKR5,XKR8


			GO:BP			cellular response to transforming growth factor beta stimulus			GO:0071560			0.0002055408			58			ACVR1,ANKRD1,ASPN,BAMBI,CAV2,CD109,CILP,CITED1,COL1A2,COL3A1,DAB2,EMILIN1,ENG,FBN1,FBN2,FOS,FYN,HSPA5,HTRA1,HTRA3,IL17RD,ITGB6,LOX,LTBP1,LTBP3,MEF2C,MSTN,MTMR4,PBLD,PDCD5,PDE3A,PPARA,PPM1A,PTPRK,RASL11B,SLC2A10,SMAD2,SMAD9,SMURF1,SOX11,SOX9,SPI1,SPRY2,SRC,STK11,STUB1,TGFB1,TGFB2,TGFB3,TGFBR1,TGFBR2,VASN,WFIKKN2,ZBTB7A,ZEB1,ZMIZ1,ZNF703,ZYX


			GO:BP			amino acid metabolic process			GO:0006520			0.000208378			76			AARS1,AASDHPPT,ACAT1,ACCS,ACY1,ADHFE1,ALDH18A1,ALDH4A1,ALDH6A1,APIP,ASL,ASNS,ASS1,ATF4,ATP2B4,AZIN2,BCAT1,BCAT2,BCKDHA,BCKDHB,CARS1,CDS1,CPS1,CYP1A1,DCTPP1,DDO,DEDD,DLD,DLST,ENOSF1,ETFA,ETFB,FAH,FARSA,GARS1,GATB,GCLC,GFPT1,GFPT2,GGT5,GLUL,GOT1,GPT2,GSTZ1,HADHB,HIBADH,HSD17B10,IL4I1,KYAT1,KYAT3,LIPE,LOC100519130,LPCAT1,MARS1,MCCC2,MMUT,MRI1,MTHFR,NOS1,NOS3,NOXRED1,OAT,ODC1,OTC,PARK7,PCBD1,PLOD2,PM20D1,PYCR2,SARS1,SLC1A3,SLC25A44,SLC38A1,SLC7A7,TST,VARS2


			GO:BP			negative regulation of mitotic nuclear division			GO:0045839			0.0002088303			20			ATM,AURKB,BMP7,BUB1,BUB1B,CCNB1,CDT1,CHEK1,FBXO5,GEN1,MTBP,NDC80,NME6,PLK1,RAD21,SPDL1,TEX14,TTK,ZWILCH,ZWINT


			GO:BP			blood circulation			GO:0008015			0.000214959			90			ACE,ACTA2,ACTC1,ADCY6,ADM,ADRA1D,ADRA2A,ADRA2C,AGT,AGTR2,ANPEP,APOE,ARHGAP42,ATP1A2,ATP1B1,ATP2B4,BCR,BDKRB2,BIN1,BMP6,BVES,CACNA1D,CACNA1G,CALM1,CASQ2,COL1A2,CORO2B,COX1,CPS1,CPT1C,DLL1,DOCK5,EDN3,EDNRA,EMILIN1,EPAS1,ERAP1,ERAP2,EXT1,FLT1,GCLC,GJA5,GJC1,GRK2,HBEGF,HEY2,HRC,HRH1,IER3,KCNN2,LOC100736765,LVRN,MDM2,MEF2A,MKKS,MYL4,NAV2,NCALD,NOS1,NOS3,NPY1R,OXTR,PDE3A,PDE4B,PDE4D,PRCP,PTPRJ,RNF207,RYR2,SCN1B,SCN2B,SCN3B,SCN4B,SCN5A,SGCD,SLC4A3,SLIT2,SMTNL2,SRI,STC1,TBX18,TCAP,TGFB2,TJP2,TMEM38A,TNNT2,TPM1,TRDN,TRPC1,VSTM4


			GO:BP			axon extension			GO:0048675			0.0002163929			29			ABL1,DCX,DIP2B,DVL1,EDNRA,EIF3J,FN1,ITGB1,LIMK1,MAP1B,MAP3K13,PLXNA3,PTPRS,SEMA3A,SEMA3E,SEMA3G,SEMA4F,SEMA5B,SEMA6A,SEMA6C,SEMA7A,SLIT1,SLIT2,SLIT3,SPG11,SRF,TWF2,ULK1,ZFYVE27


			GO:BP			regulation of mitotic nuclear division			GO:0007088			0.0002177912			32			ATM,AURKB,BMP7,BUB1,BUB1B,CAV2,CCNB1,CDCA2,CDT1,CHEK1,CUL3,CUL7,EGF,FBXO5,FBXW5,GEN1,INSR,KIF20B,MKI67,MTBP,NDC80,NME6,OBSL1,PLK1,RAD21,RGCC,SPDL1,SPHK1,TEX14,TTK,ZWILCH,ZWINT


			GO:BP			response to nitrogen compound			GO:1901698			0.0002187927			174			ACTN2,ADCY6,ADORA2A,AGRN,AGTR2,AHR,AKAP6,AKT2,APLP1,APOE,APP,AQP11,ARHGEF2,ATF4,ATP2B4,ATXN3,AUP1,BCAP31,BLM,BRCA1,CACNB1,CAMK2A,CASP6,CASQ2,CAV2,CCDC47,CCL19,CD9,CITED1,COL16A1,COL1A2,COL5A2,CPEB3,CPEB4,CPS1,CRY2,CTNNA1,DDI1,DDX1,DDX58,DIAPH1,DNAJB2,DNAJB9,DNAJC18,DNMT1,ECHDC3,ECPAS,EDNRA,EGLN1,EGR1,EHMT2,EPHA4,ERBIN,EXT1,EZH2,EZR,FER,FOXO1,FOXRED2,FYN,GHR,GKAP1,GNAI3,GNB5,GOT1,GPD1,GPR173,GRB10,GSTM3,HOMER1,HOMER2,HSF1,IFIH1,IGFBP5,INSR,IRF5,IRS3,ITGA4,ITGB1,KAT2B,LOC100511937,LPIN1,LPIN3,LRRK2,MAN1A1,MAPK14,MAVS,MDM2,MMP2,MSTN,MTARC2,MUL1,NDUFS4,NEURL1,NFKBIA,NGFR,NPC1,NPLOC4,NR4A3,NSG1,NT5E,OGT,P2RX5,P2RY1,PCSK9,PDE3A,PDE4B,PDGFC,PDGFD,PDGFRA,PDK2,PDK4,PER1,PIK3R2,PIP4K2A,PIP4K2C,PKD2,PLCB1,PPP1R1B,PPP5C,PRKCD,PRKCI,PRKCQ,PRKCZ,PTPRA,RAB10,RAD51,RAP1GDS1,RAPGEF3,RCN3,RRAGD,RYR2,SCNN1A,SDK1,SEL1L,SELENON,SESN1,SESN2,SHC1,SIRT2,SLC1A3,SLC26A6,SLC27A1,SLC3A2,SLIT2,SORT1,SOX9,SPIDR,SRC,SREBF2,SSH1,STAT5B,STING1,STUB1,TIMELESS,TLR9,TMEM259,TMEM38A,TMEM67,TREX1,TRIM72,UBR2,UBXN1,UGGT1,UMODL1,USP13,USP19,USP25,VCAM1,VCP,VIM,WDTC1,ZBTB7B,ZEB1


			GO:BP			regulation of cellular response to stress			GO:0080135			0.0002207318			133			ABL1,ACKR3,AJUBA,ANKRD1,APP,AQP11,ARHGEF2,ATF4,ATM,ATR,ATXN3,BCAP31,BCL7B,BDKRB2,BID,BRCA1,CASP9,CCL19,CD44,CEBPG,CHCHD2,CHEK1,CKB,CLU,COPS5,CORO2B,CUL4A,DDIAS,DDRGK1,DUSP1,DUSP10,DUSP3,ENDOG,EPHA4,ERP29,EYA2,EYA3,EZR,FAS,FBXO5,FIGNL1,FMR1,FOXM1,FOXO1,FXR1,FXR2,GADD45B,GPR37,GPS2,HDAC10,HDGFL2,HGF,HIC1,HSF1,IER3,INPP5F,ITSN1,KDM1A,KLF4,KLHL15,KLHL31,LANCL1,LETM1,LPCAT3,LRRK2,LYN,MAGI3,MAP3K10,MAP3K20,MAPK8IP1,MBTD1,MDM2,MET,MID1,NEK4,NFE2L2,NONO,NR1H2,NSD2,OTUB2,PARG,PARK7,PARP3,PARPBP,PBK,PHLPP1,PINK1,PLCB1,POT1,PRKCD,PTK2B,PTPRS,RAD51,RAD51AP1,RB1CC1,RBBP8,RFWD3,RGMA,RIF1,RMI2,RPA2,SCARF1,SFRP2,SH3RF2,SLC38A2,SLF1,SMYD2,SPHK1,SPI1,SPIDR,STK26,STK3,TGFB2,THOC5,TIGAR,TIMELESS,TMEM259,TNFRSF19,TPD52L1,TRAF3,TRAF5,TRAPPC13,UBXN1,UNC5CL,USP1,USP13,USP19,USP25,VHL,WDR48,YBX3,ZBTB7B,ZNF385A


			GO:BP			dephosphorylation			GO:0016311			0.0002368311			86			AGTR2,BOD1,CALM1,CDC14A,CDC14B,CDC25B,CDCA2,CRY2,DLC1,DUSP1,DUSP10,DUSP26,DUSP29,DUSP3,EPHX2,EYA2,GFRA3,INPP5F,INPP5J,LHPP,LOC100620540,LRRCC1,MASTL,MGAT5,MTM1,MTMR1,MTMR10,MTMR4,NCEH1,PDP1,PINK1,PIP4P2,PLPP3,PLPPR4,PPARGC1B,PPM1A,PPM1B,PPM1F,PPM1J,PPM1L,PPM1M,PPP1R15A,PPP1R1B,PPP2R5A,PPP2R5B,PPP3CA,PPP3CB,PPP4R1,PPP5C,PPP6C,PPP6R2,PPTC7,PRKCD,PTPMT1,PTPN13,PTPN4,PTPN9,PTPRA,PTPRB,PTPRC,PTPRD,PTPRG,PTPRJ,PTPRK,PTPRN,PTPRS,PTPRZ1,PXYLP1,ROCK2,SDHAF2,SGPP1,SMG5,SMPD1,SRC,SSH1,SSU72,STK11,STYXL2,SWAP70,SYNJ2,TGFB2,TIMM50,TMEM120A,TNS3,UBASH3B,VRK3


			GO:BP			carbohydrate biosynthetic process			GO:0016051			0.0002372891			52			ACADM,ACAT1,AKR1A1,AKT2,ALDOC,ATF3,ATF4,B3GALNT1,B3GALT2,B3GNT3,C1QTNF3,CDS1,CHST15,EGF,EXT1,FAM3C,FBP2,FOXO1,GOT1,GPD1,GPI,GYG1,GYS1,HS2ST1,INSR,KAT2B,LEPR,LOC100737755,MDH2,NLN,OGT,PASK,PC,PDK2,PGK1,PHKG1,PPARA,PPARGC1A,PPP1R3A,PPP1R3B,PPP1R3C,PPP1R3D,PPP1R3G,PRKAG3,PTGES3,PTK2B,PTPMT1,SESN2,SLC37A4,TPI1,UGP2,ZNF692


			GO:BP			regulation of monoatomic ion transport			GO:0043269			0.0002404126			102			ABL1,ACTN2,AKAP6,ATP1B1,BEST1,BEST3,BIN1,CACNA1D,CACNA1G,CACNA1S,CACNB1,CACNG6,CACNG7,CALM1,CAPN3,CASK,CASQ1,CASQ2,CLDN10,CNTN1,COX17,CRBN,DDX23,DHRS7C,DIAPH1,EDNRA,EGF,EPHB2,FXYD1,FXYD2,FXYD6,FYN,GABRE,GNB5,GRAMD2A,HOMER1,HOMER2,HOMER3,HRC,IL16,ISCU,ITGB1,KCNA7,KCNAB2,KCNB1,KCNC1,KCNC4,KCND2,KCNG2,KCNIP2,KCNQ4,KCNQ5,KLHL24,LGALS3,LOC100515171,LOC100519808,LOC100627175,LYN,NEDD4L,NOS3,P2RY1,PACSIN3,PARK7,PCSK9,PDE4B,PDZK1,PER1,PHB2,PKD2,PLCG2,PPIF,PRKD1,PTK2B,PXK,REM1,RNF207,RYR2,SCN1B,SCN2B,SCN3B,SCN4A,SCN4B,SCN5A,SCN7A,SELENON,SERPINE2,SLN,SPG11,SRI,STAC3,STC1,STIM1,STIM2,TCIRG1,TGFB1,TLR9,TMEM38A,TRDN,TRPC1,UBASH3B,VMP1,WNK3


			GO:BP			chemical homeostasis			GO:0048878			0.0002605658			180			ABCA5,ABCC6,ABHD4,ABHD5,ABL1,ACACA,ACO1,ACOX2,ADIPOR2,ADRA2A,AFG3L2,AKAP11,ANGPTL4,ANO1,APOE,APP,AQP11,AQP7,ATF4,ATP1A2,ATP1B1,ATP1B3,ATP2A1,ATP2A3,ATP2B2,ATP2B3,ATP2B4,ATP7A,BAIAP3,BCAP31,BMP6,C1QTNF3,C2CD2L,CALM1,CAPN3,CASQ1,CASQ2,CBWD1,CCDC47,CCL19,CCN4,CIAO3,CLN6,CNR1,CRY2,CYBRD1,DDX3X,DHPS,DHRS7C,DIAPH1,DISC1,DUSP29,EDNRA,EGLN1,EPAS1,EPHX2,ERO1A,EXT1,FAM20A,FOXA3,FUNDC2,GLO1,GOT1,GPI,GRIK2,HEPH,HK1,HK2,HRC,IGFBP5,IL18,IMMT,INSR,ISCU,ITGB6,ITPR3,KCNB1,KDR,KLHL12,KLHL3,LCK,LCN2,LEPR,LETM1,LIPG,LPCAT1,LRRK2,LYN,MLXIPL,MPC2,NEO1,NGFR,NKIRAS1,NPC1,NR1D2,NR1H2,NR5A2,NT5E,ORMDL1,ORMDL2,OTC,PARK7,PCSK9,PDK2,PDK4,PFKM,PIK3R2,PKD2,PLCG2,PNPLA2,POLD1,PPP1R3G,PPP3CB,PRCP,PRKD1,PTH1R,PTK2B,PTPRC,PTPRN,PYGL,RAB7A,RAF1,RAP1GDS1,RCN3,RORA,RYR2,SAR1B,SCARB1,SCN7A,SCNN1A,SELENON,SESN2,SGCD,SLC1A3,SLC24A1,SLC24A5,SLC26A6,SLC30A2,SLC30A7,SLC35G1,SLC37A4,SLC38A3,SLC41A1,SLC4A3,SLC4A7,SLC8A3,SLC9A2,SLC9A7,SMDT1,SOAT1,SREBF2,SRI,STC1,STEAP3,STEAP4,STIM1,STIM2,STK11,SYPL2,TCF7L2,TCIRG1,TFRC,TGFB1,TLCD3A,TMEM38A,TMEM9,TMTC2,TMTC4,TPCN2,TRDN,TRPC1,TSKU,TTC39B,UBASH3B,USF2,VAPB,VPS33A,WDTC1,WNK3,ZBTB20


			GO:BP			pyruvate metabolic process			GO:0006090			0.0002624222			35			ACAT1,ALDOC,APP,DLAT,DLD,ENO3,GAPDH,GPAT4,GPD1,GPI,HK1,HK2,IER3,INSR,LDHA,ME3,MLXIPL,OGT,PC,PDHA1,PDHB,PDHX,PDK2,PDK4,PFKM,PGAM2,PGK1,PKM,PPARA,PRKAG3,TIGAR,TPI1,TREX1,ZBTB20,ZBTB7A


			GO:BP			positive regulation of mitotic cell cycle			GO:0045931			0.0002624222			35			ABL1,APP,ASNS,BRCA2,CCNB1,CDC25B,CDCA5,CDK1,CDT1,CENPJ,CUL3,CUL4A,CUL4B,DDX3X,DTL,DUSP3,EIF4G1,FBXO5,HSF1,MDM2,MTA3,MTBP,PHB2,PLCB1,POLDIP2,RAD51B,RCC2,RGCC,SASS6,SPHK1,STAT5B,STIL,STOX1,UBE2C,USP2


			GO:BP			DNA damage checkpoint signaling			GO:0000077			0.0002624222			35			ATM,ATR,BLM,BRCA1,CDK1,CHEK1,CLSPN,CRADD,CUL4A,DOT1L,DTL,E2F1,EME1,FANCD2,FBXO31,FOXN3,IER3,MAP3K20,MAPK14,MDM2,MRE11,MRNIP,MSH2,PARP9,PBK,PHKG1,PLK1,RAD9B,RFWD3,RHNO1,RPA2,STT3A,THOC5,TREX1,USP28


			GO:BP			regulation of growth			GO:0040008			0.0002792847			105			ABL1,ADAM15,AFG3L2,APP,ARMC12,ARX,BCL6,BRCA1,CAPN3,CCN3,CCNB2,CIB1,CLSTN3,COLQ,CRABP2,DACT3,DCBLD2,DDX3X,DIP2B,DLL1,DNAJB2,DUSP10,EAF2,EIF4G1,EPB41L3,EPHA7,ERBB2,EZR,FGF9,FN1,FRZB,GAMT,GDF9,GHR,GPAT4,GPC3,HDGFL2,HEY2,HPN,IGFBP4,IGFBP5,INSR,KAZALD1,KIF14,LIMK1,LOC100736765,MAP3K13,MAPK14,MFSD2A,MKKS,MMP14,MSTN,MUL1,MYOZ1,NEDD4L,NME6,NPY1R,PI16,PLAA,PLCB1,PLXNA3,PPM1F,PTPRJ,PTPRS,RBPJ,RIMS1,RND2,SAV1,SEMA3A,SEMA3E,SEMA3G,SEMA4F,SEMA5B,SEMA6A,SEMA6C,SEMA7A,SERPINE2,SERTAD1,SESN2,SFRP2,SGPL1,SLIT2,SLIT3,SMO,SMURF1,SPART,SPHK1,SRF,STAT5B,STK11,STK3,SUPV3L1,SYT2,TAF9B,TEAD1,TGFB1,TGFB2,TGFBR1,TNC,TP73,TWF2,WWC2,YBX3,ZFPM2,ZFYVE27


			GO:BP			regulation of postsynapse organization			GO:0099175			0.0002793919			21			ABHD17C,APOE,ARHGAP44,BHLHB9,CAPRIN2,CDH2,CDK5R1,CUX2,EFNA1,EGLN1,EPHA4,EPHA7,FYN,GRID2,LRFN2,LRP8,LRRC4B,LRRK2,PTPRD,PTPRS,VHL


			GO:BP			cell communication			GO:0007154			0.0002820185			1198			ABL1,ABL2,ABR,ACE,ACKR3,ACKR4,ACSL1,ACTN2,ACVR1,ADAM11,ADAM12,ADAM15,ADAM22,ADAM8,ADAMTS12,ADAMTS15,ADAMTS20,ADAMTS6,ADCY2,ADCY3,ADCY4,ADCY6,ADCY9,ADCYAP1R1,ADGRA2,ADGRB2,ADGRB3,ADGRG1,ADGRG2,ADGRL1,ADGRL2,ADIPOR2,ADM,ADORA2A,ADRA1D,ADRA2A,ADRA2C,AEN,AFAP1,AFAP1L2,AFDN,AGRN,AGT,AGTR2,AHR,AIFM1,AJUBA,AKAP13,AKT1S1,AKT2,ALDH1A2,ALPK2,AMOT,ANGPT2,ANGPTL1,ANK3,ANKRD1,ANKRD13C,ANO1,ANO2,ANPEP,APAF1,APBA3,APC2,APIP,APLP1,APOD,APOE,APP,ARAF,ARHGAP1,ARHGAP11A,ARHGAP12,ARHGAP20,ARHGAP23,ARHGAP27,ARHGAP32,ARHGAP36,ARHGAP39,ARHGAP42,ARHGAP44,ARHGAP45,ARHGAP5,ARHGEF10,ARHGEF10L,ARHGEF2,ARHGEF25,ARHGEF3,ARHGEF6,ARMC9,ARRDC3,ASB10,ASB11,ASB13,ASB15,ASB5,ASNS,ASPN,ATAD1,ATF3,ATF4,ATM,ATOH8,ATP1B1,ATP2A1,ATP2A3,ATP2B4,ATP5IF1,ATR,AURKB,BAG3,BAIAP3,BAMBI,BBS7,BCAP31,BCL3,BCL6,BCL9,BCR,BDKRB2,BEND6,BEX1,BEX3,BICC1,BID,BLM,BMP5,BMP6,BMP7,BMPER,BNIP3,BOC,BRCA1,BRCA2,BST1,BTC,BTNL9,BUB1,BUB1B,C1QTNF3,C2CD2L,C3,C7H6ORF125,CAB39,CAB39L,CACNA1D,CACNA1G,CACNB1,CACNG7,CALCOCO1,CALCR,CALCRL,CALM1,CALR,CAMK2A,CAMKK2,CAPN3,CAPRIN2,CASK,CASP6,CASP9,CASQ1,CASQ2,CASTOR2,CAT,CAV2,CAVIN3,CBL,CBLB,CC2D2A,CCDC47,CCDC88A,CCDC88C,CCL19,CCL5,CCN1,CCN3,CCN4,CCNB1,CCR9,CD109,CD14,CD276,CD40LG,CD44,CD80,CD8A,CDC20,CDC42EP3,CDC6,CDH11,CDH2,CDIP1,CDK1,CDK14,CDK5R1,CDON,CDT1,CELSR3,CENPJ,CEP192,CFD,CHCHD10,CHEK1,CHI3L1,CHN2,CHRD,CHRNA1,CHRNA10,CHRNA3,CHRND,CHRNE,CHSY1,CHURC1,CIB1,CILP,CIT,CITED1,CKB,CLEC12B,CLSPN,CLSTN2,CLSTN3,CLU,CNKSR1,CNKSR3,CNR1,COL1A2,COL2A1,COL3A1,COPS5,COPS8,CPE,CPLANE2,CPNE3,CPT1C,CRADD,CRBN,CREB3L1,CREB3L2,CRY2,CSF3,CSNK1G3,CSNK2B,CSPG4,CSRNP1,CTF1,CTHRC1,CTNNA1,CTNNAL1,CTNND1,CTNND2,CTSC,CUL3,CUL4A,CUX2,CX3CR1,CXCL2,CXCR6,CYFIP2,CYP7B1,CYSLTR2,DAB2,DACT3,DAPK1,DAPK2,DCHS1,DCLK3,DCN,DCTPP1,DCX,DDIAS,DDR2,DDRGK1,DDX1,DDX23,DDX3X,DDX58,DEDD,DEFB1,DENND4B,DEPDC5,DHRS3,DHX58,DISC1,DIXDC1,DKK3,DLC1,DLG4,DLG5,DLGAP4,DLK2,DLL1,DNAJA3,DNM1,DNMT1,DOCK10,DOCK5,DOCK7,DOCK8,DOK5,DOT1L,DTL,DTNA,DTNB,DTNBP1,DTX2,DTX4,DUSP1,DUSP10,DUSP26,DUSP29,DUSP3,DVL1,DZIP1,E2F1,E2F7,EDA,EDNRA,EFNA1,EFNB3,EFS,EGF,EGFL7,EGLN1,EGR1,EGR3,EHMT2,EIF2B3,EIF2B4,EIF3J,EIF4G1,EME1,EMILIN1,ENDOG,ENG,EPCAM,EPHA3,EPHA4,EPHA7,EPHB2,EPHB3,EPHB4,EPS8,EPS8L2,ERAP1,ERAP2,ERBB2,ERBB3,ERBIN,ERMP1,ERO1A,ERP29,ESR1,ESRRA,ESRRG,EVC2,EXT1,EYA2,EYA3,EZH2,EZR,F3,FAIM2,FAM13B,FAM162A,FAM53B,FAM83D,FANCA,FANCD2,FAS,FBLN1,FBN1,FBN2,FBXO31,FBXO9,FCGR2B,FCHO1,FER,FERMT3,FES,FGF1,FGF18,FGF21,FGF9,FGFR1,FGFR4,FHL2,FIBIN,FIGNL1,FLRT3,FLT1,FMR1,FN1,FNBP1,FNBP1L,FNIP1,FOS,FOXA3,FOXM1,FOXN3,FOXO1,FRAS1,FREM2,FRMPD1,FRZB,FST,FYN,FZD10,FZD2,FZD9,G0S2,GAB1,GAB3,GABARAPL2,GABRE,GADD45B,GAPDH,GAREM1,GARNL3,GATA2,GATA3,GBF1,GBP1,GDF11,GDF9,GEN1,GFRA3,GHITM,GHR,GIT2,GJA1,GJA5,GJC1,GKAP1,GLI2,GLI3,GLO1,GMDS,GMFB,GNAI1,GNAI3,GNB5,GNG2,GOLT1B,GOT1,GPC2,GPC3,GPC4,GPC6,GPI,GPR137C,GPR143,GPR153,GPR156,GPR161,GPR162,GPR173,GPR176,GPR37,GPR75,GPRASP1,GPRC5B,GPS2,GPSM2,GRB10,GRIA4,GRID2,GRIK2,GRIN2D,GRIN3A,GRK2,GRM4,GRM7,GRPR,GSDME,GUCY1A1,HADH,HBEGF,HCLS1,HEY2,HGF,HHAT,HHLA2,HIC1,HIP1,HIPK4,HIVEP1,HMGCR,HOMER1,HOMER2,HOMER3,HOXA5,HRC,HRH1,HSF1,HSF4,HSPA5,HTRA1,HTRA3,HUNK,ICMT,IER3,IFI35,IFIH1,IFIT5,IFT140,IFT27,IFT57,IFT80,IGF1,IGFBP4,IGFBP5,IGSF1,IGSF11,IKBKG,IL12RB2,IL15,IL16,IL17B,IL17RD,IL18,IL1R1,IL2RA,IL2RB,IL4R,IL6R,IL6ST,INIP,INPP5F,INSR,INSYN1,INTU,INVS,IQGAP2,IQGAP3,IRAK1,IRAK1BP1,IRAK2,IRF5,IRS3,ITGA2,ITGA4,ITGA5,ITGA6,ITGA9,ITGAL,ITGAV,ITGB1,ITGB4,ITGB6,ITGB7,ITM2C,ITPR3,ITSN1,IVNS1ABP,JADE2,JAM3,JPT2,KCMF1,KCNB1,KCND2,KCNN2,KCP,KCTD6,KDM1A,KDR,KHDRBS1,KIAA0586,KIF14,KIT,KLF4,KLHL12,KLHL24,KLHL31,KNDC1,KPNA1,KPNA2,KRT18,KRT8,LCK,LDB3,LEPR,LFNG,LGALS3,LGR4,LMBR1L,LMCD1,LOC100510975,LOC100511343,LOC100511937,LOC100513346,LOC100515171,LOC100519082,LOC100523213,LOC100620540,LOC100625711,LOX,LPAR1,LPAR4,LPCAT3,LRFN2,LRP4,LRP8,LRRC2,LRRC39,LRRC4,LRRC40,LRRC4C,LRRC7,LRRK1,LRRK2,LTBP1,LTBP3,LVRN,LYN,LYPD6,MAGI3,MAK,MAML3,MAP1LC3A,MAP1LC3B,MAP2K2,MAP3K10,MAP3K13,MAP3K14,MAP3K15,MAP3K2,MAP3K20,MAP4K1,MAP4K4,MAPK14,MAPK4,MAPK8IP1,MAPKAPK2,MAPRE2,MASTL,MAVS,MBD2,MDK,MDM2,ME3,MEF2A,MEF2C,MEIS3,MELK,MET,METRNL,MFN2,MFNG,MFSD2A,MGAT5,MIB1,MIB2,MID1,MITF,MKKS,MKNK2,MKS1,MLXIPL,MMP14,MMRN2,MN1,MPC2,MPL,MPZL1,MRAP2,MRE11,MRNIP,MSH2,MSH6,MSTN,MTDH,MTMR4,MUL1,MUSK,MX1,MYH13,MYH14,MYLK2,MYO9A,MYO9B,MYOZ1,MYZAP,NABP2,NAMPT,NBEAL2,NCALD,NCAPG2,NCEH1,NDC80,NDRG2,NEO1,NET1,NEURL1,NEURL2,NF1,NFATC1,NFATC4,NFE2L2,NFKBIA,NFKBIB,NFKBIL1,NFKBIZ,NGFR,NIBAN2,NKIRAS1,NLGN3,NMI,NOC2L,NOL4L,NONO,NOS1,NOS3,NOSTRIN,NOTCH2,NOTCH3,NPHP4,NPLOC4,NPTX2,NPY1R,NR1D2,NR1H2,NR1I3,NR2F1,NR2F6,NR4A3,NR5A2,NSG1,NTF4,NTRK3,NUDT15,NUMBL,NUP93,NYAP1,OGT,OLFML2B,OPHN1,OPTN,ORC1,OTUD7A,OXTR,P2RX5,P2RY1,PAK3,PAPPA2,PAQR3,PARK7,PARP14,PARP16,PARP9,PARPBP,PASK,PBK,PBLD,PCDH17,PCSK9,PDCD4,PDCD5,PDE10A,PDE1C,PDE3A,PDE4B,PDE4D,PDE5A,PDE6A,PDE7B,PDE9A,PDGFA,PDGFC,PDGFD,PDGFRA,PDIA3,PDK2,PDK4,PDPN,PELI3,PELO,PENK,PER1,PFKM,PHB2,PHKG1,PHLPP1,PIAS3,PIK3C2A,PIK3R2,PINK1,PIP4K2A,PIP4K2C,PITPNM2,PKD2,PLAT,PLCB1,PLCD1,PLCD4,PLCE1,PLCG1,PLCG2,PLCL1,PLCL2,PLD1,PLD2,PLEKHA4,PLEKHF1,PLK1,PLK3,PLPP3,PLPPR4,PLXNA1,PLXNA2,PLXNA3,PLXNB3,PLXND1,PNKD,PODN,POSTN,PPARA,PPARGC1B,PPIF,PPM1A,PPM1B,PPM1F,PPM1L,PPP1R12B,PPP1R1B,PPP1R9A,PPP2R5A,PPP2R5B,PPP3CA,PPP3CB,PPP4R1,PRCP,PREPL,PRKAB2,PRKAG1,PRKAG3,PRKAR1B,PRKCD,PRKCH,PRKCQ,PRKCZ,PRKD1,PRKG2,PRR5,PRR5L,PRRT2,PSAP,PSMC3,PTGES3,PTH1R,PTK2B,PTK7,PTN,PTPMT1,PTPN13,PTPRA,PTPRC,PTPRD,PTPRJ,PTPRK,PTPRN,PTPRS,PVALB,PXK,PYY,RAB13,RAB29,RAB3A,RAB7A,RABEP2,RAC2,RACGAP1,RAD9B,RADIL,RAF1,RALGAPA2,RALGPS1,RALGPS2,RAMP1,RANBP10,RANBP9,RAP1GDS1,RAP2C,RAPGEF1,RAPGEF3,RAPGEF5,RAPGEFL1,RAPH1,RASA4B,RASGRF2,RASGRP2,RASL11B,RASSF10,RASSF4,RASSF8,RB1CC1,RBM15,RBPJ,RCAN2,RCC2,RCN3,RDH11,RECK,REST,RFWD3,RGL1,RGMA,RGS12,RGS14,RGS3,RGS7,RHEB,RHEBL1,RHNO1,RHOBTB1,RHOD,RHOF,RHOU,RHPN2,RIMS1,RIPOR2,RND2,RNF14,RNF149,RNF157,RNF165,ROBO1,ROCK2,ROR2,RORA,ROS1,RPA2,RPS6KA1,RPS6KA3,RPS6KB2,RRAGD,RRAS,RSPO3,RTKN,RXRG,RYR2,S100A4,S1PR1,S1PR2,S1PR3,SAFB2,SAMHD1,SAV1,SCAI,SCARB1,SCN1B,SCN3B,SCN4A,SCN5A,SCN7A,SCUBE1,SCUBE2,SDC1,SDHAF2,SEMA3E,SEMA3G,SEMA4F,SEMA5B,SEMA6A,SEMA6C,SEMA7A,SENP1,SERPINE1,SERPINE2,SESN1,SESN2,SEZ6L,SEZ6L2,SFRP2,SGCD,SGPL1,SGPP1,SH3BP2,SH3BP5,SH3GLB1,SH3RF2,SHC1,SIK3,SIPA1,SIPA1L1,SIRT2,SKP2,SLC15A3,SLC16A10,SLC1A3,SLC24A1,SLC25A4,SLC27A1,SLC2A10,SLC38A1,SLC38A3,SLC8A3,SLIT2,SLIT3,SLITRK5,SMAD2,SMAD9,SMO,SMPD1,SMPDL3B,SMURF1,SMYD2,SNCG,SORT1,SOX11,SOX9,SPARCL1,SPART,SPDL1,SPG11,SPHK1,SPI1,SPP1,SPRED2,SPRY2,SPSB2,SQSTM1,SRC,SREBF2,SRF,SRGAP1,SRGAP2,SRI,SRPX,SS18,SSX2IP,STAB1,STAT1,STAT5B,STC1,STING1,STK11,STK17B,STK26,STK3,STOX1,STRN,STT3A,STUB1,STX11,STX1B,STXBP1,STXBP5,SULF1,SULF2,SVEP1,SYN1,SYNGR1,SYT12,SYT2,SYT9,TAS1R3,TAX1BP3,TBCK,TBL1XR1,TBX18,TCF7L1,TCF7L2,TCIRG1,TCP11L2,TCTN3,TEAD1,TEAD2,TEAD4,TEK,TENM1,TENM2,TENM3,TEX14,TFEB,TFRC,TGFB1,TGFB2,TGFB3,TGFBR1,TGFBR2,THAP11,THOC5,TIAM1,TIMELESS,TIMM50,TIMP1,TLK1,TLR5,TLR9,TMEM109,TMEM145,TMEM198B,TMEM204,TMEM231,TMEM25,TMEM38A,TMEM53,TMEM9,TMTC4,TNC,TNFRSF11A,TNFRSF12A,TNFRSF19,TNFRSF1B,TNFRSF21,TNIP1,TP63,TP73,TPBG,TPCN2,TPD52L1,TRAF3,TRAF3IP2,TRAF5,TRAIP,TREX1,TRIM59,TRIM72,TRIP10,TSKU,TSPAN12,TSPAN5,TSPAN6,TSSK3,TTC21B,TTC26,TTC5,TTK,TUB,TULP3,TXNDC15,TYRO3,UACA,UBA6,UBASH3B,UBD,UBR2,UGCG,ULK1,ULK3,UNC5B,UNC5CL,USF2,USP18,USP28,USP34,UTRN,VAMP8,VANGL2,VAPB,VASN,VAV2,VCAM1,VCP,VDAC1,VDAC2,VEGFA,VHL,VIM,VRK1,VRK3,WASF2,WDR19,WDR45,WDR83,WFIKKN2,WIPI1,WLS,WNK3,WNT4,WNT5B,WRN,WSB2,WWC2,WWTR1,YBX3,YWHAG,YWHAQ,YWHAZ,ZBTB7A,ZBTB7B,ZEB1,ZER1,ZFAND5,ZFAND6,ZFP91,ZFYVE27,ZIC3,ZMIZ1,ZNF385A,ZNF423,ZNF536,ZNF703,ZWILCH,ZWINT,ZYX


			GO:BP			cilium assembly			GO:0060271			0.0002820185			85			ABLIM3,ACTR3,ARMC9,BBS2,BBS5,BBS7,CC2D2A,CCDC40,CCDC65,CCDC88A,CCP110,CDC14B,CENPJ,CEP131,CFAP20,CNTROB,CPLANE1,CPLANE2,CROCC,DCX,DISC1,DNAAF5,DRC1,DYNC2I2,DYNLL1,DZIP1,EHD4,FBF1,FNBP1L,FOXJ1,IFT122,IFT140,IFT43,IFT46,IFT57,IFT80,IFT88,INTU,IQCB1,KIAA0586,KIF24,KIF27,KIF3A,KIF3B,MAK,MAPRE1,MKKS,MKS1,MNS1,MPHOSPH9,NEK1,NEURL1,NUDCD3,ODAD4,ODF2,OFD1,PARVA,POC1A,POC1B,RABEP2,SEPTIN2,SEPTIN6,SEPTIN7,SEPTIN9,SPEF1,SPEF2,SSX2IP,TAPT1,TCTN3,TEKT1,TESK1,TMEM107,TMEM231,TMEM67,TRAF3IP1,TTC26,TTC39C,TTC8,TTLL1,TXNDC15,VDAC3,WDR19,WDR35,WWTR1,ZNF423


			GO:BP			meiotic chromosome segregation			GO:0045132			0.0002820215			32			ACTR3,APITD1,ATM,BRIP1,BUB1,CCNB2,CCNE2,EHMT2,EME1,ESPL1,FANCD2,FANCM,FBXO5,MASTL,MEIOB,MND1,MRE11,MSH4,NCAPH,NDC1,NDC80,NUF2,PLK1,PSMC3IP,PTTG1,SEPTIN1,SGO1,SGO2,SMC2,SMC4,TOP2B,TTK


			GO:BP			purine nucleotide biosynthetic process			GO:0006164			0.0002823542			58			ACACA,ACAT1,ACOT7,ACSL1,ACSS1,ACSS2,ADCY2,ADCY3,ADCY4,ADCY6,ADCY9,ADSL,AK1,AK3,AMPD1,AMPD3,ATIC,ATP5F1A,ATP5F1B,ATP5MC1,ATP5MC3,ATP5ME,ATP5PO,ATP6,CDS1,CHPT1,DCAKD,DLAT,DLD,GART,GPAT4,GUCA1B,GUCY1A1,IMPDH1,MMUT,NAMPT,NME4,NME6,NOS1,NOS3,PAICS,PANK3,PANK4,PDHA1,PDHB,PDHX,PDK2,PDK4,PPARA,PPARGC1A,PPAT,PRPS1,PRTFDC1,PTDSS1,PTPMT1,SLC4A7,UGCG,VCP


			GO:BP			negative regulation of response to external stimulus			GO:0032102			0.0002858133			80			ADORA2A,ANGPT2,ANXA2,APOE,BCR,C1QTNF3,CASK,CCN3,CD109,CD200,CD9,CLEC12B,CORO1B,DHX58,DPP4,DUSP1,DUSP10,DUSP3,DVL1,EPHA4,ERBIN,FNDC4,GATA3,GPS2,GRID2,GRIN3A,HGF,IER3,ILRUN,INPP5F,LPCAT3,LRFN5,LYAR,MDK,METRNL,MKKS,MUL1,MVK,MYOZ1,NFKBIL1,NMI,NPLOC4,NR1D2,NT5E,NUCB2,PARP14,PBK,PDGFA,PDGFRA,PHLDB2,PLXNA3,PPARA,PPM1B,PRKCD,PROS1,PTPRS,RGMA,ROBO1,RORA,SAMHD1,SEMA3E,SEMA3G,SEMA4F,SEMA5B,SEMA6A,SEMA6C,SEMA7A,SERPINE1,SERPINE2,SIRT2,SLIT2,SMPDL3B,TFPI,TNFRSF1B,TRAF3IP1,TREX1,TSPAN6,TYRO3,UBASH3B,USP18


			GO:BP			connective tissue development			GO:0061448			0.0002860462			62			ACTA2,ADAMTS12,ADAMTS7,ARRDC3,BGN,BMP7,CCN1,CCN3,CCN4,CD44,CHSY1,COL11A1,COL11A2,COL27A1,COL2A1,COL5A1,CREB3L2,DDRGK1,DYRK1B,EBF2,EXT1,FGF18,FGF9,GLI2,GLI3,HOXA3,HOXA5,IFT80,IL6R,LNPK,LOX,LTBP3,MAPK14,MDK,MEF2D,MKKS,MYCN,MYF5,NFIB,PKDCC,PPARGC1A,PTH1R,SFRP2,SIK3,SLC25A25,SOX9,SPART,SPI1,SRF,STC1,SULF1,SULF2,TAPT1,TGFB1,TGFBR1,TGFBR2,THBS3,UMODL1,VPS13B,WNT5B,ZBTB16,ZEB1


			GO:BP			cellular response to organonitrogen compound			GO:0071417			0.0002923871			111			ACTN2,ADCY6,AGTR2,AHR,AKAP6,AKT2,APLP1,APP,ARHGEF2,ATF4,ATP2B4,BLM,BRCA1,CACNB1,CAMK2A,CASP6,CASQ2,CAV2,COL16A1,COL1A2,COL5A2,CPEB3,CPEB4,CTNNA1,DIAPH1,DNMT1,ECHDC3,EDNRA,EHMT2,EPHA4,EZH2,EZR,FER,FOXO1,FYN,GHR,GKAP1,GNAI3,GNB5,GOT1,GPD1,GPR173,GRB10,IGFBP5,INSR,IRS3,ITGA4,KAT2B,LOC100511937,LPIN1,LPIN3,LRRK2,MDM2,MMP2,MSTN,NEURL1,NGFR,NR4A3,NSG1,OGT,P2RY1,PCSK9,PDE3A,PDE4B,PDGFC,PDGFD,PDGFRA,PDK2,PDK4,PIK3R2,PIP4K2A,PIP4K2C,PKD2,PPP1R1B,PRKCD,PRKCI,PRKCQ,PRKCZ,PTPRA,RAB10,RAD51,RAP1GDS1,RAPGEF3,RRAGD,RYR2,SCNN1A,SELENON,SESN1,SESN2,SHC1,SIRT2,SLC1A3,SLC26A6,SLC27A1,SLIT2,SOX9,SPIDR,SRC,SSH1,STAT5B,TIMELESS,TLR9,TMEM38A,TRIM72,UBR2,UMODL1,VCAM1,VIM,WDTC1,ZBTB7B,ZEB1


			GO:BP			regulation of vesicle-mediated transport			GO:0060627			0.0002970268			102			ACTN2,ADRA2A,AKT2,ANKFY1,ANKRD13A,ANKRD13B,ANXA2,APOE,ARHGAP1,ARHGAP44,ATAD1,BAIAP3,BCR,BIN1,BVES,C2,C3,CACNA1G,CALR,CASK,CBL,CD14,CD151,CLIP3,CLU,CNR1,DAB2,DLL1,DTNBP1,DVL1,EGF,EPHA3,EZR,FER,FES,FMR1,GLO1,GPC3,GRIN3A,GRIPAP1,HIP1,IL15,IL2RB,INPP5F,INSR,ITGAV,LGALS3,LOC100512977,LOC100625711,LRRK2,LYAR,LYN,MIB1,MICAL1,NR1H2,OPHN1,PACSIN3,PCSK9,PIP4P2,PKDCC,PLCG2,PLD1,PLD2,PPP3CA,PPP3CB,PREPL,PRKAR1B,PRRT2,PTPRC,PTX3,RAB10,RAB13,RAB3A,RAB3D,RAB7A,RAB8B,RAC2,REST,RUBCN,SDC1,SEPTIN1,SEPTIN2,SEPTIN4,SEPTIN5,SERPINE1,SMPD1,SNAP91,SPHK1,SPI1,SRC,STON2,STX1B,STXBP1,STXBP5,SYN1,SYT12,SYT2,SYT9,TPCN2,TUB,UNC13D,VAMP8


			GO:BP			cellular component assembly involved in morphogenesis			GO:0010927			0.0002986081			33			ACTA1,ACTC1,ACTN2,ANKRD23,CAPN3,CASQ1,CD9,CNTN1,CSRP2,FHOD3,FLNC,ITGB1,ITGB4,LMOD2,LOC100736765,MEF2A,MYOM2,MYOZ1,MYPN,NEB,NRAP,PDGFRA,PGM5,PHLDB2,PRKAR1A,SRF,TBPL1,TCAP,TENM4,TMOD4,TNNT2,TPM1,VPS13B


			GO:BP			hexose metabolic process			GO:0019318			0.0002986081			56			ACADM,AKT2,ALDOC,APOD,ATF3,ATF4,BCKDK,C1QTNF3,CDS1,CHST1,CHST15,ENO3,FAM3C,FBP2,FOXO1,FUCA2,GALE,GAPDH,GPAT4,GPD1,GPI,HK1,HK2,IGFBP4,INSR,KAT2B,KLHL12,LEPR,MAN2A1,MAPK14,MDH2,MPI,NCOA2,NLN,NPY1R,OGT,OMA1,PC,PDHA1,PDHB,PDK2,PDK4,PFKM,PGK1,PKM,PMM1,PPARA,PPARGC1A,PPP1R3G,RORA,SESN2,SLC37A4,TIGAR,TPI1,WDTC1,ZNF692


			GO:BP			embryonic organ development			GO:0048568			0.0002986081			100			ACVR1,ADM,ALDH1A2,ASB2,ATF4,BCR,BMP7,CC2D2A,CCDC40,CCN1,CHRNA10,CITED1,COL11A1,COL2A1,CTHRC1,DLL1,DVL1,E2F7,E2F8,EDNRA,EFNA1,EGLN1,ENG,EPAS1,EPHB2,FBN1,FBN2,FBXW8,FGF9,FZD2,GATA2,GATA3,GLI2,GLI3,HEY2,HOXA3,HOXA5,HS6ST1,IFT140,IFT57,JUNB,KCNQ4,KDR,KIT,KRT8,LRIG3,MDFI,MFAP2,MIB1,MKS1,MMP14,MMP16,MTHFD1L,MYCN,MYF5,MYO7A,NOTCH2,PBX3,PBX4,PCDH12,PCSK5,PDGFC,PDGFRA,PKD2,PKDCC,PRDM1,PRELID2,PTK7,RBPJ,RIPOR2,RNF207,RSPO3,SLC39A1,SLITRK6,SMAD2,SMO,SOX11,SOX9,SPRY2,SRF,STK3,STOX1,TCAP,TEAD1,TEAD2,TGFB1,TGFB2,TGFBR1,TGFBR2,TTC39C,TULP3,USH1C,VASH1,VASH2,WDR19,WDR48,WHRN,ZEB1,ZFPM2,ZIC3


			GO:BP			microtubule-based transport			GO:0099111			0.0002996008			48			AP3M2,APP,ARL8B,ARPIN,BBS12,BLOC1S1,BLOC1S4,CCDC40,CEP131,CLIP3,COPG2,DTNBP1,DYNC2I2,DYNLL1,EIF3J,FLOT2,FYCO1,IFT122,IFT140,IFT27,IFT43,IFT46,IFT57,IFT88,KIF27,KIF3A,KIF3B,KIF5C,MAK,MAP1B,NEFL,ODAD4,SPG11,SPG7,SSX2IP,STAU2,STK11,SUN2,SYBU,TMEM201,TRAF3IP1,TRAK1,TTC21B,TTC26,TTLL1,TUB,WDR19,WDR35


			GO:BP			inositol lipid-mediated signaling			GO:0048017			0.0003063282			44			AGT,CAT,CBL,CSF3,DCN,EGF,ERBB2,ERBB3,EZR,FLT1,FN1,GATA3,HCLS1,HGF,IL18,INPP5F,INSR,KDR,NYAP1,OGT,PDGFA,PDGFC,PDGFD,PDGFRA,PIK3C2A,PIK3R2,PITPNM2,PLCB1,PLCD1,PLCD4,PLCL2,PLD1,PLD2,PRR5,PRR5L,PTPN13,ROR2,SEMA3E,SERPINE2,SIRT2,SOX9,TEK,TGFB2,UNC5B


			GO:BP			respiratory system development			GO:0060541			0.0003063282			55			ADAMTS2,ALDH1A2,CCDC40,CHI3L1,CTSZ,DLG5,EDA,EPAS1,EXT1,FGF1,FGF18,FGF9,FOXJ1,GLI2,GLI3,GPC3,HOXA5,HS6ST1,HSD11B1,IGFBP5,ITGB6,KDR,LOX,LTBP3,MAN2A1,MMP14,MSC,MYCN,NFIB,NKIRAS1,NOS3,ODAD4,PDGFRA,PDPN,PKDCC,PTGES3,PTK7,RAB3A,RBPJ,RCN3,SAV1,SELENON,SMAD2,SOX11,SOX9,SPRY2,SRF,TGFB1,TGFBR2,TIMELESS,TP73,TULP3,YWHAZ,ZFPM2,ZIC3


			GO:BP			negative regulation of mitotic cell cycle phase transition			GO:1901991			0.0003063282			44			ACVR1,ATM,AURKB,BLM,BRCA1,BUB1,BUB1B,CCNB1,CDC6,CDK1,CDK2AP2,CDT1,CHEK1,CLSPN,CRADD,DTL,E2F7,EZH2,FBXO31,FBXO5,FOXN3,GEN1,IER3,INIP,KLF4,MDM2,MRE11,MRNIP,NABP2,NDC80,ORC1,PKD2,PLK1,PLK3,RAD21,RFWD3,RGCC,RPA2,SPDL1,TEX14,TREX1,TTK,ZWILCH,ZWINT


			GO:BP			negative regulation of MAPK cascade			GO:0043409			0.0003063282			43			ABL1,AGT,APOE,ATF3,BMP7,DUSP1,DUSP10,DUSP26,DUSP29,DUSP3,EFNA1,EMILIN1,EPHA4,EPHB2,EZR,FBLN1,FOXM1,FOXO1,GBP1,GPS2,HMGCR,KLHL31,LYN,NDRG2,NF1,PAQR3,PBK,PIK3R2,PRKCD,PTPRC,PTPRJ,RANBP9,RAPGEF1,RGS14,RNF149,SEMA6A,SFRP2,SMPD1,SPRED2,SPRY2,TLR9,TNIP1,VRK3


			GO:BP			regulation of endothelial cell migration			GO:0010594			0.0003063282			43			ABL1,ADGRA2,AGT,ANGPT2,APOE,ATOH8,ATP2B4,ATP5F1A,BMPER,CALR,CIB1,CSNK2B,DCN,EFNA1,EGF,FGF1,FGF18,FGFR1,GATA2,GATA3,GPI,KDR,KLF4,MEF2C,MEOX2,MET,MMRN2,NF1,NOS3,PATZ1,PLPP3,PRCP,PRKD1,PTK2B,RGCC,ROCK2,RRAS,SLIT2,SPARC,SRPX2,STC1,TEK,VASH1


			GO:BP			IMP biosynthetic process			GO:0006188			0.0003063282			12			ADSL,AMPD1,AMPD3,ATIC,CHPT1,GART,GPAT4,PAICS,PPAT,PRTFDC1,PTPMT1,UGCG


			GO:BP			protein localization to membrane			GO:0072657			0.0003094082			118			ACTN2,AGRN,AKT2,ANK1,ANK3,ANO1,APOE,AQP11,ARHGAP44,ATAD1,ATP1B1,ATP2B4,BBS2,BID,BLZF1,CACNG7,CAPN3,CCDC47,CCDC88A,CDH2,CDK5R1,CIB1,CLIP3,COLQ,CPE,DAB2,DCHS1,DLG4,DVL1,EFCAB7,EFR3B,EHD4,EMC2,EMC3,EMC7,EPHA3,ERBB2,ERBIN,EZR,FLOT2,FRMPD1,FYN,FZD9,GBP1,GGA1,GGA2,GPC2,GPC3,GPC4,GRIPAP1,HSPA5,IFT80,ITGA4,ITGAL,ITGB1,ITGB7,KCNB1,LGALS3,LOC100519808,LRP4,LRRC4,LZTFL1,MMP14,MRAP2,NECTIN3,NPC1,NSG1,OPTN,OXA1L,PACS1,PDCD5,PDZK1,PIK3R2,PKDCC,PLEKHF1,PPP2R5A,PREPL,PRKCI,PRKCZ,PTN,PTPN9,RAB10,RAB13,RAB29,RAB34,RAB3D,RAB7A,RAB8B,RAMP1,RILPL1,ROCK2,SAMM50,SCN3B,SEC61A1,SH3GLB1,SH3PXD2B,SLC9A3R2,SQSTM1,STAC3,STX1B,STXBP1,SYNE3,SYS1,TGFB1,TPBG,TRAM1,TSPAN33,TSPAN5,TTC8,TUB,TUBA1B,VAMP8,VPS37A,WDR19,WNK3,ZDHHC20,ZER1,ZFYVE27


			GO:BP			regulation of canonical Wnt signaling pathway			GO:0060828			0.0003152008			63			ADGRA2,APC2,APOE,BAMBI,BICC1,CAPRIN2,CCDC88C,CDH2,CDK14,CSNK1G3,CTHRC1,CTNND1,CTNND2,DAB2,DACT3,DDX3X,DKK3,EDA,EGF,EGR1,FAM53B,FGF9,FRZB,FZD9,GLI3,GPC3,INVS,KPNA1,LGR4,LMBR1L,LRP4,LRRK1,LRRK2,LYPD6,MAPK14,MDK,MKS1,NPHP4,PLEKHA4,PPM1A,PPM1B,PTK7,RAPGEF1,RBPJ,RECK,RSPO3,SDHAF2,SFRP2,SOX9,SRC,STK11,STK3,SULF2,TBL1XR1,TCF7L2,TMEM198B,TMEM9,TPBG,TTC21B,USP34,VCP,WLS,WWTR1


			GO:BP			membrane organization			GO:0061024			0.0003346946			146			ABCB1,ABCC1,AFG3L2,AKT2,ANKFY1,ANXA2,APOE,APOO,ARHGAP12,ARL8B,ATG9A,ATL2,ATP10A,ATP10D,ATP11B,ATP5IF1,ATP8B2,AURKB,AZIN2,BAIAP2L2,BID,BIN1,BNIP3,C2CD2L,C3,CAV2,CCDC47,CCDC88A,CD9,CDH2,CHCHD10,CHCHD3,CLU,COL5A1,COLQ,CORO1C,CTSL,CUL3,DHCR24,DLG4,DNM1,DVL1,EMC2,EMC3,EMC7,EYA2,FCHSD1,FCHSD2,FNBP1L,FZD9,GBA2,GHITM,GRAMD1C,GULP1,HK2,IER3,IMMT,IZUMO1,KCNIP2,KIF20A,LETM1,LMNB1,LMNB2,LOC100519098,LOC100523213,LOC100625134,LPCAT3,LRP4,LRRC4,MFN2,MFSD2A,MICOS13,MUL1,MYH2,MYMK,MYOF,NAXE,NLGN3,NPC1,NRCAM,NSFL1C,NUP93,OMA1,OSBPL8,OXA1L,PACSIN3,PDCD5,PINK1,PIP4K2A,PITPNA,PITPNM2,PLCG2,PLEKHA8,PLEKHM1,PLEKHM2,PLK1,PLTP,PPIF,PPP1R1B,PRKCD,PRRT2,PTPRC,PTPRD,RAB13,RAB34,RAB3A,RAB7A,RAB8B,RAC2,REEP4,RILPL1,SAMM50,SEC23A,SEC24D,SEC31B,SEC61A1,SH3GLB1,SLC25A4,SMPD1,SMURF1,SNAP91,SPG11,SPG7,SPHK1,STARD5,STX11,STX1B,STXBP1,STXBP6,SYPL2,SYT9,TGFB2,TIMM50,TMEFF2,TMEM43,TRAM1,TRAPPC2L,TRIM72,UGCG,VAMP1,VAPB,VDAC2,VMP1,WHAMM,XKR5,XKR8


			GO:BP			regulation of calcium ion transport			GO:0051924			0.0003375027			51			ABL1,ATP1B1,BEST1,BIN1,CACNA1D,CACNB1,CACNG6,CALM1,CAPN3,CASK,CASQ1,CASQ2,DDX23,DHRS7C,DIAPH1,EGF,FYN,GNB5,GRAMD2A,HOMER1,HOMER2,HOMER3,HRC,IL16,LGALS3,LOC100627175,LYN,NOS3,PACSIN3,PDE4B,PKD2,PLCG2,PRKD1,PTK2B,REM1,RYR2,SELENON,SLN,SPG11,SRI,STAC3,STC1,STIM1,STIM2,TLR9,TMEM38A,TRDN,TRPC1,UBASH3B,VMP1,WNK3


			GO:BP			negative regulation of ERK1 and ERK2 cascade			GO:0070373			0.0003469616			22			ABL1,ATF3,DUSP10,DUSP26,DUSP29,DUSP3,EMILIN1,EPHA4,EPHB2,EZR,FBLN1,GBP1,LYN,NDRG2,PTPRC,RANBP9,RAPGEF1,SEMA6A,SPRY2,TLR9,TNIP1,VRK3


			GO:BP			forebrain cell migration			GO:0021885			0.0003469616			22			ADGRG1,ARX,CCDC141,CDK5R1,DCX,DISC1,EFHC1,GLI3,LAMB1,LRP8,LRRK2,MDGA1,OGDH,ROBO1,SLIT1,SLIT2,SRF,SRGAP2,SUN2,TYRO3,WDR47,ZMIZ1


			GO:BP			fat cell differentiation			GO:0045444			0.0003476001			56			ALDH6A1,ATAT1,ATF5,BBS12,BBS7,BMP7,BNIP3,C1QTNF3,CCN4,CDS1,CLIP3,DLK2,DUSP10,E2F1,EBF2,EGR2,ERO1A,FBXO9,FNDC5,FRZB,GATA2,GATA3,GPS2,KLF4,LAMA4,LAMB3,MAPK14,METRNL,MKKS,NOCT,OSBPL8,PDGFRA,PLCB1,PSMB8,RETREG1,RORA,SAV1,SFRP2,SIRT2,SORT1,STEAP4,STK3,TCF7L2,TMEM120A,TMEM120B,TRIO,TTC8,WIF1,WWTR1,ZBTB16,ZBTB7A,ZBTB7B,ZBTB7C,ZFPM2,ZNF385A,ZNF423


			GO:BP			positive regulation of proteolysis involved in protein catabolic process			GO:1903052			0.0003479898			37			ANKIB1,ARIH2,ATP5IF1,ATXN3,BBS7,BCAP31,CLU,DAB2,DDRGK1,DISC1,DNAJB2,DVL1,EGF,FBXW8,ITSN1,LRRK2,MDM2,PLK1,PLK3,PSMC1,PSMC2,PSMC3,PSMC5,PTK2B,RAD23A,RNF14,RNF144A,RNF217,SH3RF2,SIRT2,SMURF1,STUB1,TMEM259,TMTC3,USP13,VCP,ZYG11B


			GO:BP			localization within membrane			GO:0051668			0.000350622			134			ACTN2,AGRN,AKT2,ANK1,ANK3,ANKRD50,ANO1,APOE,AQP11,ARHGAP1,ARHGAP44,ATAD1,ATP1B1,ATP2B4,BBS2,BID,BLZF1,BVES,CACNG7,CAPN3,CCDC47,CCDC88A,CDH2,CDK5R1,CIB1,CLIP3,COLQ,CPE,DAB2,DCHS1,DLG4,DVL1,EFCAB7,EFR3B,EHD4,EMC2,EMC3,EMC7,EPHA3,ERBB2,ERBIN,EZR,FLOT2,FRMPD1,FYN,FZD9,GBP1,GGA1,GGA2,GPC2,GPC3,GPC4,GRIPAP1,HSPA5,IFT80,INPP5F,ITGA4,ITGAL,ITGB1,ITGB7,KCNB1,LGALS3,LMNB1,LMNB2,LMTK2,LOC100519808,LRP4,LRRC4,LZTFL1,MMP14,MRAP2,NAXE,NDC1,NECTIN3,NPC1,NSG1,OPTN,OXA1L,PACS1,PDCD5,PDZK1,PIK3R2,PKDCC,PLEKHF1,PPP2R5A,PREPL,PRKCI,PRKCZ,PSAP,PTN,PTPN9,PTPRC,RAB10,RAB13,RAB29,RAB34,RAB3D,RAB7A,RAB8B,RAMP1,RILPL1,ROCK2,SAMM50,SCN3B,SEC61A1,SH3GLB1,SH3PXD2B,SLC9A3R2,SPG11,SQSTM1,STAC3,STX1B,STXBP1,STXBP6,SYNE3,SYS1,TGFB1,TPBG,TRAM1,TSPAN33,TSPAN5,TTC8,TUB,TUBA1B,VAMP8,VPS13B,VPS26A,VPS26C,VPS37A,WDR19,WNK3,ZDHHC20,ZER1,ZFYVE27


			GO:BP			signal transduction in response to DNA damage			GO:0042770			0.0003553836			48			ABL1,ANKRD1,ATM,ATR,BCL3,BLM,BRCA1,BRCA2,CASP9,CD44,CDK1,CHEK1,CLSPN,CRADD,CUL4A,DOT1L,DTL,E2F1,E2F7,EME1,FANCD2,FBXO31,FOXM1,FOXN3,HIC1,IER3,KDM1A,MAP3K20,MAPK14,MDM2,MRE11,MRNIP,MSH2,PARP9,PBK,PHKG1,PLK1,RAD9B,RFWD3,RHNO1,RPA2,SESN2,SMYD2,STT3A,THOC5,TREX1,USP28,ZNF385A


			GO:BP			negative regulation of protein polymerization			GO:0032272			0.0003598511			24			AVIL,CAPG,CAPZA1,CAPZA2,CLIP3,CRACD,EPS8,FHOD3,KANK3,LMOD2,MAPRE1,MKKS,PRKCD,SLIT2,SPTAN1,SPTB,SSH1,STMN2,SVIL,TMOD4,TMSB15A,TMSB15B,TWF1,TWF2


			GO:BP			microtubule depolymerization			GO:0007019			0.0003669444			18			ARHGEF2,CIB1,CKAP2,KIF18A,KIF18B,KIF24,KIF2C,MAP1A,MAP1B,MAP1S,MID1IP1,NAV3,NCKAP5,NCKAP5L,SPEF1,STMN2,TPX2,WDR47


			GO:BP			negative chemotaxis			GO:0050919			0.0003669444			18			DPP4,EPHA7,FLRT3,ITGAV,LRTM1,PDGFA,PLXNA3,ROBO1,SEMA3E,SEMA3G,SEMA4F,SEMA5B,SEMA6A,SEMA6C,SEMA7A,SLIT1,SLIT2,SLIT3


			GO:BP			positive regulation of kinase activity			GO:0033674			0.0003685918			98			ABL1,ACE,ACSL1,ADAM8,ADRA2A,ADRA2C,AGT,AJUBA,ATP2B4,BTC,CAB39,CAB39L,CAMKK2,CCDC88A,CCL19,CCN1,CCNB1,CCNT2,CD40LG,CDC25B,CDK5R1,CENPE,CHI3L1,CIB1,CKS2,CLSPN,CLU,COPS8,DBF4,DDR2,DDX3X,EFNA1,EGF,EPHA3,EPHA4,EPHA7,EPHB2,EPHB3,EPHB4,ERBB2,ERBB3,ERP29,EZH2,FAM20A,FGF1,FGF18,FGFR1,FLT1,FZD10,GDF9,GPRC5B,IL18,INSR,IRAK1,KDR,KIF14,KIT,LRP8,LRRK2,LYN,MAP2K2,MAP3K10,MAP3K13,MASTL,MMD,MRE11,MUSK,NEURL1,NTRK3,PARP16,PDGFA,PDGFC,PDGFD,PDGFRA,PHB2,PKD2,PRKCD,PRRC1,PTK2B,PTPRC,RGCC,ROBO1,ROR2,SLC27A1,SPRY2,SRC,STK11,STOX1,TEK,TGFB2,TGFBR2,TIGAR,TLR9,TNFRSF11A,TPD52L1,TPX2,TYRO3,VAV2


			GO:BP			tissue remodeling			GO:0048771			0.000370083			42			ABI3BP,ADAM8,BCR,CTHRC1,DDR2,DEF8,EDNRA,EPAS1,EXT1,HOXA3,IGFBP5,LEPR,LGR4,LRRK1,LTBP3,MDK,MDM2,MITF,MMP2,NOS3,NOTCH2,P3H4,PDK4,PLEKHM1,PPARGC1B,PPP3CA,PTH1R,PTK2B,PTN,RAB3D,RBPJ,RSPO3,S1PR1,SRC,SUCO,TCIRG1,TFRC,TGFB3,THBS4,TIMP1,TNFRSF11A,UBASH3B


			GO:BP			cilium organization			GO:0044782			0.000374936			90			ABLIM3,ACTR3,ARMC9,BBS12,BBS2,BBS5,BBS7,CC2D2A,CCDC40,CCDC65,CCDC88A,CCP110,CDC14B,CENPJ,CEP131,CFAP20,CNTROB,CPLANE1,CPLANE2,CROCC,DCX,DISC1,DNAAF5,DRC1,DYNC2I2,DYNLL1,DZIP1,EHD4,FBF1,FNBP1L,FOXJ1,IFT122,IFT140,IFT27,IFT43,IFT46,IFT57,IFT80,IFT88,INTU,IQCB1,KIAA0586,KIF24,KIF27,KIF3A,KIF3B,MAK,MAPRE1,MKKS,MKS1,MNS1,MPHOSPH9,NEK1,NEURL1,NUDCD3,ODAD4,ODF2,OFD1,PARVA,PKD2,POC1A,POC1B,RABEP2,SEPTIN2,SEPTIN6,SEPTIN7,SEPTIN9,SPEF1,SPEF2,SSX2IP,TAPT1,TCTN3,TEKT1,TESK1,TMEM107,TMEM231,TMEM67,TRAF3IP1,TTC21B,TTC26,TTC39C,TTC8,TTLL1,TUB,TXNDC15,VDAC3,WDR19,WDR35,WWTR1,ZNF423


			GO:BP			vesicle-mediated transport			GO:0016192			0.0003806284			276			ABL1,ACKR3,ACKR4,ACTN2,ADM,ADRA2A,AKT2,ALS2CL,AMPH,ANK1,ANKFY1,ANKRD13A,ANKRD13B,ANKRD50,ANXA11,ANXA2,ANXA8,AP1S1,AP3M2,AP4B1,AP5B1,APOE,APP,ARHGAP1,ARHGAP12,ARHGAP44,ARL8B,ARPIN,ATAD1,BAIAP3,BBS2,BCAP31,BCR,BIN1,BLOC1S1,BLZF1,BVES,C2,C3,CACNA1G,CACNG7,CALCRL,CALR,CASK,CAV2,CBL,CD14,CD151,CD5L,CD9,CDH2,CLCN5,CLIP3,CLU,CNIH1,CNR1,COPB1,COPE,COPG2,COPS5,CORO1C,CPLANE2,CREB3L2,CSNK1G3,CTSL,CUBN,CUL3,DAB2,DENND2A,DLL1,DNM1,DOP1B,DTNBP1,DVL1,EGF,EHD4,ENPP2,EPHA3,EXOC6,EZR,FAR2,FCHO1,FCHSD2,FER,FES,FHIP1B,FMR1,FNBP1,FNBP1L,GGA1,GGA2,GHR,GLO1,GOLGA4,GOLT1B,GPC3,GPRASP1,GRIN3A,GRIPAP1,GRK2,GULP1,HHIPL1,HIP1,HMMR,HOOK2,IFT27,IL15,IL2RB,INPP5F,INSR,ITGAV,ITGB1,JPT2,KCNB1,KDELR3,KIF1A,KIF1C,KIF3B,KIT,LDLRAD3,LEPR,LGALS3,LMBR1L,LMTK2,LOC100511343,LOC100512977,LOC100513346,LOC100519098,LOC100523213,LOC100625711,LOXL4,LRP4,LRP8,LRRK2,LYAR,LYN,LYVE1,MAPK8IP1,MAPKAPK2,MFSD2A,MIB1,MICAL1,MICAL3,MON1A,MRC1,MTM1,MX1,MYO1B,MYO7A,NBAS,NLGN3,NOP16,NOSTRIN,NPC1,NR1H2,NSG1,OPHN1,OPTN,PACSIN3,PCDH17,PCSK9,PGAP1,PINK1,PIP4K2A,PIP4P2,PKDCC,PLAA,PLCG2,PLD1,PLD2,PLEKHF1,PLEKHM1,PLPP3,PPP3CA,PPP3CB,PREPL,PRG4,PRKAR1B,PRKD1,PRRT2,PTPRC,PTX3,RAB10,RAB13,RAB29,RAB34,RAB3A,RAB3D,RAB3IL1,RAB7A,RAB8B,RABEP2,RAC2,RAMP1,REPS2,REST,RHOU,RIMS1,RNF157,RP2,RUBCN,SAR1B,SCARA5,SCARB1,SCARF1,SCARF2,SDC1,SEC23A,SEC24D,SEC31B,SEPTIN1,SEPTIN2,SEPTIN4,SEPTIN5,SERPINE1,SH3GL3,SIGLEC1,SMPD1,SNAP91,SORCS1,SORT1,SPG11,SPHK1,SPI1,SRC,SRPX,STAB1,STON2,STX11,STX1B,STXBP1,STXBP5,STXBP6,SYN1,SYNJ2,SYS1,SYT12,SYT2,SYT9,SYTL2,TBC1D17,TBC1D2B,TBC1D8B,TFRC,TLN2,TMED3,TPCN2,TRAK1,TRAPPC2L,TRAPPC5,TREX1,TRIM72,TRIP10,TUB,TYRO3,UNC13D,USP6NL,VAMP1,VAMP8,VAPB,VCP,VLDLR,VPS13B,VPS26A,VPS26B,VPS26C,VPS33A,VPS9D1,WASF2,WDR91,WHAMM,WIPI1,XKR5,XKR8,YIF1B,ZFYVE27


			GO:BP			trans-synaptic signaling			GO:0099537			0.0003872103			125			ABL1,ACE,ADORA2A,ADRA2A,APBA3,APOE,APP,ATAD1,ATF4,BAIAP3,BCR,CACNA1G,CACNB1,CACNG7,CASK,CDC20,CDH11,CDH2,CHRNA1,CHRNA10,CHRNA3,CHRND,CHRNE,CLSTN2,CLSTN3,CNR1,CUX2,DDX23,DLG4,DLGAP4,DNM1,DTNBP1,DVL1,EFNB3,EGLN1,EGR3,EIF3J,EPHA4,EPHB2,EXT1,FYN,GABRE,GJC1,GLO1,GRID2,GRIK2,GRIN2D,GRIN3A,GRM4,GRM7,HOMER1,HOMER3,HRH1,ICMT,IGSF11,INSYN1,ITGB1,ITPR3,KCNB1,LRFN2,LRP8,LRRC4,LRRC4C,LRRK2,MYLK2,NEURL1,NFATC4,NLGN3,NOS1,NPTX2,NTF4,OPHN1,P2RX5,PARK7,PARPBP,PCDH17,PINK1,PLAT,PLCB1,PLCG1,PLCL1,PLCL2,PLPPR4,PNKD,PPP1R9A,PPP3CA,PREPL,PRKAR1B,PRRT2,PSMC3,PTN,PTPRA,PTPRD,PTPRS,PVALB,PXK,RAB3A,RASGRF2,RGS14,RIMS1,S1PR2,SERPINE2,SLC1A3,SLC24A1,SLC38A1,SLC8A3,SLITRK5,SNCG,SPG11,SQSTM1,SRF,STX11,STX1B,STXBP1,STXBP5,SYN1,SYNGR1,SYT12,SYT2,SYT9,TMEM25,TPBG,VDAC1,VHL,ZER1


			GO:BP			protein localization to cell periphery			GO:1990778			0.00038967			76			ACTN2,AKT2,ANK1,ANK3,ARHGAP44,ATP1B1,ATP2B4,BBS2,BLZF1,CACNG7,CCDC88A,CDH2,CIB1,CLIP3,DAB2,DCHS1,DLG4,EFCAB7,EFR3B,EHD4,EPB41L2,EPHA3,EZR,FLOT2,GBP1,GGA1,GGA2,GNAI1,GPC4,GPSM2,GRIPAP1,IFT80,ITGB1,LGALS3,LZTFL1,MMP14,MRAP2,NECTIN3,NSG1,OPTN,PACS1,PDZK1,PIK3R2,PKDCC,PLEKHF1,PLK1,PPP2R5A,PREPL,PRKCI,PRKCZ,PTPN9,RAB10,RAB13,RAB34,RAB3D,RAB7A,RAB8B,RAMP1,RILPL1,ROCK2,SCN3B,SLC9A3R2,SQSTM1,STAC3,STX1B,STXBP1,SYS1,TPBG,TSPAN33,TSPAN5,TTC8,TUB,VAMP8,WDR19,WNK3,ZFYVE27


			GO:BP			telencephalon cell migration			GO:0022029			0.0003922374			21			ADGRG1,ARX,CCDC141,CDK5R1,DCX,DISC1,EFHC1,GLI3,LAMB1,LRP8,LRRK2,MDGA1,OGDH,ROBO1,SLIT1,SLIT2,SRF,SRGAP2,SUN2,WDR47,ZMIZ1


			GO:BP			response to hormone			GO:0009725			0.0003948831			117			ACACA,ACSBG1,ACSL1,ACTN2,ADCY6,ADIPOR2,ADRA2A,AGTR2,AKT2,ATP1A2,BCAS3,BMP7,BRCA1,CALCOCO1,CALR,CAMK2A,CASP9,CAV2,CCL19,CITED1,CRY2,CSNK2B,CTSL,CYP7B1,DAB2,DDRGK1,ECHDC3,EDNRA,EGR1,ESR1,ESRRA,ESRRG,FBXO32,FER,FIBIN,FOXO1,GATA3,GCLC,GHR,GKAP1,GOT1,GPR173,GRB10,GSTM3,HCLS1,IGFBP5,INSR,IRS3,KAT2B,KIT,KLF9,KLHL12,LEPR,LMO2,LOC100511937,LPIN1,LPIN3,LYN,MAPK14,MEF2C,MKKS,MSTN,NCOA2,NOS1,NPC1,NR1D2,NR4A3,NR5A2,OGT,PARK7,PCSK9,PDK2,PDK4,PER1,PHB2,PIK3R2,PIP4K2A,PIP4K2C,PPARA,PPARGC1B,PRCP,PRKCD,PRKCI,PRKCQ,PRKCZ,PTGES3,PTPRA,RAB10,RAP1GDS1,REST,RNF14,RXRG,SAFB2,SESN2,SFR1,SGK1,SHC1,SKP2,SLC27A1,SLIT2,SLIT3,SORT1,SRC,SRF,STAT5B,TFPI,TGFB2,TGFB3,TIMP1,TP63,TRIM72,UGCG,UMODL1,WDTC1,ZBTB7A,ZBTB7B,ZMIZ1


			GO:BP			brain development			GO:0007420			0.0003978274			123			AARS1,ABCB6,ABL1,ADGRG1,AKNA,ALDH1A2,APAF1,APLP1,APOD,APP,ARX,ATAT1,ATF5,ATM,ATP1A2,BBS7,BCR,BMP7,BRCA2,BTBD3,CADM2,CCDC141,CDH2,CDK5R1,CDON,CENPF,CITED1,CNTN1,CORO1C,CPLANE1,DCX,DISC1,DLG5,DLL1,E2F1,EFHC1,EGF,EGR2,EPHA7,EPHB2,EPHB3,EXT1,EZH2,FAIM2,FANCD2,FOXJ1,FOXP2,FYN,GATA2,GLI2,GLI3,GRID2,HSPA5,ITGB1,KIF14,KIF27,LAMB1,LRP8,LRRK2,MDGA1,MDK,MEIS3,MFSD2A,MKKS,NANS,NDUFS4,NFIB,NIN,NNAT,NUMBL,ODAD4,OGDH,OPHN1,PAFAH1B2,PBX3,PBX4,PGAP1,PLCB1,PLXNA1,PLXNA2,PLXNA3,PTPRS,RBPJ,ROBO1,RORA,S1PR1,SEMA3A,SEMA3E,SEMA6D,SEMA7A,SERPINE2,SEZ6L2,SFRP2,SLIT1,SLIT2,SLITRK5,SMO,SPHK1,SRC,SRF,SRGAP2,SUN2,SYNJ2,TACC1,TACC3,TGFBR2,TOP2B,TOX,TRNP1,TSKU,TTC21B,TTC8,TTLL1,TULP3,TYRO3,UBA6,UGP2,UQCRQ,WDR47,WHRN,ZIC3,ZMIZ1,ZNF423


			GO:BP			anterograde trans-synaptic signaling			GO:0098916			0.000410083			124			ABL1,ACE,ADORA2A,ADRA2A,APBA3,APOE,APP,ATAD1,ATF4,BAIAP3,BCR,CACNA1G,CACNB1,CACNG7,CASK,CDC20,CDH11,CDH2,CHRNA1,CHRNA10,CHRNA3,CHRND,CHRNE,CLSTN2,CLSTN3,CNR1,CUX2,DDX23,DLG4,DLGAP4,DNM1,DTNBP1,DVL1,EFNB3,EGLN1,EGR3,EIF3J,EPHA4,EPHB2,EXT1,FYN,GABRE,GJC1,GLO1,GRID2,GRIK2,GRIN2D,GRIN3A,GRM4,GRM7,HOMER1,HOMER3,HRH1,ICMT,IGSF11,INSYN1,ITGB1,ITPR3,KCNB1,LRFN2,LRP8,LRRC4,LRRC4C,LRRK2,MYLK2,NEURL1,NFATC4,NLGN3,NPTX2,NTF4,OPHN1,P2RX5,PARK7,PARPBP,PCDH17,PINK1,PLAT,PLCB1,PLCG1,PLCL1,PLCL2,PLPPR4,PNKD,PPP1R9A,PPP3CA,PREPL,PRKAR1B,PRRT2,PSMC3,PTN,PTPRA,PTPRD,PTPRS,PVALB,PXK,RAB3A,RASGRF2,RGS14,RIMS1,S1PR2,SERPINE2,SLC1A3,SLC24A1,SLC38A1,SLC8A3,SLITRK5,SNCG,SPG11,SQSTM1,SRF,STX11,STX1B,STXBP1,STXBP5,SYN1,SYNGR1,SYT12,SYT2,SYT9,TMEM25,TPBG,VDAC1,VHL,ZER1


			GO:BP			chemical synaptic transmission			GO:0007268			0.000410083			124			ABL1,ACE,ADORA2A,ADRA2A,APBA3,APOE,APP,ATAD1,ATF4,BAIAP3,BCR,CACNA1G,CACNB1,CACNG7,CASK,CDC20,CDH11,CDH2,CHRNA1,CHRNA10,CHRNA3,CHRND,CHRNE,CLSTN2,CLSTN3,CNR1,CUX2,DDX23,DLG4,DLGAP4,DNM1,DTNBP1,DVL1,EFNB3,EGLN1,EGR3,EIF3J,EPHA4,EPHB2,EXT1,FYN,GABRE,GJC1,GLO1,GRID2,GRIK2,GRIN2D,GRIN3A,GRM4,GRM7,HOMER1,HOMER3,HRH1,ICMT,IGSF11,INSYN1,ITGB1,ITPR3,KCNB1,LRFN2,LRP8,LRRC4,LRRC4C,LRRK2,MYLK2,NEURL1,NFATC4,NLGN3,NPTX2,NTF4,OPHN1,P2RX5,PARK7,PARPBP,PCDH17,PINK1,PLAT,PLCB1,PLCG1,PLCL1,PLCL2,PLPPR4,PNKD,PPP1R9A,PPP3CA,PREPL,PRKAR1B,PRRT2,PSMC3,PTN,PTPRA,PTPRD,PTPRS,PVALB,PXK,RAB3A,RASGRF2,RGS14,RIMS1,S1PR2,SERPINE2,SLC1A3,SLC24A1,SLC38A1,SLC8A3,SLITRK5,SNCG,SPG11,SQSTM1,SRF,STX11,STX1B,STXBP1,STXBP5,SYN1,SYNGR1,SYT12,SYT2,SYT9,TMEM25,TPBG,VDAC1,VHL,ZER1


			GO:BP			neuron recognition			GO:0008038			0.0004102427			15			APP,CDK5R1,CNR1,CNTN4,EFNB3,EMB,EPHA4,EPHB2,EPHB3,EXT1,MYOT,NEXN,NRCAM,ROBO1,YWHAZ


			GO:BP			lipid catabolic process			GO:0016042			0.0004176337			77			ABHD3,ABHD5,ACAD10,ACADL,ACADM,ACADS,ACADVL,ACAT1,ACOT7,ACOT8,ACOX2,ADRA2A,AKT2,ALDH1L2,APOE,ASAH1,AUH,BCAT2,CPS1,CPT1B,CPT1C,CPT2,CRABP1,CRAT,CYP27A1,DDHD2,DECR1,E4F1,ECH1,ENPP2,ENPP6,ETFA,ETFB,ETFDH,FAAH,GBA2,GCDH,HADH,HADHA,HADHB,HSD17B10,INPP5F,LIPE,LIPG,LOC100525350,LONP2,LPIN1,LPIN3,MFSD2A,OXCT1,PAFAH1B2,PAFAH1B3,PEX2,PLA1A,PLA2G4A,PLCB1,PLCD1,PLCD4,PLCE1,PLCG1,PLCG2,PLCL1,PLCL2,PLD1,PLD2,PLIN1,PNPLA2,PRDX6,PRKCD,SCARB1,SESN2,SGPL1,SIRT2,SMPD1,SMPDL3A,SMPDL3B,SPP1


			GO:BP			positive regulation of transcription by RNA polymerase II			GO:0045944			0.0004176337			234			ABLIM3,ACTR3,ACVR1,AHR,AKNA,ANXA2,APP,ARHGEF2,ARNTL,ASXL3,ATAD2,ATF3,ATF4,ATF5,ATM,BCAS3,BCL3,BCL9,BMP5,BMP6,BMP7,BRCA1,CALCOCO1,CAMTA2,CARF,CASK,CCN1,CCNT2,CCPG1,CDON,CEBPG,CHCHD2,CHD6,CITED1,CKAP2,COPS5,CREB3L1,CREB3L2,CREBRF,CSF3,CSRNP1,CSRNP3,DAB2,DCAF6,DCN,DDRGK1,DDX3X,DDX58,DLL1,DMRT2,DOT1L,DPF3,DVL1,E2F1,E2F7,E2F8,E4F1,EAF2,EBF2,EBF3,EFCAB7,EGLN1,EGR1,EGR2,EGR3,ELF4,ELK3,ELK4,ELL2,ENG,EPAS1,EPCAM,ESR1,ESRRG,ETV1,ETV5,FGF1,FHL5,FHOD1,FOS,FOXA3,FOXJ1,FOXM1,FOXO1,GATA2,GATA3,GLI2,GLI3,GPS2,HCLS1,HEY2,HIVEP1,HLTF,HOXA5,HSF1,HSF4,HTATIP2,IER2,IKBKG,IL18,IL4I1,IRF5,IRF9,ITGA6,JUNB,KAT2B,KDM1A,KLF13,KLF4,LDB2,LMO1,LMO2,LOC102158443,LPIN1,LPIN3,LUM,MAFF,MAML3,MAPK14,MAVS,MED15,MEF2A,MEF2C,MEF2D,MEIS3,MEOX2,MET,MITF,MLXIP,MLXIPL,MOSPD1,MYBL1,MYBL2,MYCN,MYF5,NAMPT,NCOA2,NFATC1,NFATC3,NFATC4,NFE2L2,NFIB,NFKBIA,NR1D2,NR1H2,NR1I3,NR2F1,NR4A3,NR5A2,OGT,PARK7,PBX3,PCBP1,PER1,PFKM,PIK3R2,PKD2,PLAG1,PLAGL1,PPARA,PPARGC1A,PPARGC1B,PPP3CA,PPP3CB,PRDM5,PRKD1,PSMC3,PTPRN,RAF1,RBM15,RBPJ,REST,RGCC,RGMA,RORA,RPS6KA1,RPS6KA3,RXRG,SENP1,SERTAD1,SFRP2,SIRT2,SLC38A3,SMAD2,SMO,SOX11,SOX9,SPI1,SREBF2,SRF,SS18,SSBP4,STAT1,STAT5B,STING1,STOX1,STOX2,SUPT16H,TAF11,TAF12,TBL1XR1,TCF12,TCF3,TCF7L2,TEAD1,TEAD2,TEAD4,TET3,TFEB,TGFB1,THAP11,TLR9,TMEM9B,TOP2A,TOX3,TP63,TP73,TTC5,USF2,WWTR1,ZBTB7B,ZBTB7C,ZEB1,ZFP30,ZFPM2,ZIC3,ZMIZ1,ZNF142,ZNF175,ZNF235,ZNF300,ZNF395,ZNF423,ZNF76


			GO:BP			regulation of lipid metabolic process			GO:0019216			0.0004207155			69			ABHD5,ACADVL,ADRA2A,AKT2,APOD,APOE,ASAH1,ASXL3,BMP5,BMP6,BRCA1,C3,CCL19,CCN1,DKK3,EGR1,EPHX2,FGF1,FGFR4,FLT1,FMO1,FMO2,GOLM1,GPS2,KLHL12,LACTB,LOC100510975,LONP2,LPCAT1,LPCAT3,LYN,MFSD2A,MID1IP1,MLXIPL,NCOA2,NR1D2,NR1H2,ORMDL1,ORMDL2,PDGFA,PDGFRA,PDK2,PDK4,PHB2,PIP4K2A,PIP4K2C,PLCG2,PLIN1,PNPLA2,PPARA,PPP2R5A,PRKCD,PSAP,PTK2B,REST,RORA,RUBCN,SCARB1,SLC27A1,SOX9,SPHK1,STAT5B,STUB1,TEK,TREX1,TTC39B,VAV2,WDTC1,ZBTB20


			GO:BP			negative regulation of phosphorylation			GO:0042326			0.0004246587			79			ABL1,AGT,AJUBA,AKT1S1,APOE,BDKRB2,BMP7,CBL,CD109,CEP85,CIB1,CORO1C,DBNDD1,DTNBP1,DUSP1,DUSP10,DVL1,DYNLL1,EIF4G1,EMILIN1,ENG,EPHB2,FBLN1,GADD45B,GRB10,HGF,HMGCR,IER3,INPP5F,INPP5J,KAT2B,KLHL31,LRRK1,LRRK2,LYN,MICAL1,MLXIPL,MSTN,NCAPG2,NIBAN1,NTRK3,PAQR3,PARK7,PARP14,PBK,PIP4K2A,PIP4K2C,PKIG,PLK1,PLPP3,PPARA,PPM1F,PPP2R5A,PRDX3,PRKAR1A,PRKAR1B,PRKAR2A,PRKCD,PRKCZ,PRR5L,PTPN13,PTPRB,PTPRC,PTPRJ,RGS14,RUBCN,SFRP2,SH3BP5,SIRT2,SLC8A3,SLIT2,SMPD1,SPRED2,SPRY2,TESK1,TIGAR,TRAF3IP1,UBASH3B,WWTR1


			GO:BP			regulation of protein serine/threonine kinase activity			GO:0071900			0.0004308205			81			ABL1,ACSL1,ADAM8,ADRA2A,AGT,AJUBA,APOE,ATP2B4,BLM,BMP7,CAB39,CAB39L,CCNB1,CCNB2,CCNB3,CCNE1,CCNE2,CCNG2,CCNL1,CCNT2,CD40LG,CDK5R1,CIB1,CKS2,DBF4,DDX3X,DTNBP1,DUSP1,DUSP10,EGF,EPHA4,ERBB2,ERP29,EZH2,FAM20A,FGF1,FGF18,FGFR1,FLT1,FZD10,GDF9,HMGCR,INSR,IRAK1,KAT2B,KIT,LRRK2,LYN,MAP2K2,MAP3K10,MAP3K13,MASTL,NTRK3,PAQR3,PARP16,PDGFA,PDGFC,PDGFD,PKD2,PLK1,PRKAG1,PRKAG3,PRKAR1A,PRKAR1B,PRKAR2A,PRKCD,PTPRC,PTPRJ,RGCC,RGS14,ROBO1,SESN2,SFRP2,SLC27A1,SLC8A3,SMPD1,SPRY2,SRC,TLR9,TNFRSF11A,TPD52L1


			GO:BP			positive regulation of peptidase activity			GO:0010952			0.0004318831			46			AIFM1,ANTXR1,APAF1,ARHGEF2,ASPH,ATP2A3,BCAP31,BID,CASP9,CCN1,CLPX,COPS5,CRADD,CYFIP2,DAPK1,DDRGK1,DDX3X,DLC1,EFNA1,EPHA4,F3,FAM162A,FAS,FBLN1,FN1,HIP1,IFT57,LCK,LYN,MUL1,NANS,NGFR,PCOLCE,PCOLCE2,PDCD5,PPM1F,PSMD14,RCN3,REST,ROBO1,ROCK2,SENP1,SFRP2,UACA,VCP,WDR48


			GO:BP			positive regulation of axonogenesis			GO:0050772			0.0004397408			20			CRABP2,FN1,LIMK1,MAP3K13,MAP6,NEFL,NIN,PLXNA1,PLXNA2,PLXNA3,PLXNB3,PLXND1,RND2,ROBO1,SEMA7A,SLITRK1,SRF,STK11,TWF2,ZFYVE27


			GO:BP			cerebellar cortex development			GO:0021695			0.0004397408			20			AARS1,DLL1,EZH2,FAIM2,GLI2,GRID2,HSPA5,KIF14,MDK,OGDH,OPHN1,RORA,SERPINE2,SEZ6L2,SMO,TRNP1,TTC21B,TTLL1,UQCRQ,WHRN


			GO:BP			positive regulation of Wnt signaling pathway			GO:0030177			0.0004397408			39			ABL1,ADGRA2,BAMBI,CAPRIN2,CCN4,CRBN,CSNK1G3,DAB2,DDX3X,DISC1,EDA,EGF,FAM53B,FGF9,FZD9,GPC3,LGR4,LRRK1,LRRK2,LYPD6,MBD2,PLEKHA4,PPM1A,PPM1B,PTK7,RBPJ,RECK,RSPO3,SFRP2,SRC,SULF1,SULF2,TBL1XR1,TMEM198B,TMEM9,TTC21B,USP34,VCP,WLS


			GO:BP			positive regulation of canonical Wnt signaling pathway			GO:0090263			0.0004470338			32			ADGRA2,BAMBI,CAPRIN2,CSNK1G3,DDX3X,EDA,EGF,FAM53B,FGF9,FZD9,GPC3,LGR4,LRRK1,LRRK2,LYPD6,PLEKHA4,PPM1A,PPM1B,PTK7,RBPJ,RECK,RSPO3,SFRP2,SRC,SULF2,TBL1XR1,TMEM198B,TMEM9,TTC21B,USP34,VCP,WLS


			GO:BP			positive regulation of intracellular signal transduction			GO:1902533			0.0004567697			175			ABL1,ACKR3,ADAM8,ADGRG1,ADRA1D,ADRA2A,ADRA2C,AGT,AJUBA,AKAP13,ANKRD1,ANO2,APOE,APP,ARHGEF2,ARHGEF3,ARRDC3,ATM,ATR,BCAP31,BID,BMP6,BMPER,CALR,CAT,CAV2,CAVIN3,CBL,CCL19,CCL5,CD14,CD44,CDH2,CDON,CEP192,CHI3L1,CIB1,CSF3,CSPG4,DAB2,DCN,DDX1,DDX3X,DLG5,DOK5,EDA,EFNA1,EGF,ENG,EPHA4,ERBB2,ERBB3,ERP29,EZH2,F3,FGF1,FGF18,FGF21,FGFR1,FGFR4,FLT1,FN1,FNIP1,FYN,FZD10,GADD45B,GAPDH,GAREM1,GATA3,GDF9,GEN1,GPR137C,GPR37,GRM4,GSDME,HBEGF,HCLS1,HGF,HIC1,IFI35,IFIT5,IGFBP4,IGFBP5,IKBKG,IL18,INSR,IQGAP3,IRAK1,ITGAV,ITGB1,ITSN1,KDR,KIT,LCK,LMCD1,LOC100513346,LOC100620540,LPAR4,LRRC7,LRRK1,LRRK2,LYN,MAP2K2,MAP3K10,MAP3K13,MAP3K14,MAP3K20,MAP4K1,MAPK8IP1,MAPRE2,MEIS3,MID1,MTDH,NDC80,NET1,NMI,NOTCH2,NTRK3,NUP93,PARK7,PBK,PDCD4,PDGFA,PDGFC,PDGFD,PDGFRA,PHB2,PINK1,PLCB1,PLCE1,PLCG2,PLEKHF1,PRKCZ,PRKD1,PRR5,PRR5L,PTK2B,PTPRC,PTPRJ,RAF1,RB1CC1,RHEB,ROBO1,ROR2,RRAGD,S100A4,SEMA3E,SEMA7A,SH3RF2,SHC1,SOX11,SOX9,SPHK1,SPI1,SPRY2,SRC,STK3,STOX1,TCF7L2,TEK,TFRC,TGFB2,TGFBR1,TLR9,TNFRSF11A,TNFRSF19,TPBG,TPD52L1,TRAF3,TRAF3IP2,TRAF5,UBD,UNC5B,UNC5CL,ZNF385A


			GO:BP			response to inorganic substance			GO:0010035			0.0004576761			82			ABCB6,ABL1,ACO1,ADORA2A,ANXA11,ATP2B4,BLM,BMP6,BNIP3,CACNA1G,CALM1,CAPN3,CARF,CAT,CCL19,CPNE3,CPS1,CUTA,CYBRD1,DDI1,DLG4,EGLN1,EZH2,FIBIN,FOS,GPR37,HGF,HOMER1,HSF1,ITPR3,JUNB,KDR,LOC100625711,LRP11,LRRK2,MCOLN1,MEF2A,MET,NET1,NFATC4,NFE2L2,NOS3,NQO1,NT5E,OSER1,PAM,PARK7,PINK1,PKD2,PLCG2,PPIF,PPP3CA,PRDX3,PRKCD,RAD51,RASA4B,RASGRP2,RYR2,SCN5A,SLC25A12,SLC25A24,SLC30A2,SLC38A2,SLC41A1,SLC6A1,SMPD1,SOD3,SPHK1,SPIDR,SRC,STK26,SYT12,SYT2,SYT9,TCIRG1,TIGAR,TIMELESS,TNNT2,TREX1,TRPC1,UCP3,VCP


			GO:BP			negative regulation of macromolecule biosynthetic process			GO:0010558			0.0004705259			265			ACOT8,AEBP1,AJUBA,ANKRD1,ARX,ATF3,ATF4,ATF5,ATOH8,ATXN1,AURKB,BAG3,BCL11A,BCL3,BCL6,BCORL1,BEND6,BHLHE41,BIN1,BMP6,BMP7,BRCA1,CALR,CAPN3,CAPRIN2,CBX2,CBX3,CBX4,CC2D1B,CDK5R1,CENPF,CHD3,CIPC,CITED1,CNOT6,CNOT6L,CPEB3,CPEB4,CREB3L1,CRY2,CRYM,CSDE1,CTC1,CUL3,CUX2,DAB2,DAPK1,DCP2,DDX3X,DEDD,DKK3,DNAJA3,DNAJC17,DNMT1,DNMT3B,DPF3,DUSP26,E2F1,E2F6,E2F7,E2F8,E4F1,EFNA1,EGR1,EHMT2,EID1,EIF4A2,EIF4EBP1,EIF4G1,ELK3,ELK4,ENC1,ESR1,ETV5,EZH2,EZR,FGF9,FHL2,FMR1,FNIP1,FOXJ1,FOXM1,FOXN3,FOXP2,FST,FXR1,FXR2,GAPDH,GATA2,GATA3,GCLC,GLI2,GLI3,GPS2,GTF2IRD1,HCLS1,HDAC10,HES6,HEY2,HHATL,HIC1,HIVEP1,HSF1,HSF4,IGFBP5,ITM2A,KDM1A,KDM8,KHDRBS1,KLF4,KLHL17,LGR4,LIN37,LMCD1,LMO1,LOC110255204,LYAR,MAF1,MAFK,MAGEH1,MAP3K10,MBD2,MBD3,MBTD1,MDM2,MEF2A,MEF2C,MITF,MLIP,MLXIPL,MOSPD1,MSC,MTA3,MTDH,MTERF3,MXD3,MYF6,MYOZ1,NCOA2,NDN,NFATC3,NFATC4,NFE2L3,NFIB,NFIL3,NIBAN2,NOC2L,NOCT,NOL4L,NONO,NOSTRIN,NOTCH2,NR0B2,NR1D2,NR1H2,NR1I3,NR2F1,NR2F6,NSD2,PABPC1,PAIP1,PARP3,PARP9,PASK,PATL1,PATZ1,PDCD4,PER1,PER2,PEX2,PHB2,PHF19,PHF21A,PIAS3,PKIG,PLCB1,PLK1,PLK3,POT1,PPARA,PPARGC1B,PPM1F,PRDM1,PRDM5,PSMC5,PTPRK,RBBP8,RBM15,RBPJ,RCOR1,RCOR2,REST,RIF1,RNF2,RUNX1T1,RYBP,SALL2,SAP130,SARS1,SCAI,SCMH1,SCML2,SCRT1,SESN2,SFMBT2,SFRP2,SHC1,SHFL,SIRT2,SLC2A10,SMAD2,SMARCA5,SMO,SMYD2,SOX11,SOX9,SPI1,SPINDOC,SQSTM1,SRC,SREBF2,SRF,TAF9B,TASOR,TBL1XR1,TCF3,TCF7L2,TGFB1,THAP11,TIA1,TIMELESS,TMEFF2,TP63,TSHZ3,UHRF1,USP2,WDTC1,WWC2,WWP1,WWTR1,YBX3,YEATS2,YWHAQ,YWHAZ,ZBTB1,ZBTB12,ZBTB16,ZBTB20,ZBTB7A,ZBTB7B,ZBTB8A,ZEB1,ZEB2,ZFP37,ZFPM2,ZHX2,ZMYM2,ZNF175,ZNF180,ZNF423,ZNF503,ZNF536,ZNF692,ZNF703,ZNF827


			GO:BP			cellular lipid metabolic process			GO:0044255			0.0004746525			192			ABHD3,ABHD4,ABHD5,ACACA,ACAD10,ACADL,ACADM,ACADS,ACADVL,ACAT1,ACOT7,ACOT8,ACOX2,ACSBG1,ACSL1,ACSL4,ACSM4,ACSM5,AGPAT4,AJUBA,AKT2,ALDH1A2,ALDH1L2,ALG10,ALG14,ALG8,ANKRD23,APOD,APOE,ASAH1,ATM,AUH,B3GALT2,B4GALT4,BRCA1,C3,CAT,CCN1,CDS1,CERKL,CHPT1,CLN6,COPE,COQ2,CPS1,CPT1B,CPT1C,CPT2,CRABP1,CRABP2,CRAT,CRYL1,CYP1A1,CYP2F1,DDHD2,DECR1,DHRS3,DHRS7,E4F1,ECH1,EFR3B,ENPP2,EPHX2,ETFA,ETFB,ETFDH,FAAH,FADS1,FADS2,FGGY,FITM1,FMO1,FMO2,GAL3ST4,GBA2,GCDH,GGT5,GK,GPAT2,GPAT4,HADH,HADHA,HADHB,HAO2,HMGCR,HSD17B10,INPP4A,INPP4B,INPP5F,INPP5J,KIT,KLHL12,LIAS,LIPE,LIPG,LOC100519130,LOC100520512,LOC100525350,LOC100626199,LONP2,LPCAT1,LPCAT3,LPIN1,LPIN3,LSS,LTC4S,MAPK14,MBOAT1,MBOAT2,MFSD2A,MID1IP1,MLXIPL,MMUT,MTM1,MTMR1,MTMR10,MTMR4,MVK,NCEH1,NDUFAB1,NR1H2,ORMDL1,ORMDL2,OXSM,PCSK9,PCYT1B,PDGFA,PDK2,PDK4,PECR,PEX2,PGAP1,PHB2,PIGA,PIGQ,PIK3C2A,PIK3R2,PIP4K2A,PIP4K2C,PIP4P2,PLA2G4A,PLAA,PLCB1,PLCD1,PLCD4,PLCE1,PLCG1,PLCG2,PLD1,PLD2,PLPP3,PLPPR4,PM20D1,PNPLA2,PPARA,PRDX6,PRKAB2,PRKAG1,PRKCD,PROCA1,PSAP,PTDSS1,PTGES2,PTGES3,PTGR2,PTPMT1,PXK,RBP1,RDH11,RDH12,SCARB1,SEL1L,SELENOI,SESN2,SGPL1,SGPP1,SIRT2,SLC27A1,SLC27A3,SLC37A4,SMPD1,SMPDL3A,SMPDL3B,SOX9,SPHK1,SPTLC1,ST6GALNAC3,SYNJ2,TREX1,UCP3,UGCG,WDTC1


			GO:BP			regulation of ERK1 and ERK2 cascade			GO:0070372			0.0004774247			63			ABL1,ACKR3,APIP,APOE,APP,ARHGEF2,ATF3,BMPER,CAVIN3,CCL19,CCL5,CCN1,CD44,CHI3L1,CIB1,DUSP10,DUSP26,DUSP29,DUSP3,EMILIN1,EPHA4,EPHA7,EPHB2,ERBB2,EZR,FAM83D,FBLN1,FGF1,FGF18,FGF21,FGFR4,FN1,GAREM1,GBP1,KDR,LOC100620540,LYN,NDRG2,NOTCH2,PDGFA,PDGFC,PDGFD,PDGFRA,PHB2,PRKCZ,PTK2B,PTPRC,RANBP9,RAPGEF1,ROS1,RRAS,SEMA6A,SEMA7A,SHC1,SPRY2,SRC,TEK,TLR9,TNFRSF11A,TNIP1,TPBG,VRK3,YWHAZ


			GO:BP			aerobic electron transport chain			GO:0019646			0.0004842565			24			COQ9,COX3,COX4I1,COX5A,ISCU,LOC100524239,LOC100524873,ND4,NDUFA10,NDUFA8,NDUFAF1,NDUFB6,NDUFB8,NDUFB9,NDUFS1,NDUFS2,NDUFS6,NDUFV1,PARK7,PINK1,SDHAF2,UQCR10,UQCRC1,UQCRQ


			GO:BP			purine-containing compound biosynthetic process			GO:0072522			0.0004856368			59			ACACA,ACAT1,ACOT7,ACSL1,ACSS1,ACSS2,ADCY2,ADCY3,ADCY4,ADCY6,ADCY9,ADSL,AK1,AK3,AMPD1,AMPD3,ATIC,ATP5F1A,ATP5F1B,ATP5MC1,ATP5MC3,ATP5ME,ATP5PO,ATP6,CDS1,CHPT1,DCAKD,DLAT,DLD,GART,GPAT4,GUCA1B,GUCY1A1,IMPDH1,MMUT,NAMPT,NME4,NME6,NOS1,NOS3,NT5E,PAICS,PANK3,PANK4,PDHA1,PDHB,PDHX,PDK2,PDK4,PPARA,PPARGC1A,PPAT,PRPS1,PRTFDC1,PTDSS1,PTPMT1,SLC4A7,UGCG,VCP


			GO:BP			regulation of cell growth			GO:0001558			0.0004942323			71			ABL1,ADAM15,ARMC12,BCL6,BRCA1,CCN3,CIB1,CLSTN3,CRABP2,DACT3,DCBLD2,DDX3X,DIP2B,DNAJB2,EAF2,EIF4G1,EPB41L3,EPHA7,ERBB2,FN1,FRZB,GDF9,HDGFL2,HPN,IGFBP4,IGFBP5,KAZALD1,KIF14,LIMK1,MAP3K13,MFSD2A,MMP14,MUL1,NEDD4L,NME6,PI16,PLAA,PLXNA3,PTPRJ,PTPRS,RIMS1,RND2,SEMA3A,SEMA3E,SEMA3G,SEMA4F,SEMA5B,SEMA6A,SEMA6C,SEMA7A,SERPINE2,SERTAD1,SESN2,SFRP2,SLIT2,SLIT3,SMURF1,SPART,SPHK1,SRF,STK11,SUPV3L1,SYT2,TAF9B,TEAD1,TGFB1,TGFB2,TGFBR1,TNC,TWF2,ZFYVE27


			GO:BP			negative regulation of mitotic cell cycle			GO:0045930			0.0004974803			54			ABL1,ACVR1,ATM,AURKB,BLM,BMP7,BRCA1,BUB1,BUB1B,CCNB1,CDC6,CDK1,CDK2AP2,CDT1,CHEK1,CLSPN,CRADD,DTL,E2F7,EME1,EZH2,FANCD2,FBXO31,FBXO5,FOXN3,GEN1,IER3,INIP,KLF4,MAP3K20,MDM2,MRE11,MRNIP,MSH2,MTBP,NABP2,NDC80,NME6,ORC1,PBK,PHKG1,PKD2,PLK1,PLK3,RAD21,RFWD3,RGCC,RPA2,SPDL1,TEX14,TREX1,TTK,ZWILCH,ZWINT


			GO:BP			cellular carbohydrate metabolic process			GO:0044262			0.0004999813			68			ACADM,AKT2,B3GNT3,BCKDK,C1QTNF3,COQ3,ENOSF1,EXT1,FAM3C,FBP2,FGGY,FOXO1,GK,GK5,GOT1,GUSB,GYG1,GYS1,HK1,HK2,HS2ST1,IDH2,IER3,IGFBP4,IL6ST,INPP5J,INSR,KAT2B,KLHL12,LEPR,LOC100737755,NAGK,NCOA2,NLN,OGT,PASK,PCDH12,PDK2,PDK4,PFKM,PHKA1,PHKA2,PHKB,PHKG1,PPARA,PPIP5K1,PPP1CB,PPP1R3A,PPP1R3B,PPP1R3C,PPP1R3D,PPP1R3G,PRKAG3,PTGES3,PTK2B,PTPMT1,PYGL,PYGM,RB1CC1,RORA,SESN2,SHPK,SLC37A4,SYNJ2,TIGAR,UGP2,XYLB,ZNF692


			GO:BP			cellular response to radiation			GO:0071478			0.0005224017			45			AKT2,ATM,ATR,AURKB,BARD1,BLM,BRCA1,BRCA2,CASP9,CHEK1,CUL4B,EGR1,FIGNL1,GATA3,GNB5,HSF1,ITGB6,KDM1A,LDB3,MAP3K20,MAPK14,MDM2,MMP2,NET1,NFATC4,NOC2L,PBK,POLD1,POLH,PRKCD,PTPRK,RAD51,RAD51AP1,RDH11,RHNO1,SFRP2,SMPD1,SPIDR,STK11,TGFB1,TIMP1,TMEM109,TREX1,WRN,ZBTB1


			GO:BP			actin filament bundle assembly			GO:0051017			0.0005403489			41			ABL1,ARHGEF10,ARHGEF10L,ASAP3,BAIAP2L2,CCDC88A,CORO1B,CORO2B,CUL3,DLC1,EPS8,EZR,FAM171A1,FHOD1,FSCN1,LIMK1,MET,MICAL1,MKKS,PHLDB2,PIK3R2,PLS3,PPM1F,RAPGEF3,RGCC,RHOD,RHPN2,ROCK2,SRC,SRF,SWAP70,SYNPO2,SYNPO2L,TESK1,TGFB3,TGFBR1,TMEFF2,TTC8,WASF2,XIRP2,ZYX


			GO:BP			protein-containing complex disassembly			GO:0032984			0.0005414965			60			ACTN2,ARHGEF2,AVIL,BNIP3,CALCOCO2,CAPG,CAPZA1,CAPZA2,CFL1,CIB1,CKAP2,CRACD,DNAJC17,DSTN,EPS8,ETF1,FYCO1,GSPT2,KIF18A,KIF18B,KIF24,KIF2C,LIX1,LIX1L,LMOD2,MAP1A,MAP1B,MAP1LC3A,MAP1LC3B,MAP1S,MCOLN1,MICAL1,MICAL3,MID1IP1,MTRF1,NAV3,NCKAP5,NCKAP5L,NES,NOSTRIN,PLEKHH2,RUBCN,SH3GL3,SHFL,SPEF1,SPTAN1,SPTB,STMN2,SUPT16H,SVIL,SWAP70,TMOD4,TPX2,TWF1,TWF2,VAMP8,VCP,VMP1,VPS33A,WDR47


			GO:BP			negative regulation of actin filament polymerization			GO:0030837			0.0005519683			21			AVIL,CAPG,CAPZA1,CAPZA2,CRACD,EPS8,FHOD3,KANK3,LMOD2,MKKS,PRKCD,SLIT2,SPTAN1,SPTB,SSH1,SVIL,TMOD4,TMSB15A,TMSB15B,TWF1,TWF2


			GO:BP			cellular response to ionizing radiation			GO:0071479			0.0005538178			25			ATM,ATR,BARD1,BLM,BRCA1,BRCA2,EGR1,FIGNL1,GATA3,HSF1,ITGB6,KDM1A,MAP3K20,MAPK14,MDM2,NET1,RAD51,RAD51AP1,RHNO1,SFRP2,SPIDR,TGFB1,TMEM109,TREX1,WRN


			GO:BP			regulation of blood circulation			GO:1903522			0.0005601148			50			ADM,ADRA1D,ADRA2A,ADRA2C,AGT,ARHGAP42,ATP1A2,ATP1B1,ATP2B4,BIN1,BVES,CACNA1D,CACNA1G,CALM1,CASQ2,COX1,CPT1C,DOCK5,EDN3,EDNRA,EPAS1,GJA5,GJC1,GRK2,HBEGF,HEY2,HRC,HRH1,KCNN2,LOC100736765,MDM2,MEF2A,MYL4,NOS3,PDE4B,PDE4D,RNF207,RYR2,SCN1B,SCN2B,SCN3B,SCN5A,SLC4A3,SMTNL2,SRI,STC1,TBX18,TGFB2,TMEM38A,TNNT2


			GO:BP			regulation of proteolysis involved in protein catabolic process			GO:1903050			0.0005625139			55			ANKIB1,APOE,AQP11,ARAF,ARIH2,ATP5IF1,ATXN3,BBS7,BCAP31,CKB,CLU,DAB2,DDRGK1,DISC1,DNAJB2,DVL1,EFNA1,EGF,EPHA4,FBXW8,ITSN1,LRRK2,MDM2,NUDT15,OGT,OPHN1,PARK7,PBK,PITHD1,PLK1,PLK3,PSMC1,PSMC2,PSMC3,PSMC5,PSMD14,PTK2B,RAD23A,RNF14,RNF144A,RNF217,RYBP,SH3RF2,SIRT2,SMURF1,STUB1,TMEM259,TMTC3,UBXN1,USP13,USP19,USP25,VCP,XPO1,ZYG11B


			GO:BP			ventricular septum development			GO:0003281			0.0005669241			23			ACVR1,CCN1,CPLANE1,EGLN1,FZD2,GATA3,GJA5,HEY2,LUZP1,MDM2,NOS3,NSD2,PRDM1,PTK7,RBM15,RBPJ,SAV1,SLIT3,SOX11,TGFBR1,TGFBR2,XIRP2,ZFPM2


			GO:BP			regulation of developmental growth			GO:0048638			0.0005725215			62			ABL1,AFG3L2,APP,ARX,CAPN3,COLQ,CRABP2,DIP2B,DLL1,DUSP10,EPHA7,EZR,FGF9,FN1,GAMT,GHR,GPAT4,HEY2,INSR,LIMK1,LOC100736765,MAP3K13,MAPK14,MFSD2A,MKKS,MSTN,MUL1,MYOZ1,NEDD4L,NPY1R,PI16,PLAA,PLCB1,PLXNA3,PTPRS,RBPJ,RIMS1,RND2,SAV1,SEMA3A,SEMA3E,SEMA3G,SEMA4F,SEMA5B,SEMA6A,SEMA6C,SEMA7A,SGPL1,SMO,SMURF1,SPART,SRF,STAT5B,STK3,SYT2,TGFBR1,TP73,TWF2,WWC2,YBX3,ZFPM2,ZFYVE27


			GO:BP			cellular nitrogen compound biosynthetic process			GO:0044271			0.0005756778			816			AARS1,ABCB6,ABLIM2,ABLIM3,ACACA,ACADM,ACAT1,ACO1,ACOT7,ACSL1,ACSS1,ACSS2,ACTR3,ACVR1,ADAM8,ADCY2,ADCY3,ADCY4,ADCY6,ADCY9,ADNP,ADSL,AEBP1,AFAP1L2,AGT,AHR,AJUBA,AK1,AK3,AK5,AKNA,ALAS1,ALAS2,AMPD1,AMPD3,ANKRD1,ANKRD2,ANXA2,APLP1,APOE,APP,ARHGEF2,ARNTL,ARX,ASAH1,ASL,ASNS,ASS1,ASXL3,ATAD2,ATF3,ATF4,ATF5,ATIC,ATM,ATOH8,ATP1B3,ATP2B4,ATP5F1A,ATP5F1B,ATP5IF1,ATP5MC1,ATP5MC3,ATP5ME,ATP5PO,ATP6,ATXN1,AURKB,AZIN2,B3GALT2,B4GALT4,BAG3,BAMBI,BBS7,BCAS3,BCL11A,BCL3,BCL6,BCL9,BCORL1,BEND6,BHLHE41,BIN1,BLM,BMP5,BMP6,BMP7,BRCA1,BRCA2,BRD3,BRIP1,BZW2,C7H6ORF125,CALCOCO1,CALR,CAMK2A,CAMTA2,CAPN3,CAPRIN2,CARF,CARNS1,CARS1,CASK,CAT,CBX2,CBX3,CBX4,CC2D1B,CCDC124,CCN1,CCNL1,CCNL2,CCNT2,CCPG1,CCT6A,CD200,CD40LG,CDCA7,CDCA7L,CDK14,CDK17,CDK5R1,CDON,CDS1,CEBPG,CENPF,CENPJ,CHCHD1,CHCHD10,CHCHD2,CHD3,CHD6,CHEK1,CHPT1,CHTF18,CHURC1,CIB1,CIPC,CITED1,CKAP2,CKS2,CLU,CMPK2,CNOT6,CNOT6L,COPE,COPS5,COX10,CPEB3,CPEB4,CPOX,CPS1,CREB3L1,CREB3L2,CREB5,CREBRF,CREM,CRY2,CRYM,CSDE1,CSF3,CSRNP1,CSRNP3,CTC1,CUL3,CUX2,CYP1A1,DAB2,DAPK1,DBX1,DCAF6,DCAKD,DCN,DCP2,DDR2,DDRGK1,DDX3X,DDX58,DEDD,DKK3,DLAT,DLD,DLL1,DMRT2,DNAJA3,DNAJC1,DNAJC17,DNAJC24,DNMT1,DNMT3B,DOT1L,DPF3,DTL,DUSP26,DVL1,DYRK1B,E2F1,E2F6,E2F7,E2F8,E4F1,EAF2,EBF1,EBF2,EBF3,EBF4,EDA,EEF1A1,EFCAB7,EFNA1,EGF,EGLN1,EGR1,EGR2,EGR3,EHMT2,EID1,EIF1,EIF2B3,EIF2B4,EIF2D,EIF2S2,EIF3J,EIF4A2,EIF4E3,EIF4EBP1,EIF4G1,EIF4G3,ELF4,ELK3,ELK4,ELL2,ELOB,ELOC,ENC1,ENG,EPAS1,EPCAM,ERBB2,ERBIN,ESR1,ESRRA,ESRRG,ETF1,ETV1,ETV5,EZH2,EZR,FANCA,FANCD2,FARSA,FER,FGF1,FGF9,FGFR4,FHL2,FHL3,FHL5,FHOD1,FIBIN,FLAD1,FLOT2,FMR1,FNIP1,FOS,FOXA3,FOXJ1,FOXM1,FOXN3,FOXO1,FOXP2,FRAS1,FST,FXR1,FXR2,FZD2,GAPDH,GARS1,GART,GATA2,GATA3,GATB,GCLC,GFPT1,GFPT2,GGT5,GINS3,GLI2,GLI3,GMDS,GPAT4,GPR37,GPS2,GSPT2,GTF2IRD1,GTF3C6,GUCA1B,GUCY1A1,HADHB,HBS1L,HCLS1,HDAC10,HDGFL2,HES6,HEY2,HGF,HIC1,HIF3A,HIVEP1,HIVEP2,HLTF,HMMR,HOXA3,HOXA5,HR,HSF1,HSF4,HTATIP2,ICMT,IER2,IGFBP5,IGSF1,IKBKG,IL18,IL4I1,IMPDH1,INSR,IRAK1,IRAK2,IRF5,IRF9,ITGA6,JADE2,JADE3,JMJD1C,JUNB,KAT2B,KBTBD8,KDM1A,KDM7A,KDM8,KEAP1,KHDRBS1,KIT,KLF13,KLF4,KLHL17,LARP4,LDB2,LGALS4,LGR4,LIG1,LIN37,LIN54,LMCD1,LMO1,LMO2,LOC100513741,LOC100517129,LOC100519130,LOC100520512,LOC100623035,LOC102158443,LOC102163847,LOC110255204,LOC110258620,LOC110259371,LOX,LPCAT1,LPIN1,LPIN3,LRP8,LRRC7,LRRFIP1,LRRFIP2,LUM,LYAR,MAF1,MAFF,MAFK,MAGEH1,MAML3,MAP2K2,MAP3K10,MAP3K13,MAPK14,MAPK8IP1,MARS1,MAVS,MBD2,MBD3,MBTD1,MDK,MDM2,MED15,MED8,MEF2A,MEF2C,MEF2D,MEIS3,MEOX2,MET,METTL17,MGA,MITF,MKX,MLIP,MLXIP,MLXIPL,MMUT,MN1,MOSPD1,MOXD1,MPI,MRPL15,MRPL16,MRPL2,MRPL24,MRPL35,MRPL43,MRPS17,MRPS18A,MRPS18B,MRPS27,MRPS35,MRPS5,MRPS9,MSC,MSI1,MSTN,MTA3,MTARC2,MTDH,MTERF3,MTG1,MTHFD1L,MTRF1,MXD3,MYBL1,MYBL2,MYCN,MYEF2,MYF5,MYF6,MYOZ1,NAMPT,NCAPG2,NCOA2,NDN,NEK2,NEK4,NEURL1,NFATC1,NFATC3,NFATC4,NFE2L1,NFE2L2,NFE2L3,NFIB,NFIL3,NFKBIA,NFKBIB,NFKBIL1,NFXL1,NGFR,NIBAN1,NIBAN2,NME4,NME6,NMI,NOC2L,NOCT,NOL4L,NONO,NOS1,NOS3,NOSTRIN,NOTCH2,NOTCH3,NPAS3,NPM3,NR0B2,NR1D2,NR1H2,NR1I3,NR2F1,NR2F6,NR4A3,NR5A2,NSD2,NT5E,NUP107,ODC1,OGT,ORMDL1,ORMDL2,OTC,PABPC1,PAICS,PAIP1,PANK3,PANK4,PARK7,PARM1,PARP3,PARP9,PASK,PATL1,PATZ1,PBX3,PBX4,PCBD1,PCBD2,PCBP1,PCLAF,PCSK5,PDCD4,PDHA1,PDHB,PDHX,PDK2,PDK4,PER1,PER2,PEX2,PFKM,PHB2,PHF1,PHF19,PHF21A,PIAS3,PIK3R2,PINK1,PIR,PITHD1,PKD2,PKIG,PKM,PLAG1,PLAGL1,PLCB1,PLCG2,PLD1,PLK1,PLK3,PLPP3,PM20D1,PMM1,POGK,POLA1,POLA2,POLD1,POLD2,POLDIP2,POLE2,POLG,POLH,POLL,POLR2F,POLR2G,POLR2J,POLR3A,POLR3D,POLR3GL,POLR3H,POT1,POU6F1,PPARA,PPARGC1A,PPARGC1B,PPAT,PPM1A,PPM1F,PPP1R15A,PPP1R1B,PPP3CA,PPP3CB,PRDM1,PRDM5,PRDX3,PRIM2,PRKCD,PRKCH,PRKCI,PRKCQ,PRKD1,PRPS1,PRTFDC1,PSIP1,PSMC3,PSMC3IP,PSMC5,PTDSS1,PTGES2,PTGES3,PTK2B,PTPMT1,PTPRK,PTPRN,PTX3,RAD21,RAF1,RAP2C,RBBP8,RBM15,RBPJ,RCOR1,RCOR2,REST,REV3L,RFC3,RFC5,RFX7,RGCC,RGMA,RGS14,RHEBL1,RIF1,RNF14,RNF2,ROCK2,RORA,RPS6KA1,RPS6KA3,RPS6KB2,RUNX1T1,RWDD1,RXRG,RYBP,SAFB2,SALL2,SAP130,SARS1,SAV1,SCAI,SCMH1,SCML2,SCRT1,SENP1,SERTAD1,SESN2,SETD7,SFMBT2,SFR1,SFRP2,SHC1,SHFL,SIRT2,SLC38A3,SLC4A7,SMAD2,SMAD9,SMARCA5,SMO,SMPD1,SMYD2,SOX11,SOX9,SPHK1,SPI1,SPINDOC,SPP1,SPR,SPTLC1,SPTY2D1,SQSTM1,SRBD1,SRC,SREBF2,SRF,SRI,SS18,SSBP4,SSU72,ST6GALNAC3,STAT1,STAT5B,STING1,STK3,STOX1,STOX2,SUPT16H,TAF11,TAF12,TAF9B,TASOR,TBC1D14,TBL1XR1,TBPL1,TBX15,TBX18,TCF12,TCF3,TCF4,TCF7L1,TCF7L2,TEAD1,TEAD2,TEAD4,TET3,TFEB,TFRC,TGFB1,TGFB2,TGFB3,TGFBR1,THAP11,THOC5,TIA1,TIMELESS,TLR9,TMEM9B,TNFRSF11A,TNFRSF1B,TNIP1,TOP2A,TOP2B,TOX3,TP53INP2,TP63,TP73,TRAF3,TRAF5,TRAIP,TREX1,TRUB2,TSC22D1,TSC22D3,TSHZ3,TTC21B,TTC5,TUFM,UGCG,UGDH,UHRF1,USF2,USP13,USP2,UXS1,VARS2,VCP,VIM,WDR43,WDR77,WDTC1,WRN,WWC2,WWP1,WWTR1,YBX3,YEATS2,YWHAQ,YWHAZ,ZBTB1,ZBTB12,ZBTB16,ZBTB20,ZBTB7A,ZBTB7B,ZBTB7C,ZBTB8A,ZEB1,ZEB2,ZFHX4,ZFP30,ZFP37,ZFPM2,ZHX2,ZIC3,ZKSCAN4,ZKSCAN7,ZMIZ1,ZMYM2,ZNF114,ZNF135,ZNF142,ZNF175,ZNF180,ZNF235,ZNF26,ZNF260,ZNF280C,ZNF287,ZNF300,ZNF322,ZNF329,ZNF333,ZNF358,ZNF367,ZNF385A,ZNF395,ZNF396,ZNF423,ZNF503,ZNF518A,ZNF521,ZNF524,ZNF536,ZNF567,ZNF568,ZNF608,ZNF624,ZNF628,ZNF641,ZNF692,ZNF703,ZNF704,ZNF711,ZNF76,ZNF768,ZNF827,ZNF865,ZNF879,ZSCAN12,ZSCAN31,ZXDC


			GO:BP			calcium ion transport			GO:0006816			0.0005779046			84			ABL1,AFG3L2,ATP1B1,ATP2A1,ATP2A3,ATP2B2,ATP2B3,ATP2B4,BEST1,BIN1,CACHD1,CACNA1D,CACNA1G,CACNA1S,CACNB1,CACNG1,CACNG6,CACNG7,CALCRL,CALM1,CAPN3,CASK,CASQ1,CASQ2,CATSPER4,CCL19,DDX23,DHRS7C,DIAPH1,EDNRA,EGF,ERO1A,FYN,GNB5,GRAMD2A,GRIN2D,GRIN3A,HOMER1,HOMER2,HOMER3,HRC,IL16,ITGAV,ITPR3,LETM1,LGALS3,LOC100627175,LYN,MCOLN1,NOS3,PACSIN3,PDE4B,PKD2,PLCG2,PPP3CA,PRKD1,PTK2B,PTPRC,RAMP1,REM1,RYR2,SEC61A1,SELENON,SLC24A1,SLC24A5,SLC25A25,SLC35G1,SLC8A3,SLN,SMDT1,SPG11,SRI,STAC3,STC1,STIM1,STIM2,TLR9,TMEM38A,TPCN2,TRDN,TRPC1,UBASH3B,VMP1,WNK3


			GO:BP			negative regulation of cell differentiation			GO:0045596			0.0005814719			121			ABCA5,ADAMTS12,ADAMTS7,APP,BAMBI,BBS12,BCL6,BCL7B,BHLHE41,BMP7,CALR,CCN3,CCN4,CCNB1,CCNB2,CHRD,CIB1,CITED1,CNTN4,COL5A1,COL5A2,CTNNA1,CUL4A,DACT3,DIP2B,DLL1,DNMT1,DPYSL5,E2F1,EFNA1,EFNB3,EPHA4,EPHA7,EPHB2,ERBB2,EZH2,FBN1,FOXJ1,FST,GATA2,GATA3,GDF11,GLI2,GLI3,GPS2,HOXA5,HPN,HSPA9,IGFBP5,IL17RD,IL18,IQCB1,ITGAV,ITGB1,KLF13,KLHL12,LRP4,LTBP3,LYN,MBNL3,MDK,MIB1,MSTN,MYCN,NANS,NFATC1,NFATC3,NFATC4,NFE2L2,NFKBIA,NOCT,PDCD4,PI16,PIAS3,PLPP7,PLXNA3,PPARA,PPP3CA,PTK2B,PTN,PTPRS,RBM15,RBPJ,REST,RORA,S1PR3,SDHAF2,SEMA3E,SEMA3G,SEMA4F,SEMA5B,SEMA6A,SEMA6C,SEMA7A,SFRP2,SIRT2,SMO,SORT1,SOX11,SOX9,SPART,SPRY2,STAT5B,TGFBR1,TMEM53,TMEM98,TP63,TRIM72,TRIO,TSKU,UBASH3B,VASN,VHL,WWTR1,ZBTB16,ZBTB7B,ZEB1,ZFP91,ZFPM2,ZHX2,ZNF536


			GO:BP			regulation of transmembrane receptor protein serine/threonine kinase signaling pathway			GO:0090092			0.0006015437			64			ABL1,ACVR1,ASPN,BAMBI,BMP5,BMP6,BMP7,BMPER,CAV2,CCN1,CCN3,CD109,CHRD,CILP,CSNK2B,DAB2,EMILIN1,ENG,FBN1,FBN2,FGF9,FST,GDF11,GDF9,GPC3,HSPA5,HTRA1,HTRA3,IGSF1,IL17RD,KCP,KDR,LOX,LTBP1,NEO1,NOTCH2,NUP93,PBLD,PELO,PPARA,PPM1A,RASL11B,RBPJ,RGMA,RNF165,SFRP2,SLC2A10,SMAD2,SMURF1,SOX11,SPART,SPRY2,STK11,STUB1,SULF1,TGFBR1,TGFBR2,TMEM53,VASN,WFIKKN2,ZBTB7A,ZEB1,ZNF423,ZNF703


			GO:BP			sprouting angiogenesis			GO:0002040			0.0006070484			34			ABL1,ADGRA2,BMPER,CIB1,CREB3L1,DLL1,E2F7,E2F8,EGR3,EPHB4,FGF1,GATA2,ITGA5,ITGB1,KDR,KLF4,LOC100511937,MEOX2,MMRN2,NAXE,NGFR,PARVA,PKM,PTK2B,RECK,ROBO1,RSPO3,SEMA3E,SEMA6A,SLIT2,SRF,SRPX2,TEK,VSTM4


			GO:BP			regulation of muscle system process			GO:0090257			0.0006106569			46			ADRA2A,ADRA2C,ARHGAP42,ATP1A2,ATP1B1,ATP2A1,ATP2B4,BIN1,CALM1,CASQ1,CASQ2,DOCK5,FBXO32,GJA5,GOLT1B,GRK2,GTF2IRD1,HRC,IGFBP5,LMCD1,LOC100620992,MEF2A,MYLK2,MYMK,NOS3,PDE4B,PDE4D,PDE9A,PI16,PPP3CA,PRKAG3,RNF207,RYR2,SCN4A,SCN5A,SELENON,SLC8A3,SPHK1,SRF,SRI,STC1,TMEM38A,TNFRSF1B,TNNT2,TRPC1,TWF1


			GO:BP			regulation of cellular component size			GO:0032535			0.0006179366			74			ABL1,ACTN2,AKT1S1,AQP11,ARHGAP5,ARPC5,AVIL,BAIAP2L2,BIN1,CAPG,CAPZA1,CAPZA2,CDC42EP3,CRABP2,CRACD,CSF3,CYFIP2,CYRIB,DIP2B,DSTN,EPHA7,EPS8,ESAM,EZR,FCHSD1,FCHSD2,FER,FHOD3,FN1,GBA2,HCLS1,IQGAP3,KANK3,LIMK1,LMOD2,LRRC8E,MAP3K13,MKKS,NEFL,PAK3,PIK3R2,PLEKHH2,PLXNA3,PPP1R15A,PRKCD,PTK2B,PTPRS,RB1CC1,RND2,SEMA3A,SEMA3E,SEMA3G,SEMA4F,SEMA5B,SEMA6A,SEMA6C,SEMA7A,SLIT2,SPART,SPTAN1,SPTB,SRF,SSH1,SVIL,SWAP70,TMOD4,TMSB15A,TMSB15B,TWF1,TWF2,VAV2,WDTC1,WNK3,ZFYVE27


			GO:BP			positive regulation of RNA biosynthetic process			GO:1902680			0.0006259566			302			ABLIM3,ACTR3,ACVR1,AFAP1L2,AGT,AHR,AKNA,ANKRD1,ANXA2,APOE,APP,ARHGEF2,ARNTL,ASXL3,ATAD2,ATF3,ATF4,ATF5,ATM,ATOH8,BAMBI,BCAS3,BCL3,BCL9,BLM,BMP5,BMP6,BMP7,BRCA1,BRCA2,CALCOCO1,CAMTA2,CAPN3,CARF,CASK,CCDC124,CCN1,CCNT2,CCPG1,CDON,CEBPG,CENPJ,CHCHD10,CHCHD2,CHD6,CHURC1,CITED1,CKAP2,CNOT6,COPS5,CREB3L1,CREB3L2,CREB5,CREBRF,CSF3,CSRNP1,CSRNP3,DAB2,DCAF6,DCN,DDRGK1,DDX3X,DDX58,DLL1,DMRT2,DOT1L,DPF3,DVL1,DYRK1B,E2F1,E2F7,E2F8,E4F1,EAF2,EBF2,EBF3,EFCAB7,EGF,EGLN1,EGR1,EGR2,EGR3,ELF4,ELK3,ELK4,ELL2,ENG,EPAS1,EPCAM,ERBB2,ESR1,ESRRG,ETV1,ETV5,FGF1,FHL5,FHOD1,FOS,FOXA3,FOXJ1,FOXM1,FOXO1,FZD2,GATA2,GATA3,GINS3,GLI2,GLI3,GPS2,HCLS1,HEY2,HIVEP1,HLTF,HOXA5,HSF1,HSF4,HTATIP2,IER2,IKBKG,IL18,IL4I1,IRF5,IRF9,ITGA6,JUNB,KAT2B,KDM1A,KDM7A,KDM8,KLF13,KLF4,LDB2,LGR4,LMO1,LMO2,LOC102158443,LPIN1,LPIN3,LUM,LYAR,MAFF,MAML3,MAP2K2,MAPK14,MARS1,MAVS,MDK,MED15,MEF2A,MEF2C,MEF2D,MEIS3,MEOX2,MET,MGA,MITF,MLXIP,MLXIPL,MOSPD1,MSTN,MTDH,MYBL1,MYBL2,MYCN,MYF5,MYF6,NAMPT,NCOA2,NEK4,NFATC1,NFATC3,NFATC4,NFE2L2,NFIB,NFIL3,NFKBIA,NGFR,NIBAN2,NPAS3,NR0B2,NR1D2,NR1H2,NR1I3,NR2F1,NR4A3,NR5A2,OGT,PARK7,PARP9,PATZ1,PBX3,PCBP1,PER1,PFKM,PIK3R2,PITHD1,PKD2,PLAG1,PLAGL1,PLCB1,PPARA,PPARGC1A,PPARGC1B,PPM1A,PPP3CA,PPP3CB,PRDM5,PRIM2,PRKD1,PSMC3,PSMC3IP,PTGES2,PTPRN,RAF1,RAP2C,RBM15,RBPJ,REST,RGCC,RGMA,RNF14,RORA,RPS6KA1,RPS6KA3,RXRG,RYBP,SENP1,SERTAD1,SFR1,SFRP2,SHC1,SIRT2,SLC38A3,SMAD2,SMARCA5,SMO,SOX11,SOX9,SPI1,SPP1,SREBF2,SRF,SS18,SSBP4,STAT1,STAT5B,STING1,STOX1,STOX2,SUPT16H,TAF11,TAF12,TBC1D14,TBL1XR1,TBX15,TBX18,TCF12,TCF3,TCF4,TCF7L2,TEAD1,TEAD2,TEAD4,TET3,TFEB,TGFB1,TGFB2,TGFB3,TGFBR1,THAP11,THOC5,TLR9,TMEM9B,TOP2A,TOP2B,TOX3,TP53INP2,TP63,TP73,TTC5,USF2,WDR43,WDR77,WWTR1,ZBTB16,ZBTB7B,ZBTB7C,ZEB1,ZFP30,ZFPM2,ZIC3,ZMIZ1,ZNF142,ZNF175,ZNF235,ZNF287,ZNF300,ZNF395,ZNF423,ZNF711,ZNF76,ZXDC


			GO:BP			striated muscle contraction			GO:0006941			0.0006463055			42			ATP1A2,ATP1B1,ATP2A1,BIN1,CACNA1D,CACNA1S,CALM1,CASQ1,CASQ2,CHRNA1,GJA5,GRK2,HOMER1,KCNN2,LOC100736765,LOC110255887,MYH14,MYH3,MYL4,MYLK2,PDE4B,PDE4D,PGAM2,RCSD1,RNF207,RYR2,SCN1B,SCN2B,SCN3B,SCN4A,SCN4B,SCN5A,SGCD,SLC8A3,SRI,STAC3,STC1,TCAP,TMEM38A,TNNC2,TNNT2,TPM1


			GO:BP			positive regulation of phosphatidylinositol 3-kinase signaling			GO:0014068			0.0006518262			24			AGT,CAT,CBL,CSF3,DCN,EGF,FLT1,FN1,HCLS1,HGF,IL18,INSR,KDR,PDGFA,PDGFC,PDGFD,PRR5,PRR5L,ROR2,SEMA3E,SOX9,TEK,TGFB2,UNC5B


			GO:BP			negative regulation of protein depolymerization			GO:1901880			0.0006518262			24			ARHGEF2,AVIL,CAPG,CAPZA1,CAPZA2,CIB1,CKAP2,CRACD,EPS8,LMOD2,MID1IP1,NAV3,PLEKHH2,SPEF1,SPTAN1,SPTB,STMN2,SVIL,SWAP70,TMOD4,TPX2,TWF1,TWF2,WDR47


			GO:BP			proteolysis involved in protein catabolic process			GO:0051603			0.0006723845			160			ADAMTS12,ADAMTS7,ANKIB1,APOE,APPBP2,AQP11,ARAF,ARIH2,ASB2,ATP5IF1,ATXN3,AUP1,BBS7,BCAP31,C1H18ORF25,CACHD1,CBL,CCDC47,CCNF,CDC20,CKB,CLPX,CLU,CRBN,CTSC,CTSL,CTSW,CTSZ,CUL3,CUL4A,CUL4B,CUL5,CUL7,DAB2,DCAF11,DDI1,DDRGK1,DISC1,DNAJB2,DNAJB9,DNAJC18,DTL,DVL1,ECPAS,EFNA1,EGF,ELOC,ENC1,EPHA4,FAP,FBXL21,FBXL4,FBXL7,FBXO31,FBXO9,FBXW5,FBXW8,FOXRED2,HECTD3,HERC6,HSPA5,IDE,ITSN1,KCTD6,KEAP1,KIF14,KLHDC3,KLHL15,KLHL3,KLHL42,LONP2,LRRK2,MAN1A1,MDM2,MIB1,NEDD4L,NFE2L2,NPLOC4,NSFL1C,NUDT15,OGT,OMA1,OPHN1,OTUD7A,PARK7,PBK,PCYOX1,PCYOX1L,PITHD1,PLAA,PLK1,PLK3,PSMA3,PSMA5,PSMB1,PSMB6,PSMB8,PSMB9,PSMC1,PSMC2,PSMC3,PSMC5,PSMD1,PSMD11,PSMD14,PSMD3,PSMD4,PTK2B,RAD23A,RCN3,RNF123,RNF14,RNF144A,RNF144B,RNF149,RNF150,RNF217,RYBP,SEL1L,SH3RF2,SIRT2,SKP2,SMURF1,SPSB2,STUB1,TMEM259,TMEM67,TMTC3,TP53INP2,TRIM72,UBA6,UBA7,UBD,UBE2C,UBE2D4,UBE2Z,UBL7,UBR2,UBR3,UBXN1,UBXN7,UCHL3,UGGT1,UHRF1,USP1,USP13,USP18,USP19,USP2,USP24,USP25,USP28,USP34,VCP,VHL,VPS37A,WWP1,WWTR1,XPO1,ZYG11B


			GO:BP			regulation of protein binding			GO:0043393			0.0006753149			49			ABL1,ACE,ADAM15,ANXA2,APOE,APP,ATP2A3,AURKB,BAMBI,CBLB,CDON,CRMP1,CSF3,CTHRC1,CTSZ,DAB2,DISC1,DNAJB2,DTNBP1,DVL1,DZIP1,IDE,IFIT2,ITGA4,KDM1A,LFNG,LOX,LRRK2,MAPRE1,MFNG,NES,NFATC4,PARK7,PCSK9,PLCL1,PLCL2,PLK1,PLXND1,RGMA,SRC,STING1,STK3,STUB1,TCF7L2,TEX14,TGFBR1,TIAM1,UBASH3B,WFIKKN2


			GO:BP			bone remodeling			GO:0046849			0.0006763496			27			ADAM8,CTHRC1,DEF8,EXT1,LEPR,LGR4,LRRK1,LTBP3,MDK,MITF,NOTCH2,P3H4,PDK4,PLEKHM1,PPARGC1B,PTH1R,PTK2B,PTN,RAB3D,S1PR1,SRC,SUCO,TCIRG1,TFRC,TGFB3,TNFRSF11A,UBASH3B


			GO:BP			positive regulation of DNA-binding transcription factor activity			GO:0051091			0.0006856802			61			ADAM8,APP,ARHGEF2,CAMK2A,CAPN3,CAT,CD200,CD40LG,CIB1,CLU,COPS5,CSF3,DDR2,DDRGK1,DDX58,EDA,ESR1,FER,FLOT2,FZD2,HCLS1,HSF1,IKBKG,IL18,IRAK1,IRAK2,KDM1A,KIT,LRP8,MAP3K13,MAVS,MTDH,PARK7,PHB2,PINK1,PLCG2,PLPP3,PPARGC1A,PPARGC1B,PPP3CA,PRDX3,PRKCH,PRKCI,PRKCQ,PRKD1,RGCC,RHEBL1,SAV1,SMO,SPHK1,SRF,STING1,STK3,TAF12,TCF3,TFRC,THAP11,TLR9,TNFRSF11A,TRAF5,ZBTB7A


			GO:BP			organic hydroxy compound metabolic process			GO:1901615			0.0007036663			99			ABCA5,ACADVL,AKR1A1,APOE,APOF,APP,ASAH1,ATP7A,BMP5,BMP6,CAT,CITED1,CLN6,COQ3,CPQ,CRYM,CUBN,CYP1A1,CYP27A1,CYP2R1,CYP7B1,DHCR24,DHCR7,DHRS3,DHRS7,DKK3,EDNRA,EPAS1,EPHX2,FAH,FGF1,FGFR4,FGGY,GATA3,GBA2,GCNT4,GK,GK5,GLO1,GOT1,GPD1,GPR37,HAGH,HAGHL,HMGCR,HSD11B2,HSD17B10,IDH2,IDH3B,INPP5J,LDHA,LDHB,LDHD,LEPR,LIPE,LOC100525350,LOC100626199,LPCAT3,LSS,MOXD1,MSMO1,MVK,NFE2L1,NQO1,NR5A2,PARK7,PCBD1,PCBD2,PCSK9,PECR,PLCG2,PLPP3,PNKD,PPIP5K1,PTK2B,RBP1,RDH11,RDH12,REST,SCARB1,SGPP1,SHPK,SLC16A10,SLC24A5,SLC37A4,SMPD1,SOAT1,SPHK1,SPR,SPTLC1,SQLE,SYNJ2,TIGAR,TM7SF2,TRPC1,TSKU,TTC39B,VHL,VLDLR


			GO:BP			regulation of transcription by RNA polymerase II			GO:0006357			0.0007036663			424			ABLIM3,ACTR3,ACVR1,ADNP,AEBP1,AHR,AJUBA,AKNA,ANKRD1,ANKRD2,ANXA2,APP,ARHGEF2,ARNTL,ARX,ASXL3,ATAD2,ATF3,ATF4,ATF5,ATM,ATOH8,ATP2B4,ATXN1,AURKB,BAG3,BBS7,BCAS3,BCL11A,BCL3,BCL6,BCL9,BCORL1,BHLHE41,BIN1,BMP5,BMP6,BMP7,BRCA1,BRD3,BRIP1,CALCOCO1,CALR,CAMTA2,CARF,CASK,CBX2,CBX3,CBX4,CC2D1B,CCN1,CCNL1,CCNL2,CCNT2,CCPG1,CDON,CEBPG,CHCHD2,CHD3,CHD6,CHEK1,CITED1,CKAP2,CKS2,COPS5,CPEB3,CREB3L1,CREB3L2,CREB5,CREBRF,CRY2,CRYM,CSF3,CSRNP1,CSRNP3,CUL3,CUX2,DAB2,DBX1,DCAF6,DCN,DDRGK1,DDX3X,DDX58,DLL1,DMRT2,DNAJA3,DNAJC17,DNMT1,DNMT3B,DOT1L,DPF3,DUSP26,DVL1,E2F1,E2F6,E2F7,E2F8,E4F1,EAF2,EBF1,EBF2,EBF3,EBF4,EFCAB7,EFNA1,EGLN1,EGR1,EGR2,EGR3,EHMT2,EID1,ELF4,ELK3,ELK4,ELL2,ENG,EPAS1,EPCAM,ESR1,ESRRA,ESRRG,ETV1,ETV5,EZH2,EZR,FGF1,FGF9,FHL2,FHL5,FHOD1,FNIP1,FOS,FOXA3,FOXJ1,FOXM1,FOXO1,FOXP2,FST,GATA2,GATA3,GLI2,GLI3,GPS2,GTF2IRD1,HCLS1,HDAC10,HDGFL2,HES6,HEY2,HIC1,HIF3A,HIVEP1,HIVEP2,HLTF,HOXA3,HOXA5,HR,HSF1,HSF4,HTATIP2,IER2,IKBKG,IL18,IL4I1,IRF5,IRF9,ITGA6,JADE2,JMJD1C,JUNB,KAT2B,KDM1A,KDM7A,KHDRBS1,KLF13,KLF4,LDB2,LIN37,LMCD1,LMO1,LMO2,LOC100517129,LOC100623035,LOC102158443,LOC110255204,LOC110258620,LPIN1,LPIN3,LRRFIP1,LUM,LYAR,MAFF,MAFK,MAGEH1,MAML3,MAPK14,MAVS,MBD2,MBD3,MDM2,MED15,MED8,MEF2A,MEF2C,MEF2D,MEIS3,MEOX2,MET,MGA,MITF,MKX,MLIP,MLXIP,MLXIPL,MOSPD1,MSC,MTDH,MXD3,MYBL1,MYBL2,MYCN,MYEF2,MYF5,MYOZ1,NAMPT,NCOA2,NDN,NFATC1,NFATC3,NFATC4,NFE2L1,NFE2L2,NFE2L3,NFIB,NFIL3,NFKBIA,NFXL1,NOC2L,NOTCH2,NPAS3,NR0B2,NR1D2,NR1H2,NR1I3,NR2F1,NR2F6,NR4A3,NR5A2,NSD2,OGT,PARK7,PARP9,PATZ1,PBX3,PBX4,PCBP1,PER1,PER2,PEX2,PFKM,PHF19,PHF21A,PIAS3,PIK3R2,PKD2,PKIG,PLAG1,PLAGL1,PLK1,PLK3,POU6F1,PPARA,PPARGC1A,PPARGC1B,PPP3CA,PPP3CB,PRDM1,PRDM5,PRKD1,PSIP1,PSMC3,PSMC5,PTPRN,RAD21,RAF1,RBM15,RBPJ,RCOR1,RCOR2,REST,RFX7,RGCC,RGMA,RIF1,RNF2,RORA,RPS6KA1,RPS6KA3,RXRG,RYBP,SALL2,SAP130,SARS1,SCRT1,SENP1,SERTAD1,SFRP2,SIRT2,SLC38A3,SMAD2,SMO,SMYD2,SOX11,SOX9,SPI1,SQSTM1,SREBF2,SRF,SS18,SSBP4,SSU72,STAT1,STAT5B,STING1,STOX1,STOX2,SUPT16H,TAF11,TAF12,TAF9B,TBC1D14,TBL1XR1,TBX15,TBX18,TCF12,TCF3,TCF4,TCF7L1,TCF7L2,TEAD1,TEAD2,TEAD4,TET3,TFEB,TGFB1,THAP11,TLR9,TMEM9B,TNIP1,TOP2A,TOX3,TP63,TP73,TSC22D1,TSC22D3,TSHZ3,TTC21B,TTC5,UHRF1,USF2,USP2,WDR77,WDTC1,WWC2,WWTR1,YBX3,YEATS2,YWHAZ,ZBTB1,ZBTB12,ZBTB16,ZBTB20,ZBTB7A,ZBTB7B,ZBTB7C,ZBTB8A,ZEB1,ZEB2,ZFHX4,ZFP30,ZFP37,ZFPM2,ZHX2,ZIC3,ZKSCAN4,ZKSCAN7,ZMIZ1,ZNF114,ZNF142,ZNF175,ZNF180,ZNF235,ZNF26,ZNF260,ZNF280C,ZNF287,ZNF300,ZNF322,ZNF329,ZNF333,ZNF358,ZNF367,ZNF395,ZNF396,ZNF423,ZNF518A,ZNF521,ZNF524,ZNF536,ZNF567,ZNF568,ZNF608,ZNF641,ZNF692,ZNF704,ZNF711,ZNF76,ZNF768,ZNF865,ZNF879,ZSCAN12,ZSCAN31,ZXDC


			GO:BP			gliogenesis			GO:0042063			0.0007204187			63			ABL1,ADGRG1,AKT2,APP,ARHGEF10,BIN1,CD9,CDH2,CDK5R1,CLU,CNP,CNTN1,CSPG4,CUL4B,DCX,DLL1,DUSP10,EGR2,EIF2B3,EIF2B4,EPHA4,ERBB2,ERBB3,EZH2,GLI3,IL6ST,ITGB4,LAMB1,LAMC3,LEPR,LRP8,MDK,MXRA8,MYCN,NDUFS2,NFIB,ORC3,PLAG1,PLPP3,PRKCH,PRKCI,PTN,PTPRZ1,RHEB,RRAS,SERPINE2,SIRT2,SLC8A3,SMO,SOX11,SOX9,SRGAP2,SUN2,TENM4,TGFB1,TGFB2,TMEM98,TNFRSF1B,TNFRSF21,TTC21B,VIM,WDR47,ZMIZ1


			GO:BP			antigen processing and presentation of peptide antigen via MHC class I			GO:0002474			0.0007245389			10			B2M,CALR,ERAP1,ERAP2,IDE,PDIA3,TAP1,TAP2,TAPBP,TAPBPL


			GO:BP			actin cytoskeleton reorganization			GO:0031532			0.0007343099			33			ABL1,ANTXR1,ASB2,BAIAP2L2,CDC42BPG,CSF3,DTNBP1,EFS,EPS8,ESAM,EZR,FER,FES,GAB1,IQGAP2,KIT,MDK,NOTCH2,NTRK3,PARVA,PARVB,PTK2B,PTK7,RAPGEF3,S1PR1,S1PR2,SEMA3E,SHC1,SIPA1L1,TEK,TGFB1,THSD7A,WHAMM


			GO:BP			negative regulation of RNA biosynthetic process			GO:1902679			0.0007511378			231			AEBP1,AJUBA,ANKRD1,ARX,ATF3,ATF4,ATF5,ATOH8,ATXN1,AURKB,BAG3,BCL11A,BCL3,BCL6,BCORL1,BEND6,BHLHE41,BIN1,BMP6,BMP7,BRCA1,CALR,CAPN3,CBX2,CBX3,CBX4,CC2D1B,CDK5R1,CENPF,CHD3,CIPC,CITED1,CPEB3,CREB3L1,CRY2,CRYM,CUL3,CUX2,DAB2,DEDD,DKK3,DNAJA3,DNAJC17,DNMT1,DNMT3B,DPF3,DUSP26,E2F1,E2F6,E2F7,E2F8,E4F1,EFNA1,EGR1,EHMT2,EID1,EIF4A2,ELK3,ELK4,ESR1,ETV5,EZH2,EZR,FGF9,FHL2,FNIP1,FOXJ1,FOXM1,FOXN3,FOXP2,FST,GATA2,GATA3,GCLC,GLI2,GLI3,GPS2,GTF2IRD1,HCLS1,HDAC10,HES6,HEY2,HIC1,HIVEP1,HSF1,HSF4,KDM1A,KDM8,KHDRBS1,KLF4,LGR4,LIN37,LMCD1,LMO1,LOC110255204,LYAR,MAF1,MAFK,MAGEH1,MAP3K10,MBD2,MBD3,MBTD1,MDM2,MEF2A,MEF2C,MITF,MLIP,MLXIPL,MOSPD1,MSC,MTA3,MTDH,MTERF3,MXD3,MYF6,MYOZ1,NCOA2,NDN,NFATC3,NFATC4,NFE2L3,NFIB,NFIL3,NIBAN2,NOC2L,NOL4L,NONO,NOSTRIN,NOTCH2,NR0B2,NR1D2,NR1H2,NR1I3,NR2F1,NR2F6,NSD2,PARP9,PATZ1,PDCD4,PER1,PER2,PEX2,PHB2,PHF19,PHF21A,PIAS3,PKIG,PLCB1,PLK1,PLK3,PPARA,PPARGC1B,PPM1F,PRDM1,PRDM5,PSMC5,PTPRK,RBBP8,RBM15,RBPJ,RCOR1,RCOR2,REST,RIF1,RNF2,RUNX1T1,RYBP,SALL2,SAP130,SARS1,SCAI,SCMH1,SCML2,SCRT1,SFMBT2,SFRP2,SHC1,SIRT2,SMAD2,SMARCA5,SMO,SMYD2,SOX11,SOX9,SPI1,SPINDOC,SQSTM1,SREBF2,SRF,TAF9B,TASOR,TBL1XR1,TCF3,TCF7L2,TGFB1,THAP11,TIMELESS,TP63,TSHZ3,UHRF1,USP2,WDTC1,WWC2,WWP1,WWTR1,YBX3,YEATS2,YWHAQ,YWHAZ,ZBTB1,ZBTB12,ZBTB16,ZBTB20,ZBTB7A,ZBTB7B,ZBTB8A,ZEB1,ZEB2,ZFP37,ZFPM2,ZHX2,ZMYM2,ZNF175,ZNF180,ZNF423,ZNF503,ZNF536,ZNF692,ZNF703,ZNF827


			GO:BP			microtubule polymerization or depolymerization			GO:0031109			0.000753842			34			ABL1,ARHGEF2,CENPJ,CIB1,CKAP2,CKAP5,CLIP1,CLIP3,FBXO5,FES,GBA2,KIF18A,KIF18B,KIF24,KIF2C,MAP1A,MAP1B,MAP1S,MAPRE1,MET,MID1IP1,NAV3,NCKAP5,NCKAP5L,NIN,SKA1,SLAIN2,SPEF1,STMN1,STMN2,TPX2,TUBGCP4,TUBGCP6,WDR47


			GO:BP			heart contraction			GO:0060047			0.000771416			50			ACE,ACTC1,ADM,ADRA1D,AGT,ATP1A2,ATP1B1,ATP2B4,BIN1,BVES,CACNA1D,CACNA1G,CALM1,CASQ2,CPT1C,EDNRA,EPAS1,EXT1,GJA5,GJC1,GRK2,HBEGF,HEY2,HRC,KCNN2,LOC100736765,MDM2,MEF2A,MYL4,NOS3,PDE4B,PDE4D,RNF207,RYR2,SCN1B,SCN2B,SCN3B,SCN4B,SCN5A,SGCD,SLC4A3,SRI,STC1,TBX18,TCAP,TGFB2,TMEM38A,TNNT2,TPM1,TRDN


			GO:BP			negative regulation of nucleobase-containing compound metabolic process			GO:0045934			0.0007714918			269			AEBP1,AJUBA,ANKRD1,ARX,ATF3,ATF4,ATF5,ATM,ATOH8,ATR,ATXN1,AURKB,BAG3,BCL11A,BCL3,BCL6,BCORL1,BEND6,BHLHE41,BIN1,BLM,BMP6,BMP7,BRCA1,BRCA2,CALR,CAPN3,CBX2,CBX3,CBX4,CC2D1B,CDK5R1,CDT1,CENPF,CHD3,CIPC,CITED1,CPEB3,CREB3L1,CRY2,CRYM,CSDE1,CTC1,CUL3,CUX2,DAB2,DCP2,DEDD,DKK3,DNAJA3,DNAJC17,DNMT1,DNMT3B,DPF3,DUSP26,E2F1,E2F6,E2F7,E2F8,E4F1,EFNA1,EGR1,EHMT2,EID1,EIF4A2,ELK3,ELK4,ESR1,ETV5,EZH2,EZR,FBXO5,FGF9,FHL2,FMR1,FNIP1,FOXJ1,FOXM1,FOXN3,FOXP2,FST,GATA2,GATA3,GCLC,GLI2,GLI3,GPS2,GTF2IRD1,HCLS1,HDAC10,HES6,HEY2,HIC1,HIVEP1,HSF1,HSF4,IER3,KAT2B,KDM1A,KDM8,KHDRBS1,KLF4,KLHL15,LGR4,LIN37,LMCD1,LMO1,LOC110255204,LYAR,MAF1,MAFK,MAGEH1,MAP3K10,MAPKAPK2,MBD2,MBD3,MBTD1,MDM2,MEF2A,MEF2C,MITF,MLIP,MLXIPL,MOSPD1,MSC,MSH2,MSH6,MTA3,MTDH,MTERF3,MXD3,MYF6,MYOZ1,NBAS,NCOA2,NDN,NEIL1,NFATC3,NFATC4,NFE2L3,NFIB,NFIL3,NIBAN2,NOC2L,NOCT,NOL4L,NONO,NOSTRIN,NOTCH2,NR0B2,NR1D2,NR1H2,NR1I3,NR2F1,NR2F6,NSD2,OTUB2,PABPC1,PAIP1,PARP3,PARP9,PARPBP,PATZ1,PDCD4,PER1,PER2,PEX2,PHB2,PHF19,PHF21A,PIAS3,PKIG,PLCB1,PLK1,PLK3,POT1,PPARA,PPARGC1B,PPM1F,PPP3CA,PRDM1,PRDM5,PSMC5,PTBP3,PTPRK,RBBP8,RBM15,RBM20,RBM38,RBPJ,RCOR1,RCOR2,REST,RIF1,RMI2,RNF2,RUNX1T1,RYBP,SALL2,SAP130,SARS1,SCAI,SCMH1,SCML2,SCRT1,SFMBT2,SFRP2,SHC1,SIRT2,SLIRP,SMAD2,SMARCA5,SMO,SMYD2,SOX11,SOX9,SPI1,SPINDOC,SQSTM1,SRC,SREBF2,SRF,TAF9B,TASOR,TBL1XR1,TCF3,TCF7L2,TGFB1,THAP11,TIGAR,TIMELESS,TP63,TRAF3IP2,TRAF5,TRAPPC13,TSHZ3,TSPO,UHRF1,USP2,WDTC1,WWC2,WWP1,WWTR1,YBX3,YEATS2,YWHAQ,YWHAZ,ZBTB1,ZBTB12,ZBTB16,ZBTB20,ZBTB7A,ZBTB7B,ZBTB8A,ZEB1,ZEB2,ZFP37,ZFPM2,ZHX2,ZMYM2,ZNF175,ZNF180,ZNF423,ZNF503,ZNF536,ZNF692,ZNF703,ZNF827,ZRANB3


			GO:BP			temperature homeostasis			GO:0001659			0.0007722941			42			ACADVL,ACSL1,ADIPOR2,ARRDC3,ATF4,CPT2,DECR1,EBF2,EGR1,EPAS1,ESRRG,FGF21,FH,G0S2,GRB10,HADH,IL15,IL18,KLHL12,LAMA4,LEPR,LGR4,MFN2,NR1H2,OGT,OMA1,OXTR,PDGFC,PLCL1,PLCL2,PPARGC1A,PPARGC1B,PRKAB2,RBPJ,RHEB,SLC27A1,SQSTM1,STK11,TNFRSF11A,UCP2,ZBTB7B,ZNF423


			GO:BP			phosphatidylinositol-mediated signaling			GO:0048015			0.0007722941			42			AGT,CAT,CBL,CSF3,DCN,EGF,ERBB2,ERBB3,EZR,FLT1,FN1,GATA3,HCLS1,HGF,IL18,INPP5F,INSR,KDR,NYAP1,OGT,PDGFA,PDGFC,PDGFD,PDGFRA,PIK3C2A,PIK3R2,PITPNM2,PLCB1,PLCD1,PLCD4,PLCL2,PRR5,PRR5L,PTPN13,ROR2,SEMA3E,SERPINE2,SIRT2,SOX9,TEK,TGFB2,UNC5B


			GO:BP			negative regulation of blood vessel morphogenesis			GO:2000181			0.0007745792			29			ADGRB2,ADGRB3,AMOT,ANGPT2,ATP2B4,CREB3L1,DCN,EMILIN1,HOXA5,KLF4,NAXE,PGK1,RGCC,ROCK2,SARS1,SEMA3E,SEMA6A,SERPINE1,SPARC,SPRY2,STAB1,STAT1,SULF1,TEK,TGFB2,THBS2,THBS4,TNMD,VASH1


			GO:BP			regulation of protein-containing complex disassembly			GO:0043244			0.0007745792			36			ACTN2,ARHGEF2,AVIL,BNIP3,CALCOCO2,CAPG,CAPZA1,CAPZA2,CIB1,CKAP2,CRACD,DSTN,EPS8,ETF1,FYCO1,LMOD2,MAP1A,MAP1B,MAP1S,MID1IP1,NAV3,NES,PLEKHH2,RUBCN,SHFL,SPEF1,SPTAN1,SPTB,STMN2,SVIL,SWAP70,TMOD4,TPX2,TWF1,TWF2,WDR47


			GO:BP			negative regulation of angiogenesis			GO:0016525			0.0007745792			29			ADGRB2,ADGRB3,AMOT,ANGPT2,ATP2B4,CREB3L1,DCN,EMILIN1,HOXA5,KLF4,NAXE,PGK1,RGCC,ROCK2,SARS1,SEMA3E,SEMA6A,SERPINE1,SPARC,SPRY2,STAB1,STAT1,SULF1,TEK,TGFB2,THBS2,THBS4,TNMD,VASH1


			GO:BP			actin filament bundle organization			GO:0061572			0.000776172			41			ABL1,ARHGEF10,ARHGEF10L,ASAP3,BAIAP2L2,CCDC88A,CORO1B,CORO2B,CUL3,DLC1,EPS8,EZR,FAM171A1,FHOD1,FSCN1,LIMK1,MET,MICAL1,MKKS,PHLDB2,PIK3R2,PLS3,PPM1F,RAPGEF3,RGCC,RHOD,RHPN2,ROCK2,SRC,SRF,SWAP70,SYNPO2,SYNPO2L,TESK1,TGFB3,TGFBR1,TMEFF2,TTC8,WASF2,XIRP2,ZYX


			GO:BP			pallium development			GO:0021543			0.0007838406			38			ADGRG1,ARX,ATAT1,BTBD3,CCDC141,CDH2,CDK5R1,CDON,DCX,DISC1,EFHC1,FOXP2,GLI3,KIF14,LAMB1,LRP8,MDGA1,MDK,MFSD2A,MKKS,OGDH,PLCB1,PLXNA3,PTPRS,ROBO1,SLIT2,SMO,SRF,SRGAP2,SUN2,TACC1,TACC3,TSKU,UBA6,UQCRQ,WDR47,ZIC3,ZMIZ1


			GO:BP			positive regulation of cytoskeleton organization			GO:0051495			0.0008109849			48			ABL1,ACTN2,ARHGEF10,ARHGEF10L,BAIAP2L2,BIN1,CCDC88A,CDC42EP3,CENPJ,CKAP5,CLIP1,CRACD,CSF3,DSTN,FCHSD1,FCHSD2,FER,FES,FHOD1,GPSM2,LIMK1,LMOD2,MAPRE1,MET,NAV3,NES,NTRK3,PLXNA3,PPM1F,PTK2B,RAPGEF3,RGCC,ROCK2,SASS6,SLAIN2,SPAG5,STIL,STMN2,SWAP70,SYNPO2,SYNPO2L,TEK,TESK1,TGFB3,TGFBR1,WASF1,WASF2,WHAMM


			GO:BP			negative regulation of nucleic acid-templated transcription			GO:1903507			0.0008393585			230			AEBP1,AJUBA,ANKRD1,ARX,ATF3,ATF4,ATF5,ATOH8,ATXN1,AURKB,BAG3,BCL11A,BCL3,BCL6,BCORL1,BEND6,BHLHE41,BIN1,BMP6,BMP7,BRCA1,CALR,CAPN3,CBX2,CBX3,CBX4,CC2D1B,CDK5R1,CENPF,CHD3,CIPC,CITED1,CPEB3,CREB3L1,CRY2,CRYM,CUL3,CUX2,DAB2,DEDD,DKK3,DNAJA3,DNAJC17,DNMT1,DNMT3B,DPF3,DUSP26,E2F1,E2F6,E2F7,E2F8,E4F1,EFNA1,EGR1,EHMT2,EID1,EIF4A2,ELK3,ELK4,ESR1,ETV5,EZH2,EZR,FGF9,FHL2,FNIP1,FOXJ1,FOXM1,FOXN3,FOXP2,FST,GATA2,GATA3,GCLC,GLI2,GLI3,GPS2,GTF2IRD1,HCLS1,HDAC10,HES6,HEY2,HIC1,HIVEP1,HSF1,HSF4,KDM1A,KDM8,KHDRBS1,KLF4,LGR4,LIN37,LMCD1,LMO1,LOC110255204,LYAR,MAF1,MAFK,MAGEH1,MAP3K10,MBD2,MBD3,MBTD1,MDM2,MEF2A,MEF2C,MITF,MLIP,MLXIPL,MOSPD1,MSC,MTA3,MTDH,MTERF3,MXD3,MYF6,MYOZ1,NCOA2,NDN,NFATC3,NFATC4,NFE2L3,NFIB,NFIL3,NIBAN2,NOC2L,NOL4L,NONO,NOSTRIN,NOTCH2,NR0B2,NR1D2,NR1H2,NR1I3,NR2F1,NR2F6,NSD2,PARP9,PATZ1,PDCD4,PER1,PER2,PEX2,PHB2,PHF19,PHF21A,PIAS3,PKIG,PLCB1,PLK1,PLK3,PPARA,PPARGC1B,PPM1F,PRDM1,PRDM5,PSMC5,PTPRK,RBBP8,RBM15,RBPJ,RCOR1,RCOR2,REST,RIF1,RNF2,RUNX1T1,RYBP,SALL2,SAP130,SARS1,SCAI,SCMH1,SCML2,SCRT1,SFMBT2,SFRP2,SHC1,SIRT2,SMAD2,SMARCA5,SMO,SMYD2,SOX11,SOX9,SPI1,SPINDOC,SQSTM1,SREBF2,SRF,TAF9B,TBL1XR1,TCF3,TCF7L2,TGFB1,THAP11,TIMELESS,TP63,TSHZ3,UHRF1,USP2,WDTC1,WWC2,WWP1,WWTR1,YBX3,YEATS2,YWHAQ,YWHAZ,ZBTB1,ZBTB12,ZBTB16,ZBTB20,ZBTB7A,ZBTB7B,ZBTB8A,ZEB1,ZEB2,ZFP37,ZFPM2,ZHX2,ZMYM2,ZNF175,ZNF180,ZNF423,ZNF503,ZNF536,ZNF692,ZNF703,ZNF827


			GO:BP			non-membrane-bounded organelle assembly			GO:0140694			0.0008415691			87			ACTA1,ACTC1,ACTN2,ANKRD23,APITD1,ARHGEF10,AUP1,AURKB,CAPN3,CASQ1,CCNB2,CCP110,CDC20,CDS1,CENPE,CENPH,CENPJ,CENPT,CEP152,CEP76,CNOT6,CNOT6L,CNTROB,CSDE1,CSRP2,DDX3X,DLGAP5,EZR,FBXO5,FHOD3,FITM1,FLNC,FSCN1,GPSM2,HAUS5,HAUS6,ITGB1,KAT2B,KIAA0753,KIF11,KIF15,KIF23,KIF2A,KIF3B,KIF4A,KIFC1,LMOD2,LOC100736765,MAPRE1,MASTL,MEF2A,MTERF3,MYBL2,MYOM2,MYOZ1,MYPN,NDC80,NEB,NEK2,NOCT,NRAP,PATL1,PDGFRA,PGM5,PLK1,POC1B,PRKAR1A,RACGAP1,SASS6,SBDS,SEPTIN1,SH3PXD2B,SPAG5,SPICE1,SQLE,SRC,SRF,STIL,TCAP,TIA1,TMOD4,TNNT2,TPM1,TPX2,TUBB,TUBGCP4,TUBGCP6


			GO:BP			response to radiation			GO:0009314			0.0008501198			83			AEN,AKT2,APP,ATM,ATP1A2,ATR,AURKB,BARD1,BCL3,BEST1,BLM,BRCA1,BRCA2,CASP9,CAT,CHEK1,COL3A1,CPT1B,CRY2,CUL4B,DDHD2,DTL,EGR1,EXT1,EYA3,FANCD2,FBXL21,FIGNL1,GATA3,GNB5,HMGCR,HRH1,HSF1,INIP,ITGB1,ITGB6,KDM1A,KIT,LDB3,MAP3K20,MAPK14,MDM2,MMP2,MSH2,MSH6,NABP2,NET1,NFATC4,NHEJ1,NOC2L,NR2F6,PBK,PCLAF,PER1,PER2,PLK3,POLD1,POLH,PPP1R1B,PRKCD,PTPRK,RAD51,RAD51AP1,RDH11,RFWD3,RHNO1,SEMA5B,SFRP2,SLC1A3,SMPD1,SPIDR,STK11,TGFB1,TIGAR,TIMP1,TMEM109,TP53I13,TREX1,USP1,USP2,WRN,ZBTB1,ZRANB3


			GO:BP			bone development			GO:0060348			0.0008755094			55			ADAMTS12,ADAMTS7,ANXA2,BGN,BMP6,CCN4,CHSY1,COL27A1,COL2A1,CTC1,DCHS1,DDR2,DHRS3,EXT1,FBN1,FGF18,FOXN3,GLI3,IFT80,ITGB6,KDR,KIT,LEPR,LOC100737755,LOX,LRRK1,LTBP3,MAPK14,MEF2D,MIGA2,MMP14,MMP16,NOTCH2,NSD2,PAPPA2,PDGFC,PHOSPHO1,PIP4K2A,PLS3,PTPRC,SBDS,SH3PXD2B,SIK3,SOX9,SRC,SRF,STC1,SULF1,SULF2,TGFBR2,THBS3,TMEM107,TULP3,WASF2,ZNF385A


			GO:BP			chondrocyte differentiation			GO:0002062			0.000886082			32			ADAMTS12,ADAMTS7,CCN3,CCN4,CHSY1,COL11A1,COL11A2,COL27A1,COL2A1,CREB3L2,EXT1,FGF18,FGF9,GLI2,GLI3,IFT80,LNPK,LTBP3,MAPK14,MDK,MEF2D,NFIB,PKDCC,PTH1R,SFRP2,SOX9,SULF1,SULF2,TGFBR1,TGFBR2,WNT5B,ZBTB16


			GO:BP			cerebral cortex cell migration			GO:0021795			0.0008866417			17			ADGRG1,ARX,CCDC141,CDK5R1,DCX,DISC1,EFHC1,GLI3,LAMB1,LRP8,MDGA1,ROBO1,SLIT2,SRGAP2,SUN2,WDR47,ZMIZ1


			GO:BP			regulation of generation of precursor metabolites and energy			GO:0043467			0.0009092386			33			AKT2,APP,BNIP3,C7H6ORF125,CAVIN3,CCNB1,CDK1,CHCHD2,COX17,GPD1,IDE,IER3,INSR,ISCU,MLXIPL,OGT,PARK7,PASK,PHB2,PINK1,PPARA,PPARGC1A,PPIF,PPP1R3A,PPP1R3B,PPP1R3C,PPP1R3D,PPP1R3G,TIGAR,TREX1,VCP,ZBTB20,ZBTB7A


			GO:BP			cardiac chamber development			GO:0003205			0.0009092386			43			ACVR1,ADAMTS6,BMP7,CCN1,COL11A1,CPE,CPLANE1,DHRS3,EDNRA,EGLN1,ENG,FZD2,GATA3,GJA5,HEY2,LOC100736765,LUZP1,MDM2,MKS1,MYBPC3,NOS3,NOTCH2,NSD2,PARVA,PCSK5,PLXND1,PRDM1,PTK7,RBM15,RBPJ,SAV1,SFRP2,SLIT3,SMO,SOX11,SRF,TGFB1,TGFBR1,TGFBR2,TNNT2,TPM1,XIRP2,ZFPM2


			GO:BP			Rho protein signal transduction			GO:0007266			0.0009441282			35			ABL1,ADGRG1,AKAP13,APOE,ARHGAP42,ARHGAP5,ARHGEF10,ARHGEF25,ARHGEF3,BCL6,BCR,CDC42EP3,CNKSR1,COL1A2,CTNNAL1,CUL3,DLC1,EPS8,EPS8L2,ITGB1,LPAR4,MET,MYO9B,NET1,NGFR,OPHN1,PDPN,RASGRF2,RHOU,RIPOR2,ROBO1,ROCK2,RTKN,SCAI,TAX1BP3


			GO:BP			positive regulation of nucleic acid-templated transcription			GO:1903508			0.0009445371			299			ABLIM3,ACTR3,ACVR1,AFAP1L2,AGT,AHR,AKNA,ANKRD1,ANXA2,APOE,APP,ARHGEF2,ARNTL,ASXL3,ATAD2,ATF3,ATF4,ATF5,ATM,ATOH8,BAMBI,BCAS3,BCL3,BCL9,BLM,BMP5,BMP6,BMP7,BRCA1,BRCA2,CALCOCO1,CAMTA2,CAPN3,CARF,CASK,CCDC124,CCN1,CCNT2,CCPG1,CDON,CEBPG,CENPJ,CHCHD10,CHCHD2,CHD6,CHURC1,CITED1,CKAP2,CNOT6,COPS5,CREB3L1,CREB3L2,CREB5,CREBRF,CSF3,CSRNP1,CSRNP3,DAB2,DCAF6,DCN,DDRGK1,DDX3X,DDX58,DLL1,DMRT2,DOT1L,DPF3,DVL1,DYRK1B,E2F1,E2F7,E2F8,E4F1,EAF2,EBF2,EBF3,EFCAB7,EGF,EGLN1,EGR1,EGR2,EGR3,ELF4,ELK3,ELK4,ELL2,ENG,EPAS1,EPCAM,ERBB2,ESR1,ESRRG,ETV1,ETV5,FGF1,FHL5,FHOD1,FOS,FOXA3,FOXJ1,FOXM1,FOXO1,FZD2,GATA2,GATA3,GLI2,GLI3,GPS2,HCLS1,HEY2,HIVEP1,HLTF,HOXA5,HSF1,HSF4,HTATIP2,IER2,IKBKG,IL18,IL4I1,IRF5,IRF9,ITGA6,JUNB,KAT2B,KDM1A,KDM7A,KDM8,KLF13,KLF4,LDB2,LGR4,LMO1,LMO2,LOC102158443,LPIN1,LPIN3,LUM,LYAR,MAFF,MAML3,MAP2K2,MAPK14,MARS1,MAVS,MDK,MED15,MEF2A,MEF2C,MEF2D,MEIS3,MEOX2,MET,MGA,MITF,MLXIP,MLXIPL,MOSPD1,MSTN,MTDH,MYBL1,MYBL2,MYCN,MYF5,MYF6,NAMPT,NCOA2,NEK4,NFATC1,NFATC3,NFATC4,NFE2L2,NFIB,NFIL3,NFKBIA,NGFR,NIBAN2,NPAS3,NR0B2,NR1D2,NR1H2,NR1I3,NR2F1,NR4A3,NR5A2,OGT,PARK7,PARP9,PATZ1,PBX3,PCBP1,PER1,PFKM,PIK3R2,PITHD1,PKD2,PLAG1,PLAGL1,PLCB1,PPARA,PPARGC1A,PPARGC1B,PPM1A,PPP3CA,PPP3CB,PRDM5,PRKD1,PSMC3,PSMC3IP,PTGES2,PTPRN,RAF1,RAP2C,RBM15,RBPJ,REST,RGCC,RGMA,RNF14,RORA,RPS6KA1,RPS6KA3,RXRG,RYBP,SENP1,SERTAD1,SFR1,SFRP2,SHC1,SIRT2,SLC38A3,SMAD2,SMARCA5,SMO,SOX11,SOX9,SPI1,SPP1,SREBF2,SRF,SS18,SSBP4,STAT1,STAT5B,STING1,STOX1,STOX2,SUPT16H,TAF11,TAF12,TBC1D14,TBL1XR1,TBX15,TBX18,TCF12,TCF3,TCF4,TCF7L2,TEAD1,TEAD2,TEAD4,TET3,TFEB,TGFB1,TGFB2,TGFB3,TGFBR1,THAP11,THOC5,TLR9,TMEM9B,TOP2A,TOX3,TP53INP2,TP63,TP73,TTC5,USF2,WDR43,WDR77,WWTR1,ZBTB16,ZBTB7B,ZBTB7C,ZEB1,ZFP30,ZFPM2,ZIC3,ZMIZ1,ZNF142,ZNF175,ZNF235,ZNF287,ZNF300,ZNF395,ZNF423,ZNF711,ZNF76,ZXDC


			GO:BP			positive regulation of DNA-templated transcription			GO:0045893			0.0009445371			299			ABLIM3,ACTR3,ACVR1,AFAP1L2,AGT,AHR,AKNA,ANKRD1,ANXA2,APOE,APP,ARHGEF2,ARNTL,ASXL3,ATAD2,ATF3,ATF4,ATF5,ATM,ATOH8,BAMBI,BCAS3,BCL3,BCL9,BLM,BMP5,BMP6,BMP7,BRCA1,BRCA2,CALCOCO1,CAMTA2,CAPN3,CARF,CASK,CCDC124,CCN1,CCNT2,CCPG1,CDON,CEBPG,CENPJ,CHCHD10,CHCHD2,CHD6,CHURC1,CITED1,CKAP2,CNOT6,COPS5,CREB3L1,CREB3L2,CREB5,CREBRF,CSF3,CSRNP1,CSRNP3,DAB2,DCAF6,DCN,DDRGK1,DDX3X,DDX58,DLL1,DMRT2,DOT1L,DPF3,DVL1,DYRK1B,E2F1,E2F7,E2F8,E4F1,EAF2,EBF2,EBF3,EFCAB7,EGF,EGLN1,EGR1,EGR2,EGR3,ELF4,ELK3,ELK4,ELL2,ENG,EPAS1,EPCAM,ERBB2,ESR1,ESRRG,ETV1,ETV5,FGF1,FHL5,FHOD1,FOS,FOXA3,FOXJ1,FOXM1,FOXO1,FZD2,GATA2,GATA3,GLI2,GLI3,GPS2,HCLS1,HEY2,HIVEP1,HLTF,HOXA5,HSF1,HSF4,HTATIP2,IER2,IKBKG,IL18,IL4I1,IRF5,IRF9,ITGA6,JUNB,KAT2B,KDM1A,KDM7A,KDM8,KLF13,KLF4,LDB2,LGR4,LMO1,LMO2,LOC102158443,LPIN1,LPIN3,LUM,LYAR,MAFF,MAML3,MAP2K2,MAPK14,MARS1,MAVS,MDK,MED15,MEF2A,MEF2C,MEF2D,MEIS3,MEOX2,MET,MGA,MITF,MLXIP,MLXIPL,MOSPD1,MSTN,MTDH,MYBL1,MYBL2,MYCN,MYF5,MYF6,NAMPT,NCOA2,NEK4,NFATC1,NFATC3,NFATC4,NFE2L2,NFIB,NFIL3,NFKBIA,NGFR,NIBAN2,NPAS3,NR0B2,NR1D2,NR1H2,NR1I3,NR2F1,NR4A3,NR5A2,OGT,PARK7,PARP9,PATZ1,PBX3,PCBP1,PER1,PFKM,PIK3R2,PITHD1,PKD2,PLAG1,PLAGL1,PLCB1,PPARA,PPARGC1A,PPARGC1B,PPM1A,PPP3CA,PPP3CB,PRDM5,PRKD1,PSMC3,PSMC3IP,PTGES2,PTPRN,RAF1,RAP2C,RBM15,RBPJ,REST,RGCC,RGMA,RNF14,RORA,RPS6KA1,RPS6KA3,RXRG,RYBP,SENP1,SERTAD1,SFR1,SFRP2,SHC1,SIRT2,SLC38A3,SMAD2,SMARCA5,SMO,SOX11,SOX9,SPI1,SPP1,SREBF2,SRF,SS18,SSBP4,STAT1,STAT5B,STING1,STOX1,STOX2,SUPT16H,TAF11,TAF12,TBC1D14,TBL1XR1,TBX15,TBX18,TCF12,TCF3,TCF4,TCF7L2,TEAD1,TEAD2,TEAD4,TET3,TFEB,TGFB1,TGFB2,TGFB3,TGFBR1,THAP11,THOC5,TLR9,TMEM9B,TOP2A,TOX3,TP53INP2,TP63,TP73,TTC5,USF2,WDR43,WDR77,WWTR1,ZBTB16,ZBTB7B,ZBTB7C,ZEB1,ZFP30,ZFPM2,ZIC3,ZMIZ1,ZNF142,ZNF175,ZNF235,ZNF287,ZNF300,ZNF395,ZNF423,ZNF711,ZNF76,ZXDC


			GO:BP			double-strand break repair			GO:0006302			0.0009456265			68			ATM,BCL7B,BLM,BRCA1,BRCA2,BRIP1,CDC45,CDCA5,CHEK1,DDX1,EME1,EYA3,FANCD2,FIGNL1,FOXM1,GEN1,HDGFL2,HMCES,HSF1,INIP,KDM1A,KLHL15,MBTD1,MCM3,MCM4,MCM5,MCM8,MEIOB,MMS22L,MRE11,MSH2,NABP2,NHEJ1,NSD2,OTUB2,PARP3,PARP9,PARPBP,POLL,POT1,PSMD14,RAD21,RAD51,RAD51AP1,RAD51B,RBBP8,REV3L,RFWD3,RIF1,RMI2,RPA2,SAMHD1,SFR1,SLF1,SMARCAD1,SMC6,SPIDR,TDP1,TDP2,TIMELESS,TONSL,TRAPPC13,VCAN,VCP,WDR48,WRN,ZBTB7A,ZGRF1


			GO:BP			response to reactive oxygen species			GO:0000302			0.0009531852			38			ABL1,APOD,CAT,EZH2,FER,FOS,GPR37,HGF,LRRK2,MET,MMP2,NET1,NFE2L2,NOS3,NQO1,NUDT15,OSER1,PARK7,PDGFRA,PDK2,PINK1,PLK3,PPARGC1B,PPIF,PRDX3,PRKCD,PTPRK,PTPRN,ROMO1,SESN1,SESN2,SOD3,SPHK1,SRC,STK26,TPM1,TREX1,UCP3


			GO:BP			negative regulation of vasculature development			GO:1901343			0.0009890118			29			ADGRB2,ADGRB3,AMOT,ANGPT2,ATP2B4,CREB3L1,DCN,EMILIN1,HOXA5,KLF4,NAXE,PGK1,RGCC,ROCK2,SARS1,SEMA3E,SEMA6A,SERPINE1,SPARC,SPRY2,STAB1,STAT1,SULF1,TEK,TGFB2,THBS2,THBS4,TNMD,VASH1


			GO:BP			negative regulation of DNA-templated transcription			GO:0045892			0.0009980707			229			AEBP1,AJUBA,ANKRD1,ARX,ATF3,ATF4,ATF5,ATOH8,ATXN1,AURKB,BAG3,BCL11A,BCL3,BCL6,BCORL1,BEND6,BHLHE41,BIN1,BMP6,BMP7,BRCA1,CALR,CAPN3,CBX2,CBX3,CBX4,CC2D1B,CDK5R1,CENPF,CHD3,CIPC,CITED1,CPEB3,CREB3L1,CRY2,CRYM,CUL3,CUX2,DAB2,DEDD,DKK3,DNAJA3,DNAJC17,DNMT1,DNMT3B,DPF3,DUSP26,E2F1,E2F6,E2F7,E2F8,E4F1,EFNA1,EGR1,EHMT2,EID1,ELK3,ELK4,ESR1,ETV5,EZH2,EZR,FGF9,FHL2,FNIP1,FOXJ1,FOXM1,FOXN3,FOXP2,FST,GATA2,GATA3,GCLC,GLI2,GLI3,GPS2,GTF2IRD1,HCLS1,HDAC10,HES6,HEY2,HIC1,HIVEP1,HSF1,HSF4,KDM1A,KDM8,KHDRBS1,KLF4,LGR4,LIN37,LMCD1,LMO1,LOC110255204,LYAR,MAF1,MAFK,MAGEH1,MAP3K10,MBD2,MBD3,MBTD1,MDM2,MEF2A,MEF2C,MITF,MLIP,MLXIPL,MOSPD1,MSC,MTA3,MTDH,MTERF3,MXD3,MYF6,MYOZ1,NCOA2,NDN,NFATC3,NFATC4,NFE2L3,NFIB,NFIL3,NIBAN2,NOC2L,NOL4L,NONO,NOSTRIN,NOTCH2,NR0B2,NR1D2,NR1H2,NR1I3,NR2F1,NR2F6,NSD2,PARP9,PATZ1,PDCD4,PER1,PER2,PEX2,PHB2,PHF19,PHF21A,PIAS3,PKIG,PLCB1,PLK1,PLK3,PPARA,PPARGC1B,PPM1F,PRDM1,PRDM5,PSMC5,PTPRK,RBBP8,RBM15,RBPJ,RCOR1,RCOR2,REST,RIF1,RNF2,RUNX1T1,RYBP,SALL2,SAP130,SARS1,SCAI,SCMH1,SCML2,SCRT1,SFMBT2,SFRP2,SHC1,SIRT2,SMAD2,SMARCA5,SMO,SMYD2,SOX11,SOX9,SPI1,SPINDOC,SQSTM1,SREBF2,SRF,TAF9B,TBL1XR1,TCF3,TCF7L2,TGFB1,THAP11,TIMELESS,TP63,TSHZ3,UHRF1,USP2,WDTC1,WWC2,WWP1,WWTR1,YBX3,YEATS2,YWHAQ,YWHAZ,ZBTB1,ZBTB12,ZBTB16,ZBTB20,ZBTB7A,ZBTB7B,ZBTB8A,ZEB1,ZEB2,ZFP37,ZFPM2,ZHX2,ZMYM2,ZNF175,ZNF180,ZNF423,ZNF503,ZNF536,ZNF692,ZNF703,ZNF827


			GO:BP			regulation of DNA-binding transcription factor activity			GO:0051090			0.0010308261			89			ADAM8,APP,ARHGEF2,BCL3,CAMK2A,CAPN3,CARF,CAT,CD200,CD40LG,CEBPG,CIB1,CLU,COPS5,CSF3,DDR2,DDRGK1,DDX58,E2F1,EDA,EGLN1,ERBIN,ESR1,EZH2,FANCA,FANCD2,FER,FLOT2,FOXJ1,FZD2,GLI3,HCLS1,HES6,HSF1,IKBKG,IL18,IRAK1,IRAK2,KDM1A,KIT,KLF4,LRP8,LRRC7,MAP3K10,MAP3K13,MAVS,MTDH,NFKBIA,NFKBIB,NFKBIL1,NOL4L,NR0B2,PARK7,PHB2,PINK1,PKD2,PLCG2,PLPP3,PPARGC1A,PPARGC1B,PPP3CA,PRDX3,PRKCH,PRKCI,PRKCQ,PRKD1,RGCC,RHEBL1,RNF2,SAV1,SMO,SPHK1,SPI1,SRF,SRI,STING1,STK3,TAF12,TCF3,TCF7L2,TFRC,THAP11,TLR9,TNFRSF11A,TRAF3,TRAF5,TRAIP,ZBTB7A,ZIC3


			GO:BP			olfactory lobe development			GO:0021988			0.0010425052			15			ARX,ATF5,ATP1A2,EXT1,KIF14,LRRK2,OGDH,ROBO1,SEMA3A,SEMA7A,SLIT1,SLIT2,SRF,TTC8,ZIC3


			GO:BP			mitotic DNA integrity checkpoint signaling			GO:0044774			0.0010490032			26			ATM,BLM,BRCA1,CDC6,CDK1,CHEK1,CLSPN,CRADD,DTL,EME1,FANCD2,FBXO31,FOXN3,IER3,MAP3K20,MDM2,MRE11,MRNIP,MSH2,ORC1,PBK,PHKG1,PLK1,RFWD3,RPA2,TREX1


			GO:BP			actin-mediated cell contraction			GO:0070252			0.0010490032			26			ACTC1,BIN1,CACNA1D,CCDC88C,EPDR1,GJA5,KCNN2,LOC100736765,LOC110255887,MYH2,MYLK2,PARVA,PDE4B,PDE4D,PDPN,RNF207,RYR2,SCN1B,SCN2B,SCN3B,SCN4B,SCN5A,SGCD,SRI,STC1,TNNT2


			GO:BP			regulation of small GTPase mediated signal transduction			GO:0051056			0.0010508204			54			ABL1,ADGRG1,AKAP13,AMOT,APOE,ARHGAP12,ARHGAP42,ARHGAP44,ARHGEF10,ARHGEF2,ARHGEF25,ARHGEF3,BCL6,BCR,CBL,CDON,CUL3,DENND4B,DLC1,EPHB2,EPS8,EPS8L2,FOXM1,GARNL3,GBF1,ITGAV,ITGB1,KIF14,LPAR4,LRRC7,MAPRE2,MET,MFN2,MYO9B,NET1,NOTCH2,OGT,OPHN1,PLCE1,RALGAPA2,RALGPS1,RALGPS2,RAPGEF1,RASA4B,RASGRF2,RIPOR2,ROBO1,SCAI,SIPA1,SIPA1L1,SLIT2,SPRY2,SRC,SSX2IP


			GO:BP			platelet-derived growth factor receptor signaling pathway			GO:0048008			0.0010508204			21			ABL1,APOD,CBL,CBLB,CSPG4,CSRNP1,F3,FER,HIP1,LOX,NR4A3,PDGFA,PDGFC,PDGFD,PDGFRA,PLAT,PTPRJ,RAPGEF1,SGPL1,SRC,ZFAND5


			GO:BP			positive regulation of protein kinase activity			GO:0045860			0.0010550402			83			ABL1,ACE,ACSL1,ADAM8,ADRA2A,ADRA2C,AGT,AJUBA,ATP2B4,BTC,CAB39,CAB39L,CAMKK2,CCDC88A,CCL19,CCN1,CCNB1,CCNT2,CD40LG,CDC25B,CDK5R1,CENPE,CHI3L1,CIB1,CKS2,CLSPN,CLU,COPS8,DBF4,DDR2,DDX3X,EFNA1,EGF,EPHA4,ERBB2,ERBB3,ERP29,EZH2,FAM20A,FGF1,FGF18,FGFR1,FLT1,FZD10,GDF9,GPRC5B,IL18,INSR,IRAK1,KIF14,KIT,LRP8,LRRK2,MAP2K2,MAP3K10,MAP3K13,MASTL,MMD,NEURL1,NTRK3,PARP16,PDGFA,PDGFC,PDGFD,PHB2,PKD2,PRKCD,PRRC1,PTK2B,PTPRC,RGCC,ROBO1,SLC27A1,SPRY2,SRC,STK11,STOX1,TGFB2,TGFBR2,TLR9,TNFRSF11A,TPD52L1,TPX2


			GO:BP			protein localization to chromosome			GO:0034502			0.0010684286			31			ATR,AURKB,BRCA2,BUB1B,CCT6A,CDCA5,CDK1,CDT1,ESR1,EZH2,MCM8,MSH2,MTBP,NABP2,NDC80,PARP3,PLK1,POT1,RAD21,RCC2,RPA2,SLF1,SPDL1,SPI1,SPIDR,TASOR,TTK,VCP,VRK1,ZNF827,ZWILCH


			GO:BP			sensory organ development			GO:0007423			0.001072209			118			ALDH1A2,ATF4,BBS7,BCR,BMP6,BMP7,BMPER,CACNA1S,CC2D2A,CDON,CHRNA10,COL11A1,COL2A1,COL5A1,COL5A2,CPAMD8,CRYBG3,CTHRC1,DCHS1,DCX,DLL1,DVL1,EDNRA,EPHA4,EPHB2,FBN1,FBN2,FGF9,FREM2,FZD2,GATA2,GATA3,GDF11,GLI2,GLI3,GSDME,HEY2,HSF4,IFT140,IFT27,IFT88,INTU,KCNQ4,KDR,KERA,KLF4,LAMC3,LDB3,LPCAT1,LRIG3,MAB21L1,MAN2A1,MAPKAPK2,MCM2,MEIS3,MFAP2,MFN2,MFSD2A,MITF,MKS1,MYCN,MYF5,MYO7A,NANS,NECTIN3,NOTCH2,NPHP4,NTF4,OBSL1,PBX3,PBX4,PDE6A,PDGFRA,PLPPR4,PRDM1,PRELID2,PRKCI,PROM1,PRSS56,PTK7,PXDN,RBPJ,RCN1,RIPOR2,SDK1,SH3PXD2B,SLC25A25,SLC4A7,SLITRK6,SOX11,SOX9,SPRY2,SRF,STOX1,TCAP,TCIRG1,TENM3,TGFB1,TGFB2,TGFBR1,TGFBR2,TMEM231,TSKU,TSPAN12,TTC39C,TTC8,TUB,TULP3,USH1C,VHL,VIM,VSTM4,WDR19,WHRN,ZEB1,ZFP91,ZHX2,ZIC3


			GO:BP			regulation of presynapse assembly			GO:1905606			0.001089843			13			APP,CLSTN3,EIF4G1,GPC4,LRFN5,LRRC4B,MDGA1,PTPRD,SLITRK1,SLITRK2,SLITRK4,SLITRK5,SLITRK6


			GO:BP			regulation of heart contraction			GO:0008016			0.0010946765			42			ADM,ADRA1D,AGT,ATP1A2,ATP1B1,ATP2B4,BIN1,BVES,CACNA1D,CACNA1G,CALM1,CASQ2,CPT1C,EDNRA,EPAS1,GJA5,GJC1,GRK2,HBEGF,HEY2,HRC,KCNN2,LOC100736765,MDM2,MEF2A,MYL4,NOS3,PDE4B,PDE4D,RNF207,RYR2,SCN1B,SCN2B,SCN3B,SCN5A,SLC4A3,SRI,STC1,TBX18,TGFB2,TMEM38A,TNNT2


			GO:BP			protein-containing complex localization			GO:0031503			0.0010946765			42			ARHGAP44,ATAD1,BBS12,CACNG7,CEP131,CEP192,DLG4,DYNC2I2,DYNLL1,DZIP1,ERBIN,EZR,GPC4,GRIPAP1,IFT122,IFT140,IFT27,IFT43,IFT46,IFT57,IFT88,KIF3B,KIF5C,KLHL21,LMNB1,LMNB2,MAK,NDC1,NSG1,OPHN1,RCC2,SGCD,SSX2IP,STAU2,STX1B,TRAF3IP1,TTC21B,TTC26,TUB,WDR19,WDR35,XPO1


			GO:BP			response to cytokine			GO:0034097			0.0011106382			167			ACKR3,ACKR4,ACSL1,ACTR3,ADAMTS12,ADAMTS7,ADIPOR2,ALDH1A2,ANKRD1,ARHGEF2,ASAH1,ATIC,BCAT2,BRCA1,CALCOCO2,CAMK2A,CCL19,CCL5,CCR9,CD44,CDIP1,CHI3L1,CIB1,CITED1,COL3A1,CSF3,CSNK2B,CX3CR1,CXCR6,DAPK1,DDX58,DOCK8,DUSP1,EGR1,EIF4A2,ENDOG,EPS8,ERBIN,EXT1,F3,FAS,FER,GAPDH,GATA3,GBP1,GFPT2,GHR,GPD1,GPR75,GPS2,GSDME,HCLS1,HK2,HSPA5,IFIH1,IFIT2,IL12RB2,IL15,IL17RD,IL18,IL1R1,IL2RA,IL2RB,IL4R,IL6R,IL6ST,IRAK1,IRAK2,IRF5,ITIH4,KEAP1,KIT,KLF4,KLHL12,KRT18,KRT8,LEPR,LOC100510975,LOC100519082,LOC100737755,LOX,LRCH1,LRRC7,LYN,MAPK14,MAPKAPK2,MAT2A,MAVS,MCM2,MKKS,MPL,MRC1,MRPL15,MSC,MUL1,MX1,MX2,MYBL2,NFE2L2,NFIL3,NFKBIA,NKIRAS1,NMI,NOL4L,NR5A2,NUMBL,PARP14,PARP16,PARP9,PCOLCE2,PDIA3,PELI3,PIAS3,PIGA,PLCB1,PMM1,PPP3CB,PRDM5,PTK2B,PTPRC,RBM15,RIF1,RIPOR2,ROBO1,RORA,SAMHD1,SHFL,SHPK,SLC26A6,SLC27A1,SLIT2,SLIT3,SMARCA5,SMPD1,SOX9,SPHK1,SPI1,SPRY2,SRC,SRF,STAT1,STAT5B,STING1,STXBP1,SYNGR1,TCIRG1,TEX14,TFRC,TIMP1,TNFRSF11A,TNFRSF1B,TNFRSF21,TRAF3,TRAF3IP2,TRAF5,TRAIP,TREX1,UBD,UGCG,USP18,VIM,VPS26B,WDR35,YBX3,ZFAND6,ZFP91,ZYX


			GO:BP			blood vessel endothelial cell migration			GO:0043534			0.0011172799			33			ABL1,AMOT,ANGPT2,APOE,ATP2B4,ATP5F1A,CIB1,CSNK2B,EFNA1,EGR3,EPHB4,FGF18,FGFR1,GATA2,ITGB1,KDR,KLF4,LOC100511937,MEF2C,MEOX2,MMRN2,NF1,NOS3,PRCP,PRKD1,RGCC,ROBO1,SCARB1,SLIT2,SRF,SRPX2,VASH1,VHL


			GO:BP			secondary alcohol metabolic process			GO:1902652			0.0011172799			33			ABCA5,ACADVL,APOE,APOF,APP,CAT,CLN6,CUBN,CYP27A1,CYP2R1,DHCR24,DHCR7,EPHX2,FGF1,GBA2,HMGCR,IDH2,IDH3B,LEPR,LIPE,LPCAT3,LSS,MVK,NFE2L1,PCSK9,SCARB1,SMPD1,SOAT1,SQLE,TM7SF2,TSKU,TTC39B,VLDLR


			GO:BP			chromosome separation			GO:0051304			0.0011371473			24			ATM,AURKB,BUB1,BUB1B,CCNB1,CDT1,CUL3,ESPL1,FBXO5,GEN1,NCAPG,NCAPG2,NCAPH,NDC80,PLK1,RAD21,SMARCAD1,SMC2,SMC4,SPDL1,TEX14,TTK,ZWILCH,ZWINT


			GO:BP			muscle adaptation			GO:0043500			0.0011371473			24			ATP2B4,CACNA1S,CAMTA2,EZH2,FBXO32,GTF2IRD1,HEY2,IGFBP5,INPP5F,LMCD1,LOC100620992,LOC100736765,MEF2A,MYMK,MYOZ1,NOS3,PDE9A,PI16,PPP3CA,PRKAG3,SELENON,TCAP,TNFRSF1B,TWF1


			GO:BP			positive regulation of macroautophagy			GO:0016239			0.0011371473			24			BAG3,BNIP3,BNIP3L,CALCOCO2,DCN,FYCO1,GNAI3,HSPB8,KDR,OPTN,PAFAH1B2,PINK1,PIP4K2A,PIP4K2C,SESN1,SESN2,SH3GLB1,SLC25A4,SNX30,SNX7,SPTLC1,STING1,WDR45,WIPI1


			GO:BP			signaling			GO:0023052			0.0011459542			1170			ABL1,ABL2,ABR,ACE,ACKR3,ACKR4,ACSL1,ACTN2,ACVR1,ADAM11,ADAM12,ADAM15,ADAM22,ADAM8,ADAMTS12,ADAMTS15,ADAMTS20,ADAMTS6,ADCY2,ADCY3,ADCY4,ADCY6,ADCY9,ADCYAP1R1,ADGRA2,ADGRB2,ADGRB3,ADGRG1,ADGRG2,ADGRL1,ADGRL2,ADIPOR2,ADM,ADORA2A,ADRA1D,ADRA2A,ADRA2C,AEN,AFAP1,AFAP1L2,AFDN,AGRN,AGT,AGTR2,AHR,AIFM1,AJUBA,AKAP13,AKT1S1,AKT2,ALDH1A2,ALPK2,AMOT,ANGPT2,ANGPTL1,ANK3,ANKRD1,ANKRD13C,ANO1,ANO2,ANPEP,ANXA2,APAF1,APBA3,APC2,APIP,APLP1,APOD,APOE,APP,ARAF,ARHGAP1,ARHGAP11A,ARHGAP12,ARHGAP20,ARHGAP23,ARHGAP27,ARHGAP32,ARHGAP36,ARHGAP39,ARHGAP42,ARHGAP44,ARHGAP45,ARHGAP5,ARHGEF10,ARHGEF10L,ARHGEF2,ARHGEF25,ARHGEF3,ARHGEF6,ARMC9,ARRDC3,ASB10,ASB11,ASB13,ASB15,ASB5,ASPN,ATAD1,ATF3,ATF4,ATM,ATOH8,ATP1B1,ATP2A1,ATP2A3,ATP2B4,ATP5IF1,ATR,AURKB,BAG3,BAIAP3,BAMBI,BBS7,BCAP31,BCL3,BCL6,BCL9,BCR,BDKRB2,BEND6,BEX1,BEX3,BICC1,BID,BLM,BMP5,BMP6,BMP7,BMPER,BNIP3,BOC,BRCA1,BRCA2,BST1,BTC,BTNL9,BUB1,BUB1B,BVES,C1QTNF3,C2CD2L,C3,C7H6ORF125,CAB39,CAB39L,CACNA1D,CACNA1G,CACNB1,CACNG7,CALCOCO1,CALCR,CALCRL,CALM1,CALR,CAMK2A,CAMKK2,CAPN3,CAPRIN2,CASK,CASP6,CASP9,CASQ1,CASQ2,CASTOR2,CAT,CAV2,CAVIN3,CBL,CBLB,CC2D2A,CCDC47,CCDC88A,CCDC88C,CCL19,CCL5,CCN1,CCN3,CCN4,CCNB1,CCR9,CD109,CD14,CD276,CD40LG,CD44,CD80,CD8A,CDC20,CDC42EP3,CDC6,CDH11,CDH2,CDIP1,CDK1,CDK14,CDK5R1,CDON,CDT1,CELSR3,CENPJ,CEP192,CFD,CHCHD10,CHEK1,CHI3L1,CHN2,CHRD,CHRNA1,CHRNA10,CHRNA3,CHRND,CHRNE,CHSY1,CHURC1,CIB1,CILP,CIT,CITED1,CKB,CLEC12B,CLSPN,CLSTN2,CLSTN3,CLU,CNKSR1,CNKSR3,CNR1,COL1A2,COL2A1,COL3A1,COPS5,COPS8,CPE,CPLANE2,CPNE3,CPT1C,CRADD,CRBN,CREB3L1,CREB3L2,CRY2,CSF3,CSNK1G3,CSNK2B,CSPG4,CSRNP1,CTF1,CTHRC1,CTNNA1,CTNNAL1,CTNND1,CTNND2,CTSC,CUL3,CUL4A,CUX2,CX3CR1,CXCL2,CXCR6,CYFIP2,CYP7B1,CYSLTR2,DAB2,DACT3,DAPK1,DAPK2,DCHS1,DCLK3,DCN,DCX,DDIAS,DDR2,DDRGK1,DDX1,DDX23,DDX3X,DDX58,DEDD,DEFB1,DENND4B,DEPDC5,DHRS3,DHX58,DISC1,DIXDC1,DKK3,DLC1,DLG4,DLG5,DLGAP4,DLGAP5,DLK2,DLL1,DNAJA3,DNM1,DNMT1,DOCK10,DOCK5,DOCK7,DOCK8,DOK5,DOT1L,DTL,DTNA,DTNB,DTNBP1,DTX2,DTX4,DUSP1,DUSP10,DUSP26,DUSP29,DUSP3,DVL1,DZIP1,E2F1,E2F7,EDA,EDNRA,EFNA1,EFNB3,EFS,EGF,EGFL7,EGLN1,EGR1,EGR3,EIF2B3,EIF2B4,EIF3J,EME1,EMILIN1,ENDOG,ENG,EPCAM,EPHA3,EPHA4,EPHA7,EPHB2,EPHB3,EPHB4,EPS8,EPS8L2,ERAP1,ERAP2,ERBB2,ERBB3,ERBIN,ERMP1,ERO1A,ERP29,ESR1,ESRRA,ESRRG,EVC2,EXT1,EYA2,EYA3,EZH2,EZR,F3,FAIM2,FAM13B,FAM162A,FAM53B,FAM83D,FANCA,FANCD2,FAS,FBLN1,FBN1,FBN2,FBXO31,FBXO9,FCGR2B,FCHO1,FER,FERMT3,FES,FGF1,FGF18,FGF21,FGF9,FGFR1,FGFR4,FHL2,FIBIN,FIGNL1,FLRT3,FLT1,FN1,FNBP1,FNBP1L,FNIP1,FOS,FOXM1,FOXN3,FOXO1,FRMPD1,FRZB,FST,FYN,FZD10,FZD2,FZD9,G0S2,GAB1,GAB3,GABRE,GADD45B,GAPDH,GAREM1,GARNL3,GATA2,GATA3,GBF1,GBP1,GDF11,GDF9,GEN1,GFRA3,GHITM,GHR,GIT2,GJA1,GJA5,GJC1,GKAP1,GLI2,GLI3,GLO1,GMDS,GMFB,GNAI1,GNAI3,GNB5,GNG2,GOLT1B,GOT1,GPC2,GPC3,GPC4,GPC6,GPI,GPR137C,GPR143,GPR153,GPR156,GPR161,GPR162,GPR173,GPR176,GPR37,GPR75,GPRASP1,GPRC5B,GPS2,GPSM2,GRB10,GRIA4,GRID2,GRIK2,GRIN2D,GRIN3A,GRK2,GRM4,GRM7,GRPR,GSDME,GUCY1A1,HADH,HBEGF,HCLS1,HEY2,HGF,HHAT,HHLA2,HIC1,HIP1,HIPK4,HIVEP1,HMGCR,HOMER1,HOMER2,HOMER3,HOXA5,HRH1,HSF1,HSF4,HSPA5,HTRA1,HTRA3,HUNK,ICMT,IER3,IFI35,IFIH1,IFIT5,IFT140,IFT27,IFT57,IFT80,IGF1,IGFBP4,IGFBP5,IGSF1,IGSF11,IKBKG,IL12RB2,IL15,IL16,IL17B,IL17RD,IL18,IL1R1,IL2RA,IL2RB,IL4R,IL6R,IL6ST,INIP,INPP5F,INSR,INSYN1,INTU,INVS,IQGAP2,IQGAP3,IRAK1,IRAK1BP1,IRAK2,IRF5,IRS3,ITGA2,ITGA4,ITGA5,ITGA6,ITGA9,ITGAL,ITGAV,ITGB1,ITGB4,ITGB6,ITGB7,ITM2C,ITPR3,ITSN1,IVNS1ABP,JADE2,JPT2,KCMF1,KCNB1,KCNN2,KCP,KCTD6,KDM1A,KDR,KHDRBS1,KIAA0586,KIF14,KIT,KLF4,KLHL12,KLHL24,KLHL31,KNDC1,KPNA1,KPNA2,KRT18,KRT8,LCK,LDB3,LEPR,LFNG,LGALS3,LGR4,LMBR1L,LMCD1,LOC100510975,LOC100511343,LOC100511937,LOC100513346,LOC100515171,LOC100519082,LOC100523213,LOC100620540,LOC100625711,LOX,LPAR1,LPAR4,LPCAT3,LRFN2,LRP4,LRP8,LRRC2,LRRC39,LRRC4,LRRC40,LRRC4C,LRRC7,LRRK1,LRRK2,LTBP1,LTBP3,LVRN,LYN,LYPD6,MAGI3,MAK,MAML3,MAP2K2,MAP3K10,MAP3K13,MAP3K14,MAP3K15,MAP3K2,MAP3K20,MAP4K1,MAP4K4,MAPK14,MAPK4,MAPK8IP1,MAPKAPK2,MAPRE2,MASTL,MAVS,MBD2,MDK,MDM2,ME3,MEF2A,MEF2C,MEIS3,MELK,MET,METRNL,MFN2,MFNG,MGAT5,MIB1,MIB2,MID1,MITF,MKKS,MKNK2,MKS1,MLXIPL,MMP14,MMRN2,MN1,MPC2,MPL,MPZL1,MRAP2,MRE11,MRNIP,MSH2,MSH6,MSTN,MTDH,MTMR4,MUL1,MUSK,MX1,MYLK2,MYO9A,MYO9B,MYOZ1,MYZAP,NABP2,NAMPT,NBEAL2,NCALD,NCAPG2,NCEH1,NDC80,NDRG2,NEO1,NET1,NEURL1,NEURL2,NF1,NFATC1,NFATC4,NFE2L2,NFKBIA,NFKBIB,NFKBIL1,NFKBIZ,NGFR,NIBAN2,NKIRAS1,NLGN3,NMI,NOC2L,NOL4L,NONO,NOS1,NOS3,NOSTRIN,NOTCH2,NOTCH3,NPHP4,NPLOC4,NPTX2,NPY1R,NR1D2,NR1H2,NR1I3,NR2F1,NR2F6,NR4A3,NR5A2,NSG1,NTF4,NTRK3,NUMBL,NUP93,NYAP1,OGT,OLFML2B,OPHN1,OPTN,ORC1,OTUD7A,OXTR,P2RX5,P2RY1,PAK3,PAPPA2,PAQR3,PARK7,PARP14,PARP16,PARP9,PARPBP,PASK,PBK,PBLD,PCDH17,PCSK9,PDCD4,PDCD5,PDE10A,PDE1C,PDE3A,PDE4B,PDE4D,PDE5A,PDE6A,PDE7B,PDE9A,PDGFA,PDGFC,PDGFD,PDGFRA,PDIA3,PDK2,PDK4,PDPN,PELI3,PELO,PENK,PER1,PFKM,PHB2,PHKG1,PHLPP1,PIAS3,PIK3C2A,PIK3R2,PINK1,PIP4K2A,PIP4K2C,PITPNM2,PKD2,PLAT,PLCB1,PLCD1,PLCD4,PLCE1,PLCG1,PLCG2,PLCL1,PLCL2,PLD1,PLD2,PLEKHA4,PLEKHF1,PLK1,PLK3,PLPP3,PLPPR4,PLXNA1,PLXNA2,PLXNA3,PLXNB3,PLXND1,PNKD,PODN,POSTN,PPARA,PPARGC1B,PPIF,PPM1A,PPM1B,PPM1F,PPM1L,PPP1R12B,PPP1R1B,PPP1R9A,PPP2R5A,PPP2R5B,PPP3CA,PPP3CB,PPP4R1,PRCP,PREPL,PRKAB2,PRKAR1B,PRKCD,PRKCH,PRKCQ,PRKCZ,PRKD1,PRKG2,PRR5,PRR5L,PRRT2,PSAP,PSMC3,PTGES3,PTH1R,PTK2B,PTK7,PTN,PTPMT1,PTPN13,PTPRA,PTPRC,PTPRD,PTPRJ,PTPRK,PTPRN,PTPRS,PVALB,PXK,PYY,RAB13,RAB29,RAB3A,RAB7A,RABEP2,RAC2,RACGAP1,RAD9B,RADIL,RAF1,RALGAPA2,RALGPS1,RALGPS2,RAMP1,RANBP10,RANBP9,RAP1GDS1,RAP2C,RAPGEF1,RAPGEF3,RAPGEF5,RAPGEFL1,RAPH1,RASA4B,RASGRF2,RASGRP2,RASL11B,RASSF10,RASSF4,RASSF8,RB1CC1,RBM15,RBPJ,RCAN2,RCC2,RCN3,RDH11,RECK,REST,RFWD3,RGL1,RGMA,RGS12,RGS14,RGS3,RGS7,RHEB,RHEBL1,RHNO1,RHOBTB1,RHOD,RHOF,RHOU,RHPN2,RIMS1,RIPOR2,RND2,RNF14,RNF149,RNF157,RNF165,ROBO1,ROCK2,ROR2,RORA,ROS1,RPA2,RPS6KA1,RPS6KA3,RPS6KB2,RRAGD,RRAS,RSPO3,RTKN,RXRG,RYR2,S100A4,S1PR1,S1PR2,S1PR3,SAFB2,SAMHD1,SAV1,SCAI,SCARB1,SCN1B,SCN3B,SCN5A,SCUBE1,SCUBE2,SDC1,SDHAF2,SEMA3E,SEMA3G,SEMA4F,SEMA5B,SEMA6A,SEMA6C,SEMA7A,SENP1,SERPINE1,SERPINE2,SESN1,SESN2,SEZ6L,SEZ6L2,SFRP2,SGCD,SGPL1,SGPP1,SH3BP2,SH3BP5,SH3RF2,SHC1,SIK3,SIPA1,SIPA1L1,SIRT2,SKP2,SLC15A3,SLC16A10,SLC1A3,SLC24A1,SLC25A4,SLC27A1,SLC2A10,SLC38A1,SLC8A3,SLIT2,SLIT3,SLITRK5,SMAD2,SMAD9,SMO,SMPD1,SMPDL3B,SMURF1,SMYD2,SNCG,SORT1,SOX11,SOX9,SPARCL1,SPART,SPDL1,SPG11,SPHK1,SPI1,SPP1,SPRED2,SPRY2,SPSB2,SQSTM1,SRC,SREBF2,SRF,SRGAP1,SRGAP2,SRI,SRPX,SS18,SSX2IP,STAB1,STAT1,STAT5B,STC1,STING1,STK11,STK17B,STK3,STOX1,STRN,STT3A,STUB1,STX11,STX1B,STXBP1,STXBP5,SULF1,SULF2,SVEP1,SYN1,SYNGR1,SYT12,SYT2,SYT9,TAS1R3,TAX1BP3,TBCK,TBL1XR1,TBX18,TCF7L1,TCF7L2,TCIRG1,TCP11L2,TCTN3,TEAD1,TEAD2,TEAD4,TEK,TENM1,TENM2,TENM3,TEX14,TFRC,TGFB1,TGFB2,TGFB3,TGFBR1,TGFBR2,THAP11,THOC5,TIAM1,TIMELESS,TIMM50,TIMP1,TLK1,TLR5,TLR9,TMEM109,TMEM145,TMEM198B,TMEM204,TMEM231,TMEM25,TMEM38A,TMEM53,TMEM9,TMTC4,TNC,TNFRSF11A,TNFRSF12A,TNFRSF19,TNFRSF1B,TNFRSF21,TNIP1,TP63,TP73,TPBG,TPCN2,TPD52L1,TRAF3,TRAF3IP2,TRAF5,TRAIP,TREX1,TRIM59,TRIM72,TRIP10,TSKU,TSPAN12,TSPAN5,TSPAN6,TSSK3,TTC21B,TTC26,TTK,TUB,TULP3,TXNDC15,TYRO3,UACA,UBA6,UBASH3B,UBD,UBR2,UGCG,ULK1,ULK3,UNC5B,UNC5CL,USP18,USP28,USP34,UTRN,VAMP8,VANGL2,VAPB,VASN,VAV2,VCAM1,VCP,VDAC1,VDAC2,VEGFA,VHL,VIM,VRK1,VRK3,WASF2,WDR19,WDR83,WFIKKN2,WLS,WNK3,WNT4,WNT5B,WSB2,WWC2,WWTR1,YBX3,YWHAG,YWHAQ,YWHAZ,ZBTB7A,ZBTB7B,ZEB1,ZER1,ZFAND5,ZFAND6,ZFP91,ZFYVE27,ZIC3,ZMIZ1,ZNF385A,ZNF423,ZNF536,ZNF703,ZWILCH,ZWINT,ZYX


			GO:BP			response to mechanical stimulus			GO:0009612			0.0011459618			37			ANKRD1,ANKRD23,ASIC3,ATP1A2,BAG3,BNIP3,CHEK1,CHI3L1,CHRNA10,COL11A1,CRADD,ETV1,FAS,FOS,FYN,KIT,LRP11,MAP3K14,MAP3K2,MAPK14,MDK,MKKS,NFKBIA,PKD2,PPL,PTN,RAF1,RIPOR2,RYR2,SERPINE2,SLC1A3,SLITRK6,SOX9,TCAP,TMEM120A,USP53,WHRN


			GO:BP			muscle cell migration			GO:0014812			0.0012038568			22			CCN3,CORO1B,DOCK5,DOCK7,GRB10,IGFBP5,MDK,MEF2C,MSTN,NET1,NR4A3,PARVA,PDGFA,PLAT,PLEKHO1,PLXNA1,SEMA6D,SERPINE1,SLIT2,SMO,THBS4,TPM1


			GO:BP			cellular response to hormone stimulus			GO:0032870			0.0012038568			98			ACACA,ACSL1,ACTN2,ADCY6,ADIPOR2,ADRA2A,AGTR2,AKT2,ATP1A2,BCAS3,BMP7,BRCA1,CALCOCO1,CALR,CAMK2A,CASP9,CAV2,CRY2,CSNK2B,CTSL,CYP7B1,DAB2,DDRGK1,ECHDC3,EDNRA,ESR1,ESRRA,ESRRG,FBXO32,FER,FOXO1,GHR,GKAP1,GOT1,GPR173,GRB10,INSR,IRS3,KAT2B,KIT,KLF9,KLHL12,LEPR,LMO2,LOC100511937,LPIN1,LPIN3,MEF2C,MKKS,MSTN,NCOA2,NPC1,NR1D2,NR4A3,NR5A2,OGT,PARK7,PCSK9,PDK2,PDK4,PER1,PHB2,PIK3R2,PIP4K2A,PIP4K2C,PPARA,PPARGC1B,PRCP,PRKCD,PRKCI,PRKCQ,PRKCZ,PTGES3,PTPRA,RAB10,RAP1GDS1,REST,RNF14,RXRG,SAFB2,SFR1,SGK1,SHC1,SKP2,SLC27A1,SLIT2,SLIT3,SRC,STAT5B,TFPI,TP63,TRIM72,UGCG,UMODL1,WDTC1,ZBTB7A,ZBTB7B,ZMIZ1


			GO:BP			lamellipodium assembly			GO:0030032			0.0012038568			22			ABLIM2,ABLIM3,ACTR3,AJUBA,ARHGEF6,CCDC88A,FER,FSCN1,KIT,MSTN,PARVB,PLCE1,RAC2,RHOD,S1PR1,SLIT2,SPEF1,TWF1,TWF2,VAV2,WASF2,WHAMM


			GO:BP			calcium-mediated signaling			GO:0019722			0.0012071781			45			ACKR3,ACKR4,ADGRB2,ATP1B1,ATP2B4,BCAP31,BST1,CALM1,CAMKK2,CASQ1,CASQ2,CCR9,CIB1,CX3CR1,CXCR6,DEFB1,ERBB3,FHL2,GBP1,GPR143,GRIN2D,HOMER2,HOMER3,JPT2,KDR,LMCD1,LRRK2,MYOZ1,NCALD,NFATC1,NFATC4,PDK2,PLCG2,PPP1R9A,PPP3CA,PPP3CB,PTK2B,PTPRC,RCAN2,RYR2,SGCD,SPHK1,TMEM38A,TPCN2,VCAM1


			GO:BP			transcription by RNA polymerase II			GO:0006366			0.0012086899			434			ABLIM3,ACTR3,ACVR1,ADNP,AEBP1,AHR,AJUBA,AKNA,ANKRD1,ANKRD2,ANXA2,APP,ARHGEF2,ARNTL,ARX,ASXL3,ATAD2,ATF3,ATF4,ATF5,ATM,ATOH8,ATP2B4,ATXN1,AURKB,BAG3,BBS7,BCAS3,BCL11A,BCL3,BCL6,BCL9,BCORL1,BHLHE41,BIN1,BMP5,BMP6,BMP7,BRCA1,BRD3,BRIP1,CALCOCO1,CALR,CAMTA2,CARF,CASK,CBX2,CBX3,CBX4,CC2D1B,CCDC124,CCN1,CCNL1,CCNL2,CCNT2,CCPG1,CDON,CEBPG,CHCHD2,CHD3,CHD6,CHEK1,CITED1,CKAP2,CKS2,COPS5,CPEB3,CREB3L1,CREB3L2,CREB5,CREBRF,CRY2,CRYM,CSF3,CSRNP1,CSRNP3,CUL3,CUX2,DAB2,DBX1,DCAF6,DCN,DDRGK1,DDX3X,DDX58,DLL1,DMRT2,DNAJA3,DNAJC17,DNMT1,DNMT3B,DOT1L,DPF3,DUSP26,DVL1,E2F1,E2F6,E2F7,E2F8,E4F1,EAF2,EBF1,EBF2,EBF3,EBF4,EFCAB7,EFNA1,EGLN1,EGR1,EGR2,EGR3,EHMT2,EID1,ELF4,ELK3,ELK4,ELL2,ELOB,ELOC,ENG,EPAS1,EPCAM,ESR1,ESRRA,ESRRG,ETV1,ETV5,EZH2,EZR,FGF1,FGF9,FHL2,FHL5,FHOD1,FNIP1,FOS,FOXA3,FOXJ1,FOXM1,FOXO1,FOXP2,FST,GATA2,GATA3,GLI2,GLI3,GPS2,GTF2IRD1,HCLS1,HDAC10,HDGFL2,HES6,HEY2,HIC1,HIF3A,HIVEP1,HIVEP2,HLTF,HOXA3,HOXA5,HR,HSF1,HSF4,HTATIP2,IER2,IKBKG,IL18,IL4I1,IRF5,IRF9,ITGA6,JADE2,JMJD1C,JUNB,KAT2B,KDM1A,KDM7A,KHDRBS1,KLF13,KLF4,LDB2,LIN37,LMCD1,LMO1,LMO2,LOC100517129,LOC100623035,LOC102158443,LOC110255204,LOC110258620,LPIN1,LPIN3,LRRFIP1,LUM,LYAR,MAFF,MAFK,MAGEH1,MAML3,MAPK14,MAVS,MBD2,MBD3,MDM2,MED15,MED8,MEF2A,MEF2C,MEF2D,MEIS3,MEOX2,MET,MGA,MITF,MKX,MLIP,MLXIP,MLXIPL,MOSPD1,MSC,MTDH,MXD3,MYBL1,MYBL2,MYCN,MYEF2,MYF5,MYOZ1,NAMPT,NCAPG2,NCOA2,NDN,NFATC1,NFATC3,NFATC4,NFE2L1,NFE2L2,NFE2L3,NFIB,NFIL3,NFKBIA,NFXL1,NMI,NOC2L,NOTCH2,NPAS3,NR0B2,NR1D2,NR1H2,NR1I3,NR2F1,NR2F6,NR4A3,NR5A2,NSD2,OGT,PARK7,PARP9,PATZ1,PBX3,PBX4,PCBP1,PER1,PER2,PEX2,PFKM,PHF19,PHF21A,PIAS3,PIK3R2,PKD2,PKIG,PLAG1,PLAGL1,PLK1,PLK3,POLR2F,POLR2G,POLR2J,POU6F1,PPARA,PPARGC1A,PPARGC1B,PPP3CA,PPP3CB,PRDM1,PRDM5,PRKD1,PSIP1,PSMC3,PSMC5,PTPRN,RAD21,RAF1,RBM15,RBPJ,RCOR1,RCOR2,REST,RFX7,RGCC,RGMA,RIF1,RNF2,RORA,RPS6KA1,RPS6KA3,RXRG,RYBP,SALL2,SAP130,SARS1,SCRT1,SENP1,SERTAD1,SFRP2,SIRT2,SLC38A3,SMAD2,SMO,SMYD2,SOX11,SOX9,SPI1,SQSTM1,SREBF2,SRF,SS18,SSBP4,SSU72,STAT1,STAT5B,STING1,STOX1,STOX2,SUPT16H,TAF11,TAF12,TAF9B,TBC1D14,TBL1XR1,TBPL1,TBX15,TBX18,TCF12,TCF3,TCF4,TCF7L1,TCF7L2,TEAD1,TEAD2,TEAD4,TET3,TFEB,TGFB1,THAP11,TLR9,TMEM9B,TNIP1,TOP2A,TOX3,TP63,TP73,TSC22D1,TSC22D3,TSHZ3,TTC21B,TTC5,UHRF1,USF2,USP2,WDR43,WDR77,WDTC1,WWC2,WWTR1,YBX3,YEATS2,YWHAZ,ZBTB1,ZBTB12,ZBTB16,ZBTB20,ZBTB7A,ZBTB7B,ZBTB7C,ZBTB8A,ZEB1,ZEB2,ZFHX4,ZFP30,ZFP37,ZFPM2,ZHX2,ZIC3,ZKSCAN4,ZKSCAN7,ZMIZ1,ZNF114,ZNF142,ZNF175,ZNF180,ZNF235,ZNF26,ZNF260,ZNF280C,ZNF287,ZNF300,ZNF322,ZNF329,ZNF333,ZNF358,ZNF367,ZNF395,ZNF396,ZNF423,ZNF518A,ZNF521,ZNF524,ZNF536,ZNF567,ZNF568,ZNF608,ZNF641,ZNF692,ZNF704,ZNF711,ZNF76,ZNF768,ZNF865,ZNF879,ZSCAN12,ZSCAN31,ZXDC


			GO:BP			regulation of response to external stimulus			GO:0032101			0.0012274144			171			ADAM8,ADAMTS12,ADGRA2,ADORA2A,AKNA,ANGPT2,ANXA2,APOE,APP,BCL6,BCR,BMP6,BST1,C1QTNF3,C3,CALR,CAPN3,CASK,CASP6,CCL19,CCL5,CCN3,CCN4,CD109,CD14,CD200,CD9,CLEC12B,CORO1B,CTSC,DAPK2,DDX3X,DDX58,DHX58,DPP4,DROSHA,DUSP1,DUSP10,DUSP3,DVL1,EMILIN1,EMILIN2,EPHA4,EPHB2,ERBIN,ESR1,FANCA,FANCD2,FGF1,FGF18,FGFR1,FNDC4,GATA3,GPS2,GRID2,GRIN3A,HABP2,HGF,IER3,IFI35,IFIH1,IL15,IL16,IL18,IL1R1,ILRUN,INPP5F,IRAK1,IRAK2,JAM3,KDR,KLF4,LGR4,LPCAT3,LRFN5,LRP8,LYAR,LYN,MAPKAPK2,MAVS,MDK,MET,METRNL,MKKS,MMRN2,MN1,MSTN,MUL1,MVK,MYOZ1,NFE2L2,NFKBIA,NFKBIL1,NFKBIZ,NMI,NONO,NPLOC4,NR1D2,NT5E,NTRK3,NUCB2,OPTN,PARK7,PARP14,PARP9,PBK,PDCD4,PDGFA,PDGFRA,PHB2,PHLDB2,PLCG2,PLXNA3,POLR3D,PPARA,PPM1B,PPM1F,PRKCD,PRKD1,PROS1,PRSS56,PTK2B,PTN,PTPRS,RAC2,RGMA,RIPOR2,ROBO1,RORA,RPS6KA3,SAMHD1,SCARF1,SEMA3E,SEMA3G,SEMA4F,SEMA5B,SEMA6A,SEMA6C,SEMA7A,SERPINE1,SERPINE2,SHPK,SIRT2,SLC15A3,SLIT2,SMPDL3B,SPHK1,SPI1,STAT1,STAT5B,STING1,SWAP70,TFPI,THBS4,TLR5,TLR9,TNC,TNFRSF11A,TNFRSF1B,TNIP1,TPBG,TRAF3,TRAF3IP1,TRAF3IP2,TREX1,TSPAN6,TYRO3,UBASH3B,USP18,VAMP8,ZNFX1


			GO:BP			stress fiber assembly			GO:0043149			0.0012328367			29			ABL1,ARHGEF10,ARHGEF10L,ASAP3,CCDC88A,CORO2B,CUL3,DLC1,FAM171A1,FHOD1,LIMK1,MET,MKKS,PHLDB2,PIK3R2,PPM1F,RAPGEF3,RGCC,RHPN2,ROCK2,SRC,SRF,TESK1,TGFB3,TGFBR1,TMEFF2,TTC8,WASF2,ZYX


			GO:BP			contractile actin filament bundle assembly			GO:0030038			0.0012328367			29			ABL1,ARHGEF10,ARHGEF10L,ASAP3,CCDC88A,CORO2B,CUL3,DLC1,FAM171A1,FHOD1,LIMK1,MET,MKKS,PHLDB2,PIK3R2,PPM1F,RAPGEF3,RGCC,RHPN2,ROCK2,SRC,SRF,TESK1,TGFB3,TGFBR1,TMEFF2,TTC8,WASF2,ZYX


			GO:BP			cartilage development			GO:0051216			0.0012966902			48			ADAMTS12,ADAMTS7,BGN,CCN1,CCN3,CCN4,CD44,CHSY1,COL11A1,COL11A2,COL27A1,COL2A1,CREB3L2,DDRGK1,EXT1,FGF18,FGF9,GLI2,GLI3,HOXA3,HOXA5,IFT80,LNPK,LTBP3,MAPK14,MDK,MEF2D,MKKS,MYCN,MYF5,NFIB,PKDCC,PTH1R,SFRP2,SIK3,SOX9,SRF,STC1,SULF1,SULF2,TAPT1,TGFB1,TGFBR1,TGFBR2,THBS3,WNT5B,ZBTB16,ZEB1


			GO:BP			macromolecule biosynthetic process			GO:0009059			0.0012990246			808			AARS1,ABCC5,ABLIM2,ABLIM3,ACADM,ACO1,ACOT8,ACTR3,ACVR1,ADAM8,ADNP,AEBP1,AFAP1L2,AGT,AHR,AJUBA,AKNA,AKT2,ALAS2,ALG10,ALG14,ALG8,ALG9,ANKRD1,ANKRD2,ANXA2,APLP1,APOE,APP,AQP11,ARHGEF2,ARNTL,ARX,ASXL3,ATAD2,ATF3,ATF4,ATF5,ATM,ATOH8,ATP1B3,ATP2B4,ATXN1,AURKB,B3GALNT1,B3GALT2,B3GNT3,B4GALT4,BAG3,BAMBI,BBS7,BCAS3,BCL11A,BCL3,BCL6,BCL9,BCORL1,BEND6,BHLHE41,BIN1,BLM,BMP5,BMP6,BMP7,BRCA1,BRCA2,BRD3,BRIP1,BZW2,C7H6ORF125,CALCOCO1,CALR,CAMK2A,CAMTA2,CAPN3,CAPRIN2,CARF,CARS1,CASK,CAT,CBX2,CBX3,CBX4,CC2D1B,CCDC124,CCN1,CCNL1,CCNL2,CCNT2,CCPG1,CCT6A,CD200,CD40LG,CDCA7,CDCA7L,CDK14,CDK17,CDK5R1,CDON,CEBPG,CENPF,CENPJ,CHCHD1,CHCHD10,CHCHD2,CHD3,CHD6,CHEK1,CHPF,CHST1,CHST3,CHSY1,CHTF18,CHURC1,CIB1,CIPC,CITED1,CKAP2,CKS2,CLIP3,CLU,CNOT6,CNOT6L,COL5A1,COPS5,CPEB3,CPEB4,CREB3L1,CREB3L2,CREB5,CREBRF,CREM,CRY2,CRYM,CSDE1,CSF3,CSRNP1,CSRNP3,CTC1,CUL3,CUX2,DAB2,DAPK1,DBX1,DCAF6,DCN,DCP2,DDR2,DDRGK1,DDX3X,DDX58,DEDD,DKK3,DLL1,DMRT2,DNAJA3,DNAJC1,DNAJC17,DNAJC24,DNMT1,DNMT3B,DOT1L,DPF3,DPY19L3,DPY19L4,DSE,DTL,DUSP26,DVL1,DYRK1B,E2F1,E2F6,E2F7,E2F8,E4F1,EAF2,EBF1,EBF2,EBF3,EBF4,EDA,EEF1A1,EFCAB7,EFNA1,EGF,EGLN1,EGR1,EGR2,EGR3,EHMT2,EID1,EIF1,EIF2B3,EIF2B4,EIF2D,EIF2S2,EIF3J,EIF4A2,EIF4E3,EIF4EBP1,EIF4G1,EIF4G3,ELF4,ELK3,ELK4,ELL2,ELOB,ELOC,ENC1,ENG,EPAS1,EPCAM,ERBB2,ERBIN,ESR1,ESRRA,ESRRG,ETF1,ETV1,ETV5,EXT1,EXT2,EXTL1,EXTL2,EZH2,EZR,FANCA,FANCD2,FARSA,FER,FGF1,FGF9,FGFR4,FHL2,FHL3,FHL5,FHOD1,FIBIN,FLOT2,FMR1,FNIP1,FOS,FOXA3,FOXJ1,FOXM1,FOXN3,FOXO1,FOXP2,FRAS1,FST,FXR1,FXR2,FZD2,GAL3ST4,GALNT10,GALNT15,GALNT17,GALNT2,GALNT5,GALNT7,GAPDH,GARS1,GATA2,GATA3,GATB,GCLC,GCNT1,GFPT1,GINS3,GLCE,GLI2,GLI3,GPAT4,GPS2,GSPT2,GTF2IRD1,GTF3C6,GXYLT2,GYG1,GYS1,HADHB,HBS1L,HCLS1,HDAC10,HDGFL2,HES6,HEY2,HGF,HHAT,HHATL,HIC1,HIF3A,HIVEP1,HIVEP2,HLTF,HMMR,HOXA3,HOXA5,HR,HS2ST1,HS6ST1,HS6ST2,HSF1,HSF4,HTATIP2,ICMT,IER2,IGFBP5,IGSF1,IKBKG,IL15,IL18,IL4I1,INSR,IRAK1,IRAK2,IRF5,IRF9,ITGA6,ITM2A,JADE2,JADE3,JMJD1C,JUNB,KAT2B,KBTBD8,KDM1A,KDM7A,KDM8,KDR,KEAP1,KHDRBS1,KIT,KLF13,KLF4,KLHL17,LARGE1,LARGE2,LARP4,LDB2,LGR4,LIG1,LIN37,LIN54,LMCD1,LMO1,LMO2,LOC100513741,LOC100517129,LOC100522551,LOC100525350,LOC100623035,LOC100737755,LOC102158443,LOC102163847,LOC110255204,LOC110258620,LOC110259371,LOX,LPIN1,LPIN3,LRP8,LRRC7,LRRFIP1,LRRFIP2,LUM,LYAR,MAF1,MAFF,MAFK,MAGEH1,MAML3,MAP2K2,MAP3K10,MAP3K13,MAPK14,MAPK8IP1,MARS1,MAVS,MBD2,MBD3,MBTD1,MDK,MDM2,MED15,MED8,MEF2A,MEF2C,MEF2D,MEIS3,MEOX2,MET,METTL17,MGA,MGAT5,MITF,MKX,MLIP,MLXIP,MLXIPL,MN1,MOSPD1,MRPL15,MRPL16,MRPL2,MRPL24,MRPL35,MRPL43,MRPS17,MRPS18A,MRPS18B,MRPS27,MRPS35,MRPS5,MRPS9,MSC,MSI1,MSTN,MTA3,MTDH,MTERF3,MTG1,MTRF1,MXD3,MYBL1,MYBL2,MYCN,MYEF2,MYF5,MYF6,MYOZ1,NAMPT,NCAPG2,NCOA2,NDN,NECAB3,NEK2,NEK4,NEURL1,NFATC1,NFATC3,NFATC4,NFE2L1,NFE2L2,NFE2L3,NFIB,NFIL3,NFKBIA,NFKBIB,NFKBIL1,NFXL1,NGFR,NIBAN1,NIBAN2,NMI,NMT1,NOC2L,NOCT,NOL4L,NONO,NOSTRIN,NOTCH2,NOTCH3,NPAS3,NPC1,NPM3,NR0B2,NR1D2,NR1H2,NR1I3,NR2F1,NR2F6,NR4A3,NR5A2,NSD2,NUP107,OGT,ORMDL1,ORMDL2,OSTC,PABPC1,PAIP1,PARK7,PARM1,PARP3,PARP9,PASK,PATL1,PATZ1,PBX3,PBX4,PCBP1,PCLAF,PDCD4,PER1,PER2,PEX2,PFKM,PHB2,PHF1,PHF19,PHF21A,PHKG1,PHLDA1,PIAS3,PIGA,PIGQ,PIK3R2,PINK1,PIR,PITHD1,PKD2,PKIG,PKM,PLAG1,PLAGL1,PLCB1,PLCG2,PLD1,PLK1,PLK3,PLPP3,PMM1,POGK,POGLUT2,POLA1,POLA2,POLD1,POLD2,POLDIP2,POLE2,POLG,POLH,POLL,POLR2F,POLR2G,POLR2J,POLR3A,POLR3D,POLR3GL,POLR3H,POT1,POU6F1,PPARA,PPARGC1A,PPARGC1B,PPM1A,PPM1F,PPP1R15A,PPP1R1B,PPP1R3A,PPP1R3B,PPP1R3C,PPP1R3D,PPP1R3G,PPP3CA,PPP3CB,PRDM1,PRDM5,PRDX3,PRIM2,PRKAG3,PRKCD,PRKCH,PRKCI,PRKCQ,PRKD1,PSAP,PSIP1,PSMC3,PSMC3IP,PSMC5,PTGES2,PTGES3,PTPMT1,PTPRK,PTPRN,PXYLP1,RAD21,RAF1,RAMP1,RAP2C,RB1CC1,RBBP8,RBM15,RBPJ,RCOR1,RCOR2,REST,REV3L,RFC3,RFC5,RFX7,RGCC,RGMA,RGS14,RHEBL1,RIF1,RNF14,RNF2,RORA,RPS6KA1,RPS6KA3,RPS6KB2,RUNX1T1,RWDD1,RXRG,RYBP,SAFB2,SALL2,SAP130,SARS1,SAV1,SCAI,SCMH1,SCML2,SCRT1,SENP1,SERTAD1,SESN2,SETD7,SFMBT2,SFR1,SFRP2,SHC1,SHFL,SIRT2,SLC2A10,SLC38A3,SMAD2,SMAD9,SMARCA5,SMO,SMYD2,SOAT1,SOX11,SOX9,SPHK1,SPI1,SPINDOC,SPP1,SPTY2D1,SQSTM1,SRBD1,SRC,SREBF2,SRF,SRI,SS18,SSBP4,SSU72,ST3GAL5,ST6GALNAC2,ST6GALNAC3,STAT1,STAT5B,STING1,STK3,STOX1,STOX2,STT3A,SUPT16H,TAF11,TAF12,TAF9B,TASOR,TBC1D14,TBL1XR1,TBPL1,TBX15,TBX18,TCF12,TCF3,TCF4,TCF7L1,TCF7L2,TEAD1,TEAD2,TEAD4,TET3,TFEB,TFRC,TGFB1,TGFB2,TGFB3,TGFBR1,THAP11,THOC5,TIA1,TIMELESS,TLR9,TMEFF2,TMEM9B,TMTC2,TMTC3,TMTC4,TNFRSF11A,TNFRSF1B,TNIP1,TOP2A,TOP2B,TOX3,TP53INP2,TP63,TP73,TRAF3,TRAF5,TRAIP,TREX1,TRUB2,TSC22D1,TSC22D3,TSHZ3,TTC21B,TTC5,TUFM,TUSC3,UGCG,UGDH,UGGT1,UGGT2,UGP2,UHRF1,ULK1,USF2,USP13,USP2,VARS2,VCP,VIM,WDR43,WDR45,WDR77,WDTC1,WRN,WWC2,WWP1,WWTR1,XYLT2,YBX3,YEATS2,YWHAQ,YWHAZ,ZBTB1,ZBTB12,ZBTB16,ZBTB20,ZBTB7A,ZBTB7B,ZBTB7C,ZBTB8A,ZDHHC20,ZEB1,ZEB2,ZER1,ZFHX4,ZFP30,ZFP37,ZFPM2,ZHX2,ZIC3,ZKSCAN4,ZKSCAN7,ZMIZ1,ZMYM2,ZNF114,ZNF135,ZNF142,ZNF175,ZNF180,ZNF235,ZNF26,ZNF260,ZNF280C,ZNF287,ZNF300,ZNF322,ZNF329,ZNF333,ZNF358,ZNF367,ZNF385A,ZNF395,ZNF396,ZNF423,ZNF503,ZNF518A,ZNF521,ZNF524,ZNF536,ZNF567,ZNF568,ZNF608,ZNF624,ZNF628,ZNF641,ZNF692,ZNF703,ZNF704,ZNF711,ZNF76,ZNF768,ZNF827,ZNF865,ZNF879,ZSCAN12,ZSCAN31,ZXDC


			GO:BP			regulation of metal ion transport			GO:0010959			0.0012990246			71			ABL1,ACTN2,AKAP6,ATP1B1,BEST1,BIN1,CACNA1D,CACNB1,CACNG6,CALM1,CAPN3,CASK,CASQ1,CASQ2,CNTN1,CRBN,DDX23,DHRS7C,DIAPH1,EGF,FYN,GNB5,GRAMD2A,HOMER1,HOMER2,HOMER3,HRC,IL16,ISCU,ITGB1,KCNAB2,KCNIP2,KLHL24,LGALS3,LOC100627175,LYN,NEDD4L,NOS3,PACSIN3,PCSK9,PDE4B,PER1,PKD2,PLCG2,PRKD1,PTK2B,REM1,RNF207,RYR2,SCN1B,SCN2B,SCN3B,SCN4B,SCN5A,SELENON,SERPINE2,SLN,SPG11,SRI,STAC3,STC1,STIM1,STIM2,TGFB1,TLR9,TMEM38A,TRDN,TRPC1,UBASH3B,VMP1,WNK3


			GO:BP			establishment of protein localization			GO:0045184			0.0013120239			258			ADRA2A,AIFM1,AKT2,ANKRD1,ANO1,AP1S1,AP3M2,AP4B1,AP5B1,APOD,APOE,APPBP2,AQP11,ARFIP2,ARHGAP1,ARHGAP44,ARL8B,ARPIN,ARRDC2,ATAD1,ATG4A,ATG4D,ATP5IF1,AUP1,BAG3,BAIAP3,BARD1,BBS2,BBS5,BCAP31,BCL3,BCR,BID,BLZF1,BNIP3L,BRCA2,C1QTNF3,C2CD2L,C7H6ORF125,CACNG7,CALCRL,CALR,CCDC47,CCN3,CCT6A,CD200,CDK5R1,CENPF,CENPJ,CEP131,CEP192,CIB1,CLIP3,CLU,COLQ,COPB1,COPE,COPG2,CORO1C,CORO2B,CPLANE2,CRY2,CUBN,DLG4,DNAJC1,DNAJC19,DOP1B,DZIP1,EDNRA,EFCAB7,EGR2,EMC2,EMC3,EMC7,ERBB2,ERBIN,ERP29,EXOC6,EZR,FGF9,FRMD4A,FRMPD1,FYN,GGA1,GGA2,GLI3,GRIPAP1,HADH,HCLS1,HK1,HK2,HMGCR,HSPA1L,HSPA5,HSPA9,IFT27,IPO13,KCNB1,KDELR3,KIF14,KIF20B,KIF3B,KPNA1,KPNA2,KPNA3,KPNA5,KTN1,LMTK2,LOC100511343,LOC100512977,LOC100519808,LONP2,LRRK2,MAN1A1,MAPK14,MAVS,MDM2,MFN2,MON1A,MPC2,MYO7A,NABP2,NANS,NBAS,NDC1,NECTIN3,NFKBIA,NGFR,NOP16,NOXRED1,NPC1,NPLOC4,NR1H2,NSD2,NSG1,NUP107,NUP133,NUP62CL,NUP93,NXT2,OPTN,OXA1L,PARK7,PDCD5,PEX2,PFKM,PGAP1,PHB2,PHLDB2,PIK3R2,PINK1,PKDCC,PKIG,PLK1,PLK3,POLA2,POT1,PPM1A,PPM1F,PPP3CA,PPP3CB,PREPL,PRKCD,PRKD1,PRR5L,PTPRN,RAB10,RAB13,RAB29,RAB34,RAB3D,RAB7A,RAB8B,RABEP2,RAF1,RAMP1,RANBP17,RAP1GDS1,RAPGEF3,RCC2,RCN3,REST,RILPL1,RIMS1,RIPOR2,RRBP1,RYR2,SAMM50,SAR1B,SEC23A,SEC24D,SEC31B,SEC61A1,SEL1L,SMAD2,SMO,SMURF1,SNCG,SNUPN,SNX30,SNX7,SORT1,SPG11,SPIDR,SQSTM1,SRI,STEAP3,STK3,STX11,STX1B,STXBP1,STXBP5,SYNE3,SYS1,SYT9,SYTL2,TCF7L2,TCIRG1,TFRC,TGFB1,TGFB2,TGFB3,TIMM44,TIMM50,TIMM8A,TIMM8B,TLK1,TMED3,TOMM34,TOMM40,TOMM40L,TOMM7,TRAF3IP2,TRAK1,TRAM1,TREX1,TSPO,TUBA1B,VCP,VHL,VLDLR,VMP1,VPS26A,VPS26B,VPS26C,VPS33A,VPS37A,WHRN,WLS,XPO1,XPO6,YIF1B,YWHAQ,YWHAZ,ZDHHC20,ZER1,ZFAND6,ZNF827


			GO:BP			hexose biosynthetic process			GO:0019319			0.0013390218			26			ACADM,ALDOC,ATF3,ATF4,C1QTNF3,CDS1,CHST15,FAM3C,FBP2,FOXO1,GPD1,GPI,KAT2B,LEPR,MDH2,NLN,OGT,PC,PDK2,PGK1,PPARA,PPARGC1A,SESN2,SLC37A4,TPI1,ZNF692


			GO:BP			cardiac septum morphogenesis			GO:0060411			0.0013515702			23			ACVR1,BMP7,CCN1,DHRS3,EGLN1,ENG,FZD2,HEY2,MDM2,MKS1,NOS3,NOTCH2,NSD2,PARVA,RBM15,RBPJ,SAV1,SLIT3,SMO,SOX11,TGFBR1,TGFBR2,ZFPM2


			GO:BP			ribonucleotide biosynthetic process			GO:0009260			0.0013515702			51			ACACA,ACAT1,ACOT7,ACSL1,ACSS1,ACSS2,ADCY2,ADCY3,ADCY4,ADCY6,ADCY9,ADSL,AK1,AK3,AMPD1,AMPD3,ATIC,ATP5F1A,ATP5F1B,ATP5MC1,ATP5MC3,ATP5ME,ATP5PO,ATP6,CHPT1,DCAKD,DLAT,DLD,GART,GPAT4,GUCY1A1,IMPDH1,MMUT,NME4,NME6,PAICS,PANK3,PANK4,PDHA1,PDHB,PDHX,PDK2,PDK4,PPARA,PPARGC1A,PPAT,PRTFDC1,PTDSS1,PTPMT1,UGCG,VCP


			GO:BP			response to ionizing radiation			GO:0010212			0.0013913491			36			AEN,ATM,ATR,BARD1,BLM,BRCA1,BRCA2,EGR1,EYA3,FANCD2,FIGNL1,GATA3,HSF1,INIP,ITGB6,KDM1A,MAP3K20,MAPK14,MDM2,MSH2,NABP2,NET1,NHEJ1,RAD51,RAD51AP1,RFWD3,RHNO1,SFRP2,SMPD1,SPIDR,STK11,TGFB1,TIGAR,TMEM109,TREX1,WRN


			GO:BP			cell adhesion mediated by integrin			GO:0033627			0.0014251119			27			CCN3,CIB1,COL16A1,DPP4,EFNA1,EMILIN1,EXT1,FBN1,FERMT3,ITGA2,ITGA4,ITGA5,ITGA6,ITGA9,ITGAL,ITGAV,ITGB1,ITGB4,ITGB6,ITGB7,JAM3,LYN,PLPP3,PODXL,SERPINE1,SWAP70,TGFB2


			GO:BP			telencephalon development			GO:0021537			0.0014490718			53			ADGRG1,ARX,ATAT1,ATF5,ATP1A2,BTBD3,CCDC141,CDH2,CDK5R1,CDON,CORO1C,DCX,DISC1,EFHC1,EPHB2,EPHB3,EXT1,FOXP2,GLI3,KIF14,LAMB1,LRP8,LRRK2,MDGA1,MDK,MFSD2A,MKKS,NFIB,NIN,NUMBL,OGDH,PLCB1,PLXNA3,PTPRS,ROBO1,SEMA3A,SEMA7A,SLIT1,SLIT2,SLITRK5,SMO,SRF,SRGAP2,SUN2,TACC1,TACC3,TSKU,TTC8,UBA6,UQCRQ,WDR47,ZIC3,ZMIZ1


			GO:BP			branched-chain amino acid catabolic process			GO:0009083			0.0014601847			10			ACAT1,ALDH6A1,BCAT2,BCKDHA,BCKDHB,DLD,HIBADH,HSD17B10,MCCC2,SLC25A44


			GO:BP			actin polymerization or depolymerization			GO:0008154			0.0014601847			49			ACTN2,ARPC5,AVIL,BAIAP2L2,BIN1,CAPG,CAPZA1,CAPZA2,CDC42EP3,CFL1,CRACD,CSF3,CYFIP2,CYRIB,DIAPH1,DIAPH2,DIAPH3,DSTN,EPS8,ESAM,FCHSD1,FCHSD2,FER,FHOD3,GBA2,HCLS1,KANK3,LMOD2,LOC100513346,MICAL1,MICAL3,MKKS,PAK3,PIK3R2,PLEKHH2,PRKCD,PTK2B,SLIT2,SPTAN1,SPTB,SSH1,SVIL,SWAP70,TMOD4,TMSB15A,TMSB15B,TWF1,TWF2,WIPF1


			GO:BP			acetyl-CoA biosynthetic process			GO:0006085			0.0014601847			10			ACAT1,ACSS1,ACSS2,DLAT,DLD,PDHA1,PDHB,PDHX,PDK2,PDK4


			GO:BP			negative regulation of RNA metabolic process			GO:0051253			0.001474983			246			AEBP1,AJUBA,ANKRD1,ARX,ATF3,ATF4,ATF5,ATOH8,ATXN1,AURKB,BAG3,BCL11A,BCL3,BCL6,BCORL1,BEND6,BHLHE41,BIN1,BMP6,BMP7,BRCA1,CALR,CAPN3,CBX2,CBX3,CBX4,CC2D1B,CDK5R1,CENPF,CHD3,CIPC,CITED1,CPEB3,CREB3L1,CRY2,CRYM,CSDE1,CUL3,CUX2,DAB2,DEDD,DKK3,DNAJA3,DNAJC17,DNMT1,DNMT3B,DPF3,DUSP26,E2F1,E2F6,E2F7,E2F8,E4F1,EFNA1,EGR1,EHMT2,EID1,EIF4A2,ELK3,ELK4,ESR1,ETV5,EZH2,EZR,FGF9,FHL2,FMR1,FNIP1,FOXJ1,FOXM1,FOXN3,FOXP2,FST,GATA2,GATA3,GCLC,GLI2,GLI3,GPS2,GTF2IRD1,HCLS1,HDAC10,HES6,HEY2,HIC1,HIVEP1,HSF1,HSF4,KAT2B,KDM1A,KDM8,KHDRBS1,KLF4,LGR4,LIN37,LMCD1,LMO1,LOC110255204,LYAR,MAF1,MAFK,MAGEH1,MAP3K10,MAPKAPK2,MBD2,MBD3,MBTD1,MDM2,MEF2A,MEF2C,MITF,MLIP,MLXIPL,MOSPD1,MSC,MTA3,MTDH,MTERF3,MXD3,MYF6,MYOZ1,NBAS,NCOA2,NDN,NFATC3,NFATC4,NFE2L3,NFIB,NFIL3,NIBAN2,NOC2L,NOCT,NOL4L,NONO,NOSTRIN,NOTCH2,NR0B2,NR1D2,NR1H2,NR1I3,NR2F1,NR2F6,NSD2,PABPC1,PAIP1,PARP9,PATZ1,PDCD4,PER1,PER2,PEX2,PHB2,PHF19,PHF21A,PIAS3,PKIG,PLCB1,PLK1,PLK3,PPARA,PPARGC1B,PPM1F,PPP3CA,PRDM1,PRDM5,PSMC5,PTBP3,PTPRK,RBBP8,RBM15,RBM20,RBM38,RBPJ,RCOR1,RCOR2,REST,RIF1,RNF2,RUNX1T1,RYBP,SALL2,SAP130,SARS1,SCAI,SCMH1,SCML2,SCRT1,SFMBT2,SFRP2,SHC1,SIRT2,SLIRP,SMAD2,SMARCA5,SMO,SMYD2,SOX11,SOX9,SPI1,SPINDOC,SQSTM1,SREBF2,SRF,TAF9B,TASOR,TBL1XR1,TCF3,TCF7L2,TGFB1,THAP11,TIMELESS,TP63,TRAF3IP2,TRAF5,TSHZ3,UHRF1,USP2,WDTC1,WWC2,WWP1,WWTR1,YBX3,YEATS2,YWHAQ,YWHAZ,ZBTB1,ZBTB12,ZBTB16,ZBTB20,ZBTB7A,ZBTB7B,ZBTB8A,ZEB1,ZEB2,ZFP37,ZFPM2,ZHX2,ZMYM2,ZNF175,ZNF180,ZNF423,ZNF503,ZNF536,ZNF692,ZNF703,ZNF827


			GO:BP			positive regulation of plasma membrane bounded cell projection assembly			GO:0120034			0.0015570476			29			ACTR3,ANLN,CCDC88A,CCP110,CDC42EP3,CENPJ,CROCC,DEF8,DYNLL1,DZIP1,EPS8,EPS8L2,FAM98A,FNBP1L,FSCN1,IFT88,MNS1,MSTN,NEURL1,PLCE1,PLEKHM1,RAC2,RIPOR2,SEPTIN9,SRF,TAPT1,TGFBR1,TWF2,WASF2


			GO:BP			regulation of G2/M transition of mitotic cell cycle			GO:0010389			0.0015570476			29			APP,ATM,BLM,BRCA1,CCNB1,CCNB3,CDC25B,CDC6,CDK1,CENPF,CHEK1,CLSPN,CTC1,DTL,FBXO5,FOXN3,IER3,INIP,KIF14,MRE11,MRNIP,MTA3,NABP2,ORC1,PLK1,RAD21,RAD51B,RCC2,STOX1


			GO:BP			establishment of organelle localization			GO:0051656			0.0016063357			83			AP3M2,ARPIN,ASPM,ATM,AURKB,BLOC1S1,BLOC1S4,CCNB1,CDCA5,CDT1,CENPE,CENPF,CEP192,COPG2,COPS5,CROCC,CUL3,DNM1,DTNBP1,EIF3J,EML4,EXOC6,EZR,FAM83D,FER,FES,FHOD1,FNBP1L,FYCO1,GJA1,GPSM2,IKBKG,ITGB1,KAT2B,KIF14,KIF18A,KIF22,KIF2C,KIF5C,KIFC1,KIT,LMNB1,LMNB2,LRRK2,LYN,MAP1B,MAP1S,MAPRE1,MYO16,MYO1B,MYO7A,NDC80,NEFL,NSFL1C,NUF2,PLK1,RAB3A,RAB7A,RAC2,SDC1,SEPTIN1,SHROOM2,SLIT1,SNAP91,SPAG5,SPDL1,SPG11,SPICE1,SPRY2,STK11,SUN2,SYBU,SYNE3,TCIRG1,TESK1,TMEM201,TRAK1,TRAPPC2L,UNC13D,VAMP8,WIPI1,XPO1,YWHAZ


			GO:BP			regulation of chromosome separation			GO:1905818			0.0016134778			22			ATM,AURKB,BUB1,BUB1B,CCNB1,CDT1,CUL3,FBXO5,GEN1,NCAPG,NCAPG2,NCAPH,NDC80,PLK1,RAD21,SMC2,SMC4,SPDL1,TEX14,TTK,ZWILCH,ZWINT


			GO:BP			gluconeogenesis			GO:0006094			0.0016140583			25			ACADM,ALDOC,ATF3,ATF4,C1QTNF3,CDS1,FAM3C,FBP2,FOXO1,GPD1,GPI,KAT2B,LEPR,MDH2,NLN,OGT,PC,PDK2,PGK1,PPARA,PPARGC1A,SESN2,SLC37A4,TPI1,ZNF692


			GO:BP			negative regulation of cell cycle			GO:0045786			0.001635721			79			ABL1,ACVR1,ATF5,ATM,ATR,AURKB,BLM,BMP7,BRCA1,BUB1,BUB1B,CCNB1,CCNB2,CCNF,CCP110,CDC6,CDK1,CDK2AP2,CDT1,CHEK1,CLSPN,CRADD,CUL4A,DOT1L,DTL,E2F1,E2F7,E2F8,EME1,EZH2,FANCD2,FBXO31,FBXO5,FOXN3,GATA3,GEN1,IER3,INIP,KAT2B,KLF4,MAP3K20,MAPK14,MDM2,MRE11,MRNIP,MSH2,MTBP,NAA10,NABP2,NDC80,NEK2,NME6,ORC1,PARP9,PBK,PHKG1,PKD2,PLK1,PLK3,PTPRK,RAD21,RAD9B,RFWD3,RGCC,RHNO1,RPA2,SMARCA5,SPDL1,STT3A,TEX14,THOC5,TIMELESS,TMEM67,TP53I13,TREX1,TTK,USP28,ZWILCH,ZWINT


			GO:BP			negative regulation of nuclear division			GO:0051784			0.0016681276			20			ATM,AURKB,BMP7,BUB1,BUB1B,CCNB1,CDT1,CHEK1,FBXO5,GEN1,MTBP,NDC80,NME6,PLK1,RAD21,SPDL1,TEX14,TTK,ZWILCH,ZWINT


			GO:BP			cytokinesis			GO:0000910			0.0016681276			45			ACTR3,ANLN,ANXA11,AURKB,BRCA2,CALM1,CCP110,CDC14B,CDC25B,CDC6,CIT,CKAP2,CNTROB,CUL3,CUL7,E2F7,E2F8,EFHC1,INCENP,JTB,KIF14,KIF20A,KIF20B,KIF4A,KLHDC8B,KLHL13,KLHL21,KLHL9,NDC80,PLK1,PLK3,RACGAP1,RTKN,SEPTIN1,SEPTIN11,SEPTIN2,SEPTIN3,SEPTIN4,SEPTIN5,SEPTIN6,SEPTIN7,SEPTIN9,SH3GLB1,TEX14,TRIM36


			GO:BP			morphogenesis of a branching structure			GO:0001763			0.0016681276			53			ABL1,ACVR1,ADAMTS16,ADM,AGT,BMP7,BTBD7,CTSZ,DCHS1,DLG5,EDNRA,EGF,ENG,EPHA7,ESR1,EXT1,FGF1,GLI2,GLI3,GPC3,HGF,HOXA5,KDR,LGR4,LRRK2,MAP3K13,MDK,MET,MKS1,MMP14,MYCN,NFATC4,PHB2,PKD2,PLXNA1,PLXND1,PRDM1,RBM15,RSPO3,SEMA3E,SFRP2,SLIT2,SMO,SOX9,SPRY2,SRC,SRF,SULF1,TGFB1,TGFBR2,TIMELESS,TMEM59L,TP63


			GO:BP			regulation of RNA biosynthetic process			GO:2001141			0.0016791601			576			ABLIM3,ACTR3,ACVR1,ADAM8,ADNP,AEBP1,AFAP1L2,AGT,AHR,AJUBA,AKNA,ANKRD1,ANKRD2,ANXA2,APOE,APP,ARHGEF2,ARNTL,ARX,ASXL3,ATAD2,ATF3,ATF4,ATF5,ATM,ATOH8,ATP1B3,ATP2B4,ATXN1,AURKB,BAG3,BAMBI,BBS7,BCAS3,BCL11A,BCL3,BCL6,BCL9,BCORL1,BEND6,BHLHE41,BIN1,BLM,BMP5,BMP6,BMP7,BRCA1,BRCA2,BRD3,BRIP1,CALCOCO1,CALR,CAMK2A,CAMTA2,CAPN3,CARF,CASK,CAT,CBX2,CBX3,CBX4,CC2D1B,CCDC124,CCN1,CCNL1,CCNL2,CCNT2,CCPG1,CD200,CD40LG,CDCA7,CDCA7L,CDK14,CDK17,CDK5R1,CDON,CEBPG,CENPF,CENPJ,CHCHD10,CHCHD2,CHD3,CHD6,CHEK1,CHURC1,CIB1,CIPC,CITED1,CKAP2,CKS2,CLU,CNOT6,COPS5,CPEB3,CREB3L1,CREB3L2,CREB5,CREBRF,CREM,CRY2,CRYM,CSF3,CSRNP1,CSRNP3,CUL3,CUX2,DAB2,DBX1,DCAF6,DCN,DDR2,DDRGK1,DDX3X,DDX58,DEDD,DKK3,DLL1,DMRT2,DNAJA3,DNAJC17,DNMT1,DNMT3B,DOT1L,DPF3,DUSP26,DVL1,DYRK1B,E2F1,E2F6,E2F7,E2F8,E4F1,EAF2,EBF1,EBF2,EBF3,EBF4,EDA,EFCAB7,EFNA1,EGF,EGLN1,EGR1,EGR2,EGR3,EHMT2,EID1,EIF4A2,ELF4,ELK3,ELK4,ELL2,ENG,EPAS1,EPCAM,ERBB2,ERBIN,ESR1,ESRRA,ESRRG,ETV1,ETV5,EZH2,EZR,FANCA,FANCD2,FER,FGF1,FGF9,FHL2,FHL5,FHOD1,FLOT2,FNIP1,FOS,FOXA3,FOXJ1,FOXM1,FOXN3,FOXO1,FOXP2,FST,FZD2,GATA2,GATA3,GCLC,GINS3,GLI2,GLI3,GPS2,GTF2IRD1,HCLS1,HDAC10,HDGFL2,HES6,HEY2,HIC1,HIF3A,HIVEP1,HIVEP2,HLTF,HMMR,HOXA3,HOXA5,HR,HSF1,HSF4,HTATIP2,IER2,IGSF1,IKBKG,IL18,IL4I1,INSR,IRAK1,IRAK2,IRF5,IRF9,ITGA6,JADE2,JMJD1C,JUNB,KAT2B,KDM1A,KDM7A,KDM8,KEAP1,KHDRBS1,KIT,KLF13,KLF4,LDB2,LGR4,LIN37,LIN54,LMCD1,LMO1,LMO2,LOC100513741,LOC100517129,LOC100623035,LOC102158443,LOC110255204,LOC110258620,LOC110259371,LPIN1,LPIN3,LRP8,LRRC7,LRRFIP1,LRRFIP2,LUM,LYAR,MAF1,MAFF,MAFK,MAGEH1,MAML3,MAP2K2,MAP3K10,MAP3K13,MAPK14,MAPK8IP1,MARS1,MAVS,MBD2,MBD3,MBTD1,MDK,MDM2,MED15,MED8,MEF2A,MEF2C,MEF2D,MEIS3,MEOX2,MET,MGA,MITF,MKX,MLIP,MLXIP,MLXIPL,MN1,MOSPD1,MSC,MSTN,MTA3,MTDH,MTERF3,MXD3,MYBL1,MYBL2,MYCN,MYEF2,MYF5,MYF6,MYOZ1,NAMPT,NCOA2,NDN,NEK4,NFATC1,NFATC3,NFATC4,NFE2L1,NFE2L2,NFE2L3,NFIB,NFIL3,NFKBIA,NFKBIB,NFKBIL1,NFXL1,NGFR,NIBAN2,NOC2L,NOL4L,NONO,NOSTRIN,NOTCH2,NOTCH3,NPAS3,NR0B2,NR1D2,NR1H2,NR1I3,NR2F1,NR2F6,NR4A3,NR5A2,NSD2,NUP107,OGT,PARK7,PARP9,PASK,PATZ1,PBX3,PBX4,PCBP1,PDCD4,PER1,PER2,PEX2,PFKM,PHB2,PHF1,PHF19,PHF21A,PIAS3,PIK3R2,PINK1,PITHD1,PKD2,PKIG,PLAG1,PLAGL1,PLCB1,PLCG2,PLK1,PLK3,PLPP3,POGK,POU6F1,PPARA,PPARGC1A,PPARGC1B,PPM1A,PPM1F,PPP3CA,PPP3CB,PRDM1,PRDM5,PRDX3,PRIM2,PRKCH,PRKCI,PRKCQ,PRKD1,PSIP1,PSMC3,PSMC3IP,PSMC5,PTGES2,PTPRK,PTPRN,RAD21,RAF1,RAP2C,RBBP8,RBM15,RBPJ,RCOR1,RCOR2,REST,RFX7,RGCC,RGMA,RGS14,RHEBL1,RIF1,RNF14,RNF2,RORA,RPS6KA1,RPS6KA3,RUNX1T1,RXRG,RYBP,SAFB2,SALL2,SAP130,SARS1,SAV1,SCAI,SCMH1,SCML2,SCRT1,SENP1,SERTAD1,SETD7,SFMBT2,SFR1,SFRP2,SHC1,SIRT2,SLC38A3,SMAD2,SMAD9,SMARCA5,SMO,SMYD2,SOX11,SOX9,SPHK1,SPI1,SPINDOC,SPP1,SPTY2D1,SQSTM1,SREBF2,SRF,SRI,SS18,SSBP4,SSU72,STAT1,STAT5B,STING1,STK3,STOX1,STOX2,SUPT16H,TAF11,TAF12,TAF9B,TASOR,TBC1D14,TBL1XR1,TBX15,TBX18,TCF12,TCF3,TCF4,TCF7L1,TCF7L2,TEAD1,TEAD2,TEAD4,TET3,TFEB,TFRC,TGFB1,TGFB2,TGFB3,TGFBR1,THAP11,THOC5,TIMELESS,TLR9,TMEM9B,TNFRSF11A,TNFRSF1B,TNIP1,TOP2A,TOP2B,TOX3,TP53INP2,TP63,TP73,TRAF3,TRAF5,TRAIP,TSC22D1,TSC22D3,TSHZ3,TTC21B,TTC5,UHRF1,USF2,USP13,USP2,WDR43,WDR77,WDTC1,WWC2,WWP1,WWTR1,YBX3,YEATS2,YWHAQ,YWHAZ,ZBTB1,ZBTB12,ZBTB16,ZBTB20,ZBTB7A,ZBTB7B,ZBTB7C,ZBTB8A,ZEB1,ZEB2,ZFHX4,ZFP30,ZFP37,ZFPM2,ZHX2,ZIC3,ZKSCAN4,ZKSCAN7,ZMIZ1,ZMYM2,ZNF114,ZNF135,ZNF142,ZNF175,ZNF180,ZNF235,ZNF26,ZNF260,ZNF280C,ZNF287,ZNF300,ZNF322,ZNF329,ZNF333,ZNF358,ZNF367,ZNF395,ZNF396,ZNF423,ZNF503,ZNF518A,ZNF521,ZNF524,ZNF536,ZNF567,ZNF568,ZNF608,ZNF624,ZNF628,ZNF641,ZNF692,ZNF703,ZNF704,ZNF711,ZNF76,ZNF768,ZNF827,ZNF865,ZNF879,ZSCAN12,ZSCAN31,ZXDC


			GO:BP			female meiotic nuclear division			GO:0007143			0.0016963218			14			ATM,CCNB2,CDC25B,FBXO5,KIF20A,MASTL,MEIOB,NCAPH,NDC80,PLK1,SEPTIN1,SYCP2,TOP2A,TTK


			GO:BP			alcohol metabolic process			GO:0006066			0.0017359472			70			ABCA5,ACADVL,AKR1A1,APOE,APOF,APP,ASAH1,BMP5,BMP6,CAT,CLN6,COQ3,CUBN,CYP1A1,CYP27A1,CYP2R1,DHCR24,DHCR7,DHRS3,DHRS7,DKK3,EPHX2,FGF1,FGGY,GBA2,GK,GK5,GOT1,GPD1,HMGCR,HSD11B2,IDH2,IDH3B,INPP5J,LEPR,LIPE,LOC100525350,LOC100626199,LPCAT3,LSS,MOXD1,MVK,NFE2L1,PARK7,PCBD1,PCBD2,PCSK9,PECR,PLCG2,PLPP3,PPIP5K1,PTK2B,RBP1,RDH11,RDH12,REST,SCARB1,SGPP1,SHPK,SMPD1,SOAT1,SPHK1,SPR,SPTLC1,SQLE,SYNJ2,TM7SF2,TSKU,TTC39B,VLDLR


			GO:BP			cellular response to oxidative stress			GO:0034599			0.0017561052			55			ABL1,ATF4,CAT,CHCHD2,CHD6,CKB,DAPK1,EDNRA,EPAS1,ERMP1,ETV5,EZH2,FANCD2,FER,FOS,GPR37,GSR,HGF,KEAP1,LANCL1,LRRK2,MELK,MET,MMP2,NET1,NFE2L1,NFE2L2,NONO,NOS3,NQO1,OSER1,PARK7,PDGFRA,PDK2,PINK1,PPARGC1A,PPARGC1B,PPIF,PRDX3,PRKCD,PRKD1,PRR5L,PTPRK,PYCR2,ROMO1,SELENON,SESN2,SIRT2,SLC25A24,SOD3,SPHK1,SRC,STK26,TPM1,TREX1


			GO:BP			regulation of proteasomal protein catabolic process			GO:0061136			0.0017584973			48			ANKIB1,APOE,AQP11,ARAF,ARIH2,ATXN3,BBS7,BCAP31,CKB,CLU,DAB2,DDRGK1,DNAJB2,DVL1,FBXW8,ITSN1,LRRK2,MDM2,NUDT15,OGT,OPHN1,PARK7,PBK,PITHD1,PLK1,PLK3,PSMC1,PSMC2,PSMC3,PSMC5,PSMD14,RAD23A,RNF14,RNF144A,RNF217,RYBP,SH3RF2,SIRT2,STUB1,TMEM259,TMTC3,UBXN1,USP13,USP19,USP25,VCP,XPO1,ZYG11B


			GO:BP			regulation of presynapse organization			GO:0099174			0.001772548			13			APP,CLSTN3,EIF4G1,GPC4,LRFN5,LRRC4B,MDGA1,PTPRD,SLITRK1,SLITRK2,SLITRK4,SLITRK5,SLITRK6


			GO:BP			monosaccharide biosynthetic process			GO:0046364			0.0018080743			27			ACADM,AKR1A1,ALDOC,ATF3,ATF4,C1QTNF3,CDS1,CHST15,FAM3C,FBP2,FOXO1,GPD1,GPI,KAT2B,LEPR,MDH2,NLN,OGT,PC,PDK2,PGK1,PPARA,PPARGC1A,SESN2,SLC37A4,TPI1,ZNF692


			GO:BP			regulation of actin polymerization or depolymerization			GO:0008064			0.0018624056			41			ACTN2,ARPC5,AVIL,BAIAP2L2,BIN1,CAPG,CAPZA1,CAPZA2,CDC42EP3,CRACD,CSF3,CYFIP2,CYRIB,DSTN,EPS8,ESAM,FCHSD1,FCHSD2,FER,FHOD3,GBA2,HCLS1,KANK3,LMOD2,MKKS,PAK3,PIK3R2,PLEKHH2,PRKCD,PTK2B,SLIT2,SPTAN1,SPTB,SSH1,SVIL,SWAP70,TMOD4,TMSB15A,TMSB15B,TWF1,TWF2


			GO:BP			negative regulation of endothelial cell proliferation			GO:0001937			0.0018624056			17			APOE,ATOH8,ATP5F1A,ATP5IF1,CAV2,FLT1,MEF2C,MMRN2,NF1,NGFR,RGCC,SPARC,STAT1,SULF1,TGFBR1,TNMD,VASH1


			GO:BP			regulation of monoatomic cation transmembrane transport			GO:1904062			0.0018969303			59			ABL1,ACTN2,AKAP6,ATP1B1,BIN1,CACNB1,CACNG6,CALM1,CAPN3,CASQ1,CASQ2,COX17,CRBN,DDX23,DHRS7C,DIAPH1,EDNRA,FYN,GNB5,HOMER1,HRC,ISCU,ITGB1,KCNAB2,KCNIP2,KLHL24,LYN,NEDD4L,PARK7,PCSK9,PDE4B,PDZK1,PHB2,PKD2,PLCG2,PPIF,PRKD1,PTK2B,REM1,RNF207,RYR2,SCN1B,SCN2B,SCN3B,SCN4B,SCN5A,SELENON,SRI,STAC3,STIM1,STIM2,TCIRG1,TLR9,TMEM38A,TRDN,TRPC1,UBASH3B,VMP1,WNK3


			GO:BP			metaphase plate congression			GO:0051310			0.0019422695			24			AURKB,CCNB1,CDCA5,CDT1,CENPE,CENPF,CEP192,CUL3,EML4,FAM83D,KAT2B,KIF14,KIF18A,KIF22,KIF2C,KIFC1,MAP1S,MAPRE1,NDC80,NUF2,SEPTIN1,SPAG5,SPDL1,SPICE1


			GO:BP			cerebral cortex development			GO:0021987			0.0019463276			29			ADGRG1,ARX,BTBD3,CCDC141,CDH2,CDK5R1,CDON,DCX,DISC1,EFHC1,FOXP2,GLI3,KIF14,LAMB1,LRP8,MDGA1,MDK,MKKS,PLCB1,PTPRS,ROBO1,SLIT2,SMO,SRGAP2,SUN2,TACC1,TACC3,WDR47,ZMIZ1


			GO:BP			nucleotide biosynthetic process			GO:0009165			0.0019951095			63			ACACA,ACAT1,ACOT7,ACSL1,ACSS1,ACSS2,ADCY2,ADCY3,ADCY4,ADCY6,ADCY9,ADSL,AK1,AK3,AK5,AMPD1,AMPD3,ATIC,ATP5F1A,ATP5F1B,ATP5MC1,ATP5MC3,ATP5ME,ATP5PO,ATP6,CDS1,CHPT1,CMPK2,DCAKD,DLAT,DLD,FLAD1,GARS1,GART,GPAT4,GUCA1B,GUCY1A1,IMPDH1,MMUT,NAMPT,NME4,NME6,NOS1,NOS3,PAICS,PANK3,PANK4,PDHA1,PDHB,PDHX,PDK2,PDK4,PPARA,PPARGC1A,PPAT,PRPS1,PRTFDC1,PTDSS1,PTPMT1,SLC4A7,TBPL1,UGCG,VCP


			GO:BP			positive regulation of vasculature development			GO:1904018			0.0020016566			37			ABL1,ADM,BMPER,BRCA1,C3,CHI3L1,DLL1,EMILIN1,EMILIN2,ENG,F3,FGF1,FGF18,FLT1,GAB1,GATA2,HK2,HSPB6,ITGA5,ITGB1,KDR,KLF4,MDK,MTDH,NOS3,PAK4,PKM,PRKD1,PTK2B,RAPGEF3,RRAS,SERPINE1,SFRP2,SPHK1,TEK,TGFBR2,VASH2


			GO:BP			ribose phosphate biosynthetic process			GO:0046390			0.0020016566			52			ACACA,ACAT1,ACOT7,ACSL1,ACSS1,ACSS2,ADCY2,ADCY3,ADCY4,ADCY6,ADCY9,ADSL,AK1,AK3,AMPD1,AMPD3,ATIC,ATP5F1A,ATP5F1B,ATP5MC1,ATP5MC3,ATP5ME,ATP5PO,ATP6,CHPT1,DCAKD,DLAT,DLD,GART,GPAT4,GUCY1A1,IMPDH1,MMUT,NME4,NME6,PAICS,PANK3,PANK4,PDHA1,PDHB,PDHX,PDK2,PDK4,PPARA,PPARGC1A,PPAT,PRPS1,PRTFDC1,PTDSS1,PTPMT1,UGCG,VCP


			GO:BP			regulation of actin filament polymerization			GO:0030833			0.0020016566			37			ARPC5,AVIL,BAIAP2L2,BIN1,CAPG,CAPZA1,CAPZA2,CDC42EP3,CRACD,CSF3,CYFIP2,CYRIB,EPS8,ESAM,FCHSD1,FCHSD2,FER,FHOD3,GBA2,HCLS1,KANK3,LMOD2,MKKS,PAK3,PIK3R2,PRKCD,PTK2B,SLIT2,SPTAN1,SPTB,SSH1,SVIL,TMOD4,TMSB15A,TMSB15B,TWF1,TWF2


			GO:BP			positive regulation of angiogenesis			GO:0045766			0.0020016566			37			ABL1,ADM,BMPER,BRCA1,C3,CHI3L1,DLL1,EMILIN1,EMILIN2,ENG,F3,FGF1,FGF18,FLT1,GAB1,GATA2,HK2,HSPB6,ITGA5,ITGB1,KDR,KLF4,MDK,MTDH,NOS3,PAK4,PKM,PRKD1,PTK2B,RAPGEF3,RRAS,SERPINE1,SFRP2,SPHK1,TEK,TGFBR2,VASH2


			GO:BP			regulation of MAP kinase activity			GO:0043405			0.0020093853			44			ADAM8,ADRA2A,AGT,AJUBA,APOE,BMP7,DTNBP1,DUSP1,DUSP10,EGF,EPHA4,ERBB2,ERP29,EZH2,FGF1,FGF18,FGFR1,FLT1,FZD10,GDF9,HMGCR,INSR,IRAK1,KIT,LRRK2,LYN,MAP3K10,MAP3K13,NTRK3,PAQR3,PDGFA,PDGFC,PDGFD,PRKCD,PTPRC,PTPRJ,RGS14,ROBO1,SFRP2,SMPD1,SPRY2,TLR9,TNFRSF11A,TPD52L1


			GO:BP			recombinational repair			GO:0000725			0.0020093853			44			ATM,BLM,BRCA1,BRCA2,CDC45,CHEK1,FIGNL1,GEN1,HDGFL2,INIP,KDM1A,KLHL15,MBTD1,MCM3,MCM4,MCM5,MCM8,MEIOB,MMS22L,MRE11,NABP2,PARPBP,POLL,PSMD14,RAD21,RAD51,RAD51AP1,RAD51B,RBBP8,REV3L,RFWD3,RHNO1,RIF1,RMI2,RPA2,SAMHD1,SFR1,SMC6,SPIDR,TIMELESS,TONSL,TRAPPC13,WDR48,WRN


			GO:BP			mitochondrial respiratory chain complex assembly			GO:0033108			0.0020128355			31			AIFM1,C7H6ORF125,COX17,ND4,NDUFA1,NDUFA10,NDUFA11,NDUFA12,NDUFA2,NDUFA9,NDUFAB1,NDUFAF1,NDUFAF3,NDUFAF4,NDUFAF5,NDUFAF6,NDUFB1,NDUFB3,NDUFB5,NDUFB6,NDUFB7,NDUFB8,NDUFB9,NDUFS1,NDUFS2,NDUFS4,NDUFS7,OMA1,SAMM50,SDHAF2,TMEM126A


			GO:BP			positive regulation of cold-induced thermogenesis			GO:0120162			0.0020655206			25			ACSL1,ADIPOR2,CPT2,DECR1,EBF2,EPAS1,ESRRG,FGF21,FH,G0S2,GRB10,HADH,IL18,KLHL12,LEPR,MFN2,OGT,OMA1,OXTR,PDGFC,PPARGC1A,PPARGC1B,PRKAB2,UCP2,ZBTB7B


			GO:BP			negative regulation of mitotic metaphase/anaphase transition			GO:0045841			0.0020909799			16			ATM,AURKB,BUB1,BUB1B,CCNB1,CDT1,FBXO5,GEN1,NDC80,PLK1,RAD21,SPDL1,TEX14,TTK,ZWILCH,ZWINT


			GO:BP			negative regulation of mitotic sister chromatid separation			GO:2000816			0.0020909799			16			ATM,AURKB,BUB1,BUB1B,CCNB1,CDT1,FBXO5,GEN1,NDC80,PLK1,RAD21,SPDL1,TEX14,TTK,ZWILCH,ZWINT


			GO:BP			negative regulation of sister chromatid segregation			GO:0033046			0.0020909799			16			ATM,AURKB,BUB1,BUB1B,CCNB1,CDT1,FBXO5,GEN1,NDC80,PLK1,RAD21,SPDL1,TEX14,TTK,ZWILCH,ZWINT


			GO:BP			negative regulation of mitotic sister chromatid segregation			GO:0033048			0.0020909799			16			ATM,AURKB,BUB1,BUB1B,CCNB1,CDT1,FBXO5,GEN1,NDC80,PLK1,RAD21,SPDL1,TEX14,TTK,ZWILCH,ZWINT


			GO:BP			glucan biosynthetic process			GO:0009250			0.0020909799			16			ACADM,AKT2,GYG1,GYS1,INSR,PASK,PHKG1,PPP1R3A,PPP1R3B,PPP1R3C,PPP1R3D,PPP1R3G,PRKAG3,PTGES3,PTPMT1,UGP2


			GO:BP			glycogen biosynthetic process			GO:0005978			0.0020909799			16			ACADM,AKT2,GYG1,GYS1,INSR,PASK,PHKG1,PPP1R3A,PPP1R3B,PPP1R3C,PPP1R3D,PPP1R3G,PRKAG3,PTGES3,PTPMT1,UGP2


			GO:BP			mucopolysaccharide metabolic process			GO:1903510			0.0021730096			26			ABCC5,B4GALT4,BGN,CD44,CEMIP2,CHPF,CHST1,CHST3,CHSY1,DCN,DSE,EDNRA,EGF,EXT1,GLCE,GUSB,HMMR,HS2ST1,ITIH3,ITIH4,LOC100522551,LOC100737755,LYVE1,PSAP,UGDH,XYLT2


			GO:BP			regulation of actin filament length			GO:0030832			0.0021838033			41			ACTN2,ARPC5,AVIL,BAIAP2L2,BIN1,CAPG,CAPZA1,CAPZA2,CDC42EP3,CRACD,CSF3,CYFIP2,CYRIB,DSTN,EPS8,ESAM,FCHSD1,FCHSD2,FER,FHOD3,GBA2,HCLS1,KANK3,LMOD2,MKKS,PAK3,PIK3R2,PLEKHH2,PRKCD,PTK2B,SLIT2,SPTAN1,SPTB,SSH1,SVIL,SWAP70,TMOD4,TMSB15A,TMSB15B,TWF1,TWF2


			GO:BP			protein kinase B signaling			GO:0043491			0.0022718654			45			ADAM8,CAVIN3,CCL19,CHI3L1,CIB1,CSF3,EGF,ENG,F3,FGFR1,GATA3,HBEGF,HCLS1,IGFBP5,IL18,INSR,ITGB1,KDR,LOC100511937,LOX,MEIS3,MSTN,MTDH,MUL1,PDGFA,PHLPP1,PPARA,PTPRJ,RAPGEF1,RCN3,RPS6KB2,RRAS,SESN2,SIRT2,SOX9,SPRY2,SRC,STK11,STK3,STOX1,TCF7L2,TEK,TGFBR1,TPBG,TYRO3


			GO:BP			muscle cell proliferation			GO:0033002			0.0022981937			39			APOD,APOE,CALCRL,CAV2,CCN3,CNN1,DNMT1,FGF9,GJA1,HBEGF,HEY2,HGF,IGFBP5,IL18,IL6R,KPNA1,MAPK14,MEF2C,MEF2D,MFN2,MMP2,MSTN,NDRG2,NOS3,NR4A3,PDCD4,PPARGC1A,PRKAR1A,RBPJ,SAV1,SELENON,TCF7L2,TENM4,TGFB2,TGFB3,TGFBR1,TP73,TPM1,ZFPM2


			GO:BP			DNA conformation change			GO:0071103			0.0023508805			28			ABL1,BLM,CDC45,CHD1L,CHTF18,DDX1,DDX3X,FANCM,GINS3,MCM2,MCM3,MCM4,MCM5,MCM8,MRE11,NAV2,POT1,RAD51,RECQL,RECQL4,RFC3,RFC5,SUPV3L1,TOP2A,TOP2B,TREX1,WRN,ZRANB3


			GO:BP			regulation of neuron death			GO:1901214			0.0024066509			54			AARS1,ABL1,ADAM8,ADNP,APOE,ATF4,ATM,BHLHB9,CASP9,CITED1,CLU,CTSZ,EGLN1,EPHA7,ERBB3,FAIM2,FYN,FZD9,GATA3,GPR75,GRID2,GRIK2,IL6ST,KDR,KIF14,LANCL1,LRRK2,MDK,MSH2,NEFL,NFATC4,NONO,NTF4,PARK7,PCSK9,PINK1,PLXND1,PPARGC1A,PRKCI,PSMC1,PTPRZ1,RETREG1,RILPL1,SEMA3E,STXBP1,TGFB2,THAP11,TIGAR,TMEM259,TNFRSF1B,TOX3,TYRO3,UNC5B,ZFP91


			GO:BP			regulation of protein polymerization			GO:0032271			0.0024628582			47			ABL1,ARPC5,AVIL,BAIAP2L2,BIN1,CAPG,CAPZA1,CAPZA2,CDC42EP3,CKAP5,CLIP1,CLIP3,CRACD,CSF3,CYFIP2,CYRIB,EPS8,ESAM,FCHSD1,FCHSD2,FER,FES,FHOD3,GBA2,HCLS1,KANK3,LMOD2,MAPRE1,MET,MKKS,NAV3,PAK3,PIK3R2,PRKCD,PTK2B,SLAIN2,SLIT2,SPTAN1,SPTB,SSH1,STMN2,SVIL,TMOD4,TMSB15A,TMSB15B,TWF1,TWF2


			GO:BP			columnar/cuboidal epithelial cell differentiation			GO:0002065			0.0024828673			34			ABL1,BMP5,BMP6,BMP7,CDH2,DLG5,DLL1,EXT1,FST,GATA2,GDF11,GPAT4,HOXA5,IL6ST,KLF4,MAP1B,NFIB,NR5A2,PRDM1,RHEB,ROS1,SAV1,SERPINE1,SMO,SOX11,SOX9,SRC,TGFB1,TIGAR,TMEM231,TP63,TUBB,VHL,WDR77


			GO:BP			positive regulation of RNA metabolic process			GO:0051254			0.0024866333			317			ABLIM3,ACTR3,ACVR1,AFAP1L2,AGT,AHR,AKNA,ANKRD1,ANXA2,APOE,APP,ARHGEF2,ARNTL,ASXL3,ATAD2,ATF3,ATF4,ATF5,ATM,ATOH8,BAMBI,BCAS3,BCL3,BCL9,BLM,BMP5,BMP6,BMP7,BRCA1,BRCA2,CALCOCO1,CAMTA2,CAPN3,CARF,CASK,CCDC124,CCN1,CCNT2,CCPG1,CDON,CEBPG,CENPJ,CHCHD10,CHCHD2,CHD6,CHURC1,CITED1,CKAP2,CNOT6,CNOT6L,COPS5,CPEB3,CREB3L1,CREB3L2,CREB5,CREBRF,CSDE1,CSF3,CSRNP1,CSRNP3,DAB2,DCAF6,DCN,DCP2,DDRGK1,DDX3X,DDX58,DLL1,DMRT2,DOT1L,DPF3,DVL1,DYRK1B,E2F1,E2F7,E2F8,E4F1,EAF2,EBF2,EBF3,EFCAB7,EGF,EGLN1,EGR1,EGR2,EGR3,ELF4,ELK3,ELK4,ELL2,ENG,EPAS1,EPCAM,ERBB2,ESR1,ESRRG,ETV1,ETV5,FGF1,FHL5,FHOD1,FOS,FOXA3,FOXJ1,FOXM1,FOXO1,FZD2,GATA2,GATA3,GINS3,GLI2,GLI3,GPS2,HCLS1,HEY2,HIVEP1,HLTF,HOXA5,HSF1,HSF4,HTATIP2,IER2,IKBKG,IL18,IL4I1,IRF5,IRF9,ITGA6,JUNB,KAT2B,KDM1A,KDM7A,KDM8,KLF13,KLF4,KLHL17,LDB2,LGR4,LMO1,LMO2,LOC102158443,LPIN1,LPIN3,LUM,LYAR,MAFF,MAML3,MAP2K2,MAPK14,MARS1,MAVS,MDK,MED15,MEF2A,MEF2C,MEF2D,MEIS3,MEOX2,MET,MGA,MITF,MLXIP,MLXIPL,MOSPD1,MSTN,MTDH,MYBL1,MYBL2,MYCN,MYF5,MYF6,NAMPT,NCOA2,NEK4,NFATC1,NFATC3,NFATC4,NFE2L2,NFIB,NFIL3,NFKBIA,NGFR,NIBAN2,NOCT,NPAS3,NR0B2,NR1D2,NR1H2,NR1I3,NR2F1,NR4A3,NR5A2,OGT,PABPC1,PAIP1,PARK7,PARP9,PATL1,PATZ1,PBX3,PCBP1,PER1,PFKM,PIK3R2,PITHD1,PKD2,PLAG1,PLAGL1,PLCB1,PPARA,PPARGC1A,PPARGC1B,PPM1A,PPP3CA,PPP3CB,PRDM5,PRDX6,PRIM2,PRKD1,PRR5L,PSMC3,PSMC3IP,PTGES2,PTPRN,RAF1,RAP2C,RBM15,RBM20,RBPJ,REST,RGCC,RGMA,RNF14,RORA,RPS6KA1,RPS6KA3,RXRG,RYBP,SENP1,SERTAD1,SFR1,SFRP2,SHC1,SIRT2,SLC38A2,SLC38A3,SMAD2,SMARCA5,SMO,SOX11,SOX9,SPI1,SPP1,SREBF2,SRF,SS18,SSBP4,STAT1,STAT5B,STING1,STOX1,STOX2,SUPT16H,SUPV3L1,TAF11,TAF12,TBC1D14,TBL1XR1,TBX15,TBX18,TCF12,TCF3,TCF4,TCF7L2,TEAD1,TEAD2,TEAD4,TET3,TFEB,TGFB1,TGFB2,TGFB3,TGFBR1,THAP11,THOC5,TLR9,TMEM9B,TNFRSF1B,TOP2A,TOP2B,TOX3,TP53INP2,TP63,TP73,TTC5,USF2,WDR43,WDR77,WWTR1,ZBTB16,ZBTB7B,ZBTB7C,ZEB1,ZFP30,ZFPM2,ZIC3,ZMIZ1,ZNF142,ZNF175,ZNF235,ZNF287,ZNF300,ZNF395,ZNF423,ZNF711,ZNF76,ZXDC


			GO:BP			positive regulation of proteasomal protein catabolic process			GO:1901800			0.0024885127			32			ANKIB1,ARIH2,ATXN3,BBS7,BCAP31,CLU,DAB2,DDRGK1,DNAJB2,DVL1,FBXW8,ITSN1,LRRK2,MDM2,PLK1,PLK3,PSMC1,PSMC2,PSMC3,PSMC5,RAD23A,RNF14,RNF144A,RNF217,SH3RF2,SIRT2,STUB1,TMEM259,TMTC3,USP13,VCP,ZYG11B


			GO:BP			positive regulation of protein serine/threonine kinase activity			GO:0071902			0.0025081792			50			ACSL1,ADAM8,ADRA2A,AJUBA,ATP2B4,CAB39,CAB39L,CCNB1,CCNT2,CD40LG,CDK5R1,CIB1,CKS2,DBF4,DDX3X,EGF,EPHA4,ERBB2,ERP29,EZH2,FAM20A,FGF1,FGF18,FGFR1,FLT1,FZD10,GDF9,INSR,IRAK1,KIT,LRRK2,MAP2K2,MAP3K10,MAP3K13,MASTL,NTRK3,PARP16,PDGFA,PDGFC,PDGFD,PKD2,PTPRC,RGCC,ROBO1,SLC27A1,SPRY2,SRC,TLR9,TNFRSF11A,TPD52L1


			GO:BP			circadian regulation of gene expression			GO:0032922			0.0025312794			21			ARNTL,ATF4,BHLHE41,CAVIN3,CRY2,EGR1,GFPT1,KDM8,LGR4,MAGED1,NAMPT,NCOA2,NGFR,NOCT,OGT,PER1,PER2,PPARA,PPARGC1A,RORA,USP2


			GO:BP			regulation of morphogenesis of an epithelium			GO:1905330			0.0025312794			21			ABL1,ADAMTS12,AGT,BMP7,BTBD7,EGF,ESR1,FGF1,GATA3,GJA1,HGF,LGR4,MDK,MMRN2,PHB2,RNF207,SMO,SOX9,STOX1,SULF1,TGFB1


			GO:BP			negative regulation of cell adhesion			GO:0007162			0.0025614165			58			ABL1,ADAM15,ADORA2A,AKNA,ANGPT2,APOD,ASS1,BCL6,BMP6,CASK,CBLB,CD80,CD9,CORO1C,CORO2B,DLC1,DLG5,DUSP1,DUSP3,EPCAM,EPHA4,EPHB2,ERBB2,ERBB3,FBLN1,FOXJ1,GBP1,GLI3,IL4I1,JAM3,KLF4,LGALS9,MDK,PHLDB2,PLXNA1,PLXNA2,PLXNA3,PLXNB3,PLXND1,PODXL,PPARA,PPM1F,PRKAR1A,PRKCD,PTPRC,RCC2,RGCC,RIPOR2,SEMA3E,SEMA6A,SERPINE1,SERPINE2,SPI1,SWAP70,TGFB1,TNFRSF21,UBASH3B,ZBTB7B


			GO:BP			dendritic spine morphogenesis			GO:0060997			0.0025926376			14			ARHGAP44,BHLHB9,CAPRIN2,CDK5R1,CTNND2,CUX2,DLG4,EFNA1,EPHA4,EPHB2,EPHB3,LRP8,LRRK2,PAK3


			GO:BP			positive regulation of chromosome condensation			GO:1905821			0.0026162193			5			NCAPD2,NCAPG,NCAPH,SMC2,SMC4


			GO:BP			regulation of extracellular matrix organization			GO:1903053			0.0026165924			17			ABL1,AEBP1,AGT,ANTXR1,DDR2,DPP4,EMILIN1,FAP,FGFR4,FSCN1,PDPN,PHLDB2,PRDM5,RGCC,SLC2A10,SOX9,TNFRSF1B


			GO:BP			hippo signaling			GO:0035329			0.0026165924			17			AJUBA,AMOT,ARRDC3,CIT,DCHS1,DLG5,LOC100513346,MAPK14,SAV1,SOX11,SRC,STK3,TEAD1,TEAD2,TEAD4,WWC2,WWTR1


			GO:BP			DNA-templated DNA replication maintenance of fidelity			GO:0045005			0.0026165924			17			APITD1,BLM,BRCA2,EME1,FANCM,GEN1,MMS22L,MRE11,POLD1,RAD51,RFWD3,SAMHD1,TIMELESS,TONSL,TRAIP,WRN,ZRANB3


			GO:BP			negative regulation of protein-containing complex disassembly			GO:0043242			0.0026167638			25			ARHGEF2,AVIL,CAPG,CAPZA1,CAPZA2,CIB1,CKAP2,CRACD,EPS8,LMOD2,MID1IP1,NAV3,PLEKHH2,RUBCN,SPEF1,SPTAN1,SPTB,STMN2,SVIL,SWAP70,TMOD4,TPX2,TWF1,TWF2,WDR47


			GO:BP			DNA duplex unwinding			GO:0032508			0.0026167638			25			BLM,CDC45,CHD1L,CHTF18,DDX1,DDX3X,FANCM,GINS3,MCM2,MCM3,MCM4,MCM5,MCM8,MRE11,NAV2,POT1,RAD51,RECQL,RECQL4,RFC3,RFC5,SUPV3L1,TOP2A,TREX1,WRN


			GO:BP			purine ribonucleoside monophosphate metabolic process			GO:0009167			0.0026410361			19			ADSL,AK1,AK3,AMPD1,AMPD3,ATIC,CHPT1,GART,GMPR,GPAT4,GUK1,IMPDH1,NT5C1A,NT5E,PAICS,PPAT,PRTFDC1,PTPMT1,UGCG


			GO:BP			calcium ion homeostasis			GO:0055074			0.0026786181			64			ABCC6,ABL1,AFG3L2,APOE,APP,ATF4,ATP1B1,ATP2A1,ATP2A3,ATP2B2,ATP2B3,ATP2B4,BCAP31,CALM1,CAPN3,CASQ1,CASQ2,CCDC47,CCL19,DHRS7C,DIAPH1,DISC1,EDNRA,ERO1A,FAM20A,GRIK2,HRC,IMMT,ITPR3,KDR,LETM1,LYN,NT5E,PKD2,PLCG2,PRKD1,PTH1R,PTK2B,PTPRC,RAP1GDS1,RYR2,SELENON,SGCD,SLC24A1,SLC24A5,SLC35G1,SLC37A4,SLC8A3,SMDT1,SRI,STC1,STIM1,STIM2,SYPL2,TCIRG1,TGFB1,TMEM38A,TMTC2,TMTC4,TPCN2,TRDN,TRPC1,UBASH3B,VAPB


			GO:BP			regulation of nucleic acid-templated transcription			GO:1903506			0.0027067309			571			ABLIM3,ACTR3,ACVR1,ADAM8,ADNP,AEBP1,AFAP1L2,AGT,AHR,AJUBA,AKNA,ANKRD1,ANKRD2,ANXA2,APOE,APP,ARHGEF2,ARNTL,ARX,ASXL3,ATAD2,ATF3,ATF4,ATF5,ATM,ATOH8,ATP1B3,ATP2B4,ATXN1,AURKB,BAG3,BAMBI,BBS7,BCAS3,BCL11A,BCL3,BCL6,BCL9,BCORL1,BEND6,BHLHE41,BIN1,BLM,BMP5,BMP6,BMP7,BRCA1,BRCA2,BRD3,BRIP1,CALCOCO1,CALR,CAMK2A,CAMTA2,CAPN3,CARF,CASK,CAT,CBX2,CBX3,CBX4,CC2D1B,CCDC124,CCN1,CCNL1,CCNL2,CCNT2,CCPG1,CD200,CD40LG,CDCA7,CDCA7L,CDK14,CDK17,CDK5R1,CDON,CEBPG,CENPF,CENPJ,CHCHD10,CHCHD2,CHD3,CHD6,CHEK1,CHURC1,CIB1,CIPC,CITED1,CKAP2,CKS2,CLU,CNOT6,COPS5,CPEB3,CREB3L1,CREB3L2,CREB5,CREBRF,CREM,CRY2,CRYM,CSF3,CSRNP1,CSRNP3,CUL3,CUX2,DAB2,DBX1,DCAF6,DCN,DDR2,DDRGK1,DDX3X,DDX58,DEDD,DKK3,DLL1,DMRT2,DNAJA3,DNAJC17,DNMT1,DNMT3B,DOT1L,DPF3,DUSP26,DVL1,DYRK1B,E2F1,E2F6,E2F7,E2F8,E4F1,EAF2,EBF1,EBF2,EBF3,EBF4,EDA,EFCAB7,EFNA1,EGF,EGLN1,EGR1,EGR2,EGR3,EHMT2,EID1,EIF4A2,ELF4,ELK3,ELK4,ELL2,ENG,EPAS1,EPCAM,ERBB2,ERBIN,ESR1,ESRRA,ESRRG,ETV1,ETV5,EZH2,EZR,FANCA,FANCD2,FER,FGF1,FGF9,FHL2,FHL5,FHOD1,FLOT2,FNIP1,FOS,FOXA3,FOXJ1,FOXM1,FOXN3,FOXO1,FOXP2,FST,FZD2,GATA2,GATA3,GCLC,GLI2,GLI3,GPS2,GTF2IRD1,HCLS1,HDAC10,HDGFL2,HES6,HEY2,HIC1,HIF3A,HIVEP1,HIVEP2,HLTF,HMMR,HOXA3,HOXA5,HR,HSF1,HSF4,HTATIP2,IER2,IGSF1,IKBKG,IL18,IL4I1,INSR,IRAK1,IRAK2,IRF5,IRF9,ITGA6,JADE2,JMJD1C,JUNB,KAT2B,KDM1A,KDM7A,KDM8,KEAP1,KHDRBS1,KIT,KLF13,KLF4,LDB2,LGR4,LIN37,LIN54,LMCD1,LMO1,LMO2,LOC100513741,LOC100517129,LOC100623035,LOC102158443,LOC110255204,LOC110258620,LOC110259371,LPIN1,LPIN3,LRP8,LRRC7,LRRFIP1,LRRFIP2,LUM,LYAR,MAF1,MAFF,MAFK,MAGEH1,MAML3,MAP2K2,MAP3K10,MAP3K13,MAPK14,MAPK8IP1,MARS1,MAVS,MBD2,MBD3,MBTD1,MDK,MDM2,MED15,MED8,MEF2A,MEF2C,MEF2D,MEIS3,MEOX2,MET,MGA,MITF,MKX,MLIP,MLXIP,MLXIPL,MN1,MOSPD1,MSC,MSTN,MTA3,MTDH,MTERF3,MXD3,MYBL1,MYBL2,MYCN,MYEF2,MYF5,MYF6,MYOZ1,NAMPT,NCOA2,NDN,NEK4,NFATC1,NFATC3,NFATC4,NFE2L1,NFE2L2,NFE2L3,NFIB,NFIL3,NFKBIA,NFKBIB,NFKBIL1,NFXL1,NGFR,NIBAN2,NOC2L,NOL4L,NONO,NOSTRIN,NOTCH2,NOTCH3,NPAS3,NR0B2,NR1D2,NR1H2,NR1I3,NR2F1,NR2F6,NR4A3,NR5A2,NSD2,NUP107,OGT,PARK7,PARP9,PASK,PATZ1,PBX3,PBX4,PCBP1,PDCD4,PER1,PER2,PEX2,PFKM,PHB2,PHF1,PHF19,PHF21A,PIAS3,PIK3R2,PINK1,PITHD1,PKD2,PKIG,PLAG1,PLAGL1,PLCB1,PLCG2,PLK1,PLK3,PLPP3,POGK,POU6F1,PPARA,PPARGC1A,PPARGC1B,PPM1A,PPM1F,PPP3CA,PPP3CB,PRDM1,PRDM5,PRDX3,PRKCH,PRKCI,PRKCQ,PRKD1,PSIP1,PSMC3,PSMC3IP,PSMC5,PTGES2,PTPRK,PTPRN,RAD21,RAF1,RAP2C,RBBP8,RBM15,RBPJ,RCOR1,RCOR2,REST,RFX7,RGCC,RGMA,RGS14,RHEBL1,RIF1,RNF14,RNF2,RORA,RPS6KA1,RPS6KA3,RUNX1T1,RXRG,RYBP,SAFB2,SALL2,SAP130,SARS1,SAV1,SCAI,SCMH1,SCML2,SCRT1,SENP1,SERTAD1,SETD7,SFMBT2,SFR1,SFRP2,SHC1,SIRT2,SLC38A3,SMAD2,SMAD9,SMARCA5,SMO,SMYD2,SOX11,SOX9,SPHK1,SPI1,SPINDOC,SPP1,SPTY2D1,SQSTM1,SREBF2,SRF,SRI,SS18,SSBP4,SSU72,STAT1,STAT5B,STING1,STK3,STOX1,STOX2,SUPT16H,TAF11,TAF12,TAF9B,TBC1D14,TBL1XR1,TBX15,TBX18,TCF12,TCF3,TCF4,TCF7L1,TCF7L2,TEAD1,TEAD2,TEAD4,TET3,TFEB,TFRC,TGFB1,TGFB2,TGFB3,TGFBR1,THAP11,THOC5,TIMELESS,TLR9,TMEM9B,TNFRSF11A,TNIP1,TOP2A,TOX3,TP53INP2,TP63,TP73,TRAF3,TRAF5,TRAIP,TSC22D1,TSC22D3,TSHZ3,TTC21B,TTC5,UHRF1,USF2,USP13,USP2,WDR43,WDR77,WDTC1,WWC2,WWP1,WWTR1,YBX3,YEATS2,YWHAQ,YWHAZ,ZBTB1,ZBTB12,ZBTB16,ZBTB20,ZBTB7A,ZBTB7B,ZBTB7C,ZBTB8A,ZEB1,ZEB2,ZFHX4,ZFP30,ZFP37,ZFPM2,ZHX2,ZIC3,ZKSCAN4,ZKSCAN7,ZMIZ1,ZMYM2,ZNF114,ZNF135,ZNF142,ZNF175,ZNF180,ZNF235,ZNF26,ZNF260,ZNF280C,ZNF287,ZNF300,ZNF322,ZNF329,ZNF333,ZNF358,ZNF367,ZNF395,ZNF396,ZNF423,ZNF503,ZNF518A,ZNF521,ZNF524,ZNF536,ZNF567,ZNF568,ZNF608,ZNF624,ZNF628,ZNF641,ZNF692,ZNF703,ZNF704,ZNF711,ZNF76,ZNF768,ZNF827,ZNF865,ZNF879,ZSCAN12,ZSCAN31,ZXDC


			GO:BP			response to activity			GO:0014823			0.0027214808			10			CRY2,FNDC5,METRNL,MYH2,NOC2L,PPARGC1A,PRKAG3,RYR2,SELENON,SLC25A25


			GO:BP			positive regulation of mitotic cell cycle phase transition			GO:1901992			0.0027214808			26			APP,CCNB1,CDC25B,CDCA5,CDK1,CDT1,CENPJ,CUL3,CUL4A,CUL4B,DDX3X,DTL,EIF4G1,FBXO5,MDM2,MTA3,MTBP,PHB2,PLCB1,RAD51B,RCC2,RGCC,SASS6,STIL,STOX1,UBE2C


			GO:BP			cristae formation			GO:0042407			0.0027214808			10			AFG3L2,APOO,CHCHD10,CHCHD3,IMMT,LETM1,MICOS13,OMA1,PINK1,SAMM50


			GO:BP			translesion synthesis			GO:0019985			0.0027214808			10			DTL,PCLAF,POLD1,POLD2,POLDIP2,POLE2,POLH,REV3L,VCP,ZBTB1


			GO:BP			DNA geometric change			GO:0032392			0.0027214808			26			BLM,CDC45,CHD1L,CHTF18,DDX1,DDX3X,FANCM,GINS3,MCM2,MCM3,MCM4,MCM5,MCM8,MRE11,NAV2,POT1,RAD51,RECQL,RECQL4,RFC3,RFC5,SUPV3L1,TOP2A,TREX1,WRN,ZRANB3


			GO:BP			corticospinal tract morphogenesis			GO:0021957			0.0027327408			6			CDH11,EPHA4,NIN,SCN1B,SLIT2,SPG11


			GO:BP			meiotic chromosome condensation			GO:0010032			0.0027327408			6			MASTL,NCAPD2,NCAPD3,NCAPH,SMC2,SMC4


			GO:BP			regulation of mitotic metaphase/anaphase transition			GO:0030071			0.0027430174			22			ATM,AURKB,BCL7B,BUB1,BUB1B,CCNB1,CDC6,CDT1,CENPE,CUL3,FBXO5,GEN1,NDC80,NEK6,PLK1,RAD21,SPDL1,TEX14,TTK,UBE2C,ZWILCH,ZWINT


			GO:BP			positive regulation of autophagy			GO:0010508			0.0027445695			38			BAG3,BNIP3,BNIP3L,CALCOCO2,DAPK1,DCN,DEPDC5,ENDOG,FOXO1,FYCO1,GNAI3,HSPB8,KDR,LRRK2,MTDH,OPTN,PAFAH1B2,PINK1,PIP4K2A,PIP4K2C,PLEKHF1,PLK3,PRKD1,RB1CC1,SESN1,SESN2,SH3GLB1,SLC25A4,SNX30,SNX7,SPTLC1,STING1,STK11,TFEB,TP53INP2,ULK1,WDR45,WIPI1


			GO:BP			protein polymerization			GO:0051258			0.0027664856			61			ABL1,ARPC5,AVIL,BAIAP2L2,BIN1,CAPG,CAPZA1,CAPZA2,CASQ1,CASQ2,CDC42EP3,CENPJ,CKAP5,CLIP1,CLIP3,CRACD,CSF3,CYFIP2,CYRIB,DIAPH1,DIAPH2,DIAPH3,EPS8,ESAM,FBXO5,FCHSD1,FCHSD2,FER,FES,FHOD3,GBA2,HCLS1,KANK3,LMOD2,LOC100513346,MAPRE1,MET,MID1IP1,MKKS,NAV3,NIN,PAK3,PIK3R2,PRKCD,PTK2B,SLAIN2,SLIT2,SPTAN1,SPTB,SSH1,STMN2,SVIL,TMOD4,TMSB15A,TMSB15B,TPX2,TUBGCP4,TUBGCP6,TWF1,TWF2,UBE2C


			GO:BP			double-strand break repair via homologous recombination			GO:0000724			0.0027935279			43			ATM,BLM,BRCA1,BRCA2,CDC45,CHEK1,FIGNL1,GEN1,HDGFL2,INIP,KDM1A,KLHL15,MBTD1,MCM3,MCM4,MCM5,MCM8,MEIOB,MMS22L,MRE11,NABP2,PARPBP,POLL,PSMD14,RAD21,RAD51,RAD51AP1,RAD51B,RBBP8,REV3L,RFWD3,RIF1,RMI2,RPA2,SAMHD1,SFR1,SMC6,SPIDR,TIMELESS,TONSL,TRAPPC13,WDR48,WRN


			GO:BP			regulation of cell-substrate adhesion			GO:0010810			0.0027935279			47			ABI3BP,ABL1,ADAM15,ANGPT2,APOD,ATXN3,BCL6,BST1,CALR,CASK,CCN1,CIB1,COL16A1,CORO1C,CORO2B,DLC1,DOCK5,DUSP3,ECM2,EDIL3,EGFL6,EMILIN1,EPHA3,FBLN1,FN1,GBP1,HSD17B12,KDR,MACF1,MDK,MYF5,NID1,PDPN,PHLDB2,PPM1F,PTK2B,PTPRA,PTPRJ,RAC2,RCC2,RRAS,SEMA3E,SERPINE1,TEK,TESK1,UNC13D,UTRN


			GO:BP			regulation of small molecule metabolic process			GO:0062012			0.0027949491			63			ACADM,ACADVL,AKT2,APOE,APP,ATP2B4,ATP5IF1,BCKDK,BMP5,BMP6,BRCA1,C1QTNF3,DKK3,EGR1,EPHX2,FAM3C,FGF1,FGFR4,FMO1,FMO2,FOXO1,GPD1,GUCA1B,IER3,IGFBP4,INSR,KAT2B,KLHL12,LEPR,LONP2,LPCAT3,ME1,MFSD2A,MID1IP1,MLXIPL,NCOA2,NLN,NOS1,NOS3,NR1H2,OGT,PARK7,PDK2,PDK4,PPARA,PPARGC1A,PPP1R3G,PPTC7,PTK2B,REST,RORA,SESN2,SLC7A7,SOX9,TIGAR,TREX1,TSPO,TTC39B,VCP,WDTC1,ZBTB20,ZBTB7A,ZNF692


			GO:BP			positive regulation of epithelial cell migration			GO:0010634			0.0028503097			36			ABL1,ADGRA2,AGT,ATOH8,ATP5F1A,CALR,CIB1,DOCK5,EGF,ENPP2,FGF1,FGF18,FGFR1,GATA2,GATA3,GPI,HBEGF,KDR,MAPRE2,MET,NOS3,PLCG1,PLCG2,PLPP3,PPM1F,PRKD1,PTK2B,ROCK2,RRAS,SOX9,SPARC,SRC,SRPX2,TEK,TGFB2,TGFBR2


			GO:BP			ubiquinone metabolic process			GO:0006743			0.0028787858			11			COQ10A,COQ10B,COQ2,COQ3,COQ5,COQ6,COQ8A,COQ9,NDUFA9,NQO1,PPTC7


			GO:BP			neurotrophin signaling pathway			GO:0038179			0.0028787858			11			AGT,AGTR2,AKT1S1,CYFIP2,DOK5,NTF4,NTRK3,RAF1,SORT1,SPRY2,ZFYVE27


			GO:BP			regulation of peptidyl-tyrosine phosphorylation			GO:0050730			0.0029251497			55			ABL1,ACE,ACVR1,ADRA2A,AGT,APP,ARHGEF2,BMP6,BST1,CBL,CD44,CD80,CSF3,CSPG4,CTF1,EFNA1,EGF,ENPP2,EPHA4,EPHA7,ERBB3,FYN,GHR,HBEGF,HCLS1,HGF,IL15,IL18,IL6R,IL6ST,INPP5F,ITGA5,KIT,LRP4,LRP8,LRRK1,LYN,NCAPG2,NEURL1,PARP14,PARP9,PDGFC,PDGFD,PLCG2,PLPP3,PRKCD,PRKCZ,PTK2B,PTPRC,RAP2C,SFRP2,SH3BP5,SRC,THBS4,ZFP91


			GO:BP			positive regulation of endocytosis			GO:0045807			0.0029455844			23			ANKFY1,ANXA2,APOE,ATAD1,C3,CBL,CD14,CD151,CLIP3,CLU,DAB2,DLL1,EGF,FMR1,GPC3,HIP1,INSR,MIB1,PCSK9,PLCG2,PPP3CA,SERPINE1,SMPD1


			GO:BP			regulation of cell cycle G2/M phase transition			GO:1902749			0.0029655254			31			APP,ATF5,ATM,BLM,BRCA1,CCNB1,CCNB3,CDC25B,CDC6,CDK1,CENPF,CHEK1,CLSPN,CTC1,DTL,FBXO5,FOXN3,GFRA3,IER3,INIP,KIF14,MRE11,MRNIP,MTA3,NABP2,ORC1,PLK1,RAD21,RAD51B,RCC2,STOX1


			GO:BP			regulation of DNA-templated transcription			GO:0006355			0.0029795994			570			ABLIM3,ACTR3,ACVR1,ADAM8,ADNP,AEBP1,AFAP1L2,AGT,AHR,AJUBA,AKNA,ANKRD1,ANKRD2,ANXA2,APOE,APP,ARHGEF2,ARNTL,ARX,ASXL3,ATAD2,ATF3,ATF4,ATF5,ATM,ATOH8,ATP1B3,ATP2B4,ATXN1,AURKB,BAG3,BAMBI,BBS7,BCAS3,BCL11A,BCL3,BCL6,BCL9,BCORL1,BEND6,BHLHE41,BIN1,BLM,BMP5,BMP6,BMP7,BRCA1,BRCA2,BRD3,BRIP1,CALCOCO1,CALR,CAMK2A,CAMTA2,CAPN3,CARF,CASK,CAT,CBX2,CBX3,CBX4,CC2D1B,CCDC124,CCN1,CCNL1,CCNL2,CCNT2,CCPG1,CD200,CD40LG,CDCA7,CDCA7L,CDK14,CDK17,CDK5R1,CDON,CEBPG,CENPF,CENPJ,CHCHD10,CHCHD2,CHD3,CHD6,CHEK1,CHURC1,CIB1,CIPC,CITED1,CKAP2,CKS2,CLU,CNOT6,COPS5,CPEB3,CREB3L1,CREB3L2,CREB5,CREBRF,CREM,CRY2,CRYM,CSF3,CSRNP1,CSRNP3,CUL3,CUX2,DAB2,DBX1,DCAF6,DCN,DDR2,DDRGK1,DDX3X,DDX58,DEDD,DKK3,DLL1,DMRT2,DNAJA3,DNAJC17,DNMT1,DNMT3B,DOT1L,DPF3,DUSP26,DVL1,DYRK1B,E2F1,E2F6,E2F7,E2F8,E4F1,EAF2,EBF1,EBF2,EBF3,EBF4,EDA,EFCAB7,EFNA1,EGF,EGLN1,EGR1,EGR2,EGR3,EHMT2,EID1,ELF4,ELK3,ELK4,ELL2,ENG,EPAS1,EPCAM,ERBB2,ERBIN,ESR1,ESRRA,ESRRG,ETV1,ETV5,EZH2,EZR,FANCA,FANCD2,FER,FGF1,FGF9,FHL2,FHL5,FHOD1,FLOT2,FNIP1,FOS,FOXA3,FOXJ1,FOXM1,FOXN3,FOXO1,FOXP2,FST,FZD2,GATA2,GATA3,GCLC,GLI2,GLI3,GPS2,GTF2IRD1,HCLS1,HDAC10,HDGFL2,HES6,HEY2,HIC1,HIF3A,HIVEP1,HIVEP2,HLTF,HMMR,HOXA3,HOXA5,HR,HSF1,HSF4,HTATIP2,IER2,IGSF1,IKBKG,IL18,IL4I1,INSR,IRAK1,IRAK2,IRF5,IRF9,ITGA6,JADE2,JMJD1C,JUNB,KAT2B,KDM1A,KDM7A,KDM8,KEAP1,KHDRBS1,KIT,KLF13,KLF4,LDB2,LGR4,LIN37,LIN54,LMCD1,LMO1,LMO2,LOC100513741,LOC100517129,LOC100623035,LOC102158443,LOC110255204,LOC110258620,LOC110259371,LPIN1,LPIN3,LRP8,LRRC7,LRRFIP1,LRRFIP2,LUM,LYAR,MAF1,MAFF,MAFK,MAGEH1,MAML3,MAP2K2,MAP3K10,MAP3K13,MAPK14,MAPK8IP1,MARS1,MAVS,MBD2,MBD3,MBTD1,MDK,MDM2,MED15,MED8,MEF2A,MEF2C,MEF2D,MEIS3,MEOX2,MET,MGA,MITF,MKX,MLIP,MLXIP,MLXIPL,MN1,MOSPD1,MSC,MSTN,MTA3,MTDH,MTERF3,MXD3,MYBL1,MYBL2,MYCN,MYEF2,MYF5,MYF6,MYOZ1,NAMPT,NCOA2,NDN,NEK4,NFATC1,NFATC3,NFATC4,NFE2L1,NFE2L2,NFE2L3,NFIB,NFIL3,NFKBIA,NFKBIB,NFKBIL1,NFXL1,NGFR,NIBAN2,NOC2L,NOL4L,NONO,NOSTRIN,NOTCH2,NOTCH3,NPAS3,NR0B2,NR1D2,NR1H2,NR1I3,NR2F1,NR2F6,NR4A3,NR5A2,NSD2,NUP107,OGT,PARK7,PARP9,PASK,PATZ1,PBX3,PBX4,PCBP1,PDCD4,PER1,PER2,PEX2,PFKM,PHB2,PHF1,PHF19,PHF21A,PIAS3,PIK3R2,PINK1,PITHD1,PKD2,PKIG,PLAG1,PLAGL1,PLCB1,PLCG2,PLK1,PLK3,PLPP3,POGK,POU6F1,PPARA,PPARGC1A,PPARGC1B,PPM1A,PPM1F,PPP3CA,PPP3CB,PRDM1,PRDM5,PRDX3,PRKCH,PRKCI,PRKCQ,PRKD1,PSIP1,PSMC3,PSMC3IP,PSMC5,PTGES2,PTPRK,PTPRN,RAD21,RAF1,RAP2C,RBBP8,RBM15,RBPJ,RCOR1,RCOR2,REST,RFX7,RGCC,RGMA,RGS14,RHEBL1,RIF1,RNF14,RNF2,RORA,RPS6KA1,RPS6KA3,RUNX1T1,RXRG,RYBP,SAFB2,SALL2,SAP130,SARS1,SAV1,SCAI,SCMH1,SCML2,SCRT1,SENP1,SERTAD1,SETD7,SFMBT2,SFR1,SFRP2,SHC1,SIRT2,SLC38A3,SMAD2,SMAD9,SMARCA5,SMO,SMYD2,SOX11,SOX9,SPHK1,SPI1,SPINDOC,SPP1,SPTY2D1,SQSTM1,SREBF2,SRF,SRI,SS18,SSBP4,SSU72,STAT1,STAT5B,STING1,STK3,STOX1,STOX2,SUPT16H,TAF11,TAF12,TAF9B,TBC1D14,TBL1XR1,TBX15,TBX18,TCF12,TCF3,TCF4,TCF7L1,TCF7L2,TEAD1,TEAD2,TEAD4,TET3,TFEB,TFRC,TGFB1,TGFB2,TGFB3,TGFBR1,THAP11,THOC5,TIMELESS,TLR9,TMEM9B,TNFRSF11A,TNIP1,TOP2A,TOX3,TP53INP2,TP63,TP73,TRAF3,TRAF5,TRAIP,TSC22D1,TSC22D3,TSHZ3,TTC21B,TTC5,UHRF1,USF2,USP13,USP2,WDR43,WDR77,WDTC1,WWC2,WWP1,WWTR1,YBX3,YEATS2,YWHAQ,YWHAZ,ZBTB1,ZBTB12,ZBTB16,ZBTB20,ZBTB7A,ZBTB7B,ZBTB7C,ZBTB8A,ZEB1,ZEB2,ZFHX4,ZFP30,ZFP37,ZFPM2,ZHX2,ZIC3,ZKSCAN4,ZKSCAN7,ZMIZ1,ZMYM2,ZNF114,ZNF135,ZNF142,ZNF175,ZNF180,ZNF235,ZNF26,ZNF260,ZNF280C,ZNF287,ZNF300,ZNF322,ZNF329,ZNF333,ZNF358,ZNF367,ZNF395,ZNF396,ZNF423,ZNF503,ZNF518A,ZNF521,ZNF524,ZNF536,ZNF567,ZNF568,ZNF608,ZNF624,ZNF628,ZNF641,ZNF692,ZNF703,ZNF704,ZNF711,ZNF76,ZNF768,ZNF827,ZNF865,ZNF879,ZSCAN12,ZSCAN31,ZXDC


			GO:BP			neuromuscular junction development			GO:0007528			0.0030736704			18			AFG3L2,AGRN,APP,CACNA1S,CACNB1,CHRNA1,COLQ,DDX23,DNAJA3,DVL1,ERBB2,FZD9,LRP4,LRRK2,MUSK,PPFIBP2,SPG11,TNC


			GO:BP			mitotic DNA damage checkpoint signaling			GO:0044773			0.0031287048			24			ATM,BLM,BRCA1,CDK1,CHEK1,CLSPN,CRADD,DTL,EME1,FANCD2,FBXO31,FOXN3,IER3,MAP3K20,MDM2,MRE11,MRNIP,MSH2,PBK,PHKG1,PLK1,RFWD3,RPA2,TREX1


			GO:BP			maintenance of protein location			GO:0045185			0.0031287048			24			ANKRD13C,BARD1,CCDC88A,CHCHD10,DZIP1,FBN1,FBN2,HK1,HK2,HSPA5,KDELR3,LTBP1,NFKBIA,NFKBIB,PARK7,PINK1,PKD2,SRI,TAPT1,TMSB15A,TMSB15B,TSPO,TWF1,TWF2


			GO:BP			RNA biosynthetic process			GO:0032774			0.0031335022			597			ABLIM2,ABLIM3,ACTR3,ACVR1,ADAM8,ADNP,AEBP1,AFAP1L2,AGT,AHR,AJUBA,AKNA,ANKRD1,ANKRD2,ANXA2,APOE,APP,ARHGEF2,ARNTL,ARX,ASXL3,ATAD2,ATF3,ATF4,ATF5,ATM,ATOH8,ATP1B3,ATP2B4,ATXN1,AURKB,BAG3,BAMBI,BBS7,BCAS3,BCL11A,BCL3,BCL6,BCL9,BCORL1,BEND6,BHLHE41,BIN1,BLM,BMP5,BMP6,BMP7,BRCA1,BRCA2,BRD3,BRIP1,CALCOCO1,CALR,CAMK2A,CAMTA2,CAPN3,CARF,CASK,CAT,CBX2,CBX3,CBX4,CC2D1B,CCDC124,CCN1,CCNL1,CCNL2,CCNT2,CCPG1,CD200,CD40LG,CDCA7,CDCA7L,CDK14,CDK17,CDK5R1,CDON,CEBPG,CENPF,CENPJ,CHCHD10,CHCHD2,CHD3,CHD6,CHEK1,CHURC1,CIB1,CIPC,CITED1,CKAP2,CKS2,CLU,CNOT6,COPS5,CPEB3,CREB3L1,CREB3L2,CREB5,CREBRF,CREM,CRY2,CRYM,CSF3,CSRNP1,CSRNP3,CUL3,CUX2,DAB2,DBX1,DCAF6,DCN,DDR2,DDRGK1,DDX3X,DDX58,DEDD,DKK3,DLL1,DMRT2,DNAJA3,DNAJC17,DNMT1,DNMT3B,DOT1L,DPF3,DUSP26,DVL1,DYRK1B,E2F1,E2F6,E2F7,E2F8,E4F1,EAF2,EBF1,EBF2,EBF3,EBF4,EDA,EFCAB7,EFNA1,EGF,EGLN1,EGR1,EGR2,EGR3,EHMT2,EID1,EIF4A2,ELF4,ELK3,ELK4,ELL2,ELOB,ELOC,ENG,EPAS1,EPCAM,ERBB2,ERBIN,ESR1,ESRRA,ESRRG,ETV1,ETV5,EZH2,EZR,FANCA,FANCD2,FER,FGF1,FGF9,FHL2,FHL3,FHL5,FHOD1,FLOT2,FMR1,FNIP1,FOS,FOXA3,FOXJ1,FOXM1,FOXN3,FOXO1,FOXP2,FST,FZD2,GATA2,GATA3,GCLC,GINS3,GLI2,GLI3,GPS2,GTF2IRD1,GTF3C6,HCLS1,HDAC10,HDGFL2,HES6,HEY2,HIC1,HIF3A,HIVEP1,HIVEP2,HLTF,HMMR,HOXA3,HOXA5,HR,HSF1,HSF4,HTATIP2,IER2,IGSF1,IKBKG,IL18,IL4I1,INSR,IRAK1,IRAK2,IRF5,IRF9,ITGA6,JADE2,JMJD1C,JUNB,KAT2B,KDM1A,KDM7A,KDM8,KEAP1,KHDRBS1,KIT,KLF13,KLF4,LDB2,LGR4,LIN37,LIN54,LMCD1,LMO1,LMO2,LOC100513741,LOC100517129,LOC100623035,LOC102158443,LOC110255204,LOC110258620,LOC110259371,LPIN1,LPIN3,LRP8,LRRC7,LRRFIP1,LRRFIP2,LUM,LYAR,MAF1,MAFF,MAFK,MAGEH1,MAML3,MAP2K2,MAP3K10,MAP3K13,MAPK14,MAPK8IP1,MARS1,MAVS,MBD2,MBD3,MBTD1,MDK,MDM2,MED15,MED8,MEF2A,MEF2C,MEF2D,MEIS3,MEOX2,MET,MGA,MITF,MKX,MLIP,MLXIP,MLXIPL,MN1,MOSPD1,MSC,MSTN,MTA3,MTDH,MTERF3,MXD3,MYBL1,MYBL2,MYCN,MYEF2,MYF5,MYF6,MYOZ1,NAMPT,NCAPG2,NCOA2,NDN,NEK4,NFATC1,NFATC3,NFATC4,NFE2L1,NFE2L2,NFE2L3,NFIB,NFIL3,NFKBIA,NFKBIB,NFKBIL1,NFXL1,NGFR,NIBAN2,NMI,NOC2L,NOL4L,NONO,NOSTRIN,NOTCH2,NOTCH3,NPAS3,NPM3,NR0B2,NR1D2,NR1H2,NR1I3,NR2F1,NR2F6,NR4A3,NR5A2,NSD2,NUP107,OGT,PARK7,PARP9,PASK,PATZ1,PBX3,PBX4,PCBP1,PDCD4,PER1,PER2,PEX2,PFKM,PHB2,PHF1,PHF19,PHF21A,PIAS3,PIK3R2,PINK1,PIR,PITHD1,PKD2,PKIG,PLAG1,PLAGL1,PLCB1,PLCG2,PLK1,PLK3,PLPP3,POGK,POLA1,POLA2,POLR2F,POLR2G,POLR2J,POLR3A,POLR3D,POLR3GL,POLR3H,POU6F1,PPARA,PPARGC1A,PPARGC1B,PPM1A,PPM1F,PPP1R1B,PPP3CA,PPP3CB,PRDM1,PRDM5,PRDX3,PRIM2,PRKCH,PRKCI,PRKCQ,PRKD1,PSIP1,PSMC3,PSMC3IP,PSMC5,PTGES2,PTPRK,PTPRN,RAD21,RAF1,RAP2C,RBBP8,RBM15,RBPJ,RCOR1,RCOR2,REST,RFX7,RGCC,RGMA,RGS14,RHEBL1,RIF1,RNF14,RNF2,RORA,RPS6KA1,RPS6KA3,RUNX1T1,RXRG,RYBP,SAFB2,SALL2,SAP130,SARS1,SAV1,SCAI,SCMH1,SCML2,SCRT1,SENP1,SERTAD1,SETD7,SFMBT2,SFR1,SFRP2,SHC1,SIRT2,SLC38A3,SMAD2,SMAD9,SMARCA5,SMO,SMYD2,SOX11,SOX9,SPHK1,SPI1,SPINDOC,SPP1,SPTY2D1,SQSTM1,SREBF2,SRF,SRI,SS18,SSBP4,SSU72,STAT1,STAT5B,STING1,STK3,STOX1,STOX2,SUPT16H,TAF11,TAF12,TAF9B,TASOR,TBC1D14,TBL1XR1,TBPL1,TBX15,TBX18,TCF12,TCF3,TCF4,TCF7L1,TCF7L2,TEAD1,TEAD2,TEAD4,TET3,TFEB,TFRC,TGFB1,TGFB2,TGFB3,TGFBR1,THAP11,THOC5,TIMELESS,TLR9,TMEM9B,TNFRSF11A,TNFRSF1B,TNIP1,TOP2A,TOP2B,TOX3,TP53INP2,TP63,TP73,TRAF3,TRAF5,TRAIP,TSC22D1,TSC22D3,TSHZ3,TTC21B,TTC5,UHRF1,USF2,USP13,USP2,WDR43,WDR77,WDTC1,WWC2,WWP1,WWTR1,YBX3,YEATS2,YWHAQ,YWHAZ,ZBTB1,ZBTB12,ZBTB16,ZBTB20,ZBTB7A,ZBTB7B,ZBTB7C,ZBTB8A,ZEB1,ZEB2,ZFHX4,ZFP30,ZFP37,ZFPM2,ZHX2,ZIC3,ZKSCAN4,ZKSCAN7,ZMIZ1,ZMYM2,ZNF114,ZNF135,ZNF142,ZNF175,ZNF180,ZNF235,ZNF26,ZNF260,ZNF280C,ZNF287,ZNF300,ZNF322,ZNF329,ZNF333,ZNF358,ZNF367,ZNF395,ZNF396,ZNF423,ZNF503,ZNF518A,ZNF521,ZNF524,ZNF536,ZNF567,ZNF568,ZNF608,ZNF624,ZNF628,ZNF641,ZNF692,ZNF703,ZNF704,ZNF711,ZNF76,ZNF768,ZNF827,ZNF865,ZNF879,ZSCAN12,ZSCAN31,ZXDC


			GO:BP			nucleoside phosphate biosynthetic process			GO:1901293			0.0031399265			63			ACACA,ACAT1,ACOT7,ACSL1,ACSS1,ACSS2,ADCY2,ADCY3,ADCY4,ADCY6,ADCY9,ADSL,AK1,AK3,AK5,AMPD1,AMPD3,ATIC,ATP5F1A,ATP5F1B,ATP5MC1,ATP5MC3,ATP5ME,ATP5PO,ATP6,CDS1,CHPT1,CMPK2,DCAKD,DLAT,DLD,FLAD1,GARS1,GART,GPAT4,GUCA1B,GUCY1A1,IMPDH1,MMUT,NAMPT,NME4,NME6,NOS1,NOS3,PAICS,PANK3,PANK4,PDHA1,PDHB,PDHX,PDK2,PDK4,PPARA,PPARGC1A,PPAT,PRPS1,PRTFDC1,PTDSS1,PTPMT1,SLC4A7,TBPL1,UGCG,VCP


			GO:BP			alpha-amino acid metabolic process			GO:1901605			0.0032268907			53			AASDHPPT,ACAT1,ADHFE1,ALDH18A1,ALDH4A1,ALDH6A1,APIP,ASL,ASNS,ASS1,ATF4,ATP2B4,AZIN2,BCAT1,BCAT2,CDS1,CPS1,CYP1A1,DCTPP1,DDO,DEDD,DLST,FAH,GCLC,GFPT1,GFPT2,GLUL,GOT1,GPT2,GSTZ1,HADHB,HIBADH,HSD17B10,IL4I1,KYAT1,KYAT3,LPCAT1,MCCC2,MMUT,MRI1,MTHFR,NOS1,NOS3,NOXRED1,OAT,ODC1,OTC,PARK7,PCBD1,PLOD2,PYCR2,SLC7A7,TST


			GO:BP			cellular response to lipid			GO:0071396			0.003230518			89			ABL1,ABL2,ACACA,ADAM15,ADCY3,ADCY6,AHR,ALDH1A2,ANKRD1,ATM,ATP1A2,BCR,BMP6,BMP7,BRCA1,CALCOCO1,CALR,CASP9,CD14,CD80,CMPK2,CRY2,CYP7B1,DAB2,DDRGK1,EPHA3,ESR1,ESRRA,ESRRG,FAM210B,FBXO32,FES,GRAMD1C,HADHB,IL18,IRAK1,IRAK2,KLF9,LYN,MAP4K1,MAPK14,MN1,MRC1,MSTN,MTDH,NFKBIA,NFKBIB,NFKBIL1,NOS3,NPC1,PARK7,PDCD4,PDE4B,PDK4,PER1,PHB2,PLAA,PLCG2,PPARA,PPARGC1B,PTGES3,PTK2B,PTK7,REST,RNF14,ROCK2,RORA,RXRG,SAFB2,SCARB1,SERPINE1,SGK1,SHPK,SKP2,SMO,SOX9,SPI1,SPP1,SRC,TEAD2,TFPI,TNFRSF1B,TNIP1,TP63,TWF2,VIM,ZBTB7A,ZMIZ1,ZNF703


			GO:BP			circadian rhythm			GO:0007623			0.003250547			43			ARNTL,ASS1,ATF4,ATF5,BHLHE41,CAVIN3,CDK1,CIPC,CRY2,EGR1,EZH2,FBXL21,GFPT1,GLO1,GPR176,KCND2,KDM8,KLF9,LDB3,LGR4,MAGED1,NAMPT,NCOA2,NDUFA9,NFIL3,NGFR,NOCT,NONO,NR0B2,NR1D2,NR2F6,OGT,PER1,PER2,PHLPP1,PPARA,PPARGC1A,PPP1CB,RORA,TIMELESS,TNFRSF11A,TOP2A,USP2


			GO:BP			nucleoside diphosphate metabolic process			GO:0009132			0.0033201052			37			ACAT1,AK1,AK3,AK5,ALDOC,APP,CMPK2,ENO3,ENTPD5,ENTPD6,ENTPD7,GAPDH,GPAT4,GPD1,GPI,GUK1,HK1,HK2,IER3,INSR,MLXIPL,NME4,NME6,NT5E,NUDT5,OGT,PFKM,PGAM2,PGK1,PKM,PPARA,PRKAG3,TIGAR,TPI1,TREX1,ZBTB20,ZBTB7A


			GO:BP			replication fork processing			GO:0031297			0.0033829733			15			APITD1,BLM,BRCA2,EME1,FANCM,GEN1,MMS22L,MRE11,RAD51,RFWD3,SAMHD1,TONSL,TRAIP,WRN,ZRANB3


			GO:BP			negative regulation of lipid metabolic process			GO:0045833			0.0033955784			26			ACADVL,ADRA2A,APOD,APOE,ASXL3,BMP5,BRCA1,DKK3,FMO1,FMO2,LOC100510975,LPCAT1,MFSD2A,ORMDL1,ORMDL2,PDGFA,PIP4K2A,PIP4K2C,PLIN1,PPP2R5A,REST,RUBCN,SLC27A1,SOX9,SPHK1,WDTC1


			GO:BP			steroid metabolic process			GO:0008202			0.0034026105			57			ABCA5,ACADVL,APOE,APOF,APP,ASAH1,BCAT2,BDH1,BMP5,BMP6,CAT,CLN6,CUBN,CYP1A1,CYP27A1,CYP2R1,CYP7B1,DHCR24,DHCR7,DKK3,EGR1,EPHX2,ESR1,FGF1,FGFR4,GBA2,HMGCR,HSD11B2,HSD17B10,HSD3B1,LEPR,LIPE,LOC100626199,LPCAT3,LSS,MSMO1,MVK,NFE2L1,NR5A2,PCSK9,PDGFRA,REST,RORA,SCARB1,SGPL1,SLC37A4,SMPD1,SOAT1,SPP1,SQLE,SRD5A1,STAT5B,STUB1,TM7SF2,TSKU,TTC39B,VLDLR


			GO:BP			negative regulation of protein modification process			GO:0031400			0.003411952			97			ABL1,AGT,AKT1S1,APOE,BDKRB2,BMP7,BOD1,BRCA1,BUB1B,CAPN3,CBL,CD109,CDC20,CEP85,CIB1,CKB,CORO1C,CRY2,DBNDD1,DTNBP1,DUSP1,DUSP10,DVL1,EIF4G1,EMILIN1,ENG,EPHB2,FBLN1,FBXO5,FRY,FYN,GADD45B,GPS2,HGF,HHATL,HMGCR,INPP5F,INPP5J,IVNS1ABP,KAT2B,KLHL31,LIMK1,LRRK1,LRRK2,LYN,MASTL,MGAT5,MICAL1,MLXIPL,NCAPG2,NIBAN1,NOC2L,NTRK3,OGT,OTUB2,PAQR3,PARK7,PARP14,PBK,PHF1,PIAS3,PKIG,PLAA,PLK1,PLPP3,PPM1F,PPP1R15A,PPP1R1B,PRKAR1A,PRKAR1B,PRKAR2A,PRKCD,PRKCZ,PRR5L,PTPN13,PTPRB,PTPRC,PTPRJ,RGS14,ROCK2,SFRP2,SH3BP5,SH3RF2,SIRT2,SLC8A3,SLIT2,SMPD1,SPI1,SPRED2,SPRY2,SQSTM1,SWAP70,TRAF3IP1,TSPO,UBASH3B,UBXN1,WWTR1


			GO:BP			cardiac chamber morphogenesis			GO:0003206			0.0035151064			34			ACVR1,BMP7,CCN1,COL11A1,CPE,DHRS3,EDNRA,EGLN1,ENG,FZD2,GATA3,HEY2,LOC100736765,MDM2,MKS1,MYBPC3,NOS3,NOTCH2,NSD2,PARVA,RBM15,RBPJ,SAV1,SFRP2,SLIT3,SMO,SOX11,SRF,TGFB1,TGFBR1,TGFBR2,TNNT2,TPM1,ZFPM2


			GO:BP			cardiac muscle cell development			GO:0055013			0.0035151734			19			ACTC1,ACTN2,ALPK2,ASB2,BVES,FHOD3,HEY2,LOC100736765,MEF2A,MYH11,MYO18B,NEB,NRAP,PDGFRA,PI16,SGCD,SRF,TBX18,TCAP


			GO:BP			purine nucleoside monophosphate metabolic process			GO:0009126			0.0035151734			19			ADSL,AK1,AK3,AMPD1,AMPD3,ATIC,CHPT1,GART,GMPR,GPAT4,GUK1,IMPDH1,NT5C1A,NT5E,PAICS,PPAT,PRTFDC1,PTPMT1,UGCG


			GO:BP			glycoprotein metabolic process			GO:0009100			0.0035182129			86			ACOT8,ADAMTS12,ADAMTS7,ALG10,ALG14,ALG8,ALG9,AQP11,B3GALNT1,B3GALT2,B3GNT3,B4GALT4,BGN,CHPF,CHST3,CHSY1,COL11A1,COL2A1,DCN,DPY19L3,DPY19L4,DSE,EXT1,EXT2,EXTL1,EXTL2,GAL3ST4,GALNT10,GALNT15,GALNT17,GALNT2,GALNT5,GALNT7,GANC,GCNT1,GFPT1,GLCE,GPAT4,GUSB,GXYLT2,HADHB,HS2ST1,HS6ST1,HS6ST2,IL15,ITM2A,LARGE1,LARGE2,LOC100525350,MAN1A1,MAN2A1,MGAT5,NECAB3,NPC1,OGT,OSTC,PARK7,PHLDA1,PLCB1,PMM1,POGLUT2,PSAP,PTX3,PXYLP1,RAMP1,SGSH,SLC2A10,SOAT1,ST3GAL5,ST6GALNAC2,ST6GALNAC3,STT3A,SULF1,SULF2,TCF7L2,TET3,TMTC2,TMTC3,TMTC4,TNIP1,TREX1,TUSC3,UGDH,UGGT1,UGGT2,XYLT2


			GO:BP			protein localization to plasma membrane			GO:0072659			0.0035182129			63			ACTN2,AKT2,ANK1,ANK3,ARHGAP44,ATP1B1,ATP2B4,BBS2,BLZF1,CCDC88A,CDH2,CIB1,CLIP3,DAB2,DCHS1,EFR3B,EHD4,EPHA3,EZR,FLOT2,GBP1,GGA1,GGA2,GRIPAP1,ITGB1,LGALS3,MMP14,MRAP2,NECTIN3,NSG1,OPTN,PACS1,PDZK1,PIK3R2,PKDCC,PLEKHF1,PPP2R5A,PREPL,PRKCI,PRKCZ,PTPN9,RAB10,RAB13,RAB34,RAB3D,RAB7A,RAB8B,RAMP1,RILPL1,ROCK2,SCN3B,SLC9A3R2,SQSTM1,STAC3,STXBP1,SYS1,TPBG,TSPAN33,TSPAN5,TTC8,VAMP8,WNK3,ZFYVE27


			GO:BP			positive regulation of growth			GO:0045927			0.0035280532			48			ARMC12,ARX,CAPN3,CIB1,CRABP2,DDX3X,DLL1,EIF4G1,ERBB2,EZR,FGF9,FN1,GHR,HDGFL2,HEY2,HPN,INSR,LIMK1,MAP3K13,MAPK14,MFSD2A,MKKS,MMP14,MUL1,NEDD4L,PLAA,PLCB1,PPM1F,RBPJ,RIMS1,RND2,SEMA7A,SFRP2,SMO,SMURF1,SPHK1,SRF,STAT5B,SUPV3L1,SYT2,TAF9B,TEAD1,TGFB2,TGFBR1,TWF2,YBX3,ZFPM2,ZFYVE27


			GO:BP			mitotic DNA replication			GO:1902969			0.0035280532			8			BRCA2,CDC45,GINS3,LIG1,MCM3,MCM4,POLA1,RAD51


			GO:BP			regulation of extent of cell growth			GO:0061387			0.0035280532			22			ABL1,CRABP2,DIP2B,EPHA7,FN1,LIMK1,MAP3K13,PLXNA3,PTPRS,RND2,SEMA3A,SEMA3E,SEMA3G,SEMA4F,SEMA5B,SEMA6A,SEMA6C,SEMA7A,SPART,SRF,TWF2,ZFYVE27


			GO:BP			'de novo' IMP biosynthetic process			GO:0006189			0.0035280532			8			ADSL,ATIC,CHPT1,GART,GPAT4,PAICS,PPAT,UGCG


			GO:BP			cardiac ventricle development			GO:0003231			0.0035280532			33			ACVR1,CCN1,COL11A1,CPE,CPLANE1,EDNRA,EGLN1,ENG,FZD2,GATA3,GJA5,HEY2,LOC100736765,LUZP1,MDM2,MYBPC3,NOS3,NSD2,PRDM1,PTK7,RBM15,RBPJ,SAV1,SFRP2,SLIT3,SOX11,TGFB1,TGFBR1,TGFBR2,TNNT2,TPM1,XIRP2,ZFPM2


			GO:BP			negative regulation of cellular response to growth factor stimulus			GO:0090288			0.0035558567			29			ABL1,ADAMTS12,ADGRA2,AGT,AGTR2,ATP2B4,BAMBI,BMPER,CASK,CHRD,CREB3L1,DCN,EMILIN1,FBN1,GATA3,HTRA1,HTRA3,MMRN2,NGFR,PPM1A,SEMA6A,SFRP2,SLIT2,SMURF1,SPART,SPRY2,SULF1,SULF2,TMEM53


			GO:BP			regulation of mitotic sister chromatid segregation			GO:0033047			0.0035576773			17			ATM,AURKB,BUB1,BUB1B,CCNB1,CDT1,FBXO5,GEN1,KAT2B,NDC80,PLK1,RAD21,SPDL1,TEX14,TTK,ZWILCH,ZWINT


			GO:BP			cellular response to reactive oxygen species			GO:0034614			0.0035672019			31			ABL1,CAT,EZH2,FER,FOS,GPR37,HGF,LRRK2,MET,MMP2,NET1,NFE2L2,NOS3,NQO1,OSER1,PARK7,PDGFRA,PDK2,PINK1,PPARGC1B,PPIF,PRDX3,PRKCD,PTPRK,ROMO1,SOD3,SPHK1,SRC,STK26,TPM1,TREX1


			GO:BP			forebrain development			GO:0030900			0.003628406			72			ADGRG1,AKNA,ALDH1A2,APAF1,APLP1,APP,ARX,ATAT1,ATF5,ATP1A2,BTBD3,CCDC141,CDH2,CDK5R1,CDON,CORO1C,DCX,DISC1,E2F1,EFHC1,EPHB2,EPHB3,EXT1,FOXP2,FYN,GATA2,GLI2,GLI3,KIF14,LAMB1,LRP8,LRRK2,MDGA1,MDK,MFSD2A,MKKS,NFIB,NIN,NUMBL,OGDH,OPHN1,PGAP1,PLCB1,PLXNA1,PLXNA3,PTPRS,RBPJ,ROBO1,SEMA3A,SEMA3E,SEMA7A,SLIT1,SLIT2,SLITRK5,SMO,SRC,SRF,SRGAP2,SUN2,TACC1,TACC3,TOP2B,TOX,TSKU,TTC21B,TTC8,TYRO3,UBA6,UQCRQ,WDR47,ZIC3,ZMIZ1


			GO:BP			regulation of chemotaxis			GO:0050920			0.0036777812			47			ADGRA2,ANGPT2,BST1,CALR,CCL19,CCL5,CCN3,CORO1B,DAPK2,DPP4,DUSP1,DUSP3,FGF1,FGF18,FGFR1,HABP2,IL16,JAM3,KDR,LYN,MDK,MET,MSTN,NTRK3,PDGFRA,PLXNA3,PPM1F,PRKD1,PRSS56,PTK2B,PTN,RAC2,RIPOR2,ROBO1,SEMA3E,SEMA3G,SEMA4F,SEMA5B,SEMA6A,SEMA6C,SEMA7A,SERPINE1,SLIT2,SPI1,SWAP70,THBS4,TPBG


			GO:BP			acyl-CoA biosynthetic process			GO:0071616			0.0037601313			14			ACACA,ACAT1,ACSL1,ACSS1,ACSS2,DLAT,DLD,MMUT,PDHA1,PDHB,PDHX,PDK2,PDK4,PTDSS1


			GO:BP			thioester biosynthetic process			GO:0035384			0.0037601313			14			ACACA,ACAT1,ACSL1,ACSS1,ACSS2,DLAT,DLD,MMUT,PDHA1,PDHB,PDHX,PDK2,PDK4,PTDSS1


			GO:BP			DNA replication initiation			GO:0006270			0.0037601313			14			CCNE2,CDC45,CDC6,CDT1,GINS3,MCM2,MCM3,MCM4,MCM5,ORC1,ORC3,POLA1,POLA2,PRIM2


			GO:BP			glycoprotein biosynthetic process			GO:0009101			0.0038493142			71			ACOT8,ALG10,ALG14,ALG8,ALG9,AQP11,B3GALNT1,B3GALT2,B3GNT3,B4GALT4,CHPF,CHST3,CHSY1,DPY19L3,DPY19L4,DSE,EXT1,EXT2,EXTL1,EXTL2,GAL3ST4,GALNT10,GALNT15,GALNT17,GALNT2,GALNT5,GALNT7,GCNT1,GFPT1,GLCE,GPAT4,GXYLT2,HADHB,HS2ST1,HS6ST1,HS6ST2,IL15,ITM2A,LARGE1,LARGE2,LOC100525350,MGAT5,NECAB3,NPC1,OGT,OSTC,PHLDA1,PLCB1,PMM1,POGLUT2,PSAP,PXYLP1,RAMP1,SLC2A10,SOAT1,ST3GAL5,ST6GALNAC2,ST6GALNAC3,STT3A,TCF7L2,TET3,TMTC2,TMTC3,TMTC4,TNIP1,TREX1,TUSC3,UGDH,UGGT1,UGGT2,XYLT2


			GO:BP			morphogenesis of a branching epithelium			GO:0061138			0.0038588517			49			ABL1,ACVR1,ADAMTS16,ADM,AGT,BMP7,BTBD7,CTSZ,DCHS1,DLG5,EDNRA,EGF,ENG,ESR1,EXT1,FGF1,GLI2,GLI3,GPC3,HGF,HOXA5,KDR,LGR4,MDK,MET,MKS1,MMP14,MYCN,NFATC4,PHB2,PKD2,PLXNA1,PLXND1,RBM15,RSPO3,SEMA3E,SFRP2,SLIT2,SMO,SOX9,SPRY2,SRC,SRF,SULF1,TGFB1,TGFBR2,TIMELESS,TMEM59L,TP63


			GO:BP			actin filament depolymerization			GO:0030042			0.0038796272			20			ACTN2,AVIL,CAPG,CAPZA1,CAPZA2,CFL1,CRACD,DSTN,EPS8,LMOD2,MICAL1,MICAL3,PLEKHH2,SPTAN1,SPTB,SVIL,SWAP70,TMOD4,TWF1,TWF2


			GO:BP			actin filament polymerization			GO:0030041			0.00404175			41			ARPC5,AVIL,BAIAP2L2,BIN1,CAPG,CAPZA1,CAPZA2,CDC42EP3,CRACD,CSF3,CYFIP2,CYRIB,DIAPH1,DIAPH2,DIAPH3,EPS8,ESAM,FCHSD1,FCHSD2,FER,FHOD3,GBA2,HCLS1,KANK3,LMOD2,LOC100513346,MKKS,PAK3,PIK3R2,PRKCD,PTK2B,SLIT2,SPTAN1,SPTB,SSH1,SVIL,TMOD4,TMSB15A,TMSB15B,TWF1,TWF2


			GO:BP			reproduction			GO:0000003			0.004071112			213			ACE,ACSL4,ACTR3,ACVR1,ADAMTS2,ADCY3,ADGRG1,ANTXR1,APITD1,APP,ASPM,ATAT1,ATM,ATP2B4,AWN,BCAP31,BCL6,BMP6,BMP7,BRCA2,BRIP1,BUB1,C3,CALR,CATSPER4,CBX2,CCDC40,CCNB1,CCNB2,CCNE2,CD9,CDC20,CDC25B,CDK1,CEP131,CIB1,CKS2,CYP7B1,DDO,DDX3X,DEDD,DEFB1,DHCR24,DIAPH2,DNAJC19,DZIP1,E2F7,E2F8,EAF2,EDNRA,EGR1,EHMT2,EIF2B4,EIF2S2,EME1,ENPP2,ESPL1,ESR1,FANCA,FANCD2,FANCM,FBXO5,FGF9,FIGNL1,FNDC3A,FOXA3,FST,GAMT,GATA3,GDF9,GJA1,GLI2,HSD11B2,HSPA1L,IFT27,IGFBP5,ITGB1,ITGB4,IZUMO1,JAM3,JUNB,KDR,KIF20A,KIT,KRT8,LEPR,LFNG,LGR4,LHFPL2,LOC100153093,LZTFL1,MASTL,MBD2,MCM8,MDFI,MDK,MEIOB,MKKS,MMP2,MMP23,MND1,MNS1,MRE11,MSH2,MSH4,MYCBPAP,NCAPD2,NCAPD3,NCAPH,NDC1,NDC80,NECTIN3,NEURL1,NOS3,NPHP4,NUF2,NUP107,PAFAH1B2,PARK7,PATZ1,PCSK5,PCYT1B,PDE3A,PDGFRA,PHB2,PITHD1,PLAG1,PLCB1,PLCD4,PLK1,PPP1R1B,PRDM1,PRDX3,PSMC3IP,PTN,PTTG1,PTX3,RAB3A,RACGAP1,RAD51,RAD51AP1,RBBP8,RBPJ,RECK,RIMS1,RNF2,ROS1,SAFB2,SCMH1,SEPTIN1,SEPTIN7,SERPINE2,SFRP2,SGO1,SGO2,SGPL1,SIRT2,SLC19A2,SLC22A16,SLC26A6,SLIRP,SLIT2,SLIT3,SMC2,SMC4,SOX9,SPEF2,SRC,SRD5A1,STAT5B,STAU2,STK11,STK3,STOX2,STXBP1,SULF1,SYCP2,TBPL1,TDRD12,TDRKH,TEAD4,TEKT1,TEX14,TGFB1,TGFBR1,TIMP1,TNC,TOP2A,TOP2B,TP63,TRIM36,TSSK3,TTC21A,TTC26,TTK,TTLL1,TUBGCP4,TUBGCP6,TYRO3,UBR2,UMODL1,VDAC2,VMP1,VPS13B,WDR19,WDR48,WDR77,YBX3,ZBTB16,ZFPM2,ZMIZ1,ZNF449,ZNF628


			GO:BP			negative regulation of chromosome separation			GO:1905819			0.0041301122			16			ATM,AURKB,BUB1,BUB1B,CCNB1,CDT1,FBXO5,GEN1,NDC80,PLK1,RAD21,SPDL1,TEX14,TTK,ZWILCH,ZWINT


			GO:BP			nucleoside bisphosphate biosynthetic process			GO:0033866			0.0041301122			18			ACACA,ACAT1,ACOT7,ACSL1,ACSS1,ACSS2,DCAKD,DLAT,DLD,MMUT,PANK3,PANK4,PDHA1,PDHB,PDHX,PDK2,PDK4,PTDSS1


			GO:BP			negative regulation of metaphase/anaphase transition of cell cycle			GO:1902100			0.0041301122			16			ATM,AURKB,BUB1,BUB1B,CCNB1,CDT1,FBXO5,GEN1,NDC80,PLK1,RAD21,SPDL1,TEX14,TTK,ZWILCH,ZWINT


			GO:BP			ribonucleoside bisphosphate biosynthetic process			GO:0034030			0.0041301122			18			ACACA,ACAT1,ACOT7,ACSL1,ACSS1,ACSS2,DCAKD,DLAT,DLD,MMUT,PANK3,PANK4,PDHA1,PDHB,PDHX,PDK2,PDK4,PTDSS1


			GO:BP			purine nucleoside bisphosphate biosynthetic process			GO:0034033			0.0041301122			18			ACACA,ACAT1,ACOT7,ACSL1,ACSS1,ACSS2,DCAKD,DLAT,DLD,MMUT,PANK3,PANK4,PDHA1,PDHB,PDHX,PDK2,PDK4,PTDSS1


			GO:BP			negative regulation of chromosome segregation			GO:0051985			0.0041301122			16			ATM,AURKB,BUB1,BUB1B,CCNB1,CDT1,FBXO5,GEN1,NDC80,PLK1,RAD21,SPDL1,TEX14,TTK,ZWILCH,ZWINT


			GO:BP			IMP metabolic process			GO:0046040			0.0041504155			13			ADSL,AMPD1,AMPD3,ATIC,CHPT1,GART,GPAT4,NT5C1A,PAICS,PPAT,PRTFDC1,PTPMT1,UGCG


			GO:BP			regulation of endocytosis			GO:0030100			0.0041559997			40			ANKFY1,ANKRD13A,ANKRD13B,ANXA2,APOE,ATAD1,BIN1,C3,CBL,CD14,CD151,CLIP3,CLU,DAB2,DLL1,EGF,EPHA3,FMR1,GLO1,GPC3,HIP1,INSR,ITGAV,LGALS3,LRRK2,MIB1,NR1H2,OPHN1,PACSIN3,PCSK9,PLCG2,PPP3CA,PPP3CB,RUBCN,SERPINE1,SMPD1,SNAP91,SPHK1,SRC,STON2


			GO:BP			mitochondrial membrane organization			GO:0007006			0.0041645262			26			AFG3L2,APOO,ATP5IF1,BID,BNIP3,CHCHD10,CHCHD3,EYA2,GHITM,HK2,IER3,IMMT,LETM1,MFN2,MICOS13,MUL1,OMA1,OXA1L,PDCD5,PINK1,PPIF,SAMM50,SLC25A4,SPG7,TIMM50,VDAC2


			GO:BP			positive regulation of organelle assembly			GO:1902117			0.0041645262			26			CCDC88A,CCP110,CENPJ,CNOT6,CNOT6L,CROCC,DYNLL1,DZIP1,FSCN1,GPSM2,IFT88,MNS1,PIP4K2A,PIP4K2C,SASS6,SDC1,SEPTIN9,SH3GLB1,SNX30,SNX7,SPAG5,SRC,STIL,TAPT1,WDR45,WIPI1


			GO:BP			regulation of calcium ion transmembrane transporter activity			GO:1901019			0.0041968768			21			ATP1B1,CACNB1,CALM1,CASQ1,CASQ2,DDX23,GNB5,HRC,PDE4B,PKD2,PLCG2,REM1,RYR2,SELENON,SRI,STAC3,STIM1,STIM2,TLR9,TRDN,VMP1


			GO:BP			inner ear development			GO:0048839			0.0041968768			47			BCR,BMPER,CHRNA10,COL11A1,COL2A1,CTHRC1,DCHS1,DLL1,DVL1,EPHA4,EPHB2,FGF9,FREM2,FZD2,GATA2,GATA3,GLI2,GLI3,GSDME,HEY2,IFT27,IFT88,KCNQ4,LRIG3,MAPKAPK2,MCM2,MKS1,MYCN,MYO7A,NANS,PLPPR4,PRELID2,PTK7,RBPJ,RIPOR2,SLC4A7,SLITRK6,SOX9,SPRY2,STOX1,TCAP,TSKU,TTC39C,TTC8,USH1C,WHRN,ZEB1


			GO:BP			myotube differentiation			GO:0014902			0.0042493343			32			ACTA1,ADAMTS15,ADGRB3,BCL9,BHLHE41,CACNA1S,CAV2,CCN3,CD9,CDON,DOCK5,DYRK1B,HOMER1,MAPK14,MEF2C,MMP14,MYF5,MYMK,MYOF,NLN,PLEKHO1,PLPP7,PPP3CA,PPP3CB,PTGFRN,RBM38,RIPOR2,SELENON,SMO,SORT1,SPG11,TRIM72


			GO:BP			regulation of cell division			GO:0051302			0.0043019824			43			AURKB,BLM,BRCA2,CALM1,CAT,CCP110,CDC14B,CDC25B,CDC6,CDK2AP2,CIB1,CIT,CUL3,DLL1,E2F7,E2F8,EFHC1,FGF1,INCENP,INTU,KIF14,KIF18B,KIF20A,KIF20B,KLHL13,KLHL21,KLHL9,MDK,PDGFA,PDGFC,PDGFD,PLK1,PLK3,RACGAP1,SFRP2,SH3GLB1,SIRT2,TEX14,TGFB2,TGFB3,TP63,VEGFA,YEATS2


			GO:BP			lamellipodium morphogenesis			GO:0072673			0.0043019824			9			CD44,CORO1B,CORO1C,ENPP2,MYO9B,PDPN,PLEKHO1,SRC,WASF2


			GO:BP			lactate metabolic process			GO:0006089			0.0043019824			9			HAGH,HAGHL,LDHA,LDHB,LDHD,PARK7,PNKD,SLC37A4,TIGAR


			GO:BP			attachment of mitotic spindle microtubules to kinetochore			GO:0051315			0.0043019824			9			AURKB,CDT1,CENPE,CEP192,KAT2B,KIF2C,MAPRE1,NDC80,NUF2


			GO:BP			mitotic chromosome condensation			GO:0007076			0.0043019824			9			CDCA5,NCAPD2,NCAPD3,NCAPG,NCAPH,PHF13,SMARCA5,SMC2,SMC4


			GO:BP			postsynapse assembly			GO:0099068			0.0043019824			9			ARHGEF9,CDH2,GRID2,LRP4,LRRC4B,NLGN3,PTPRD,PTPRS,ZER1


			GO:BP			cholesterol metabolic process			GO:0008203			0.0043019824			30			ABCA5,ACADVL,APOE,APOF,APP,CAT,CLN6,CUBN,CYP27A1,DHCR24,DHCR7,EPHX2,FGF1,GBA2,HMGCR,LEPR,LIPE,LPCAT3,LSS,MVK,NFE2L1,PCSK9,SCARB1,SMPD1,SOAT1,SQLE,TM7SF2,TSKU,TTC39B,VLDLR


			GO:BP			organic substance transport			GO:0071702			0.004358075			382			ABCA5,ABCA6,ABCB1,ABCB6,ABCC1,ABCC5,ABCC6,ACE,ACSL1,ADRA2A,AIFM1,AKT2,ANKRD1,ANO1,ANXA2,AP1S1,AP3M2,AP4B1,AP5B1,APOD,APOE,APOM,APPBP2,AQP11,AQP7,ARFIP2,ARHGAP1,ARHGAP44,ARL8B,ARPIN,ARRDC2,ASIC3,ATG4A,ATG4D,ATG9A,ATP10A,ATP10D,ATP11B,ATP5IF1,ATP8B2,AUP1,AZIN2,BAG3,BAIAP3,BARD1,BBS2,BBS5,BCAP31,BCL3,BCR,BDKRB2,BID,BLZF1,BNIP3L,C1QTNF3,C2CD2L,C3,C7H6ORF125,CA4,CACNG7,CALCRL,CALR,CCN3,CD200,CDK5R1,CENPF,CEP131,CEP192,CIB1,CLIP3,CLU,COPB1,COPE,COPG2,CPLANE2,CRABP1,CRABP2,CRY2,CUBN,DHRS7C,DNAJC1,DNAJC19,DOP1B,DTNBP1,EDNRA,EFCAB7,EGF,EGR2,ERBB2,ERBIN,ERP29,EXOC6,EZR,FABP5,FABP7,FGF21,FGF9,FLVCR2,FMR1,FRMD4A,FYN,GGA1,GGA2,GLI3,GPC3,GPM6B,GPS2,GRAMD1C,GRB10,GRIPAP1,HADH,HCLS1,HK2,HMGCR,HSPA1L,HSPA5,HSPA9,IFT27,INSR,IPO13,ITGAV,ITGB1,KCNB1,KDELR3,KHDRBS1,KIF20B,KIF3B,KIF5C,KPNA1,KPNA2,KPNA3,KPNA5,KTN1,LIPG,LMTK2,LOC100511343,LOC100512977,LOC100519808,LOC100520512,LOC100625134,LOC100625711,LONP2,LPCAT3,LRRC8E,LRRK2,MAN1A1,MAPK14,MAVS,MEF2A,MFN2,MFSD2A,MON1A,MPC2,MYO7A,NANS,NAXE,NBAS,NDC1,NFE2L2,NFKBIA,NGFR,NME4,NOP16,NOXRED1,NPC1,NPLOC4,NR1H2,NR4A3,NSG1,NUP107,NUP133,NUP62CL,NUP93,NXT2,OPTN,OSBPL10,OSBPL8,OXA1L,PARK7,PASK,PCSK9,PDCD5,PDZK1,PEX2,PFKM,PFN1,PGAP1,PHB2,PIK3R2,PINK1,PIP4K2A,PITPNA,PITPNM2,PKDCC,PKIG,PLEKHA8,PLK3,PLPPR4,PLTP,PODN,POLA2,PPM1A,PPM1F,PPP1R1B,PPP3CA,PPP3CB,PREPL,PRKCD,PRKCI,PRKD1,PROCA1,PRR5L,PSAP,PTPRN,RAB10,RAB13,RAB29,RAB34,RAB3D,RAB7A,RAB8B,RABEP2,RAF1,RAMP1,RANBP17,RAP1GDS1,RAPGEF3,RBM15B,RBP1,RCN3,REST,RILPL1,RIMS1,RRBP1,SAMM50,SAR1B,SCARB1,SEC23A,SEC24D,SEC31B,SEC61A1,SEL1L,SESN2,SFXN1,SFXN5,SGPP1,SIDT1,SLC15A2,SLC15A3,SLC16A10,SLC16A14,SLC16A3,SLC16A5,SLC17A5,SLC19A2,SLC1A3,SLC1A6,SLC22A16,SLC25A12,SLC25A19,SLC25A22,SLC25A24,SLC25A25,SLC25A26,SLC25A4,SLC25A44,SLC26A6,SLC27A1,SLC27A3,SLC29A2,SLC29A4,SLC2A10,SLC2A11,SLC2A12,SLC35F3,SLC36A4,SLC37A2,SLC37A4,SLC38A1,SLC38A2,SLC38A3,SLC38A4,SLC38A6,SLC3A1,SLC3A2,SLC43A2,SLC44A2,SLC46A1,SLC4A3,SLC4A7,SLC50A1,SLC5A6,SLC6A1,SLC6A13,SLC6A8,SLC7A10,SLC7A2,SLC7A7,SLC7A8,SLCO2B1,SLCO5A1,SMAD2,SMO,SMURF1,SNCG,SNUPN,SNX30,SNX7,SOAT1,SORT1,SPG11,SPP1,SQSTM1,SREBF2,SRI,STARD5,STEAP3,STK3,STX11,STX1B,STXBP1,STXBP5,SYS1,SYT12,SYT2,SYT9,SYTL2,TAP1,TAP2,TCF7L2,TCIRG1,TEX2,TFRC,TGFB1,TGFB2,TGFB3,TGFBR2,THOC5,TIMM44,TIMM50,TIMM8A,TIMM8B,TLK1,TMED3,TMEM144,TNFRSF11A,TOMM34,TOMM40,TOMM40L,TOMM7,TPCN2,TRAF3IP2,TRAK1,TRAM1,TSKU,TSPO,TST,TTC39B,TUBA1B,UGCG,VAMP8,VCP,VHL,VLDLR,VMP1,VPS13B,VPS26A,VPS26B,VPS26C,VPS33A,VPS37A,WLS,XKR5,XKR8,XPO1,XPO6,YIF1B,YWHAQ,YWHAZ,ZDHHC20,ZER1,ZFAND6


			GO:BP			metaphase/anaphase transition of mitotic cell cycle			GO:0007091			0.0044417013			22			ATM,AURKB,BCL7B,BUB1,BUB1B,CCNB1,CDC6,CDT1,CENPE,CUL3,FBXO5,GEN1,NDC80,NEK6,PLK1,RAD21,SPDL1,TEX14,TTK,UBE2C,ZWILCH,ZWINT


			GO:BP			branched-chain amino acid metabolic process			GO:0009081			0.0044417013			12			ACAT1,ALDH6A1,BCAT1,BCAT2,BCKDHA,BCKDHB,DLD,HADHB,HIBADH,HSD17B10,MCCC2,SLC25A44


			GO:BP			positive regulation of peptidyl-tyrosine phosphorylation			GO:0050731			0.0044417013			42			ABL1,ACE,ACVR1,ADRA2A,AGT,ARHGEF2,BMP6,CD44,CD80,CSF3,CSPG4,CTF1,EFNA1,EGF,ENPP2,EPHA4,ERBB3,FYN,GHR,HBEGF,HCLS1,HGF,IL15,IL18,IL6R,IL6ST,ITGA5,KIT,LRP4,LRP8,LRRK1,LYN,NEURL1,PARP14,PARP9,PLCG2,PLPP3,PTK2B,PTPRC,SRC,THBS4,ZFP91


			GO:BP			regulation of neuron apoptotic process			GO:0043523			0.0044417013			42			AARS1,ADAM8,ADNP,APOE,ATF4,ATM,BHLHB9,CASP9,CITED1,EPHA7,ERBB3,FAIM2,FZD9,GATA3,GRID2,GRIK2,IL6ST,KDR,KIF14,LANCL1,MDK,MSH2,NEFL,NFATC4,NONO,NTF4,PARK7,PCSK9,PINK1,PLXND1,PPARGC1A,PRKCI,PTPRZ1,RETREG1,SEMA3E,STXBP1,TGFB2,THAP11,TOX3,TYRO3,UNC5B,ZFP91


			GO:BP			muscle tissue morphogenesis			GO:0060415			0.0044417013			22			ACTC1,ANKRD1,COL11A1,EDNRA,EGLN1,ENG,FZD2,HEY2,LOC100736765,MYBPC3,MYF5,MYF6,MYLK2,RBPJ,S1PR1,TCAP,TGFB1,TGFBR1,TNNT2,TPM1,XIRP2,ZFPM2


			GO:BP			negative regulation of transcription by RNA polymerase II			GO:0000122			0.0044417013			168			AEBP1,AJUBA,ARX,ATF3,ATF4,ATXN1,AURKB,BAG3,BCL11A,BCL6,BCORL1,BHLHE41,BIN1,BMP6,CALR,CBX2,CBX3,CBX4,CC2D1B,CHD3,CPEB3,CREB3L1,CRY2,CRYM,CUL3,CUX2,DAB2,DNAJA3,DNAJC17,DNMT1,DNMT3B,DUSP26,E2F1,E2F6,E2F7,E2F8,E4F1,EFNA1,EGR1,EHMT2,EID1,ELK3,ELK4,ESR1,ETV5,EZH2,EZR,FGF9,FHL2,FNIP1,FOXJ1,FOXM1,FOXP2,FST,GATA2,GATA3,GLI2,GLI3,GPS2,GTF2IRD1,HCLS1,HDAC10,HES6,HEY2,HIC1,HIVEP1,HSF1,HSF4,KDM1A,KHDRBS1,KLF4,LIN37,LMCD1,LMO1,LOC110255204,LYAR,MAFK,MAGEH1,MBD2,MBD3,MDM2,MEF2A,MEF2C,MITF,MLIP,MLXIPL,MOSPD1,MSC,MTDH,MXD3,MYOZ1,NCOA2,NDN,NFATC3,NFATC4,NFE2L3,NFIL3,NOC2L,NOTCH2,NR0B2,NR1D2,NR1H2,NR2F1,NR2F6,NSD2,PARP9,PATZ1,PER1,PER2,PEX2,PHF19,PHF21A,PIAS3,PKIG,PLK1,PLK3,PPARA,PRDM1,PRDM5,RBM15,RBPJ,REST,RIF1,RNF2,RYBP,SALL2,SAP130,SARS1,SCRT1,SIRT2,SMO,SMYD2,SOX11,SOX9,SPI1,SQSTM1,SREBF2,TAF9B,TBL1XR1,TCF3,TCF7L2,TGFB1,THAP11,TP63,UHRF1,USP2,WDTC1,WWC2,WWTR1,YBX3,YEATS2,YWHAZ,ZBTB1,ZBTB12,ZBTB16,ZBTB20,ZBTB7A,ZBTB7B,ZBTB8A,ZEB1,ZEB2,ZFP37,ZFPM2,ZHX2,ZNF175,ZNF180,ZNF536,ZNF692


			GO:BP			cellular process			GO:0009987			0.0044879181			3155			AARS1,AASDHPPT,ABCA5,ABCA6,ABCB1,ABCB6,ABCC1,ABCC13,ABCC4,ABCC5,ABCC6,ABHD17C,ABHD3,ABHD4,ABHD5,ABI3BP,ABL1,ABL2,ABLIM2,ABLIM3,ABR,ABRACL,ABTB2,ACACA,ACAD10,ACADL,ACADM,ACADS,ACADVL,ACAP3,ACAT1,ACCS,ACE,ACKR3,ACKR4,ACO1,ACO2,ACOT7,ACOT8,ACOX2,ACSBG1,ACSL1,ACSL4,ACSM4,ACSM5,ACSS1,ACSS2,ACTA1,ACTA2,ACTC1,ACTN2,ACTR3,ACVR1,ACY1,ADAM11,ADAM12,ADAM15,ADAM22,ADAM8,ADAMTS12,ADAMTS14,ADAMTS15,ADAMTS16,ADAMTS19,ADAMTS2,ADAMTS20,ADAMTS6,ADAMTS7,ADAMTS8,ADAMTS9,ADAMTSL3,ADAMTSL5,ADARB2,ADCY2,ADCY3,ADCY4,ADCY6,ADCY9,ADCYAP1R1,ADD3,ADGRA2,ADGRB2,ADGRB3,ADGRG1,ADGRG2,ADGRL1,ADGRL2,ADHFE1,ADIPOR2,ADM,ADNP,ADORA2A,ADRA1D,ADRA2A,ADRA2C,ADSL,AEBP1,AEN,AFAP1,AFAP1L2,AFDN,AFG3L2,AGPAT4,AGRN,AGT,AGTR2,AHCY,AHR,AIFM1,AJUBA,AK1,AK3,AK5,AKAP11,AKAP13,AKAP6,AKNA,AKR1A1,AKT1S1,AKT2,ALAS1,ALAS2,ALDH18A1,ALDH1A1,ALDH1A2,ALDH1L2,ALDH2,ALDH3B1,ALDH4A1,ALDH6A1,ALDOC,ALG10,ALG14,ALG8,ALG9,ALPK2,ALS2CL,AMOT,AMPD1,AMPD3,AMPH,ANGPT2,ANGPTL1,ANGPTL4,ANK1,ANK3,ANKFY1,ANKIB1,ANKRD1,ANKRD13A,ANKRD13B,ANKRD13C,ANKRD2,ANKRD23,ANKRD50,ANLN,ANO1,ANO10,ANO2,ANO5,ANPEP,ANTXR1,ANXA11,ANXA2,ANXA8,AOX1,AP1S1,AP3M2,AP4B1,AP5B1,APAF1,APBA3,APC2,APIP,APITD1,APLP1,APOD,APOE,APOM,APOO,APP,APPBP2,AQP11,AQP7,AQR,ARAF,ARFIP2,ARHGAP1,ARHGAP11A,ARHGAP12,ARHGAP20,ARHGAP23,ARHGAP27,ARHGAP32,ARHGAP36,ARHGAP39,ARHGAP42,ARHGAP44,ARHGAP45,ARHGAP5,ARHGEF10,ARHGEF10L,ARHGEF17,ARHGEF19,ARHGEF2,ARHGEF25,ARHGEF26,ARHGEF3,ARHGEF39,ARHGEF6,ARHGEF9,ARIH2,ARL8B,ARMC12,ARMC9,ARNTL,ARPC5,ARPIN,ARRDC2,ARRDC3,ARX,ASAH1,ASAP3,ASB10,ASB11,ASB13,ASB15,ASB2,ASB5,ASF1B,ASIC3,ASL,ASNS,ASPM,ASPN,ASS1,ASXL3,ATAD1,ATAD2,ATAT1,ATF3,ATF4,ATF5,ATG4A,ATG4D,ATG9A,ATIC,ATL2,ATL3,ATM,ATOH8,ATP10A,ATP10D,ATP11B,ATP1A2,ATP1B1,ATP1B3,ATP2A1,ATP2A3,ATP2B2,ATP2B3,ATP2B4,ATP5F1A,ATP5F1B,ATP5IF1,ATP5MC1,ATP5MC3,ATP5ME,ATP5PO,ATP6,ATP7A,ATP8B2,ATR,ATXN1,ATXN3,AUH,AUP1,AURKB,AVIL,AZIN2,B3GALNT1,B3GALT2,B3GNT3,B4GALT4,BAG3,BAIAP2L2,BAIAP3,BAMBI,BARD1,BBS12,BBS2,BBS5,BBS7,BCAM,BCAP31,BCAS1,BCAS3,BCAT1,BCAT2,BCKDHA,BCKDHB,BCKDK,BCL11A,BCL3,BCL6,BCL7B,BCL9,BCORL1,BCR,BDKRB2,BEND6,BEST1,BEST3,BEX1,BEX3,BGN,BHLHB9,BHLHE41,BICC1,BID,BIN1,BLM,BLOC1S1,BLOC1S4,BLVRB,BLZF1,BMP5,BMP6,BMP7,BMPER,BNIP3,BNIP3L,BOC,BOD1,BRCA1,BRCA2,BRD3,BRIP1,BSG,BST1,BTBD3,BTC,BTNL9,BUB1,BUB1B,BVES,BZW2,C1H18ORF25,C1QTNF3,C2,C2CD2L,C3,C7H6ORF125,CA13,CA14,CA4,CAB39,CAB39L,CACHD1,CACNA1D,CACNA1G,CACNA1S,CACNB1,CACNG1,CACNG6,CACNG7,CADM2,CALCOCO1,CALCOCO2,CALCR,CALCRL,CALM1,CALR,CAMK2A,CAMK2G,CAMKK2,CAMKV,CAMTA2,CAND1,CAPG,CAPN3,CAPN6,CAPRIN2,CAPZA1,CAPZA2,CARF,CARHSP1,CARNMT1,CARNS1,CARS1,CASK,CASP6,CASP9,CASQ1,CASQ2,CASTOR2,CAT,CATSPER4,CAV2,CAVIN3,CBL,CBLB,CBX2,CBX3,CBX4,CC2D1B,CC2D2A,CCDC124,CCDC14,CCDC141,CCDC40,CCDC47,CCDC65,CCDC88A,CCDC88C,CCHCR1,CCL19,CCL5,CCN1,CCN3,CCN4,CCNB1,CCNB2,CCNB3,CCNE1,CCNE2,CCNF,CCNG1,CCNG2,CCNL1,CCNL2,CCNT2,CCP110,CCPG1,CCR9,CCT6A,CD1.1,CD109,CD14,CD151,CD2,CD200,CD276,CD40LG,CD44,CD48,CD80,CD8A,CD9,CDC123,CDC14A,CDC14B,CDC20,CDC25B,CDC37L1,CDC42BPG,CDC42EP3,CDC45,CDC6,CDCA2,CDCA3,CDCA5,CDCA7,CDCA7L,CDH10,CDH11,CDH15,CDH2,CDH20,CDH22,CDH7,CDIP1,CDK1,CDK14,CDK17,CDK20,CDK2AP2,CDK5R1,CDON,CDS1,CDT1,CEBPG,CELSR3,CENPE,CENPF,CENPH,CENPI,CENPJ,CENPT,CEP131,CEP152,CEP192,CEP76,CEP85,CERCAM,CERKL,CFAP20,CFD,CFL1,CHAF1A,CHAF1B,CHCHD1,CHCHD10,CHCHD2,CHCHD3,CHD1L,CHD3,CHD6,CHEK1,CHI3L1,CHN2,CHODL,CHPF,CHPT1,CHRD,CHRNA1,CHRNA10,CHRNA3,CHRND,CHRNE,CHST1,CHST2,CHST3,CHSY1,CHTF18,CHURC1,CIAO3,CIB1,CIDEC,CILP,CIPC,CIT,CITED1,CKAP2,CKAP5,CKB,CKMT2,CKS2,CLCA1,CLCN4,CLCN5,CLDN10,CLEC12B,CLIP1,CLIP3,CLIP4,CLK3,CLN6,CLPX,CLSPN,CLSTN2,CLSTN3,CLU,CLUH,CMPK2,CMTM7,CNKSR1,CNKSR3,CNN1,CNN3,CNOT6,CNOT6L,CNP,CNR1,CNTLN,CNTN1,CNTN4,CNTROB,COA6,COL11A1,COL11A2,COL12A1,COL16A1,COL1A2,COL22A1,COL27A1,COL2A1,COL3A1,COL5A1,COL5A2,COL5A3,COL7A1,COLQ,COPB1,COPE,COPG2,COPS5,COPS7A,COPS8,COQ10A,COQ10B,COQ2,COQ3,COQ5,COQ6,COQ8A,COQ9,CORO1B,CORO1C,CORO2B,CORO6,COX1,COX10,COX17,COX3,COX4I1,COX5A,CPE,CPEB3,CPEB4,CPLANE1,CPLANE2,CPNE3,CPOX,CPQ,CPS1,CPT1B,CPT1C,CPT2,CRABP1,CRABP2,CRACD,CRADD,CRAT,CRBN,CREB3L1,CREB3L2,CREB5,CREBRF,CREM,CRMP1,CROCC,CRY2,CRYBG3,CRYL1,CRYM,CSDC2,CSDE1,CSF3,CSKMT,CSNK1G3,CSNK2B,CSPG4,CSRNP1,CSRNP3,CSRP2,CTC1,CTF1,CTHRC1,CTNNA1,CTNNAL1,CTNND1,CTNND2,CTSA,CTSC,CTSL,CTSZ,CTTNBP2,CUBN,CUL3,CUL4A,CUL4B,CUL5,CUL7,CUTA,CUTC,CUX2,CX3CR1,CXCL2,CXCR6,CYB5D2,CYBRD1,CYFIP2,CYP1A1,CYP27A1,CYP2F1,CYP2R1,CYP7B1,CYRIB,CYSLTR2,DAAM1,DAB2,DACT3,DAPK1,DAPK2,DBF4,DBNDD1,DBX1,DCAF11,DCAF6,DCAKD,DCBLD2,DCHS1,DCHS2,DCLK3,DCN,DCP2,DCTD,DCTPP1,DCX,DDHD2,DDI1,DDIAS,DDO,DDR2,DDRGK1,DDX1,DDX23,DDX3X,DDX58,DECR1,DEDD,DEF8,DEFB1,DENND2A,DENND4B,DEPDC5,DES,DHCR24,DHPS,DHRS3,DHRS7,DHRS7C,DHX16,DHX58,DIAPH1,DIAPH2,DIAPH3,DIP2B,DISC1,DIXDC1,DKK3,DLAT,DLC1,DLD,DLG4,DLG5,DLGAP4,DLGAP5,DLK2,DLL1,DLST,DMRT2,DNAAF5,DNAH10,DNAJA2,DNAJA3,DNAJB2,DNAJB4,DNAJB5,DNAJB9,DNAJC1,DNAJC17,DNAJC18,DNAJC19,DNAJC24,DNAJC7,DNAL4,DNASE1L2,DNM1,DNMT1,DNMT3B,DNPH1,DOCK10,DOCK5,DOCK7,DOCK8,DOK5,DOP1B,DOT1L,DPF3,DPP4,DPP9,DPY19L3,DPY19L4,DPYSL5,DRC1,DROSHA,DSE,DST,DSTN,DTD2,DTL,DTNA,DTNB,DTNBP1,DTX2,DTX4,DUSP1,DUSP10,DUSP26,DUSP29,DUSP3,DVL1,DXO,DYM,DYNC2I2,DYNLL1,DYRK1B,DZIP1,E2F1,E2F6,E2F7,E2F8,E4F1,EAF2,EBF1,EBF2,EBF3,EBF4,ECH1,ECHDC3,ECM2,ECPAS,EDA,EDIL3,EDNRA,EEF1A1,EFCAB7,EFHC1,EFNA1,EFNB3,EFR3B,EFS,EGF,EGFL6,EGFL7,EGLN1,EGR1,EGR2,EGR3,EHD4,EHMT2,EID1,EIF1,EIF2B3,EIF2B4,EIF2D,EIF2S2,EIF3J,EIF4A2,EIF4E3,EIF4EBP1,EIF4G1,EIF4G3,ELAC2,ELF4,ELK3,ELK4,ELL2,ELOB,ELOC,EMB,EMC2,EMC3,EMC7,EME1,EMG1,EMILIN1,EMILIN2,EML4,EMP3,ENC1,ENDOG,ENG,ENO3,ENOSF1,ENPP2,ENTPD5,ENTPD6,ENTPD7,EPAS1,EPB41L1,EPB41L2,EPB41L3,EPCAM,EPDR1,EPHA3,EPHA4,EPHA7,EPHB2,EPHB3,EPHB4,EPHX2,EPS8,EPS8L2,ERAP1,ERAP2,ERBB2,ERBB3,ERBIN,ERCC6L,ERMP1,ERO1A,ERP29,ESAM,ESCO1,ESCO2,ESPL1,ESR1,ESRRA,ESRRG,ETF1,ETFA,ETFB,ETFDH,ETHE1,ETV1,ETV5,EVC2,EXD2,EXO1,EXOC6,EXT1,EXT2,EXTL1,EXTL2,EYA2,EYA3,EZH1,EZH2,EZR,F3,FAAH,FADS1,FADS2,FAH,FAIM,FAIM2,FAM110A,FAM13B,FAM162A,FAM171A1,FAM20A,FAM210B,FAM3C,FAM53B,FAM83D,FAM98A,FANCA,FANCD2,FANCI,FANCM,FAP,FAR2,FARSA,FAS,FASTK,FASTKD1,FBF1,FBLN1,FBLN5,FBN1,FBN2,FBP2,FBXL21,FBXL4,FBXL7,FBXO31,FBXO32,FBXO40,FBXO5,FBXO9,FBXW5,FBXW8,FCGR2B,FCHO1,FCHSD1,FCHSD2,FEN1,FER,FERMT3,FES,FGD1,FGF1,FGF18,FGF21,FGF9,FGFR1,FGFR4,FGGY,FH,FHIP1A,FHIP1B,FHL2,FHL3,FHL5,FHOD1,FHOD3,FIBIN,FIGNL1,FITM1,FKBP10,FKBP4,FKBP5,FKBP9,FLAD1,FLNB,FLNC,FLOT2,FLRT3,FLT1,FLVCR2,FMNL1,FMNL2,FMNL3,FMO1,FMO2,FMOD,FMR1,FN1,FN3K,FNBP1,FNBP1L,FNDC3A,FNDC5,FNIP1,FNTB,FOS,FOXA3,FOXJ1,FOXM1,FOXN3,FOXO1,FOXP2,FOXRED2,FRAS1,FREM2,FRMD4A,FRMD4B,FRMD6,FRMPD1,FRZB,FSCN1,FST,FUNDC2,FXR1,FXR2,FYCO1,FYN,FZD10,FZD2,FZD9,G0S2,GAB1,GAB3,GABARAPL2,GABRE,GADD45B,GAL3ST4,GALNT10,GALNT15,GALNT17,GALNT2,GALNT5,GALNT7,GAMT,GANC,GAPDH,GAREM1,GARNL3,GARS1,GART,GAS2L3,GATA2,GATA3,GATB,GBA2,GBF1,GBP1,GCDH,GCLC,GCNT1,GCNT4,GDF11,GDF9,GEN1,GFPT1,GFPT2,GFRA3,GGA1,GGA2,GGT5,GHITM,GHR,GINS3,GIT2,GJA1,GJA5,GJC1,GK,GK5,GKAP1,GLCE,GLI2,GLI3,GLO1,GLRX5,GLUL,GMDS,GMFB,GMPR,GNAI1,GNAI3,GNB5,GNG2,GOLGB1,GOLM1,GOLT1B,GOT1,GPAT2,GPAT4,GPC2,GPC3,GPC4,GPC6,GPD1,GPD2,GPI,GPM6B,GPR137C,GPR143,GPR153,GPR156,GPR161,GPR162,GPR173,GPR176,GPR37,GPR75,GPRASP1,GPRC5B,GPS2,GPSM2,GPT2,GPX2,GRAMD1C,GRAMD2A,GRB10,GRHPR,GRIA4,GRID2,GRIK2,GRIN2D,GRIN3A,GRIPAP1,GRK2,GRK7,GRM4,GRM7,GRPR,GSDME,GSPT2,GSR,GSTA4,GSTM3,GSTZ1,GTF2IRD1,GTF3C6,GUCA1B,GUCY1A1,GUK1,GULP1,GUSB,GXYLT2,GYG1,GYS1,HABP2,HADH,HADHA,HADHB,HAGH,HAGHL,HAO2,HAUS5,HAUS6,HBEGF,HBS1L,HCCS,HCLS1,HDAC10,HDAC9,HDGFL2,HECTD3,HELLS,HEPH,HERC6,HES6,HEY2,HGF,HHAT,HHATL,HHLA2,HIBADH,HIC1,HIF3A,HIGD1A,HIGD1B,HIGD2A,HIP1,HIPK4,HIVEP1,HIVEP2,HJURP,HK1,HK2,HLTF,HMCES,HMGCR,HMMR,HNRNPA1,HOMER1,HOMER2,HOMER3,HOOK2,HOXA3,HOXA5,HPN,HR,HRC,HRH1,HS2ST1,HS6ST1,HS6ST2,HSD11B2,HSD17B10,HSD17B12,HSF1,HSF4,HSPA13,HSPA1L,HSPA5,HSPA9,HSPB6,HSPB8,HTATIP2,HTRA1,HTRA3,HUNK,HYI,ICMT,IDE,IDH2,IDH3B,IDH3G,IER2,IER3,IFI35,IFIH1,IFIT2,IFIT5,IFT122,IFT140,IFT27,IFT43,IFT46,IFT57,IFT80,IFT88,IGDCC4,IGF1,IGFBP4,IGFBP5,IGSF1,IGSF10,IGSF11,IGSF9,IKBKG,IL12RB2,IL15,IL16,IL17B,IL17RD,IL18,IL1R1,IL2RA,IL2RB,IL4I1,IL4R,IL6R,IL6ST,ILRUN,IMMT,IMPDH1,INCENP,INIP,INPP4A,INPP4B,INPP5F,INPP5J,INSR,INSYN1,INTS9,INTU,INVS,IPO13,IQCB1,IQGAP2,IQGAP3,IRAK1,IRAK1BP1,IRAK2,IRF5,IRF9,IRS3,ISCU,ITGA2,ITGA4,ITGA5,ITGA6,ITGA9,ITGAL,ITGAV,ITGB1,ITGB4,ITGB6,ITGB7,ITM2A,ITM2C,ITPR3,ITSN1,IVNS1ABP,IZUMO1,JADE2,JADE3,JAM3,JMJD1C,JPT2,JTB,JUNB,KANK3,KAT2B,KAZALD1,KBTBD8,KCMF1,KCNA7,KCNAB2,KCNB1,KCNC1,KCNC4,KCND2,KCNG2,KCNIP2,KCNK1,KCNN1,KCNN2,KCNQ4,KCNQ5,KCNT2,KCP,KCTD6,KDELR3,KDM1A,KDM7A,KDM8,KDR,KEAP1,KHDRBS1,KHNYN,KIAA0586,KIAA0753,KIAA1614,KIF11,KIF12,KIF14,KIF15,KIF18A,KIF18B,KIF1A,KIF1C,KIF20A,KIF20B,KIF21B,KIF22,KIF23,KIF24,KIF26B,KIF27,KIF2A,KIF2C,KIF3A,KIF3B,KIF4A,KIF5C,KIFC1,KIRREL1,KIT,KLC2,KLF13,KLF4,KLF9,KLHDC3,KLHDC8B,KLHL12,KLHL13,KLHL15,KLHL17,KLHL21,KLHL24,KLHL3,KLHL31,KLHL42,KLHL9,KNDC1,KPNA1,KPNA2,KPNA3,KPNA5,KRI1,KRT18,KRT8,KTN1,KYAT1,KYAT3,LACTB2,LAMA3,LAMA4,LAMB1,LAMB3,LAMC1,LAMC3,LANCL1,LARGE1,LARGE2,LARP4,LCK,LCN2,LDB2,LDB3,LDHA,LDHB,LDHD,LEPR,LETM1,LFNG,LGALS3,LGALS4,LGALS9,LGR4,LHPP,LIAS,LIG1,LIMK1,LIN37,LIN54,LIPE,LIPG,LIX1,LIX1L,LMBR1L,LMCD1,LMNB1,LMNB2,LMO1,LMO2,LMOD2,LMTK2,LNPK,LOC100153093,LOC100155138,LOC100158003,LOC100510930,LOC100510975,LOC100511343,LOC100511937,LOC100512977,LOC100513261,LOC100513346,LOC100513741,LOC100513863,LOC100515171,LOC100517129,LOC100519082,LOC100519098,LOC100519130,LOC100519808,LOC100520512,LOC100522551,LOC100523213,LOC100523684,LOC100524239,LOC100524873,LOC100525350,LOC100620540,LOC100620627,LOC100623035,LOC100625134,LOC100625711,LOC100626199,LOC100627175,LOC100736765,LOC100737755,LOC102158443,LOC102163847,LOC110255204,LOC110255205,LOC110255887,LOC110258060,LOC110258620,LOC110259371,LOC110259958,LONP2,LOX,LOXL1,LOXL4,LPAR1,LPAR4,LPCAT1,LPCAT3,LPIN1,LPIN3,LRCH1,LRFN2,LRFN5,LRP4,LRP8,LRRC2,LRRC39,LRRC4,LRRC40,LRRC4B,LRRC4C,LRRC7,LRRC8E,LRRCC1,LRRFIP1,LRRFIP2,LRRK1,LRRK2,LRRN1,LRRN3,LRRTM3,LRTM1,LSS,LTBP1,LTBP3,LTC4S,LUM,LVRN,LYAR,LYN,LYPD6,LYVE1,LZTFL1,MAB21L1,MACF1,MACROD1,MAF1,MAFF,MAFK,MAGED1,MAGEH1,MAGI3,MAGOHB,MAK,MAML3,MAN1A1,MAN2A1,MAP1A,MAP1B,MAP1LC3A,MAP1LC3B,MAP1S,MAP2,MAP2K2,MAP3K10,MAP3K13,MAP3K14,MAP3K15,MAP3K2,MAP3K20,MAP4,MAP4K1,MAP4K4,MAP6,MAPK14,MAPK4,MAPK8IP1,MAPKAPK2,MAPRE1,MAPRE2,MAPT,MARS1,MARVELD1,MAST3,MAST4,MASTL,MAT2A,MATN2,MAVS,MBD2,MBD3,MBNL1,MBNL3,MBOAT1,MBOAT2,MBTD1,MCCC2,MCM2,MCM3,MCM4,MCM5,MCM8,MCOLN1,MDFI,MDGA1,MDH1,MDH2,MDK,MDM2,ME1,ME3,MED15,MED8,MEF2A,MEF2C,MEF2D,MEGF9,MEIOB,MEIS3,MELK,MEMO1,MEOX2,MET,METRNL,METTL17,METTL25B,MFN2,MFNG,MFSD2A,MGA,MGAT5,MGME1,MIB1,MIB2,MICAL1,MICAL3,MICOS13,MID1,MID1IP1,MIGA1,MIGA2,MITF,MKI67,MKKS,MKNK2,MKS1,MKX,MLIP,MLXIP,MLXIPL,MMAB,MMADHC,MMD,MMP14,MMP16,MMP2,MMP23,MMRN2,MMS22L,MMUT,MN1,MND1,MNS1,MOCOS,MOCS1,MON1A,MOSPD1,MOXD1,MPC2,MPHOSPH9,MPI,MPL,MPP7,MPZ,MPZL1,MRAP2,MRC1,MRE11,MRI1,MRM3,MRNIP,MRPL15,MRPL16,MRPL2,MRPL24,MRPL35,MRPL43,MRPS17,MRPS18A,MRPS18B,MRPS27,MRPS35,MRPS5,MRPS9,MRS2,MSC,MSH2,MSH4,MSH6,MSI1,MSTN,MTA3,MTARC2,MTBP,MTCH2,MTDH,MTERF3,MTFP1,MTG1,MTHFD1L,MTHFR,MTM1,MTMR1,MTMR10,MTMR4,MTRF1,MUL1,MUSK,MUTYH,MVK,MX1,MX2,MXD3,MXRA8,MYBL1,MYBL2,MYCN,MYEF2,MYF5,MYF6,MYH11,MYH13,MYH14,MYH2,MYH3,MYLK2,MYLK4,MYMK,MYO10,MYO16,MYO18B,MYO1B,MYO7A,MYO9A,MYO9B,MYOF,MYOM2,MYOT,MYOZ1,MYPN,MYZAP,N4BP2,NAA10,NAA50,NABP2,NAGK,NAMPT,NANS,NASP,NAV1,NAV2,NAV3,NAXE,NBAS,NBEAL2,NCALD,NCAM1,NCAPD2,NCAPD3,NCAPG,NCAPG2,NCAPH,NCEH1,NCKAP5,NCKAP5L,NCOA2,ND4,NDC1,NDC80,NDN,NDRG2,NDUFA1,NDUFA10,NDUFA11,NDUFA12,NDUFA2,NDUFA8,NDUFA9,NDUFAB1,NDUFAF1,NDUFAF3,NDUFAF4,NDUFAF5,NDUFAF6,NDUFB1,NDUFB3,NDUFB5,NDUFB6,NDUFB7,NDUFB8,NDUFB9,NDUFS1,NDUFS2,NDUFS4,NDUFS6,NDUFS7,NDUFV1,NEB,NECAB3,NECTIN3,NEDD4L,NEFL,NEGR1,NEIL1,NEIL3,NEK1,NEK2,NEK3,NEK4,NEK6,NEO1,NES,NET1,NEURL1,NEURL2,NEXN,NF1,NFATC1,NFATC3,NFATC4,NFE2L1,NFE2L2,NFE2L3,NFIB,NFIL3,NFKBIA,NFKBIB,NFKBIL1,NFKBIZ,NFS1,NFXL1,NGFR,NHEJ1,NIBAN1,NIBAN2,NID1,NID2,NIN,NINL,NKIRAS1,NLGN3,NLN,NME4,NME6,NMI,NMT1,NNT,NOC2L,NOCT,NOL4L,NONO,NOP16,NOP56,NOS1,NOS3,NOSTRIN,NOTCH2,NOTCH3,NOVA1,NOXRED1,NPAS3,NPC1,NPHP4,NPLOC4,NPM3,NPTX2,NPY1R,NQO1,NQO2,NR0B2,NR1D2,NR1H2,NR1I3,NR2F1,NR2F6,NR4A3,NR5A2,NRAP,NRCAM,NRDC,NRK,NSD2,NSFL1C,NSG1,NSL1,NT5C1A,NT5C3A,NT5E,NT5M,NTF4,NTMT1,NTMT2,NTN3,NTRK3,NUDCD3,NUDT12,NUDT15,NUDT5,NUF2,NUMBL,NUP107,NUP133,NUP205,NUP62CL,NUP93,NXT2,NYAP1,OAT,OBI1,OBSL1,ODAD4,ODC1,ODF2,OFD1,OGDH,OGT,OLFML2A,OLFML2B,OMA1,OPHN1,OPLAH,OPTN,ORC1,ORC3,ORMDL1,ORMDL2,OSBPL8,OSER1,OSTC,OTC,OTUB2,OTUD7A,OXA1L,OXCT1,OXSM,OXTR,P2RX5,P2RY1,P3H2,P3H3,P3H4,PABPC1,PABPC4,PACS1,PACSIN3,PAFAH1B2,PAICS,PAIP1,PAK3,PAK4,PANK3,PANK4,PAPPA2,PAQR3,PAQR6,PARD6G,PARG,PARK7,PARM1,PARP14,PARP16,PARP3,PARP9,PARPBP,PARVA,PARVB,PASK,PATL1,PATZ1,PBK,PBLD,PBX3,PBX4,PC,PCBD1,PCBD2,PCBP1,PCDH11X,PCDH12,PCDH17,PCDH7,PCDHGB1,PCLAF,PCLO,PCMT1,PCMTD1,PCOLCE2,PCSK5,PCSK9,PCYOX1,PCYOX1L,PCYT1B,PDCD2L,PDCD4,PDCD5,PDE10A,PDE1C,PDE3A,PDE4B,PDE4D,PDE5A,PDE6A,PDE7B,PDE9A,PDGFA,PDGFC,PDGFD,PDGFRA,PDHA1,PDHB,PDHX,PDIA3,PDIA4,PDIA5,PDK2,PDK4,PDLIM2,PDLIM5,PDP1,PDPN,PDZK1,PECR,PELI3,PELO,PENK,PER1,PER2,PEX2,PFDN4,PFKM,PFN1,PGAM2,PGAP1,PGK1,PGLS,PGM5,PHACTR3,PHB2,PHEX,PHF1,PHF13,PHF19,PHF21A,PHKA1,PHKA2,PHKB,PHKG1,PHLDA1,PHLDB2,PHLPP1,PI16,PIAS3,PIGA,PIGQ,PIK3C2A,PIK3R2,PINK1,PIP4K2A,PIP4K2C,PIP4P2,PIR,PITHD1,PITPNA,PITPNM2,PKD2,PKDCC,PKIG,PKM,PLA2G4A,PLAA,PLAG1,PLAGL1,PLAT,PLCB1,PLCD1,PLCD4,PLCE1,PLCG1,PLCG2,PLCL1,PLCL2,PLD1,PLD2,PLEKHA4,PLEKHA8,PLEKHB1,PLEKHB2,PLEKHF1,PLEKHG3,PLEKHH2,PLEKHM1,PLEKHM2,PLEKHO1,PLIN1,PLK1,PLK3,PLLP,PLOD2,PLPP3,PLPP7,PLPPR4,PLS3,PLTP,PLXNA1,PLXNA2,PLXNA3,PLXNB3,PLXND1,PM20D1,PMM1,PMS2,PNKD,PNPLA2,POC1A,POC1B,PODN,PODXL,PODXL2,POGK,POGLUT2,POLA1,POLA2,POLD1,POLD2,POLDIP2,POLE2,POLG,POLH,POLL,POLR2F,POLR2G,POLR2J,POLR3A,POLR3D,POLR3GL,POLR3H,POPDC2,POPDC3,POSTN,POT1,POU6F1,PPARA,PPARGC1A,PPARGC1B,PPAT,PPFIBP2,PPIF,PPIL3,PPIP5K1,PPIP5K2,PPL,PPM1A,PPM1B,PPM1F,PPM1J,PPM1L,PPM1M,PPME1,PPP1CB,PPP1R12B,PPP1R14C,PPP1R15A,PPP1R1B,PPP1R3A,PPP1R3B,PPP1R3C,PPP1R3D,PPP1R3G,PPP1R9A,PPP2R5A,PPP2R5B,PPP3CA,PPP3CB,PPP4R1,PPP5C,PPP6C,PPP6R2,PPTC7,PRCP,PRDM1,PRDM5,PRDX3,PRDX6,PRELID2,PREPL,PRIM2,PRKAB2,PRKAG1,PRKAG3,PRKAR1A,PRKAR1B,PRKAR2A,PRKCD,PRKCH,PRKCI,PRKCQ,PRKCZ,PRKD1,PRKG2,PRMT8,PROCA1,PROM1,PRPS1,PRR11,PRR5,PRR5L,PRRC1,PRRC2B,PRRT2,PRSS56,PRTFDC1,PSAP,PSIP1,PSMA3,PSMA5,PSMB8,PSMC1,PSMC2,PSMC3,PSMC3IP,PSMC5,PSMD1,PSMD11,PSMD14,PSMD3,PSMD4,PTBP3,PTDSS1,PTER,PTGES2,PTGES3,PTGFRN,PTGR2,PTH1R,PTK2B,PTK7,PTN,PTPMT1,PTPN13,PTPN4,PTPN9,PTPRA,PTPRB,PTPRC,PTPRD,PTPRG,PTPRJ,PTPRK,PTPRN,PTPRS,PTPRZ1,PTRH2,PTTG1,PTX3,PUSL1,PVALB,PXDN,PXK,PXYLP1,PYCR2,PYGL,PYGM,PYY,QSOX1,RAB10,RAB13,RAB29,RAB34,RAB3A,RAB3D,RAB3IL1,RAB7A,RAB8B,RABEP2,RABGGTA,RAC2,RACGAP1,RAD21,RAD23A,RAD51,RAD51AP1,RAD51B,RAD9B,RADIL,RAF1,RALGAPA2,RALGPS1,RALGPS2,RAMP1,RANBP10,RANBP17,RANBP9,RAP1GDS1,RAP2C,RAPGEF1,RAPGEF3,RAPGEF5,RAPGEFL1,RAPH1,RASA4B,RASGRF2,RASGRP2,RASL11B,RASSF10,RASSF4,RASSF8,RB1CC1,RBBP8,RBFOX1,RBM15,RBM15B,RBM20,RBM38,RBP1,RBPJ,RCAN2,RCC2,RCN3,RCOR1,RCOR2,RCSD1,RDH11,RDH12,RECK,RECQL,RECQL4,REEP1,REEP4,REM1,REPS2,REST,RETREG1,REV3L,REXO2,RFC3,RFC5,RFWD3,RFX7,RGCC,RGL1,RGMA,RGS12,RGS14,RGS3,RGS7,RHEB,RHEBL1,RHNO1,RHOBTB1,RHOD,RHOF,RHOU,RHPN2,RIF1,RILPL1,RIMS1,RIPOR2,RMI2,RNASEK,RNASET2,RND2,RNF14,RNF144A,RNF144B,RNF149,RNF150,RNF157,RNF165,RNF19B,RNF2,RNF207,RNF217,ROBO1,ROCK2,ROMO1,ROR2,RORA,ROS1,RPA2,RPP21,RPP25L,RPS6KA1,RPS6KA3,RPS6KB2,RRAGD,RRAS,RRBP1,RRP9,RSPO3,RTKN,RUBCN,RUFY3,RUNX1T1,RWDD1,RXRG,RYBP,RYR2,S100A4,S1PR1,S1PR2,S1PR3,SAFB2,SALL2,SAMHD1,SAMM50,SAP130,SAR1B,SARS1,SASS6,SAV1,SBDS,SCAI,SCARB1,SCARF1,SCARF2,SCMH1,SCML2,SCN1B,SCN2B,SCN3B,SCN4A,SCN4B,SCN5A,SCN7A,SCNM1,SCNN1A,SCRT1,SCUBE1,SCUBE2,SDC1,SDC2,SDC3,SDHA,SDHAF2,SDHB,SDHC,SDK1,SEC23A,SEC24D,SEC31B,SEC61A1,SEL1L,SELENOI,SELENON,SEMA3A,SEMA3E,SEMA3G,SEMA4F,SEMA5A,SEMA5B,SEMA6A,SEMA6C,SEMA6D,SEMA7A,SENP1,SEPTIN1,SEPTIN11,SEPTIN2,SEPTIN3,SEPTIN4,SEPTIN5,SEPTIN6,SEPTIN7,SEPTIN9,SERPINB1,SERPINE1,SERPINE2,SERTAD1,SESN1,SESN2,SETD7,SEZ6L,SEZ6L2,SFMBT2,SFR1,SFRP2,SFXN1,SFXN5,SGCD,SGK1,SGO1,SGO2,SGPL1,SGPP1,SGSH,SH3BP2,SH3BP5,SH3GL3,SH3GLB1,SH3PXD2A,SH3PXD2B,SH3RF2,SHC1,SHFL,SHPK,SHROOM2,SHROOM3,SHTN1,SIK3,SIPA1,SIPA1L1,SIRT2,SKA1,SKP2,SLAIN2,SLC12A9,SLC15A2,SLC15A3,SLC16A10,SLC16A14,SLC16A3,SLC16A5,SLC17A5,SLC19A2,SLC1A3,SLC1A6,SLC22A15,SLC22A16,SLC22A17,SLC24A1,SLC24A5,SLC25A12,SLC25A19,SLC25A22,SLC25A24,SLC25A25,SLC25A26,SLC25A27,SLC25A3,SLC25A4,SLC25A44,SLC26A6,SLC27A1,SLC27A3,SLC29A2,SLC29A4,SLC2A10,SLC2A11,SLC2A12,SLC30A2,SLC30A7,SLC35E2,SLC35E4,SLC35G1,SLC36A4,SLC37A2,SLC37A4,SLC38A1,SLC38A2,SLC38A3,SLC38A4,SLC38A6,SLC39A1,SLC39A2,SLC39A7,SLC39A9,SLC3A1,SLC3A2,SLC41A1,SLC41A2,SLC41A3,SLC43A2,SLC44A2,SLC46A1,SLC46A3,SLC49A3,SLC4A3,SLC4A7,SLC5A6,SLC6A1,SLC6A13,SLC6A8,SLC7A10,SLC7A2,SLC7A7,SLC7A8,SLC8A3,SLC9A2,SLC9A3R2,SLC9A7,SLCO1A2,SLCO2B1,SLCO5A1,SLF1,SLIRP,SLIT1,SLIT2,SLIT3,SLITRK1,SLITRK2,SLITRK4,SLITRK5,SLITRK6,SMAD2,SMAD9,SMARCA1,SMARCA5,SMARCAD1,SMC2,SMC4,SMC6,SMDT1,SMG5,SMO,SMPD1,SMPDL3A,SMPDL3B,SMTNL2,SMURF1,SMYD2,SNAP91,SNCG,SND1,SNED1,SNRPD1,SNRPG,SNUPN,SNX30,SNX7,SOAT1,SOD3,SOGA1,SORBS1,SORT1,SOX11,SOX9,SPAG5,SPARC,SPARCL1,SPART,SPC25,SPDL1,SPEF1,SPEF2,SPG11,SPG7,SPHK1,SPI1,SPICE1,SPIDR,SPINDOC,SPP1,SPR,SPRED2,SPRY2,SPSB2,SPTAN1,SPTB,SPTLC1,SPTY2D1,SQLE,SQOR,SQSTM1,SRBD1,SRC,SREBF2,SRF,SRGAP1,SRGAP2,SRI,SRPX,SRPX2,SS18,SSBP4,SSH1,SSU72,SSX2IP,ST3GAL5,ST6GALNAC2,ST6GALNAC3,STAB1,STAC3,STARD5,STAT1,STAT5B,STAU2,STC1,STEAP3,STEAP4,STIL,STIM1,STIM2,STING1,STK10,STK11,STK17B,STK26,STK3,STMN1,STMN2,STON2,STOX1,STOX2,STRN,STT3A,STUB1,STX11,STX1B,STXBP1,STXBP5,STXBP6,STYXL2,SUCLA2,SUCLG1,SUCLG2,SUCO,SULF1,SULF2,SUN2,SUPT16H,SUPV3L1,SVEP1,SVIL,SWAP70,SYBU,SYCP2,SYN1,SYNE3,SYNE4,SYNGR1,SYNJ2,SYNPO2,SYNPO2L,SYPL2,SYS1,SYT12,SYT2,SYT9,SYTL2,TACC1,TACC3,TAF11,TAF12,TAF9B,TAP1,TAP2,TAPBP,TAPBPL,TAPT1,TAS1R3,TASOR,TAX1BP3,TBC1D14,TBC1D17,TBCK,TBL1XR1,TBPL1,TBRG4,TBX15,TBX18,TCAP,TCF12,TCF3,TCF4,TCF7L1,TCF7L2,TCHP,TCIRG1,TCP11L2,TCTN3,TDP1,TDP2,TDRD12,TDRKH,TEAD1,TEAD2,TEAD4,TEK,TEKT1,TENM1,TENM2,TENM3,TENM4,TESK1,TESK2,TET3,TEX14,TFEB,TFPI,TFRC,TGFB1,TGFB2,TGFB3,TGFBI,TGFBR1,TGFBR2,THAP11,THBS2,THBS3,THBS4,THOC5,THSD4,THSD7A,TIA1,TIAM1,TIGAR,TIMELESS,TIMM44,TIMM50,TIMM8A,TIMM8B,TIMP1,TJP2,TLK1,TLN2,TLR5,TLR9,TMC7,TMED3,TMEFF2,TMEM107,TMEM109,TMEM120A,TMEM120B,TMEM126A,TMEM144,TMEM145,TMEM198B,TMEM201,TMEM204,TMEM231,TMEM25,TMEM259,TMEM266,TMEM35A,TMEM38A,TMEM43,TMEM47,TMEM53,TMEM67,TMEM9,TMEM98,TMEM9B,TMOD4,TMSB10,TMSB15A,TMSB15B,TMTC2,TMTC3,TMTC4,TNC,TNFRSF11A,TNFRSF12A,TNFRSF19,TNFRSF1B,TNFRSF21,TNIP1,TNMD,TNNT2,TNS1,TNS3,TOMM34,TOMM40,TOMM40L,TOMM7,TONSL,TOP2A,TOP2B,TOX,TOX3,TP53I13,TP53I3,TP53INP2,TP63,TP73,TPBG,TPCN2,TPD52,TPD52L1,TPI1,TPM1,TPM2,TPRKB,TPST2,TPX2,TRAF3,TRAF3IP1,TRAF3IP2,TRAF5,TRAIP,TRAK1,TRAM1,TRAPPC13,TRAPPC2L,TRAPPC5,TRDN,TREX1,TRIM36,TRIM55,TRIM59,TRIM72,TRIO,TRIP10,TRMT1L,TRMU,TRNP1,TRPC1,TRPT1,TRUB2,TSC22D1,TSC22D3,TSHZ3,TSKU,TSPAN11,TSPAN12,TSPAN33,TSPAN4,TSPAN5,TSPAN6,TSPO,TSSK3,TST,TSTD1,TTC21A,TTC21B,TTC26,TTC28,TTC39C,TTC5,TTC8,TTF2,TTK,TTLL1,TTYH2,TTYH3,TUB,TUBA1B,TUBA4A,TUBB,TUBE1,TUBGCP4,TUBGCP6,TUFM,TULP3,TUSC3,TWF1,TWF2,TXNDC15,TXNL1,TXNRD1,TYRO3,UACA,UBA6,UBA7,UBASH3B,UBD,UBE2C,UBE2D4,UBE2Z,UBL7,UBR2,UBR3,UBXN1,UBXN7,UCHL3,UCP2,UCP3,UGCG,UGDH,UGGT1,UGGT2,UGP2,UHRF1,ULK1,ULK3,UMODL1,UNC13D,UNC5B,UNC5CL,UNG,UQCR10,UQCRC1,UQCRQ,USF2,USH1C,USP1,USP13,USP18,USP19,USP2,USP24,USP25,USP28,USP34,USP53,USP6NL,UST,UTRN,UXS1,VAMP1,VAMP8,VANGL2,VAPB,VARS2,VASH1,VASH2,VASN,VAT1,VAV2,VCAM1,VCAN,VCP,VDAC1,VDAC2,VDAC3,VEGFA,VHL,VIM,VLDLR,VMP1,VPS13B,VPS26A,VPS26B,VPS26C,VPS33A,VPS37A,VRK1,VRK3,VSTM4,WASF1,WASF2,WDFY3,WDHD1,WDR19,WDR35,WDR38,WDR43,WDR45,WDR47,WDR48,WDR6,WDR77,WDR83,WDR91,WDTC1,WEE1,WFIKKN2,WHAMM,WHRN,WIF1,WIPF1,WIPF3,WIPI1,WLS,WNK3,WNT4,WNT5B,WRN,WSB2,WWC2,WWP1,WWTR1,XIRP2,XKR5,XKR8,XPO1,XPO6,XYLB,XYLT2,YBX3,YEATS2,YIF1B,YWHAG,YWHAQ,YWHAZ,ZBTB1,ZBTB12,ZBTB16,ZBTB20,ZBTB7A,ZBTB7B,ZBTB7C,ZBTB8A,ZDHHC20,ZEB1,ZEB2,ZER1,ZFAND5,ZFAND6,ZFHX4,ZFP30,ZFP37,ZFP91,ZFPM2,ZFYVE27,ZGRF1,ZHX2,ZIC3,ZKSCAN4,ZKSCAN7,ZMIZ1,ZMYM2,ZMYM4,ZNF114,ZNF135,ZNF142,ZNF175,ZNF180,ZNF235,ZNF26,ZNF260,ZNF280C,ZNF287,ZNF300,ZNF322,ZNF329,ZNF333,ZNF358,ZNF367,ZNF385A,ZNF395,ZNF396,ZNF423,ZNF449,ZNF503,ZNF518A,ZNF521,ZNF524,ZNF536,ZNF567,ZNF568,ZNF608,ZNF624,ZNF628,ZNF638,ZNF641,ZNF692,ZNF703,ZNF704,ZNF711,ZNF76,ZNF768,ZNF827,ZNF865,ZNF879,ZNFX1,ZRANB3,ZSCAN12,ZSCAN31,ZWILCH,ZWINT,ZXDC,ZYG11B,ZYX


			GO:BP			positive regulation of calcium ion transmembrane transporter activity			GO:1901021			0.0046406944			11			ATP1B1,CALM1,CASQ1,PKD2,PLCG2,RYR2,STAC3,STIM1,STIM2,TRDN,VMP1


			GO:BP			visual system development			GO:0150063			0.0046406944			81			ALDH1A2,ATF4,BBS7,BMP6,BMP7,C3,CACNA1S,CC2D2A,CDON,COL5A1,COL5A2,CPAMD8,CRYBG3,DCX,DLL1,EPHB2,FBN1,FBN2,FGF9,FREM2,GATA3,GDF11,GLI3,HSF4,IFT140,KDR,KERA,KLF4,LAMC3,LDB3,LPCAT1,MAB21L1,MAN2A1,MEIS3,MFAP2,MFN2,MFSD2A,MITF,MYF5,NECTIN3,NOTCH2,NPHP4,OBSL1,PBX3,PBX4,PDE6A,PDGFRA,PRDM1,PRKCI,PROM1,PRSS56,PXDN,RCN1,SDK1,SH3PXD2B,SLC25A25,SLITRK6,SOX11,SOX9,SPRY2,SRF,TCIRG1,TENM3,TGFB1,TGFB2,TGFBR1,TGFBR2,TMEM231,TSKU,TSPAN12,TTC8,TUB,TULP3,USH1C,VHL,VIM,VSTM4,WDR19,ZEB1,ZFP91,ZHX2


			GO:BP			ubiquinone biosynthetic process			GO:0006744			0.0046406944			10			COQ10A,COQ10B,COQ2,COQ3,COQ5,COQ6,COQ8A,COQ9,NDUFA9,PPTC7


			GO:BP			reproductive process			GO:0022414			0.0046963354			211			ACE,ACSL4,ACTR3,ACVR1,ADAMTS2,ADCY3,ADGRG1,ANTXR1,APITD1,APP,ASPM,ATAT1,ATM,ATP2B4,AWN,BCAP31,BCL6,BMP6,BMP7,BRCA2,BRIP1,BUB1,C3,CALR,CATSPER4,CBX2,CCDC40,CCNB1,CCNB2,CCNE2,CD9,CDC20,CDC25B,CDK1,CEP131,CIB1,CKS2,CYP7B1,DDO,DDX3X,DEDD,DEFB1,DHCR24,DIAPH2,DNAJC19,DZIP1,E2F7,E2F8,EAF2,EDNRA,EGR1,EHMT2,EIF2B4,EIF2S2,EME1,ENPP2,ESPL1,ESR1,FANCA,FANCD2,FANCM,FBXO5,FGF9,FIGNL1,FNDC3A,FOXA3,FST,GAMT,GATA3,GDF9,GJA1,GLI2,HSD11B2,HSPA1L,IFT27,IGFBP5,ITGB1,ITGB4,IZUMO1,JAM3,JUNB,KDR,KIF20A,KIT,KRT8,LFNG,LGR4,LHFPL2,LOC100153093,LZTFL1,MASTL,MBD2,MCM8,MDFI,MDK,MEIOB,MKKS,MMP2,MND1,MNS1,MRE11,MSH2,MSH4,MYCBPAP,NCAPD2,NCAPD3,NCAPH,NDC1,NDC80,NECTIN3,NEURL1,NOS3,NPHP4,NUF2,NUP107,PAFAH1B2,PARK7,PATZ1,PCSK5,PCYT1B,PDE3A,PDGFRA,PHB2,PITHD1,PLAG1,PLCB1,PLCD4,PLK1,PPP1R1B,PRDM1,PRDX3,PSMC3IP,PTN,PTTG1,PTX3,RAB3A,RACGAP1,RAD51,RAD51AP1,RBBP8,RBPJ,RECK,RIMS1,RNF2,ROS1,SAFB2,SCMH1,SEPTIN1,SEPTIN7,SERPINE2,SFRP2,SGO1,SGO2,SGPL1,SIRT2,SLC19A2,SLC22A16,SLC26A6,SLIRP,SLIT2,SLIT3,SMC2,SMC4,SOX9,SPEF2,SRC,SRD5A1,STAT5B,STAU2,STK11,STK3,STOX2,STXBP1,SULF1,SYCP2,TBPL1,TDRD12,TDRKH,TEAD4,TEKT1,TEX14,TGFB1,TGFBR1,TIMP1,TNC,TOP2A,TOP2B,TP63,TRIM36,TSSK3,TTC21A,TTC26,TTK,TTLL1,TUBGCP4,TUBGCP6,TYRO3,UBR2,UMODL1,VDAC2,VMP1,VPS13B,WDR19,WDR48,WDR77,YBX3,ZBTB16,ZFPM2,ZMIZ1,ZNF449,ZNF628


			GO:BP			cortical actin cytoskeleton organization			GO:0030866			0.0047023384			15			AKAP11,ANLN,CALR,CAVIN3,EPB41L1,EPB41L2,EPB41L3,EZR,FHOD3,FMNL1,FMNL2,FMNL3,RACGAP1,ROCK2,RTKN


			GO:BP			tissue homeostasis			GO:0001894			0.0047107065			50			ACACA,ADAM8,BBS12,COL11A2,COL2A1,CRACD,CROCC,DEF8,EXT1,FH,GATA2,IQCB1,LDB2,LRRK1,LTBP3,MAK,MFSD2A,MKKS,MKS1,NOS3,NPHP4,PBLD,PDK4,PLEKHM1,POC1B,PPARGC1B,PROM1,PTH1R,PTK2B,RAB3D,S1PR1,SMO,SOX9,SRC,SRF,STK11,TCIRG1,TFRC,TJP2,TLR9,TNFRSF11A,TP53INP2,TUB,UBASH3B,USH1C,VHL,VPS13B,VSTM4,WHRN,WWTR1


			GO:BP			anatomical structure homeostasis			GO:0060249			0.0047107065			50			ACACA,ADAM8,BBS12,COL11A2,COL2A1,CRACD,CROCC,DEF8,EXT1,FH,GATA2,IQCB1,LDB2,LRRK1,LTBP3,MAK,MFSD2A,MKKS,MKS1,NOS3,NPHP4,PBLD,PDK4,PLEKHM1,POC1B,PPARGC1B,PROM1,PTH1R,PTK2B,RAB3D,S1PR1,SMO,SOX9,SRC,SRF,STK11,TCIRG1,TFRC,TJP2,TLR9,TNFRSF11A,TP53INP2,TUB,UBASH3B,USH1C,VHL,VPS13B,VSTM4,WHRN,WWTR1


			GO:BP			smooth muscle cell migration			GO:0014909			0.0047874184			17			CCN3,CORO1B,DOCK5,DOCK7,GRB10,IGFBP5,MDK,MEF2C,NR4A3,PARVA,PDGFA,PLAT,PLXNA1,SEMA6D,SERPINE1,SLIT2,TPM1


			GO:BP			cellular response to cytokine stimulus			GO:0071345			0.0048796413			150			ACKR3,ACKR4,ACSL1,ACTR3,ADAMTS12,ADAMTS7,ADIPOR2,ANKRD1,ARHGEF2,ASAH1,ATIC,BCAT2,BRCA1,CAMK2A,CCL19,CCL5,CCR9,CD44,CDIP1,CIB1,CSF3,CSNK2B,CX3CR1,CXCR6,DAPK1,DOCK8,DUSP1,EGR1,EIF4A2,EPS8,ERBIN,EXT1,F3,FAS,FER,GAPDH,GATA3,GBP1,GFPT2,GHR,GPD1,GPR75,GPS2,GSDME,HCLS1,HK2,HSPA5,IFIT2,IL12RB2,IL15,IL17RD,IL18,IL1R1,IL2RA,IL2RB,IL4R,IL6R,IL6ST,IRAK1,IRAK2,IRF5,KEAP1,KIT,KLF4,KLHL12,KRT18,KRT8,LEPR,LOC100510975,LOC100519082,LOC100737755,LOX,LRCH1,LRRC7,LYN,MAPK14,MAT2A,MAVS,MCM2,MKKS,MPL,MRC1,MRPL15,MSC,MUL1,MX1,MYBL2,NFE2L2,NFIL3,NFKBIA,NKIRAS1,NMI,NOL4L,NR5A2,NUMBL,PARP14,PARP16,PARP9,PCOLCE2,PDIA3,PELI3,PIAS3,PIGA,PLCB1,PMM1,PRDM5,PTK2B,PTPRC,RBM15,RIF1,RIPOR2,ROBO1,RORA,SAMHD1,SHPK,SLC26A6,SLC27A1,SLIT2,SLIT3,SMARCA5,SOX9,SPHK1,SPI1,SPRY2,SRC,STAT1,STAT5B,STING1,STXBP1,SYNGR1,TCIRG1,TEX14,TFRC,TNFRSF11A,TNFRSF1B,TNFRSF21,TRAF3,TRAF3IP2,TRAF5,TRAIP,TREX1,UGCG,USP18,VIM,VPS26B,WDR35,YBX3,ZFAND6,ZFP91,ZYX


			GO:BP			maintenance of location in cell			GO:0051651			0.0049385144			49			ABL1,ANKRD13C,APOE,ATP2A1,BARD1,CALM1,CAPN3,CASQ1,CASQ2,CCDC88A,CCL19,CHCHD10,DHRS7C,DIAPH1,DZIP1,ERO1A,GPSM2,HK1,HK2,HRC,HSPA5,ITPR3,KDELR3,LCN2,LETM1,LYN,PARK7,PINK1,PKD2,PLCG2,PRKD1,PTK2B,PTPRC,RYR2,SELENON,SLC30A2,SLC30A7,SRI,TAPT1,TMEM38A,TMSB15A,TMSB15B,TPCN2,TRDN,TRPC1,TSPO,TWF1,TWF2,UBASH3B


			GO:BP			in utero embryonic development			GO:0001701			0.0049385144			89			ACVR1,ADCY9,ADM,AMOT,APBA3,ASF1B,BMP7,BRCA2,CCN1,CCNB1,CCNB2,CHEK1,CITED1,CPT2,CUL3,CUL4A,E2F7,E2F8,EDNRA,EGLN1,EIF2S2,EMG1,ENDOG,EPAS1,FBXW8,FKBP10,GATA2,GATA3,GDF9,GLI2,GLI3,GPI,HEY2,HS6ST1,ITGB1,JUNB,KEAP1,KLF4,KRT8,LOC100736765,MAFF,MAN2A1,MBD3,MDFI,MFN2,MFNG,MIB1,MSH2,MYO18B,NCAPG2,NEK2,NMT1,NOS3,NOTCH2,PCDH12,PDGFRA,PELO,PKD2,PLCG1,PRDM1,PTH1R,RAD51B,RBBP8,RBPJ,RCN1,RSPO3,SBDS,SEC24D,SH3PXD2A,SLC35E2,SLC39A1,SMAD2,SMO,SRF,STK3,TANC2,TEAD4,TGFBR1,TGFBR2,TMEM231,TTLL1,VASH1,VASH2,WDR19,WDTC1,YBX3,ZFAND5,ZFPM2,ZMIZ1


			GO:BP			phosphatidylinositol 3-kinase signaling			GO:0014065			0.0049385144			33			AGT,CAT,CBL,CSF3,DCN,EGF,ERBB2,ERBB3,FLT1,FN1,GATA3,HCLS1,HGF,IL18,INSR,KDR,NYAP1,PDGFA,PDGFC,PDGFD,PIK3C2A,PIK3R2,PRR5,PRR5L,PTPN13,ROR2,SEMA3E,SERPINE2,SIRT2,SOX9,TEK,TGFB2,UNC5B


			GO:BP			cellular homeostasis			GO:0019725			0.0049385144			135			ABL1,ACO1,ADRA2A,AFG3L2,ANO1,APOE,APP,AQP11,ATF4,ATP1A2,ATP1B1,ATP1B3,ATP2A1,ATP2A3,ATP2B2,ATP2B3,ATP2B4,ATP7A,BAG3,BAIAP3,BCAP31,BMP6,C1QTNF3,C2CD2L,CALM1,CAPN3,CASQ1,CASQ2,CCDC47,CCL19,CHD6,CHRNA1,CIAO3,CLN6,CROCC,CYBRD1,DHRS7C,DIAPH1,DISC1,DLD,EDNRA,EGLN1,ERO1A,FGGY,FOXA3,FUNDC2,GCLC,GRIK2,GSR,HEPH,HK1,HK2,HRC,IDE,IMMT,ISCU,ITPR3,KCNB1,LCK,LCN2,LETM1,LOX,LRRC8E,LRRK2,LYN,MLXIPL,MPC2,MSTN,MTM1,NFE2L2,NGFR,NQO1,ORMDL1,ORMDL2,PFKM,PIK3R2,PKD2,PLAA,PLCG2,PPP3CB,PRDX3,PRKD1,PTH1R,PTK2B,PTPRC,PTPRN,RAB7A,RAF1,RAP1GDS1,RYR2,SCN7A,SCNN1A,SELENON,SLC1A3,SLC24A1,SLC24A5,SLC26A6,SLC2A10,SLC30A2,SLC30A7,SLC35G1,SLC37A4,SLC38A3,SLC41A1,SLC4A3,SLC4A7,SLC8A3,SLC9A2,SLC9A7,SMDT1,SRF,SRI,STC1,STEAP4,STIM1,STIM2,SYPL2,TCIRG1,TFRC,TGFB1,TMEM38A,TMEM9,TMTC4,TPCN2,TRDN,TRPC1,TXNRD1,TYRO3,UBASH3B,UBE2C,VAPB,VPS33A,WDTC1,WNK3,ZBTB20


			GO:BP			regulation of macroautophagy			GO:0016241			0.0049385144			33			BAG3,BNIP3,BNIP3L,CALCOCO2,DCN,EHMT2,FYCO1,GNAI3,HSPB8,KDR,LRRK2,MTM1,NPC1,OPTN,PAFAH1B2,PINK1,PIP4K2A,PIP4K2C,POLDIP2,QSOX1,RUBCN,SESN1,SESN2,SH3GLB1,SLC25A4,SNX30,SNX7,SPTLC1,STING1,TIGAR,ULK1,WDR45,WIPI1


			GO:BP			hemopoiesis			GO:0030097			0.0049464522			166			ABL1,ACE,ADAM8,ALAS2,ANXA2,APP,ARIH2,ATF4,ATM,ATP5IF1,BCL3,BCL6,BCR,BRCA2,BVES,CALCR,CCN4,CCR9,CD109,CD40LG,CEBPG,CIAO3,CIB1,CMTM7,CSF3,CTC1,CUL4A,DLL1,DNAJA3,DROSHA,DUSP10,EGR1,EGR3,ENTPD7,EPAS1,ERBB2,EXT1,EZH2,FAM210B,FANCA,FANCD2,FBN1,FES,FLT1,FNIP1,FOS,FOXJ1,FST,FZD9,GAB3,GATA2,GATA3,GLI3,GPC3,GPS2,HCLS1,HOXA5,HSF1,HSPA9,ICMT,IL15,IL18,IL4I1,ITGB6,ITM2A,JAM3,JUNB,KCP,KDR,KIT,KLF13,KLF4,LCK,LEPR,LFNG,LMBR1L,LOX,LRRK1,LYAR,LYN,MAPK14,MDK,MFNG,MITF,MKNK2,MMP14,MPL,MSH2,NBEAL2,NCAPG2,NFE2L2,NFIL3,NFKBIA,NFKBIZ,NHEJ1,NOTCH2,OGT,PABPC4,PATZ1,PDGFRA,PIAS3,PINK1,PIP4K2A,PIR,PITHD1,PLCG2,PLCL2,PPARGC1B,PPP3CA,PPP3CB,PRDM1,PRDX3,PRKCZ,PTK2B,PTN,PTPRC,PTPRZ1,RBM15,RBP1,RBPJ,RCOR1,RORA,RRAS,SBDS,SFRP2,SGPL1,SH3PXD2A,SLC37A4,SLC39A7,SLC8A3,SPI1,SRC,SRF,STAT1,STAT5B,STK11,STK3,TAPBPL,TCIRG1,TFRC,TGFB1,TGFBR2,THOC5,TLR9,TMEM98,TNFRSF11A,TOP2A,TOP2B,TOX,TPD52,TRAF3IP2,TREX1,TYRO3,UBASH3B,UBD,VPS33A,WASF2,WDR38,WDR6,ZBTB1,ZBTB16,ZBTB7A,ZBTB7B,ZEB1,ZMIZ1,ZNF385A


			GO:BP			cellular polysaccharide biosynthetic process			GO:0033692			0.0049677199			20			ACADM,AKT2,B3GNT3,EXT1,GYG1,GYS1,HS2ST1,INSR,LOC100737755,PASK,PHKG1,PPP1R3A,PPP1R3B,PPP1R3C,PPP1R3D,PPP1R3G,PRKAG3,PTGES3,PTPMT1,UGP2


			GO:BP			positive regulation of MAPK cascade			GO:0043410			0.0050118627			93			ABL1,ACKR3,ADAM8,ADRA1D,ADRA2A,ADRA2C,AJUBA,AKAP13,APOE,APP,ARHGEF2,BMPER,CAV2,CAVIN3,CCL19,CCL5,CD44,CDH2,CDON,CHI3L1,CIB1,CSPG4,DOK5,EFNA1,EGF,EPHA4,ERBB2,ERP29,EZH2,FGF1,FGF18,FGF21,FGFR1,FGFR4,FLT1,FZD10,GADD45B,GAREM1,GDF9,GPR37,GRM4,GSDME,HGF,IGFBP4,INSR,IQGAP3,IRAK1,ITSN1,KDR,KIT,LOC100620540,LRRK2,MAP2K2,MAP3K10,MAP3K13,MAP4K1,MAPK8IP1,MID1,NOTCH2,NTRK3,PDGFA,PDGFC,PDGFD,PDGFRA,PHB2,PLCB1,PLCE1,PLCG2,PRKCZ,PTK2B,PTPRC,RAF1,RB1CC1,ROBO1,SEMA7A,SH3RF2,SHC1,SPHK1,SPI1,SPRY2,SRC,STK3,TEK,TGFB2,TGFBR1,TLR9,TNFRSF11A,TNFRSF19,TPBG,TPD52L1,TRAF3,TRAF5,UNC5CL


			GO:BP			regulation of phosphatidylinositol 3-kinase signaling			GO:0014066			0.0050747221			26			AGT,CAT,CBL,CSF3,DCN,EGF,FLT1,FN1,HCLS1,HGF,IL18,INSR,KDR,PDGFA,PDGFC,PDGFD,PRR5,PRR5L,PTPN13,ROR2,SEMA3E,SERPINE2,SOX9,TEK,TGFB2,UNC5B


			GO:BP			sterol metabolic process			GO:0016125			0.0050810918			31			ABCA5,ACADVL,APOE,APOF,APP,CAT,CLN6,CUBN,CYP27A1,DHCR24,DHCR7,EPHX2,FGF1,GBA2,HMGCR,LEPR,LIPE,LPCAT3,LSS,MSMO1,MVK,NFE2L1,PCSK9,SCARB1,SMPD1,SOAT1,SQLE,TM7SF2,TSKU,TTC39B,VLDLR


			GO:BP			lipid homeostasis			GO:0055088			0.0050927934			38			ABCA5,ABHD4,ABHD5,ACACA,ACOX2,ANGPTL4,APOE,C1QTNF3,DDX3X,EPHX2,FUNDC2,GOT1,IL18,ITGB6,LIPG,NPC1,NR1D2,NR1H2,NR5A2,ORMDL1,ORMDL2,PCSK9,PNPLA2,POLD1,RCN3,RORA,SAR1B,SCARB1,SESN2,SLC37A4,SOAT1,SREBF2,TGFB1,TLCD3A,TSKU,TTC39B,USF2,ZBTB20


			GO:BP			branching morphogenesis of an epithelial tube			GO:0048754			0.0051078398			42			ABL1,ACVR1,ADAMTS16,AGT,BMP7,CTSZ,DCHS1,DLG5,EDNRA,EGF,ENG,ESR1,EXT1,FGF1,GLI2,GLI3,GPC3,HOXA5,KDR,LGR4,MDK,MET,MKS1,MMP14,MYCN,NFATC4,PHB2,PKD2,PLXND1,RBM15,SEMA3E,SFRP2,SLIT2,SMO,SOX9,SPRY2,SRC,SRF,TGFB1,TGFBR2,TIMELESS,TMEM59L


			GO:BP			positive regulation of cell cycle phase transition			GO:1901989			0.0051129031			30			APP,CCNB1,CDC25B,CDCA5,CDK1,CDT1,CENPJ,CUL3,CUL4A,CUL4B,DDX3X,DTL,EIF4G1,EZH2,FAM83D,FBXO5,GFRA3,MDM2,MTA3,MTBP,PHB2,PLCB1,RAD51B,RCC2,RGCC,SASS6,STIL,STOX1,THOC5,UBE2C


			GO:BP			glycosaminoglycan metabolic process			GO:0030203			0.0051129031			30			ABCC5,B4GALT4,BGN,CD44,CEMIP2,CHPF,CHST1,CHST3,CHSY1,CLN6,DCN,DSE,EDNRA,EGF,EXT1,EXT2,GLCE,GUSB,HMMR,HS2ST1,ITIH3,ITIH4,LOC100522551,LOC100737755,LYVE1,PSAP,PXYLP1,SGSH,UGDH,XYLT2


			GO:BP			positive regulation of ubiquitin-dependent protein catabolic process			GO:2000060			0.0051390928			28			ANKIB1,ARIH2,BBS7,BCAP31,CLU,DAB2,DDRGK1,DISC1,DNAJB2,DVL1,EGF,FBXW8,ITSN1,LRRK2,MDM2,PLK1,PLK3,PTK2B,RAD23A,RNF14,RNF144A,RNF217,SH3RF2,SIRT2,SMURF1,STUB1,VCP,ZYG11B


			GO:BP			acetyl-CoA biosynthetic process from pyruvate			GO:0006086			0.0052671357			7			DLAT,DLD,PDHA1,PDHB,PDHX,PDK2,PDK4


			GO:BP			ketone catabolic process			GO:0042182			0.0052671357			7			HAGH,HAGHL,KYAT3,NQO2,OXCT1,PARK7,PNKD


			GO:BP			regulation of organelle assembly			GO:1902115			0.0053223569			50			ARHGEF9,CCDC88A,CCP110,CENPJ,CEP76,CNOT6,CNOT6L,CNTROB,CROCC,DYNLL1,DZIP1,EHMT2,EZR,FSCN1,GPSM2,GRID2,IFT140,IFT88,KAT2B,KIF15,KIF24,LRRC4B,LRRK2,MAK,MNS1,MPHOSPH9,MTM1,ODF2,PINK1,PIP4K2A,PIP4K2C,PLK1,PTPRD,PTPRS,RABEP2,SASS6,SDC1,SEPTIN9,SH3GLB1,SNX30,SNX7,SPAG5,SPICE1,SRC,STIL,TAPT1,TESK1,VDAC3,WDR45,WIPI1


			GO:BP			striated muscle adaptation			GO:0014888			0.005327767			14			ATP2B4,CACNA1S,CAMTA2,EZH2,GTF2IRD1,HEY2,IGFBP5,INPP5F,LOC100620992,LOC100736765,MYMK,MYOZ1,PPP3CA,TCAP


			GO:BP			eye development			GO:0001654			0.0053538607			80			ALDH1A2,ATF4,BBS7,BMP6,BMP7,CACNA1S,CC2D2A,CDON,COL5A1,COL5A2,CPAMD8,CRYBG3,DCX,DLL1,EPHB2,FBN1,FBN2,FGF9,FREM2,GATA3,GDF11,GLI3,HSF4,IFT140,KDR,KERA,KLF4,LAMC3,LDB3,LPCAT1,MAB21L1,MAN2A1,MEIS3,MFAP2,MFN2,MFSD2A,MITF,MYF5,NECTIN3,NOTCH2,NPHP4,OBSL1,PBX3,PBX4,PDE6A,PDGFRA,PRDM1,PRKCI,PROM1,PRSS56,PXDN,RCN1,SDK1,SH3PXD2B,SLC25A25,SLITRK6,SOX11,SOX9,SPRY2,SRF,TCIRG1,TENM3,TGFB1,TGFB2,TGFBR1,TGFBR2,TMEM231,TSKU,TSPAN12,TTC8,TUB,TULP3,USH1C,VHL,VIM,VSTM4,WDR19,ZEB1,ZFP91,ZHX2


			GO:BP			heart valve development			GO:0003170			0.0053742069			18			ACVR1,CCN1,DCHS1,EFNA1,EMILIN1,GATA3,GJA5,HEY2,MDM2,NOS3,NOTCH2,PRDM1,RBPJ,SLIT3,SOX9,TGFB1,TGFBR2,TNFRSF1B


			GO:BP			nucleic acid-templated transcription			GO:0097659			0.0053742069			589			ABLIM2,ABLIM3,ACTR3,ACVR1,ADAM8,ADNP,AEBP1,AFAP1L2,AGT,AHR,AJUBA,AKNA,ANKRD1,ANKRD2,ANXA2,APOE,APP,ARHGEF2,ARNTL,ARX,ASXL3,ATAD2,ATF3,ATF4,ATF5,ATM,ATOH8,ATP1B3,ATP2B4,ATXN1,AURKB,BAG3,BAMBI,BBS7,BCAS3,BCL11A,BCL3,BCL6,BCL9,BCORL1,BEND6,BHLHE41,BIN1,BLM,BMP5,BMP6,BMP7,BRCA1,BRCA2,BRD3,BRIP1,CALCOCO1,CALR,CAMK2A,CAMTA2,CAPN3,CARF,CASK,CAT,CBX2,CBX3,CBX4,CC2D1B,CCDC124,CCN1,CCNL1,CCNL2,CCNT2,CCPG1,CD200,CD40LG,CDCA7,CDCA7L,CDK14,CDK17,CDK5R1,CDON,CEBPG,CENPF,CENPJ,CHCHD10,CHCHD2,CHD3,CHD6,CHEK1,CHURC1,CIB1,CIPC,CITED1,CKAP2,CKS2,CLU,CNOT6,COPS5,CPEB3,CREB3L1,CREB3L2,CREB5,CREBRF,CREM,CRY2,CRYM,CSF3,CSRNP1,CSRNP3,CUL3,CUX2,DAB2,DBX1,DCAF6,DCN,DDR2,DDRGK1,DDX3X,DDX58,DEDD,DKK3,DLL1,DMRT2,DNAJA3,DNAJC17,DNMT1,DNMT3B,DOT1L,DPF3,DUSP26,DVL1,DYRK1B,E2F1,E2F6,E2F7,E2F8,E4F1,EAF2,EBF1,EBF2,EBF3,EBF4,EDA,EFCAB7,EFNA1,EGF,EGLN1,EGR1,EGR2,EGR3,EHMT2,EID1,EIF4A2,ELF4,ELK3,ELK4,ELL2,ELOB,ELOC,ENG,EPAS1,EPCAM,ERBB2,ERBIN,ESR1,ESRRA,ESRRG,ETV1,ETV5,EZH2,EZR,FANCA,FANCD2,FER,FGF1,FGF9,FHL2,FHL3,FHL5,FHOD1,FLOT2,FNIP1,FOS,FOXA3,FOXJ1,FOXM1,FOXN3,FOXO1,FOXP2,FST,FZD2,GATA2,GATA3,GCLC,GLI2,GLI3,GPS2,GTF2IRD1,GTF3C6,HCLS1,HDAC10,HDGFL2,HES6,HEY2,HIC1,HIF3A,HIVEP1,HIVEP2,HLTF,HMMR,HOXA3,HOXA5,HR,HSF1,HSF4,HTATIP2,IER2,IGSF1,IKBKG,IL18,IL4I1,INSR,IRAK1,IRAK2,IRF5,IRF9,ITGA6,JADE2,JMJD1C,JUNB,KAT2B,KDM1A,KDM7A,KDM8,KEAP1,KHDRBS1,KIT,KLF13,KLF4,LDB2,LGR4,LIN37,LIN54,LMCD1,LMO1,LMO2,LOC100513741,LOC100517129,LOC100623035,LOC102158443,LOC110255204,LOC110258620,LOC110259371,LPIN1,LPIN3,LRP8,LRRC7,LRRFIP1,LRRFIP2,LUM,LYAR,MAF1,MAFF,MAFK,MAGEH1,MAML3,MAP2K2,MAP3K10,MAP3K13,MAPK14,MAPK8IP1,MARS1,MAVS,MBD2,MBD3,MBTD1,MDK,MDM2,MED15,MED8,MEF2A,MEF2C,MEF2D,MEIS3,MEOX2,MET,MGA,MITF,MKX,MLIP,MLXIP,MLXIPL,MN1,MOSPD1,MSC,MSTN,MTA3,MTDH,MTERF3,MXD3,MYBL1,MYBL2,MYCN,MYEF2,MYF5,MYF6,MYOZ1,NAMPT,NCAPG2,NCOA2,NDN,NEK4,NFATC1,NFATC3,NFATC4,NFE2L1,NFE2L2,NFE2L3,NFIB,NFIL3,NFKBIA,NFKBIB,NFKBIL1,NFXL1,NGFR,NIBAN2,NMI,NOC2L,NOL4L,NONO,NOSTRIN,NOTCH2,NOTCH3,NPAS3,NPM3,NR0B2,NR1D2,NR1H2,NR1I3,NR2F1,NR2F6,NR4A3,NR5A2,NSD2,NUP107,OGT,PARK7,PARP9,PASK,PATZ1,PBX3,PBX4,PCBP1,PDCD4,PER1,PER2,PEX2,PFKM,PHB2,PHF1,PHF19,PHF21A,PIAS3,PIK3R2,PINK1,PIR,PITHD1,PKD2,PKIG,PLAG1,PLAGL1,PLCB1,PLCG2,PLK1,PLK3,PLPP3,POGK,POLR2F,POLR2G,POLR2J,POLR3A,POLR3D,POLR3GL,POLR3H,POU6F1,PPARA,PPARGC1A,PPARGC1B,PPM1A,PPM1F,PPP1R1B,PPP3CA,PPP3CB,PRDM1,PRDM5,PRDX3,PRKCH,PRKCI,PRKCQ,PRKD1,PSIP1,PSMC3,PSMC3IP,PSMC5,PTGES2,PTPRK,PTPRN,RAD21,RAF1,RAP2C,RBBP8,RBM15,RBPJ,RCOR1,RCOR2,REST,RFX7,RGCC,RGMA,RGS14,RHEBL1,RIF1,RNF14,RNF2,RORA,RPS6KA1,RPS6KA3,RUNX1T1,RXRG,RYBP,SAFB2,SALL2,SAP130,SARS1,SAV1,SCAI,SCMH1,SCML2,SCRT1,SENP1,SERTAD1,SETD7,SFMBT2,SFR1,SFRP2,SHC1,SIRT2,SLC38A3,SMAD2,SMAD9,SMARCA5,SMO,SMYD2,SOX11,SOX9,SPHK1,SPI1,SPINDOC,SPP1,SPTY2D1,SQSTM1,SREBF2,SRF,SRI,SS18,SSBP4,SSU72,STAT1,STAT5B,STING1,STK3,STOX1,STOX2,SUPT16H,TAF11,TAF12,TAF9B,TBC1D14,TBL1XR1,TBPL1,TBX15,TBX18,TCF12,TCF3,TCF4,TCF7L1,TCF7L2,TEAD1,TEAD2,TEAD4,TET3,TFEB,TFRC,TGFB1,TGFB2,TGFB3,TGFBR1,THAP11,THOC5,TIMELESS,TLR9,TMEM9B,TNFRSF11A,TNIP1,TOP2A,TOX3,TP53INP2,TP63,TP73,TRAF3,TRAF5,TRAIP,TSC22D1,TSC22D3,TSHZ3,TTC21B,TTC5,UHRF1,USF2,USP13,USP2,WDR43,WDR77,WDTC1,WWC2,WWP1,WWTR1,YBX3,YEATS2,YWHAQ,YWHAZ,ZBTB1,ZBTB12,ZBTB16,ZBTB20,ZBTB7A,ZBTB7B,ZBTB7C,ZBTB8A,ZEB1,ZEB2,ZFHX4,ZFP30,ZFP37,ZFPM2,ZHX2,ZIC3,ZKSCAN4,ZKSCAN7,ZMIZ1,ZMYM2,ZNF114,ZNF135,ZNF142,ZNF175,ZNF180,ZNF235,ZNF26,ZNF260,ZNF280C,ZNF287,ZNF300,ZNF322,ZNF329,ZNF333,ZNF358,ZNF367,ZNF395,ZNF396,ZNF423,ZNF503,ZNF518A,ZNF521,ZNF524,ZNF536,ZNF567,ZNF568,ZNF608,ZNF624,ZNF628,ZNF641,ZNF692,ZNF703,ZNF704,ZNF711,ZNF76,ZNF768,ZNF827,ZNF865,ZNF879,ZSCAN12,ZSCAN31,ZXDC


			GO:BP			response to tumor necrosis factor			GO:0034612			0.005384623			47			ADAMTS12,ADAMTS7,ANKRD1,ARHGEF2,ASAH1,BRCA1,CCL19,CCL5,CDIP1,CHI3L1,CIB1,ENDOG,ERBIN,EXT1,FAS,GATA3,GBP1,GPD1,GPS2,GSDME,KRT18,KRT8,LOC100510975,LOC100737755,LRRC7,MAPK14,NFE2L2,NFKBIA,NKIRAS1,NOL4L,PELI3,PIAS3,PTK2B,RORA,SMPD1,SPHK1,STAT1,TNFRSF11A,TNFRSF1B,TNFRSF21,TRAF3,TRAF3IP2,TRAF5,TRAIP,UBD,YBX3,ZFAND6


			GO:BP			negative regulation of protein phosphorylation			GO:0001933			0.0055621139			66			ABL1,AGT,AKT1S1,APOE,BDKRB2,BMP7,CBL,CD109,CEP85,CIB1,CORO1C,DBNDD1,DTNBP1,DUSP1,DUSP10,DVL1,EIF4G1,EMILIN1,ENG,EPHB2,FBLN1,GADD45B,HGF,HMGCR,INPP5F,INPP5J,KAT2B,KLHL31,LRRK1,LRRK2,LYN,MICAL1,MLXIPL,NCAPG2,NIBAN1,NTRK3,PAQR3,PARK7,PARP14,PBK,PKIG,PLK1,PLPP3,PPM1F,PRKAR1A,PRKAR1B,PRKAR2A,PRKCD,PRKCZ,PRR5L,PTPN13,PTPRB,PTPRC,PTPRJ,RGS14,SFRP2,SH3BP5,SIRT2,SLC8A3,SLIT2,SMPD1,SPRED2,SPRY2,TRAF3IP1,UBASH3B,WWTR1


			GO:BP			regulation of metaphase/anaphase transition of cell cycle			GO:1902099			0.0055946144			22			ATM,AURKB,BCL7B,BUB1,BUB1B,CCNB1,CDC6,CDT1,CENPE,CUL3,FBXO5,GEN1,NDC80,NEK6,PLK1,RAD21,SPDL1,TEX14,TTK,UBE2C,ZWILCH,ZWINT


			GO:BP			collagen metabolic process			GO:0032963			0.0055946144			22			COL1A2,COL5A1,CREB3L1,CTSL,EMILIN1,FAP,ITGB1,MMP14,MMP16,MMP2,MMP23,MRC2,P3H2,P3H3,P3H4,RCN3,RETREG1,RGCC,SUCO,TGFB1,TGFB3,VIM


			GO:BP			developmental maturation			GO:0021700			0.0055999977			64			ADAMTS12,ADAMTS7,ADGRB3,ALDH1A2,APP,BAIAP3,BRCA2,C3,CATSPER4,CCNB1,CCNB2,CDC20,CDC25B,CDK1,CDK5R1,DCHS1,DEFB1,DISC1,DLG4,EDNRA,EPAS1,EXT1,FBXO5,GATA2,GATA3,GDF11,GDF9,GPAT4,HOXA5,IFT80,IL15,KCNIP2,KDR,KIF14,KIF20A,LRRK2,MAP3K13,MASTL,MMP2,NEFL,NEURL1,NFATC4,NRCAM,PDE3A,PHOSPHO1,PTH1R,PTPRN,RAB3A,RBPJ,RECK,S1PR1,SCARF1,SEZ6L,SEZ6L2,SIRT2,SLC26A6,STXBP1,SYBU,TGFB1,TGFB2,THBS3,WDR77,YWHAZ,ZBTB7A


			GO:BP			negative regulation of metabolic process			GO:0009892			0.0056861931			526			ABL1,ACADVL,ACE,ACOT8,ADRA2A,AEBP1,AGT,AJUBA,AKT1S1,ANKRD1,ANXA2,ANXA8,APOD,APOE,APP,AQP11,ARRDC3,ARX,ASXL3,ATF3,ATF4,ATF5,ATM,ATOH8,ATP2B4,ATR,ATXN1,AURKB,AZIN2,BAG3,BCL11A,BCL3,BCL6,BCORL1,BCR,BDKRB2,BEND6,BHLHE41,BIN1,BLM,BMP5,BMP6,BMP7,BNIP3,BOD1,BRCA1,BRCA2,BUB1B,C1QTNF3,C3,C4A,CALCR,CALR,CAPN3,CAPRIN2,CARHSP1,CAVIN3,CBL,CBX2,CBX3,CBX4,CC2D1B,CD109,CD44,CDC20,CDK5R1,CDT1,CENPF,CEP85,CHD3,CIB1,CILP,CIPC,CITED1,CKB,CLU,CNOT6,CNOT6L,COL7A1,CORO1C,CPAMD8,CPEB3,CPEB4,CREB3L1,CRY2,CRYM,CSDC2,CSDE1,CST6,CTC1,CTSA,CTSZ,CUL3,CUX2,DAB2,DAPK1,DBNDD1,DCP2,DDRGK1,DDX3X,DEDD,DHCR24,DHX58,DKK3,DLL1,DNAJA3,DNAJC17,DNMT1,DNMT3B,DOT1L,DPF3,DROSHA,DTNBP1,DUSP1,DUSP10,DUSP26,DVL1,DXO,DYNLL1,E2F1,E2F6,E2F7,E2F8,E4F1,EFNA1,EGR1,EHMT2,EID1,EIF4A2,EIF4EBP1,EIF4G1,ELK3,ELK4,EMILIN1,ENC1,ENG,EPHA4,EPHB2,ERBIN,ERP29,ESR1,ETF1,ETV5,EZH1,EZH2,EZR,FAM3C,FASTK,FASTKD1,FBLN1,FBXO5,FGF9,FHL2,FLOT2,FMO1,FMO2,FMR1,FN1,FNIP1,FOXJ1,FOXM1,FOXN3,FOXO1,FOXP2,FRY,FST,FXR1,FXR2,FYN,GADD45B,GAPDH,GATA2,GATA3,GBP1,GCLC,GLI2,GLI3,GPS2,GRB10,GTF2IRD1,HCLS1,HDAC10,HES6,HEY2,HGF,HHATL,HIC1,HIVEP1,HK2,HMGCR,HOMER2,HOMER3,HSF1,HSF4,IER3,IGFBP5,IL15,ILRUN,INPP5F,INPP5J,IQGAP3,ITGAV,ITIH3,ITIH4,ITM2A,IVNS1ABP,KAT2B,KDM1A,KDM8,KDR,KHDRBS1,KLF4,KLHL15,KLHL17,KLHL31,LAMA4,LEPR,LGALS9,LGR4,LIMK1,LIN37,LMCD1,LMNB1,LMNB2,LMO1,LOC100510975,LOC110255204,LPCAT1,LRRK1,LRRK2,LXN,LYAR,LYN,MAF1,MAFK,MAGEH1,MAGOHB,MAP2K2,MAP3K10,MAPKAPK2,MASTL,MBD2,MBD3,MBTD1,MDM2,MEF2A,MEF2C,MFSD2A,MGAT5,MICAL1,MIR214,MITF,MKKS,MLIP,MLXIPL,MOSPD1,MSC,MSH2,MSH6,MSTN,MTA3,MTDH,MTERF3,MTM1,MUL1,MXD3,MYCN,MYEF2,MYF6,MYOZ1,NAV3,NBAS,NCAPG2,NCOA2,NDN,NDRG2,NEIL1,NFATC3,NFATC4,NFE2L3,NFIB,NFIL3,NFKBIL1,NIBAN1,NIBAN2,NMI,NOC2L,NOCT,NOL4L,NONO,NOSTRIN,NOTCH2,NPC1,NPLOC4,NQO1,NR0B2,NR1D2,NR1H2,NR1I3,NR2F1,NR2F6,NSD2,NTRK3,OGT,OPHN1,OPTN,ORMDL1,ORMDL2,OTUB2,PABPC1,PABPC4,PAIP1,PAQR3,PAQR6,PARK7,PARP14,PARP3,PARP9,PARPBP,PASK,PATL1,PATZ1,PBK,PC,PCSK9,PDCD4,PDGFA,PELO,PER1,PER2,PEX2,PHB2,PHF1,PHF19,PHF21A,PIAS3,PINK1,PIP4K2A,PIP4K2C,PKIG,PLAA,PLAG1,PLAT,PLCB1,PLCL1,PLCL2,PLIN1,PLK1,PLK3,PLPP3,POLDIP2,POT1,PPARA,PPARGC1B,PPIF,PPM1B,PPM1F,PPP1R15A,PPP1R1B,PPP2R5A,PPP3CA,PRDM1,PRDM5,PRDX3,PRKAR1A,PRKAR1B,PRKAR2A,PRKCD,PRKCZ,PRR5L,PSMC5,PTBP3,PTPN13,PTPRB,PTPRC,PTPRJ,PTPRK,PTRH2,PTTG1,PTX3,QSOX1,RBBP8,RBM15,RBM20,RBM38,RBPJ,RCOR1,RCOR2,RECK,REST,RGCC,RGS14,RHEB,RIF1,RMI2,RNF2,ROCK2,ROS1,RPS6KA1,RPS6KA3,RUBCN,RUNX1T1,RYBP,SALL2,SAP130,SARS1,SCAI,SCMH1,SCML2,SCRT1,SERPINB1,SERPINE1,SERPINE2,SESN2,SFMBT2,SFRP2,SH3BP5,SH3RF2,SHC1,SHFL,SIRT2,SLC24A5,SLC27A1,SLC2A10,SLC37A4,SLC8A3,SLIRP,SLIT2,SLIT3,SMAD2,SMARCA5,SMG5,SMO,SMPD1,SMYD2,SND1,SOX11,SOX9,SPHK1,SPI1,SPINDOC,SPRED2,SPRY2,SPTY2D1,SQSTM1,SRC,SREBF2,SRF,STK11,STOX1,SUPV3L1,SWAP70,TAF9B,TASOR,TBL1XR1,TBRG4,TCF3,TCF7L2,TDRD12,TDRKH,TESK1,TFPI,TGFB1,TGFB2,TGFB3,THAP11,TIA1,TIGAR,TIMELESS,TIMP1,TLR9,TMEFF2,TMEM98,TNFRSF21,TP63,TRAF3IP1,TRAF3IP2,TRAF5,TRAIP,TRAPPC13,TSHZ3,TSKU,TSPO,TTC5,UBASH3B,UBE2Z,UBR2,UBXN1,UHRF1,USP2,USP25,VDAC1,VHL,VIM,WDTC1,WFIKKN2,WWC2,WWP1,WWTR1,YBX3,YEATS2,YWHAQ,YWHAZ,ZBTB1,ZBTB12,ZBTB16,ZBTB20,ZBTB7A,ZBTB7B,ZBTB8A,ZEB1,ZEB2,ZFP37,ZFPM2,ZHX2,ZMYM2,ZNF175,ZNF180,ZNF423,ZNF503,ZNF536,ZNF692,ZNF703,ZNF827,ZNFX1,ZRANB3


			GO:BP			organ growth			GO:0035265			0.0056861931			34			ARX,COL27A1,DDR2,DLL1,EHMT2,ESR1,EXT1,FGF9,HEY2,IFT80,LEPR,LOC100736765,MAPK14,PI16,PLAG1,PRKAR1A,RBPJ,S1PR1,SAV1,SMAD2,SMO,SOX9,SPRY2,STC1,STK3,TENM4,TGFB2,TGFBR1,TGFBR2,THBS3,TP73,WWC2,YBX3,ZFPM2


			GO:BP			regulation of protein localization to membrane			GO:1905475			0.0056934061			39			AKT2,ARHGAP44,ATP2B4,CDH2,CDK5R1,CIB1,CLIP3,DAB2,EFCAB7,EPHA3,ERBB2,EZR,FYN,FZD9,GBP1,GPC2,GPC3,GPC4,GRIPAP1,ITGB1,KCNB1,LGALS3,LOC100519808,LRP4,LZTFL1,MMP14,MRAP2,PDCD5,PDZK1,PIK3R2,PKDCC,PPP2R5A,PRKCI,PTPN9,SQSTM1,STAC3,TGFB1,VAMP8,WNK3


			GO:BP			positive regulation of transmembrane transport			GO:0034764			0.0056934061			39			ABL1,ACTN2,AKAP6,AKT2,ATP1B1,AZIN2,C3,CALM1,CAPN3,CASQ1,CLIP3,COX17,EDNRA,EPHB2,FGF21,GPC3,INSR,ITGB1,KCNIP2,LOC100519808,MAPK14,MEF2A,NFE2L2,NR4A3,PDZK1,PKD2,PLCG2,PRKCI,RNF207,RYR2,SLC26A6,SRI,STAC3,STIM1,STIM2,TRDN,TRPC1,VMP1,WNK3


			GO:BP			regulation of RNA metabolic process			GO:0051252			0.0057280219			615			ABLIM3,ACTR3,ACVR1,ADAM8,ADNP,AEBP1,AFAP1L2,AGT,AHR,AJUBA,AKNA,ANKRD1,ANKRD2,ANXA2,APOE,APP,ARHGEF2,ARNTL,ARX,ASXL3,ATAD2,ATF3,ATF4,ATF5,ATM,ATOH8,ATP1B3,ATP2B4,ATXN1,AURKB,BAG3,BAMBI,BBS7,BCAS3,BCL11A,BCL3,BCL6,BCL9,BCORL1,BEND6,BHLHE41,BIN1,BLM,BMP5,BMP6,BMP7,BRCA1,BRCA2,BRD3,BRIP1,CALCOCO1,CALCR,CALR,CAMK2A,CAMTA2,CAPN3,CARF,CARHSP1,CASK,CAT,CBX2,CBX3,CBX4,CC2D1B,CCDC124,CCN1,CCNL1,CCNL2,CCNT2,CCPG1,CD200,CD40LG,CDCA7,CDCA7L,CDK14,CDK17,CDK5R1,CDON,CEBPG,CENPF,CENPJ,CHCHD10,CHCHD2,CHD3,CHD6,CHEK1,CHURC1,CIB1,CIPC,CITED1,CKAP2,CKS2,CLK3,CLU,CNOT6,CNOT6L,COPS5,CPEB3,CREB3L1,CREB3L2,CREB5,CREBRF,CREM,CRY2,CRYM,CSDC2,CSDE1,CSF3,CSRNP1,CSRNP3,CUL3,CUX2,DAB2,DBX1,DCAF6,DCN,DCP2,DDR2,DDRGK1,DDX3X,DDX58,DEDD,DKK3,DLL1,DMRT2,DNAJA3,DNAJC17,DNMT1,DNMT3B,DOT1L,DPF3,DROSHA,DUSP26,DVL1,DYRK1B,E2F1,E2F6,E2F7,E2F8,E4F1,EAF2,EBF1,EBF2,EBF3,EBF4,EDA,EFCAB7,EFNA1,EGF,EGLN1,EGR1,EGR2,EGR3,EHMT2,EID1,EIF4A2,ELF4,ELK3,ELK4,ELL2,ENG,EPAS1,EPCAM,ERBB2,ERBIN,ESR1,ESRRA,ESRRG,ETV1,ETV5,EZH2,EZR,FANCA,FANCD2,FASTK,FASTKD1,FER,FGF1,FGF9,FHL2,FHL5,FHOD1,FLOT2,FMR1,FNIP1,FOS,FOXA3,FOXJ1,FOXM1,FOXN3,FOXO1,FOXP2,FST,FXR1,FXR2,FZD2,GATA2,GATA3,GCLC,GINS3,GLI2,GLI3,GPS2,GTF2IRD1,HCLS1,HDAC10,HDGFL2,HES6,HEY2,HIC1,HIF3A,HIVEP1,HIVEP2,HLTF,HMMR,HOXA3,HOXA5,HR,HSF1,HSF4,HTATIP2,IER2,IGSF1,IKBKG,IL18,IL4I1,INSR,IRAK1,IRAK2,IRF5,IRF9,ITGA6,JADE2,JMJD1C,JUNB,KAT2B,KDM1A,KDM7A,KDM8,KEAP1,KHDRBS1,KIT,KLF13,KLF4,KLHL17,LDB2,LGR4,LIN37,LIN54,LMCD1,LMO1,LMO2,LOC100513741,LOC100517129,LOC100623035,LOC102158443,LOC110255204,LOC110258620,LOC110259371,LPIN1,LPIN3,LRP8,LRRC7,LRRFIP1,LRRFIP2,LUM,LYAR,MAF1,MAFF,MAFK,MAGEH1,MAML3,MAP2K2,MAP3K10,MAP3K13,MAPK14,MAPK8IP1,MAPKAPK2,MARS1,MAVS,MBD2,MBD3,MBNL1,MBNL3,MBTD1,MDK,MDM2,MED15,MED8,MEF2A,MEF2C,MEF2D,MEIS3,MEOX2,MET,MGA,MITF,MKX,MLIP,MLXIP,MLXIPL,MN1,MOSPD1,MSC,MSTN,MTA3,MTDH,MTERF3,MXD3,MYBL1,MYBL2,MYCN,MYEF2,MYF5,MYF6,MYOZ1,NAMPT,NBAS,NCOA2,NDN,NEK4,NFATC1,NFATC3,NFATC4,NFE2L1,NFE2L2,NFE2L3,NFIB,NFIL3,NFKBIA,NFKBIB,NFKBIL1,NFXL1,NGFR,NIBAN2,NOC2L,NOCT,NOL4L,NONO,NOSTRIN,NOTCH2,NOTCH3,NOVA1,NPAS3,NR0B2,NR1D2,NR1H2,NR1I3,NR2F1,NR2F6,NR4A3,NR5A2,NSD2,NUP107,OGT,PABPC1,PABPC4,PAIP1,PARK7,PARP9,PASK,PATL1,PATZ1,PBX3,PBX4,PCBP1,PDCD4,PDE3A,PER1,PER2,PEX2,PFKM,PHB2,PHF1,PHF19,PHF21A,PIAS3,PIK3R2,PINK1,PITHD1,PKD2,PKIG,PLAG1,PLAGL1,PLCB1,PLCG2,PLK1,PLK3,PLPP3,POGK,POU6F1,PPARA,PPARGC1A,PPARGC1B,PPM1A,PPM1F,PPP3CA,PPP3CB,PRDM1,PRDM5,PRDX3,PRDX6,PRIM2,PRKCH,PRKCI,PRKCQ,PRKD1,PRR5L,PSIP1,PSMC3,PSMC3IP,PSMC5,PTBP3,PTGES2,PTPRK,PTPRN,RAD21,RAF1,RAP2C,RBBP8,RBFOX1,RBM15,RBM15B,RBM20,RBM38,RBPJ,RCOR1,RCOR2,REST,RFX7,RGCC,RGMA,RGS14,RHEBL1,RIF1,RNF14,RNF2,RORA,RPS6KA1,RPS6KA3,RUNX1T1,RXRG,RYBP,SAFB2,SALL2,SAP130,SARS1,SAV1,SCAI,SCMH1,SCML2,SCRT1,SENP1,SERTAD1,SETD7,SFMBT2,SFR1,SFRP2,SHC1,SIRT2,SLC38A2,SLC38A3,SLIRP,SMAD2,SMAD9,SMARCA5,SMO,SMYD2,SOX11,SOX9,SPHK1,SPI1,SPINDOC,SPP1,SPTY2D1,SQSTM1,SREBF2,SRF,SRI,SS18,SSBP4,SSU72,STAT1,STAT5B,STING1,STK3,STOX1,STOX2,SUPT16H,SUPV3L1,TAF11,TAF12,TAF9B,TASOR,TBC1D14,TBL1XR1,TBRG4,TBX15,TBX18,TCF12,TCF3,TCF4,TCF7L1,TCF7L2,TEAD1,TEAD2,TEAD4,TET3,TFEB,TFRC,TGFB1,TGFB2,TGFB3,TGFBR1,THAP11,THOC5,TIA1,TIMELESS,TLR9,TMEM9B,TNFRSF11A,TNFRSF1B,TNIP1,TOP2A,TOP2B,TOX3,TP53INP2,TP63,TP73,TRAF3,TRAF3IP2,TRAF5,TRAIP,TSC22D1,TSC22D3,TSHZ3,TTC21B,TTC5,UHRF1,USF2,USP13,USP2,VIM,WDR43,WDR77,WDTC1,WWC2,WWP1,WWTR1,YBX3,YEATS2,YWHAQ,YWHAZ,ZBTB1,ZBTB12,ZBTB16,ZBTB20,ZBTB7A,ZBTB7B,ZBTB7C,ZBTB8A,ZEB1,ZEB2,ZFHX4,ZFP30,ZFP37,ZFPM2,ZHX2,ZIC3,ZKSCAN4,ZKSCAN7,ZMIZ1,ZMYM2,ZNF114,ZNF135,ZNF142,ZNF175,ZNF180,ZNF235,ZNF26,ZNF260,ZNF280C,ZNF287,ZNF300,ZNF322,ZNF329,ZNF333,ZNF358,ZNF367,ZNF395,ZNF396,ZNF423,ZNF503,ZNF518A,ZNF521,ZNF524,ZNF536,ZNF567,ZNF568,ZNF608,ZNF624,ZNF628,ZNF641,ZNF692,ZNF703,ZNF704,ZNF711,ZNF76,ZNF768,ZNF827,ZNF865,ZNF879,ZSCAN12,ZSCAN31,ZXDC


			GO:BP			carboxylic acid biosynthetic process			GO:0046394			0.0058013872			67			AASDHPPT,ABHD3,ACACA,ACADVL,ACAT1,ACOT7,ACSBG1,ACSM4,ACSM5,AKR1A1,ALDH18A1,ALDH1A2,APIP,ASL,ASNS,ASS1,ATP2B4,BCAT1,BCAT2,BRCA1,CARNS1,CDS1,CYP1A1,CYP27A1,CYP7B1,DCTPP1,FADS1,FADS2,FGFR4,GAMT,GGT5,GLUL,GOT1,HADHB,HSD17B10,LIAS,LIPE,LIPG,LPCAT1,LTC4S,MID1IP1,MLXIPL,MRI1,MTHFD1L,MTHFR,NDUFAB1,NOXRED1,NR1H2,OAT,OTC,OXSM,PARK7,PCBD1,PDK4,PLA2G4A,PLOD2,PRKAB2,PRKAG1,PTGES2,PTGES3,PXK,PYCR2,RBP1,SLC1A3,SLC38A1,UGDH,WDTC1


			GO:BP			cellular response to organic cyclic compound			GO:0071407			0.0058887659			93			ADCY3,ADCY6,AHR,AKAP6,APLP1,ATF4,ATP1A2,ATP2B4,BLM,BMP7,BRCA1,CALCOCO1,CALR,CASP6,CASP9,CASQ2,CAV2,CRY2,CTNNA1,CYP1A1,CYP7B1,DAB2,DDRGK1,DDX58,DIAPH1,DNMT1,EHMT2,ESR1,ESRRA,ESRRG,EZH2,EZR,FAM210B,FBXO32,FES,GLI2,GNAI3,GNB5,GPD1,GRAMD1C,IFIH1,IGFBP5,IL18,KLF9,LRRK2,MAVS,MN1,MSTN,MUL1,NPC1,NSG1,P2RY1,PAK3,PAK4,PARK7,PDE3A,PDE4B,PER1,PHB2,PKD2,PPARA,PPARGC1B,PPP1R1B,PTGES3,RAD51,RAPGEF3,REST,RNF14,ROCK2,RORA,RXRG,RYR2,SAFB2,SCNN1A,SELENON,SGK1,SIRT2,SKP2,SLC1A3,SLC26A6,SMO,SPIDR,SPP1,SRC,SSH1,STING1,TFPI,TLR9,TMEM38A,TP63,ZBTB7A,ZMIZ1,ZNF703


			GO:BP			cardiac cell development			GO:0055006			0.0059093738			19			ACTC1,ACTN2,ALPK2,ASB2,BVES,FHOD3,HEY2,LOC100736765,MEF2A,MYH11,MYO18B,NEB,NRAP,PDGFRA,PI16,SGCD,SRF,TBX18,TCAP


			GO:BP			cerebral cortex radially oriented cell migration			GO:0021799			0.005977657			13			ADGRG1,CCDC141,CDK5R1,DCX,DISC1,GLI3,LAMB1,LRP8,MDGA1,SRGAP2,SUN2,WDR47,ZMIZ1


			GO:BP			regulation of stress fiber assembly			GO:0051492			0.005977657			24			ABL1,ARHGEF10,ARHGEF10L,ASAP3,CCDC88A,CORO2B,DLC1,FHOD1,LIMK1,MET,MKKS,PHLDB2,PIK3R2,PPM1F,RAPGEF3,RGCC,RHPN2,ROCK2,TESK1,TGFB3,TGFBR1,TMEFF2,TTC8,WASF2


			GO:BP			olfactory bulb development			GO:0021772			0.005977657			13			ARX,ATF5,EXT1,KIF14,LRRK2,OGDH,ROBO1,SEMA3A,SLIT1,SLIT2,SRF,TTC8,ZIC3


			GO:BP			regulation of sister chromatid segregation			GO:0033045			0.005977657			24			ATM,AURKB,BCL7B,BUB1,BUB1B,CCNB1,CDC6,CDT1,CENPE,CUL3,FBXO5,GEN1,KAT2B,NDC80,NEK6,PLK1,RAD21,RMI2,SPDL1,TEX14,TTK,UBE2C,ZWILCH,ZWINT


			GO:BP			proteasomal protein catabolic process			GO:0010498			0.0059777064			106			ANKIB1,APOE,APPBP2,AQP11,ARAF,ARIH2,ASB2,ATXN3,AUP1,BBS7,BCAP31,CACHD1,CCDC47,CCNF,CDC20,CKB,CLU,CRBN,CUL3,CUL4A,CUL4B,CUL5,DAB2,DCAF11,DDI1,DDRGK1,DNAJB2,DNAJB9,DNAJC18,DTL,DVL1,ECPAS,ENC1,FBXL21,FBXL4,FBXL7,FBXO31,FBXO9,FBXW5,FBXW8,FOXRED2,HECTD3,ITSN1,KIF14,KLHDC3,KLHL15,KLHL42,LRRK2,MAN1A1,MDM2,NEDD4L,NFE2L2,NPLOC4,NSFL1C,NUDT15,OGT,OPHN1,PARK7,PBK,PITHD1,PLAA,PLK1,PLK3,PSMA3,PSMA5,PSMB1,PSMB6,PSMB9,PSMC1,PSMC2,PSMC3,PSMC5,PSMD1,PSMD14,PSMD4,RAD23A,RCN3,RNF14,RNF144A,RNF217,RYBP,SEL1L,SH3RF2,SIRT2,SKP2,SMURF1,STUB1,TMEM259,TMEM67,TMTC3,TRIM72,UBE2C,UBR2,UBR3,UBXN1,UBXN7,UGGT1,USP13,USP19,USP25,VCP,VHL,WWP1,WWTR1,XPO1,ZYG11B


			GO:BP			thioester metabolic process			GO:0035383			0.0060596769			25			ACACA,ACAT1,ACOT7,ACOT8,ACSL1,ACSL4,ACSM4,ACSM5,ACSS1,ACSS2,DLAT,DLD,DLST,GPAT4,MMUT,MVK,OGDH,OXSM,PDHA1,PDHB,PDHX,PDK2,PDK4,PTDSS1,SUCLG2


			GO:BP			mitochondrion disassembly			GO:0061726			0.0060596769			25			ARFIP2,ATG4D,ATG9A,ATP5IF1,BNIP3L,FBXL4,GABARAPL2,HK2,MAP1LC3A,MAP1LC3B,MFN2,MUL1,OGT,OPTN,PHB2,PINK1,RB1CC1,RETREG1,SLC25A4,SQSTM1,TIGAR,TOMM7,TSPO,VDAC1,WDR45


			GO:BP			regulation of peptidase activity			GO:0052547			0.0060596769			91			AGT,AIFM1,ANTXR1,ANXA2,ANXA8,APAF1,APP,ARHGEF2,ASPH,ATP2A3,BCAP31,BID,BIN1,C3,C4A,CASP9,CCN1,CD109,CD44,CLPX,COL7A1,COPS5,CPAMD8,CRADD,CST6,CYFIP2,DAPK1,DDRGK1,DDX3X,DHCR24,DLC1,EFNA1,EPHA4,EPHA7,F3,FAM162A,FAS,FBLN1,FN1,FNIP1,GAPDH,GPC3,HGF,HIP1,HSF4,IFT57,ITIH3,ITIH4,KLF4,LCK,LXN,LYN,MICAL1,MUL1,NANS,NGFR,NRDC,PARK7,PCOLCE,PCOLCE2,PDCD5,PPM1F,PRDX3,PSMA3,PSMB8,PSMB9,PSMD14,PTTG1,RCN3,RECK,REST,ROBO1,ROCK2,RPS6KA1,RPS6KA3,SENP1,SERPINB1,SERPINE1,SERPINE2,SFRP2,SRC,TFPI,TIMP1,TP63,UACA,UBE2Z,UBXN1,UMODL1,VCP,WDR48,WFIKKN2


			GO:BP			cerebellum development			GO:0021549			0.0060596769			25			AARS1,ABL1,CDK5R1,CNTN1,CPLANE1,DLL1,EZH2,FAIM2,GLI2,GRID2,HSPA5,KIF14,MDK,OGDH,OPHN1,PTPRS,RORA,SERPINE2,SEZ6L2,SMO,TRNP1,TTC21B,TTLL1,UQCRQ,WHRN


			GO:BP			acyl-CoA metabolic process			GO:0006637			0.0060596769			25			ACACA,ACAT1,ACOT7,ACOT8,ACSL1,ACSL4,ACSM4,ACSM5,ACSS1,ACSS2,DLAT,DLD,DLST,GPAT4,MMUT,MVK,OGDH,OXSM,PDHA1,PDHB,PDHX,PDK2,PDK4,PTDSS1,SUCLG2


			GO:BP			autophagy of mitochondrion			GO:0000422			0.0060596769			25			ARFIP2,ATG4D,ATG9A,ATP5IF1,BNIP3L,FBXL4,GABARAPL2,HK2,MAP1LC3A,MAP1LC3B,MFN2,MUL1,OGT,OPTN,PHB2,PINK1,RB1CC1,RETREG1,SLC25A4,SQSTM1,TIGAR,TOMM7,TSPO,VDAC1,WDR45


			GO:BP			DNA-templated transcription			GO:0006351			0.0060596769			588			ABLIM2,ABLIM3,ACTR3,ACVR1,ADAM8,ADNP,AEBP1,AFAP1L2,AGT,AHR,AJUBA,AKNA,ANKRD1,ANKRD2,ANXA2,APOE,APP,ARHGEF2,ARNTL,ARX,ASXL3,ATAD2,ATF3,ATF4,ATF5,ATM,ATOH8,ATP1B3,ATP2B4,ATXN1,AURKB,BAG3,BAMBI,BBS7,BCAS3,BCL11A,BCL3,BCL6,BCL9,BCORL1,BEND6,BHLHE41,BIN1,BLM,BMP5,BMP6,BMP7,BRCA1,BRCA2,BRD3,BRIP1,CALCOCO1,CALR,CAMK2A,CAMTA2,CAPN3,CARF,CASK,CAT,CBX2,CBX3,CBX4,CC2D1B,CCDC124,CCN1,CCNL1,CCNL2,CCNT2,CCPG1,CD200,CD40LG,CDCA7,CDCA7L,CDK14,CDK17,CDK5R1,CDON,CEBPG,CENPF,CENPJ,CHCHD10,CHCHD2,CHD3,CHD6,CHEK1,CHURC1,CIB1,CIPC,CITED1,CKAP2,CKS2,CLU,CNOT6,COPS5,CPEB3,CREB3L1,CREB3L2,CREB5,CREBRF,CREM,CRY2,CRYM,CSF3,CSRNP1,CSRNP3,CUL3,CUX2,DAB2,DBX1,DCAF6,DCN,DDR2,DDRGK1,DDX3X,DDX58,DEDD,DKK3,DLL1,DMRT2,DNAJA3,DNAJC17,DNMT1,DNMT3B,DOT1L,DPF3,DUSP26,DVL1,DYRK1B,E2F1,E2F6,E2F7,E2F8,E4F1,EAF2,EBF1,EBF2,EBF3,EBF4,EDA,EFCAB7,EFNA1,EGF,EGLN1,EGR1,EGR2,EGR3,EHMT2,EID1,ELF4,ELK3,ELK4,ELL2,ELOB,ELOC,ENG,EPAS1,EPCAM,ERBB2,ERBIN,ESR1,ESRRA,ESRRG,ETV1,ETV5,EZH2,EZR,FANCA,FANCD2,FER,FGF1,FGF9,FHL2,FHL3,FHL5,FHOD1,FLOT2,FNIP1,FOS,FOXA3,FOXJ1,FOXM1,FOXN3,FOXO1,FOXP2,FST,FZD2,GATA2,GATA3,GCLC,GLI2,GLI3,GPS2,GTF2IRD1,GTF3C6,HCLS1,HDAC10,HDGFL2,HES6,HEY2,HIC1,HIF3A,HIVEP1,HIVEP2,HLTF,HMMR,HOXA3,HOXA5,HR,HSF1,HSF4,HTATIP2,IER2,IGSF1,IKBKG,IL18,IL4I1,INSR,IRAK1,IRAK2,IRF5,IRF9,ITGA6,JADE2,JMJD1C,JUNB,KAT2B,KDM1A,KDM7A,KDM8,KEAP1,KHDRBS1,KIT,KLF13,KLF4,LDB2,LGR4,LIN37,LIN54,LMCD1,LMO1,LMO2,LOC100513741,LOC100517129,LOC100623035,LOC102158443,LOC110255204,LOC110258620,LOC110259371,LPIN1,LPIN3,LRP8,LRRC7,LRRFIP1,LRRFIP2,LUM,LYAR,MAF1,MAFF,MAFK,MAGEH1,MAML3,MAP2K2,MAP3K10,MAP3K13,MAPK14,MAPK8IP1,MARS1,MAVS,MBD2,MBD3,MBTD1,MDK,MDM2,MED15,MED8,MEF2A,MEF2C,MEF2D,MEIS3,MEOX2,MET,MGA,MITF,MKX,MLIP,MLXIP,MLXIPL,MN1,MOSPD1,MSC,MSTN,MTA3,MTDH,MTERF3,MXD3,MYBL1,MYBL2,MYCN,MYEF2,MYF5,MYF6,MYOZ1,NAMPT,NCAPG2,NCOA2,NDN,NEK4,NFATC1,NFATC3,NFATC4,NFE2L1,NFE2L2,NFE2L3,NFIB,NFIL3,NFKBIA,NFKBIB,NFKBIL1,NFXL1,NGFR,NIBAN2,NMI,NOC2L,NOL4L,NONO,NOSTRIN,NOTCH2,NOTCH3,NPAS3,NPM3,NR0B2,NR1D2,NR1H2,NR1I3,NR2F1,NR2F6,NR4A3,NR5A2,NSD2,NUP107,OGT,PARK7,PARP9,PASK,PATZ1,PBX3,PBX4,PCBP1,PDCD4,PER1,PER2,PEX2,PFKM,PHB2,PHF1,PHF19,PHF21A,PIAS3,PIK3R2,PINK1,PIR,PITHD1,PKD2,PKIG,PLAG1,PLAGL1,PLCB1,PLCG2,PLK1,PLK3,PLPP3,POGK,POLR2F,POLR2G,POLR2J,POLR3A,POLR3D,POLR3GL,POLR3H,POU6F1,PPARA,PPARGC1A,PPARGC1B,PPM1A,PPM1F,PPP1R1B,PPP3CA,PPP3CB,PRDM1,PRDM5,PRDX3,PRKCH,PRKCI,PRKCQ,PRKD1,PSIP1,PSMC3,PSMC3IP,PSMC5,PTGES2,PTPRK,PTPRN,RAD21,RAF1,RAP2C,RBBP8,RBM15,RBPJ,RCOR1,RCOR2,REST,RFX7,RGCC,RGMA,RGS14,RHEBL1,RIF1,RNF14,RNF2,RORA,RPS6KA1,RPS6KA3,RUNX1T1,RXRG,RYBP,SAFB2,SALL2,SAP130,SARS1,SAV1,SCAI,SCMH1,SCML2,SCRT1,SENP1,SERTAD1,SETD7,SFMBT2,SFR1,SFRP2,SHC1,SIRT2,SLC38A3,SMAD2,SMAD9,SMARCA5,SMO,SMYD2,SOX11,SOX9,SPHK1,SPI1,SPINDOC,SPP1,SPTY2D1,SQSTM1,SREBF2,SRF,SRI,SS18,SSBP4,SSU72,STAT1,STAT5B,STING1,STK3,STOX1,STOX2,SUPT16H,TAF11,TAF12,TAF9B,TBC1D14,TBL1XR1,TBPL1,TBX15,TBX18,TCF12,TCF3,TCF4,TCF7L1,TCF7L2,TEAD1,TEAD2,TEAD4,TET3,TFEB,TFRC,TGFB1,TGFB2,TGFB3,TGFBR1,THAP11,THOC5,TIMELESS,TLR9,TMEM9B,TNFRSF11A,TNIP1,TOP2A,TOX3,TP53INP2,TP63,TP73,TRAF3,TRAF5,TRAIP,TSC22D1,TSC22D3,TSHZ3,TTC21B,TTC5,UHRF1,USF2,USP13,USP2,WDR43,WDR77,WDTC1,WWC2,WWP1,WWTR1,YBX3,YEATS2,YWHAQ,YWHAZ,ZBTB1,ZBTB12,ZBTB16,ZBTB20,ZBTB7A,ZBTB7B,ZBTB7C,ZBTB8A,ZEB1,ZEB2,ZFHX4,ZFP30,ZFP37,ZFPM2,ZHX2,ZIC3,ZKSCAN4,ZKSCAN7,ZMIZ1,ZMYM2,ZNF114,ZNF135,ZNF142,ZNF175,ZNF180,ZNF235,ZNF26,ZNF260,ZNF280C,ZNF287,ZNF300,ZNF322,ZNF329,ZNF333,ZNF358,ZNF367,ZNF395,ZNF396,ZNF423,ZNF503,ZNF518A,ZNF521,ZNF524,ZNF536,ZNF567,ZNF568,ZNF608,ZNF624,ZNF628,ZNF641,ZNF692,ZNF703,ZNF704,ZNF711,ZNF76,ZNF768,ZNF827,ZNF865,ZNF879,ZSCAN12,ZSCAN31,ZXDC


			GO:BP			purine nucleoside diphosphate metabolic process			GO:0009135			0.0061116586			29			ACAT1,AK1,AK3,ALDOC,APP,ENO3,GAPDH,GPAT4,GPD1,GPI,GUK1,HK1,HK2,IER3,INSR,MLXIPL,NT5E,OGT,PFKM,PGAM2,PGK1,PKM,PPARA,PRKAG3,TIGAR,TPI1,TREX1,ZBTB20,ZBTB7A


			GO:BP			positive regulation of MAP kinase activity			GO:0043406			0.0061116586			29			ADAM8,ADRA2A,AJUBA,EGF,EPHA4,ERBB2,ERP29,EZH2,FGF1,FGF18,FGFR1,FLT1,FZD10,GDF9,INSR,IRAK1,KIT,LRRK2,MAP3K10,MAP3K13,NTRK3,PDGFA,PDGFC,PDGFD,PTPRC,ROBO1,TLR9,TNFRSF11A,TPD52L1


			GO:BP			purine ribonucleoside diphosphate metabolic process			GO:0009179			0.0061116586			29			ACAT1,AK1,AK3,ALDOC,APP,ENO3,GAPDH,GPAT4,GPD1,GPI,GUK1,HK1,HK2,IER3,INSR,MLXIPL,NT5E,OGT,PFKM,PGAM2,PGK1,PKM,PPARA,PRKAG3,TIGAR,TPI1,TREX1,ZBTB20,ZBTB7A


			GO:BP			regeneration			GO:0031099			0.0061116586			26			APOD,BCL9,CAPN3,CCN3,CD9,DUSP10,EPHA4,EZH2,FZD9,HDGFL2,INPP5F,KLF4,KPNA1,MDK,MSTN,MYMK,MYOZ1,NEFL,PTGFRN,PTN,PTPRS,RGMA,SCARF1,SELENON,SULF2,TNC


			GO:BP			ADP metabolic process			GO:0046031			0.0061294926			28			ACAT1,AK1,AK3,ALDOC,APP,ENO3,GAPDH,GPAT4,GPD1,GPI,HK1,HK2,IER3,INSR,MLXIPL,NT5E,OGT,PFKM,PGAM2,PGK1,PKM,PPARA,PRKAG3,TIGAR,TPI1,TREX1,ZBTB20,ZBTB7A


			GO:BP			regulation of actin filament bundle assembly			GO:0032231			0.0061294926			27			ABL1,ARHGEF10,ARHGEF10L,ASAP3,CCDC88A,CORO2B,DLC1,FHOD1,LIMK1,MET,MKKS,PHLDB2,PIK3R2,PPM1F,RAPGEF3,RGCC,RHPN2,ROCK2,SWAP70,SYNPO2,SYNPO2L,TESK1,TGFB3,TGFBR1,TMEFF2,TTC8,WASF2


			GO:BP			positive regulation of protein kinase B signaling			GO:0051897			0.0061294926			27			ADAM8,CCL19,CHI3L1,CSF3,EGF,ENG,F3,FGFR1,GATA3,HBEGF,HCLS1,IGFBP5,IL18,INSR,ITGB1,MEIS3,MTDH,PDGFA,PTPRJ,SPRY2,SRC,STK3,STOX1,TCF7L2,TEK,TGFBR1,TPBG


			GO:BP			positive regulation of supramolecular fiber organization			GO:1902905			0.0062793126			40			ABL1,ACTN2,APP,ARHGEF10,ARHGEF10L,BAIAP2L2,BIN1,CCDC88A,CDC42EP3,CKAP5,CLIP1,CRACD,CSF3,DSTN,FCHSD1,FCHSD2,FER,FES,FHOD1,LIMK1,LMOD2,MAPRE1,MET,NAV3,PPM1F,PTK2B,RAPGEF3,RGCC,ROCK2,SLAIN2,STMN2,SWAP70,SYNPO2,SYNPO2L,TESK1,TGFB3,TGFBR1,WASF1,WASF2,WHAMM


			GO:BP			positive regulation of epithelial to mesenchymal transition			GO:0010718			0.006286159			17			ACVR1,BAMBI,BMP7,DAB2,ENG,EZH2,MDK,PDPN,RGCC,SMAD2,TCF7L2,TGFB1,TGFB2,TGFB3,TGFBR1,TGFBR2,WWTR1


			GO:BP			negative regulation of catalytic activity			GO:0043086			0.006295039			135			ABL1,AGT,AJUBA,AKT1S1,AMOT,ANGPTL4,ANXA2,ANXA8,APBA3,APOE,APP,ATP2B4,ATP5IF1,BIN1,BMP7,BOD1,BUB1B,C3,C4A,CAND1,CBL,CD109,CD44,CDC20,CEP85,CIB1,CIT,COL7A1,CORO1C,CPAMD8,CRY2,CST6,DBNDD1,DDX3X,DHCR24,DTNBP1,DUSP1,DUSP10,DVL1,EIF4A2,EPHB2,FBXO5,FNIP1,FZD10,GADD45B,GAPDH,GPC3,GRM7,HGF,HMGCR,HSF4,ITIH3,ITIH4,KAT2B,KLF4,LEPR,LIMK1,LMTK2,LRCH1,LRRCC1,LRRK2,LXN,LYN,MASTL,MCM2,MGAT5,MICAL1,MKKS,MSTN,MYOZ1,NCAPG2,NEIL1,NES,NOS3,NQO1,PABIR2,PAQR3,PARK7,PARP3,PARP9,PARVA,PHACTR3,PIP4K2A,PIP4K2C,PKIG,PLK1,PLXNB3,POT1,PPM1F,PPP1R12B,PPP1R14C,PPP1R15A,PPP1R1B,PPP2R5A,PRDX3,PRKAR1A,PRKAR1B,PRKAR2A,PRKCD,PTPRB,PTPRC,PTPRJ,PTTG1,PTX3,RAP1GDS1,RCC2,RECK,RGS14,ROCK2,RPS6KA1,RPS6KA3,RTKN,RUBCN,SERPINB1,SERPINE1,SERPINE2,SFRP2,SH3BP5,SLC8A3,SLIT2,SMPD1,SORT1,SPRY2,SRC,TFPI,TGFB2,TIMP1,TTC8,UBASH3B,UBE2Z,UBXN1,UMODL1,WDTC1,WFIKKN2,WWTR1


			GO:BP			organic acid biosynthetic process			GO:0016053			0.0063384288			67			AASDHPPT,ABHD3,ACACA,ACADVL,ACAT1,ACOT7,ACSBG1,ACSM4,ACSM5,AKR1A1,ALDH18A1,ALDH1A2,APIP,ASL,ASNS,ASS1,ATP2B4,BCAT1,BCAT2,BRCA1,CARNS1,CDS1,CYP1A1,CYP27A1,CYP7B1,DCTPP1,FADS1,FADS2,FGFR4,GAMT,GGT5,GLUL,GOT1,HADHB,HSD17B10,LIAS,LIPE,LIPG,LPCAT1,LTC4S,MID1IP1,MLXIPL,MRI1,MTHFD1L,MTHFR,NDUFAB1,NOXRED1,NR1H2,OAT,OTC,OXSM,PARK7,PCBD1,PDK4,PLA2G4A,PLOD2,PRKAB2,PRKAG1,PTGES2,PTGES3,PXK,PYCR2,RBP1,SLC1A3,SLC38A1,UGDH,WDTC1


			GO:BP			ketone biosynthetic process			GO:0042181			0.0063962028			15			BMP5,BMP6,COQ10A,COQ10B,COQ2,COQ3,COQ5,COQ6,COQ8A,COQ9,DKK3,EGR1,NDUFA9,PPTC7,REST


			GO:BP			sensory system development			GO:0048880			0.0065266047			81			ALDH1A2,ATF4,BBS7,BMP6,BMP7,C3,CACNA1S,CC2D2A,CDON,COL5A1,COL5A2,CPAMD8,CRYBG3,DCX,DLL1,EPHB2,FBN1,FBN2,FGF9,FREM2,GATA3,GDF11,GLI3,HSF4,IFT140,KDR,KERA,KLF4,LAMC3,LDB3,LPCAT1,MAB21L1,MAN2A1,MEIS3,MFAP2,MFN2,MFSD2A,MITF,MYF5,NECTIN3,NOTCH2,NPHP4,OBSL1,PBX3,PBX4,PDE6A,PDGFRA,PRDM1,PRKCI,PROM1,PRSS56,PXDN,RCN1,SDK1,SH3PXD2B,SLC25A25,SLITRK6,SOX11,SOX9,SPRY2,SRF,TCIRG1,TENM3,TGFB1,TGFB2,TGFBR1,TGFBR2,TMEM231,TSKU,TSPAN12,TTC8,TUB,TULP3,USH1C,VHL,VIM,VSTM4,WDR19,ZEB1,ZFP91,ZHX2


			GO:BP			second-messenger-mediated signaling			GO:0019932			0.0065388742			55			ACKR3,ACKR4,ADGRB2,AHR,APOE,ATP1B1,ATP2B4,BCAP31,BST1,CALM1,CAMKK2,CASQ1,CASQ2,CCR9,CIB1,CX3CR1,CXCR6,DEFB1,ERBB3,FHL2,GBP1,GPR143,GRIN2D,GUCY1A1,HOMER2,HOMER3,ITPR3,JPT2,KDR,LMCD1,LRRK2,MYOZ1,NCALD,NFATC1,NFATC4,NOS1,PDE3A,PDE4D,PDE7B,PDK2,PLCG2,PPP1R9A,PPP3CA,PPP3CB,PTK2B,PTPRC,RCAN2,RNF157,RYR2,SGCD,SOX9,SPHK1,TMEM38A,TPCN2,VCAM1


			GO:BP			neuron projection extension involved in neuron projection guidance			GO:1902284			0.0065426			12			PLXNA3,SEMA3A,SEMA3E,SEMA3G,SEMA4F,SEMA5B,SEMA6A,SEMA6C,SEMA7A,SLIT1,SLIT2,SLIT3


			GO:BP			axon extension involved in axon guidance			GO:0048846			0.0065426			12			PLXNA3,SEMA3A,SEMA3E,SEMA3G,SEMA4F,SEMA5B,SEMA6A,SEMA6C,SEMA7A,SLIT1,SLIT2,SLIT3


			GO:BP			postreplication repair			GO:0006301			0.0065426			12			BRCA1,DTL,MSH2,PCLAF,POLD1,POLD2,POLDIP2,POLE2,POLH,REV3L,VCP,ZBTB1


			GO:BP			regulation of microtubule depolymerization			GO:0031114			0.0065426			12			ARHGEF2,CIB1,CKAP2,MAP1A,MAP1B,MAP1S,MID1IP1,NAV3,SPEF1,STMN2,TPX2,WDR47


			GO:BP			polysaccharide biosynthetic process			GO:0000271			0.0066334864			21			ACADM,AKT2,B3GNT3,EGF,EXT1,GYG1,GYS1,HS2ST1,INSR,LOC100737755,PASK,PHKG1,PPP1R3A,PPP1R3B,PPP1R3C,PPP1R3D,PPP1R3G,PRKAG3,PTGES3,PTPMT1,UGP2


			GO:BP			intraciliary retrograde transport			GO:0035721			0.0067363042			8			DYNC2I2,DYNLL1,IFT122,IFT140,IFT43,TTC21B,WDR19,WDR35


			GO:BP			cardiac myofibril assembly			GO:0055003			0.0067363042			8			ACTC1,FHOD3,MEF2A,NEB,NRAP,PDGFRA,SRF,TCAP


			GO:BP			cellular calcium ion homeostasis			GO:0006874			0.0069382348			58			ABL1,AFG3L2,APOE,APP,ATF4,ATP1B1,ATP2A1,ATP2A3,ATP2B2,ATP2B3,ATP2B4,BCAP31,CALM1,CAPN3,CASQ1,CASQ2,CCDC47,CCL19,DHRS7C,DIAPH1,DISC1,EDNRA,ERO1A,GRIK2,HRC,IMMT,ITPR3,LETM1,LYN,PKD2,PLCG2,PRKD1,PTH1R,PTK2B,PTPRC,RAP1GDS1,RYR2,SELENON,SLC24A1,SLC24A5,SLC35G1,SLC37A4,SLC8A3,SMDT1,SRI,STC1,STIM1,STIM2,SYPL2,TCIRG1,TGFB1,TMEM38A,TMTC4,TPCN2,TRDN,TRPC1,UBASH3B,VAPB


			GO:BP			cellular modified amino acid metabolic process			GO:0006575			0.0069382348			41			AASDHPPT,ACADM,ALDH1L2,ASS1,CDS1,CHPT1,CKMT2,CPQ,CPT1C,CPT2,CRAT,CRYM,CYP1A1,ETHE1,GAMT,GATA3,GCLC,GCNT4,GGT5,GSR,GSTA4,GSTM3,GSTZ1,HAGH,KYAT1,LPCAT3,MBOAT1,MBOAT2,MFSD2A,MTHFD1L,MTHFR,NFE2L2,OPLAH,PARK7,PCYOX1,PCYOX1L,PLOD2,PTDSS1,PTPMT1,SLC16A10,SLC27A1


			GO:BP			regulation of tissue remodeling			GO:0034103			0.0069660776			18			ABI3BP,ADAM8,BCR,DDR2,DEF8,LEPR,LTBP3,MDK,PDK4,PLEKHM1,PPARGC1B,PPP3CA,S1PR1,SUCO,TFRC,THBS4,TNFRSF11A,UBASH3B


			GO:BP			organonitrogen compound biosynthetic process			GO:1901566			0.007025485			317			AARS1,AASDHPPT,ABCB6,ABCC5,ACACA,ACADM,ACAT1,ACO1,ACOT7,ACOT8,ACSL1,ACSS1,ACSS2,ADCY2,ADCY3,ADCY4,ADCY6,ADCY9,ADSL,AK1,AK3,ALAS1,ALAS2,ALDH18A1,ALG10,ALG14,ALG8,ALG9,AMPD1,AMPD3,APIP,APLP1,APOE,APP,AQP11,ASAH1,ASL,ASNS,ASS1,ATIC,ATM,ATP2B4,ATP5F1A,ATP5F1B,ATP5IF1,ATP5MC1,ATP5MC3,ATP5ME,ATP5PO,ATP6,AZIN2,B3GALNT1,B3GALT2,B3GNT3,B4GALT4,BCAT1,BCAT2,BCL3,BZW2,C7H6ORF125,CALR,CAPRIN2,CARNS1,CARS1,CCN1,CDS1,CERKL,CHCHD1,CHPF,CHPT1,CHST1,CHST3,CHSY1,CKMT2,CLIP3,CMPK2,CNOT6,CNOT6L,COPE,COX10,CPEB3,CPEB4,CPOX,CPS1,CSDE1,CYP1A1,DAPK1,DCAKD,DCP2,DCTPP1,DDX3X,DLAT,DLD,DNAJC1,DNAJC24,DPY19L3,DPY19L4,DSE,EEF1A1,EGF,EIF1,EIF2B3,EIF2B4,EIF2D,EIF2S2,EIF3J,EIF4A2,EIF4E3,EIF4EBP1,EIF4G1,EIF4G3,ELL2,ENC1,ERBB2,ETF1,EXT1,EXT2,EXTL1,EXTL2,FARSA,FIBIN,FLAD1,FMR1,FRAS1,FXR1,FXR2,GAL3ST4,GALNT10,GALNT15,GALNT17,GALNT2,GALNT5,GALNT7,GAMT,GAPDH,GARS1,GART,GATA3,GATB,GCLC,GCNT1,GFPT1,GGT5,GLCE,GLUL,GOT1,GPAT4,GPR37,GSPT2,GUCA1B,GUCY1A1,GXYLT2,HADHB,HBS1L,HHAT,HHATL,HS2ST1,HS6ST1,HS6ST2,ICMT,IGFBP5,IL15,IMPDH1,ITM2A,KBTBD8,KHDRBS1,KLF4,KLHL17,LARGE1,LARGE2,LARP4,LGALS4,LIPE,LOC100520512,LOC100522551,LOC100525350,LOC100737755,LOC102163847,LPCAT1,LPCAT3,MARS1,METTL17,MGAT5,MMUT,MOCOS,MOCS1,MOXD1,MRI1,MRPL15,MRPL16,MRPL2,MRPL24,MRPL35,MRPL43,MRPS17,MRPS18A,MRPS18B,MRPS27,MRPS35,MRPS5,MRPS9,MSI1,MTG1,MTHFD1L,MTHFR,MTRF1,NAMPT,NECAB3,NEURL1,NFE2L2,NIBAN1,NME4,NME6,NMT1,NOCT,NOS1,NOS3,NOXRED1,NPC1,NT5E,OAT,ODC1,OGT,ORMDL1,ORMDL2,OSTC,OTC,PABPC1,PAICS,PAIP1,PANK3,PANK4,PARK7,PATL1,PCBD1,PCBD2,PCSK5,PCYT1B,PDHA1,PDHB,PDHX,PDK2,PDK4,PER1,PHLDA1,PIGA,PIGQ,PINK1,PKM,PLCB1,PLD1,PLOD2,PMM1,POGLUT2,PPARA,PPARGC1A,PPAT,PPM1A,PPP1R15A,PRKCD,PRPS1,PRTFDC1,PSAP,PTDSS1,PTPMT1,PXYLP1,PYCR2,RAMP1,RB1CC1,RPS6KB2,RWDD1,SARS1,SESN2,SHFL,SLC1A3,SLC27A1,SLC2A10,SLC38A1,SLC4A7,SMPD1,SOAT1,SPHK1,SPR,SPTLC1,SRBD1,ST3GAL5,ST6GALNAC2,ST6GALNAC3,STT3A,TAF11,TAF12,TAF9B,TBPL1,TCF7L2,TET3,TIA1,TMTC2,TMTC3,TMTC4,TNIP1,TREX1,TRUB2,TUFM,TUSC3,UGCG,UGDH,UGGT1,UGGT2,ULK1,VARS2,VCP,VIM,WDR45,XYLT2,ZDHHC20,ZER1,ZNF385A


			GO:BP			response to organic cyclic compound			GO:0014070			0.0070659936			119			ACSBG1,ADCY3,ADCY6,ADORA2A,AHR,AKAP6,ALAS1,APLP1,ATF4,ATP1A2,ATP2B4,BLM,BMP7,BRCA1,CALCOCO1,CALR,CASP6,CASP9,CASQ2,CAV2,CITED1,CRY2,CTNNA1,CYP1A1,CYP7B1,DAB2,DDRGK1,DDX1,DDX58,DIAPH1,DNMT1,EHMT2,ESR1,ESRRA,ESRRG,EZH2,EZR,FAM210B,FBXO32,FES,FIBIN,GLI2,GNAI3,GNB5,GOT1,GPD1,GRAMD1C,HOMER1,HOMER2,IFIH1,IGFBP5,IL18,KLF9,LRRK2,MAVS,MN1,MSTN,MUL1,NCOA2,NDUFS4,NFKBIA,NPC1,NSG1,NT5E,P2RX5,P2RY1,PAK3,PAK4,PARK7,PDE3A,PDE4B,PER1,PHB2,PKD2,PPARA,PPARGC1B,PPP1R1B,PPP5C,PTGES3,RAD51,RAPGEF3,REST,RNF14,ROCK2,RORA,RXRG,RYR2,SAFB2,SCNN1A,SDK1,SELENON,SGK1,SIRT2,SKP2,SLC1A3,SLC26A6,SLC3A2,SLIT2,SLIT3,SMAD2,SMO,SPIDR,SPP1,SRC,SSH1,STAT5B,STING1,TFPI,TGFB2,TGFB3,TGFBR1,TGFBR2,TLR9,TMEM38A,TP53I13,TP63,ZBTB7A,ZMIZ1,ZNF703


			GO:BP			ribonucleoside diphosphate metabolic process			GO:0009185			0.0070659936			31			ACAT1,AK1,AK3,ALDOC,APP,ENO3,ENTPD7,GAPDH,GPAT4,GPD1,GPI,GUK1,HK1,HK2,IER3,INSR,MLXIPL,NT5E,NUDT5,OGT,PFKM,PGAM2,PGK1,PKM,PPARA,PRKAG3,TIGAR,TPI1,TREX1,ZBTB20,ZBTB7A


			GO:BP			positive regulation of cell growth			GO:0030307			0.0070659936			31			ARMC12,CIB1,CRABP2,DDX3X,EIF4G1,ERBB2,FN1,HDGFL2,HPN,LIMK1,MAP3K13,MFSD2A,MMP14,MUL1,NEDD4L,PLAA,RIMS1,RND2,SEMA7A,SFRP2,SMURF1,SPHK1,SRF,SUPV3L1,SYT2,TAF9B,TEAD1,TGFB2,TGFBR1,TWF2,ZFYVE27


			GO:BP			collagen biosynthetic process			GO:0032964			0.0070924133			11			COL5A1,CREB3L1,EMILIN1,P3H3,P3H4,RCN3,RGCC,SUCO,TGFB1,TGFB3,VIM


			GO:BP			negative regulation of transforming growth factor beta receptor signaling pathway			GO:0030512			0.0071122476			23			ASPN,BAMBI,CAV2,CD109,EMILIN1,FBN1,FBN2,HSPA5,HTRA1,HTRA3,IL17RD,LTBP1,PBLD,PPARA,PPM1A,RASL11B,SLC2A10,SMURF1,SPRY2,STUB1,VASN,WFIKKN2,ZBTB7A


			GO:BP			muscle organ morphogenesis			GO:0048644			0.0071122476			23			ACTC1,ANKRD1,COL11A1,EDNRA,EGLN1,ENG,FZD2,HEY2,LOC100736765,MYBPC3,MYF5,MYF6,MYLK2,RBPJ,S1PR1,TCAP,TGFB1,TGFBR1,TNNT2,TPM1,XIRP2,ZFP91,ZFPM2


			GO:BP			regulation of smoothened signaling pathway			GO:0008589			0.0071122476			23			ARMC9,CHSY1,CPLANE2,CTNNA1,DLG5,FGF9,GLI2,GLI3,GPC3,GPR161,IFT140,INTU,KCTD6,MKS1,RORA,SCUBE1,SERPINE2,SMO,TTC21B,TULP3,TXNDC15,ULK3,VCP


			GO:BP			nucleoside diphosphate phosphorylation			GO:0006165			0.0071722897			30			ACAT1,AK1,AK5,ALDOC,APP,CMPK2,ENO3,GAPDH,GPAT4,GPD1,GPI,HK1,HK2,IER3,INSR,MLXIPL,NME4,NME6,OGT,PFKM,PGAM2,PGK1,PKM,PPARA,PRKAG3,TIGAR,TPI1,TREX1,ZBTB20,ZBTB7A


			GO:BP			ventricular septum morphogenesis			GO:0060412			0.0073799478			14			ACVR1,EGLN1,FZD2,HEY2,NOS3,NSD2,RBM15,RBPJ,SAV1,SLIT3,SOX11,TGFBR1,TGFBR2,ZFPM2


			GO:BP			regulation of peptidyl-threonine phosphorylation			GO:0010799			0.0073799478			14			APP,BMP7,CAB39,CHI3L1,EGF,EIF4G1,PLK1,S1PR2,SIRT2,SPHK1,SPRED2,SPRY2,STOX1,WNK3


			GO:BP			nitric oxide metabolic process			GO:0046209			0.0073799478			16			ASL,ASS1,ATP2B4,CLU,CPS1,INSR,KLF4,MTARC2,NOS1,NOS3,PKD2,PTK2B,PTX3,ROCK2,RORA,SPR


			GO:BP			neurotrophin TRK receptor signaling pathway			GO:0048011			0.0073799478			9			AGT,AGTR2,AKT1S1,CYFIP2,DOK5,RAF1,SORT1,SPRY2,ZFYVE27


			GO:BP			regulation of lamellipodium organization			GO:1902743			0.0073799478			16			ACTR3,CD44,CORO1B,CORO1C,ENPP2,FER,FSCN1,MSTN,PDPN,PLCE1,RAC2,SLIT2,SRC,TWF1,TWF2,WASF2


			GO:BP			quinone biosynthetic process			GO:1901663			0.0074056343			10			COQ10A,COQ10B,COQ2,COQ3,COQ5,COQ6,COQ8A,COQ9,NDUFA9,PPTC7


			GO:BP			regulation of atrial cardiac muscle cell membrane depolarization			GO:0060371			0.0075404383			6			CACNA1G,GJA5,SCN1B,SCN2B,SCN3B,SCN5A


			GO:BP			regulation of chromosome condensation			GO:0060623			0.0075404383			6			NCAPD2,NCAPG,NCAPH,SMARCA5,SMC2,SMC4


			GO:BP			marginal zone B cell differentiation			GO:0002315			0.0075404383			6			BCL3,DLL1,LFNG,MFNG,NOTCH2,PTK2B


			GO:BP			protein localization to nucleus			GO:0034504			0.0075697499			62			APOD,BAG3,BARD1,BCL3,BMP7,CALR,CDK1,CHCHD10,CRY2,CTNNA1,DVL1,EFCAB7,FGF9,FYN,GLI3,HCLS1,ILRUN,KPNA1,KPNA2,KPNA3,KPNA5,LMNB1,LMNB2,LRRK2,MAPK14,MAVS,MDM2,NFKBIA,NGFR,NUP107,NUP133,NUP93,NXT2,PARK7,PARP9,PHB2,PIK3R2,PKIG,PLK1,POLA2,PPP3CA,PRKCD,PRKD1,RAP1GDS1,SESN2,SMO,SNUPN,SOX9,SPG11,SQSTM1,SRC,STK11,STK3,TESK1,TFRC,TGFB1,TMEM98,TRAF3IP2,WRN,WWTR1,XPO1,ZBTB7A


			GO:BP			regulation of calcium ion transmembrane transport			GO:1903169			0.0076825242			34			ABL1,ATP1B1,BIN1,CACNB1,CACNG6,CALM1,CAPN3,CASQ1,CASQ2,DDX23,DHRS7C,DIAPH1,FYN,GNB5,HRC,LYN,PDE4B,PKD2,PLCG2,PRKD1,PTK2B,REM1,RYR2,SELENON,SRI,STAC3,STIM1,STIM2,TLR9,TMEM38A,TRDN,TRPC1,UBASH3B,VMP1


			GO:BP			negative regulation of transmembrane receptor protein serine/threonine kinase signaling pathway			GO:0090101			0.0076825242			34			ABL1,ACVR1,ASPN,BAMBI,BMPER,CAV2,CCN3,CD109,CHRD,CILP,EMILIN1,FBN1,FBN2,FST,HSPA5,HTRA1,HTRA3,IGSF1,IL17RD,LTBP1,PBLD,PPARA,PPM1A,RASL11B,SFRP2,SLC2A10,SMURF1,SPART,SPRY2,STUB1,TMEM53,VASN,WFIKKN2,ZBTB7A


			GO:BP			sensory organ morphogenesis			GO:0090596			0.0080563551			61			ATF4,BCR,BMP7,CDON,CHRNA10,COL11A1,COL2A1,COL5A1,COL5A2,CTHRC1,DLL1,DVL1,EDNRA,EPHB2,FBN1,FBN2,FGF9,FZD2,GATA2,GATA3,GDF11,GLI2,GLI3,INTU,KCNQ4,KDR,LRIG3,MAN2A1,MFAP2,MFN2,MFSD2A,MYO7A,NECTIN3,NOTCH2,OBSL1,PRDM1,PRELID2,PRKCI,PROM1,PTK7,RIPOR2,SDK1,SLITRK6,SOX11,SOX9,SPRY2,STOX1,TCAP,TENM3,TSKU,TSPAN12,TTC39C,TTC8,USH1C,VHL,WDR19,WHRN,ZEB1,ZFP91,ZHX2,ZIC3


			GO:BP			regulation of protein kinase B signaling			GO:0051896			0.0081195467			37			ADAM8,CAVIN3,CCL19,CHI3L1,CIB1,CSF3,EGF,ENG,F3,FGFR1,GATA3,HBEGF,HCLS1,IGFBP5,IL18,INSR,ITGB1,MEIS3,MSTN,MTDH,MUL1,PDGFA,PHLPP1,PPARA,PTPRJ,RAPGEF1,RCN3,RRAS,SPRY2,SRC,STK11,STK3,STOX1,TCF7L2,TEK,TGFBR1,TPBG


			GO:BP			regulation of mitotic sister chromatid separation			GO:0010965			0.008313275			17			ATM,AURKB,BUB1,BUB1B,CCNB1,CDT1,CUL3,FBXO5,GEN1,NDC80,PLK1,RAD21,SPDL1,TEX14,TTK,ZWILCH,ZWINT


			GO:BP			cellular response to tumor necrosis factor			GO:0071356			0.0083171486			43			ADAMTS12,ADAMTS7,ANKRD1,ARHGEF2,ASAH1,BRCA1,CCL19,CCL5,CDIP1,CIB1,ERBIN,EXT1,FAS,GATA3,GBP1,GPD1,GPS2,GSDME,KRT18,KRT8,LOC100510975,LOC100737755,LRRC7,MAPK14,NFE2L2,NFKBIA,NKIRAS1,NOL4L,PELI3,PIAS3,PTK2B,RORA,SPHK1,STAT1,TNFRSF11A,TNFRSF1B,TNFRSF21,TRAF3,TRAF3IP2,TRAF5,TRAIP,YBX3,ZFAND6


			GO:BP			intrinsic apoptotic signaling pathway			GO:0097193			0.0084569995			62			ACKR3,AEN,AIFM1,APAF1,ATF4,ATM,ATP2A1,ATP2A3,BCAP31,BCL3,BDKRB2,BID,BNIP3,BRCA1,BRCA2,CASP6,CASP9,CD44,CDIP1,CKB,CLU,DAPK2,DDIAS,DDX3X,E2F1,ERO1A,ERP29,FIGNL1,GSDME,HIC1,HSF4,IER3,IVNS1ABP,KDM1A,LCK,LOC100515171,LRRK2,MAPK8IP1,MDM2,MELK,MSH2,MSH6,NFATC4,NFE2L2,NOC2L,NONO,PARK7,PDK2,PINK1,PLEKHF1,PPIF,PPM1F,PTPMT1,SGPP1,SRC,STK11,TMEM109,TNFRSF1B,TP63,TP73,YBX3,ZNF385A


			GO:BP			central nervous system projection neuron axonogenesis			GO:0021952			0.0084908931			13			CDH11,DCX,EPHA4,EPHB2,EPHB3,GLI2,NFIB,NIN,SCN1B,SLIT2,SPG11,TSKU,WDR47


			GO:BP			purine ribonucleoside monophosphate biosynthetic process			GO:0009168			0.0084908931			13			ADSL,AMPD1,AMPD3,ATIC,CHPT1,GART,GPAT4,IMPDH1,PAICS,PPAT,PRTFDC1,PTPMT1,UGCG


			GO:BP			regulation of response to DNA damage stimulus			GO:2001020			0.0085379605			60			ABL1,ACKR3,ANKRD1,ATM,ATR,BCL7B,BID,BRCA1,CASP9,CD44,CEBPG,CHEK1,CLU,CUL4A,DDIAS,ENDOG,EYA2,EYA3,FBXO5,FIGNL1,FMR1,FOXM1,FXR1,FXR2,HDAC10,HDGFL2,HIC1,HSF1,IER3,KDM1A,KLHL15,MAP3K20,MBTD1,MDM2,NEK4,NSD2,OTUB2,PARG,PARP3,PARPBP,PBK,POT1,PRKCD,RAD51,RAD51AP1,RBBP8,RFWD3,RIF1,RMI2,RPA2,SLF1,SMYD2,SPIDR,THOC5,TIGAR,TIMELESS,TRAPPC13,USP1,WDR48,ZNF385A


			GO:BP			regulation of ossification			GO:0030278			0.0085532432			30			ACVR1,BMP6,BMP7,CALCR,CCN1,CHSY1,DDR2,DHRS3,EGR2,FBN2,FZD9,INTU,LRP4,LTBP3,MAPK14,MDK,MEF2C,OMD,PKDCC,PTK2B,PTN,RBPJ,S1PR1,SOX11,SOX9,TGFB1,TGFB2,TGFB3,TMEM53,ZBTB16


			GO:BP			positive regulation of transporter activity			GO:0032411			0.0086246247			22			ACTN2,AKAP6,ATP1B1,CALM1,CASQ1,COX17,EDNRA,EPHB2,LOC100519808,PARK7,PDZK1,PKD2,PLCG2,PRKCD,RNF207,RYR2,STAC3,STIM1,STIM2,TRDN,VMP1,WNK3


			GO:BP			metaphase/anaphase transition of cell cycle			GO:0044784			0.0086246247			22			ATM,AURKB,BCL7B,BUB1,BUB1B,CCNB1,CDC6,CDT1,CENPE,CUL3,FBXO5,GEN1,NDC80,NEK6,PLK1,RAD21,SPDL1,TEX14,TTK,UBE2C,ZWILCH,ZWINT


			GO:BP			cellular carbohydrate biosynthetic process			GO:0034637			0.0086246247			22			ACADM,AKT2,B3GNT3,EXT1,FBP2,GOT1,GYG1,GYS1,HS2ST1,INSR,LOC100737755,PASK,PHKG1,PPP1R3A,PPP1R3B,PPP1R3C,PPP1R3D,PPP1R3G,PRKAG3,PTGES3,PTPMT1,UGP2


			GO:BP			calcium ion transmembrane transport			GO:0070588			0.0086574966			65			ABL1,AFG3L2,ATP1B1,ATP2A1,ATP2A3,ATP2B2,ATP2B3,ATP2B4,BIN1,CACHD1,CACNA1D,CACNA1G,CACNA1S,CACNB1,CACNG1,CACNG6,CACNG7,CALM1,CAPN3,CASQ1,CASQ2,CATSPER4,CCL19,DDX23,DHRS7C,DIAPH1,EDNRA,ERO1A,FYN,GNB5,GRIN2D,GRIN3A,HRC,ITGAV,ITPR3,LETM1,LYN,MCOLN1,PDE4B,PKD2,PLCG2,PRKD1,PTK2B,PTPRC,REM1,RYR2,SEC61A1,SELENON,SLC24A1,SLC24A5,SLC25A25,SLC35G1,SLC8A3,SMDT1,SRI,STAC3,STIM1,STIM2,TLR9,TMEM38A,TPCN2,TRDN,TRPC1,UBASH3B,VMP1


			GO:BP			negative regulation of axonogenesis			GO:0050771			0.0086831092			15			DIP2B,EFNB3,EPHA7,EPHB2,LRP4,PLXNA3,PTPRS,SEMA3E,SEMA3G,SEMA4F,SEMA5B,SEMA6A,SEMA6C,SEMA7A,SPART


			GO:BP			cerebellum morphogenesis			GO:0021587			0.0086831092			15			ABL1,DLL1,FAIM2,GLI2,GRID2,HSPA5,KIF14,OPHN1,RORA,SERPINE2,SMO,TRNP1,TTC21B,TTLL1,WHRN


			GO:BP			nitric oxide biosynthetic process			GO:0006809			0.0086831092			15			ASL,ASS1,ATP2B4,CLU,INSR,KLF4,MTARC2,NOS1,NOS3,PKD2,PTK2B,PTX3,ROCK2,RORA,SPR


			GO:BP			hindbrain development			GO:0030902			0.0086831092			35			AARS1,ABL1,ALDH1A2,ATF5,BMP7,CDK5R1,CNTN1,CPLANE1,DLL1,EGF,EGR2,EZH2,FAIM2,GATA2,GLI2,GRID2,HSPA5,ITGB1,KIF14,MDK,NFIB,OGDH,OPHN1,PLXNA2,PTPRS,RORA,SERPINE2,SEZ6L2,SMO,TRNP1,TTC21B,TTLL1,UQCRQ,WHRN,ZNF423


			GO:BP			regulation of transmembrane transport			GO:0034762			0.00880342			94			ABL1,ACTN2,AKAP6,AKT2,ATP1B1,AZIN2,BIN1,C3,CACNA1D,CACNA1G,CACNA1S,CACNB1,CACNG6,CACNG7,CALM1,CAPN3,CASQ1,CASQ2,CLIP3,COX17,CRBN,DAPK1,DDX23,DHRS7C,DIAPH1,EDNRA,EPHB2,FGF21,FYN,GNB5,GPC3,GRB10,HK2,HOMER1,HRC,INSR,ISCU,ITGB1,KCNA7,KCNAB2,KCNB1,KCNC1,KCNC4,KCND2,KCNG2,KCNIP2,KCNQ4,KCNQ5,KLHL24,LOC100515171,LOC100519808,LYN,MAPK14,MEF2A,NEDD4L,NFE2L2,NR4A3,PARK7,PCSK9,PDE4B,PDZK1,PHB2,PKD2,PLCG2,PPIF,PRKCI,PRKD1,PTK2B,RASGRF2,REM1,RNF207,RYR2,SCN1B,SCN2B,SCN3B,SCN4A,SCN4B,SCN5A,SCN7A,SELENON,SLC26A6,SLC43A2,SRI,STAC3,STIM1,STIM2,TCIRG1,TLR9,TMEM38A,TRDN,TRPC1,UBASH3B,VMP1,WNK3


			GO:BP			regulation of Rho protein signal transduction			GO:0035023			0.008911395			24			ABL1,ADGRG1,AKAP13,APOE,ARHGAP42,ARHGEF10,ARHGEF25,ARHGEF3,BCL6,BCR,CUL3,DLC1,EPS8,EPS8L2,ITGB1,LPAR4,MET,MYO9B,NET1,OPHN1,RASGRF2,RIPOR2,ROBO1,SCAI


			GO:BP			establishment of chromosome localization			GO:0051303			0.0089420014			25			ATM,AURKB,CCNB1,CDCA5,CDT1,CENPE,CENPF,CEP192,CUL3,EML4,FAM83D,KAT2B,KIF14,KIF18A,KIF22,KIF2C,KIFC1,MAP1S,MAPRE1,NDC80,NUF2,SEPTIN1,SPAG5,SPDL1,SPICE1


			GO:BP			chromosome localization			GO:0050000			0.0089420014			26			ACTR3,ATM,AURKB,CCNB1,CDCA5,CDT1,CENPE,CENPF,CEP192,CUL3,EML4,FAM83D,KAT2B,KIF14,KIF18A,KIF22,KIF2C,KIFC1,MAP1S,MAPRE1,NDC80,NUF2,SEPTIN1,SPAG5,SPDL1,SPICE1


			GO:BP			cardiac muscle cell differentiation			GO:0055007			0.0089420014			25			ACADM,ACTC1,ACTN2,ACVR1,ALPK2,ASB2,BVES,DLL1,FHOD3,HEY2,ITGB1,LOC100736765,MEF2A,MEF2C,MYH11,MYO18B,NEB,NRAP,PDGFRA,PI16,RBPJ,SGCD,SRF,TBX18,TCAP


			GO:BP			organelle disassembly			GO:1903008			0.0093039457			33			ARFIP2,ATG4D,ATG9A,ATP5IF1,BNIP3L,DDRGK1,EIF2D,FBXL4,GABARAPL2,HK2,MAP1LC3A,MAP1LC3B,MFN2,MUL1,OGT,OPTN,PELO,PHB2,PINK1,PLK3,PNPLA2,RB1CC1,RETREG1,SLC25A4,SQSTM1,STING1,TIGAR,TOMM7,TSPO,VCP,VDAC1,VRK1,WDR45


			GO:BP			behavior			GO:0007610			0.0098088507			105			ADCY3,ADGRB3,ADORA2A,APOE,APP,ARRDC3,ASL,ATAD1,ATP1A2,ATXN3,BBS12,BHLHB9,CFAP20,CHRNA3,CLN6,CNP,CNTN1,CRBN,CUX2,DDHD2,DDO,DLG4,DPP4,DVL1,EFNB3,EGR1,EGR2,EHMT2,EIF4G1,EPHA4,EPHB2,EPS8,ETV1,EXT1,FZD9,GCNT4,GLI3,GLO1,GPR176,GPR37,GRIK2,GRIN2D,GRPR,HMGCR,HOMER1,HOMER2,HRH1,INPP5F,ITGA5,ITGB1,ITPR3,KCND2,LDB3,LEPR,LOC100515171,LRRK2,MBD2,MDK,MFSD2A,MKKS,MYH14,NAV2,NCOA2,NEGR1,NFATC4,NLGN3,NPC1,NPTX2,NPY1R,NR1D2,NTF4,ORMDL1,PARK7,PBX3,PCDH17,PENK,PLCB1,PPP1R1B,PPP3CB,PRKAR1B,PTN,PTPRZ1,RAPGEF3,RGS14,SDK1,SERPINE2,SEZ6L2,SLC1A3,SLC8A3,SLITRK1,SLITRK5,SLITRK6,SNCG,SPG11,SRF,SRPX2,THBS4,TPBG,TRMT1L,TTC21B,UBA6,USP2,VDAC1,WDR47,ZNF385A


			GO:BP			dendritic spine organization			GO:0097061			0.0099054755			16			APOE,ARHGAP44,BHLHB9,CAPRIN2,CDK5R1,CTNND2,CUX2,DLG4,EFNA1,EPHA4,EPHB2,EPHB3,FYN,LRP8,LRRK2,PAK3


			GO:BP			reactive nitrogen species metabolic process			GO:2001057			0.0099054755			16			ASL,ASS1,ATP2B4,CLU,CPS1,INSR,KLF4,MTARC2,NOS1,NOS3,PKD2,PTK2B,PTX3,ROCK2,RORA,SPR


			GO:BP			cardiocyte differentiation			GO:0035051			0.0099054755			31			ABI3BP,ACADM,ACTC1,ACTN2,ACVR1,ALPK2,ASB2,BMP7,BVES,DLL1,EDNRA,FHOD3,HEY2,ITGB1,LOC100736765,MEF2A,MEF2C,MYH11,MYO18B,NEB,NRAP,PDGFRA,PI16,RBPJ,REST,SGCD,SRF,TBX18,TCAP,TENM4,TGFB2


			GO:BP			response to peptide			GO:1901652			0.0099720214			66			ACTN2,AGTR2,AKT2,APP,ARHGEF2,CACNB1,CAMK2A,CAV2,CITED1,CRY2,ECHDC3,EDNRA,EGR1,EPHA4,ERBIN,FER,FOXO1,FYN,GHR,GKAP1,GOT1,GPR173,GRB10,IGFBP5,INSR,IRF5,IRS3,ITGA4,KAT2B,LOC100511937,LPIN1,LPIN3,MAPK14,MDM2,MMP2,MSTN,NFKBIA,NGFR,NR4A3,OGT,PCSK9,PDK2,PDK4,PIK3R2,PIP4K2A,PIP4K2C,PRKCD,PRKCI,PRKCQ,PRKCZ,PTPRA,RAB10,RAP1GDS1,SESN2,SHC1,SLC27A1,SORT1,SRC,STAT5B,TIMELESS,TRIM72,UMODL1,VCAM1,VIM,WDTC1,ZBTB7B


			GO:BP			receptor-mediated endocytosis			GO:0006898			0.0101307072			49			ACKR3,ADM,ANKRD13A,ANKRD13B,ANXA2,APOE,ATAD1,C3,CACNG7,CALCRL,CAV2,CBL,CD14,CD9,CLU,CTSL,DAB2,DNM1,EGF,EZR,FCHO1,FCHSD2,FMR1,FNBP1L,GRK2,HIP1,HMMR,INPP5F,INSR,ITGAV,ITGB1,LDLRAD3,LMBR1L,LOC100511343,LYVE1,MRC1,NOP16,OPHN1,PCSK9,PLCG2,RAMP1,SCARF1,SDC1,SERPINE1,SIGLEC1,SNAP91,TFRC,TPCN2,VLDLR


			GO:BP			positive regulation of ion transmembrane transporter activity			GO:0032414			0.0101415083			20			ACTN2,AKAP6,ATP1B1,CALM1,CASQ1,COX17,EDNRA,EPHB2,LOC100519808,PDZK1,PKD2,PLCG2,RNF207,RYR2,STAC3,STIM1,STIM2,TRDN,VMP1,WNK3


			GO:BP			nucleotide phosphorylation			GO:0046939			0.0101455489			30			ACAT1,AK1,AK5,ALDOC,APP,CMPK2,ENO3,GAPDH,GPAT4,GPD1,GPI,HK1,HK2,IER3,INSR,MLXIPL,NME4,NME6,OGT,PFKM,PGAM2,PGK1,PKM,PPARA,PRKAG3,TIGAR,TPI1,TREX1,ZBTB20,ZBTB7A


			GO:BP			neural precursor cell proliferation			GO:0061351			0.0101567465			35			ADGRG1,AKNA,ARHGEF2,ARX,ATF5,CDH2,CDON,CTNNA1,DISC1,DOCK7,EGF,FZD9,GATA2,GLI2,GLI3,ITGB1,KDM1A,KIF14,LRRK2,MDK,MELK,NDUFS2,NUMBL,ORC3,PTN,PTPRZ1,RAPGEF1,RASSF10,RORA,SMO,TOX,TRNP1,WDR47,ZNF423,ZNF503


			GO:BP			adiponectin-activated signaling pathway			GO:0033211			0.0101692342			5			ACSL1,ADIPOR2,CSNK2B,KLHL12,SLC27A1


			GO:BP			negative regulation of adenylate cyclase-activating G protein-coupled receptor signaling pathway			GO:0106072			0.0101692342			5			APLP1,ARRDC3,ATP2B4,MRAP2,PDE4B


			GO:BP			mitotic spindle assembly checkpoint signaling			GO:0007094			0.0101692342			14			ATM,AURKB,BUB1,BUB1B,CCNB1,CDT1,GEN1,NDC80,PLK1,SPDL1,TEX14,TTK,ZWILCH,ZWINT


			GO:BP			regulation of Ras protein signal transduction			GO:0046578			0.0101692342			44			ABL1,ADGRG1,AKAP13,APOE,ARHGAP42,ARHGAP44,ARHGEF10,ARHGEF2,ARHGEF25,ARHGEF3,BCL6,BCR,CBL,CUL3,DENND4B,DLC1,EPHB2,EPS8,EPS8L2,FOXM1,GBF1,ITGB1,KIF14,LPAR4,LRRC7,MAPRE2,MET,MFN2,MYO9B,NET1,NOTCH2,OGT,OPHN1,PLCE1,RALGPS1,RALGPS2,RAPGEF1,RASA4B,RASGRF2,RIPOR2,ROBO1,SCAI,SPRY2,SSX2IP


			GO:BP			'de novo' XMP biosynthetic process			GO:0097294			0.0101692342			5			ADSL,ATIC,GART,PAICS,PPAT


			GO:BP			regulation of actin cytoskeleton reorganization			GO:2000249			0.0101692342			14			ABL1,BAIAP2L2,CSF3,ESAM,FES,IQGAP2,MDK,NOTCH2,NTRK3,PTK2B,RAPGEF3,SEMA3E,TEK,TGFB1


			GO:BP			XMP metabolic process			GO:0097292			0.0101692342			5			ADSL,ATIC,GART,PAICS,PPAT


			GO:BP			XMP biosynthetic process			GO:0097293			0.0101692342			5			ADSL,ATIC,GART,PAICS,PPAT


			GO:BP			negative regulation of long-term synaptic potentiation			GO:1900272			0.0101692342			5			ABL1,APOE,APP,EPHA4,PTN


			GO:BP			spindle assembly checkpoint signaling			GO:0071173			0.0101692342			14			ATM,AURKB,BUB1,BUB1B,CCNB1,CDT1,GEN1,NDC80,PLK1,SPDL1,TEX14,TTK,ZWILCH,ZWINT


			GO:BP			mitotic spindle checkpoint signaling			GO:0071174			0.0101692342			14			ATM,AURKB,BUB1,BUB1B,CCNB1,CDT1,GEN1,NDC80,PLK1,SPDL1,TEX14,TTK,ZWILCH,ZWINT


			GO:BP			amino acid catabolic process			GO:0009063			0.0102718397			29			ACAT1,ADHFE1,ALDH4A1,ALDH6A1,ATP2B4,BCAT2,BCKDHA,BCKDHB,CYP1A1,DDO,DLD,DLST,ENOSF1,ETFA,ETFB,FAH,GOT1,GPT2,GSTZ1,HIBADH,HSD17B10,IL4I1,KYAT3,MCCC2,NOS1,NOS3,OAT,OTC,SLC25A44


			GO:BP			regulation of microtubule cytoskeleton organization			GO:0070507			0.010304457			38			ABL1,ARHGEF2,ATAT1,CDK2AP2,CDK5R1,CIB1,CKAP2,CKAP5,CLIP1,CLIP3,EPHA3,FES,GBA2,GNAI1,GPSM2,KIF15,MAP1A,MAP1B,MAP1S,MAP6,MAPRE1,MET,MID1,MID1IP1,NAV3,PARP3,PHLDB2,PLK1,SKA1,SLAIN2,SPAG5,SPEF1,STMN1,STMN2,TPX2,TRAF3IP1,TRIM36,WDR47


			GO:BP			peptidyl-serine modification			GO:0018209			0.0103714593			73			AKT2,APP,ARAF,ATM,ATP2B4,ATR,BDKRB2,BGN,CAB39,CAMKV,CD44,CDK1,CDK5R1,CLSPN,CSF3,CSNK1G3,DCLK3,DCN,DOCK7,EIF4G1,FNIP1,FOXO1,GALNT2,GRK2,HCLS1,HGF,HIPK4,HRC,INPP5J,LMTK2,LRRK2,MAP2K2,MAP3K10,MAP3K13,MAP4K1,MAPK14,MAPKAPK2,MASTL,MLXIPL,NEK6,NOS1,NTF4,NTMT1,NTRK3,PAQR3,PARK7,PBK,PINK1,PLK1,POGLUT2,PPM1F,PRKCD,PRKCH,PRKCI,PRKCZ,PRKD1,RAF1,RAPGEF3,ROCK2,RPS6KA1,RPS6KA3,SFRP2,SPRY2,STOX1,TFRC,TGFBR1,TGFBR2,TLK1,TTK,ULK1,ULK3,VRK1,VRK3


			GO:BP			response to oxygen levels			GO:0070482			0.0103870506			46			ADAM8,AJUBA,ALAS2,BNIP3,BNIP3L,CHCHD2,CIAO3,DPP4,EDNRA,EGLN1,EGR1,EPAS1,EPHA4,FAM162A,FAS,FOXO1,GUCY1A1,HIF3A,KLHL17,MDM2,MMP2,NDUFS2,NFE2L2,NOS1,PDPN,PGK1,PINK1,PLAT,PLK3,PLOD1,PLOD2,RBPJ,RGCC,RORA,SIRT2,SLC8A3,SRF,STOX1,TGFB2,TGFB3,TIGAR,UCP2,USP19,VASN,VHL,WDR83


			GO:BP			embryonic skeletal system development			GO:0048706			0.0104171761			34			BMP7,COL11A1,COL2A1,DMRT2,EDNRA,EXT1,FGF9,GLI3,HOXA3,HOXA5,IFT140,KIAA1217,MBTD1,MDFI,MKS1,MMP14,MMP16,MTHFD1L,MYCN,MYF5,PCSK5,PDGFRA,SLC2A10,SLC39A1,SMAD2,SOX11,SULF1,SULF2,TAPT1,TGFBR1,TGFBR2,TULP3,WDR19,ZEB1


			GO:BP			nerve development			GO:0021675			0.0106182723			22			ACKR3,AFG3L2,EDNRA,EGR2,EPHB2,ERBB3,EXT1,GLI3,HOXA3,NAV2,NGFR,NTF4,PLXNA1,PLXNA3,RNF165,SERPINE2,SLC1A3,SLITRK6,SULF1,SULF2,TCIRG1,TMEM126A


			GO:BP			negative regulation of NIK/NF-kappaB signaling			GO:1901223			0.010639902			11			C1QTNF3,CCN3,DDX3X,IFI35,KLHL12,NMI,PPM1A,PPM1B,SPI1,TSPAN6,UACA


			GO:BP			response to muscle activity			GO:0014850			0.0106748535			7			FNDC5,METRNL,NOC2L,PPARGC1A,PRKAG3,RYR2,SELENON


			GO:BP			peptidyl-serine dephosphorylation			GO:0070262			0.0106748535			7			DUSP1,PPM1F,PPP1R15A,PPP3CA,PPP5C,PPTC7,SWAP70


			GO:BP			striated muscle hypertrophy			GO:0014897			0.0106916802			17			ATP2B4,CAMTA2,EZH2,HEY2,IGFBP5,INPP5F,LMCD1,LOC100736765,MEF2A,MYMK,PDE9A,PI16,PPP3CA,RAP1GDS1,TCAP,TNFRSF1B,TWF1


			GO:BP			muscle hypertrophy			GO:0014896			0.0106916802			17			ATP2B4,CAMTA2,EZH2,HEY2,IGFBP5,INPP5F,LMCD1,LOC100736765,MEF2A,MYMK,PDE9A,PI16,PPP3CA,RAP1GDS1,TCAP,TNFRSF1B,TWF1


			GO:BP			tissue regeneration			GO:0042246			0.0106916802			17			APOD,BCL9,CAPN3,CCN3,CD9,DUSP10,EZH2,FZD9,HDGFL2,KPNA1,MDK,MSTN,MYMK,MYOZ1,PTGFRN,PTN,SELENON


			GO:BP			cellular response to decreased oxygen levels			GO:0036294			0.0106916802			26			ADAM8,AJUBA,BNIP3,BNIP3L,CHCHD2,EGLN1,EGR1,EPAS1,EPHA4,FAM162A,HIF3A,MDM2,NFE2L2,PGK1,PINK1,PLK3,RBPJ,RGCC,RORA,SIRT2,SLC8A3,STOX1,TIGAR,USP19,VASN,VHL


			GO:BP			cellular response to hypoxia			GO:0071456			0.0106916802			26			ADAM8,AJUBA,BNIP3,BNIP3L,CHCHD2,EGLN1,EGR1,EPAS1,EPHA4,FAM162A,HIF3A,MDM2,NFE2L2,PGK1,PINK1,PLK3,RBPJ,RGCC,RORA,SIRT2,SLC8A3,STOX1,TIGAR,USP19,VASN,VHL


			GO:BP			glycolytic process			GO:0006096			0.0107285245			25			ACAT1,ALDOC,APP,ENO3,GAPDH,GPAT4,GPD1,GPI,HK1,HK2,IER3,INSR,MLXIPL,OGT,PFKM,PGAM2,PGK1,PKM,PPARA,PRKAG3,TIGAR,TPI1,TREX1,ZBTB20,ZBTB7A


			GO:BP			platelet activation			GO:0030168			0.0107285245			24			ADRA2A,ADRA2C,ANO2,APOE,BLOC1S4,CD40LG,CD9,EMILIN2,FERMT3,FN1,FUNDC2,LYN,P2RY1,PDGFA,PDGFRA,PDPN,PLA2G4A,PRKCD,PRKCQ,SERPINE2,SRF,STXBP1,TYRO3,UBASH3B


			GO:BP			regulation of actomyosin structure organization			GO:0110020			0.0107285245			25			ABL1,ANKRD23,ARHGEF10,ARHGEF10L,ASAP3,CCDC88A,CORO2B,DLC1,FHOD1,LIMK1,MET,MKKS,PHLDB2,PIK3R2,PPM1F,RAPGEF3,RGCC,RHPN2,ROCK2,TESK1,TGFB3,TGFBR1,TMEFF2,TTC8,WASF2


			GO:BP			negative regulation of chromosome organization			GO:2001251			0.0107285245			24			ATM,AURKB,BUB1,BUB1B,CCNB1,CDT1,CTC1,DCP2,FBXO5,GEN1,MCM2,NAA10,NDC80,PLK1,POT1,RAD21,SMARCA5,SPDL1,SRC,TEX14,TOP2A,TTK,ZWILCH,ZWINT


			GO:BP			MHC class I protein complex assembly			GO:0002397			0.0107326984			4			CALR,PDIA3,TAPBP,TAPBPL


			GO:BP			monocyte aggregation			GO:0070487			0.0107326984			4			BMP7,CD44,LOC100737755,NR4A3


			GO:BP			negative regulation of growth			GO:0045926			0.0107326984			45			ADAM15,BCL6,BRCA1,CCN3,DACT3,DCBLD2,DDX3X,DIP2B,DNAJB2,DUSP10,EAF2,EPHA7,FRZB,GDF9,GPC3,IGFBP5,MSTN,MUL1,MYOZ1,NME6,PI16,PLXNA3,PTPRJ,PTPRS,SAV1,SEMA3E,SEMA3G,SEMA4F,SEMA5B,SEMA6A,SEMA6C,SEMA7A,SERPINE2,SERTAD1,SESN2,SFRP2,SLIT2,SLIT3,SPART,STK11,STK3,TGFB1,TGFB2,TP73,WWC2


			GO:BP			negative regulation of hydrogen peroxide-mediated programmed cell death			GO:1901299			0.0107326984			4			HGF,MET,PARK7,PINK1


			GO:BP			negative regulation of sequestering of triglyceride			GO:0010891			0.0107326984			4			ABHD5,OSBPL8,PNPLA2,PPARA


			GO:BP			mitotic DNA replication initiation			GO:1902975			0.0107326984			4			GINS3,MCM3,MCM4,POLA1


			GO:BP			negative regulation of mammary gland epithelial cell proliferation			GO:0033600			0.0107326984			4			BRCA2,GATA3,PHB2,ROBO1


			GO:BP			nuclear cell cycle DNA replication initiation			GO:1902315			0.0107326984			4			GINS3,MCM3,MCM4,POLA1


			GO:BP			maintenance of protein location in mitochondrion			GO:0072656			0.0107326984			4			HK1,HK2,PINK1,TSPO


			GO:BP			positive regulation of epithelial to mesenchymal transition involved in endocardial cushion formation			GO:1905007			0.0107326984			4			ACVR1,ENG,TGFBR1,TGFBR2


			GO:BP			cell cycle DNA replication initiation			GO:1902292			0.0107326984			4			GINS3,MCM3,MCM4,POLA1


			GO:BP			peptide antigen assembly with MHC class I protein complex			GO:0002502			0.0107326984			4			CALR,PDIA3,TAPBP,TAPBPL


			GO:BP			protein localization to cell leading edge			GO:1902463			0.0107326984			4			CORO1B,EDNRA,RAB13,RIPOR2


			GO:BP			regulation of guanyl-nucleotide exchange factor activity			GO:1905097			0.0107326984			4			CCPG1,EPHA4,MET,RIPOR2


			GO:BP			regulation of monoatomic ion transmembrane transport			GO:0034765			0.0111037293			76			ABL1,ACTN2,AKAP6,ATP1B1,BIN1,CACNA1D,CACNA1G,CACNA1S,CACNB1,CACNG6,CACNG7,CALM1,CAPN3,CASQ1,CASQ2,COX17,CRBN,DDX23,DHRS7C,DIAPH1,EDNRA,EPHB2,FYN,GNB5,HOMER1,HRC,ISCU,ITGB1,KCNA7,KCNAB2,KCNB1,KCNC1,KCNC4,KCND2,KCNG2,KCNIP2,KCNQ4,KCNQ5,KLHL24,LOC100515171,LOC100519808,LYN,NEDD4L,PARK7,PCSK9,PDE4B,PDZK1,PHB2,PKD2,PLCG2,PPIF,PRKD1,PTK2B,REM1,RNF207,RYR2,SCN1B,SCN2B,SCN3B,SCN4A,SCN4B,SCN5A,SCN7A,SELENON,SRI,STAC3,STIM1,STIM2,TCIRG1,TLR9,TMEM38A,TRDN,TRPC1,UBASH3B,VMP1,WNK3


			GO:BP			regulation of axon extension			GO:0030516			0.0113500687			18			ABL1,DIP2B,FN1,LIMK1,MAP3K13,PLXNA3,PTPRS,SEMA3A,SEMA3E,SEMA3G,SEMA4F,SEMA5B,SEMA6A,SEMA6C,SEMA7A,SRF,TWF2,ZFYVE27


			GO:BP			heart valve morphogenesis			GO:0003179			0.0114446377			15			ACVR1,CCN1,DCHS1,EFNA1,EMILIN1,GATA3,GJA5,HEY2,MDM2,NOS3,NOTCH2,SLIT3,SOX9,TGFB1,TGFBR2


			GO:BP			semaphorin-plexin signaling pathway			GO:0071526			0.0114446377			15			EDNRA,KDR,MET,PLXNA1,PLXNA2,PLXNA3,PLXNB3,PLXND1,SEMA3E,SEMA3G,SEMA4F,SEMA5B,SEMA6A,SEMA6C,SEMA7A


			GO:BP			synaptic vesicle localization			GO:0097479			0.0114446377			15			AP3M2,ARPIN,BLOC1S1,BLOC1S4,CDH2,DNM1,DTNBP1,EIF3J,KIF5C,LRRK2,PCDH17,RAB3A,SNAP91,SPG11,SYN1


			GO:BP			negative regulation of Notch signaling pathway			GO:0045746			0.0115760285			13			BCL6,BEND6,BMP7,DLK2,DLL1,EGFL7,GATA2,HEY2,LFNG,MMP14,NEURL1,NFKBIA,ZBTB7A


			GO:BP			cerebellar cortex morphogenesis			GO:0021696			0.0115760285			13			DLL1,FAIM2,GLI2,GRID2,KIF14,OPHN1,RORA,SERPINE2,SMO,TRNP1,TTC21B,TTLL1,WHRN


			GO:BP			energy homeostasis			GO:0097009			0.0115760285			13			DLL1,EIF4G1,FMO1,FMO2,LEPR,MFSD2A,NR1D2,OMA1,PASK,PPARGC1A,PRCP,SQSTM1,TSKU


			GO:BP			acetyl-CoA metabolic process			GO:0006084			0.0115760285			13			ACACA,ACAT1,ACSS1,ACSS2,DLAT,DLD,DLST,MVK,PDHA1,PDHB,PDHX,PDK2,PDK4


			GO:BP			purine nucleoside monophosphate biosynthetic process			GO:0009127			0.0115760285			13			ADSL,AMPD1,AMPD3,ATIC,CHPT1,GART,GPAT4,IMPDH1,PAICS,PPAT,PRTFDC1,PTPMT1,UGCG


			GO:BP			quinone metabolic process			GO:1901661			0.0115760285			13			AKR1A1,COQ10A,COQ10B,COQ2,COQ3,COQ5,COQ6,COQ8A,COQ9,NDUFA9,NQO1,NQO2,PPTC7


			GO:BP			cortical cytoskeleton organization			GO:0030865			0.0119139586			19			AKAP11,ANLN,CALR,CAVIN3,EPB41L1,EPB41L2,EPB41L3,EZR,FHOD3,FMNL1,FMNL2,FMNL3,RAC2,RACGAP1,RHOD,RHOF,RND2,ROCK2,RTKN


			GO:BP			cellular response to oxygen levels			GO:0071453			0.011919673			29			ADAM8,AJUBA,BNIP3,BNIP3L,CHCHD2,EGLN1,EGR1,EPAS1,EPHA4,FAM162A,FAS,FOXO1,HIF3A,MDM2,NDUFS2,NFE2L2,PGK1,PINK1,PLK3,RBPJ,RGCC,RORA,SIRT2,SLC8A3,STOX1,TIGAR,USP19,VASN,VHL


			GO:BP			protein localization to condensed chromosome			GO:1903083			0.011919673			9			AURKB,CDK1,CDT1,MTBP,NDC80,RCC2,SPDL1,TTK,ZWILCH


			GO:BP			protein localization to kinetochore			GO:0034501			0.011919673			9			AURKB,CDK1,CDT1,MTBP,NDC80,RCC2,SPDL1,TTK,ZWILCH


			GO:BP			regulation of dendritic spine morphogenesis			GO:0061001			0.011919673			9			ARHGAP44,BHLHB9,CAPRIN2,CDK5R1,CUX2,EFNA1,EPHA4,LRP8,LRRK2


			GO:BP			regulation of monoatomic ion transmembrane transporter activity			GO:0032412			0.0121198138			45			ACTN2,AKAP6,ATP1B1,CACNB1,CACNG7,CALM1,CASQ1,CASQ2,COX17,CRBN,DAPK1,DDX23,EDNRA,EPHB2,GNB5,HOMER1,HRC,ITGB1,KLHL24,LOC100519808,NEDD4L,PCSK9,PDE4B,PDZK1,PHB2,PKD2,PLCG2,PPIF,RASGRF2,REM1,RNF207,RYR2,SCN1B,SCN2B,SCN3B,SCN4B,SELENON,SRI,STAC3,STIM1,STIM2,TLR9,TRDN,VMP1,WNK3


			GO:BP			cytoskeleton-dependent cytokinesis			GO:0061640			0.0121666003			28			ACTR3,ANLN,AURKB,CIT,CKAP2,CNTROB,CUL7,EFHC1,INCENP,JTB,KIF20A,KIF20B,KIF4A,KLHDC8B,NDC80,PLK1,RACGAP1,RTKN,SEPTIN1,SEPTIN11,SEPTIN2,SEPTIN3,SEPTIN4,SEPTIN5,SEPTIN6,SEPTIN7,SEPTIN9,TRIM36


			GO:BP			cellular response to toxic substance			GO:0097237			0.0121666003			28			ABCB6,ABTB2,AKR1A1,ALDH1A1,APOE,APOM,CAT,GPX2,GSR,GSTM3,LOC110259958,LTC4S,MTARC2,NFE2L2,NOS3,NQO1,PARK7,PINK1,PRDX3,PRDX6,PXDN,RDH11,RDH12,SESN1,SESN2,SOD3,TXNL1,TXNRD1


			GO:BP			amino acid biosynthetic process			GO:0008652			0.0121666003			28			AASDHPPT,ALDH18A1,APIP,ASL,ASNS,ASS1,ATP2B4,BCAT1,BCAT2,CDS1,CYP1A1,DCTPP1,GLUL,GOT1,HADHB,LIPE,LPCAT1,MRI1,MTHFR,NOXRED1,OAT,OTC,PARK7,PCBD1,PLOD2,PYCR2,SLC1A3,SLC38A1


			GO:BP			positive regulation of cell adhesion			GO:0045785			0.0122800033			84			ABI3BP,ABL1,ADAM8,ADGRG1,ATM,BCL6,BMP7,CALR,CCN1,CD276,CD40LG,CD44,CD80,CHRD,CHST2,CIB1,COL16A1,DHPS,DNAJA3,DOCK5,DOCK8,DPP4,DUSP10,DUSP26,ECM2,EDIL3,EFNB3,EGFL6,EGR3,EMILIN1,EMILIN2,EPHA4,ERBB2,FCHO1,FLOT2,FN1,GATA3,GCNT1,GLI3,HHLA2,HSD17B12,IL15,IL18,IL4I1,IL6ST,IRAK1,ITGAV,KDR,KIF26B,LCK,LOC100737755,MDK,MYO10,NFKBIZ,NID1,NR4A3,PDPN,PIK3R2,PLPP3,PODXL,PPM1F,PPP3CA,PRKCQ,PRKCZ,PTK2B,PTPRC,PTPRJ,RHOD,RRAS,STAT5B,TAPBPL,TEK,TESK1,TFRC,TGFB1,TGFB2,TGFBR2,UNC13D,UTRN,VCAM1,ZBTB1,ZBTB16,ZBTB7B,ZMIZ1


			GO:BP			mitotic spindle organization			GO:0007052			0.0122852368			33			ARHGEF10,AURKB,CCNB1,CDC20,CENPE,CENPH,DLGAP5,EFHC1,FAM110A,GNAI1,GPSM2,KIF11,KIF15,KIF23,KIF2A,KIF3B,KIF4A,KIFC1,MAP1S,MYBL2,NDC80,NEK2,NUF2,PARP3,PLK1,RACGAP1,SBDS,SPC25,SPICE1,STIL,TACC1,TACC3,TPX2


			GO:BP			regulation of dendrite development			GO:0050773			0.0122852368			20			ADGRB3,BCL11A,BHLHB9,BMP5,BMP7,CAPRIN2,CUL7,CUX2,DPYSL5,FBXW8,LRP8,MFSD2A,NEDD4L,NFATC4,OBSL1,PPP3CA,PTN,PTPRD,SIPA1L1,STK11


			GO:BP			embryonic organ morphogenesis			GO:0048562			0.0123753457			65			ACVR1,ASB2,BCR,BMP7,CCDC40,CHRNA10,COL11A1,COL2A1,CTHRC1,DLL1,DVL1,EDNRA,EFNA1,ENG,EPHB2,FBN1,FBN2,FGF9,FZD2,GATA2,GATA3,GLI2,GLI3,HOXA3,HOXA5,IFT140,IFT57,KCNQ4,LRIG3,MDFI,MFAP2,MIB1,MMP14,MMP16,MTHFD1L,MYCN,MYF5,MYO7A,NOTCH2,PDGFRA,PKD2,PRELID2,PTK7,RIPOR2,RNF207,SLC39A1,SLITRK6,SMAD2,SMO,SOX11,SOX9,SPRY2,SRF,STOX1,TCAP,TEAD2,TGFBR1,TGFBR2,TTC39C,TULP3,USH1C,WDR19,WHRN,ZEB1,ZIC3


			GO:BP			cell chemotaxis			GO:0060326			0.0124264889			60			ACKR3,ACKR4,ADAM8,BST1,CALR,CCL19,CCL5,CCN3,CCR9,CORO1B,CX3CR1,CXCL2,CXCR6,CYP7B1,DAPK2,DPP4,DUSP1,EGR3,FGF1,FGF18,FGFR1,FLT1,GAB1,HABP2,HBEGF,HGF,HRH1,IL16,ITGA9,JAM3,KDR,KIT,LGALS3,LOX,LYN,MDK,MET,MSTN,PARVA,PDE4B,PDGFRA,PLXNB3,PRKCD,PRKCQ,PRKD1,PRSS56,PTK2B,PTN,RAB13,RAC2,RIPOR2,S1PR1,SBDS,SERPINE1,SLC37A4,SLIT2,SPI1,SWAP70,THBS4,TPBG


			GO:BP			nephron development			GO:0072006			0.0126138654			36			ACTA2,ADAMTS16,AGT,AQP11,BMP7,DCHS1,DCHS2,DLL1,EDNRA,EXT1,FGF1,FOXJ1,GATA3,GLI3,GPC3,HS2ST1,IL6R,KIF26B,KLHL3,LGR4,NID1,NOTCH2,NUP107,NUP133,PDGFRA,PKD2,PLCE1,PPP3CA,PROM1,SEC61A1,SMO,SOX9,SULF1,SULF2,TMEM59L,WWTR1


			GO:BP			endothelial cell proliferation			GO:0001935			0.0126138654			36			ALDH1A2,APOE,ATOH8,ATP5F1A,ATP5IF1,BMP6,BMPER,CAV2,EGF,EGFL7,EGR3,F3,FGFR1,FLT1,GATA2,ITGA4,KDR,MDK,MEF2C,MMRN2,NF1,NGFR,PLXNB3,PRKD1,RGCC,SCARB1,SPARC,STAT1,SULF1,TEK,TGFBR1,THBS4,TNMD,VASH1,VASH2,VSTM4


			GO:BP			regulation of microtubule polymerization or depolymerization			GO:0031110			0.0128622036			23			ABL1,ARHGEF2,CIB1,CKAP2,CKAP5,CLIP1,CLIP3,FES,GBA2,MAP1A,MAP1B,MAP1S,MAPRE1,MET,MID1IP1,NAV3,SKA1,SLAIN2,SPEF1,STMN1,STMN2,TPX2,WDR47


			GO:BP			Ras protein signal transduction			GO:0007265			0.0128772216			69			ABL1,ADGRG1,AKAP13,APOE,ARHGAP42,ARHGAP44,ARHGAP5,ARHGEF10,ARHGEF2,ARHGEF25,ARHGEF3,BCL6,BCR,CBL,CDC42EP3,CNKSR1,COL1A2,CTNNAL1,CUL3,DENND4B,DLC1,DNMT1,EPHB2,EPS8,EPS8L2,FOXM1,GBF1,GPI,GPSM2,IQGAP3,ITGB1,KIF14,LPAR4,LRRC7,MAPRE2,MET,MFN2,MYO9B,NET1,NGFR,NKIRAS1,NOTCH2,OGT,OPHN1,PDPN,PLCE1,PRKD1,RAC2,RALGPS1,RALGPS2,RAP2C,RAPGEF1,RAPGEF3,RAPGEFL1,RASA4B,RASGRF2,RASGRP2,RHOU,RIPOR2,ROBO1,ROCK2,RRAS,RTKN,SCAI,SPRY2,SSX2IP,TAX1BP3,TIAM1,WASF2


			GO:BP			aminoglycan metabolic process			GO:0006022			0.0131959663			31			ABCC5,B3GNT3,B4GALT4,BGN,CD44,CEMIP2,CHPF,CHST1,CHST3,CHSY1,CLN6,DCN,DSE,EDNRA,EGF,EXT1,EXT2,GLCE,GUSB,HMMR,HS2ST1,ITIH3,ITIH4,LOC100522551,LOC100737755,LYVE1,PSAP,PXYLP1,SGSH,UGDH,XYLT2


			GO:BP			regulation of cell shape			GO:0008360			0.0131959663			35			BAMBI,BVES,CDC42EP3,DIAPH1,DLC1,EPS8,EZR,FAM171A1,FES,FGD1,FMNL1,FMNL3,FN1,FYN,HPN,KDR,KIT,MYO10,P2RY1,PARVB,PLEKHO1,PLXNA1,PLXNA2,PLXNA3,PLXNB3,PLXND1,PTK2B,RAC2,RHOD,RHOF,RHOU,RND2,SEMA3E,SYNE3,TPM1


			GO:BP			hemostasis			GO:0007599			0.0132743345			38			ADRA2A,ADRA2C,ANO2,ANXA2,APOE,BLOC1S4,CD40LG,CD9,DTNBP1,EMILIN2,EPHB2,F3,F8,FBLN1,FERMT3,FN1,FUNDC2,HABP2,LNPK,LYN,NFE2L2,P2RY1,PDGFA,PDGFRA,PDPN,PLA2G4A,PRKCD,PRKCQ,PROS1,PRSS56,SERPINE1,SERPINE2,SRF,STXBP1,TFPI,TYRO3,UBASH3B,ZNF385A


			GO:BP			regulation of cysteine-type endopeptidase activity involved in apoptotic process			GO:0043281			0.0134406791			43			AIFM1,APAF1,ATP2A3,BCAP31,BID,CASP9,CCN1,CD44,COPS5,CRADD,DAPK1,DDX3X,DHCR24,DLC1,EPHA7,F3,FAM162A,FAS,FNIP1,HGF,HIP1,HSF4,IFT57,KLF4,LCK,MICAL1,MUL1,NANS,NGFR,PARK7,PDCD5,PPM1F,PRDX3,REST,ROBO1,RPS6KA1,RPS6KA3,SENP1,SFRP2,SRC,TP63,UACA,VCP


			GO:BP			spindle checkpoint signaling			GO:0031577			0.0135094031			14			ATM,AURKB,BUB1,BUB1B,CCNB1,CDT1,GEN1,NDC80,PLK1,SPDL1,TEX14,TTK,ZWILCH,ZWINT


			GO:BP			regulation of apoptotic signaling pathway			GO:2001233			0.0136028078			74			ACKR3,ACVR1,ADORA2A,AGT,AGTR2,APAF1,ATF3,BCAP31,BDKRB2,BID,BRCA1,CD44,CKB,CLU,COL2A1,CRADD,CTNNA1,CTSC,DAPK2,DDIAS,DDX3X,ERP29,EYA2,EYA3,FAIM2,FAS,FIGNL1,G0S2,GHITM,GSDME,HGF,HSF4,IER3,ITGA6,ITGAV,ITM2C,IVNS1ABP,KDM1A,LCK,LGALS3,LRRK2,MAPK8IP1,MDM2,MEIS3,NFATC4,NFE2L2,NGFR,NOC2L,NONO,PARK7,PDIA3,PELI3,PINK1,PLEKHF1,PPIF,PRKCD,PTPMT1,PTPRC,RAF1,RB1CC1,SERPINE1,SFRP2,SLC25A4,SRC,SRPX,STK3,TGFBR1,TNFRSF12A,TP63,TPD52L1,UNC5B,VHL,YBX3,ZNF385A


			GO:BP			mitotic sister chromatid separation			GO:0051306			0.0136028078			17			ATM,AURKB,BUB1,BUB1B,CCNB1,CDT1,CUL3,FBXO5,GEN1,NDC80,PLK1,RAD21,SPDL1,TEX14,TTK,ZWILCH,ZWINT


			GO:BP			positive regulation of intracellular transport			GO:0032388			0.0139077868			37			ACTN2,AKT2,ANXA2,BAG3,BCAP31,CDK5R1,CEP131,CIB1,DAB2,EFCAB7,ERBB2,EZR,FYN,GLI3,HCLS1,HSPA1L,KCNB1,KHDRBS1,KIF20B,LOC100519808,MAPK14,MAVS,NANS,PDCD5,PIK3R2,PLK3,PPM1A,PRKCD,PRKD1,PRR5L,RAB29,RAPGEF3,SMO,SPAG5,STK11,TCF7L2,TOMM7


			GO:BP			positive regulation of endopeptidase activity			GO:0010950			0.0139077868			37			AIFM1,APAF1,ARHGEF2,ASPH,ATP2A3,BCAP31,BID,CASP9,CCN1,COPS5,CRADD,CYFIP2,DAPK1,DDX3X,DLC1,EFNA1,EPHA4,F3,FAM162A,FAS,HIP1,IFT57,LCK,LYN,MUL1,NANS,NGFR,PDCD5,PPM1F,PSMD14,REST,ROBO1,ROCK2,SENP1,SFRP2,UACA,VCP


			GO:BP			mitotic metaphase plate congression			GO:0007080			0.0144231278			18			AURKB,CCNB1,CDCA5,CDT1,CENPE,CEP192,CUL3,EML4,KAT2B,KIF14,KIF18A,KIF22,KIF2C,KIFC1,MAPRE1,NDC80,NUF2,SPDL1


			GO:BP			protein localization to cytoskeleton			GO:0044380			0.0144231278			18			ABHD17C,ABL1,CCDC14,CEP131,DIAPH1,DVL1,FAM83D,GOLGB1,KIAA0753,KIF20B,KLHL21,MAPRE1,MID1,NSFL1C,NUDCD3,SPAG5,STIL,TTK


			GO:BP			microtubule cytoskeleton organization involved in mitosis			GO:1902850			0.0145092081			39			ARHGEF10,AURKB,CCNB1,CDC20,CENPE,CENPH,DLGAP5,EFHC1,FAM110A,GJA1,GNAI1,GPSM2,ITGB1,KIF11,KIF15,KIF23,KIF2A,KIF3B,KIF4A,KIFC1,MAP1S,MAPRE1,MYBL2,NDC80,NEK2,NSFL1C,NUF2,PARP3,PLK1,RACGAP1,SBDS,SPC25,SPDL1,SPICE1,SPRY2,STIL,TACC1,TACC3,TPX2


			GO:BP			negative regulation of cell growth			GO:0030308			0.0145851008			36			ADAM15,BCL6,BRCA1,CCN3,DACT3,DCBLD2,DDX3X,DIP2B,DNAJB2,EAF2,EPHA7,FRZB,GDF9,MUL1,NME6,PI16,PLXNA3,PTPRJ,PTPRS,SEMA3E,SEMA3G,SEMA4F,SEMA5B,SEMA6A,SEMA6C,SEMA7A,SERPINE2,SERTAD1,SESN2,SFRP2,SLIT2,SLIT3,SPART,STK11,TGFB1,TGFB2


			GO:BP			response to BMP			GO:0071772			0.0149523415			41			ABL1,ACVR1,ADAMTS12,ADAMTS7,BAMBI,BMP5,BMP6,BMP7,BMPER,CCN1,CHRD,COL2A1,EGR1,ENG,EXT1,FBN1,FST,GATA3,GDF9,GPC3,HIVEP1,HTRA1,HTRA3,KCP,KDR,NEO1,NOTCH2,PDCD4,PELO,PPM1A,RBPJ,RGMA,RNF165,SFRP2,SMAD2,SMURF1,SOX11,SPART,SULF1,TMEM53,ZNF423


			GO:BP			cellular response to BMP stimulus			GO:0071773			0.0149523415			41			ABL1,ACVR1,ADAMTS12,ADAMTS7,BAMBI,BMP5,BMP6,BMP7,BMPER,CCN1,CHRD,COL2A1,EGR1,ENG,EXT1,FBN1,FST,GATA3,GDF9,GPC3,HIVEP1,HTRA1,HTRA3,KCP,KDR,NEO1,NOTCH2,PDCD4,PELO,PPM1A,RBPJ,RGMA,RNF165,SFRP2,SMAD2,SMURF1,SOX11,SPART,SULF1,TMEM53,ZNF423


			GO:BP			cardiac muscle tissue morphogenesis			GO:0055008			0.0149987824			19			ACTC1,ANKRD1,COL11A1,EDNRA,EGLN1,ENG,HEY2,LOC100736765,MYBPC3,MYLK2,RBPJ,S1PR1,TCAP,TGFB1,TGFBR1,TNNT2,TPM1,XIRP2,ZFPM2


			GO:BP			hindbrain morphogenesis			GO:0021575			0.0150786671			15			ABL1,DLL1,FAIM2,GLI2,GRID2,HSPA5,KIF14,OPHN1,RORA,SERPINE2,SMO,TRNP1,TTC21B,TTLL1,WHRN


			GO:BP			response to alkaloid			GO:0043279			0.0150786671			15			BLM,CASP6,CASQ2,EHMT2,HOMER1,HOMER2,PPP1R1B,PPP5C,RAD51,RYR2,SDK1,SELENON,SLC1A3,SPIDR,TMEM38A


			GO:BP			non-canonical Wnt signaling pathway			GO:0035567			0.0150786671			15			ABL1,CCDC88C,CTHRC1,DAB2,DVL1,FZD10,FZD2,GPC3,IFT80,MKS1,PLEKHA4,PTK7,RSPO3,SFRP2,VANGL2


			GO:BP			regulation of cell-substrate junction assembly			GO:0090109			0.0150786671			15			ABL1,APOD,COL16A1,CORO1C,DLC1,DUSP3,EPHA3,KDR,MACF1,PHLDB2,PPM1F,PTPRA,PTPRJ,RCC2,TEK


			GO:BP			protein ubiquitination			GO:0016567			0.0150786671			152			ABL1,ANKIB1,ARIH2,ARRDC3,ASB10,ASB11,ASB13,ASB15,ASB2,ASB5,BARD1,BRCA1,BUB1B,C1H18ORF25,CACHD1,CAND1,CBL,CBLB,CCNF,CDC20,CDS1,CHPT1,CKB,CRBN,CUL3,CUL4A,CUL4B,CUL5,CUL7,DCAF11,DCUN1D2,DCUN1D4,DDX3X,DNAJB2,DTL,DTX2,DTX4,DZIP3,ELOC,ENC1,FANCA,FANCI,FANCM,FBXL7,FBXO31,FBXO32,FBXO40,FBXO5,FBXO9,FBXW5,FBXW8,FYN,G2E3,GPS2,HECTD3,HERC6,HSPA5,ITSN1,IVNS1ABP,JADE2,KBTBD8,KCMF1,KDM1A,KEAP1,KLHL13,KLHL15,KLHL17,KLHL21,KLHL24,KLHL3,KLHL42,KLHL9,LIMK1,LONRF3,LRRK2,MARCHF2,MARCHF3,MARCHF8,MASTL,MDM2,MIB1,MIB2,MKRN1,MTBP,MUL1,NEDD4L,NEURL1,NEURL2,NEURL4,NFE2L2,NMI,OBI1,OGT,OTUB2,PARK7,PELI3,PINK1,PJA1,PLAA,PLK1,RFWD3,RNF123,RNF14,RNF144A,RNF144B,RNF149,RNF150,RNF157,RNF165,RNF19B,RNF2,RNF217,RNF38,RYBP,SH3RF2,SKP2,SMURF1,SPHK1,SPRY2,SPSB2,SQSTM1,STUB1,TGFBR1,TRAF3,TRAF3IP2,TRAF5,TRAIP,TRIM36,TRIM55,TRIM59,TRIM63,TRIM72,TSPO,TTC3,UBA6,UBA7,UBD,UBE2C,UBE2D4,UBE2Z,UBE3D,UBR2,UBR3,UBR7,UBXN1,UHRF1,VCP,VHL,WDR48,WSB2,WWP1,WWTR1


			GO:BP			negative regulation of actin filament depolymerization			GO:0030835			0.0150786671			15			AVIL,CAPG,CAPZA1,CAPZA2,CRACD,EPS8,LMOD2,PLEKHH2,SPTAN1,SPTB,SVIL,SWAP70,TMOD4,TWF1,TWF2


			GO:BP			regulation of dendrite morphogenesis			GO:0048814			0.0150786671			15			ADGRB3,BHLHB9,CAPRIN2,CUL7,CUX2,DPYSL5,FBXW8,LRP8,NEDD4L,NFATC4,OBSL1,PPP3CA,PTPRD,SIPA1L1,STK11


			GO:BP			regulation of vascular associated smooth muscle cell proliferation			GO:1904705			0.0150786671			15			CALCRL,CNN1,DNMT1,FGF9,GJA1,IGFBP5,MEF2C,MEF2D,MFN2,MMP2,NDRG2,NR4A3,PDCD4,TGFB3,TPM1


			GO:BP			regulation of focal adhesion assembly			GO:0051893			0.0150786671			15			ABL1,APOD,COL16A1,CORO1C,DLC1,DUSP3,EPHA3,KDR,MACF1,PHLDB2,PPM1F,PTPRA,PTPRJ,RCC2,TEK


			GO:BP			appendage development			GO:0048736			0.0151253751			43			ALDH1A2,BBS7,BMP7,COL2A1,CPLANE1,CPLANE2,CRABP2,EXT1,FBN2,FGF9,FREM2,GLI2,GLI3,GPC3,IFT140,IFT80,INTU,ITGA6,ITGB4,LNPK,LRP4,MAP3K20,MEOX2,MKS1,MYCN,NOTCH2,PCSK5,PKDCC,PLXNA2,RECK,RNF165,SFRP2,SIK3,SLC39A1,SOX11,SOX9,TMEM107,TMEM231,TP63,TULP3,WDR19,ZBTB16,ZIC3


			GO:BP			limb development			GO:0060173			0.0151253751			43			ALDH1A2,BBS7,BMP7,COL2A1,CPLANE1,CPLANE2,CRABP2,EXT1,FBN2,FGF9,FREM2,GLI2,GLI3,GPC3,IFT140,IFT80,INTU,ITGA6,ITGB4,LNPK,LRP4,MAP3K20,MEOX2,MKS1,MYCN,NOTCH2,PCSK5,PKDCC,PLXNA2,RECK,RNF165,SFRP2,SIK3,SLC39A1,SOX11,SOX9,TMEM107,TMEM231,TP63,TULP3,WDR19,ZBTB16,ZIC3


			GO:BP			positive regulation of purine nucleotide metabolic process			GO:1900544			0.01517659			11			APP,GPD1,GUCA1B,INSR,MLXIPL,NOS1,NOS3,PPARA,PPARGC1A,VCP,ZBTB20


			GO:BP			cellular response to alkaloid			GO:0071312			0.01517659			11			BLM,CASP6,CASQ2,EHMT2,PPP1R1B,RAD51,RYR2,SELENON,SLC1A3,SPIDR,TMEM38A


			GO:BP			placenta blood vessel development			GO:0060674			0.01517659			11			CCN1,FBXW8,HEY2,HS6ST1,JUNB,NOTCH2,PKD2,RBM15,RBPJ,VASH1,VASH2


			GO:BP			positive regulation of nucleotide metabolic process			GO:0045981			0.01517659			11			APP,GPD1,GUCA1B,INSR,MLXIPL,NOS1,NOS3,PPARA,PPARGC1A,VCP,ZBTB20


			GO:BP			endoplasmic reticulum organization			GO:0007029			0.0152077822			25			ATL2,ATL3,CACNA1S,CASQ1,CAV2,CCDC47,EMC2,EMC3,EMC7,GRAMD2A,LNPK,LOC100627175,LPCAT3,LRRK2,RAB10,REEP1,REEP4,RETREG1,SEC31B,SEC61A1,SHTN1,TMEM38A,TRAM1,VAPB,ZFYVE27


			GO:BP			ATP generation from ADP			GO:0006757			0.0152077822			25			ACAT1,ALDOC,APP,ENO3,GAPDH,GPAT4,GPD1,GPI,HK1,HK2,IER3,INSR,MLXIPL,OGT,PFKM,PGAM2,PGK1,PKM,PPARA,PRKAG3,TIGAR,TPI1,TREX1,ZBTB20,ZBTB7A


			GO:BP			B cell activation involved in immune response			GO:0002312			0.0153670999			24			ABL1,BCL3,BCL6,CD40LG,DLL1,HMCES,ITM2A,LFNG,MFNG,MSH2,MSH6,NOTCH2,NSD2,PARP3,PLCG2,PLCL2,PTK2B,PTPRC,RIF1,SPI1,SWAP70,TFRC,TRAPPC13,UNG


			GO:BP			negative regulation of monoatomic ion transport			GO:0043271			0.0153670999			24			ACTN2,BEST3,BIN1,CALM1,CASQ2,CRBN,EPHB2,GABRE,GNB5,ISCU,NEDD4L,NOS3,PACSIN3,PCSK9,PKD2,PPIF,PTK2B,PXK,REM1,SERPINE2,SRI,STC1,TLR9,WNK3


			GO:BP			roof of mouth development			GO:0060021			0.0153670999			24			BBS7,COL2A1,CPLANE1,CSRNP1,DHRS3,EPHB2,EPHB3,FZD2,GDF11,GLI3,INTU,ITGB6,MEOX2,MSC,NANS,PDGFRA,PKDCC,SGPL1,SMAD2,SOX11,TGFBR1,TGFBR2,TMEM107,WFIKKN2


			GO:BP			positive regulation of proteasomal ubiquitin-dependent protein catabolic process			GO:0032436			0.0153670999			24			ANKIB1,ARIH2,BBS7,BCAP31,CLU,DAB2,DDRGK1,DNAJB2,DVL1,FBXW8,ITSN1,LRRK2,MDM2,PLK1,PLK3,RAD23A,RNF14,RNF144A,RNF217,SH3RF2,SIRT2,STUB1,VCP,ZYG11B


			GO:BP			neural tube development			GO:0021915			0.0155066826			40			ABL1,ADM,ALDH1A2,APAF1,BMP7,CC2D2A,CPLANE2,CTHRC1,DCHS1,DVL1,FZD2,GLI2,GLI3,GPR161,IFT140,IFT57,INTU,KIF20B,LIAS,LUZP1,MIB1,MKS1,MTHFD1L,MTHFR,NUP133,PKD2,PLXNA2,PTK7,RGMA,SALL2,SFRP2,SHROOM3,SMO,SOX11,STK3,TEAD2,TGFB1,TMEM107,TULP3,WDR19


			GO:BP			skeletal muscle contraction			GO:0003009			0.0157936673			13			ATP2A1,CASQ1,CHRNA1,HOMER1,LOC110255887,MYH14,MYH3,RCSD1,SCN4A,SLC8A3,STAC3,TCAP,TNNC2


			GO:BP			positive regulation of intracellular protein transport			GO:0090316			0.0157936673			30			AKT2,BAG3,BCAP31,CDK5R1,CEP131,CIB1,EFCAB7,ERBB2,FYN,GLI3,HCLS1,HSPA1L,KCNB1,KIF20B,LOC100519808,MAPK14,MAVS,NANS,PDCD5,PIK3R2,PLK3,PPM1A,PRKCD,PRKD1,PRR5L,RAB29,RAPGEF3,SMO,TCF7L2,TOMM7


			GO:BP			negative regulation of lipid localization			GO:1905953			0.0157936673			13			ABHD5,AKT2,CRY2,EGF,ITGAV,NFKBIA,NR1H2,OSBPL8,PCSK9,PNPLA2,PPARA,SREBF2,TTC39B


			GO:BP			response to steroid hormone			GO:0048545			0.0158396337			42			ACSBG1,ATP1A2,BMP7,BRCA1,CALCOCO1,CALR,CASP9,CRY2,CYP7B1,DAB2,DDRGK1,ESR1,ESRRA,ESRRG,FBXO32,FIBIN,GOT1,KLF9,MSTN,NCOA2,NPC1,PARK7,PER1,PHB2,PPARA,PPARGC1B,PTGES3,REST,RNF14,RXRG,SAFB2,SGK1,SKP2,SLIT2,SLIT3,SRC,TFPI,TGFB2,TGFB3,TP63,ZBTB7A,ZMIZ1


			GO:BP			cellular response to external stimulus			GO:0071496			0.0159297074			59			ANKRD1,ASNS,ATF3,ATF4,BAG3,BNIP3,CEP192,CHEK1,CRADD,DCTPP1,DEPDC5,EHMT2,EIF4G1,FAS,FES,FNIP1,FOS,FOXA3,FOXO1,GABARAPL2,HSPA5,ITGA4,LRRK2,MAP1LC3A,MAP1LC3B,MAP3K14,MAP3K2,MFSD2A,MN1,MYH13,NFE2L2,NUDT15,PCSK9,PDK2,PDK4,POSTN,PPARA,PRKAB2,PRKAG1,PRKAG3,PRKD1,PTPRC,RIPOR2,RRAGD,SESN1,SESN2,SFRP2,SH3GLB1,SLC38A3,SOX9,SREBF2,STK26,TFEB,TTC5,USF2,VCAM1,WDR45,WIPI1,WRN


			GO:BP			ear development			GO:0043583			0.0161555969			50			BCR,BMPER,CHRNA10,COL11A1,COL2A1,CTHRC1,DCHS1,DLL1,DVL1,EDNRA,EPHA4,EPHB2,FGF9,FREM2,FZD2,GATA2,GATA3,GLI2,GLI3,GSDME,HEY2,IFT27,IFT88,KCNQ4,LRIG3,MAPKAPK2,MCM2,MKS1,MYCN,MYO7A,NANS,PLPPR4,PRELID2,PTK7,RBPJ,RIPOR2,SLC4A7,SLITRK6,SOX9,SPRY2,STOX1,TCAP,TSKU,TTC39C,TTC8,USH1C,WDR19,WHRN,ZEB1,ZIC3


			GO:BP			peptidyl-serine phosphorylation			GO:0018105			0.0162066287			68			AKT2,APP,ARAF,ATM,ATP2B4,ATR,BDKRB2,CAB39,CAMKV,CD44,CDK1,CDK5R1,CLSPN,CSF3,CSNK1G3,DCLK3,DOCK7,EIF4G1,FNIP1,FOXO1,GRK2,HCLS1,HGF,HIPK4,HRC,INPP5J,LMTK2,LRRK2,MAP2K2,MAP3K10,MAP3K13,MAP4K1,MAPK14,MAPKAPK2,MASTL,MLXIPL,NEK6,NOS1,NTF4,NTRK3,PAQR3,PARK7,PBK,PINK1,PLK1,PPM1F,PRKCD,PRKCH,PRKCI,PRKCZ,PRKD1,RAF1,RAPGEF3,ROCK2,RPS6KA1,RPS6KA3,SFRP2,SPRY2,STOX1,TFRC,TGFBR1,TGFBR2,TLK1,TTK,ULK1,ULK3,VRK1,VRK3


			GO:BP			regulation of cell-substrate junction organization			GO:0150116			0.0162066287			16			ABL1,APOD,COL16A1,CORO1C,DLC1,DUSP3,EPHA3,KDR,MACF1,MAPRE2,PHLDB2,PPM1F,PTPRA,PTPRJ,RCC2,TEK


			GO:BP			negative regulation of chemotaxis			GO:0050922			0.0162066287			16			ANGPT2,CCN3,CORO1B,DPP4,DUSP1,DUSP3,PLXNA3,ROBO1,SEMA3E,SEMA3G,SEMA4F,SEMA5B,SEMA6A,SEMA6C,SEMA7A,SLIT2


			GO:BP			columnar/cuboidal epithelial cell development			GO:0002066			0.0162066287			16			BMP5,BMP6,CDH2,DLL1,GATA2,GDF11,GPAT4,HOXA5,IL6ST,PRDM1,RHEB,ROS1,SMO,SRC,TGFB1,TIGAR


			GO:BP			reproductive system development			GO:0061458			0.0162104808			57			ACE,ADGRG1,ATM,BMP6,BMP7,BRCA2,BRIP1,C3,CYP7B1,DHCR24,DNAJC19,EAF2,EIF2B4,EIF2S2,ESR1,FANCA,FGF9,FST,GATA3,GDF9,GLI2,KDR,KIF20A,KIT,LFNG,LGR4,MSH2,MSH4,NOS3,NUP107,PATZ1,PCYT1B,PDGFRA,PLAG1,PLEKHA5,PTX3,SAFB2,SERPINE2,SFRP2,SGPL1,SLIT2,SLIT3,SOX9,SRC,STAT5B,STK11,SULF1,TGFBR1,TNC,TP63,TYRO3,UMODL1,WDR19,WDR48,WDR77,YBX3,ZFPM2


			GO:BP			nucleoside bisphosphate metabolic process			GO:0033865			0.0162318817			29			ACACA,ACAT1,ACOT7,ACOT8,ACSL1,ACSL4,ACSM4,ACSM5,ACSS1,ACSS2,DCAKD,DLAT,DLD,DLST,GPAT4,HMGCR,MMUT,MVK,OGDH,OXSM,PANK3,PANK4,PDHA1,PDHB,PDHX,PDK2,PDK4,PTDSS1,SUCLG2


			GO:BP			ribonucleoside bisphosphate metabolic process			GO:0033875			0.0162318817			29			ACACA,ACAT1,ACOT7,ACOT8,ACSL1,ACSL4,ACSM4,ACSM5,ACSS1,ACSS2,DCAKD,DLAT,DLD,DLST,GPAT4,HMGCR,MMUT,MVK,OGDH,OXSM,PANK3,PANK4,PDHA1,PDHB,PDHX,PDK2,PDK4,PTDSS1,SUCLG2


			GO:BP			purine nucleoside bisphosphate metabolic process			GO:0034032			0.0162318817			29			ACACA,ACAT1,ACOT7,ACOT8,ACSL1,ACSL4,ACSM4,ACSM5,ACSS1,ACSS2,DCAKD,DLAT,DLD,DLST,GPAT4,HMGCR,MMUT,MVK,OGDH,OXSM,PANK3,PANK4,PDHA1,PDHB,PDHX,PDK2,PDK4,PTDSS1,SUCLG2


			GO:BP			monoatomic ion transport			GO:0006811			0.0163158568			221			ABCB6,ABCC4,ABCC5,ABL1,ACTN2,AFG3L2,AKAP6,ANO1,ANO10,ANO2,ANO5,ARHGAP1,ASIC3,ATP1A2,ATP1B1,ATP1B3,ATP2A1,ATP2A3,ATP2B2,ATP2B3,ATP2B4,ATP5F1A,ATP5F1B,ATP5MC1,ATP5MC3,ATP5PO,ATP6,ATP7A,BEST1,BEST3,BIN1,CACHD1,CACNA1D,CACNA1G,CACNA1S,CACNB1,CACNG1,CACNG6,CACNG7,CALCRL,CALM1,CAPN3,CASK,CASQ1,CASQ2,CATSPER4,CCL19,CHRNA1,CHRNA10,CHRNA3,CHRND,CHRNE,CLCA1,CLCN4,CLCN5,CLDN10,CNTN1,COX1,COX17,COX3,CRBN,DDX23,DHRS7C,DIAPH1,EDNRA,EGF,EPHB2,ERO1A,FLVCR2,FXYD1,FXYD2,FXYD6,FYN,GABRE,GJA1,GNB5,GRAMD2A,GRIA4,GRID2,GRIK2,GRIN2D,GRIN3A,HEPH,HOMER1,HOMER2,HOMER3,HRC,IL16,ISCU,ITGAV,ITGB1,ITPR3,KCNA7,KCNAB2,KCNB1,KCNC1,KCNC4,KCND2,KCNG2,KCNIP2,KCNK1,KCNN1,KCNN2,KCNQ4,KCNQ5,KCNT2,KLHL24,KLHL3,LETM1,LGALS3,LMTK2,LOC100515171,LOC100519808,LOC100620627,LOC100627175,LRRC8E,LYN,MCOLN1,MRS2,NDUFS7,NEDD4L,NNT,NOS3,P2RX5,P2RY1,PACSIN3,PARK7,PCSK9,PDE4B,PDZK1,PER1,PHB2,PKD2,PLCG2,PPIF,PPP3CA,PRKD1,PTK2B,PTPRC,PXK,RAMP1,REM1,RNF207,RYR2,SCN1B,SCN2B,SCN3B,SCN4A,SCN4B,SCN5A,SCN7A,SCNN1A,SEC61A1,SELENON,SERPINE2,SFXN1,SFXN5,SLC12A9,SLC15A2,SLC1A3,SLC1A6,SLC24A1,SLC24A5,SLC25A22,SLC25A25,SLC25A4,SLC26A6,SLC29A4,SLC30A2,SLC30A7,SLC35G1,SLC39A1,SLC39A2,SLC39A7,SLC39A9,SLC41A1,SLC41A2,SLC41A3,SLC46A1,SLC4A3,SLC4A7,SLC5A6,SLC6A1,SLC6A13,SLC8A3,SLC9A2,SLC9A7,SLCO1A2,SLCO2B1,SLCO5A1,SLN,SMDT1,SPG11,SRI,STAC3,STC1,STEAP3,STEAP4,STIM1,STIM2,TCIRG1,TFRC,TGFB1,TLR9,TMC7,TMEM120A,TMEM38A,TPCN2,TRDN,TRPC1,TTYH2,TTYH3,TUSC3,UBASH3B,UCP2,UCP3,VDAC1,VDAC2,VDAC3,VMP1,WNK3


			GO:BP			optic nerve development			GO:0021554			0.0163292955			6			EPHB2,EXT1,GLI3,NAV2,TCIRG1,TMEM126A


			GO:BP			regulation of lamellipodium morphogenesis			GO:2000392			0.0163292955			6			CD44,CORO1B,CORO1C,ENPP2,PDPN,SRC


			GO:BP			cellular response to hydroxyurea			GO:0072711			0.0163292955			6			BLM,DDI1,RAD51,SPIDR,TIMELESS,TREX1


			GO:BP			antigen processing and presentation of endogenous peptide antigen via MHC class I			GO:0019885			0.0163292955			6			ERAP1,ERAP2,IDE,TAP1,TAP2,TAPBP


			GO:BP			cell activation			GO:0001775			0.0163773872			173			ABL1,ADAM8,ADORA2A,ADRA2A,ADRA2C,AHR,ANO2,APOE,APP,ATM,BCL3,BCL6,BCR,BID,BLOC1S4,BMPER,CAPN3,CBLB,CCL19,CCR9,CD151,CD2,CD200,CD276,CD40LG,CD44,CD48,CD80,CD8A,CD9,CEBPG,CLU,CMTM7,CTSC,DHPS,DLG5,DLL1,DNAJA3,DOCK8,DPP4,DROSHA,DUSP10,DUSP3,EFNB3,EGR1,EGR3,ELF4,EMILIN1,EMILIN2,ENTPD7,EPHB2,ERBB2,EZH2,FANCA,FANCD2,FCHO1,FER,FERMT3,FES,FLOT2,FN1,FNIP1,FOXJ1,FUNDC2,FYN,FZD9,GATA3,GLI3,GPS2,HHLA2,HMCES,ICMT,IFI35,IL15,IL18,IL2RB,IL4I1,IL6ST,ITGAL,ITGB6,ITM2A,KIT,KPNA1,LCK,LEPR,LFNG,LGALS3,LGALS9,LMBR1L,LMO1,LOC100523213,LRFN5,LYN,MAPK8IP1,MDK,MFNG,MMP14,MSH2,MSH6,NFIL3,NFKBIZ,NHEJ1,NMI,NOTCH2,NSD2,P2RY1,PARP3,PATZ1,PDGFA,PDGFRA,PDPN,PHB2,PLA2G4A,PLCB1,PLCG2,PLCL2,PPP3CA,PPP3CB,PRDM1,PRKAR1A,PRKCD,PRKCQ,PRKCZ,PTK2B,PTPRC,RAB29,RAC2,RBPJ,RGCC,RIF1,RORA,RPS6KA1,SERPINE2,SHPK,SLC39A7,SMO,SOX11,SPHK1,SPI1,SRF,STAT5B,STK11,STXBP1,SWAP70,TAPBPL,TCIRG1,TFRC,TGFB1,TGFBR2,TLR9,TMEM98,TNFRSF1B,TNFRSF21,TOP2B,TOX,TPD52,TRAF3IP2,TRAPPC13,TREX1,TYRO3,UBASH3B,UBD,ULK3,UNC13D,UNG,VAMP8,VCAM1,ZBTB1,ZBTB16,ZBTB7A,ZBTB7B,ZEB1,ZMIZ1


			GO:BP			cellular response to peptide			GO:1901653			0.0163876226			55			ACTN2,AGTR2,AKT2,APP,ARHGEF2,CACNB1,CAMK2A,CAV2,ECHDC3,EDNRA,EPHA4,FER,FOXO1,FYN,GHR,GKAP1,GOT1,GPR173,GRB10,INSR,IRS3,ITGA4,KAT2B,LOC100511937,LPIN1,LPIN3,MDM2,MSTN,NGFR,NR4A3,OGT,PCSK9,PDK2,PDK4,PIK3R2,PIP4K2A,PIP4K2C,PRKCD,PRKCI,PRKCQ,PRKCZ,PTPRA,RAB10,RAP1GDS1,SHC1,SLC27A1,SRC,STAT5B,TIMELESS,TRIM72,UMODL1,VCAM1,VIM,WDTC1,ZBTB7B


			GO:BP			response to hypoxia			GO:0001666			0.0165392252			41			ADAM8,AJUBA,ALAS2,BNIP3,BNIP3L,CHCHD2,CIAO3,DPP4,EDNRA,EGLN1,EGR1,EPAS1,EPHA4,FAM162A,HIF3A,KLHL17,MDM2,MMP2,NFE2L2,NOS1,PGK1,PINK1,PLAT,PLK3,PLOD1,PLOD2,RBPJ,RGCC,RORA,SIRT2,SLC8A3,SRF,STOX1,TGFB2,TGFB3,TIGAR,UCP2,USP19,VASN,VHL,WDR83


			GO:BP			regulation of response to reactive oxygen species			GO:1901031			0.0168044179			10			GPR37,HGF,LRRK2,MET,NFE2L2,PARK7,PINK1,SESN1,SESN2,STK26


			GO:BP			positive regulation of peptidyl-threonine phosphorylation			GO:0010800			0.0168044179			10			APP,BMP7,CAB39,CHI3L1,EGF,PLK1,S1PR2,SPHK1,STOX1,WNK3


			GO:BP			cerebral cortex radial glia-guided migration			GO:0021801			0.0168044179			10			ADGRG1,CDK5R1,DCX,GLI3,LAMB1,LRP8,SRGAP2,SUN2,WDR47,ZMIZ1


			GO:BP			telencephalon glial cell migration			GO:0022030			0.0168044179			10			ADGRG1,CDK5R1,DCX,GLI3,LAMB1,LRP8,SRGAP2,SUN2,WDR47,ZMIZ1


			GO:BP			regulation of establishment or maintenance of cell polarity			GO:0032878			0.0168044179			10			ABL1,DOCK8,FLOT2,GATA3,KIF20B,PLEKHG3,PTK2B,RIPOR2,SHTN1,TEK


			GO:BP			regulation of endothelial cell proliferation			GO:0001936			0.0168582403			32			ALDH1A2,APOE,ATOH8,ATP5F1A,ATP5IF1,BMP6,CAV2,EGF,EGFL7,EGR3,F3,FGFR1,FLT1,GATA2,ITGA4,KDR,MDK,MEF2C,MMRN2,NF1,NGFR,PLXNB3,PRKD1,RGCC,SPARC,STAT1,SULF1,TGFBR1,THBS4,TNMD,VASH1,VASH2


			GO:BP			filopodium assembly			GO:0046847			0.0170070708			17			EZR,FGD1,FMR1,FNBP1L,FSCN1,FXR1,FXR2,ITGB4,MYO10,NEURL1,PRKCD,RIPOR2,S1PR2,SPEF1,SRF,SRGAP2,TGFBR1


			GO:BP			regulation of actin filament depolymerization			GO:0030834			0.0170070708			17			ACTN2,AVIL,CAPG,CAPZA1,CAPZA2,CRACD,DSTN,EPS8,LMOD2,PLEKHH2,SPTAN1,SPTB,SVIL,SWAP70,TMOD4,TWF1,TWF2


			GO:BP			protein localization to microtubule cytoskeleton			GO:0072698			0.0170070708			17			ABHD17C,ABL1,CCDC14,CEP131,DIAPH1,DVL1,FAM83D,GOLGB1,KIAA0753,KIF20B,MAPRE1,MID1,NSFL1C,NUDCD3,SPAG5,STIL,TTK


			GO:BP			proteoglycan metabolic process			GO:0006029			0.0175501752			26			ADAMTS12,ADAMTS7,BGN,CHPF,CHST3,CHSY1,COL11A1,COL2A1,DCN,DSE,EXT1,EXT2,GLCE,GUSB,HS2ST1,HS6ST1,HS6ST2,PSAP,PXYLP1,SGSH,SLC2A10,SULF1,SULF2,TCF7L2,UGDH,XYLT2


			GO:BP			response to topologically incorrect protein			GO:0035966			0.0175501752			31			ATF3,ATF4,ATXN3,AUP1,BAG3,CLU,COPS5,CREB3L1,CREB3L2,CREBRF,CUL3,DDRGK1,DNAJB5,DNAJC18,ERMP1,ERO1A,HSF1,HSPA13,HSPA5,HSPA9,HSPB8,KLHL15,NFE2L2,OPTN,PARP16,STUB1,TMTC4,TRAM1,UGGT1,VAPB,VCP


			GO:BP			regulation of intracellular protein transport			GO:0033157			0.0177046862			42			AKT2,APOD,ARHGAP44,ATP5IF1,BAG3,BARD1,BCAP31,BNIP3L,CDK5R1,CEP131,CIB1,EFCAB7,ERBB2,FYN,GLI3,GRIPAP1,HCLS1,HSPA1L,KCNB1,KIF20B,LOC100519808,LRRK2,MAPK14,MAVS,NANS,PARK7,PDCD5,PIK3R2,PINK1,PKIG,PLK3,PPM1A,PRKCD,PRKD1,PRR5L,RAB29,RAPGEF3,SMO,TCF7L2,TGFB1,TOMM7,XPO1


			GO:BP			regulation of release of sequestered calcium ion into cytosol			GO:0051279			0.0177420788			18			ABL1,CALM1,CAPN3,CASQ1,CASQ2,DHRS7C,DIAPH1,HRC,LYN,PKD2,PRKD1,PTK2B,SELENON,SRI,TMEM38A,TRDN,TRPC1,UBASH3B


			GO:BP			hippocampus development			GO:0021766			0.0177420788			18			ATAT1,CDK5R1,DCX,GLI3,KIF14,LRP8,MDK,MFSD2A,MKKS,OGDH,PLXNA3,PTPRS,SMO,SRF,TSKU,UBA6,UQCRQ,ZIC3


			GO:BP			blood coagulation			GO:0007596			0.0177529996			37			ADRA2A,ADRA2C,ANO2,ANXA2,APOE,BLOC1S4,CD40LG,CD9,DTNBP1,EMILIN2,EPHB2,F3,F8,FBLN1,FERMT3,FN1,FUNDC2,HABP2,LNPK,LYN,NFE2L2,P2RY1,PDGFA,PDGFRA,PDPN,PLA2G4A,PRKCD,PRKCQ,PROS1,PRSS56,SERPINE1,SERPINE2,SRF,STXBP1,TFPI,TYRO3,UBASH3B


			GO:BP			vascular process in circulatory system			GO:0003018			0.0177529996			37			ABCC1,ACTA2,ADCY6,ADM,ADRA1D,ADRA2A,ADRA2C,AGT,AGTR2,APOE,ARHGAP42,ATP1A2,BCR,BDKRB2,BMP6,COX1,CPS1,DOCK5,EDN3,EDNRA,EXT1,FLT1,GCLC,HRH1,MFSD2A,MKKS,NOS1,NOS3,PDE3A,PTPRJ,SLC27A1,SLC5A6,SLIT2,SMTNL2,TJP2,TRPC1,VSTM4


			GO:BP			regulation of intracellular transport			GO:0032386			0.0179674493			60			ACTN2,AKT2,ANXA2,APOD,ARHGAP1,ARHGAP44,ATP5IF1,BAG3,BARD1,BCAP31,BNIP3L,BVES,CDK5R1,CEP131,CIB1,DAB2,EFCAB7,ERBB2,EZR,FYN,GLI3,GRIPAP1,HCLS1,HSPA1L,IER3,INPP5F,KCNB1,KHDRBS1,KIF20B,LOC100519808,LRRK2,MAP1B,MAPK14,MAVS,MX2,MYLK2,NANS,PARK7,PCSK9,PDCD5,PIK3R2,PINK1,PKIG,PLK3,PPM1A,PRKCD,PRKD1,PRR5L,RAB29,RAPGEF3,SMO,SPAG5,SRC,STK11,TCF7L2,TGFB1,TMEM53,TOMM7,TTC21B,XPO1


			GO:BP			selective autophagy			GO:0061912			0.0182016924			24			ARFIP2,ATG4D,AUP1,BAG3,CALCOCO2,DDRGK1,HSPB8,MFN2,OGT,OPTN,PHB2,PINK1,RAB7A,RB1CC1,RETREG1,SESN2,SLC25A4,SPTLC1,SQSTM1,STING1,STK3,TIGAR,TOMM7,WDFY3


			GO:BP			cellular extravasation			GO:0045123			0.0182016924			19			ADAM8,BCR,CHST2,EXT1,FER,GCNT1,IL1R1,ITGA4,ITGAL,ITGB1,ITGB7,JAM3,LYVE1,MDK,PLCB1,PODXL2,RIPOR2,TRIM55,VCAM1


			GO:BP			regulation of cilium assembly			GO:1902017			0.0182016924			19			CCDC88A,CCP110,CENPJ,CNTROB,CROCC,DYNLL1,DZIP1,IFT140,IFT88,KIF24,MAK,MNS1,MPHOSPH9,ODF2,RABEP2,SEPTIN9,TAPT1,TESK1,VDAC3


			GO:BP			semi-lunar valve development			GO:1905314			0.0182685248			12			EFNA1,EMILIN1,GATA3,GJA5,HEY2,NOS3,NOTCH2,RBPJ,SLIT3,SOX9,TGFB1,TNFRSF1B


			GO:BP			glutamine family amino acid biosynthetic process			GO:0009084			0.0183213842			9			ALDH18A1,ASL,ASS1,CDS1,CYP1A1,GLUL,NOXRED1,OAT,PYCR2


			GO:BP			inflammatory response			GO:0006954			0.0183213842			112			ABI3BP,ACVR1,ADAM8,ADAMTS12,ADORA2A,AFAP1L2,AGTR2,AKNA,APOD,APOE,APP,BCL6,BCR,BMP6,BST1,C1QTNF3,C3,C4A,CCL19,CCL5,CCN3,CCN4,CD14,CD200,CD40LG,CD44,CHI3L1,CLU,CTSC,CUL3,CX3CR1,CXCR6,DROSHA,DUSP10,ESR1,EXT1,F3,FANCA,FANCD2,FN1,FNDC4,GATA3,GGT5,GPS2,HGF,IER3,IFI35,IL16,IL17B,IL18,IL1R1,IL4R,IRAK2,ITGB1,ITGB6,ITIH4,JAM3,KIT,LIAS,LPCAT3,LRFN5,LYN,MAPK14,MAPKAPK2,MDK,METRNL,MVK,NFE2L2,NFKBIA,NFKBIB,NFKBIZ,NMI,NOTCH2,NR1D2,NT5E,PARK7,PBK,PDCD4,PLAA,PLCG2,PPARA,PRCP,PTN,PXK,RBPJ,RORA,S1PR3,SEMA7A,SERPINE1,SHPK,SMO,SMPDL3B,SPHK1,STAT5B,STING1,TCIRG1,TGFB1,TIMP1,TLR5,TLR9,TNC,TNFRSF11A,TNFRSF1B,TNIP1,TRAF3IP2,TREX1,TRIM55,TYRO3,UNC13D,USP18,VAMP8,WDR83


			GO:BP			regulation of collagen metabolic process			GO:0010712			0.0183213842			9			CREB3L1,EMILIN1,FAP,ITGB1,RGCC,SUCO,TGFB1,TGFB3,VIM


			GO:BP			regulation of establishment of cell polarity			GO:2000114			0.0183213842			9			ABL1,DOCK8,FLOT2,GATA3,KIF20B,PLEKHG3,PTK2B,RIPOR2,SHTN1


			GO:BP			regulation of blood vessel endothelial cell migration			GO:0043535			0.0183760385			23			ABL1,ANGPT2,APOE,ATP2B4,ATP5F1A,CIB1,CSNK2B,EFNA1,FGF18,FGFR1,GATA2,KDR,KLF4,MEF2C,MEOX2,MMRN2,NF1,NOS3,PRCP,PRKD1,RGCC,SRPX2,VASH1


			GO:BP			response to extracellular stimulus			GO:0009991			0.0184973964			67			ACADM,APOE,ASL,ASNS,ATF3,ATF4,BCAS3,BCKDHB,CEP192,DCTPP1,DEPDC5,EHMT2,EIF4G1,FAS,FES,FNIP1,FOS,FOXA3,FOXO1,GABARAPL2,HSPA5,ITGA4,LRP11,LRRK2,MAP1LC3A,MAP1LC3B,MAPK14,MFSD2A,MKKS,MN1,MYH13,NFE2L2,NOCT,NUCB2,NUDT15,OMA1,PCSK9,PDK2,PDK4,POSTN,PPARA,PPARGC1A,PRKAB2,PRKAG1,PRKAG3,PRKD1,PTPRC,RBP1,RRAGD,SESN1,SESN2,SFRP2,SH3GLB1,SIRT2,SLC25A25,SLC38A3,SPP1,SREBF2,STK26,TFEB,TTC5,ULK1,USF2,VCAM1,WDR45,WIPI1,WRN


			GO:BP			protein localization to cilium			GO:0061512			0.0184973964			21			CC2D2A,CCDC88A,CPLANE1,CROCC,DZIP1,EFCAB7,GGA1,IFT122,IFT140,IFT80,LZTFL1,NPHP4,ODAD4,TMEM107,TTC21B,TTC26,TUB,TULP3,WDR19,WDR35,ZNF423


			GO:BP			positive regulation of protein localization to nucleus			GO:1900182			0.0184973964			22			BAG3,CDK1,EFCAB7,FYN,GLI3,HCLS1,MAPK14,MAVS,NGFR,PARK7,PARP9,PIK3R2,PRKCD,PRKD1,SESN2,SMO,SRC,STK11,TESK1,TFRC,TGFB1,WWTR1


			GO:BP			chromosome organization involved in meiotic cell cycle			GO:0070192			0.0184973964			21			ATM,BRIP1,BUB1,CCNE2,EHMT2,FANCD2,MASTL,MEIOB,MND1,MRE11,MSH4,NCAPD2,NCAPD3,NCAPH,NDC1,PSMC3IP,RAD51,SGO1,SGO2,SMC2,SMC4


			GO:BP			response to decreased oxygen levels			GO:0036293			0.0185009696			41			ADAM8,AJUBA,ALAS2,BNIP3,BNIP3L,CHCHD2,CIAO3,DPP4,EDNRA,EGLN1,EGR1,EPAS1,EPHA4,FAM162A,HIF3A,KLHL17,MDM2,MMP2,NFE2L2,NOS1,PGK1,PINK1,PLAT,PLK3,PLOD1,PLOD2,RBPJ,RGCC,RORA,SIRT2,SLC8A3,SRF,STOX1,TGFB2,TGFB3,TIGAR,UCP2,USP19,VASN,VHL,WDR83


			GO:BP			reproductive structure development			GO:0048608			0.0186833821			56			ACE,ADGRG1,ATM,BMP6,BMP7,BRCA2,BRIP1,C3,CYP7B1,DHCR24,DNAJC19,EAF2,EIF2B4,EIF2S2,ESR1,FANCA,FGF9,FST,GATA3,GDF9,GLI2,KDR,KIF20A,KIT,LFNG,LGR4,MSH2,MSH4,NOS3,NUP107,PATZ1,PCYT1B,PDGFRA,PLAG1,PTX3,SAFB2,SERPINE2,SFRP2,SGPL1,SLIT2,SLIT3,SOX9,SRC,STAT5B,STK11,SULF1,TGFBR1,TNC,TP63,TYRO3,UMODL1,WDR19,WDR48,WDR77,YBX3,ZFPM2


			GO:BP			positive regulation of synaptic transmission			GO:0050806			0.0187160252			29			ABL1,ADORA2A,APOE,APP,BAIAP3,CACNG7,CLSTN2,CLSTN3,CNR1,DTNBP1,EPHA4,EPHB2,GRIK2,GRIN2D,IGSF11,ITPR3,NFATC4,PINK1,PTN,RASGRF2,RGS14,RIMS1,SERPINE2,SLC1A3,SLC24A1,SLC8A3,SQSTM1,SYT12,ZER1


			GO:BP			positive regulation of membrane protein ectodomain proteolysis			GO:0051044			0.0188014527			7			ADAM8,ADRA2A,APOE,NRDC,PACSIN3,RGMA,TNFRSF1B


			GO:BP			cellular response to fluid shear stress			GO:0071498			0.0188014527			7			ASS1,KLF4,LOC100737755,NFE2L2,PKD2,PTK2B,SRC


			GO:BP			positive regulation of glycoprotein biosynthetic process			GO:0010560			0.0188014527			7			IL15,PLCB1,PXYLP1,RAMP1,SLC2A10,SOAT1,TCF7L2


			GO:BP			smoothened signaling pathway involved in dorsal/ventral neural tube patterning			GO:0060831			0.0188014527			7			CPLANE2,GLI2,GLI3,GPR161,MKS1,TULP3,WDR19


			GO:BP			negative regulation of response to reactive oxygen species			GO:1901032			0.0188014527			7			GPR37,HGF,LRRK2,MET,NFE2L2,PARK7,PINK1


			GO:BP			negative regulation of hydrogen peroxide-induced cell death			GO:1903206			0.0188014527			7			GPR37,HGF,LRRK2,MET,NFE2L2,PARK7,PINK1


			GO:BP			positive regulation of GTPase activity			GO:0043547			0.0189483045			54			ABR,AKT2,APC2,ARHGAP42,ARHGEF10,ARHGEF19,ARHGEF26,ASAP2,ASAP3,BCR,CAV2,CCL19,CCL5,CHN2,CORO1C,DOCK7,DOCK8,ERBB2,EZH2,FOXJ1,FZD10,GARNL3,GNB5,ITGA6,ITGB1,MAPRE2,MMUT,MYO9A,NET1,NF1,NTRK3,RABGAP1L,RALGAPA2,RALGPS1,RALGPS2,RAP1GDS1,RAPGEF1,RAPGEF3,RAPGEFL1,RASGRF2,RASGRP2,RCC2,RGMA,RGS14,RGS7,RP2,SIPA1,SRGAP2,TAX1BP3,TBC1D1,TBC1D17,TBCK,TIAM1,USP6NL


			GO:BP			negative regulation of transferase activity			GO:0051348			0.0189483045			54			ABL1,AGT,AJUBA,AKT1S1,APOE,BMP7,BUB1B,CBL,CDC20,CEP85,CORO1C,DBNDD1,DTNBP1,DUSP1,DUSP10,DVL1,EIF4A2,EPHB2,FBXO5,GADD45B,HMGCR,KAT2B,LIMK1,LYN,MSTN,NCAPG2,PAQR3,PARK7,PARP3,PIP4K2A,PIP4K2C,PKIG,PLK1,POT1,PPM1F,PPP2R5A,PRDX3,PRKAR1A,PRKAR1B,PRKAR2A,PRKCD,PTPRB,PTPRC,PTPRJ,RGS14,RUBCN,SFRP2,SH3BP5,SLC8A3,SMPD1,SPRY2,SRC,UBASH3B,WWTR1


			GO:BP			cell-cell adhesion mediated by integrin			GO:0033631			0.0190751771			8			DPP4,FERMT3,ITGA4,ITGA5,ITGB1,PLPP3,PODXL,SWAP70


			GO:BP			negative regulation of lipid storage			GO:0010888			0.0190751771			8			ABHD5,ITGAV,NFKBIA,NR1H2,OSBPL8,PNPLA2,PPARA,TTC39B


			GO:BP			transport of virus			GO:0046794			0.0190751771			8			CAV2,CTSL,FMR1,JPT2,KPNA2,MX1,SIGLEC1,TPCN2


			GO:BP			vascular associated smooth muscle cell proliferation			GO:1990874			0.0190751771			15			CALCRL,CNN1,DNMT1,FGF9,GJA1,IGFBP5,MEF2C,MEF2D,MFN2,MMP2,NDRG2,NR4A3,PDCD4,TGFB3,TPM1


			GO:BP			regulation of attachment of spindle microtubules to kinetochore			GO:0051988			0.0190751771			8			AURKB,CCNB1,KAT2B,NEK2,RACGAP1,RCC2,SIRT2,SPAG5


			GO:BP			regulation of BMP signaling pathway			GO:0030510			0.0192164451			28			ABL1,BAMBI,BMPER,CCN1,CHRD,ENG,FBN1,FST,GPC3,HTRA1,HTRA3,KCP,KDR,NEO1,NOTCH2,PELO,PPM1A,RBPJ,RGMA,RNF165,SFRP2,SMAD2,SMURF1,SOX11,SPART,SULF1,TMEM53,ZNF423


			GO:BP			positive regulation of monoatomic ion transport			GO:0043270			0.0192594239			35			ABL1,ACTN2,AKAP6,ATP1B1,CACNA1D,CALM1,CAPN3,CASK,CASQ1,CNTN1,COX17,EDNRA,EPHB2,HOMER1,KCNIP2,LGALS3,LOC100519808,P2RY1,PDZK1,PKD2,PLCG2,RNF207,RYR2,SCN1B,SCN3B,SCN5A,SRI,STAC3,STC1,STIM1,STIM2,TRDN,TRPC1,VMP1,WNK3


			GO:BP			inner ear morphogenesis			GO:0042472			0.0198848917			27			BCR,CHRNA10,COL11A1,COL2A1,CTHRC1,DVL1,EPHB2,FGF9,FZD2,GATA2,GATA3,GLI2,KCNQ4,LRIG3,MYO7A,PRELID2,PTK7,RIPOR2,SLITRK6,SOX9,SPRY2,STOX1,TCAP,TTC39C,USH1C,WHRN,ZEB1


			GO:BP			regulation of transforming growth factor beta receptor signaling pathway			GO:0017015			0.020067859			31			ASPN,BAMBI,CAV2,CD109,DAB2,EMILIN1,ENG,FBN1,FBN2,HSPA5,HTRA1,HTRA3,IL17RD,LOX,LTBP1,PBLD,PPARA,PPM1A,RASL11B,SLC2A10,SMAD2,SMURF1,SOX11,SPRY2,STK11,STUB1,VASN,WFIKKN2,ZBTB7A,ZEB1,ZNF703


			GO:BP			regulation of muscle adaptation			GO:0043502			0.020384454			16			ATP2B4,FBXO32,GTF2IRD1,IGFBP5,LMCD1,LOC100620992,MEF2A,MYMK,NOS3,PDE9A,PI16,PPP3CA,PRKAG3,SELENON,TNFRSF1B,TWF1


			GO:BP			cellular detoxification			GO:1990748			0.0204802356			26			ABCB6,AKR1A1,ALDH1A1,APOE,APOM,CAT,GPX2,GSR,GSTM3,LOC110259958,LTC4S,MTARC2,NFE2L2,NOS3,NQO1,PARK7,PRDX3,PRDX6,PXDN,RDH11,RDH12,SESN1,SESN2,SOD3,TXNL1,TXNRD1


			GO:BP			regulation of cell-matrix adhesion			GO:0001952			0.0204802356			26			ABL1,ADAM15,APOD,BCL6,BST1,CASK,CIB1,COL16A1,CORO1C,DLC1,DUSP3,EPHA3,KDR,MACF1,MYF5,PHLDB2,PPM1F,PTK2B,PTPRA,PTPRJ,RCC2,RRAS,SEMA3E,SERPINE1,TEK,UTRN


			GO:BP			branching involved in blood vessel morphogenesis			GO:0001569			0.0208509534			13			ABL1,ACVR1,EDNRA,ENG,KDR,MDK,NFATC4,PLXND1,RBM15,SEMA3E,SFRP2,SRF,TGFBR2


			GO:BP			response to temperature stimulus			GO:0009266			0.0209195448			30			ACADM,ACADVL,ANO1,ASIC3,ATXN3,BAG3,CASQ1,DNAJA2,DNAJA3,FGF1,GCLC,GRIK2,HSF1,HSPB6,LDB3,LRP11,LXN,METRNL,NGFR,NOS1,NR2F6,PLIN1,PSIP1,SCN2B,SLC25A27,SLC27A1,UCP2,UCP3,VCP,WDR47


			GO:BP			dicarboxylic acid metabolic process			GO:0043648			0.0209914626			25			AASDHPPT,ACAT1,ACOT8,ADHFE1,ALDH18A1,ALDH1L2,ALDH4A1,ASL,ASS1,CDS1,DDO,DEDD,FH,GCLC,GOT1,GPT2,KYAT3,MDH1,MDH2,ME1,ME3,MTHFD1L,OAT,OGDH,SDHA


			GO:BP			limb morphogenesis			GO:0035108			0.0209914626			36			ALDH1A2,BMP7,COL2A1,CPLANE1,CRABP2,EXT1,FBN2,FGF9,FREM2,GLI2,GLI3,GPC3,IFT140,INTU,LNPK,LRP4,MAP3K20,MKS1,MYCN,NOTCH2,PCSK5,PKDCC,PLXNA2,RECK,RNF165,SFRP2,SIK3,SOX11,SOX9,TMEM107,TMEM231,TP63,TULP3,WDR19,ZBTB16,ZIC3


			GO:BP			appendage morphogenesis			GO:0035107			0.0209914626			36			ALDH1A2,BMP7,COL2A1,CPLANE1,CRABP2,EXT1,FBN2,FGF9,FREM2,GLI2,GLI3,GPC3,IFT140,INTU,LNPK,LRP4,MAP3K20,MKS1,MYCN,NOTCH2,PCSK5,PKDCC,PLXNA2,RECK,RNF165,SFRP2,SIK3,SOX11,SOX9,TMEM107,TMEM231,TP63,TULP3,WDR19,ZBTB16,ZIC3


			GO:BP			positive regulation of endothelial cell migration			GO:0010595			0.0209914626			25			ABL1,ADGRA2,AGT,ATOH8,ATP5F1A,CALR,CIB1,EGF,FGF1,FGF18,FGFR1,GATA2,GATA3,GPI,KDR,MET,NOS3,PLPP3,PRKD1,PTK2B,ROCK2,RRAS,SPARC,SRPX2,TEK


			GO:BP			vascular associated smooth muscle cell differentiation			GO:0035886			0.0210041736			11			ADM,DNMT1,EDNRA,ENG,HEY2,KIT,NFATC1,NFATC3,NFATC4,PDCD4,SRF


			GO:BP			protein modification by small protein conjugation			GO:0032446			0.0210964982			161			ABL1,ANKIB1,ARIH2,ARRDC3,ASB10,ASB11,ASB13,ASB15,ASB2,ASB5,BARD1,BRCA1,BUB1B,C1H18ORF25,CACHD1,CAND1,CAPN3,CBL,CBLB,CBX4,CCNF,CDC20,CDS1,CHPT1,CKB,CRBN,CUL3,CUL4A,CUL4B,CUL5,CUL7,DCAF11,DCUN1D2,DCUN1D4,DDRGK1,DDX3X,DNAJB2,DTL,DTX2,DTX4,DZIP3,EGR1,EGR2,ELOC,ENC1,EPAS1,FANCA,FANCI,FANCM,FBXL7,FBXO31,FBXO32,FBXO40,FBXO5,FBXO9,FBXW5,FBXW8,FYN,G2E3,GPS2,HECTD3,HERC6,HSPA5,IFIH1,ITSN1,IVNS1ABP,JADE2,KBTBD8,KCMF1,KDM1A,KEAP1,KLHL13,KLHL15,KLHL17,KLHL21,KLHL24,KLHL3,KLHL42,KLHL9,LIMK1,LONRF3,LRRK2,MARCHF2,MARCHF3,MARCHF8,MASTL,MDM2,MIB1,MIB2,MKRN1,MTBP,MUL1,NEDD4L,NEURL1,NEURL2,NEURL4,NFE2L2,NMI,OBI1,OGT,OTUB2,PARK7,PELI3,PIAS3,PINK1,PJA1,PLAA,PLK1,RFWD3,RNF123,RNF14,RNF144A,RNF144B,RNF149,RNF150,RNF157,RNF165,RNF19B,RNF2,RNF217,RNF38,RYBP,SH3RF2,SKP2,SMURF1,SPHK1,SPRY2,SPSB2,SQSTM1,STUB1,TGFBR1,TRAF3,TRAF3IP2,TRAF5,TRAIP,TRIM36,TRIM55,TRIM59,TRIM63,TRIM72,TSPO,TTC3,UBA6,UBA7,UBD,UBE2C,UBE2D4,UBE2Z,UBE3D,UBR2,UBR3,UBR7,UBXN1,UHRF1,VCP,VHL,WDR48,WSB2,WWP1,WWTR1,ZMIZ1


			GO:BP			maintenance of protein location in cell			GO:0032507			0.0212135802			17			ANKRD13C,BARD1,CCDC88A,CHCHD10,DZIP1,HK1,HK2,HSPA5,KDELR3,PARK7,PINK1,TAPT1,TMSB15A,TMSB15B,TSPO,TWF1,TWF2


			GO:BP			regulation of ATP-dependent activity			GO:0043462			0.0212135802			17			ATP1B1,ATP5IF1,DNAJB2,DNAJC24,LOC100736765,MCM2,MSH2,MSH6,MYL4,POT1,PPIF,PXK,RYR2,TLR9,TNNT2,TPM2,VMP1


			GO:BP			glutamine family amino acid metabolic process			GO:0009064			0.0214378317			24			ACAT1,ADHFE1,ALDH18A1,ALDH4A1,ASL,ASNS,ASS1,ATP2B4,CDS1,CPS1,CYP1A1,DEDD,FAH,GCLC,GFPT1,GFPT2,GLUL,GOT1,NOS1,NOS3,NOXRED1,OAT,PYCR2,SLC7A7


			GO:BP			cellular response to extracellular stimulus			GO:0031668			0.0216186234			50			ASNS,ATF3,ATF4,CEP192,DCTPP1,DEPDC5,EHMT2,EIF4G1,FAS,FES,FNIP1,FOS,FOXA3,FOXO1,GABARAPL2,HSPA5,ITGA4,LRRK2,MAP1LC3A,MAP1LC3B,MFSD2A,MN1,MYH13,NFE2L2,NUDT15,PCSK9,PDK2,PDK4,POSTN,PPARA,PRKAB2,PRKAG1,PRKAG3,PRKD1,PTPRC,RRAGD,SESN1,SESN2,SFRP2,SH3GLB1,SLC38A3,SREBF2,STK26,TFEB,TTC5,USF2,VCAM1,WDR45,WIPI1,WRN


			GO:BP			positive regulation of protein localization to membrane			GO:1905477			0.021855178			23			AKT2,ATP2B4,CDK5R1,CIB1,CLIP3,EFCAB7,EPHA3,ERBB2,EZR,FYN,ITGB1,KCNB1,LGALS3,LOC100519808,LRP4,PDCD5,PDZK1,PRKCI,PTPN9,SQSTM1,STAC3,TGFB1,WNK3


			GO:BP			DNA biosynthetic process			GO:0071897			0.0218769126			40			ANKRD1,ATM,AURKB,CCT6A,CHTF18,CTC1,DCP2,DTL,FGFR4,GINS3,HGF,JADE3,KLF4,LIG1,LOX,NEK2,NIBAN2,PARM1,PARP3,PCLAF,POLA1,POLD1,POLD2,POLDIP2,POLE2,POLG,POLH,POLL,POT1,PRKCQ,PTGES3,REV3L,RFC3,RFC5,SPHK1,SRC,TREX1,VCP,WRN,ZBTB1


			GO:BP			epithelial cell development			GO:0002064			0.0220193975			46			ACTA2,ARHGEF26,ATF4,BMP5,BMP6,CCDC88C,CDH2,COL22A1,DLL1,DNASE1L2,EDNRA,EPAS1,ESR1,EZR,FOXJ1,GATA2,GDF11,GPAT4,HOXA5,IL6ST,KDR,LOC100512977,MET,NOTCH2,PDE4D,PLCB1,PRDM1,PTPRS,RAP2C,RAPGEF3,RHEB,RILPL1,ROCK2,ROS1,S1PR2,S1PR3,SHROOM3,SMO,SOX9,SRC,STC1,TGFB1,TIGAR,TJP2,TP63,VIM


			GO:BP			regulation of transmembrane transporter activity			GO:0022898			0.0220193975			46			ACTN2,AKAP6,ATP1B1,CACNB1,CACNG7,CALM1,CASQ1,CASQ2,COX17,CRBN,DAPK1,DDX23,EDNRA,EPHB2,GNB5,HOMER1,HRC,ITGB1,KLHL24,LOC100519808,NEDD4L,PARK7,PCSK9,PDE4B,PDZK1,PHB2,PKD2,PLCG2,PPIF,RASGRF2,REM1,RNF207,RYR2,SCN1B,SCN2B,SCN3B,SCN4B,SELENON,SRI,STAC3,STIM1,STIM2,TLR9,TRDN,VMP1,WNK3


			GO:BP			regulation of cysteine-type endopeptidase activity			GO:2000116			0.0220193975			46			AIFM1,APAF1,ASPH,ATP2A3,BCAP31,BID,CASP9,CCN1,CD44,COPS5,CRADD,CYFIP2,DAPK1,DDX3X,DHCR24,DLC1,EPHA7,F3,FAM162A,FAS,FNIP1,HGF,HIP1,HSF4,IFT57,KLF4,LCK,MICAL1,MUL1,NANS,NGFR,PARK7,PDCD5,PPM1F,PRDX3,PSMB9,REST,ROBO1,RPS6KA1,RPS6KA3,SENP1,SFRP2,SRC,TP63,UACA,VCP


			GO:BP			skeletal muscle cell differentiation			GO:0035914			0.0223469883			20			ANKRD1,ASB2,ATF3,BCL9,C7H6ORF125,CDON,EGR1,EGR2,FOS,MAFF,MEF2C,MEF2D,MSTN,MYF5,MYF6,MYLK2,NLN,NR1D2,SELENON,SOX11


			GO:BP			positive regulation of gene expression			GO:0010628			0.0225859128			191			ABL1,ACTA2,ACTC1,ADAM8,ADRA2A,AFAP1L2,ALDH1A2,ANXA2,APP,ARHGEF2,ARX,ATF3,ATF4,ATM,BCL3,BMP6,BMP7,BRCA1,C1QTNF3,C3,C7H6ORF125,CALCOCO1,CALR,CD14,CD2,CD200,CD276,CD40LG,CEBPG,CHEK1,CHI3L1,CITED1,CLU,CNTN1,CSDE1,CUX2,DDRGK1,DDX1,DDX3X,DDX58,DHX58,DLL1,DNMT1,DNMT3B,DROSHA,DTNBP1,E2F1,EDA,EGF,EGR1,EIF4G1,EMILIN1,EPHB2,EPHX2,ERBB2,ERBB3,ERP29,ESR1,EZR,F3,FAM98A,FGF21,FGF9,FGFR4,FMR1,FN1,FXR1,FXR2,GAPDH,GATA2,GATA3,GJA1,GPI,HEY2,HGF,HHLA2,HK1,HMCES,HOXA5,HPN,IFIH1,IL12RB2,IL15,IL16,IL17B,IL18,IL1R1,IL6R,IQGAP3,IRAK1,IRF5,KHDRBS1,KIT,KLF4,LARP4,LGALS9,LOC100511937,LPCAT3,LUM,MAP2K2,MAPK14,MAPKAPK2,MAVS,MDK,MEF2A,MEF2C,MITF,MRPS27,MSH2,MYCN,MYLK2,NBAS,NFATC4,NFE2L2,NFIL3,NIBAN1,NOC2L,NOCT,NOS3,NR0B2,NSD2,NTRK3,PABPC1,PAIP1,PARK7,PDCD5,PDE4B,PDE4D,PHB2,PINK1,PKD2,PKM,PLAG1,PLCB1,PLCG2,PLD1,PLGRKT,POLR3A,POLR3D,PPARGC1A,PPM1F,PPP3CA,PRDM1,PRDX6,PRKAG1,PRKCQ,PRKCZ,PTPRC,RBM20,RBM38,RBPJ,RGCC,RIF1,RNF207,ROCK2,RORA,RPS6KB2,SEMA7A,SERPINE1,SLC2A10,SLC38A2,SMAD2,SMO,SOX11,SOX9,SPI1,SPRY2,SRC,STAT1,STAT5B,STING1,STOX1,SULF1,SULF2,TCF12,TFRC,TGFB1,TGFBR1,TLR5,TLR9,TNC,TRAF3IP2,TRAF5,TRAPPC13,TRUB2,TTC21B,VIM,WHRN,ZBTB20,ZBTB7B,ZFP91


			GO:BP			positive regulation of BMP signaling pathway			GO:0030513			0.0229403389			14			CCN1,ENG,GPC3,KCP,KDR,NEO1,NOTCH2,PELO,RBPJ,RNF165,SMAD2,SOX11,SULF1,ZNF423


			GO:BP			regulation of protein targeting			GO:1903533			0.0229403389			14			AKT2,ATP5IF1,BNIP3L,CDK5R1,CIB1,ERBB2,FYN,HSPA1L,KCNB1,LOC100519808,LRRK2,PDCD5,PINK1,TOMM7


			GO:BP			negative regulation of mitochondrion organization			GO:0010823			0.0229403389			14			BNIP3,GHITM,HGF,HSF4,IER3,MUL1,OMA1,PINK1,PPIF,SLC25A4,TFRC,TIGAR,TSPO,VAT1


			GO:BP			extrinsic apoptotic signaling pathway			GO:0097191			0.0231986451			47			ACVR1,AGT,AGTR2,ATF3,BAG3,BEX3,BID,BRCA1,COL2A1,CTNNA1,DAPK1,DDX3X,DEDD,ERBB3,EYA2,EYA3,FAIM2,FAS,G0S2,HGF,HSF4,ITGA6,ITGAV,ITM2C,KRT18,KRT8,LGALS3,MKNK2,PARK7,PDIA3,PELI3,PTPRC,RAF1,RB1CC1,SERPINE1,SFRP2,SGPP1,SORT1,SPI1,SRC,SRPX,STK3,TGFB2,TGFBR1,TNFRSF12A,TNFRSF1B,UNC5B


			GO:BP			endothelial cell chemotaxis			GO:0035767			0.0242287302			10			CCN3,CORO1B,EGR3,FGF1,FGF18,FGFR1,KDR,MET,PRKD1,RAB13


			GO:BP			monoatomic ion transmembrane transport			GO:0034220			0.0242287302			185			ABCB6,ABCC4,ABCC5,ABL1,ACTN2,AFG3L2,AKAP6,ANO1,ANO10,ANO2,ANO5,ASIC3,ATP1A2,ATP1B1,ATP1B3,ATP2A1,ATP2A3,ATP2B2,ATP2B3,ATP2B4,ATP5F1A,ATP5F1B,ATP5MC1,ATP5MC3,ATP5PO,ATP6,ATP7A,BEST1,BEST3,BIN1,CACHD1,CACNA1D,CACNA1G,CACNA1S,CACNB1,CACNG1,CACNG6,CACNG7,CALM1,CAPN3,CASQ1,CASQ2,CATSPER4,CCL19,CHRNA1,CHRNA10,CHRNA3,CHRND,CHRNE,CLCA1,CLCN4,CLCN5,COX1,COX17,COX3,CRBN,DDX23,DHRS7C,DIAPH1,EDNRA,EPHB2,ERO1A,FYN,GABRE,GJA1,GNB5,GRIA4,GRID2,GRIK2,GRIN2D,GRIN3A,HOMER1,HRC,ISCU,ITGAV,ITGB1,ITPR3,KCNA7,KCNAB2,KCNB1,KCNC1,KCNC4,KCND2,KCNG2,KCNIP2,KCNK1,KCNN1,KCNN2,KCNQ4,KCNQ5,KCNT2,KLHL24,LETM1,LOC100515171,LOC100519808,LOC100620627,LRRC8E,LYN,MCOLN1,MRS2,NDUFS7,NEDD4L,NNT,P2RX5,PARK7,PCSK9,PDE4B,PDZK1,PHB2,PKD2,PLCG2,PPIF,PRKD1,PTK2B,PTPRC,REM1,RNF207,RYR2,SCN1B,SCN2B,SCN3B,SCN4A,SCN4B,SCN5A,SCN7A,SCNN1A,SEC61A1,SELENON,SFXN1,SFXN5,SLC12A9,SLC15A2,SLC1A3,SLC1A6,SLC24A1,SLC24A5,SLC25A22,SLC25A25,SLC25A4,SLC26A6,SLC29A4,SLC30A2,SLC30A7,SLC35G1,SLC39A1,SLC39A2,SLC39A7,SLC39A9,SLC41A1,SLC41A2,SLC41A3,SLC46A1,SLC4A3,SLC4A7,SLC5A6,SLC6A1,SLC6A13,SLC8A3,SLC9A2,SLC9A7,SMDT1,SRI,STAC3,STEAP4,STIM1,STIM2,TCIRG1,TLR9,TMC7,TMEM120A,TMEM38A,TPCN2,TRDN,TRPC1,TTYH2,TTYH3,TUSC3,UBASH3B,UCP2,UCP3,VDAC1,VDAC2,VDAC3,VMP1,WNK3


			GO:BP			epithelial cell apoptotic process			GO:1904019			0.0242287302			30			ABL1,ANGPTL4,BID,BTC,CASP6,CASP9,CD40LG,E2F1,EDNRA,ESR1,GATA2,GATA3,ITGA4,KDR,KRT18,KRT8,MDK,NFE2L2,PAK4,PDCD4,PPARA,PRKCI,RGCC,RYR2,SAV1,SERPINE1,STK3,TGFBR2,UMODL1,USP53


			GO:BP			negative regulation of GTPase activity			GO:0034260			0.0242287302			10			AMOT,FZD10,LRCH1,LRRK2,MKKS,PLXNB3,RAP1GDS1,RCC2,SPRY2,TTC8


			GO:BP			kinetochore organization			GO:0051383			0.0242287302			10			APITD1,CDT1,CENPE,CENPH,CENPT,DLGAP5,NDC80,NUF2,SMC2,SMC4


			GO:BP			heterotypic cell-cell adhesion			GO:0034113			0.0246877465			15			BMP7,CD2,CD200,CD44,ITGA4,ITGA5,ITGAV,ITGB1,ITGB7,JAM3,KLF4,LCK,PARVA,PTPRC,VCAM1


			GO:BP			mature B cell differentiation			GO:0002335			0.0247369002			12			BCL3,BCL6,CMTM7,DLL1,ITM2A,LFNG,MFNG,NOTCH2,PLCG2,PLCL2,PTK2B,SPI1


			GO:BP			DNA synthesis involved in DNA repair			GO:0000731			0.0247369002			12			DTL,PCLAF,POLD1,POLD2,POLDIP2,POLE2,POLH,REV3L,TREX1,VCP,WRN,ZBTB1


			GO:BP			regulation of cell-cell adhesion			GO:0022407			0.0248675036			82			ABL1,ADAM8,ADORA2A,AKNA,ASS1,BCL6,BMP6,BMP7,CBLB,CD276,CD40LG,CD44,CD80,CD9,CHST2,DHPS,DLG5,DNAJA3,DOCK8,DPP4,DUSP10,DUSP3,EFNB3,EGR3,EMILIN2,EPCAM,EPHA7,EPHB3,ERBB2,FCHO1,FERMT3,FLOT2,FOXJ1,GATA3,GCNT1,GLI3,HHLA2,IL15,IL18,IL4I1,IL6ST,IRAK1,KIF26B,KLF4,LCK,LGALS9,LOC100737755,LYN,MAPK14,MDGA1,MDK,MYO10,NFKBIZ,NR4A3,PDPN,PLPP3,PODXL,PPARA,PPM1F,PPP3CA,PRKAR1A,PRKCD,PRKCQ,PRKCZ,PTPRC,RGCC,SERPINE2,SPI1,SRC,STAT5B,SWAP70,TAPBPL,TFRC,TGFB1,TGFBR2,TNFRSF21,UBASH3B,VCAM1,ZBTB1,ZBTB16,ZBTB7B,ZMIZ1


			GO:BP			actin-myosin filament sliding			GO:0033275			0.0248677346			5			ACTC1,LOC100736765,LOC110255887,MYLK2,TNNT2


			GO:BP			negative regulation of fatty acid oxidation			GO:0046322			0.0248677346			5			ACADVL,FMO1,FMO2,MFSD2A,SOX9


			GO:BP			regulation of postsynaptic density organization			GO:1905874			0.0248677346			5			CDH2,GRID2,LRRC4B,PTPRD,PTPRS


			GO:BP			regulation of postsynaptic specialization assembly			GO:0099150			0.0248677346			5			ARHGEF9,GRID2,LRRC4B,PTPRD,PTPRS


			GO:BP			negative regulation of mitochondrial fusion			GO:0010637			0.0248677346			5			BNIP3,MUL1,OMA1,TFRC,VAT1


			GO:BP			SA node cell to atrial cardiac muscle cell communication			GO:0086070			0.0248677346			5			CACNA1D,RYR2,SCN3B,SCN5A,TBX18


			GO:BP			SA node cell action potential			GO:0086015			0.0248677346			5			CACNA1D,RYR2,SCN3B,SCN5A,TBX18


			GO:BP			positive regulation of hippo signaling			GO:0035332			0.0248677346			5			ARRDC3,DLG5,LOC100513346,SOX11,SRC


			GO:BP			SA node cell to atrial cardiac muscle cell signaling			GO:0086018			0.0248677346			5			CACNA1D,RYR2,SCN3B,SCN5A,TBX18


			GO:BP			heparan sulfate proteoglycan metabolic process			GO:0030201			0.0248677346			5			HS2ST1,HS6ST1,HS6ST2,SULF1,SULF2


			GO:BP			carbohydrate catabolic process			GO:0016052			0.0249696957			35			ACAT1,ALDOC,APP,ENO3,ENOSF1,GALE,GAPDH,GK,GK5,GPAT4,GPD1,GPI,GUSB,HK1,HK2,IER3,INSR,MLXIPL,NUDT5,OGT,PFKM,PGAM2,PGK1,PKM,PPARA,PPP1R3B,PRKAG3,PYGL,PYGM,RB1CC1,TIGAR,TPI1,TREX1,ZBTB20,ZBTB7A


			GO:BP			negative regulation of intrinsic apoptotic signaling pathway			GO:2001243			0.0253612703			24			ACKR3,BDKRB2,BID,CD44,CKB,CLU,DDIAS,DDX3X,FIGNL1,HSF4,IVNS1ABP,KDM1A,LRRK2,MAPK8IP1,MDM2,NFE2L2,NOC2L,NONO,PARK7,PINK1,PPIF,SRC,YBX3,ZNF385A


			GO:BP			mitotic G2/M transition checkpoint			GO:0044818			0.0257141946			16			ATM,BLM,BRCA1,CDC6,CDK1,CHEK1,CLSPN,DTL,FOXN3,IER3,INIP,MRE11,MRNIP,NABP2,ORC1,PLK1


			GO:BP			sterol transport			GO:0015918			0.026119414			28			ABCA5,ANXA2,APOE,APOM,ARL8B,EGF,GPS2,GRAMD1C,LIPG,LOC100520512,LPCAT3,NAXE,NFKBIA,NPC1,NR1H2,OSBPL10,OSBPL8,PCSK9,PIP4K2A,PPP1R1B,SCARB1,SOAT1,SPG11,SREBF2,STARD5,TPCN2,TSKU,TTC39B


			GO:BP			glial cell differentiation			GO:0010001			0.026119414			43			ABL1,AKT2,APP,ARHGEF10,BIN1,CDH2,CLU,CNP,CNTN1,CUL4B,DLL1,DUSP10,EGR2,EIF2B3,EIF2B4,EPHA4,ERBB2,ERBB3,GLI3,IL6ST,ITGB4,LAMC3,MDK,MXRA8,MYCN,NFIB,PLPP3,PTN,PTPRZ1,RHEB,SERPINE2,SIRT2,SLC8A3,SMO,SOX11,SOX9,TENM4,TGFB1,TMEM98,TNFRSF1B,TNFRSF21,TTC21B,VIM


			GO:BP			neuron projection organization			GO:0106027			0.0265146507			17			APOE,APP,ARHGAP44,BHLHB9,CAPRIN2,CDK5R1,CTNND2,CUX2,DLG4,EFNA1,EPHA4,EPHB2,EPHB3,FYN,LRP8,LRRK2,PAK3


			GO:BP			morphogenesis of an epithelial sheet			GO:0002011			0.0265146507			17			AJUBA,ARHGAP12,BMP7,CCN1,CD151,CD44,COL5A1,DVL1,FLRT3,HBEGF,ITGA5,NOTCH2,PDPN,PHLDB2,SOX11,SRF,TMEFF2


			GO:BP			zymogen activation			GO:0031638			0.0265146507			17			ANXA2,APAF1,ASPH,CASP9,CD5L,CTSL,CTSZ,CYFIP2,DHCR24,HPN,MMP14,OMA1,PGK1,PLAT,PLGRKT,SERPINE1,SERPINE2


			GO:BP			regulation of cellular response to transforming growth factor beta stimulus			GO:1903844			0.0265325516			31			ASPN,BAMBI,CAV2,CD109,DAB2,EMILIN1,ENG,FBN1,FBN2,HSPA5,HTRA1,HTRA3,IL17RD,LOX,LTBP1,PBLD,PPARA,PPM1A,RASL11B,SLC2A10,SMAD2,SMURF1,SOX11,SPRY2,STK11,STUB1,VASN,WFIKKN2,ZBTB7A,ZEB1,ZNF703


			GO:BP			regulation of inflammatory response			GO:0050727			0.0270297751			62			ADAM8,ADAMTS12,ADORA2A,AKNA,APOE,APP,BCL6,BCR,BST1,C1QTNF3,C3,CCN3,CCN4,CD200,CTSC,DROSHA,DUSP10,ESR1,FANCA,FANCD2,FNDC4,GATA3,GPS2,HGF,IER3,IFI35,IL16,IL18,IL1R1,LPCAT3,LRFN5,LYN,MDK,METRNL,MVK,NFKBIA,NFKBIZ,NMI,NR1D2,NT5E,PARK7,PBK,PDCD4,PLCG2,PPARA,RORA,SEMA7A,SERPINE1,SHPK,SMPDL3B,SPHK1,STAT5B,STING1,TLR9,TNC,TNFRSF11A,TNFRSF1B,TNIP1,TREX1,TYRO3,USP18,VAMP8


			GO:BP			positive regulation of cell division			GO:0051781			0.0271646532			19			AURKB,CAT,CDC14B,CDC25B,CDC6,CIT,CUL3,FGF1,KIF14,KIF20B,MDK,PDGFA,PDGFC,PDGFD,RACGAP1,SIRT2,TGFB2,TGFB3,VEGFA


			GO:BP			non-motile cilium assembly			GO:1905515			0.0271646532			19			BBS2,CC2D2A,CENPJ,CEP131,DISC1,DYNLL1,IFT122,IFT140,IFT57,IFT80,IFT88,INTU,MAK,MAPRE1,MKKS,MKS1,SEPTIN9,TMEM107,TTC8


			GO:BP			sarcoplasmic reticulum calcium ion transport			GO:0070296			0.027274415			9			CACNG1,CALM1,CASQ1,CASQ2,DHRS7C,HRC,RYR2,TMEM38A,TRDN


			GO:BP			regulation of fatty acid oxidation			GO:0046320			0.027274415			9			ACADVL,AKT2,FMO1,FMO2,LONP2,MFSD2A,PDK4,PPARA,SOX9


			GO:BP			heterophilic cell-cell adhesion via plasma membrane cell adhesion molecules			GO:0007157			0.0274375875			13			ADGRL1,CDH2,DCHS1,GRID2,ITGA5,ITGAL,NECTIN3,NOTCH2,PTPRD,SCARF2,TENM1,TENM2,VCAM1


			GO:BP			regulation of smooth muscle cell migration			GO:0014910			0.0274375875			13			CORO1B,DOCK5,DOCK7,IGFBP5,MDK,MEF2C,NR4A3,PDGFA,PLXNA1,SEMA6D,SERPINE1,SLIT2,TPM1


			GO:BP			cochlea development			GO:0090102			0.0274375875			13			CTHRC1,DCHS1,DVL1,EPHA4,FZD2,GLI2,HEY2,IFT27,MCM2,PTK7,SLITRK6,SOX9,ZEB1


			GO:BP			regulation of DNA metabolic process			GO:0051052			0.0274894515			91			AIFM1,ANKRD1,APAF1,ATM,ATR,AURKB,BCL6,BCL7B,BLM,BRCA1,BRCA2,CCT6A,CDT1,CEBPG,CHEK1,CHTF18,CTC1,CUL4A,DBF4,DCP2,E2F7,E2F8,EGF,EHMT2,ENDOG,ESCO1,EYA2,EYA3,FBXO5,FGFR4,FIGNL1,FOXM1,GATA3,GINS3,HDAC10,HDGFL2,HGF,HMCES,HSF1,IER3,JADE3,KDM1A,KLF4,KLHL15,MBTD1,MRE11,MSH2,MSH6,NABP2,NEK2,NIBAN2,NSD2,OBI1,ORC3,OTUB2,PARG,PARM1,PARP3,PARPBP,POT1,PPARGC1A,PRIM2,PRKCD,PRKCQ,PTGES3,PTPRC,RAD51,RAD51AP1,RBBP8,RFC3,RFC5,RIF1,RMI2,RPA2,SLF1,SMARCA5,SMARCAD1,SMG5,SPI1,SPIDR,SRC,STOX1,TFRC,TIGAR,TIMELESS,TOX,TRAPPC13,USP1,WDR48,WRN,ZRANB3


			GO:BP			negative regulation of neuron apoptotic process			GO:0043524			0.0275640755			33			AARS1,ADAM8,ADNP,APOE,BHLHB9,CITED1,ERBB3,FAIM2,FZD9,GRIK2,IL6ST,KDR,KIF14,MDK,MSH2,NEFL,NFATC4,NONO,NTF4,PARK7,PINK1,PLXND1,PPARGC1A,PRKCI,PTPRZ1,RETREG1,SEMA3E,STXBP1,THAP11,TOX3,TYRO3,UNC5B,ZFP91


			GO:BP			release of sequestered calcium ion into cytosol			GO:0051209			0.02806243			26			ABL1,CALM1,CAPN3,CASQ1,CASQ2,CCL19,DHRS7C,DIAPH1,ERO1A,HRC,ITPR3,LETM1,LYN,PKD2,PLCG2,PRKD1,PTK2B,PTPRC,RYR2,SELENON,SRI,TMEM38A,TPCN2,TRDN,TRPC1,UBASH3B


			GO:BP			coagulation			GO:0050817			0.0289817845			37			ADRA2A,ADRA2C,ANO2,ANXA2,APOE,BLOC1S4,CD40LG,CD9,DTNBP1,EMILIN2,EPHB2,F3,F8,FBLN1,FERMT3,FN1,FUNDC2,HABP2,LNPK,LYN,NFE2L2,P2RY1,PDGFA,PDGFRA,PDPN,PLA2G4A,PRKCD,PRKCQ,PROS1,PRSS56,SERPINE1,SERPINE2,SRF,STXBP1,TFPI,TYRO3,UBASH3B


			GO:BP			chromosome condensation			GO:0030261			0.0289877976			11			CDCA5,MASTL,NCAPD2,NCAPD3,NCAPG,NCAPH,PHF13,SMARCA5,SMC2,SMC4,TOP2A


			GO:BP			cerebellar Purkinje cell layer development			GO:0021680			0.0289877976			11			AARS1,DLL1,FAIM2,HSPA5,KIF14,RORA,SEZ6L2,TTC21B,TTLL1,UQCRQ,WHRN


			GO:BP			skeletal muscle tissue regeneration			GO:0043403			0.0289877976			11			BCL9,CAPN3,CD9,EZH2,HDGFL2,KPNA1,MSTN,MYMK,MYOZ1,PTGFRN,SELENON


			GO:BP			protein hydroxylation			GO:0018126			0.0289877976			11			ASPH,EGLN1,ERO1A,FKBP10,P3H2,P3H3,P3H4,P4HA3,PLOD1,PLOD2,WDR6


			GO:BP			AMP metabolic process			GO:0046033			0.0289877976			11			ADSL,AK1,AK3,AMPD1,AMPD3,ATIC,GART,NT5C1A,NT5E,PAICS,PPAT


			GO:BP			positive regulation of morphogenesis of an epithelium			GO:1905332			0.0289877976			11			ABL1,AGT,EGF,GATA3,GJA1,LGR4,MDK,MMRN2,SMO,SOX9,STOX1


			GO:BP			negative regulation of epithelial to mesenchymal transition			GO:0010719			0.0289877976			11			DACT3,EFNA1,EPHA4,GATA3,HPN,IL17RD,KLHL12,SDHAF2,SFRP2,SPRY2,VASN


			GO:BP			gland development			GO:0048732			0.0294906958			74			ABL1,ACADM,ATM,BMP7,BRCA2,BTBD7,CCDC40,CCNB2,CTC1,CUL3,CYP7B1,DKK3,E2F7,E2F8,EAF2,EDA,EDNRA,EGF,EPHB3,ESR1,EXT1,EZH2,GATA2,GATA3,GLI2,GLI3,GPAT4,HGF,HOXA3,HOXA5,HPN,IGFBP5,IGSF3,IQGAP3,MAN2A1,MDK,NEURL1,NFIB,NOTCH2,PCSK9,PDGFRA,PHB2,PKD2,PLAG1,PLXNA1,PLXND1,PTN,RAF1,RB1CC1,RBPJ,ROBO1,SERPINE2,SMO,SOX9,SRC,SRF,STAT5B,STK11,SULF1,SULF2,TGFB1,TGFB2,TGFB3,TGFBR1,TGFBR2,TNC,TNFRSF11A,TP63,USF2,WDR77,ZBTB1,ZBTB7B,ZIC3,ZNF703


			GO:BP			cellular macromolecule catabolic process			GO:0044265			0.0295184222			179			ADAMTS12,AIFM1,ANKIB1,APAF1,APPBP2,ARAF,ARIH2,ASB2,ATM,ATXN3,AUP1,BBS7,BCAP31,C1H18ORF25,CACHD1,CALCR,CARHSP1,CBL,CCDC47,CCNF,CDC20,CKB,CLN6,CLU,CNOT6,CNOT6L,CPEB3,CRBN,CSDC2,CSDE1,CUL3,CUL4A,CUL4B,CUL5,CUL7,DAB2,DCAF11,DCP2,DDRGK1,DISC1,DNAJB2,DNAJB9,DNAJC18,DNASE1L2,DTL,DVL1,DXO,E2F1,ECPAS,EGF,ELOC,ENDOG,ETF1,FASTK,FASTKD1,FBXL21,FBXL4,FBXL7,FBXO31,FBXO9,FBXW5,FBXW8,FEN1,FMR1,FOXRED2,FXR1,FXR2,GUSB,HECTD3,HERC6,ITSN1,KCTD6,KEAP1,KIF14,KLHDC3,KLHL15,KLHL17,KLHL3,KLHL42,LRRK2,MAGOHB,MAN1A1,MAPKAPK2,MDM2,MIB1,MYEF2,NBAS,NEDD4L,NFE2L2,NOCT,NPLOC4,NSFL1C,OGT,OTUD7A,PABPC1,PABPC4,PAIP1,PAQR6,PARK7,PATL1,PBK,PCYOX1,PCYOX1L,PELO,PLAA,PLK1,PLK3,PRR5L,PSMA3,PSMA5,PSMC1,PSMC2,PSMC3,PSMC5,PSMD1,PSMD11,PSMD14,PSMD3,PSMD4,PTK2B,RAD23A,RBM38,RNF14,RNF144A,RNF144B,RNF149,RNF150,RNF217,RYBP,SGSH,SH3RF2,SIRT2,SKP2,SLIRP,SMG5,SMURF1,SND1,SPSB2,STUB1,SUPV3L1,TBRG4,TMEM67,TNFRSF1B,TP53INP2,TRAF3IP2,TRAF5,TREX1,TRIM72,TTC5,UBA6,UBA7,UBD,UBE2C,UBE2D4,UBE2Z,UBL7,UBR2,UBR3,UBXN1,UBXN7,UCHL3,UHRF1,USP1,USP13,USP18,USP19,USP2,USP24,USP25,USP28,USP34,VCP,VIM,VPS37A,WWP1,WWTR1,XPO1,ZHX2,ZYG11B


			GO:BP			smooth muscle cell proliferation			GO:0048659			0.0299470651			24			APOD,APOE,CALCRL,CCN3,CNN1,DNMT1,FGF9,GJA1,HBEGF,IGFBP5,IL18,IL6R,MEF2C,MEF2D,MFN2,MMP2,NDRG2,NOS3,NR4A3,PDCD4,PPARGC1A,TCF7L2,TGFB3,TPM1


			GO:BP			labyrinthine layer blood vessel development			GO:0060716			0.0299889401			8			CCN1,FBXW8,HEY2,HS6ST1,JUNB,RBPJ,VASH1,VASH2


			GO:BP			release of sequestered calcium ion into cytosol by sarcoplasmic reticulum			GO:0014808			0.0299889401			8			CALM1,CASQ1,CASQ2,DHRS7C,HRC,RYR2,TMEM38A,TRDN


			GO:BP			regulation of hydrogen peroxide-induced cell death			GO:1903205			0.0299889401			8			GPR37,HGF,LRRK2,MET,NFE2L2,PARK7,PINK1,STK26


			GO:BP			DNA unwinding involved in DNA replication			GO:0006268			0.0299889401			8			CDC45,GINS3,MCM2,MCM3,MCM4,MCM5,RAD51,WRN


			GO:BP			response to calcium ion			GO:0051592			0.0301437124			28			ANXA11,CALM1,CAPN3,CARF,CPNE3,FOS,HOMER1,ITPR3,JUNB,LOC100625711,MCOLN1,MEF2A,PKD2,PLCG2,PPIF,PPP3CA,RASA4B,RASGRP2,RYR2,SCN5A,SLC25A12,SLC25A24,SMPD1,SYT12,SYT2,SYT9,TNNT2,TRPC1


			GO:BP			positive regulation of developmental growth			GO:0048639			0.0303344625			31			ARX,CAPN3,CRABP2,DLL1,EZR,FGF9,FN1,GHR,HEY2,INSR,LIMK1,MAP3K13,MAPK14,MKKS,MUL1,NEDD4L,PLAA,PLCB1,RBPJ,RIMS1,RND2,SEMA7A,SMO,SMURF1,SRF,STAT5B,SYT2,TWF2,YBX3,ZFPM2,ZFYVE27


			GO:BP			signal transduction			GO:0007165			0.0303770105			1080			ABL1,ABR,ACKR3,ACKR4,ACSL1,ACTN2,ACVR1,ADAM11,ADAM12,ADAM15,ADAM22,ADAM8,ADAMTS12,ADAMTS15,ADAMTS20,ADAMTS6,ADCY2,ADCY3,ADCY4,ADCY6,ADCY9,ADCYAP1R1,ADGRA2,ADGRB2,ADGRB3,ADGRG1,ADGRG2,ADGRL1,ADGRL2,ADIPOR2,ADM,ADORA2A,ADRA1D,ADRA2A,ADRA2C,AEN,AFAP1,AFAP1L2,AFDN,AGRN,AGT,AGTR2,AHR,AIFM1,AJUBA,AKAP13,AKT1S1,AKT2,ALDH1A2,ALPK2,AMOT,ANGPT2,ANGPTL1,ANK3,ANKRD1,ANKRD13C,ANO2,ANPEP,APAF1,APC2,APIP,APLP1,APOD,APOE,APP,ARAF,ARHGAP1,ARHGAP11A,ARHGAP12,ARHGAP20,ARHGAP23,ARHGAP27,ARHGAP32,ARHGAP36,ARHGAP39,ARHGAP42,ARHGAP44,ARHGAP45,ARHGAP5,ARHGEF10,ARHGEF10L,ARHGEF2,ARHGEF25,ARHGEF3,ARHGEF6,ARMC9,ARRDC3,ASB10,ASB11,ASB13,ASB15,ASB5,ASPN,ATF3,ATF4,ATM,ATOH8,ATP1B1,ATP2A1,ATP2A3,ATP2B4,ATP5IF1,ATR,AURKB,BAG3,BAIAP3,BAMBI,BBS7,BCAP31,BCL3,BCL6,BCL9,BCR,BDKRB2,BEND6,BEX1,BEX3,BICC1,BID,BLM,BMP5,BMP6,BMP7,BMPER,BNIP3,BOC,BRCA1,BRCA2,BST1,BTC,BTNL9,BUB1,BUB1B,C1QTNF3,C3,CAB39,CAB39L,CACNG7,CALCOCO1,CALCR,CALCRL,CALM1,CALR,CAMK2A,CAMKK2,CAPN3,CAPRIN2,CASP6,CASP9,CASQ1,CASQ2,CASTOR2,CAT,CAV2,CAVIN3,CBL,CBLB,CC2D2A,CCDC47,CCDC88A,CCDC88C,CCL19,CCL5,CCN1,CCN3,CCN4,CCNB1,CCR9,CD109,CD14,CD276,CD40LG,CD44,CD80,CD8A,CDC42EP3,CDC6,CDH2,CDIP1,CDK1,CDK14,CDK5R1,CDON,CDT1,CELSR3,CENPJ,CEP192,CFD,CHCHD10,CHEK1,CHI3L1,CHN2,CHRD,CHRNA1,CHRNA10,CHRNA3,CHRND,CHRNE,CHSY1,CHURC1,CIB1,CILP,CIT,CITED1,CKB,CLEC12B,CLSPN,CLU,CNKSR1,CNKSR3,CNR1,COL1A2,COL2A1,COL3A1,COPS5,COPS8,CPE,CPLANE2,CPNE3,CPT1C,CRADD,CRBN,CREB3L1,CREB3L2,CRY2,CSF3,CSNK1G3,CSNK2B,CSPG4,CSRNP1,CTF1,CTHRC1,CTNNA1,CTNNAL1,CTNND1,CTNND2,CTSC,CUL3,CUL4A,CUX2,CX3CR1,CXCL2,CXCR6,CYFIP2,CYP7B1,CYSLTR2,DAB2,DACT3,DAPK1,DAPK2,DCHS1,DCLK3,DCN,DCX,DDIAS,DDR2,DDRGK1,DDX1,DDX3X,DDX58,DEDD,DEFB1,DENND4B,DEPDC5,DHRS3,DHX58,DISC1,DIXDC1,DKK3,DLC1,DLG5,DLGAP4,DLK2,DLL1,DNAJA3,DNMT1,DOCK10,DOCK5,DOCK7,DOCK8,DOK5,DOT1L,DTL,DTX2,DTX4,DUSP1,DUSP10,DUSP26,DUSP29,DUSP3,DVL1,DZIP1,E2F1,E2F7,EDA,EDNRA,EFNA1,EFNB3,EFS,EGF,EGFL7,EGR1,EIF2B3,EIF2B4,EME1,EMILIN1,ENDOG,ENG,EPCAM,EPHA3,EPHA4,EPHA7,EPHB2,EPHB3,EPHB4,EPS8,EPS8L2,ERAP1,ERAP2,ERBB2,ERBB3,ERBIN,ERMP1,ERO1A,ERP29,ESR1,ESRRA,ESRRG,EVC2,EXT1,EYA2,EYA3,EZH2,EZR,F3,FAIM2,FAM13B,FAM162A,FAM53B,FAM83D,FANCA,FANCD2,FAS,FBLN1,FBN1,FBN2,FBXO31,FBXO9,FCGR2B,FCHO1,FER,FERMT3,FES,FGF1,FGF18,FGF21,FGF9,FGFR1,FGFR4,FHL2,FIBIN,FIGNL1,FLRT3,FLT1,FN1,FNBP1,FNBP1L,FNIP1,FOS,FOXM1,FOXN3,FOXO1,FRMPD1,FRZB,FST,FYN,FZD10,FZD2,FZD9,G0S2,GAB1,GAB3,GABRE,GADD45B,GAPDH,GAREM1,GARNL3,GATA2,GATA3,GBF1,GBP1,GDF11,GDF9,GEN1,GFRA3,GHITM,GHR,GJA1,GKAP1,GLI2,GLI3,GMDS,GMFB,GNAI1,GNAI3,GNB5,GNG2,GOLT1B,GOT1,GPC2,GPC3,GPC4,GPC6,GPI,GPR137C,GPR143,GPR153,GPR156,GPR161,GPR162,GPR173,GPR176,GPR37,GPR75,GPRASP1,GPRC5B,GPS2,GPSM2,GRB10,GRIA4,GRID2,GRIK2,GRIN2D,GRIN3A,GRK2,GRM4,GRM7,GRPR,GSDME,GUCY1A1,HBEGF,HCLS1,HEY2,HGF,HHAT,HHLA2,HIC1,HIP1,HIPK4,HIVEP1,HMGCR,HOMER1,HOMER2,HOMER3,HRH1,HSF1,HSF4,HSPA5,HTRA1,HTRA3,HUNK,IER3,IFI35,IFIH1,IFIT5,IFT140,IFT27,IFT57,IFT80,IGF1,IGFBP4,IGFBP5,IGSF1,IKBKG,IL12RB2,IL15,IL16,IL17B,IL17RD,IL18,IL1R1,IL2RA,IL2RB,IL4R,IL6R,IL6ST,INIP,INPP5F,INSR,INSYN1,INTU,INVS,IQGAP2,IQGAP3,IRAK1,IRAK1BP1,IRAK2,IRF5,IRS3,ITGA2,ITGA4,ITGA5,ITGA6,ITGA9,ITGAL,ITGAV,ITGB1,ITGB4,ITGB6,ITGB7,ITM2C,ITPR3,ITSN1,IVNS1ABP,JADE2,JPT2,KCP,KCTD6,KDM1A,KDR,KHDRBS1,KIAA0586,KIF14,KIT,KLF4,KLHL12,KLHL24,KLHL31,KNDC1,KPNA1,KPNA2,KRT18,KRT8,LCK,LDB3,LEPR,LFNG,LGALS3,LGR4,LMBR1L,LMCD1,LOC100510975,LOC100511343,LOC100511937,LOC100513346,LOC100515171,LOC100519082,LOC100523213,LOC100620540,LOX,LPAR1,LPAR4,LPCAT3,LRP4,LRP8,LRRC2,LRRC39,LRRC40,LRRC4C,LRRC7,LRRK1,LRRK2,LTBP1,LTBP3,LVRN,LYN,LYPD6,MAGI3,MAK,MAML3,MAP2K2,MAP3K10,MAP3K13,MAP3K14,MAP3K15,MAP3K2,MAP3K20,MAP4K1,MAP4K4,MAPK14,MAPK4,MAPK8IP1,MAPKAPK2,MAPRE2,MASTL,MAVS,MBD2,MDK,MDM2,ME3,MEF2A,MEF2C,MEIS3,MELK,MET,METRNL,MFN2,MFNG,MGAT5,MIB1,MIB2,MID1,MITF,MKKS,MKNK2,MKS1,MLXIPL,MMP14,MMRN2,MN1,MPL,MPZL1,MRAP2,MRE11,MRNIP,MSH2,MSH6,MSTN,MTDH,MTMR4,MUL1,MUSK,MX1,MYO9A,MYO9B,MYOZ1,MYZAP,NABP2,NAMPT,NBEAL2,NCALD,NCAPG2,NCEH1,NDC80,NDRG2,NEO1,NET1,NEURL1,NEURL2,NF1,NFATC1,NFATC4,NFE2L2,NFKBIA,NFKBIB,NFKBIL1,NFKBIZ,NGFR,NKIRAS1,NMI,NOC2L,NOL4L,NONO,NOS1,NOS3,NOSTRIN,NOTCH2,NOTCH3,NPHP4,NPLOC4,NPTX2,NPY1R,NR1D2,NR1H2,NR1I3,NR2F1,NR2F6,NR4A3,NR5A2,NSG1,NTF4,NTRK3,NUMBL,NUP93,NYAP1,OGT,OLFML2B,OPHN1,OPTN,ORC1,OTUD7A,OXTR,P2RX5,P2RY1,PAK3,PAPPA2,PAQR3,PARK7,PARP14,PARP16,PARP9,PARPBP,PBK,PBLD,PCSK9,PDCD4,PDCD5,PDE10A,PDE1C,PDE3A,PDE4B,PDE4D,PDE5A,PDE6A,PDE7B,PDE9A,PDGFA,PDGFC,PDGFD,PDGFRA,PDIA3,PDK2,PDK4,PDPN,PELI3,PELO,PENK,PER1,PHB2,PHKG1,PHLPP1,PIAS3,PIK3C2A,PIK3R2,PINK1,PIP4K2A,PIP4K2C,PITPNM2,PKD2,PLAT,PLCB1,PLCD1,PLCD4,PLCE1,PLCG1,PLCG2,PLCL1,PLCL2,PLD1,PLD2,PLEKHA4,PLEKHF1,PLK1,PLK3,PLPP3,PLPPR4,PLXNA1,PLXNA2,PLXNA3,PLXNB3,PLXND1,PODN,POSTN,PPARA,PPARGC1B,PPIF,PPM1A,PPM1B,PPM1F,PPM1L,PPP1R12B,PPP1R1B,PPP1R9A,PPP2R5A,PPP2R5B,PPP3CA,PPP3CB,PPP4R1,PRCP,PRKAB2,PRKCD,PRKCH,PRKCQ,PRKCZ,PRKD1,PRKG2,PRR5,PRR5L,PSAP,PTGES3,PTH1R,PTK2B,PTK7,PTN,PTPMT1,PTPN13,PTPRA,PTPRC,PTPRD,PTPRJ,PTPRK,PYY,RAB13,RAB29,RAB7A,RABEP2,RAC2,RACGAP1,RAD9B,RADIL,RAF1,RALGAPA2,RALGPS1,RALGPS2,RAMP1,RANBP10,RANBP9,RAP1GDS1,RAP2C,RAPGEF1,RAPGEF3,RAPGEF5,RAPGEFL1,RAPH1,RASA4B,RASGRF2,RASGRP2,RASL11B,RASSF10,RASSF4,RASSF8,RB1CC1,RBM15,RBPJ,RCAN2,RCC2,RCN3,RDH11,RECK,RFWD3,RGL1,RGMA,RGS12,RGS14,RGS3,RGS7,RHEB,RHEBL1,RHNO1,RHOBTB1,RHOD,RHOF,RHOU,RHPN2,RIPOR2,RND2,RNF14,RNF149,RNF157,RNF165,ROBO1,ROCK2,ROR2,RORA,ROS1,RPA2,RPS6KA1,RPS6KA3,RPS6KB2,RRAGD,RRAS,RSPO3,RTKN,RXRG,RYR2,S100A4,S1PR1,S1PR2,S1PR3,SAFB2,SAMHD1,SAV1,SCAI,SCARB1,SCUBE1,SCUBE2,SDC1,SDHAF2,SEMA3E,SEMA3G,SEMA4F,SEMA5B,SEMA6A,SEMA6C,SEMA7A,SENP1,SERPINE1,SERPINE2,SESN1,SESN2,SEZ6L,SEZ6L2,SFRP2,SGCD,SGPL1,SGPP1,SH3BP2,SH3BP5,SH3RF2,SHC1,SIK3,SIPA1,SIPA1L1,SIRT2,SKP2,SLC15A3,SLC25A4,SLC27A1,SLC2A10,SLC8A3,SLIT2,SLIT3,SMAD2,SMAD9,SMO,SMPD1,SMPDL3B,SMURF1,SMYD2,SORT1,SOX11,SOX9,SPARCL1,SPART,SPDL1,SPHK1,SPI1,SPRED2,SPRY2,SPSB2,SQSTM1,SRC,SREBF2,SRGAP1,SRGAP2,SRPX,SS18,SSX2IP,STAT1,STAT5B,STC1,STING1,STK11,STK17B,STK3,STOX1,STRN,STT3A,STUB1,SULF1,SULF2,SVEP1,TAS1R3,TAX1BP3,TBCK,TBL1XR1,TCF7L1,TCF7L2,TCP11L2,TCTN3,TEAD1,TEAD2,TEAD4,TEK,TENM1,TENM2,TENM3,TEX14,TFRC,TGFB1,TGFB2,TGFB3,TGFBR1,TGFBR2,THAP11,THOC5,TIAM1,TIMELESS,TIMM50,TIMP1,TLK1,TLR5,TLR9,TMEM109,TMEM145,TMEM198B,TMEM204,TMEM231,TMEM25,TMEM38A,TMEM53,TMEM9,TMTC4,TNFRSF11A,TNFRSF12A,TNFRSF19,TNFRSF1B,TNFRSF21,TNIP1,TP63,TP73,TPBG,TPCN2,TPD52L1,TRAF3,TRAF3IP2,TRAF5,TRAIP,TREX1,TRIM59,TRIM72,TRIP10,TSKU,TSPAN12,TSPAN5,TSPAN6,TSSK3,TTC21B,TTC26,TTK,TUB,TULP3,TXNDC15,TYRO3,UACA,UBA6,UBASH3B,UBD,UBR2,UGCG,ULK1,ULK3,UNC5B,UNC5CL,USP18,USP28,USP34,VANGL2,VAPB,VASN,VAV2,VCAM1,VCP,VDAC2,VEGFA,VHL,VIM,VRK1,VRK3,WASF2,WDR19,WDR83,WFIKKN2,WLS,WNK3,WNT4,WNT5B,WSB2,WWC2,WWTR1,YBX3,YWHAG,YWHAQ,YWHAZ,ZBTB7A,ZBTB7B,ZEB1,ZFAND5,ZFAND6,ZFP91,ZFYVE27,ZIC3,ZMIZ1,ZNF385A,ZNF423,ZNF536,ZNF703,ZWILCH,ZWINT,ZYX


			GO:BP			import into nucleus			GO:0051170			0.0303770105			36			APOD,BAG3,BCL3,CRY2,EFCAB7,FGF9,GLI3,HCLS1,HTATIP2,KPNA1,KPNA2,KPNA3,KPNA5,LRRK2,MAPK14,MAVS,NFKBIA,NUP107,NUP133,NUP93,NXT2,PHB2,PIK3R2,PKIG,POLA2,PPP3CA,PRKAG1,PRKCD,PRKD1,SMO,SNUPN,SPG11,SQSTM1,STK3,TGFB1,TRAF3IP2


			GO:BP			SMAD protein signal transduction			GO:0060395			0.0304588264			23			ATOH8,BMP5,BMP6,BMP7,CCN3,CILP,CITED1,DAB2,FOS,GDF11,GDF9,ITGB6,JADE2,NCEH1,NUP93,PBLD,SLC2A10,SMAD2,TGFB2,TGFBR1,VIM,WWTR1,ZMIZ1


			GO:BP			cerebellar granular layer development			GO:0021681			0.0304588264			6			FAIM2,GRID2,KIF14,MDK,OPHN1,SERPINE2


			GO:BP			leukocyte aggregation			GO:0070486			0.0304588264			6			BMP7,CD44,LOC100737755,NR4A3,RAC2,STK10


			GO:BP			dendrite self-avoidance			GO:0070593			0.0304588264			6			CNTN4,EMB,EXT1,MYOT,NEXN,NRCAM


			GO:BP			glucose catabolic process to pyruvate			GO:0061718			0.0304588264			6			ENO3,HK1,PFKM,PGK1,PKM,TPI1


			GO:BP			canonical glycolysis			GO:0061621			0.0304588264			6			ENO3,HK1,PFKM,PGK1,PKM,TPI1


			GO:BP			protein localization to ciliary membrane			GO:1903441			0.0304588264			6			EFCAB7,GGA1,IFT80,LZTFL1,TUB,WDR19


			GO:BP			NADH regeneration			GO:0006735			0.0304588264			6			ENO3,HK1,PFKM,PGK1,PKM,TPI1


			GO:BP			embryonic placenta development			GO:0001892			0.0304588264			23			ADM,BMP7,CCN1,CITED1,E2F7,E2F8,EGLN1,EPAS1,FBXW8,GATA2,HEY2,HS6ST1,JUNB,KRT8,MDFI,PCDH12,PKD2,PRDM1,RBPJ,RSPO3,STK3,VASH1,VASH2


			GO:BP			regulation of smoothened signaling pathway involved in dorsal/ventral neural tube patterning			GO:1901620			0.0304588264			6			CPLANE2,GLI2,GLI3,GPR161,MKS1,TULP3


			GO:BP			response to endoplasmic reticulum stress			GO:0034976			0.0304588264			57			AIFM1,APAF1,AQP11,ATF3,ATF4,ATP2A1,ATP2A3,ATXN3,AUP1,BCAP31,CCDC47,CLU,COPS5,CREB3L1,CREB3L2,DDRGK1,DDX3X,DNAJB2,DNAJB9,DNAJC18,ECPAS,EIF4G1,ERMP1,ERO1A,ERP29,FOXRED2,HSPA5,LPCAT3,LRRK2,MAN1A1,NFE2L2,NIBAN1,NPLOC4,NR1H2,PARK7,PARP16,PDIA3,PIK3R2,PPP1R15A,RASGRF2,RCN3,SEL1L,SESN2,SRPX,STUB1,THBS4,TMEM259,TMEM67,TMTC3,TMTC4,UBXN1,UGGT1,USP13,USP19,USP25,VAPB,VCP


			GO:BP			central nervous system neuron development			GO:0021954			0.0304588264			23			ARX,CDH11,DCX,EPHA4,EPHB2,EPHB3,GATA2,GBA2,GLI2,MAP2,NFIB,NIN,OGDH,PLXNA1,PLXNA3,SCN1B,SEMA3E,SLIT2,SPG11,TSKU,UQCRQ,WDR47,ZMIZ1


			GO:BP			pyramidal neuron differentiation			GO:0021859			0.0304588264			6			BCL6,DCX,OGDH,PLXNA3,UQCRQ,ZMIZ1


			GO:BP			response to hydroxyurea			GO:0072710			0.0304588264			6			BLM,DDI1,RAD51,SPIDR,TIMELESS,TREX1


			GO:BP			Notch signaling pathway			GO:0007219			0.0304992627			40			APP,BCL6,BEND6,BMP7,CCN3,CFD,DLK2,DLL1,DTX2,DTX4,EGFL7,GATA2,GMDS,GOT1,HEY2,IL6ST,LFNG,MAML3,MFNG,MIB1,MIB2,MMP14,NEURL1,NFKBIA,NOTCH2,NOTCH3,POSTN,RBM15,RBPJ,S1PR3,SOX9,SRC,TGFB1,TGFB2,TGFBR2,TP63,TSPAN5,ZBTB7A,ZMIZ1,ZNF423


			GO:BP			regulation of protein modification by small protein conjugation or removal			GO:1903320			0.0305151681			49			ABL1,ARRDC3,BRCA1,BUB1B,CAPN3,CBLB,CDC20,CKB,CUL3,DCUN1D2,DCUN1D4,DDX3X,DNAJB2,EGR1,EPAS1,FANCI,FANCM,FBXO5,FYN,GPS2,HSPA5,IVNS1ABP,KDM1A,LIMK1,LRRK2,MASTL,MTBP,MUL1,NMI,OGT,OTUB2,PARK7,PIAS3,PINK1,PLAA,PLK1,SH3RF2,SKP2,SPHK1,SPRY2,SQSTM1,STUB1,TGFBR1,TNIP1,TSPO,UBXN1,VCP,WDR48,ZMIZ1


			GO:BP			receptor clustering			GO:0043113			0.0307173024			15			AGRN,APOE,CDH2,COLQ,DLG4,DVL1,ERBIN,FZD9,ITGA4,ITGAL,ITGB7,LRP4,PTN,TGFB1,WDR19


			GO:BP			ovulation cycle			GO:0042698			0.0307173024			15			EGR1,ENPP2,ESR1,GDF9,KIF20A,MDK,NOS3,PDGFRA,PTN,PTX3,SGPL1,SLIT2,SLIT3,STAT5B,TYRO3


			GO:BP			cardiac muscle hypertrophy			GO:0003300			0.0307173024			15			ATP2B4,CAMTA2,EZH2,HEY2,INPP5F,LMCD1,LOC100736765,MEF2A,PDE9A,PI16,PPP3CA,RAP1GDS1,TCAP,TNFRSF1B,TWF1


			GO:BP			cellular response to topologically incorrect protein			GO:0035967			0.0310103367			27			ATF3,ATF4,ATXN3,AUP1,BAG3,COPS5,CREB3L1,CREB3L2,CUL3,DDRGK1,DNAJC18,ERMP1,ERO1A,HSF1,HSPA13,HSPA5,HSPA9,HSPB8,KLHL15,NFE2L2,OPTN,PARP16,STUB1,TMTC4,UGGT1,VAPB,VCP


			GO:BP			regulation of release of sequestered calcium ion into cytosol by sarcoplasmic reticulum			GO:0010880			0.0311783264			7			CALM1,CASQ1,CASQ2,DHRS7C,HRC,TMEM38A,TRDN


			GO:BP			positive regulation of glycoprotein metabolic process			GO:1903020			0.0311783264			7			IL15,PLCB1,PXYLP1,RAMP1,SLC2A10,SOAT1,TCF7L2


			GO:BP			positive regulation of autophagy of mitochondrion in response to mitochondrial depolarization			GO:1904925			0.0311783264			7			ATP5IF1,HK2,MFN2,MUL1,OPTN,PINK1,TOMM7


			GO:BP			negative regulation of platelet activation			GO:0010544			0.0311783264			7			APOE,CD9,PDGFA,PDGFRA,PRKCD,SERPINE2,UBASH3B


			GO:BP			regulation of ryanodine-sensitive calcium-release channel activity			GO:0060314			0.0311783264			7			CALM1,CASQ2,HRC,PKD2,SELENON,SRI,TRDN


			GO:BP			tube formation			GO:0035148			0.0316211932			35			ABL1,ADM,APAF1,ATOH8,BMP7,CC2D2A,CTHRC1,DVL1,EDA,EGF,FZD2,GATA3,HS2ST1,IFT57,KIF20B,LIAS,LUZP1,MIB1,MKS1,MMRN2,MTHFD1L,MTHFR,NFIB,PTK7,RGMA,SFRP2,SHROOM3,SOX11,SOX9,STK3,TCAP,TEAD2,TGFB1,TULP3,YWHAZ


			GO:BP			cholesterol efflux			GO:0033344			0.031683847			16			ABCA5,APOE,APOM,EGF,GPS2,LOC100520512,NAXE,NFKBIA,NPC1,NR1H2,SCARB1,SOAT1,SPG11,SREBF2,TSKU,TTC39B


			GO:BP			negative regulation of neuron death			GO:1901215			0.0321740624			39			AARS1,ADAM8,ADNP,APOE,ATF4,BHLHB9,CITED1,ERBB3,FAIM2,FZD9,GRIK2,IL6ST,KDR,KIF14,LRRK2,MDK,MSH2,NEFL,NFATC4,NONO,NTF4,PARK7,PINK1,PLXND1,PPARGC1A,PRKCI,PSMC1,PTPRZ1,RETREG1,SEMA3E,STXBP1,THAP11,TIGAR,TMEM259,TNFRSF1B,TOX3,TYRO3,UNC5B,ZFP91


			GO:BP			negative regulation of sequestering of calcium ion			GO:0051283			0.0321740624			26			ABL1,CALM1,CAPN3,CASQ1,CASQ2,CCL19,DHRS7C,DIAPH1,ERO1A,HRC,ITPR3,LETM1,LYN,PKD2,PLCG2,PRKD1,PTK2B,PTPRC,RYR2,SELENON,SRI,TMEM38A,TPCN2,TRDN,TRPC1,UBASH3B


			GO:BP			negative regulation of response to wounding			GO:1903035			0.0321740624			20			ANXA2,APOE,CASK,CD109,CD9,EPHA4,INPP5F,MDK,MYOZ1,PDGFA,PDGFRA,PHLDB2,PRKCD,PROS1,PTPRS,RGMA,SERPINE1,SERPINE2,TFPI,UBASH3B


			GO:BP			lipid localization			GO:0010876			0.0322264321			88			ABCA5,ABCA6,ABCB1,ABCC1,ABHD5,ACE,ACSL1,AKT2,ANXA2,APOD,APOE,APOM,ARL8B,ATG9A,ATP10A,ATP10D,ATP11B,ATP8B2,AUP1,BDKRB2,C2CD2L,C3,CDS1,CRABP1,CRABP2,CRY2,EGF,FABP5,FABP7,FITM1,GPS2,GRAMD1C,ITGAV,LDAH,LIPG,LOC100511343,LOC100520512,LOC100625134,LPCAT3,MFSD2A,NAXE,NFKBIA,NME4,NPC1,NR1H2,OSBPL10,OSBPL8,PCSK9,PIP4K2A,PITPNA,PITPNM2,PLEKHA8,PLIN5,PLPPR4,PLTP,PNPLA2,PODN,PPARA,PPP1R1B,PRKCD,PROCA1,PSAP,RBP1,SAR1B,SCARB1,SGPP1,SLC27A1,SLC27A3,SLCO2B1,SOAT1,SPG11,SPP1,SQLE,SREBF2,STARD5,STAT5B,TEX2,TNFRSF11A,TPCN2,TSKU,TSPO,TTC39B,UGCG,VLDLR,VMP1,VPS13B,XKR5,XKR8


			GO:BP			bone resorption			GO:0045453			0.0322264321			17			ADAM8,DEF8,EXT1,LRRK1,LTBP3,PDK4,PLEKHM1,PPARGC1B,PTH1R,PTK2B,RAB3D,S1PR1,SRC,TCIRG1,TFRC,TNFRSF11A,UBASH3B


			GO:BP			protein modification by small protein conjugation or removal			GO:0070647			0.0322794849			186			ABL1,ANKIB1,ARIH2,ARRDC3,ASB10,ASB11,ASB13,ASB15,ASB2,ASB5,ATXN3,BARD1,BRCA1,BUB1B,C1H18ORF25,CACHD1,CAND1,CAPN3,CBL,CBLB,CBX4,CCNF,CDC20,CDS1,CHPT1,CKB,COPS4,COPS5,COPS7A,COPS8,CRBN,CUL3,CUL4A,CUL4B,CUL5,CUL7,DCAF11,DCUN1D2,DCUN1D4,DDRGK1,DDX3X,DNAJB2,DTL,DTX2,DTX4,DZIP3,EGR1,EGR2,ELOC,ENC1,EPAS1,FANCA,FANCI,FANCM,FBXL7,FBXO31,FBXO32,FBXO40,FBXO5,FBXO9,FBXW5,FBXW8,FYN,G2E3,GPS2,HECTD3,HERC6,HSPA5,IFIH1,ITSN1,IVNS1ABP,JADE2,KBTBD8,KCMF1,KDM1A,KEAP1,KLHL13,KLHL15,KLHL17,KLHL21,KLHL24,KLHL3,KLHL42,KLHL9,LIMK1,LONRF3,LRRK2,MARCHF2,MARCHF3,MARCHF8,MASTL,MDM2,MIB1,MIB2,MKRN1,MTBP,MUL1,NEDD4L,NEURL1,NEURL2,NEURL4,NFE2L2,NMI,OBI1,OGT,OTUB2,OTUD1,OTUD7A,PARK7,PELI3,PIAS3,PINK1,PJA1,PLAA,PLK1,PSMD14,RFWD3,RNF123,RNF14,RNF144A,RNF144B,RNF149,RNF150,RNF157,RNF165,RNF19B,RNF2,RNF217,RNF38,RYBP,SENP1,SENP5,SH3RF2,SKP2,SMURF1,SPHK1,SPRY2,SPSB2,SQSTM1,STAMBPL1,STUB1,TAF12,TBC1D14,TGFBR1,TNIP1,TRAF3,TRAF3IP2,TRAF5,TRAIP,TRIM36,TRIM55,TRIM59,TRIM63,TRIM72,TSPO,TTC3,UBA6,UBA7,UBD,UBE2C,UBE2D4,UBE2Z,UBE3D,UBR2,UBR3,UBR7,UBXN1,UCHL3,UHRF1,USP1,USP13,USP18,USP19,USP2,USP24,USP25,USP28,USP34,USP53,VCP,VHL,WDR48,WSB2,WWP1,WWTR1,ZMIZ1


			GO:BP			negative regulation of cell cycle G2/M phase transition			GO:1902750			0.0322823443			18			ATF5,ATM,BLM,BRCA1,CDC6,CDK1,CHEK1,CLSPN,DTL,FOXN3,IER3,INIP,MRE11,MRNIP,NABP2,ORC1,PLK1,RAD21


			GO:BP			leukocyte differentiation			GO:0002521			0.0322823443			109			ABL1,ADAM8,ANXA2,APP,ATM,BCL3,BCL6,CALCR,CCN4,CCR9,CD109,CD40LG,CEBPG,CMTM7,CUL4A,DLL1,DNAJA3,DROSHA,DUSP10,EGR1,EGR3,ENTPD7,ERBB2,EZH2,FANCA,FANCD2,FBN1,FES,FNIP1,FOS,FOXJ1,FZD9,GAB3,GATA2,GATA3,GLI3,GPC3,GPS2,HCLS1,HSF1,ICMT,IL15,IL18,IL4I1,ITGB6,ITM2A,JUNB,KIT,LCK,LEPR,LFNG,LMBR1L,LRRK1,LYN,MAPK14,MDK,MFNG,MITF,MMP14,MSH2,NFIL3,NFKBIZ,NHEJ1,NOTCH2,PATZ1,PIAS3,PIR,PLCG2,PLCL2,PPARGC1B,PPP3CA,PPP3CB,PRDM1,PRKCZ,PTK2B,PTPRC,RBP1,RBPJ,RORA,RRAS,SH3PXD2A,SLC39A7,SPI1,SRC,SRF,STAT5B,STK11,TAPBPL,TCIRG1,TFRC,TGFB1,TGFBR2,THOC5,TLR9,TMEM98,TNFRSF11A,TOP2B,TOX,TPD52,TRAF3IP2,TYRO3,UBASH3B,UBD,ZBTB1,ZBTB16,ZBTB7A,ZBTB7B,ZEB1,ZMIZ1


			GO:BP			mitochondrial transport			GO:0006839			0.0322823443			32			AIFM1,ATP5IF1,BCAP31,BID,BNIP3,BNIP3L,CHCHD10,DNAJC19,EYA2,HK2,HSPA1L,IER3,LRRK2,MFN2,MUL1,OXA1L,PDCD5,PINK1,PPIF,SAMM50,SLC25A24,SLC25A4,SPG7,TIMM44,TIMM50,TOMM34,TOMM40,TOMM40L,TOMM7,UCP2,UCP3,VDAC2


			GO:BP			activation of cysteine-type endopeptidase activity involved in apoptotic process			GO:0006919			0.0322823443			19			AIFM1,APAF1,ATP2A3,BID,CASP9,COPS5,CRADD,DLC1,F3,FAM162A,HIP1,IFT57,LCK,MUL1,NANS,NGFR,ROBO1,SENP1,VCP


			GO:BP			synaptic vesicle transport			GO:0048489			0.0322823443			12			AP3M2,ARPIN,BLOC1S1,BLOC1S4,DNM1,DTNBP1,EIF3J,KIF5C,LRRK2,RAB3A,SNAP91,SPG11


			GO:BP			negative regulation of epithelial cell migration			GO:0010633			0.0322823443			18			ANGPT2,APOE,ATP2B4,CORO1C,CSNK2B,DCN,DUSP10,KLF4,KLHL12,MEF2C,MEOX2,MMRN2,PATZ1,PTPRG,RGCC,SLIT2,STC1,VASH1


			GO:BP			female gamete generation			GO:0007292			0.0322823443			32			ATM,BRCA2,CCNB1,CCNB2,CDC25B,CDK1,DIAPH2,EDNRA,EHMT2,FBXO5,GDF9,KIF20A,MASTL,MCM8,MDK,MEIOB,MSH4,NCAPH,NDC80,NOS3,PDE3A,PLK1,PTN,PTX3,SEPTIN1,SIRT2,SRC,SYCP2,TOP2A,TTK,WDR77,ZMIZ1


			GO:BP			positive regulation of osteoblast differentiation			GO:0045669			0.0322823443			18			ACVR1,BMP6,BMP7,CCN1,CCN4,CTHRC1,DDR2,FBN2,FBXO5,GLI3,IL6ST,PPP3CA,PRKD1,SFRP2,SOX11,SUCO,TP63,WWTR1


			GO:BP			regulation of protein localization to cell periphery			GO:1904375			0.0325823158			29			ARHGAP44,ATP2B4,CIB1,CLIP3,DAB2,EFCAB7,EPB41L2,EPHA3,EZR,GBP1,GNAI1,GPC4,GPSM2,GRIPAP1,ITGB1,LGALS3,LZTFL1,MMP14,MRAP2,PIK3R2,PKDCC,PLK1,PPP2R5A,PRKCI,PTPN9,SQSTM1,STAC3,VAMP8,WNK3


			GO:BP			metal ion transport			GO:0030001			0.0326219337			153			ABCB6,ABCC5,ABL1,ACTN2,AFG3L2,AKAP6,ARHGAP1,ASIC3,ATP1A2,ATP1B1,ATP1B3,ATP2A1,ATP2A3,ATP2B2,ATP2B3,ATP2B4,ATP7A,BEST1,BIN1,CACHD1,CACNA1D,CACNA1G,CACNA1S,CACNB1,CACNG1,CACNG6,CACNG7,CALCRL,CALM1,CAPN3,CASK,CASQ1,CASQ2,CATSPER4,CCL19,CNTN1,CRBN,DDX23,DHRS7C,DIAPH1,EDNRA,EGF,ERO1A,FLVCR2,FYN,GNB5,GRAMD2A,GRIN2D,GRIN3A,HEPH,HOMER1,HOMER2,HOMER3,HRC,IL16,ISCU,ITGAV,ITGB1,ITPR3,KCNA7,KCNAB2,KCNB1,KCNC1,KCNC4,KCND2,KCNG2,KCNIP2,KCNK1,KCNN1,KCNN2,KCNQ4,KCNQ5,KCNT2,KLHL24,KLHL3,LETM1,LGALS3,LMTK2,LOC100515171,LOC100627175,LYN,MCOLN1,MRS2,NEDD4L,NOS3,PACSIN3,PCSK9,PDE4B,PER1,PKD2,PLCG2,PPP3CA,PRKD1,PTK2B,PTPRC,RAMP1,REM1,RNF207,RYR2,SCN1B,SCN2B,SCN3B,SCN4A,SCN4B,SCN5A,SCN7A,SCNN1A,SEC61A1,SELENON,SERPINE2,SLC1A3,SLC24A1,SLC24A5,SLC25A25,SLC30A2,SLC30A7,SLC35G1,SLC39A1,SLC39A2,SLC39A7,SLC39A9,SLC41A1,SLC41A2,SLC41A3,SLC46A1,SLC4A7,SLC5A6,SLC6A1,SLC6A13,SLC8A3,SLC9A2,SLC9A7,SLN,SMDT1,SPG11,SRI,STAC3,STC1,STEAP3,STEAP4,STIM1,STIM2,TFRC,TGFB1,TLR9,TMEM38A,TPCN2,TRDN,TRPC1,TUSC3,UBASH3B,VMP1,WNK3


			GO:BP			negative regulation of kinase activity			GO:0033673			0.0326544757			46			ABL1,AGT,AJUBA,AKT1S1,APOE,BMP7,CBL,CEP85,CORO1C,DBNDD1,DTNBP1,DUSP1,DUSP10,DVL1,EPHB2,GADD45B,HMGCR,KAT2B,LYN,MSTN,NCAPG2,PAQR3,PARK7,PIP4K2A,PIP4K2C,PKIG,PLK1,PPM1F,PPP2R5A,PRDX3,PRKAR1A,PRKAR1B,PRKAR2A,PRKCD,PTPRB,PTPRC,PTPRJ,RGS14,RUBCN,SFRP2,SH3BP5,SLC8A3,SMPD1,SPRY2,UBASH3B,WWTR1


			GO:BP			regulation of body fluid levels			GO:0050878			0.0326655583			54			ADM,ADRA2A,ADRA2C,AKAP11,ANO1,ANO2,ANXA2,APOE,AQP7,BLOC1S4,CD40LG,CD9,CORO2B,DTNBP1,EMILIN2,EPHB2,EXT1,F3,F8,FBLN1,FERMT3,FN1,FUNDC2,GPAT4,HABP2,LNPK,LYN,NEURL1,NFE2L2,NR1H2,P2RY1,PDGFA,PDGFRA,PDPN,PLA2G4A,PPP3CA,PRKCD,PRKCQ,PROS1,PRSS56,SCNN1A,SERPINE1,SERPINE2,SRF,STAT5B,STXBP1,TFPI,TRAF3IP2,TYRO3,UBASH3B,USF2,VAMP8,ZBTB7B,ZNF385A


			GO:BP			regulation of immune system process			GO:0002682			0.0331283759			228			ABL1,ADAM8,ADORA2A,AHR,APOD,APOE,APP,ATM,BCL6,BCR,BID,BST1,BTNL9,C2,C3,C4A,CALR,CASP6,CBLB,CCL19,CCL5,CCN3,CD1.1,CD14,CD200,CD276,CD40LG,CD48,CD80,CD8A,CD9,CFD,CHST2,CIB1,CLEC12B,COL3A1,CSF3,CTSC,CUL4A,DAPK2,DDX1,DDX3X,DDX58,DHPS,DHX58,DLG5,DLL1,DNAJA3,DOCK8,DPP4,DROSHA,DUSP1,DUSP10,DUSP3,EFNB3,EGR3,EIF2B3,EIF2B4,EMILIN1,ENTPD7,EPHB2,ERBB2,ERBIN,ESR1,EZR,FAM210B,FANCA,FANCD2,FBN1,FCGR2B,FCHO1,FER,FES,FLOT2,FN1,FOS,FOXJ1,FYN,GATA2,GATA3,GBP1,GCNT1,GLI3,GPI,GPS2,HABP2,HCLS1,HHLA2,HK1,HMCES,HOXA5,HSF1,HSPA9,IFI35,IFIH1,IKBKG,IL15,IL18,IL1R1,IL2RA,IL4I1,IL6ST,IRAK1,IRAK2,JAM3,KHDRBS1,KIT,KLF13,LCK,LGALS3,LGALS9,LGR4,LMO1,LOC100523213,LOX,LRCH1,LRFN5,LRP8,LYAR,LYN,LYVE1,MAPK14,MAPK8IP1,MAPKAPK2,MAVS,MDK,MITF,MMP14,MSH2,MSTN,MUL1,NFE2L2,NFKBIA,NFKBIL1,NFKBIZ,NMI,NONO,NOTCH2,NPLOC4,NSD2,PARK7,PARP14,PARP3,PARP9,PDE4B,PDE4D,PHB2,PHLPP1,PIAS3,PITHD1,PLCB1,PLCG1,PLCG2,PLCL2,POLR3D,PPARGC1B,PPP3CA,PPP3CB,PRDM1,PRKAR1A,PRKCH,PRKCQ,PRKCZ,PRSS56,PTK2B,PTN,PTPRC,PTPRD,PTPRJ,RAB29,RAC2,RBM15,RBP1,RCOR1,RGCC,RIF1,RIPOR2,RORA,RPS6KA3,SAMHD1,SEMA7A,SERPINE1,SHPK,SLC15A3,SLIT2,SMPDL3B,SOX11,SOX9,SPHK1,SPI1,STAT1,STAT5B,STING1,STK10,STK11,SWAP70,TAP2,TAPBP,TAPBPL,TFRC,TGFB1,TGFB2,TGFB3,TGFBR2,THBS4,TLR5,TLR9,TNFRSF1B,TNFRSF21,TNIP1,TOX,TRAF3,TRAPPC13,TREX1,TSPAN6,TYRO3,UBASH3B,UNC13D,USP18,VAMP8,VCAM1,WDR6,ZBTB1,ZBTB16,ZBTB7B,ZEB1,ZMIZ1,ZNFX1


			GO:BP			metencephalon development			GO:0022037			0.0331283759			25			AARS1,ABL1,CDK5R1,CNTN1,CPLANE1,DLL1,EZH2,FAIM2,GLI2,GRID2,HSPA5,KIF14,MDK,OGDH,OPHN1,PTPRS,RORA,SERPINE2,SEZ6L2,SMO,TRNP1,TTC21B,TTLL1,UQCRQ,WHRN


			GO:BP			aortic valve development			GO:0003176			0.0331324385			10			EFNA1,EMILIN1,GATA3,HEY2,NOS3,RBPJ,SLIT3,SOX9,TGFB1,TNFRSF1B


			GO:BP			protein localization to chromosome, centromeric region			GO:0071459			0.0331324385			10			AURKB,BUB1B,CDK1,CDT1,MTBP,NDC80,RCC2,SPDL1,TTK,ZWILCH


			GO:BP			regulation of glycoprotein biosynthetic process			GO:0010559			0.0331324385			10			ACOT8,IL15,ITM2A,NECAB3,PLCB1,PXYLP1,RAMP1,SLC2A10,SOAT1,TCF7L2


			GO:BP			mature B cell differentiation involved in immune response			GO:0002313			0.0331324385			10			BCL3,BCL6,DLL1,ITM2A,LFNG,MFNG,NOTCH2,PLCG2,PTK2B,SPI1


			GO:BP			regulation of carbohydrate metabolic process			GO:0006109			0.0334691361			36			ACADM,AKT2,APP,BCKDK,C1QTNF3,EGF,FAM3C,FOXO1,GPD1,IER3,IGFBP4,INSR,KAT2B,KLHL12,LEPR,MLXIPL,NCOA2,NLN,OGT,PASK,PDK2,PDK4,PPARA,PPP1R3A,PPP1R3B,PPP1R3C,PPP1R3D,PPP1R3G,PTK2B,RORA,SESN2,TIGAR,TREX1,ZBTB20,ZBTB7A,ZNF692


			GO:BP			proteasome-mediated ubiquitin-dependent protein catabolic process			GO:0043161			0.0335090927			86			ANKIB1,APPBP2,ARAF,ARIH2,ASB2,ATXN3,AUP1,BBS7,BCAP31,CACHD1,CCDC47,CCNF,CDC20,CKB,CLU,CRBN,CUL3,CUL4A,CUL4B,CUL5,DAB2,DCAF11,DDRGK1,DNAJB2,DNAJB9,DNAJC18,DTL,DVL1,ECPAS,FBXL21,FBXL4,FBXL7,FBXO31,FBXO9,FBXW5,FBXW8,FOXRED2,HECTD3,ITSN1,KIF14,KLHDC3,KLHL15,KLHL42,LRRK2,MAN1A1,MDM2,NEDD4L,NFE2L2,NSFL1C,OGT,PARK7,PBK,PLAA,PLK1,PLK3,PSMA5,PSMC1,PSMC2,PSMC3,PSMC5,PSMD1,PSMD14,PSMD4,RAD23A,RNF14,RNF144A,RNF217,RYBP,SH3RF2,SIRT2,SKP2,SMURF1,STUB1,TMEM67,TRIM72,UBE2C,UBR2,UBR3,UBXN1,UBXN7,USP19,VCP,WWP1,WWTR1,XPO1,ZYG11B


			GO:BP			homophilic cell adhesion via plasma membrane adhesion molecules			GO:0007156			0.0338280374			31			CADM2,CDH10,CDH11,CDH15,CDH2,CDH20,CDH22,CDH7,CELSR3,CLSTN2,CLSTN3,CNTN4,DCHS1,DCHS2,EMB,ESAM,IGSF11,IGSF9,MYOT,NECTIN3,NEXN,NRCAM,OBSL1,PCDH11X,PCDH12,PCDH17,PCDH7,PCDHGB1,PLXNB3,ROBO1,SDK1


			GO:BP			positive regulation of cysteine-type endopeptidase activity involved in apoptotic process			GO:0043280			0.0339526345			28			AIFM1,APAF1,ATP2A3,BCAP31,BID,CASP9,CCN1,COPS5,CRADD,DAPK1,DDX3X,DLC1,F3,FAM162A,FAS,HIP1,IFT57,LCK,MUL1,NANS,NGFR,PDCD5,PPM1F,REST,ROBO1,SENP1,UACA,VCP


			GO:BP			nucleoside monophosphate metabolic process			GO:0009123			0.0341851191			24			ADSL,AK1,AK3,AK5,AMPD1,AMPD3,ATIC,CHPT1,CMPK2,DNPH1,GART,GMPR,GPAT4,GUK1,IMPDH1,NT5C1A,NT5E,NT5M,PAICS,PPAT,PRPS1,PRTFDC1,PTPMT1,UGCG


			GO:BP			development of primary female sexual characteristics			GO:0046545			0.0341851191			24			ATM,BRCA2,EIF2B4,ESR1,FANCA,FST,GDF9,KDR,KIF20A,KIT,LFNG,LHFPL2,MSH4,NOS3,NUP107,PCYT1B,PDGFRA,PTX3,SGPL1,SLIT2,SLIT3,STAT5B,UMODL1,ZFPM2


			GO:BP			alpha-amino acid biosynthetic process			GO:1901607			0.0341851191			24			AASDHPPT,ALDH18A1,APIP,ASL,ASNS,ASS1,ATP2B4,BCAT1,CDS1,CYP1A1,DCTPP1,GLUL,GOT1,HADHB,LPCAT1,MRI1,MTHFR,NOXRED1,OAT,OTC,PARK7,PCBD1,PLOD2,PYCR2


			GO:BP			leukocyte cell-cell adhesion			GO:0007159			0.0343268761			71			ABL1,ADAM8,ADORA2A,ASS1,BCL6,BMP7,CBLB,CD276,CD40LG,CD44,CD80,CHST2,DHPS,DLG5,DNAJA3,DOCK8,DPP4,DUSP10,DUSP3,EFNB3,EGR3,ERBB2,EXT1,EZR,FCHO1,FERMT3,FLOT2,FOXJ1,GATA3,GCNT1,GLI3,HHLA2,IL15,IL18,IL4I1,IL6ST,IRAK1,ITGA4,ITGA5,ITGAL,ITGB1,ITGB7,KLF4,LCK,LGALS9,LOC100737755,MDK,NFKBIZ,NR4A3,NT5E,PODXL2,PPARA,PPP3CA,PRKAR1A,PRKCQ,PRKCZ,PTPRC,RAC2,STAT5B,STK10,TAPBPL,TFRC,TGFB1,TGFBR2,TNFRSF21,TNIP1,VCAM1,ZBTB1,ZBTB16,ZBTB7B,ZMIZ1


			GO:BP			vacuole organization			GO:0007033			0.0345215545			45			ANXA2,ARFIP2,ARL8B,ATG4D,ATG9A,CLN6,EHMT2,EXT1,FHIP1B,GABARAPL2,HOOK2,LRRK2,MAN2A1,MAP1LC3A,MAP1LC3B,MFN2,MTM1,MYO7A,NSFL1C,PINK1,PIP4K2A,PIP4K2C,RAB34,RAB7A,RB1CC1,SH3GLB1,SMURF1,SNX30,SNX7,SPG11,SRPX,STING1,TAX1BP3,TCIRG1,TFEB,TMEM9,TP53INP2,TPCN2,TREX1,ULK1,ULK3,VMP1,VPS33A,WDR45,WIPI1


			GO:BP			actin filament capping			GO:0051693			0.0347596233			13			AVIL,CAPG,CAPZA1,CAPZA2,CRACD,EPS8,LMOD2,SPTAN1,SPTB,SVIL,TMOD4,TWF1,TWF2


			GO:BP			positive regulation of receptor-mediated endocytosis			GO:0048260			0.0347596233			13			ANXA2,ATAD1,C3,CBL,CLU,DAB2,EGF,FMR1,HIP1,INSR,PCSK9,PLCG2,SERPINE1


			GO:BP			vascular endothelial growth factor receptor signaling pathway			GO:0048010			0.0347596233			13			EMILIN1,FGF18,FGF9,FLT1,GRB10,KDR,MAPK14,MAPKAPK2,MMRN2,PRKD1,PTK2B,SULF1,TMEM204


			GO:BP			cell cycle DNA replication			GO:0044786			0.0347596233			13			BRCA2,CDC45,CDT1,DBF4,E2F7,E2F8,FBXO5,GINS3,LIG1,MCM3,MCM4,POLA1,RAD51


			GO:BP			regulation of cytokinesis			GO:0032465			0.0352258677			23			AURKB,BRCA2,CALM1,CCP110,CDC14B,CDC25B,CDC6,CIT,CUL3,E2F7,E2F8,INCENP,KIF14,KIF20A,KIF20B,KLHL13,KLHL21,KLHL9,PLK1,PLK3,RACGAP1,SH3GLB1,TEX14


			GO:BP			regulation of smooth muscle cell proliferation			GO:0048660			0.0352258677			23			APOD,APOE,CALCRL,CNN1,DNMT1,FGF9,GJA1,HBEGF,IGFBP5,IL18,IL6R,MEF2C,MEF2D,MFN2,MMP2,NDRG2,NOS3,NR4A3,PDCD4,PPARGC1A,TCF7L2,TGFB3,TPM1


			GO:BP			neuromuscular process			GO:0050905			0.0352258677			35			AARS1,ABL1,APP,ATP2A1,BCR,BLOC1S4,CASQ1,CHRNA1,CHRND,DLG4,DVL1,EDNRA,GRID2,GRIN2D,GRIN3A,HOMER1,IGDCC4,LOC110255887,MYH14,MYH3,MYO7A,NEFL,PENK,PNKD,PRRT2,RCSD1,SCN4A,SLC1A3,SLC8A3,SLITRK6,SPART,STAC3,TCAP,TNNC2,USH1C


			GO:BP			regulation of epithelial to mesenchymal transition involved in endocardial cushion formation			GO:1905005			0.0353418246			4			ACVR1,ENG,TGFBR1,TGFBR2


			GO:BP			positive regulation of lamellipodium morphogenesis			GO:2000394			0.0353418246			4			CORO1B,CORO1C,ENPP2,SRC


			GO:BP			DNA replication-dependent chromatin assembly			GO:0006335			0.0353418246			4			ASF1B,CHAF1A,CHAF1B,NASP


			GO:BP			NADH metabolic process			GO:0006734			0.0353418246			4			MDH1,ME1,PC,VCP


			GO:BP			estrous cycle			GO:0044849			0.0353418246			4			EGR1,ENPP2,MDK,PTN


			GO:BP			positive regulation of dendrite development			GO:1900006			0.0353418246			4			BMP5,BMP7,LRP8,PTN


			GO:BP			ciliary basal body organization			GO:0032053			0.0353418246			4			CCP110,CROCC,DZIP1,FOXJ1


			GO:BP			positive regulation of binding			GO:0051099			0.0353418246			37			ABL1,ACE,ANXA2,APOE,APP,BAMBI,CALM1,CDT1,CSF3,CTHRC1,DDRGK1,EBF2,EGF,EIF4G1,EPHA4,FMR1,GATA3,IDE,KLF4,LFNG,LRRK2,MAPRE1,MET,MFNG,NIBAN2,PARK7,PARP9,PLCL1,PLCL2,PLXND1,RIPOR2,SIRT2,STING1,STK3,TCF7L2,TIAM1,ZNF618


			GO:BP			methylglyoxal catabolic process			GO:0051596			0.0353418246			4			HAGH,HAGHL,PARK7,PNKD


			GO:BP			olfactory bulb interneuron development			GO:0021891			0.0353418246			4			ARX,ATF5,ROBO1,SLIT2


			GO:BP			Roundabout signaling pathway			GO:0035385			0.0353418246			4			MYO9B,ROBO1,SLIT2,SLIT3


			GO:BP			methylglyoxal catabolic process to lactate			GO:0061727			0.0353418246			4			HAGH,HAGHL,PARK7,PNKD


			GO:BP			smooth muscle cell chemotaxis			GO:0071670			0.0353418246			4			CORO1B,MDK,PARVA,SLIT2


			GO:BP			methylglyoxal metabolic process			GO:0009438			0.0353418246			4			HAGH,HAGHL,PARK7,PNKD


			GO:BP			meiotic spindle assembly			GO:0090306			0.0353418246			4			CCNB2,FBXO5,MASTL,SEPTIN1


			GO:BP			negative regulation of striated muscle contraction			GO:0045988			0.0353418246			4			ATP1A2,BIN1,GRK2,SRI


			GO:BP			monoatomic ion homeostasis			GO:0050801			0.0353418246			104			ABCC6,ABL1,ACO1,AFG3L2,APOE,APP,AQP11,ATF4,ATP1A2,ATP1B1,ATP1B3,ATP2A1,ATP2A3,ATP2B2,ATP2B3,ATP2B4,ATP7A,BCAP31,BMP6,CALM1,CAPN3,CASQ1,CASQ2,CBWD1,CCDC47,CCL19,CLN6,CYBRD1,DHRS7C,DIAPH1,DISC1,EDNRA,EGLN1,EPAS1,ERO1A,EXT1,FAM20A,GLO1,GRIK2,HEPH,HRC,IMMT,ISCU,ITPR3,KDR,KLHL3,LCK,LCN2,LETM1,LRRK2,LYN,NEO1,NT5E,PDK2,PDK4,PKD2,PLCG2,PRKD1,PTH1R,PTK2B,PTPRC,RAB7A,RAP1GDS1,RYR2,SCN7A,SCNN1A,SELENON,SGCD,SLC1A3,SLC24A1,SLC24A5,SLC26A6,SLC30A2,SLC30A7,SLC35G1,SLC37A4,SLC41A1,SLC4A3,SLC4A7,SLC8A3,SLC9A2,SLC9A7,SMDT1,SRI,STC1,STEAP3,STEAP4,STIM1,STIM2,SYPL2,TCIRG1,TFRC,TGFB1,TMEM38A,TMEM9,TMTC2,TMTC4,TPCN2,TRDN,TRPC1,UBASH3B,VAPB,VPS33A,WNK3


			GO:BP			lipid storage			GO:0019915			0.0359285656			22			ABHD5,APOE,AUP1,C3,CDS1,CRY2,FITM1,ITGAV,LDAH,LOC100511343,NFKBIA,NR1H2,OSBPL8,PLIN5,PNPLA2,PPARA,SCARB1,SOAT1,SQLE,SREBF2,STAT5B,TTC39B


			GO:BP			regulation of proteasomal ubiquitin-dependent protein catabolic process			GO:0032434			0.0361221873			32			ANKIB1,ARAF,ARIH2,BBS7,BCAP31,CKB,CLU,DAB2,DDRGK1,DNAJB2,DVL1,FBXW8,ITSN1,LRRK2,MDM2,OGT,PARK7,PBK,PLK1,PLK3,RAD23A,RNF14,RNF144A,RNF217,RYBP,SH3RF2,SIRT2,STUB1,UBXN1,VCP,XPO1,ZYG11B


			GO:BP			negative regulation of protein metabolic process			GO:0051248			0.0361221873			175			ABL1,ACOT8,AGT,AKT1S1,ANXA2,ANXA8,APOD,APOE,APP,AQP11,AZIN2,BDKRB2,BIN1,BMP7,BOD1,BRCA1,BUB1B,C3,C4A,CALR,CAPN3,CAPRIN2,CBL,CD109,CD44,CDC20,CEP85,CIB1,CKB,CLU,CNOT6,CNOT6L,COL7A1,CORO1C,CPAMD8,CPEB3,CPEB4,CRY2,CSDE1,CST6,CTSA,CTSZ,DAPK1,DBNDD1,DCP2,DDRGK1,DDX3X,DEDD,DHCR24,DTNBP1,DUSP1,DUSP10,DVL1,EFNA1,EIF4EBP1,EIF4G1,EMILIN1,ENC1,ENG,EPHA4,EPHB2,FBLN1,FBXO5,FLOT2,FMR1,FNIP1,FRY,FXR1,FXR2,FYN,GADD45B,GAPDH,GPS2,HGF,HHATL,HMGCR,HSF4,IGFBP5,INPP5F,INPP5J,ITGAV,ITIH3,ITIH4,ITM2A,IVNS1ABP,KAT2B,KLF4,KLHL17,KLHL31,LIMK1,LRRK1,LRRK2,LXN,LYN,MASTL,MGAT5,MICAL1,MLXIPL,NCAPG2,NIBAN1,NOC2L,NOCT,NQO1,NR1H2,NTRK3,OGT,OPHN1,OTUB2,PABPC1,PAIP1,PAQR3,PARK7,PARP14,PATL1,PBK,PHF1,PIAS3,PKIG,PLAA,PLAT,PLK1,PLPP3,PPM1F,PPP1R15A,PPP1R1B,PRDX3,PRKAR1A,PRKAR1B,PRKAR2A,PRKCD,PRKCZ,PRR5L,PTPN13,PTPRB,PTPRC,PTPRJ,PTTG1,PTX3,RECK,RGS14,ROCK2,RPS6KA1,RPS6KA3,RYBP,SERPINB1,SERPINE1,SERPINE2,SESN2,SFRP2,SH3BP5,SH3RF2,SHFL,SIRT2,SLC2A10,SLC8A3,SLIT2,SMPD1,SPI1,SPRED2,SPRY2,SQSTM1,SRC,SWAP70,TFPI,TIA1,TIMP1,TMEM98,TRAF3IP1,TSPO,UBASH3B,UBE2Z,UBXN1,USP25,WFIKKN2,WWTR1


			GO:BP			immune system development			GO:0002520			0.0361731782			44			ABL1,ATM,BCL3,BCL6,CBLB,CCNB2,CD40LG,CTC1,EPHB3,FOXJ1,GATA3,HMCES,HOXA3,IL15,IL2RA,LYN,MSH2,MSH6,NHEJ1,NSD2,PARP3,PHLPP1,PMS2,PTPRC,RAF1,RBM15,RIF1,SAMHD1,SBDS,SRF,STAT5B,SWAP70,TCF3,TFRC,TGFB1,TGFBR1,TGFBR2,TNFRSF11A,TOX,TRAF3IP2,TRAPPC13,UNG,XKR8,ZBTB1


			GO:BP			calcineurin-NFAT signaling cascade			GO:0033173			0.0363671145			14			ADGRB2,ATP2B4,CIB1,ERBB3,FHL2,HOMER2,HOMER3,LMCD1,MYOZ1,NFATC1,NFATC4,PLCG2,PPP3CA,PPP3CB


			GO:BP			regulation of autophagy			GO:0010506			0.0369007882			59			ATM,BAG3,BNIP3,BNIP3L,CALCOCO2,CTSA,DAPK1,DCN,DEPDC5,EHMT2,EIF4G1,ENDOG,FOXO1,FYCO1,GNAI3,HSPB8,KDR,KEAP1,LEPR,LRRK2,MTDH,MTM1,MTMR4,NPC1,OPTN,PAFAH1B2,PIK3R2,PINK1,PIP4K2A,PIP4K2C,PLEKHF1,PLK3,POLDIP2,PRKD1,QSOX1,RB1CC1,RRAGD,RUBCN,SESN1,SESN2,SH3GLB1,SIRT2,SLC25A4,SNX30,SNX7,SOGA1,SPTLC1,STING1,STK11,TFEB,TIGAR,TP53INP2,TPCN2,TSPO,ULK1,USP13,VDAC1,WDR45,WIPI1


			GO:BP			response to metal ion			GO:0010038			0.0369756717			47			ABCB6,ACO1,ANXA11,BMP6,BNIP3,CACNA1G,CALM1,CAPN3,CARF,CPNE3,CUTA,CYBRD1,DLG4,FIBIN,FOS,HOMER1,HSF1,ITPR3,JUNB,LOC100625711,LRRK2,MCOLN1,MEF2A,NFATC4,NFE2L2,PAM,PARK7,PKD2,PLCG2,PPIF,PPP3CA,RASA4B,RASGRP2,RYR2,SCN5A,SLC25A12,SLC25A24,SLC30A2,SLC41A1,SMPD1,SYT12,SYT2,SYT9,TCIRG1,TIGAR,TNNT2,TRPC1


			GO:BP			B cell differentiation			GO:0030183			0.0371679448			36			ABL1,ATM,BCL3,BCL6,CD40LG,CEBPG,CMTM7,DLL1,EZH2,FNIP1,FZD9,GPS2,ITM2A,KIT,LFNG,MFNG,MMP14,MSH2,NHEJ1,NOTCH2,PLCG2,PLCL2,PTK2B,PTPRC,RBPJ,SLC39A7,SPI1,STAT5B,TAPBPL,TCIRG1,TLR9,TOP2B,TPD52,TRAF3IP2,ZBTB1,ZBTB7A


			GO:BP			vasculogenesis			GO:0001570			0.0376792025			20			ACKR3,ADM,AMOT,CITED1,CUL7,ENG,GJC1,HEY2,JUNB,KDR,LOC100737755,MYO18B,RRAS,SGPL1,SMO,TEAD2,TGFB1,TGFBR2,ZFPM2,ZMIZ1


			GO:BP			face development			GO:0060324			0.0377177875			15			ALDH1A2,CRISPLD1,CSRNP1,EDNRA,MKKS,MMP2,PDGFRA,RAF1,RRAS,SGPL1,SRF,TGFB1,TGFB3,ZFAND5,ZIC3


			GO:BP			positive regulation of lamellipodium organization			GO:1902745			0.0377563762			11			ACTR3,CORO1B,CORO1C,ENPP2,FSCN1,MSTN,PLCE1,RAC2,SRC,TWF2,WASF2


			GO:BP			regulation of glycoprotein metabolic process			GO:1903018			0.0377563762			11			ACOT8,IL15,ITM2A,NECAB3,PLCB1,PTX3,PXYLP1,RAMP1,SLC2A10,SOAT1,TCF7L2


			GO:BP			inner mitochondrial membrane organization			GO:0007007			0.0377563762			11			AFG3L2,APOO,CHCHD10,CHCHD3,GHITM,IMMT,LETM1,MICOS13,OMA1,PINK1,SAMM50


			GO:BP			response to misfolded protein			GO:0051788			0.0378400689			9			ATXN3,AUP1,CLU,CUL3,DNAJC18,KLHL15,STUB1,UGGT1,VCP


			GO:BP			positive regulation of vascular associated smooth muscle cell proliferation			GO:1904707			0.0378400689			9			CALCRL,DNMT1,FGF9,GJA1,IGFBP5,MEF2D,MFN2,MMP2,NR4A3


			GO:BP			response to mitochondrial depolarisation			GO:0098780			0.0378400689			9			ATP5IF1,GPS2,HK2,MFN2,MUL1,OPTN,PINK1,SQSTM1,TOMM7


			GO:BP			arginine metabolic process			GO:0006525			0.0378400689			9			ASL,ASS1,ATP2B4,CDS1,FAH,NOS1,NOS3,OAT,SLC7A7


			GO:BP			regulation of response to wounding			GO:1903034			0.0378826108			31			ADRA2A,ANXA2,APOE,ARHGEF2,CASK,CCN4,CD109,CD9,EMILIN2,EPHA4,EPHB2,HBEGF,INPP5F,ITGB1,KLF4,MDK,MYOZ1,NFE2L2,PDGFA,PDGFRA,PHLDB2,PRKCD,PROS1,PTPRS,RGMA,SCARF1,SERPINE1,SERPINE2,TFPI,TNFRSF12A,UBASH3B


			GO:BP			regulation of miRNA transcription			GO:1902893			0.0384453155			18			ATOH8,EGR1,FOS,GATA2,GATA3,KLF4,NFATC3,NFATC4,NFIB,NGFR,NR1H2,PPARA,SOX9,SPI1,SREBF2,SRF,TEAD1,TGFB2


			GO:BP			cellular response to vascular endothelial growth factor stimulus			GO:0035924			0.0384453155			18			ADAMTS12,ADGRA2,ATP2B4,DCN,DLL1,EGR3,FLT1,GAB1,KDR,MAPK14,MAPKAPK2,PDGFRA,PRKD1,ROBO1,SEMA6A,SPHK1,SPRY2,TSPAN12


			GO:BP			miRNA transcription			GO:0061614			0.0384453155			18			ATOH8,EGR1,FOS,GATA2,GATA3,KLF4,NFATC3,NFATC4,NFIB,NGFR,NR1H2,PPARA,SOX9,SPI1,SREBF2,SRF,TEAD1,TGFB2


			GO:BP			axo-dendritic transport			GO:0008088			0.0384453155			18			AP3M2,APP,ARL8B,ARPIN,BLOC1S1,BLOC1S4,DTNBP1,EIF3J,FLOT2,KIF3A,KIF3B,KIF5C,NEFL,SPG11,SPG7,STAU2,SYBU,TRAK1


			GO:BP			glycosaminoglycan biosynthetic process			GO:0006024			0.03851573			17			ABCC5,B4GALT4,CHPF,CHST1,CHST3,CHSY1,DSE,EGF,EXT1,EXT2,GLCE,LOC100522551,LOC100737755,PSAP,PXYLP1,UGDH,XYLT2


			GO:BP			placenta development			GO:0001890			0.0386127109			33			ADM,BMP7,CCN1,CCNF,CITED1,CUL7,DEDD,E2F7,E2F8,EGLN1,EPAS1,FBXW8,GATA2,HEY2,HS6ST1,HTRA1,JUNB,KRT8,MAPK14,MDFI,NOTCH2,PCDH12,PKD2,PRDM1,PRDX3,PTN,RBM15,RBPJ,RSPO3,STK3,STOX2,VASH1,VASH2


			GO:BP			regulation of extrinsic apoptotic signaling pathway			GO:2001236			0.0386127109			33			ACVR1,AGT,AGTR2,ATF3,BID,BRCA1,COL2A1,CTNNA1,DDX3X,EYA2,EYA3,FAIM2,G0S2,HGF,HSF4,ITGA6,ITGAV,ITM2C,LGALS3,PARK7,PDIA3,PELI3,PTPRC,RAF1,RB1CC1,SERPINE1,SFRP2,SRC,SRPX,STK3,TGFBR1,TNFRSF12A,UNC5B


			GO:BP			negative regulation of apoptotic signaling pathway			GO:2001234			0.0390562916			46			ACKR3,ACVR1,BDKRB2,BID,BRCA1,CD44,CKB,CLU,COL2A1,CTNNA1,DDIAS,DDX3X,EYA2,EYA3,FAIM2,FIGNL1,GHITM,HGF,HSF4,IER3,ITGA6,ITGAV,IVNS1ABP,KDM1A,LGALS3,LRRK2,MAPK8IP1,MDM2,MEIS3,NFE2L2,NOC2L,NONO,PARK7,PELI3,PINK1,PPIF,RAF1,RB1CC1,SERPINE1,SFRP2,SLC25A4,SRC,TGFBR1,UNC5B,YBX3,ZNF385A


			GO:BP			regulation of type I interferon production			GO:0032479			0.0392827265			24			CD14,DDX3X,DDX58,DHX58,GAPDH,IFIH1,ILRUN,IRAK1,IRF5,MAVS,NMI,NPLOC4,PLCG2,POLR3A,POLR3D,PPM1B,STAT1,STING1,TLR9,TRAF3,TRAF3IP1,TRAIP,TREX1,ZBTB20


			GO:BP			inorganic ion transmembrane transport			GO:0098660			0.0393307792			163			ABCB6,ABCC4,ABCC5,ABL1,ACTN2,AFG3L2,AKAP6,ANO1,ANO10,ANO2,ANO5,ASIC3,ATP1A2,ATP1B1,ATP1B3,ATP2A1,ATP2A3,ATP2B2,ATP2B3,ATP2B4,ATP5F1A,ATP5F1B,ATP5MC1,ATP5MC3,ATP5PO,ATP6,ATP7A,BEST1,BEST3,BIN1,CACHD1,CACNA1D,CACNA1G,CACNA1S,CACNB1,CACNG1,CACNG6,CACNG7,CALM1,CAPN3,CASQ1,CASQ2,CATSPER4,CCL19,CLCA1,CLCN4,CLCN5,COX1,COX17,COX3,CRBN,DDX23,DHRS7C,DIAPH1,EDNRA,ERO1A,FYN,GABRE,GNB5,GRIN2D,GRIN3A,HRC,ISCU,ITGAV,ITGB1,ITPR3,KCNA7,KCNAB2,KCNB1,KCNC1,KCNC4,KCND2,KCNG2,KCNIP2,KCNK1,KCNN1,KCNN2,KCNQ4,KCNQ5,KCNT2,KLHL24,LETM1,LOC100515171,LYN,MCOLN1,MRS2,NDUFS7,NEDD4L,NNT,PARK7,PCSK9,PDE4B,PFN1,PHB2,PKD2,PLCG2,PPIF,PRKD1,PTK2B,PTPRC,REM1,RNF207,RYR2,SCN1B,SCN2B,SCN3B,SCN4A,SCN4B,SCN5A,SCN7A,SCNN1A,SEC61A1,SELENON,SLC12A9,SLC15A2,SLC1A3,SLC24A1,SLC24A5,SLC25A22,SLC25A25,SLC25A3,SLC25A4,SLC26A6,SLC30A2,SLC30A7,SLC35G1,SLC37A2,SLC37A4,SLC39A1,SLC39A2,SLC39A7,SLC39A9,SLC41A1,SLC41A2,SLC41A3,SLC46A1,SLC4A7,SLC5A6,SLC6A1,SLC6A13,SLC8A3,SLC9A2,SLC9A7,SMDT1,SRI,STAC3,STEAP4,STIM1,STIM2,TCIRG1,TLR9,TMEM38A,TPCN2,TRDN,TRPC1,TTYH2,TTYH3,TUSC3,UBASH3B,UCP2,UCP3,VMP1,WNK3


			GO:BP			female gonad development			GO:0008585			0.0408518302			23			ATM,BRCA2,EIF2B4,ESR1,FANCA,FST,GDF9,KDR,KIF20A,KIT,LFNG,MSH4,NOS3,NUP107,PCYT1B,PDGFRA,PTX3,SGPL1,SLIT2,SLIT3,STAT5B,UMODL1,ZFPM2


			GO:BP			negative regulation of protein binding			GO:0032091			0.0408518302			23			ACE,ADAM15,ATP2A3,AURKB,CRMP1,CTSZ,DAB2,DISC1,DNAJB2,DTNBP1,DVL1,IFIT2,ITGA4,KDM1A,LRRK2,NES,NFATC4,PARK7,PCSK9,RGMA,STUB1,TEX14,WFIKKN2


			GO:BP			anatomical structure maturation			GO:0071695			0.0409082325			50			ADAMTS12,ADAMTS7,ADGRB3,ALDH1A2,APP,BRCA2,C3,CATSPER4,CCNB1,CCNB2,CDC25B,CDK1,CDK5R1,DCHS1,DEFB1,EDNRA,EPAS1,EXT1,FBXO5,GATA2,GATA3,GDF11,GDF9,GPAT4,HOXA5,IFT80,IL15,KCNIP2,KDR,KIF14,KIF20A,LRRK2,MAP3K13,MASTL,MMP2,NRCAM,PDE3A,PHOSPHO1,PTH1R,RBPJ,RECK,S1PR1,SCARF1,SIRT2,SLC26A6,TGFB1,TGFB2,THBS3,WDR77,ZBTB7A


			GO:BP			organophosphate biosynthetic process			GO:0090407			0.0413647681			101			ABHD4,ABHD5,ACACA,ACAT1,ACOT7,ACSL1,ACSS1,ACSS2,ADCY2,ADCY3,ADCY4,ADCY6,ADCY9,ADSL,AJUBA,AK1,AK3,AK5,AKR1A1,AMPD1,AMPD3,ATIC,ATM,ATP5F1A,ATP5F1B,ATP5MC1,ATP5MC3,ATP5ME,ATP5PO,ATP6,CDS1,CHPT1,CKMT2,CMPK2,CPS1,CRYL1,DCAKD,DLAT,DLD,EFR3B,FGGY,FITM1,FLAD1,GARS1,GART,GK,GPAT2,GPAT4,GUCA1B,GUCY1A1,IMPDH1,INPP4A,INPP4B,LOC100520512,LPCAT1,LPCAT3,MMUT,MOCOS,MOCS1,MVK,NAMPT,NME4,NME6,NOS1,NOS3,ORMDL1,PAICS,PANK3,PANK4,PCYT1B,PDGFA,PDHA1,PDHB,PDHX,PDK2,PDK4,PIGA,PIGQ,PIK3C2A,PIK3R2,PIP4K2A,PIP4K2C,PLCG2,PLD1,PLD2,PPARA,PPARGC1A,PPAT,PPIP5K1,PRPS1,PRTFDC1,PTDSS1,PTK2B,PTPMT1,SELENOI,SLC27A1,SLC4A7,TBPL1,TPI1,UGCG,VCP


			GO:BP			nucleotide-sugar metabolic process			GO:0009225			0.0413921957			12			EXTL2,GFPT1,GFPT2,GMDS,HADHB,MPI,PMM1,UGDH,UGGT1,UGGT2,UGP2,UXS1


			GO:BP			mitotic G2 DNA damage checkpoint signaling			GO:0007095			0.0413921957			12			ATM,BLM,BRCA1,CDK1,CHEK1,CLSPN,DTL,FOXN3,IER3,MRE11,MRNIP,PLK1


			GO:BP			mitophagy			GO:0000423			0.0413921957			12			ARFIP2,ATG4D,MFN2,OGT,OPTN,PHB2,PINK1,RETREG1,SLC25A4,SQSTM1,TIGAR,TOMM7


			GO:BP			oocyte maturation			GO:0001556			0.0413921957			12			BRCA2,CCNB1,CCNB2,CDC25B,CDK1,EDNRA,FBXO5,GDF9,KIF20A,MASTL,PDE3A,SIRT2


			GO:BP			regulation of sequestering of calcium ion			GO:0051282			0.0420851471			26			ABL1,CALM1,CAPN3,CASQ1,CASQ2,CCL19,DHRS7C,DIAPH1,ERO1A,HRC,ITPR3,LETM1,LYN,PKD2,PLCG2,PRKD1,PTK2B,PTPRC,RYR2,SELENON,SRI,TMEM38A,TPCN2,TRDN,TRPC1,UBASH3B


			GO:BP			regulation of carbohydrate biosynthetic process			GO:0043255			0.0422020647			22			ACADM,AKT2,C1QTNF3,EGF,FAM3C,FOXO1,INSR,KAT2B,LEPR,NLN,OGT,PASK,PDK2,PPARA,PPP1R3A,PPP1R3B,PPP1R3C,PPP1R3D,PPP1R3G,PTK2B,SESN2,ZNF692


			GO:BP			muscle hypertrophy in response to stress			GO:0003299			0.0430998722			8			ATP2B4,CAMTA2,EZH2,HEY2,INPP5F,LOC100736765,PPP3CA,TCAP


			GO:BP			collateral sprouting			GO:0048668			0.0430998722			8			APP,CRABP2,DVL1,EPHA7,NIN,PTPRS,RND2,SPART


			GO:BP			regulation of non-canonical Wnt signaling pathway			GO:2000050			0.0430998722			8			ABL1,DAB2,GPC3,IFT80,MKS1,PLEKHA4,RSPO3,SFRP2


			GO:BP			response to muscle stretch			GO:0035994			0.0430998722			8			ANKRD1,ANKRD23,FOS,MAPK14,NFKBIA,RAF1,RYR2,TCAP


			GO:BP			negative regulation of axon extension involved in axon guidance			GO:0048843			0.0430998722			8			PLXNA3,SEMA3E,SEMA3G,SEMA4F,SEMA5B,SEMA6A,SEMA6C,SEMA7A


			GO:BP			cardiac muscle adaptation			GO:0014887			0.0430998722			8			ATP2B4,CAMTA2,EZH2,HEY2,INPP5F,LOC100736765,PPP3CA,TCAP


			GO:BP			negative regulation of cell junction assembly			GO:1901889			0.0430998722			8			ACE,APOD,CORO1C,DLC1,EPHA7,PHLDB2,RCC2,ROCK2


			GO:BP			release of sequestered calcium ion into cytosol by endoplasmic reticulum			GO:1903514			0.0430998722			8			CALM1,CASQ1,CASQ2,DHRS7C,HRC,RYR2,TMEM38A,TRDN


			GO:BP			cardiac muscle hypertrophy in response to stress			GO:0014898			0.0430998722			8			ATP2B4,CAMTA2,EZH2,HEY2,INPP5F,LOC100736765,PPP3CA,TCAP


			GO:BP			centrosome duplication			GO:0051298			0.0433506875			21			ARHGEF10,BRCA2,CCNF,CCP110,CENPJ,CEP131,CEP152,CEP76,CNTROB,FBXW5,GEN1,KAT2B,KIAA0753,NDC80,POC1B,ROCK2,SASS6,SPICE1,STIL,TMEM67,XPO1


			GO:BP			regulation of neural precursor cell proliferation			GO:2000177			0.0433506875			21			ADGRG1,CDH2,CDON,CTNNA1,DISC1,EGF,FZD9,GATA2,GLI2,GLI3,ITGB1,KDM1A,LRRK2,MDK,PTN,PTPRZ1,RAPGEF1,RASSF10,SMO,TOX,ZNF423


			GO:BP			protein transport			GO:0015031			0.0435224248			224			ADRA2A,AIFM1,AKT2,ANKRD1,ANO1,AP1S1,AP3M2,AP4B1,AP5B1,APOD,APOE,APPBP2,AQP11,ARFIP2,ARHGAP1,ARHGAP44,ARL8B,ARPIN,ARRDC2,ATG4A,ATG4D,ATP5IF1,AUP1,BAG3,BAIAP3,BARD1,BBS2,BBS5,BCAP31,BCL3,BCR,BID,BLZF1,BNIP3L,C1QTNF3,C2CD2L,C7H6ORF125,CACNG7,CALCRL,CALR,CCN3,CD200,CDK5R1,CENPF,CEP131,CEP192,CIB1,CLIP3,CLU,COPB1,COPE,COPG2,CPLANE2,CRY2,CUBN,DNAJC1,DNAJC19,DOP1B,EDNRA,EFCAB7,EGR2,ERBB2,ERBIN,ERP29,EXOC6,EZR,FGF9,FRMD4A,FYN,GGA1,GGA2,GLI3,GRIPAP1,HADH,HCLS1,HMGCR,HSPA1L,HSPA5,HSPA9,IFT27,IPO13,KCNB1,KDELR3,KIF20B,KIF3B,KPNA1,KPNA2,KPNA3,KPNA5,KTN1,LMTK2,LOC100511343,LOC100512977,LOC100519808,LONP2,LRRK2,MAN1A1,MAPK14,MAVS,MFN2,MON1A,MPC2,MYO7A,NANS,NBAS,NDC1,NFKBIA,NGFR,NOP16,NOXRED1,NPLOC4,NR1H2,NSG1,NUP107,NUP133,NUP62CL,NUP93,NXT2,OPTN,OXA1L,PARK7,PDCD5,PEX2,PFKM,PGAP1,PHB2,PIK3R2,PINK1,PKDCC,PKIG,PLK3,POLA2,PPM1A,PPM1F,PPP3CA,PPP3CB,PREPL,PRKCD,PRKD1,PRR5L,PTPRN,RAB10,RAB13,RAB29,RAB34,RAB3D,RAB7A,RAB8B,RABEP2,RAF1,RAMP1,RANBP17,RAP1GDS1,RAPGEF3,RCN3,REST,RILPL1,RIMS1,RRBP1,SAMM50,SAR1B,SEC23A,SEC24D,SEC31B,SEC61A1,SEL1L,SMAD2,SMO,SMURF1,SNCG,SNUPN,SNX30,SNX7,SORT1,SPG11,SQSTM1,SRI,STEAP3,STK3,STX11,STX1B,STXBP1,STXBP5,SYS1,SYT9,SYTL2,TCF7L2,TCIRG1,TFRC,TGFB1,TGFB2,TGFB3,TIMM44,TIMM50,TIMM8A,TIMM8B,TLK1,TMED3,TOMM34,TOMM40,TOMM40L,TOMM7,TRAF3IP2,TRAK1,TRAM1,TUBA1B,VCP,VHL,VLDLR,VMP1,VPS26A,VPS26B,VPS26C,VPS33A,VPS37A,WLS,XPO1,XPO6,YIF1B,YWHAQ,YWHAZ,ZDHHC20,ZER1,ZFAND6


			GO:BP			positive regulation of establishment of T cell polarity			GO:1903905			0.0435479434			3			ABL1,DOCK8,FLOT2


			GO:BP			microspike assembly			GO:0030035			0.0435479434			3			ABL1,ACTN2,FSCN1


			GO:BP			response to cortisol			GO:0051414			0.0435479434			3			KLF9,SLIT2,SLIT3


			GO:BP			positive regulation of monocyte aggregation			GO:1900625			0.0435479434			3			CD44,LOC100737755,NR4A3


			GO:BP			positive regulation of mitochondrial ATP synthesis coupled electron transport			GO:1905448			0.0435479434			3			CCNB1,CDK1,CHCHD2


			GO:BP			BMP signaling pathway			GO:0030509			0.0435479434			37			ABL1,ACVR1,BAMBI,BMP5,BMP6,BMP7,BMPER,CCN1,CHRD,EGR1,ENG,EXT1,FBN1,FST,GDF9,GPC3,HIVEP1,HTRA1,HTRA3,KCP,KDR,NEO1,NOTCH2,PDCD4,PELO,PPM1A,RBPJ,RGMA,RNF165,SFRP2,SMAD2,SMURF1,SOX11,SPART,SULF1,TMEM53,ZNF423


			GO:BP			spindle assembly involved in female meiosis			GO:0007056			0.0435479434			3			CCNB2,FBXO5,SEPTIN1


			GO:BP			vesicle-mediated cholesterol transport			GO:0090119			0.0435479434			3			ARL8B,PIP4K2A,TPCN2


			GO:BP			lung ciliated cell differentiation			GO:0061141			0.0435479434			3			FOXJ1,NFIB,TP73


			GO:BP			positive regulation of mitochondrial electron transport, NADH to ubiquinone			GO:1902958			0.0435479434			3			ISCU,PARK7,PINK1


			GO:BP			monoatomic cation homeostasis			GO:0055080			0.0435479434			102			ABCC6,ABL1,ACO1,AFG3L2,APOE,APP,AQP11,ATF4,ATP1A2,ATP1B1,ATP1B3,ATP2A1,ATP2A3,ATP2B2,ATP2B3,ATP2B4,ATP7A,BCAP31,BMP6,CALM1,CAPN3,CASQ1,CASQ2,CBWD1,CCDC47,CCL19,CLN6,CYBRD1,DHRS7C,DIAPH1,DISC1,EDNRA,EGLN1,EPAS1,ERO1A,EXT1,FAM20A,GLO1,GRIK2,HEPH,HRC,IMMT,ISCU,ITPR3,KDR,LCK,LCN2,LETM1,LRRK2,LYN,NEO1,NT5E,PDK2,PDK4,PKD2,PLCG2,PRKD1,PTH1R,PTK2B,PTPRC,RAB7A,RAP1GDS1,RYR2,SCN7A,SCNN1A,SELENON,SGCD,SLC1A3,SLC24A1,SLC24A5,SLC26A6,SLC30A2,SLC30A7,SLC35G1,SLC37A4,SLC41A1,SLC4A3,SLC4A7,SLC8A3,SLC9A2,SLC9A7,SMDT1,SRI,STC1,STEAP3,STEAP4,STIM1,STIM2,SYPL2,TCIRG1,TFRC,TGFB1,TMEM38A,TMEM9,TMTC2,TMTC4,TPCN2,TRDN,TRPC1,UBASH3B,VAPB,VPS33A


			GO:BP			ossification involved in bone remodeling			GO:0043932			0.0435479434			3			CTHRC1,PTN,TGFB3


			GO:BP			regulation of bone remodeling			GO:0046850			0.0435479434			13			ADAM8,DEF8,LEPR,LTBP3,MDK,PDK4,PLEKHM1,PPARGC1B,S1PR1,SUCO,TFRC,TNFRSF11A,UBASH3B


			GO:BP			histone deacetylation			GO:0016575			0.0435479434			25			BCL6,CHD3,ELK4,HDAC10,HDAC9,LRRK2,MBD2,MBD3,MTA3,NCAPG2,PER1,PHKA1,PINK1,PRDM5,PRKD1,RCOR1,RCOR2,REST,SIRT2,SMARCA5,SMARCAD1,TBL1XR1,TGFB1,YEATS2,ZBTB7B


			GO:BP			peripheral nervous system axon regeneration			GO:0014012			0.0435479434			3			APOD,NEFL,TNC


			GO:BP			mitotic sister chromatid cohesion, centromeric			GO:0071962			0.0435479434			3			NAA10,NAA50,SGO1


			GO:BP			pro-T cell differentiation			GO:0002572			0.0435479434			3			GATA3,SPI1,ZBTB1


			GO:BP			nuclear-transcribed mRNA catabolic process, no-go decay			GO:0070966			0.0435479434			3			CNOT6,CSDE1,PELO


			GO:BP			organophosphate catabolic process			GO:0046434			0.0435479434			35			ACAT1,ACOT7,CNP,DCTPP1,DNPH1,ENPP2,ENTPD5,ENTPD6,ENTPD7,GPD1,INPP5F,INPP5J,NT5C1A,NT5E,NT5M,NUDT12,NUDT15,NUDT5,PDE4B,PDE4D,PDE9A,PLA2G4A,PLCG1,PLCG2,PLD1,PLD2,PRDX6,PRKCD,SAMHD1,SCARB1,SMPD1,SMPDL3A,SMPDL3B,SYNJ2,VCP


			GO:BP			regulation of platelet activation			GO:0010543			0.0435479434			13			APOE,CD9,EMILIN2,FUNDC2,LYN,PDGFA,PDGFRA,PDPN,PLA2G4A,PRKCD,PRKCQ,SERPINE2,UBASH3B


			GO:BP			regulation of monocyte aggregation			GO:1900623			0.0435479434			3			CD44,LOC100737755,NR4A3


			GO:BP			regulation of transporter activity			GO:0032409			0.0438746387			47			ACTN2,AKAP6,ATP1B1,CACNB1,CACNG7,CALM1,CASQ1,CASQ2,COX17,CRBN,DAPK1,DDX23,EDNRA,EPHB2,GNB5,HOMER1,HRC,ITGB1,KLHL24,LOC100519808,NEDD4L,PARK7,PCSK9,PDE4B,PDZK1,PHB2,PKD2,PLCG2,PPIF,PRKCD,RASGRF2,REM1,RNF207,RYR2,SCN1B,SCN2B,SCN3B,SCN4B,SELENON,SRI,STAC3,STIM1,STIM2,TLR9,TRDN,VMP1,WNK3


			GO:BP			negative regulation of developmental growth			GO:0048640			0.0438746387			20			DIP2B,DUSP10,EPHA7,MSTN,MYOZ1,PI16,PLXNA3,PTPRS,SAV1,SEMA3E,SEMA3G,SEMA4F,SEMA5B,SEMA6A,SEMA6C,SEMA7A,SPART,STK3,TP73,WWC2


			GO:BP			ribonucleoside monophosphate metabolic process			GO:0009161			0.0438746387			20			ADSL,AK1,AK3,AMPD1,AMPD3,ATIC,CHPT1,GART,GMPR,GPAT4,GUK1,IMPDH1,NT5C1A,NT5E,PAICS,PPAT,PRPS1,PRTFDC1,PTPMT1,UGCG


			GO:BP			mechanoreceptor differentiation			GO:0042490			0.0438746387			20			CTHRC1,DLL1,FZD2,GSDME,HEY2,IFT27,IFT88,MKS1,MYCN,MYO7A,NTF4,PRELID2,RBPJ,RIPOR2,SLC4A7,SLITRK6,TSKU,TTC8,USH1C,WHRN


			GO:BP			protein quality control for misfolded or incompletely synthesized proteins			GO:0006515			0.0439839546			10			ATXN3,AUP1,CUL3,KLHL15,LONP2,OMA1,STUB1,UGGT1,VCP,ZYG11B


			GO:BP			cellular response to gamma radiation			GO:0071480			0.0439839546			10			ATM,ATR,EGR1,HSF1,KDM1A,MAP3K20,MDM2,TMEM109,TREX1,WRN


			GO:BP			cell redox homeostasis			GO:0045454			0.0439839546			10			CHD6,DLD,ERO1A,GCLC,GSR,NFE2L2,NQO1,PRDX3,SLC2A10,TXNRD1


			GO:BP			modification-dependent protein catabolic process			GO:0019941			0.0441559638			127			ANKIB1,APPBP2,ARAF,ARIH2,ASB2,ATXN3,AUP1,BBS7,BCAP31,C1H18ORF25,CACHD1,CBL,CCDC47,CCNF,CDC20,CKB,CLU,CRBN,CUL3,CUL4A,CUL4B,CUL5,CUL7,DAB2,DCAF11,DDRGK1,DISC1,DNAJB2,DNAJB9,DNAJC18,DTL,DVL1,ECPAS,EGF,ELOC,FBXL21,FBXL4,FBXL7,FBXO31,FBXO9,FBXW5,FBXW8,FOXRED2,HECTD3,HERC6,ITSN1,KCTD6,KEAP1,KIF14,KLHDC3,KLHL15,KLHL3,KLHL42,LRRK2,MAN1A1,MDM2,MIB1,NEDD4L,NFE2L2,NPLOC4,NSFL1C,OGT,OTUD7A,PARK7,PBK,PCYOX1,PCYOX1L,PLAA,PLK1,PLK3,PSMA3,PSMA5,PSMC1,PSMC2,PSMC3,PSMC5,PSMD1,PSMD11,PSMD14,PSMD3,PSMD4,PTK2B,RAD23A,RNF14,RNF144A,RNF144B,RNF149,RNF150,RNF217,RYBP,SH3RF2,SIRT2,SKP2,SMURF1,SPSB2,STUB1,TMEM67,TP53INP2,TRIM72,UBA6,UBA7,UBD,UBE2C,UBE2D4,UBE2Z,UBL7,UBR2,UBR3,UBXN1,UBXN7,UCHL3,UHRF1,USP1,USP13,USP18,USP19,USP2,USP24,USP25,USP28,USP34,VCP,VPS37A,WWP1,WWTR1,XPO1,ZYG11B


			GO:BP			autophagosome organization			GO:1905037			0.044405819			30			ARFIP2,ATG4D,ATG9A,EHMT2,GABARAPL2,LRRK2,MAP1LC3A,MAP1LC3B,MFN2,MTM1,NSFL1C,PINK1,PIP4K2A,PIP4K2C,RAB7A,RB1CC1,SH3GLB1,SMURF1,SNX30,SNX7,SPG11,STING1,TAX1BP3,TCIRG1,TP53INP2,ULK1,ULK3,VMP1,WDR45,WIPI1


			GO:BP			positive regulation of cysteine-type endopeptidase activity			GO:2001056			0.044405819			30			AIFM1,APAF1,ASPH,ATP2A3,BCAP31,BID,CASP9,CCN1,COPS5,CRADD,CYFIP2,DAPK1,DDX3X,DLC1,F3,FAM162A,FAS,HIP1,IFT57,LCK,MUL1,NANS,NGFR,PDCD5,PPM1F,REST,ROBO1,SENP1,UACA,VCP


			GO:BP			ear morphogenesis			GO:0042471			0.044405819			30			BCR,CHRNA10,COL11A1,COL2A1,CTHRC1,DVL1,EDNRA,EPHB2,FGF9,FZD2,GATA2,GATA3,GLI2,KCNQ4,LRIG3,MYO7A,PRELID2,PTK7,RIPOR2,SLITRK6,SOX9,SPRY2,STOX1,TCAP,TTC39C,USH1C,WDR19,WHRN,ZEB1,ZIC3


			GO:BP			regulation of fat cell differentiation			GO:0045598			0.044405819			30			ATAT1,BBS12,BMP7,CCN4,CDS1,DLK2,DUSP10,E2F1,FNDC5,FRZB,GATA2,GATA3,GPS2,MAPK14,METRNL,NOCT,RORA,SAV1,SFRP2,SIRT2,SORT1,STK3,TRIO,WIF1,WWTR1,ZBTB16,ZBTB7B,ZBTB7C,ZFPM2,ZNF385A


			GO:BP			cholesterol transport			GO:0030301			0.044560731			24			ABCA5,ANXA2,APOE,APOM,ARL8B,EGF,GPS2,LIPG,LOC100520512,LPCAT3,NAXE,NFKBIA,NPC1,NR1H2,PCSK9,PIP4K2A,SCARB1,SOAT1,SPG11,SREBF2,STARD5,TPCN2,TSKU,TTC39B


			GO:BP			lysosome localization			GO:0032418			0.044560731			19			ARL8B,BLOC1S1,DEF8,FAM98A,FER,FES,KIT,KLC2,LYN,MAP6,PLEKHM1,PLEKHM2,RAB34,RAB3A,RAC2,TFEB,UNC13D,VAMP8,VPS33A


			GO:BP			calcineurin-mediated signaling			GO:0097720			0.044560731			14			ADGRB2,ATP2B4,CIB1,ERBB3,FHL2,HOMER2,HOMER3,LMCD1,MYOZ1,NFATC1,NFATC4,PLCG2,PPP3CA,PPP3CB


			GO:BP			glial cell migration			GO:0008347			0.044560731			14			ADGRG1,CD9,CDK5R1,CSPG4,DCX,GLI3,LAMB1,LRP8,RRAS,SRGAP2,SUN2,TGFB2,WDR47,ZMIZ1


			GO:BP			type I interferon production			GO:0032606			0.044560731			24			CD14,DDX3X,DDX58,DHX58,GAPDH,IFIH1,ILRUN,IRAK1,IRF5,MAVS,NMI,NPLOC4,PLCG2,POLR3A,POLR3D,PPM1B,STAT1,STING1,TLR9,TRAF3,TRAF3IP1,TRAIP,TREX1,ZBTB20


			GO:BP			labyrinthine layer development			GO:0060711			0.044560731			14			ADM,BMP7,CCN1,CITED1,EGLN1,FBXW8,HEY2,HS6ST1,JUNB,PCDH12,RBPJ,RSPO3,VASH1,VASH2


			GO:BP			vacuolar localization			GO:1990849			0.044560731			19			ARL8B,BLOC1S1,DEF8,FAM98A,FER,FES,KIT,KLC2,LYN,MAP6,PLEKHM1,PLEKHM2,RAB34,RAB3A,RAC2,TFEB,UNC13D,VAMP8,VPS33A


			GO:BP			inner ear receptor cell differentiation			GO:0060113			0.044560731			19			CTHRC1,DLL1,FZD2,GSDME,HEY2,IFT27,IFT88,MKS1,MYCN,MYO7A,PRELID2,RBPJ,RIPOR2,SLC4A7,SLITRK6,TSKU,TTC8,USH1C,WHRN


			GO:BP			transmembrane transport			GO:0055085			0.044560731			280			ABCA5,ABCA6,ABCB1,ABCB6,ABCC1,ABCC13,ABCC4,ABCC5,ABL1,ACTN2,AFG3L2,AIFM1,AKAP6,AKT2,ANO1,ANO10,ANO2,ANO5,AQP11,AQP7,ASIC3,ATP1A2,ATP1B1,ATP1B3,ATP2A1,ATP2A3,ATP2B2,ATP2B3,ATP2B4,ATP5F1A,ATP5F1B,ATP5MC1,ATP5MC3,ATP5PO,ATP6,ATP7A,AZIN2,BCR,BEST1,BEST3,BIN1,C3,CACHD1,CACNA1D,CACNA1G,CACNA1S,CACNB1,CACNG1,CACNG6,CACNG7,CALM1,CAPN3,CASQ1,CASQ2,CATSPER4,CCL19,CHRNA1,CHRNA10,CHRNA3,CHRND,CHRNE,CLCA1,CLCN4,CLCN5,CLIP3,COX1,COX17,COX3,CRBN,CYBRD1,DAPK1,DDX23,DHRS7C,DIAPH1,DNAJC19,EDNRA,EPHB2,ERO1A,FGF21,FLVCR2,FYN,GABRE,GJA1,GJA5,GNB5,GPC3,GRB10,GRIA4,GRID2,GRIK2,GRIN2D,GRIN3A,HK2,HOMER1,HRC,HSPA5,INSR,ISCU,ITGAV,ITGB1,ITPR3,KCNA7,KCNAB2,KCNB1,KCNC1,KCNC4,KCND2,KCNG2,KCNIP2,KCNK1,KCNN1,KCNN2,KCNQ4,KCNQ5,KCNT2,KLHL24,LETM1,LOC100515171,LOC100519808,LOC100520512,LOC100620627,LONP2,LRRC8E,LYN,MAPK14,MCOLN1,MEF2A,MFSD2A,MPC2,MRS2,NDUFS7,NEDD4L,NFE2L2,NNT,NR4A3,P2RX5,PARK7,PCSK9,PDE4B,PDZK1,PEX2,PFN1,PHB2,PKD2,PLCG2,PPIF,PRKCI,PRKD1,PTK2B,PTPRC,RASGRF2,REM1,RNF207,RYR2,SCARB1,SCN1B,SCN2B,SCN3B,SCN4A,SCN4B,SCN5A,SCN7A,SCNN1A,SEC61A1,SELENON,SESN2,SFXN1,SFXN5,SLC12A9,SLC15A2,SLC15A3,SLC16A10,SLC16A14,SLC16A3,SLC16A5,SLC17A5,SLC19A2,SLC1A3,SLC1A6,SLC22A15,SLC22A16,SLC22A17,SLC24A1,SLC24A5,SLC25A12,SLC25A19,SLC25A22,SLC25A24,SLC25A25,SLC25A26,SLC25A27,SLC25A3,SLC25A4,SLC25A44,SLC26A6,SLC27A1,SLC29A2,SLC29A4,SLC2A10,SLC2A11,SLC2A12,SLC30A2,SLC30A7,SLC35E2,SLC35E4,SLC35G1,SLC36A4,SLC37A2,SLC37A4,SLC38A2,SLC38A3,SLC38A4,SLC38A6,SLC39A1,SLC39A2,SLC39A7,SLC39A9,SLC3A1,SLC3A2,SLC41A1,SLC41A2,SLC41A3,SLC43A2,SLC44A2,SLC46A1,SLC46A3,SLC49A3,SLC4A3,SLC4A7,SLC5A6,SLC6A1,SLC6A13,SLC6A8,SLC7A10,SLC7A2,SLC7A7,SLC7A8,SLC8A3,SLC9A2,SLC9A7,SLCO1A2,SLCO2B1,SLCO5A1,SMDT1,SORT1,SRI,STAC3,STEAP4,STIM1,STIM2,TAP1,TAP2,TBPL1,TCIRG1,TIMM44,TIMM50,TLR9,TMC7,TMEM120A,TMEM144,TMEM266,TMEM38A,TOMM40,TOMM40L,TPCN2,TRAM1,TRDN,TRPC1,TST,TTYH2,TTYH3,TUSC3,UBASH3B,UCP2,UCP3,VDAC1,VDAC2,VDAC3,VMP1,WNK3


			GO:BP			positive regulation of protein-containing complex assembly			GO:0031334			0.044560731			40			AJUBA,ATAT1,ATM,ATR,BAIAP2L2,BID,BIN1,CDC42EP3,CDT1,CKAP5,CLIP1,CLU,CRACD,CSF3,EIF4G1,ESR1,FCHSD1,FCHSD2,FER,FES,FNIP1,FSCN1,LGALS3,LMOD2,MAPRE1,MET,MPP7,NAV3,NR1H2,PARK7,PLCG2,PTK2B,SH3GLB1,SLAIN2,SLF1,SPIDR,SRC,STUB1,TFRC,VCP


			GO:BP			negative regulation of transport			GO:0051051			0.0451963911			67			ACTN2,ADRA2A,AKT2,ANKRD13A,ANKRD13B,ANXA2,APOD,APOE,ARHGAP1,BARD1,BCR,BEST3,BIN1,CALM1,CASQ2,CCN3,CD200,CRBN,CRY2,EGF,EPHA3,EPHB2,ERBB3,ERP29,FRMD4A,GABRE,GJA1,GNB5,GPM6B,GRB10,HMGCR,ISCU,ITGAV,KCNB1,LGALS3,LRRK2,MAP1B,NEDD4L,NOS3,NR1H2,PACSIN3,PARK7,PCSK9,PIP4P2,PKD2,PKDCC,PKIG,PNKD,PPIF,PPM1F,PRRT2,PTK2B,PXK,RAB7A,REM1,REST,RUBCN,SERPINE2,SLC43A2,SPI1,SREBF2,SRI,STC1,TLR9,TNFRSF1B,VAMP8,WNK3


			GO:BP			biomineral tissue development			GO:0031214			0.0452927318			34			ACVR1,ASPN,ATF4,BMP6,BMP7,CCN1,COL1A2,DDR2,FAM20A,FBN2,FBXO5,FZD9,GPC3,HEY2,IFT80,ITGB6,LGR4,LOX,LTBP3,NOS3,OMD,PHEX,PHOSPHO1,PKDCC,PPARA,PTH1R,PTK2B,PTN,S1PR1,SBDS,SOX9,TCIRG1,TGFB1,TGFB3


			GO:BP			regulation of neuron differentiation			GO:0045664			0.0452927318			36			ADRA2C,APP,ARHGEF2,BCL6,BEND6,BIN1,BMP6,BMP7,CALR,CDON,CNTN4,CYB5D2,DLL1,EIF4G1,FGFR1,GATA2,GDF11,GLI2,GLI3,HEY2,ITGB1,LRRK2,MAP3K13,MIB1,MMD,MYCN,NTF4,REST,SFRP2,SOX11,SOX9,TCF12,ZEB1,ZFP91,ZHX2,ZNF536


			GO:BP			regulation of ubiquitin-dependent protein catabolic process			GO:2000058			0.0452927318			36			ANKIB1,ARAF,ARIH2,BBS7,BCAP31,CKB,CLU,DAB2,DDRGK1,DISC1,DNAJB2,DVL1,EGF,FBXW8,ITSN1,LRRK2,MDM2,OGT,PARK7,PBK,PLK1,PLK3,PTK2B,RAD23A,RNF14,RNF144A,RNF217,RYBP,SH3RF2,SIRT2,SMURF1,STUB1,UBXN1,VCP,XPO1,ZYG11B


			GO:BP			regulation of morphogenesis of a branching structure			GO:0060688			0.0454615668			15			ABL1,AGT,BMP7,BTBD7,ESR1,HGF,LGR4,LRRK2,MAP3K13,MDK,PHB2,SMO,SOX9,SULF1,TGFB1


			GO:BP			negative regulation of G2/M transition of mitotic cell cycle			GO:0010972			0.0456912525			17			ATM,BLM,BRCA1,CDC6,CDK1,CHEK1,CLSPN,DTL,FOXN3,IER3,INIP,MRE11,MRNIP,NABP2,ORC1,PLK1,RAD21


			GO:BP			positive regulation of actin filament bundle assembly			GO:0032233			0.0457949944			16			ABL1,ARHGEF10,ARHGEF10L,CCDC88A,FHOD1,LIMK1,PPM1F,RAPGEF3,RGCC,ROCK2,SWAP70,SYNPO2,SYNPO2L,TESK1,TGFB3,TGFBR1


			GO:BP			lymphocyte activation			GO:0046649			0.0458548128			131			ABL1,ADAM8,ADORA2A,AHR,ATM,BCL3,BCL6,BID,CBLB,CCL19,CCR9,CD151,CD2,CD276,CD40LG,CD44,CD48,CD80,CD8A,CEBPG,CMTM7,DHPS,DLG5,DLL1,DNAJA3,DOCK8,DPP4,DROSHA,DUSP10,DUSP3,EFNB3,EGR1,EGR3,ELF4,ENTPD7,EPHB2,ERBB2,EZH2,FANCA,FANCD2,FCHO1,FLOT2,FNIP1,FOXJ1,FYN,FZD9,GATA3,GLI3,GPS2,HHLA2,HMCES,ICMT,IL15,IL18,IL2RB,IL4I1,IL6ST,ITGAL,ITM2A,KIT,LCK,LEPR,LFNG,LGALS3,LGALS9,LMBR1L,LMO1,LOC100523213,LYN,MAPK8IP1,MDK,MFNG,MMP14,MSH2,MSH6,NFIL3,NFKBIZ,NHEJ1,NOTCH2,NSD2,PARP3,PATZ1,PHB2,PLCG2,PLCL2,PPP3CA,PPP3CB,PRDM1,PRKAR1A,PRKCD,PRKCQ,PRKCZ,PTK2B,PTPRC,RAB29,RAC2,RBPJ,RIF1,RORA,SLC39A7,SOX11,SPI1,SRF,STAT5B,STK11,SWAP70,TAPBPL,TCIRG1,TFRC,TGFB1,TGFBR2,TLR9,TMEM98,TNFRSF1B,TNFRSF21,TOP2B,TOX,TPD52,TRAF3IP2,TRAPPC13,TREX1,TYRO3,UNC13D,UNG,VCAM1,ZBTB1,ZBTB16,ZBTB7A,ZBTB7B,ZEB1,ZMIZ1


			GO:BP			digestive tract development			GO:0048565			0.0464954561			29			ALDH1A2,CCDC40,CLMP,DCHS1,EPHB3,EXT1,FGF9,GLI2,GLI3,HOXA5,IL6ST,KIT,LGR4,PCSK5,PDGFC,PDGFRA,PKDCC,PRDM1,SAV1,SFRP2,SMAD2,SMO,SOX11,SOX9,SRC,TGFB2,TIGAR,TP63,ZIC3


			GO:BP			response to platelet-derived growth factor			GO:0036119			0.0465463197			7			CORO1B,FER,FYN,GJA5,LOC100737755,MARS1,SRC


			GO:BP			regulation of collagen biosynthetic process			GO:0032965			0.0465463197			7			CREB3L1,EMILIN1,RGCC,SUCO,TGFB1,TGFB3,VIM


			GO:BP			protein localization to microtubule			GO:0035372			0.0465463197			7			ABHD17C,ABL1,DIAPH1,DVL1,KIF20B,MAPRE1,MID1


			GO:BP			regulation of store-operated calcium entry			GO:2001256			0.0465463197			7			CASQ1,GRAMD2A,HOMER1,HOMER2,HOMER3,LOC100627175,SPG11


			GO:BP			regulation of autophagy of mitochondrion in response to mitochondrial depolarization			GO:1904923			0.0465463197			7			ATP5IF1,HK2,MFN2,MUL1,OPTN,PINK1,TOMM7


			GO:BP			histone H3-K27 methylation			GO:0070734			0.0465463197			7			EHMT2,EZH1,EZH2,GATA3,OGT,PHF1,PHF19


			GO:BP			CD40 signaling pathway			GO:0023035			0.0465463197			7			CD40LG,FANCA,FANCD2,ITGA5,ITGB1,PHB2,TRAF3IP2


			GO:BP			monoatomic cation transport			GO:0006812			0.0465463197			179			ABCB6,ABCC5,ABL1,ACTN2,AFG3L2,AKAP6,ANO1,ANO10,ARHGAP1,ASIC3,ATP1A2,ATP1B1,ATP1B3,ATP2A1,ATP2A3,ATP2B2,ATP2B3,ATP2B4,ATP5F1A,ATP5F1B,ATP5MC1,ATP5MC3,ATP5PO,ATP6,ATP7A,BEST1,BIN1,CACHD1,CACNA1D,CACNA1G,CACNA1S,CACNB1,CACNG1,CACNG6,CACNG7,CALCRL,CALM1,CAPN3,CASK,CASQ1,CASQ2,CATSPER4,CCL19,CLCN4,CNTN1,COX1,COX17,COX3,CRBN,DDX23,DHRS7C,DIAPH1,EDNRA,EGF,ERO1A,FLVCR2,FYN,GNB5,GRAMD2A,GRIN2D,GRIN3A,HEPH,HOMER1,HOMER2,HOMER3,HRC,IL16,ISCU,ITGAV,ITGB1,ITPR3,KCNA7,KCNAB2,KCNB1,KCNC1,KCNC4,KCND2,KCNG2,KCNIP2,KCNK1,KCNN1,KCNN2,KCNQ4,KCNQ5,KCNT2,KLHL24,KLHL3,LETM1,LGALS3,LMTK2,LOC100515171,LOC100627175,LYN,MCOLN1,MRS2,NDUFS7,NEDD4L,NNT,NOS3,P2RX5,PACSIN3,PARK7,PCSK9,PDE4B,PDZK1,PER1,PHB2,PKD2,PLCG2,PPIF,PPP3CA,PRKD1,PTK2B,PTPRC,RAMP1,REM1,RNF207,RYR2,SCN1B,SCN2B,SCN3B,SCN4A,SCN4B,SCN5A,SCN7A,SCNN1A,SEC61A1,SELENON,SERPINE2,SLC15A2,SLC1A3,SLC24A1,SLC24A5,SLC25A22,SLC25A25,SLC25A4,SLC29A4,SLC30A2,SLC30A7,SLC35G1,SLC39A1,SLC39A2,SLC39A7,SLC39A9,SLC41A1,SLC41A2,SLC41A3,SLC46A1,SLC4A7,SLC5A6,SLC6A1,SLC6A13,SLC8A3,SLC9A2,SLC9A7,SLN,SMDT1,SPG11,SRI,STAC3,STC1,STEAP3,STEAP4,STIM1,STIM2,TCIRG1,TFRC,TGFB1,TLR9,TMEM38A,TPCN2,TRDN,TRPC1,TUSC3,UBASH3B,UCP2,UCP3,VMP1,WNK3


			GO:BP			inorganic cation transmembrane transport			GO:0098662			0.0466430448			144			ABCB6,ABCC5,ABL1,ACTN2,AFG3L2,AKAP6,ASIC3,ATP1A2,ATP1B1,ATP1B3,ATP2A1,ATP2A3,ATP2B2,ATP2B3,ATP2B4,ATP5F1A,ATP5F1B,ATP5MC1,ATP5MC3,ATP5PO,ATP6,ATP7A,BIN1,CACHD1,CACNA1D,CACNA1G,CACNA1S,CACNB1,CACNG1,CACNG6,CACNG7,CALM1,CAPN3,CASQ1,CASQ2,CATSPER4,CCL19,CLCN4,COX1,COX17,COX3,CRBN,DDX23,DHRS7C,DIAPH1,EDNRA,ERO1A,FYN,GNB5,GRIN2D,GRIN3A,HRC,ISCU,ITGAV,ITGB1,ITPR3,KCNA7,KCNAB2,KCNB1,KCNC1,KCNC4,KCND2,KCNG2,KCNIP2,KCNK1,KCNN1,KCNN2,KCNQ4,KCNQ5,KCNT2,KLHL24,LETM1,LOC100515171,LYN,MCOLN1,MRS2,NDUFS7,NEDD4L,NNT,PARK7,PCSK9,PDE4B,PHB2,PKD2,PLCG2,PPIF,PRKD1,PTK2B,PTPRC,REM1,RNF207,RYR2,SCN1B,SCN2B,SCN3B,SCN4A,SCN4B,SCN5A,SCN7A,SCNN1A,SEC61A1,SELENON,SLC15A2,SLC1A3,SLC24A1,SLC24A5,SLC25A22,SLC25A25,SLC25A4,SLC30A2,SLC30A7,SLC35G1,SLC39A1,SLC39A2,SLC39A7,SLC39A9,SLC41A1,SLC41A2,SLC41A3,SLC46A1,SLC4A7,SLC6A1,SLC6A13,SLC8A3,SLC9A2,SLC9A7,SMDT1,SRI,STAC3,STEAP4,STIM1,STIM2,TCIRG1,TLR9,TMEM38A,TPCN2,TRDN,TRPC1,TUSC3,UBASH3B,UCP2,UCP3,VMP1,WNK3


			GO:BP			regulation of ceramide biosynthetic process			GO:2000303			0.0468533685			5			CCN1,ORMDL1,ORMDL2,PRKCD,SPHK1


			GO:BP			valine metabolic process			GO:0006573			0.0468533685			5			ALDH6A1,BCAT1,BCAT2,HADHB,HIBADH


			GO:BP			postsynaptic density assembly			GO:0097107			0.0468533685			5			GRID2,LRRC4B,PTPRD,PTPRS,ZER1


			GO:BP			regulation of mitotic centrosome separation			GO:0046602			0.0468533685			5			CEP85,CHEK1,KIF11,NEK2,NSFL1C


			GO:BP			female sex differentiation			GO:0046660			0.0468533685			26			ATM,BRCA2,EIF2B4,ESR1,FANCA,FST,GDF9,KDR,KIF20A,KIT,LFNG,LHFPL2,MSH4,NOS3,NUP107,PCYT1B,PDGFRA,PTX3,SGPL1,SLIT2,SLIT3,STAT5B,TP63,TYRO3,UMODL1,ZFPM2


			GO:BP			centromeric sister chromatid cohesion			GO:0070601			0.0468533685			5			BUB1,NAA10,NAA50,SGO1,SGO2


			GO:BP			elastic fiber assembly			GO:0048251			0.0468533685			5			EMILIN1,FBLN5,LOX,MYH11,THSD4


			GO:BP			cellular detoxification of aldehyde			GO:0110095			0.0468533685			5			AKR1A1,ALDH1A1,PARK7,RDH11,RDH12


			GO:BP			NK T cell differentiation			GO:0001865			0.0468533685			5			PRDM1,TGFBR2,TOX,ZBTB16,ZBTB7B


			GO:BP			'de novo' AMP biosynthetic process			GO:0044208			0.0468533685			5			ADSL,ATIC,GART,PAICS,PPAT


			GO:BP			pyramidal neuron development			GO:0021860			0.0468533685			5			DCX,OGDH,PLXNA3,UQCRQ,ZMIZ1


			GO:BP			regulation of neurotrophin TRK receptor signaling pathway			GO:0051386			0.0468533685			5			AGT,AGTR2,CYFIP2,DOK5,SPRY2


			GO:BP			spindle elongation			GO:0051231			0.0468533685			5			AURKB,KIF11,KIF23,KIF4A,RACGAP1


			GO:BP			positive regulation of attachment of spindle microtubules to kinetochore			GO:0051987			0.0468533685			5			AURKB,CCNB1,KAT2B,RCC2,SIRT2


			GO:BP			organic cyclic compound catabolic process			GO:1901361			0.0471163329			86			AASDHPPT,ACAT1,ACOT7,AIFM1,ALDH1L2,ALDH6A1,APAF1,APOE,ATM,BCAT2,BLVRB,CALCR,CARHSP1,CNOT6,CNOT6L,CNP,CPEB3,CSDC2,CSDE1,CYP1A1,CYP27A1,CYP2F1,DCP2,DCTPP1,DNASE1L2,DNPH1,DXO,E2F1,ENDOG,ENTPD5,ENTPD6,ENTPD7,EPHX2,ETF1,FAH,FASTK,FASTKD1,FEN1,FMR1,FXR1,FXR2,GSTZ1,IL4I1,KLHL17,KYAT3,MAGOHB,MAPKAPK2,MOXD1,MYEF2,NBAS,NOCT,NT5C1A,NT5E,NT5M,NUDT12,NUDT15,NUDT5,PABPC1,PABPC4,PAIP1,PAQR6,PATL1,PDE4B,PDE4D,PDE9A,PELO,PRR5L,RBM38,SAMHD1,SCARB1,SLIRP,SMG5,SMPDL3A,SND1,SPP1,SUPV3L1,TBRG4,TET3,TNFRSF1B,TRAF3IP2,TRAF5,TREX1,TTC5,VCP,VIM,ZHX2


			GO:BP			negative regulation of extrinsic apoptotic signaling pathway			GO:2001237			0.0474848573			22			ACVR1,BRCA1,COL2A1,CTNNA1,DDX3X,EYA2,EYA3,FAIM2,HGF,HSF4,ITGA6,ITGAV,LGALS3,PARK7,PELI3,RAF1,RB1CC1,SERPINE1,SFRP2,SRC,TGFBR1,UNC5B


			GO:BP			regulation of Notch signaling pathway			GO:0008593			0.0474848573			22			BCL6,BEND6,BMP7,CCN3,DLK2,DLL1,EGFL7,GATA2,HEY2,IL6ST,LFNG,MFNG,MMP14,NEURL1,NFKBIA,POSTN,SRC,TGFB2,TP63,TSPAN5,ZBTB7A,ZMIZ1


			GO:BP			establishment of protein localization to mitochondrion			GO:0072655			0.0474848573			22			AIFM1,ATP5IF1,BCAP31,BID,BNIP3L,DNAJC19,HK1,HK2,HSPA1L,LRRK2,MFN2,OXA1L,PDCD5,PINK1,SAMM50,TIMM44,TIMM50,TOMM34,TOMM40,TOMM40L,TOMM7,TSPO


			GO:BP			regulation of endopeptidase activity			GO:0052548			0.0476788164			79			AGT,AIFM1,ANXA2,ANXA8,APAF1,APP,ARHGEF2,ASPH,ATP2A3,BCAP31,BID,BIN1,C3,C4A,CASP9,CCN1,CD109,CD44,COL7A1,COPS5,CPAMD8,CRADD,CST6,CYFIP2,DAPK1,DDX3X,DHCR24,DLC1,EFNA1,EPHA4,EPHA7,F3,FAM162A,FAS,FNIP1,GAPDH,HGF,HIP1,HSF4,IFT57,ITIH3,ITIH4,KLF4,LCK,LXN,LYN,MICAL1,MUL1,NANS,NGFR,NRDC,PARK7,PDCD5,PPM1F,PRDX3,PSMA3,PSMB8,PSMB9,PSMD14,PTTG1,RECK,REST,ROBO1,ROCK2,RPS6KA1,RPS6KA3,SENP1,SERPINB1,SERPINE1,SERPINE2,SFRP2,SRC,TFPI,TIMP1,TP63,UACA,UBE2Z,VCP,WFIKKN2


			GO:BP			chondroitin sulfate metabolic process			GO:0030204			0.0479006774			11			BGN,CHPF,CHST3,CHSY1,DCN,DSE,EXT1,GUSB,PSAP,UGDH,XYLT2


			GO:BP			endocardial cushion morphogenesis			GO:0003203			0.0479006774			11			ACVR1,BMP7,CPLANE2,DCHS1,ENG,MDM2,NOS3,RBPJ,SOX9,TGFBR1,TGFBR2


			GO:BP			regulation of dendritic spine development			GO:0060998			0.0479006774			11			APOE,BHLHB9,CAPRIN2,CUX2,DLG5,EFNA1,FMR1,LRP8,NEURL1,PTPRS,SDK1


			GO:BP			negative regulation of macromolecule metabolic process			GO:0010605			0.0479006774			481			ABL1,ACE,ACOT8,AEBP1,AGT,AJUBA,AKT1S1,ANKRD1,ANXA2,ANXA8,APOD,APOE,APP,AQP11,ARX,ATF3,ATF4,ATF5,ATM,ATOH8,ATP2B4,ATR,ATXN1,AURKB,AZIN2,BAG3,BCL11A,BCL3,BCL6,BCORL1,BDKRB2,BEND6,BHLHE41,BIN1,BLM,BMP6,BMP7,BOD1,BRCA1,BRCA2,BUB1B,C1QTNF3,C3,C4A,CALCR,CALR,CAPN3,CAPRIN2,CARHSP1,CBL,CBX2,CBX3,CBX4,CC2D1B,CD109,CD44,CDC20,CDK5R1,CDT1,CENPF,CEP85,CHD3,CIB1,CILP,CIPC,CITED1,CKB,CLU,CNOT6,CNOT6L,COL7A1,CORO1C,CPAMD8,CPEB3,CPEB4,CREB3L1,CRY2,CRYM,CSDC2,CSDE1,CST6,CTC1,CTSA,CTSZ,CUL3,CUX2,DAB2,DAPK1,DBNDD1,DCP2,DDRGK1,DDX3X,DEDD,DHCR24,DHX58,DKK3,DLL1,DNAJA3,DNAJC17,DNMT1,DNMT3B,DOT1L,DPF3,DROSHA,DTNBP1,DUSP1,DUSP10,DUSP26,DVL1,DXO,E2F1,E2F6,E2F7,E2F8,E4F1,EFNA1,EGR1,EHMT2,EID1,EIF4A2,EIF4EBP1,EIF4G1,ELK3,ELK4,EMILIN1,ENC1,ENG,EPHA4,EPHB2,ERBIN,ERP29,ESR1,ETF1,ETV5,EZH1,EZH2,EZR,FASTK,FASTKD1,FBLN1,FBXO5,FGF9,FHL2,FLOT2,FMR1,FN1,FNIP1,FOXJ1,FOXM1,FOXN3,FOXO1,FOXP2,FRY,FST,FXR1,FXR2,FYN,GADD45B,GAPDH,GATA2,GATA3,GBP1,GCLC,GLI2,GLI3,GPS2,GTF2IRD1,HCLS1,HDAC10,HES6,HEY2,HGF,HHATL,HIC1,HIVEP1,HMGCR,HOMER2,HOMER3,HSF1,HSF4,IGFBP5,ILRUN,INPP5F,INPP5J,IQGAP3,ITGAV,ITIH3,ITIH4,ITM2A,IVNS1ABP,KAT2B,KDM1A,KDM8,KDR,KHDRBS1,KLF4,KLHL15,KLHL17,KLHL31,LGALS9,LGR4,LIMK1,LIN37,LMCD1,LMNB1,LMNB2,LMO1,LOC100510975,LOC110255204,LRRK1,LRRK2,LXN,LYAR,LYN,MAF1,MAFK,MAGEH1,MAGOHB,MAP2K2,MAP3K10,MAPKAPK2,MASTL,MBD2,MBD3,MBTD1,MDM2,MEF2A,MEF2C,MGAT5,MICAL1,MIR214,MITF,MKKS,MLIP,MLXIPL,MOSPD1,MSC,MSH2,MSH6,MTA3,MTDH,MTERF3,MUL1,MXD3,MYCN,MYEF2,MYF6,MYOZ1,NAV3,NBAS,NCAPG2,NCOA2,NDN,NDRG2,NFATC3,NFATC4,NFE2L3,NFIB,NFIL3,NFKBIL1,NIBAN1,NIBAN2,NMI,NOC2L,NOCT,NOL4L,NONO,NOSTRIN,NOTCH2,NPLOC4,NQO1,NR0B2,NR1D2,NR1H2,NR1I3,NR2F1,NR2F6,NSD2,NTRK3,OGT,OPHN1,OPTN,OTUB2,PABPC1,PABPC4,PAIP1,PAQR3,PAQR6,PARK7,PARP14,PARP3,PARP9,PARPBP,PASK,PATL1,PATZ1,PBK,PC,PCSK9,PDCD4,PELO,PER1,PER2,PEX2,PHB2,PHF1,PHF19,PHF21A,PIAS3,PINK1,PKIG,PLAA,PLAG1,PLAT,PLCB1,PLK1,PLK3,PLPP3,POT1,PPARA,PPARGC1B,PPM1B,PPM1F,PPP1R15A,PPP1R1B,PPP3CA,PRDM1,PRDM5,PRDX3,PRKAR1A,PRKAR1B,PRKAR2A,PRKCD,PRKCZ,PRR5L,PSMC5,PTBP3,PTPN13,PTPRB,PTPRC,PTPRJ,PTPRK,PTRH2,PTTG1,PTX3,RBBP8,RBM15,RBM20,RBM38,RBPJ,RCOR1,RCOR2,RECK,REST,RGCC,RGS14,RIF1,RMI2,RNF2,ROCK2,ROS1,RPS6KA1,RPS6KA3,RUNX1T1,RYBP,SALL2,SAP130,SARS1,SCAI,SCMH1,SCML2,SCRT1,SERPINB1,SERPINE1,SERPINE2,SESN2,SFMBT2,SFRP2,SH3BP5,SH3RF2,SHC1,SHFL,SIRT2,SLC2A10,SLC37A4,SLC8A3,SLIRP,SLIT2,SLIT3,SMAD2,SMARCA5,SMG5,SMO,SMPD1,SMYD2,SND1,SOX11,SOX9,SPI1,SPINDOC,SPRED2,SPRY2,SPTY2D1,SQSTM1,SRC,SREBF2,SRF,STOX1,SUPV3L1,SWAP70,TAF9B,TASOR,TBL1XR1,TBRG4,TCF3,TCF7L2,TDRD12,TDRKH,TFPI,TGFB1,TGFB2,TGFB3,THAP11,TIA1,TIMELESS,TIMP1,TLR9,TMEFF2,TMEM98,TNFRSF21,TP63,TRAF3IP1,TRAF3IP2,TRAF5,TRAIP,TRAPPC13,TSHZ3,TSKU,TSPO,TTC5,UBASH3B,UBE2Z,UBR2,UBXN1,UHRF1,USP2,USP25,VHL,VIM,WDTC1,WFIKKN2,WWC2,WWP1,WWTR1,YBX3,YEATS2,YWHAQ,YWHAZ,ZBTB1,ZBTB12,ZBTB16,ZBTB20,ZBTB7A,ZBTB7B,ZBTB8A,ZEB1,ZEB2,ZFP37,ZFPM2,ZHX2,ZMYM2,ZNF175,ZNF180,ZNF423,ZNF503,ZNF536,ZNF692,ZNF703,ZNF827,ZNFX1,ZRANB3


			GO:BP			meiosis I			GO:0007127			0.0481908781			28			APITD1,ATM,BRCA2,BRIP1,CCNB2,CCNE2,CDC25B,CKS2,EHMT2,EME1,ESPL1,FANCD2,FANCM,FBXO5,MEIOB,MND1,MRE11,MSH4,NDC1,PLK1,PSMC3IP,PTTG1,RAD51,RAD51AP1,SGO1,SGO2,TOP2B,UBR2


			GO:BP			regulation of extracellular matrix assembly			GO:1901201			0.0485940625			6			AGT,ANTXR1,EMILIN1,PHLDB2,RGCC,SOX9


			GO:BP			cellular response to aldehyde			GO:0110096			0.0485940625			6			AKR1A1,ALDH1A1,PARK7,RDH11,RDH12,SGK1


			GO:BP			postsynaptic specialization assembly			GO:0098698			0.0485940625			6			ARHGEF9,GRID2,LRRC4B,PTPRD,PTPRS,ZER1


			GO:BP			detection of temperature stimulus involved in sensory perception			GO:0050961			0.0485940625			6			ASIC3,GRIK2,LDB3,LXN,NR2F6,WDR47


			GO:BP			regulation of extracellular matrix disassembly			GO:0010715			0.0485940625			6			DDR2,DPP4,FAP,FGFR4,FSCN1,PDPN


			GO:BP			regulation of ketone biosynthetic process			GO:0010566			0.0485940625			6			BMP5,BMP6,DKK3,EGR1,PPTC7,REST


			GO:BP			regulation of vascular associated smooth muscle cell differentiation			GO:1905063			0.0485940625			6			DNMT1,ENG,KIT,NFATC1,NFATC3,PDCD4


			GO:BP			glycolytic process through glucose-6-phosphate			GO:0061620			0.0485940625			6			ENO3,HK1,PFKM,PGK1,PKM,TPI1


			GO:BP			regulation of cellular response to hypoxia			GO:1900037			0.0485940625			6			AJUBA,CHCHD2,EPHA4,PINK1,USP19,VHL


			GO:BP			positive regulation of calcium ion transport			GO:0051928			0.0488878333			21			ABL1,ATP1B1,CACNA1D,CALM1,CAPN3,CASK,CASQ1,HOMER1,LGALS3,PKD2,PLCG2,RYR2,SRI,STAC3,STC1,STIM1,STIM2,TRDN,TRPC1,VMP1,WNK3


			GO:BP			digestive system development			GO:0055123			0.0491125344			30			ALDH1A2,CCDC40,CLMP,DCHS1,EPHB3,EXT1,FGF9,GLI2,GLI3,HOXA5,IL6ST,KIT,LGR4,PCSK5,PDGFC,PDGFRA,PKDCC,PRDM1,SAV1,SFRP2,SMAD2,SMO,SOX11,SOX9,SRC,TGFB2,TIGAR,TP63,WDR19,ZIC3


			GO:BP			cellular response to nutrient levels			GO:0031669			0.0493710473			43			ASNS,ATF3,ATF4,CEP192,DEPDC5,EHMT2,EIF4G1,FAS,FES,FNIP1,FOXA3,FOXO1,GABARAPL2,HSPA5,LRRK2,MAP1LC3A,MAP1LC3B,MFSD2A,MN1,MYH13,NFE2L2,PCSK9,PDK2,PDK4,POSTN,PPARA,PRKAB2,PRKAG1,PRKAG3,PRKD1,RRAGD,SESN1,SESN2,SH3GLB1,SLC38A3,SREBF2,STK26,TFEB,TTC5,USF2,WDR45,WIPI1,WRN


			GO:BP			monoatomic cation transmembrane transport			GO:0098655			0.0495593914			150			ABCB6,ABCC5,ABL1,ACTN2,AFG3L2,AKAP6,ANO1,ANO10,ASIC3,ATP1A2,ATP1B1,ATP1B3,ATP2A1,ATP2A3,ATP2B2,ATP2B3,ATP2B4,ATP5F1A,ATP5F1B,ATP5MC1,ATP5MC3,ATP5PO,ATP6,ATP7A,BIN1,CACHD1,CACNA1D,CACNA1G,CACNA1S,CACNB1,CACNG1,CACNG6,CACNG7,CALM1,CAPN3,CASQ1,CASQ2,CATSPER4,CCL19,CLCN4,COX1,COX17,COX3,CRBN,DDX23,DHRS7C,DIAPH1,EDNRA,ERO1A,FYN,GNB5,GRIN2D,GRIN3A,HOMER1,HRC,ISCU,ITGAV,ITGB1,ITPR3,KCNA7,KCNAB2,KCNB1,KCNC1,KCNC4,KCND2,KCNG2,KCNIP2,KCNK1,KCNN1,KCNN2,KCNQ4,KCNQ5,KCNT2,KLHL24,LETM1,LOC100515171,LYN,MCOLN1,MRS2,NDUFS7,NEDD4L,NNT,P2RX5,PARK7,PCSK9,PDE4B,PDZK1,PHB2,PKD2,PLCG2,PPIF,PRKD1,PTK2B,PTPRC,REM1,RNF207,RYR2,SCN1B,SCN2B,SCN3B,SCN4A,SCN4B,SCN5A,SCN7A,SCNN1A,SEC61A1,SELENON,SLC15A2,SLC1A3,SLC24A1,SLC24A5,SLC25A22,SLC25A25,SLC25A4,SLC29A4,SLC30A2,SLC30A7,SLC35G1,SLC39A1,SLC39A2,SLC39A7,SLC39A9,SLC41A1,SLC41A2,SLC41A3,SLC46A1,SLC4A7,SLC6A1,SLC6A13,SLC8A3,SLC9A2,SLC9A7,SMDT1,SRI,STAC3,STEAP4,STIM1,STIM2,TCIRG1,TLR9,TMEM38A,TPCN2,TRDN,TRPC1,TUSC3,UBASH3B,UCP2,UCP3,VMP1,WNK3


			GO:BP			positive regulation of protein transport			GO:0051222			0.0497694664			46			AKT2,ANKRD1,ANO1,BAG3,BAIAP3,BCAP31,C1QTNF3,C2CD2L,CDK5R1,CEP131,CIB1,EFCAB7,ERBB2,EZR,FRMD4A,FYN,GLI3,HCLS1,HSPA1L,KCNB1,KIF20B,LOC100512977,LOC100519808,MAPK14,MAVS,MPC2,NANS,NR1H2,PDCD5,PFKM,PIK3R2,PLK3,PPM1A,PPP3CB,PRKCD,PRKD1,PRR5L,RAB29,RAPGEF3,SMO,SRI,TCF7L2,TGFB2,TGFB3,TOMM7,WLS


			GO:BP			protein import into nucleus			GO:0006606			0.0498224906			34			APOD,BAG3,BCL3,CRY2,EFCAB7,FGF9,GLI3,HCLS1,KPNA1,KPNA2,KPNA3,KPNA5,LRRK2,MAPK14,MAVS,NFKBIA,NUP107,NUP133,NUP93,NXT2,PHB2,PIK3R2,PKIG,POLA2,PPP3CA,PRKCD,PRKD1,SMO,SNUPN,SPG11,SQSTM1,STK3,TGFB1,TRAF3IP2


			GO:CC			cytoplasm			GO:0005737			3.82E-124			2222			AAGAB,AARS1,AASDHPPT,ABCA5,ABCA6,ABCB6,ABCC4,ABHD17C,ABHD4,ABHD5,ABL1,ABLIM2,ABLIM3,ACACA,ACAD10,ACADL,ACADM,ACADS,ACADVL,ACAP3,ACAT1,ACE,ACKR3,ACO1,ACO2,ACOT7,ACOT8,ACOX2,ACSBG1,ACSL1,ACSL4,ACSM4,ACSM5,ACSS1,ACSS2,ACSS3,ACTA1,ACTA2,ACTC1,ACTN2,ACTR1B,ACTR3,ACY1,ADAM8,ADAMTS9,ADCY2,ADCY3,ADCY4,ADD3,ADGRG2,ADHFE1,ADM,ADRA2A,ADRA2C,ADSL,AFAP1,AFAP1L1,AFAP1L2,AFG3L2,AGPAT4,AHCY,AHR,AIFM1,AJUBA,AK1,AK3,AK5,AKAP11,AKAP13,AKAP6,AKNA,AKR1A1,AKT1S1,AKT2,ALAS1,ALAS2,ALDH18A1,ALDH1A1,ALDH1A2,ALDH1L2,ALDH3B1,ALDH4A1,ALDH6A1,ALDOC,ALG10,ALG14,ALG8,ALG9,ALS2CL,AMOT,AMPD1,AMPD3,AMPH,ANGPTL6,ANK1,ANKFY1,ANKIB1,ANKRD1,ANKRD13A,ANKRD13B,ANKRD13C,ANKRD23,ANLN,ANO2,ANPEP,ANXA11,ANXA2,AOX1,AP1S1,AP3M2,AP4B1,AP5B1,APAF1,APBA3,APC2,APIP,APLP1,APOD,APOE,APOO,APP,APPBP2,AQP11,ARAF,ARFIP2,ARHGAP1,ARHGAP12,ARHGAP27,ARHGAP32,ARHGAP39,ARHGAP44,ARHGAP45,ARHGAP5,ARHGEF10,ARHGEF10L,ARHGEF2,ARHGEF25,ARHGEF3,ARHGEF6,ARHGEF9,ARIH2,ARL8B,ARMC9,ARMCX2,ARNTL,ARPC5,ARPIN,ARRDC2,ARRDC3,ARSE,ASAH1,ASAP2,ASAP3,ASB10,ASB11,ASL,ASNS,ASPH,ASPM,ASS1,ATAD1,ATAT1,ATF4,ATF5,ATG4A,ATG4D,ATG9A,ATIC,ATL2,ATL3,ATM,ATOH8,ATP10D,ATP11B,ATP1A2,ATP2A1,ATP2A3,ATP2B2,ATP2B4,ATP5F1A,ATP5F1B,ATP5IF1,ATP5MC1,ATP5MC3,ATP5ME,ATP5PO,ATP6,ATP7A,ATP8B2,ATR,ATXN1,ATXN3,AUH,AUP1,AVIL,AZIN2,B3GALNT1,B3GALT2,B3GNT3,B4GALT4,BAG3,BAIAP2L2,BAIAP3,BAMBI,BARD1,BBS12,BBS2,BBS5,BBS7,BCAP31,BCAS3,BCAT1,BCAT2,BCKDHA,BCKDHB,BCKDK,BCL3,BCL6,BCL9,BCR,BDH1,BDKRB2,BEX1,BEX3,BGN,BHLHB9,BICC1,BID,BIN1,BLM,BLOC1S1,BLOC1S4,BLVRB,BLZF1,BNIP3,BNIP3L,BOD1,BPHL,BRCA1,BRCA2,BRIP1,BSG,BTBD3,BUB1,BUB1B,BZW2,C12H17ORF49,C14H1ORF198,C2CD2L,C6H16ORF74,C7H14ORF119,C7H6ORF125,CA13,CA4,CAB39,CACNA1G,CACNA1S,CALCOCO1,CALCOCO2,CALCR,CALCRL,CALM1,CALR,CALU,CAMK2A,CAMK2G,CAMKK2,CAND1,CAPG,CAPN11,CAPN3,CAPN5,CAPN6,CAPRIN2,CAPZA1,CAPZA2,CARD19,CARHSP1,CARNMT1,CARS1,CASD1,CASK,CASP6,CASP9,CASQ1,CASQ2,CASTOR2,CAT,CATSPER4,CAV2,CAVIN3,CBL,CBLB,CBR3,CBWD1,CCDC124,CCDC141,CCDC40,CCDC43,CCDC47,CCDC6,CCDC65,CCDC88A,CCDC88C,CCHCR1,CCL5,CCN3,CCN4,CCNB1,CCNB2,CCNB3,CCNE1,CCNE2,CCNF,CCNG2,CCNT2,CCT6A,CD109,CD14,CD2,CD40LG,CD44,CDC123,CDC14A,CDC14B,CDC20,CDC25B,CDC37L1,CDC42BPG,CDC42EP3,CDC6,CDCA2,CDCA4,CDCA5,CDCA7,CDCA7L,CDH11,CDH15,CDH2,CDIP1,CDK1,CDK14,CDK17,CDK2AP2,CDK5R1,CDO1,CDS1,CEMIP2,CENPF,CENPI,CENPJ,CEP131,CEP152,CEP170,CEP192,CEP76,CEP85,CERKL,CHCHD1,CHCHD10,CHCHD2,CHCHD3,CHD1L,CHD3,CHEK1,CHI3L1,CHODL,CHPF,CHPT1,CHRND,CHST1,CHST2,CHST3,CHSY1,CHTF18,CIB1,CIDEC,CIPC,CISD3,CIT,CITED1,CKAP2,CKAP2L,CKAP4,CKAP5,CKB,CKMT2,CLCA1,CLCN4,CLCN5,CLDN10,CLIP1,CLIP3,CLIP4,CLMP,CLN6,CLPX,CLSPN,CLSTN2,CLSTN3,CLU,CLUH,CMPK2,CMYA5,CNDP2,CNKSR1,CNKSR3,CNN3,CNOT6,CNOT6L,CNP,CNR1,CNTLN,COA6,COL1A2,COL21A1,COL2A1,COLCA2,COPB1,COPE,COPG2,COPS4,COPS5,COPS7A,COPS8,COQ10A,COQ10B,COQ2,COQ3,COQ5,COQ6,COQ8A,COQ9,CORO1B,CORO1C,COX1,COX10,COX17,COX3,COX4I1,COX5A,COX6B,CPE,CPEB3,CPEB4,CPNE3,CPOX,CPQ,CPS1,CPT1B,CPT1C,CPT2,CRABP1,CRABP2,CRADD,CRAT,CRBN,CREB3L1,CREB3L2,CRMP1,CROCC,CRY2,CRYL1,CRYM,CSDC2,CSDE1,CSNK1G3,CSNK2B,CSRP2,CST6,CSTPP1,CTC1,CTHRC1,CTNNA1,CTNNAL1,CTNND1,CTNND2,CTSC,CTSL,CTSO,CTSW,CTSZ,CTTNBP2,CUBN,CUL3,CUL4B,CUL7,CUTC,CYB5D2,CYBRD1,CYFIP2,CYP1A1,CYP27A1,CYP2F1,CYP2R1,CYP7B1,DAAM1,DAB2,DACT3,DAPK1,DAPK2,DBNDD1,DCAF6,DCAF8,DCLK3,DCP2,DCTPP1,DCUN1D2,DCX,DDHD2,DDIAS,DDO,DDRGK1,DDX1,DDX3X,DDX58,DECR1,DEDD,DENND2A,DENND4B,DEPDC5,DES,DHCR24,DHCR7,DHPS,DHRS7,DHRS7C,DHX58,DIAPH2,DIP2B,DIPK1A,DISC1,DIXDC1,DLAT,DLC1,DLD,DLG4,DLGAP5,DLL1,DLST,DNAAF5,DNAH10,DNAJA2,DNAJA3,DNAJB2,DNAJB4,DNAJB5,DNAJB9,DNAJC1,DNAJC18,DNAJC19,DNAJC21,DNAJC24,DNAJC7,DNAL4,DNM1,DNPEP,DNPH1,DOCK10,DOCK5,DOCK8,DOK5,DOP1B,DPP4,DPP9,DPYSL5,DRC1,DROSHA,DSE,DST,DSTN,DTD2,DTL,DTNA,DTNB,DTNBP1,DTX2,DTX4,DUSP1,DUSP10,DUSP26,DUSP29,DUSP3,DVL1,DXO,DYM,DYNC2I2,DYNLL1,DZIP1,DZIP3,E2F1,E2F8,E4F1,ECH1,ECHDC3,ECPAS,ECSIT,EDA,EEF1A1,EFCAB7,EFHC1,EFR3B,EFS,EGLN1,EGR1,EGR2,EHD4,EID1,EIF1,EIF2B3,EIF2B4,EIF2D,EIF2S2,EIF3J,EIF4A2,EIF4E3,EIF4EBP1,EIF4G1,EIF4G3,ELAC2,ELK3,ELK4,ELOB,EMC2,EMC3,EMC7,EMC8,EMID1,EMILIN3,EML4,ENC1,ENDOG,ENO3,ENTPD6,ENTPD7,EPAS1,EPB41L2,EPDR1,EPHA3,EPHA4,EPHX2,EPS8,EPS8L2,ERAP1,ERAP2,ERBB2,ERBIN,ERO1A,ERP29,ESPL1,ESR1,ESRRA,ETF1,ETFA,ETFB,ETFDH,ETHE1,EVC2,EXD2,EXOC6,EXT1,EXTL1,EXTL2,EYA2,EZR,FABP5,FABP7,FADS1,FADS2,FAIM2,FAM110A,FAM110B,FAM114A1,FAM131B,FAM162A,FAM20A,FAM210B,FAM3C,FAM83D,FANCD2,FANCI,FAR2,FARSA,FAS,FASTK,FASTKD1,FBP2,FBXL16,FBXL21,FBXL4,FBXO32,FBXO40,FBXO5,FBXO9,FBXW5,FBXW8,FCHO1,FCHSD1,FEN1,FER,FES,FGD1,FGF1,FGF21,FGFR1,FGFR4,FGGY,FH,FHIP1B,FHL2,FHL3,FHL5,FHOD1,FHOD3,FIBIN,FIGNL1,FITM1,FKBP10,FKBP4,FKBP5,FKBP7,FKBP9,FLAD1,FLNB,FLNC,FLOT2,FLRT3,FLYWCH1,FMNL1,FMNL3,FMO1,FMO2,FMR1,FN1,FNBP1,FNBP1L,FNDC3A,FNDC4,FNDC5,FNIP1,FNTB,FOS,FOXO1,FOXRED2,FRAS1,FRMD4A,FRMD4B,FRMD6,FRMPD1,FRZB,FSCN1,FST,FUCA2,FUNDC2,FXR1,FXR2,FYCO1,FYN,FZD10,FZD2,FZD9,G0S2,G2E3,GAB1,GAB3,GABARAPL2,GADD45B,GALE,GALNT10,GALNT15,GALNT17,GALNT2,GALNT5,GALNT7,GAMT,GAPDH,GARNL3,GARS1,GART,GAS2L3,GASK1A,GASK1B,GATA2,GATB,GATD3,GBA2,GBF1,GBP1,GCA,GCDH,GCLC,GCNT1,GCNT4,GDF9,GFRA3,GGA1,GGA2,GHITM,GHR,GJA1,GK,GKAP1,GLB1L,GLCE,GLI2,GLI3,GLO1,GLRX5,GLT8D2,GLUL,GNAI1,GNAI3,GNB5,GOLGA4,GOLGB1,GOLIM4,GOLM1,GOLT1B,GOT1,GPAT2,GPAT4,GPC2,GPC3,GPD1,GPD2,GPI,GPR137C,GPR143,GPR161,GPR37,GPRASP1,GPRASP2,GPRC5B,GPS2,GPSM2,GRAMD1C,GRAMD2B,GRHPR,GRIFIN,GRIPAP1,GRK2,GRM4,GRM7,GSDME,GSPT2,GSR,GSTM3,GSTZ1,GTF2IRD1,GTSE1,GUCY1A1,GUSB,GYS1,HADH,HADHA,HADHB,HAGH,HAO2,HBB,HCCS,HCLS1,HDAC10,HEATR5B,HEBP2,HECTD3,HERC6,HEY2,HHAT,HHATL,HIBADH,HIF3A,HIGD1A,HIGD1B,HIGD2A,HINT3,HIP1,HIPK4,HIVEP1,HJURP,HK1,HK2,HMCN2,HMGCR,HMMR,HNRNPA1,HOMER1,HOMER2,HOMER3,HOOK2,HPN,HRC,HRH1,HS2ST1,HS6ST1,HS6ST2,HSD17B10,HSD17B12,HSDL1,HSDL2,HSF1,HSF4,HSPA13,HSPA1L,HSPA5,HSPA9,HSPB6,HSPB8,HTATIP2,IDE,IDH2,IDH3B,IDH3G,IER2,IFI35,IFI44,IFI44L,IFIH1,IFIT2,IFIT5,IFT140,IFT27,IFT46,IFT57,IKBKG,IL15,IL16,IL17RD,IL18,IL4I1,ILRUN,IMMT,IMPDH1,INCENP,INMT,INPP4A,INPP4B,INPP5F,INPP5J,INTS9,INTU,IPO13,IQGAP2,IQGAP3,IRAK1,IRAK1BP1,IRAK2,IRF5,IRF9,IRS3,ISCU,ISOC2,ITGA5,ITGAV,ITGB1,ITGB7,ITIH4,ITM2A,ITM2C,ITPR3,IVNS1ABP,JAM3,JPH1,JPH2,JPT1,JPT2,JTB,KANK3,KANK4,KAT2B,KBTBD8,KCMF1,KCNAB2,KCNIP2,KCNK1,KCNN2,KCNQ5,KDELR3,KDM8,KDR,KEAP1,KHDRBS1,KHNYN,KIAA0753,KIAA1614,KIF11,KIF14,KIF15,KIF18A,KIF18B,KIF1A,KIF20A,KIF20B,KIF22,KIF2A,KIF3A,KIF3B,KIF5C,KIRREL1,KLC2,KLF4,KLF9,KLHDC3,KLHDC8B,KLHL17,KLHL24,KLHL3,KLHL31,KPNA1,KPNA2,KPNA3,KPNA5,KRT18,KRT8,KTN1,KYAT1,KYAT3,L2HGDH,LACTB,LACTB2,LAMA3,LARGE1,LARGE2,LARP4,LCK,LDB3,LDHA,LDHB,LDHD,LETM1,LFNG,LGALS3,LGALS9,LHPP,LIAS,LIG1,LIMK1,LIPE,LIPG,LIX1,LIX1L,LMBR1L,LMCD1,LMOD2,LMTK2,LNPK,LOC100155138,LOC100158003,LOC100510930,LOC100510975,LOC100511343,LOC100512977,LOC100513346,LOC100517735,LOC100519098,LOC100520512,LOC100520992,LOC100522551,LOC100523684,LOC100524239,LOC100524873,LOC100525350,LOC100620540,LOC100624559,LOC100625711,LOC100736765,LOC100737755,LOC102163847,LOC110255887,LOC110259958,LONP2,LONRF3,LPAR1,LPCAT1,LPCAT3,LPIN1,LRCH1,LRRC1,LRRC2,LRRC39,LRRC40,LRRC7,LRRC8E,LRRCC1,LRRK1,LRRK2,LSAMP,LSS,LTC4S,LVRN,LYN,LZTFL1,MACF1,MAF1,MAFF,MAK,MAN1A1,MAN2A1,MAOB,MAP1A,MAP1B,MAP1LC3A,MAP1LC3B,MAP1S,MAP2,MAP2K2,MAP3K10,MAP3K13,MAP3K14,MAP3K2,MAP3K20,MAP4,MAP4K1,MAP4K4,MAP6,MAPK14,MAPK8IP1,MAPKAPK2,MAPRE1,MAPRE2,MAPT,MARCHF2,MARCHF3,MARCHF8,MARS1,MAVS,MBD2,MBD3,MBNL1,MBNL3,MCCC2,MCM2,MCM3,MCOLN1,MCRIP2,MDGA1,MDH1,MDH2,MDM2,ME1,ME3,MEF2A,MEF2C,MEF2D,MEIOB,MELK,MEOX2,METAP1,METTL17,MEX3D,MFN2,MFNG,MGAT5,MGME1,MIB1,MIB2,MICAL1,MICAL3,MICOS10,MICOS13,MID1,MID1IP1,MIGA1,MIGA2,MITF,MIX23,MKKS,MKS1,MLXIPL,MMADHC,MMD,MMP14,MMP2,MMS22L,MMUT,MNS1,MOCS1,MON1A,MOSPD1,MOXD1,MPC2,MPDZ,MPHOSPH9,MPI,MPL,MRAP2,MRC1,MRE11,MRI1,MRM3,MRPL15,MRPL16,MRPL2,MRPL24,MRPL28,MRPL35,MRPL38,MRPL42,MRPL43,MRPL45,MRPL46,MRPL48,MRPS17,MRPS18A,MRPS18B,MRPS24,MRPS27,MRPS33,MRPS34,MRPS35,MRPS5,MRPS9,MRS2,MSH4,MSH6,MSI1,MSMO1,MSRB3,MTA3,MTARC2,MTCH2,MTDH,MTERF3,MTFP1,MTG1,MTHFD1L,MTHFR,MTM1,MTMR1,MTMR10,MTMR4,MTRF1,MUL1,MVK,MX1,MX2,MYBPC3,MYCBPAP,MYEF2,MYH13,MYH14,MYH2,MYH3,MYL1,MYL4,MYL5,MYLK2,MYLPF,MYO10,MYO18B,MYO1B,MYO7A,MYO9A,MYO9B,MYOF,MYOM2,MYOZ1,MYPN,MYZAP,N4BP2,N4BP3,NAA10,NAA20,NAA50,NABP2,NAMPT,NANS,NAXE,NBAS,NBEAL2,NCALD,NCAM1,NCAPD2,NCAPG,NCAPH,NCOA2,ND4,NDC1,NDN,NDRG2,NDUFA1,NDUFA10,NDUFA11,NDUFA12,NDUFA13,NDUFA2,NDUFA3,NDUFA4,NDUFA8,NDUFA9,NDUFAB1,NDUFAF1,NDUFAF3,NDUFAF4,NDUFAF5,NDUFAF6,NDUFB1,NDUFB3,NDUFB5,NDUFB6,NDUFB7,NDUFB8,NDUFB9,NDUFS1,NDUFS2,NDUFS4,NDUFS6,NDUFS7,NDUFV1,NEB,NECAB3,NEDD4L,NEFL,NEIL1,NEK1,NEK2,NEK4,NEK6,NEO1,NES,NEURL1,NEURL2,NFATC1,NFATC3,NFATC4,NFE2L1,NFE2L2,NFKBIA,NFKBIB,NFKBIL1,NFKBIZ,NFS1,NGFR,NIBAN1,NIBAN2,NIN,NKG7,NKIRAS1,NLN,NME4,NME6,NMI,NMT1,NNT,NOC2L,NOCT,NOP16,NOS1,NOS3,NOSTRIN,NOTCH3,NOVA1,NOXRED1,NPC1,NPEPL1,NPHP4,NPLOC4,NPM3,NQO1,NQO2,NR0B2,NR1D2,NR1H2,NR1I3,NR2F1,NR5A2,NRAP,NRDC,NSFL1C,NSG1,NT5C1A,NT5C3A,NT5E,NTAQ1,NTF4,NTMT1,NTMT2,NTN3,NUCB2,NUDT12,NUF2,NUMBL,NXT2,OAT,OBSL1,ODAD4,ODC1,ODF2,OGDH,OGT,OMA1,OPHN1,OPTN,ORMDL1,ORMDL2,OSBPL10,OSBPL8,OSTC,OTC,OTUD7A,OTULINL,OXA1L,OXCT1,OXSM,P2RX5,P3H2,P3H3,P3H4,P4HA3,PABPC1,PABPC4,PACS1,PACSIN3,PAFAH1B2,PAICS,PAIP1,PAM,PANK3,PANK4,PAQR3,PAQR6,PARD6G,PARG,PARK7,PARM1,PARP14,PARP16,PARP9,PARPBP,PARVA,PARVB,PASK,PATL1,PBLD,PC,PCBD1,PCBP1,PCCB,PCLAF,PCLO,PCMT1,PCMTD1,PCSK5,PCSK9,PCYOX1,PCYT1B,PDCD2L,PDCD4,PDCD5,PDE3A,PDE4B,PDE4D,PDE9A,PDGFC,PDGFRA,PDHA1,PDHB,PDHX,PDIA3,PDIA4,PDIA5,PDIA6,PDK2,PDK4,PDLIM2,PDLIM3,PDLIM5,PDP1,PDPN,PDPR,PECR,PELO,PENK,PER1,PER2,PEX2,PFDN4,PFKM,PGAP1,PGK1,PGM5,PHB2,PHEX,PHF7,PHKA1,PHKA2,PHKB,PHKG1,PHLDA1,PHLDB2,PHLPP1,PHTF1,PHTF2,PIAS3,PIGA,PIGQ,PIK3C2A,PINK1,PIP4K2A,PIP4K2C,PIP4P2,PIR,PITHD1,PITPNA,PITPNM2,PJA1,PKD2,PKDCC,PKM,PLA1A,PLA2G4A,PLAA,PLAG1,PLAGL1,PLAT,PLCB1,PLCD1,PLCD4,PLCE1,PLCG2,PLD1,PLD2,PLEKHA5,PLEKHA8,PLEKHF1,PLEKHH2,PLEKHM1,PLEKHM2,PLEKHO1,PLIN1,PLIN4,PLIN5,PLK1,PLK3,PLOD1,PLOD2,PLPP3,PLS3,PLXNA1,PMM1,PMS2,PNKD,PNPLA2,PODN,POGLUT2,POLA1,POLA2,POLD1,POLDIP2,POLG,POLH,POLL,POLR3D,POSTN,PPARGC1B,PPEF1,PPIF,PPIP5K1,PPIP5K2,PPL,PPM1A,PPM1B,PPM1F,PPP1CB,PPP1R12B,PPP1R14C,PPP1R15A,PPP1R1B,PPP1R3A,PPP1R3B,PPP1R3C,PPP1R3D,PPP1R3G,PPP1R9A,PPP2R5A,PPP2R5B,PPP3CA,PPP3CB,PPP5C,PPP6C,PPP6R2,PPTC7,PRCP,PRDM1,PRDX3,PRDX6,PREPL,PRICKLE2,PRICKLE3,PRKAB2,PRKAG3,PRKAR1A,PRKAR1B,PRKAR2A,PRKCD,PRKCH,PRKCI,PRKCQ,PRKCZ,PRKD1,PROM1,PRPS1,PRR11,PRRC1,PRRT2,PRSS36,PRTFDC1,PSAP,PSMA3,PSMA5,PSMB1,PSMB6,PSMB8,PSMB9,PSMC1,PSMC2,PSMC3,PSMC5,PSMD1,PSMD12,PSMD4,PTDSS1,PTGES2,PTGES3,PTGR2,PTK2B,PTN,PTPMT1,PTPN13,PTPN4,PTPN9,PTPRD,PTPRN,PTRH2,PTTG1,PUSL1,PVALB,PXDN,PXK,PXYLP1,PYCR2,PYGL,PYGM,QSOX1,RAB10,RAB13,RAB29,RAB34,RAB3A,RAB3D,RAB3IL1,RAB7A,RAB8B,RABEP2,RABGGTA,RABL6,RAC2,RAD23A,RAD51,RAF1,RAI14,RALGAPA2,RANBP10,RANBP17,RANBP9,RAP1GDS1,RAP2C,RAPGEF3,RAPH1,RASGRF2,RASGRP2,RB1CC1,RBFOX1,RBM20,RBM38,RBMS2,RBP1,RBPJ,RCAN2,RCBTB1,RCBTB2,RCC2,RCN1,RCN3,RCOR3,RDH11,REEP1,REEP4,RETREG1,REXO2,RGCC,RGMA,RGS12,RGS14,RGS7,RHEBL1,RHOD,RHOF,RILPL1,RIMKLA,RIMKLB,RIMS1,RIPOR2,RMDN1,RMI2,RNASET2,RND2,RNF123,RNF14,RNF144A,RNF144B,RNF149,RNF150,RNF157,RNF19B,RNF2,RNF207,RNF217,ROBO1,ROCK2,ROGDI,ROMO1,ROS1,RP2,RPS6KA1,RPS6KA3,RRAGD,RRBP1,RTKN,RUBCN,RUFY3,RYR2,S100A4,S100A6,S100PBP,S1PR1,S1PR2,S1PR3,SAMM50,SAR1B,SARDH,SARS1,SASS6,SAV1,SBDS,SBF2,SCAI,SCARB1,SCLY,SCN3B,SCN5A,SCNN1A,SDHA,SDHAF2,SDHB,SDHC,SEC14L5,SEC23A,SEC24D,SEC31B,SEC61A1,SEL1L,SELENOI,SELENON,SELENOO,SEMA4F,SEMA6D,SEPTIN1,SEPTIN11,SEPTIN2,SEPTIN3,SEPTIN4,SEPTIN5,SEPTIN6,SEPTIN7,SEPTIN9,SERPINB1,SERPINE2,SERTAD1,SESN1,SESN2,SEZ6L,SEZ6L2,SFMBT2,SFXN1,SFXN5,SGCD,SGCE,SGK1,SGO1,SGPL1,SGPP1,SGSH,SH3BP5,SH3D19,SH3GL3,SH3GLB1,SH3PXD2A,SH3PXD2B,SHC1,SHFL,SHPK,SHROOM2,SHROOM3,SHTN1,SIDT1,SIGLEC1,SIK3,SIPA1,SIRT2,SKP2,SLAIN2,SLC15A3,SLC17A5,SLC1A6,SLC22A16,SLC24A5,SLC25A12,SLC25A19,SLC25A22,SLC25A24,SLC25A25,SLC25A26,SLC25A27,SLC25A3,SLC25A4,SLC25A44,SLC27A1,SLC27A3,SLC2A10,SLC30A2,SLC30A7,SLC35A4,SLC35E2,SLC35E4,SLC35G1,SLC37A4,SLC38A2,SLC39A2,SLC39A7,SLC41A3,SLC44A2,SLC46A1,SLC50A1,SLC8A3,SLC9A7,SLF1,SLIRP,SLIT2,SLN,SMAD2,SMAD9,SMC2,SMC4,SMDT1,SMG5,SMO,SMOX,SMPD1,SMTNL2,SMURF1,SMYD2,SNAP91,SNCG,SND1,SNRPD1,SNRPG,SNTB2,SNUPN,SNX30,SNX7,SOAT1,SORBS1,SORCS1,SORT1,SPAG5,SPARC,SPART,SPATS2L,SPC25,SPCS1,SPDL1,SPEF1,SPG11,SPG21,SPG7,SPHK1,SPICE1,SPP1,SPR,SPRY2,SPSB2,SPTAN1,SPTB,SPTLC1,SQLE,SQOR,SQSTM1,SRC,SREBF2,SRF,SRGAP1,SRGAP2,SRI,SRPX,SRPX2,SSH1,SSPN,SSUH2,ST3GAL5,ST6GALNAC2,ST6GALNAC3,STAT1,STAT5B,STAU2,STC1,STEAP3,STEAP4,STIL,STIM1,STIM2,STING1,STK11,STK26,STK3,STMN2,STON2,STOX1,STOX2,STT3A,STUB1,STX11,STX1B,STXBP1,STXBP5,STXBP6,SUCLA2,SUCLG1,SUCLG2,SUCO,SULF1,SULF2,SUMF1,SUMF2,SUPV3L1,SVEP1,SVIL,SWAP70,SYBU,SYN1,SYNE3,SYNGR1,SYNJ2,SYNPO2,SYNPO2L,SYPL1,SYPL2,SYS1,SYT12,SYT2,SYT9,SYTL2,TACC1,TACC3,TAF11,TAP1,TAP2,TAPBP,TAPBPL,TAPT1,TAX1BP3,TBC1D17,TBC1D2B,TBC1D8B,TBCK,TBPL1,TBRG4,TCAP,TCF12,TCF3,TCHP,TCIRG1,TDP1,TDP2,TDRKH,TEAD2,TEAD4,TENM4,TESK1,TESK2,TET3,TEX10,TEX2,TFEB,TFRC,TGFB1,TGFBI,TGFBR1,THAP11,THBS2,THBS3,THBS4,TIA1,TIAM1,TIGAR,TIMM44,TIMM50,TIMM8A,TIMM8B,TINAGL1,TLCD3A,TLN2,TLR9,TM6SF1,TM7SF2,TMCC2,TMED3,TMEM126A,TMEM132A,TMEM143,TMEM184A,TMEM25,TMEM259,TMEM266,TMEM35A,TMEM38A,TMEM43,TMEM59L,TMEM67,TMEM9,TMEM98,TMEM9B,TMOD4,TMSB15A,TMSB15B,TMTC2,TMTC3,TMTC4,TNFRSF11A,TNIP1,TNNC2,TNNT2,TNS3,TOMM34,TOMM40,TOMM40L,TOMM7,TOP2A,TOP2B,TOX3,TP53I13,TP53INP2,TP63,TP73,TPBG,TPCN2,TPD52,TPD52L1,TPI1,TPM1,TPM4,TPP2,TPRKB,TPST2,TPX2,TRAF3,TRAF3IP1,TRAF3IP2,TRAF5,TRAK1,TRAM1,TRAPPC2L,TRAPPC5,TRDN,TREX1,TRIM2,TRIM36,TRIM55,TRIM59,TRIM63,TRIM72,TRIO,TRIP10,TRMU,TRUB2,TSPAN1,TSPO,TST,TSTD1,TTC3,TTC5,TTF2,TTK,TUB,TUBA1B,TUBA4A,TUBB,TUBE1,TUBGCP4,TUBGCP6,TUFM,TUFT1,TULP3,TUSC3,TWF1,TWF2,TXLNB,TXNL1,TXNRD1,TYRO3,UACA,UBA6,UBC,UBD,UBE2C,UBE2Z,UBL7,UBR2,UBR3,UBXN1,UCHL3,UCP2,UCP3,UGCG,UGDH,UGGT1,UGGT2,ULK1,ULK3,UNC13D,UNG,UQCR10,UQCRC1,UQCRC2,UQCRQ,USH1C,USP1,USP13,USP18,USP19,USP2,USP24,USP25,USP28,USP6NL,UTRN,UXS1,VAMP1,VAMP8,VAPB,VASH1,VASH2,VASN,VAT1,VAV2,VCAM1,VCP,VDAC1,VDAC2,VDAC3,VHL,VIM,VMP1,VPS13B,VPS26A,VPS26B,VPS26C,VPS33A,VPS37A,VPS9D1,VRK1,VRK3,VWCE,WASF1,WASF2,WDFY3,WDR35,WDR45,WDR47,WDR48,WDR6,WDR77,WDR83,WDR91,WDTC1,WHAMM,WHRN,WIPI1,WLS,WNK3,WRN,WWC2,WWTR1,XIRP2,XPO1,XPO6,XYLB,XYLT2,YBX3,YIF1B,YWHAG,YWHAQ,YWHAZ,ZBTB20,ZBTB7A,ZDHHC20,ZEB1,ZER1,ZFP91,ZFPM2,ZFYVE27,ZHX2,ZIC3,ZMIZ1,ZNF175,ZNF260,ZNF322,ZNF395,ZNF641,ZNF703,ZNFX1,ZWINT,ZYX
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			GO:CC			cytoskeleton			GO:0005856			8.13E-35			527			ABL1,ABLIM2,ABLIM3,ACACA,ACADS,ACTA1,ACTA2,ACTC1,ACTN2,ACTR1B,ACTR3,ADAM8,ADD3,AFAP1,AFAP1L1,AK1,AK5,AKAP13,AKNA,AMOT,ANK1,ANK3,ANKRD23,ANLN,ANXA11,APC2,APP,ARHGAP32,ARHGAP39,ARHGEF10,ARHGEF2,ARL8B,ARMC9,ARPC5,ARSJ,ASPM,ATAT1,ATF4,ATF5,ATM,AURKB,AVIL,BBS2,BBS5,BBS7,BIN1,BOD1,BRCA2,BUB1B,CALM1,CAPG,CAPN6,CAPZA1,CAPZA2,CCDC102A,CCDC14,CCDC141,CCDC40,CCDC65,CCDC77,CCDC88A,CCDC88C,CCHCR1,CCNB1,CCNB2,CCNB3,CCNE1,CCNE2,CCNF,CCP110,CCT6A,CDC14A,CDC14B,CDC25B,CDC42BPG,CDC42EP3,CDC45,CDC6,CDH2,CDK1,CDK2AP2,CENPE,CENPF,CENPJ,CENPU,CEP112,CEP131,CEP152,CEP170,CEP76,CEP85,CETN3,CFAP20,CFL1,CHD3,CHEK1,CHODL,CIB1,CIT,CKAP2,CKAP2L,CKAP5,CLIP1,CLIP3,CLIP4,CLK3,CLMP,CLU,CNN1,CNN3,CNR1,CNTLN,CNTROB,CORO1B,CORO1C,CPLANE2,CRMP1,CROCC,CSTPP1,CTNNA1,CTNNAL1,CTSC,CTTNBP2,CUL3,CUL7,DAAM1,DAPK1,DCX,DDHD2,DDR2,DDX3X,DDX58,DENND2A,DES,DIAPH1,DIAPH2,DIAPH3,DISC1,DLC1,DLG4,DLG5,DLGAP5,DNAH10,DNAJA3,DNAL4,DNM1,DPP9,DRC1,DST,DSTN,DTL,DTNBP1,DVL1,DYNC2I2,DYNLL1,DZIP1,E2F1,E4F1,EEF1A1,EFHC1,EFR3B,EML4,EPB41L1,EPB41L2,EPB41L3,EPHA3,ESPL1,ESRRA,EVC2,EYA3,EZR,FAM110A,FAM83D,FBF1,FBXL7,FBXO5,FCHSD1,FER,FERMT3,FES,FGD1,FHL3,FHOD1,FHOD3,FILIP1,FLOT2,FLT1,FNBP1L,FNTB,FOXA3,FRMD4A,FRMD4B,FRMD6,FRMPD1,FRMPD3,FRMPD4,FSCN1,FYN,GAS2L3,GBP1,GEN1,GLI2,GLI3,GNAI1,GNAI3,GPSM2,GRAMD2B,GTSE1,HAUS5,HAUS6,HCLS1,HK2,HMMR,HOOK2,HSDL1,HSF1,IFIT5,IFT122,IFT140,IFT27,IFT43,IFT46,IFT57,IFT80,IFT88,IKBKG,IL4R,ILRUN,INCENP,INTU,IQCB1,ITGB6,JAM3,JTB,KANK3,KANK4,KAT2B,KBTBD8,KCNAB2,KEAP1,KIAA0586,KIAA0753,KIF11,KIF12,KIF14,KIF15,KIF18A,KIF18B,KIF1A,KIF1C,KIF20A,KIF20B,KIF21B,KIF22,KIF23,KIF24,KIF27,KIF2A,KIF2C,KIF3A,KIF3B,KIF4A,KIF5C,KIFC1,KLC2,KLF4,KLHL17,KLHL21,KLHL3,KRT18,KRT8,LCK,LMNB1,LMNB2,LMOD2,LOC100153093,LOC100155138,LOC100158003,LOC100510930,LOC100624559,LOC100736765,LOC110255887,LRRC7,LRRCC1,LRRIQ1,LZTFL1,MACF1,MAK,MAP1A,MAP1B,MAP1S,MAP2,MAP2K2,MAP4,MAP6,MAPK14,MAPKAPK2,MAPRE1,MAPRE2,MAPT,MASTL,MCM3,MDH1,MFN2,MIB1,MICAL1,MICAL3,MID1,MID1IP1,MKKS,MKS1,MMP14,MNS1,MPHOSPH9,MX1,MX2,MYH11,MYH13,MYH14,MYH15,MYH2,MYH3,MYL1,MYO10,MYO16,MYO18B,MYO1B,MYO7A,MYO9A,MYO9B,MYOZ1,MYZAP,NAV1,NAV3,NCKAP5,NCKAP5L,NDC1,NDC80,NEFL,NEK1,NEK2,NEK6,NES,NEXN,NFE2L2,NIN,NINL,NOTCH3,NPHP4,NPM3,NUDCD3,NUP93,OBSL1,ODAD4,ODF2,OFD1,OPHN1,OVGP1,PARVA,PARVB,PCLAF,PCLO,PDE4B,PDLIM2,PDLIM5,PGM5,PHF1,PHLDB2,PINK1,PKD2,PLAG1,PLEKHH2,PLK1,PLK3,PLS3,POC1A,POC1B,POLR3H,POU6F1,PPL,PPP1R12B,PPP1R9A,PPP2R5A,PREPL,PRKAR1A,PRKAR2A,PRKCI,PRKCQ,PRKCZ,PTK2B,PTPN13,PTPN4,PXK,RAB3D,RABEP2,RABL6,RAC2,RACGAP1,RADIL,RAPGEF3,RCC2,REEP1,REEP4,RGCC,RGS14,RHOD,RHOF,RIF1,RILPL1,RIMS1,RIPOR2,RMDN1,RND2,ROCK2,RP2,RRAGD,RTKN,SASS6,SBDS,SEPTIN1,SEPTIN11,SEPTIN2,SEPTIN3,SEPTIN4,SEPTIN5,SEPTIN6,SEPTIN7,SEPTIN9,SGCA,SGCD,SGCE,SGO1,SH3PXD2A,SH3PXD2B,SHROOM2,SHROOM3,SHTN1,SIPA1L1,SIRT2,SKA1,SLAIN2,SLC1A6,SLF1,SMC6,SMO,SMTNL2,SNTB1,SNTB2,SPAG5,SPDL1,SPEF1,SPEF2,SPICE1,SPRY2,SPTAN1,SPTB,SRC,SS18,SSX2IP,STAU2,STIL,STOX1,SVIL,SWAP70,SYBU,SYN1,SYNPO2,SYNPO2L,TACC1,TACC3,TAP1,TAPT1,TBC1D31,TBCK,TBL1XR1,TCHP,TEK,TEKT1,TESK1,TLN2,TMEM67,TMEM9,TMOD4,TMSB10,TMSB15A,TMSB15B,TNNC2,TNNT2,TOP2A,TP63,TP73,TPM1,TPM2,TPM4,TPX2,TRAF3IP1,TRAF5,TRIM36,TTC26,TTC8,TTLL1,TUBA1B,TUBA4A,TUBB,TUBE1,TUBGCP4,TUBGCP6,TULP3,TWF1,TWF2,UTRN,VCAM1,VIM,VPS37A,WASF1,WASF2,WDR35,WDR47,WHRN,WIPF1,WIPF3,WRN,XIRP2,YEATS2,ZBTB1,ZNF322,ZYX


			GO:CC			mitochondrion			GO:0005739			1.71E-29			409			AARS1,ABCB6,ABHD4,ABHD5,ACADL,ACADM,ACADS,ACADVL,ACAT1,ACO1,ACO2,ACSL1,ACSL4,ACSM4,ACSM5,ACSS1,ACSS3,ADHFE1,AFG3L2,AGPAT4,AIFM1,AK3,ALAS1,ALAS2,ALDH18A1,ALDH1L2,ALDH4A1,ALDH6A1,APOO,ARAF,ARMCX2,ASS1,ATAD1,ATG4D,ATG9A,ATP2A1,ATP5F1A,ATP5F1B,ATP5IF1,ATP5MC1,ATP5MC3,ATP5ME,ATP5PO,ATP6,ATXN3,AUH,AZIN2,BCAP31,BCAT1,BCAT2,BCKDHA,BCKDHB,BCKDK,BDH1,BID,BLOC1S1,BNIP3,BNIP3L,BPHL,C7H14ORF119,C7H6ORF125,CARD19,CASQ1,CCNB1,CDK1,CHCHD1,CHCHD10,CHCHD2,CHCHD3,CISD3,CKB,CKMT2,CLPX,CLU,CMPK2,CNR1,COA6,COPS5,COQ10A,COQ10B,COQ2,COQ3,COQ5,COQ6,COQ8A,COQ9,COX1,COX10,COX17,COX3,COX4I1,COX5A,COX6B,CPNE3,CPOX,CPS1,CPT1B,CPT1C,CPT2,CRAT,CRY2,CRYM,CYP27A1,DCAF8,DCTPP1,DDX1,DECR1,DISC1,DLAT,DLD,DLGAP5,DLST,DNAJA3,DNAJC19,E4F1,ECH1,ECHDC3,ECSIT,ELAC2,ELK3,ENDOG,ETFA,ETFB,ETFDH,ETHE1,EYA2,FAM110B,FAM162A,FAM210B,FASTK,FASTKD1,FBXL4,FEN1,FGGY,FH,FKBP10,FRAS1,FUNDC2,G0S2,GARS1,GATB,GATD3,GCDH,GHITM,GJA1,GK,GLRX5,GLUL,GPAT2,GPD2,GPS2,GSR,GSTZ1,HADH,HADHA,HADHB,HAGH,HCCS,HIBADH,HIGD1A,HIGD1B,HIGD2A,HIVEP1,HJURP,HK1,HK2,HSD17B10,HSDL1,HSDL2,HSF4,HSPA13,HSPA5,HSPA9,IDE,IDH2,IDH3B,IDH3G,IFIH1,IL4I1,IMMT,ISCU,KLC2,KLHL17,KYAT1,KYAT3,L2HGDH,LACTB,LACTB2,LDHD,LETM1,LGALS3,LIAS,LIG1,LOC100520992,LOC100524239,LOC100524873,LPIN1,LRRK1,LRRK2,MAFF,MAOB,MAPK14,MAVS,MCCC2,MDH2,ME3,METTL17,MFN2,MGME1,MICOS10,MICOS13,MIGA1,MIGA2,MIX23,MMADHC,MMUT,MPC2,MRM3,MRPL15,MRPL16,MRPL2,MRPL24,MRPL28,MRPL35,MRPL38,MRPL42,MRPL43,MRPL45,MRPL46,MRPL48,MRPS17,MRPS18A,MRPS18B,MRPS24,MRPS27,MRPS33,MRPS34,MRPS35,MRPS5,MRPS9,MRS2,MTARC2,MTCH2,MTERF3,MTFP1,MTG1,MTHFD1L,MTRF1,MUL1,NAXE,ND4,NDUFA1,NDUFA10,NDUFA11,NDUFA12,NDUFA13,NDUFA2,NDUFA3,NDUFA4,NDUFA8,NDUFA9,NDUFAB1,NDUFAF1,NDUFAF3,NDUFAF4,NDUFAF5,NDUFAF6,NDUFB1,NDUFB3,NDUFB5,NDUFB6,NDUFB7,NDUFB8,NDUFB9,NDUFS1,NDUFS2,NDUFS4,NDUFS6,NDUFS7,NDUFV1,NFS1,NLN,NME4,NME6,NNT,NOCT,NRDC,OGDH,OGT,OMA1,OTC,OXA1L,OXCT1,OXSM,PARK7,PARP9,PC,PCCB,PDHA1,PDHB,PDHX,PDK2,PDK4,PDP1,PDPN,PECR,PHB2,PINK1,PNKD,PODN,POLDIP2,POLG,PPARGC1B,PPIF,PPP1R15A,PPP3CA,PPTC7,PRDX3,PRICKLE3,PTGES2,PTPMT1,PTRH2,PUSL1,PXK,PYCR2,RAB29,RAB7A,RAD51,RAP1GDS1,REXO2,RNF144B,ROMO1,SAMM50,SARDH,SDHA,SDHAF2,SDHB,SDHC,SELENOO,SESN2,SFXN1,SFXN5,SH3GLB1,SIRT2,SLC25A12,SLC25A19,SLC25A22,SLC25A24,SLC25A25,SLC25A26,SLC25A27,SLC25A3,SLC25A4,SLC25A44,SLC27A3,SLC41A3,SLC44A2,SLC8A3,SLIRP,SMDT1,SMURF1,SPART,SPG7,SQOR,SQSTM1,SRC,STING1,STK11,SUCLA2,SUCLG1,SUCLG2,SUPV3L1,TBRG4,TDRKH,TEX10,TIGAR,TIMM44,TIMM50,TIMM8A,TIMM8B,TMEM126A,TMEM143,TOMM34,TOMM40,TOMM40L,TOMM7,TP63,TP73,TRAK1,TRMU,TRUB2,TSPO,TST,TTC5,TUFM,UBC,UCP2,UCP3,UNG,UQCR10,UQCRC1,UQCRC2,UQCRQ,VASN,VAT1,VDAC1,VDAC2,VDAC3,ZNFX1


			GO:CC			microtubule cytoskeleton			GO:0015630			4.53E-26			334			ACADS,ACTA2,ACTC1,ACTR1B,AK5,AKNA,ANXA11,APC2,APP,ARHGEF10,ARHGEF2,ARL8B,ARMC9,ASPM,ATAT1,ATF4,ATF5,ATM,AURKB,BBS2,BBS5,BBS7,BOD1,BRCA2,BUB1B,CALM1,CAPG,CAPN6,CCDC14,CCDC141,CCDC65,CCDC77,CCDC88A,CCDC88C,CCHCR1,CCNB1,CCNB2,CCNB3,CCNE1,CCNE2,CCNF,CCP110,CCT6A,CDC14A,CDC14B,CDC25B,CDC42BPG,CDC45,CDC6,CDK1,CDK2AP2,CENPE,CENPF,CENPJ,CENPU,CEP112,CEP131,CEP152,CEP170,CEP76,CEP85,CETN3,CFAP20,CHD3,CHEK1,CHODL,CIB1,CKAP2,CKAP2L,CKAP5,CLIP1,CLIP3,CLIP4,CLMP,CNTLN,CNTROB,CPLANE2,CRMP1,CROCC,CSTPP1,CTSC,CUL3,CUL7,DAAM1,DDHD2,DDX3X,DIAPH1,DISC1,DLG5,DLGAP5,DNAH10,DNAL4,DNM1,DPP9,DRC1,DST,DTL,DTNBP1,DVL1,DYNC2I2,DYNLL1,DZIP1,E2F1,E4F1,EFHC1,EML4,ESPL1,ESRRA,EYA3,EZR,FAM110A,FAM83D,FBF1,FBXL7,FBXO5,FER,FES,FNTB,GAS2L3,GEN1,GNAI1,GNAI3,GPSM2,GRAMD2B,HAUS5,HAUS6,HK2,HMMR,HOOK2,HSF1,IFT122,IFT140,IFT27,IFT43,IFT46,IFT57,IFT80,IFT88,IKBKG,IL4R,ILRUN,INCENP,INTU,IQCB1,ITGB6,JTB,KANK4,KAT2B,KBTBD8,KEAP1,KIAA0586,KIAA0753,KIF11,KIF12,KIF14,KIF15,KIF18A,KIF18B,KIF1A,KIF1C,KIF20A,KIF20B,KIF21B,KIF22,KIF23,KIF24,KIF27,KIF2A,KIF2C,KIF3A,KIF3B,KIF4A,KIF5C,KIFC1,KLC2,KLF4,KLHL21,KRT18,LCK,LOC100153093,LOC100155138,LOC100158003,LOC100510930,LOC100624559,LOC110255887,LRRC7,LRRCC1,LRRIQ1,LZTFL1,MACF1,MAK,MAP1A,MAP1B,MAP1S,MAP2,MAP2K2,MAP4,MAP6,MAPK14,MAPKAPK2,MAPRE1,MAPRE2,MAPT,MASTL,MCM3,MDH1,MFN2,MIB1,MID1,MID1IP1,MKKS,MKS1,MPHOSPH9,MX1,MX2,NAV1,NAV3,NCKAP5,NCKAP5L,NDC80,NEK1,NEK2,NEK6,NFE2L2,NIN,NINL,NPHP4,NUDCD3,NUP93,OBSL1,ODF2,OFD1,OVGP1,PCLAF,PDE4B,PHF1,PKD2,PLAG1,PLK1,PLK3,POC1A,POC1B,POLR3H,PPP2R5A,PRKAR1A,PRKAR2A,PRKCI,PRKCQ,PRKCZ,PXK,RAB3D,RABEP2,RABL6,RACGAP1,RADIL,RCC2,REEP1,REEP4,RGCC,RGS14,RIF1,RILPL1,RMDN1,ROCK2,RP2,RRAGD,SASS6,SBDS,SEPTIN1,SEPTIN11,SEPTIN2,SEPTIN3,SEPTIN4,SEPTIN5,SEPTIN6,SEPTIN7,SEPTIN9,SGO1,SHROOM2,SHTN1,SIRT2,SKA1,SLAIN2,SLF1,SMC6,SMO,SMTNL2,SPAG5,SPDL1,SPEF1,SPEF2,SPICE1,SPRY2,SPTAN1,SS18,SSX2IP,STAU2,STIL,STOX1,SYBU,TAP1,TAPT1,TBC1D31,TBCK,TBL1XR1,TEK,TEKT1,TESK1,TMEM67,TMEM9,TOP2A,TP63,TP73,TPX2,TRAF3IP1,TRAF5,TRIM36,TTC26,TTC8,TTLL1,TUBA1B,TUBA4A,TUBB,TUBE1,TUBGCP4,TUBGCP6,VPS37A,WDR35,WDR47,WHRN,WRN,YEATS2,ZBTB1,ZNF322


			GO:CC			cytosol			GO:0005829			4.97E-25			747			AAGAB,AARS1,AASDHPPT,ABCB6,ABHD5,ABL1,ACACA,ACO1,ACO2,ACOT7,ACOX2,ACSS2,ADGRG2,ADSL,AFAP1,AFAP1L1,AFAP1L2,AHCY,AHR,AIFM1,AJUBA,AK1,AK5,AKAP11,AKNA,AKR1A1,AKT1S1,AKT2,ALAS1,ALDH1A1,ALDH4A1,ALDOC,AMPD1,AMPD3,ANKFY1,ANKRD1,ANKRD23,ANXA11,ANXA2,AOX1,AP4B1,APAF1,APC2,APOD,APOO,ARHGAP45,ARHGAP5,ARHGEF10,ARHGEF10L,ARHGEF9,ARL8B,ASAP3,ASL,ASNS,ASS1,ATAT1,ATF5,ATIC,ATP8B2,ATXN1,ATXN3,AZIN2,BAG3,BAIAP2L2,BAIAP3,BBS12,BCAT2,BCL3,BCR,BEX3,BHLHB9,BID,BIN1,BLM,BLOC1S1,BLVRB,BRCA2,BTBD3,BUB1,BUB1B,C12H17ORF49,C14H1ORF198,C7H14ORF119,CA13,CALCOCO1,CALCOCO2,CALR,CAMKK2,CAND1,CAPN3,CARHSP1,CARNMT1,CARS1,CASK,CASP6,CASP9,CASTOR2,CBL,CBLB,CBR3,CCDC124,CCDC43,CCDC6,CCDC88A,CCHCR1,CCN4,CCNB1,CCNB2,CCNT2,CCT6A,CD109,CD44,CDC14A,CDC20,CDC37L1,CDC42BPG,CDC6,CDCA2,CDCA4,CDCA7,CDCA7L,CDK1,CDK14,CDO1,CEMIP2,CENPI,CEP170,CEP85,CERKL,CHCHD1,CHD1L,CHODL,CHRND,CHST2,CHTF18,CIDEC,CIPC,CIT,CITED1,CKAP2L,CKB,CLCN5,CLPX,CLU,CMYA5,CNDP2,CNN3,CNOT6L,CNTLN,COL21A1,COPB1,COPS5,COPS7A,COPS8,CORO1B,COX10,COX4I1,CPEB3,CPNE3,CPOX,CRABP1,CRABP2,CRMP1,CROCC,CRY2,CRYL1,CRYM,CSDE1,CTC1,CTNNA1,CTNND1,CUL4B,CUTC,DAAM1,DCAF6,DCAF8,DCTPP1,DDHD2,DDO,DDX1,DDX3X,DECR1,DENND2A,DEPDC5,DISC1,DIXDC1,DLC1,DLGAP5,DLST,DNAJA2,DNAJA3,DNAJB2,DNAJB4,DNAJB5,DNAJC24,DNAJC7,DNPEP,DOCK10,DOCK5,DOP1B,DPP9,DRC1,DROSHA,DTL,DUSP10,DUSP3,DVL1,DXO,DYNC2I2,DYNLL1,E2F8,ECSIT,EEF1A1,EFCAB7,EFR3B,EIF2D,EIF3J,EIF4G1,ELK4,EML4,ENO3,EPHA3,EPHX2,EPS8L2,ERBB2,ETF1,EXTL2,EYA2,EZR,FABP5,FABP7,FAM110A,FAM110B,FAM114A1,FAM131B,FAM162A,FAM83D,FANCD2,FANCI,FAS,FBP2,FBXL21,FBXO32,FBXW8,FCHO1,FER,FGF1,FGFR1,FHIP1B,FHOD1,FKBP4,FLAD1,FLNB,FLNC,FLRT3,FLYWCH1,FMNL1,FMNL3,FMR1,FNBP1L,FNIP1,FOS,FSCN1,FXR1,FXR2,FYN,G2E3,GABARAPL2,GALE,GAPDH,GARS1,GART,GBA2,GBP1,GCA,GFRA3,GHR,GLI3,GLO1,GLRX5,GNB5,GOLT1B,GOT1,GPD1,GPI,GPRASP1,GPRASP2,GPRC5B,GPS2,GPSM2,GRHPR,GRIPAP1,GSDME,GSR,GSTM3,GTF2IRD1,GUCY1A1,GYS1,HBB,HCLS1,HEATR5B,HERC6,HIF3A,HIVEP1,HK1,HK2,HMMR,HOMER1,HOMER2,HOMER3,HOOK2,HRH1,HSF1,HSPA1L,HSPA5,HSPB6,HSPB8,HTATIP2,IDE,IDH2,IFI35,IFIT2,IFIT5,IKBKG,IL15,IL16,ILRUN,IMPDH1,INCENP,INMT,INTS9,IRAK1,IRF9,IRS3,ISCU,ITGAV,IVNS1ABP,JPT2,KANK4,KAT2B,KCMF1,KDM8,KEAP1,KIF11,KIF14,KIF18B,KIF20B,KIF22,KLC2,KLF4,KLF9,KLHDC8B,KLHL3,KPNA1,KPNA2,KPNA5,KRT18,LACTB,LARP4,LCK,LGALS3,LGALS9,LHPP,LIMK1,LIPE,LMTK2,LOC100513346,LOC100519098,LOC102163847,LOC110259958,LPIN1,LRRC1,LRRC7,LRRK1,LRRK2,LSAMP,LZTFL1,MAN1A1,MAP1A,MAP1B,MAP1LC3A,MAP1LC3B,MAP1S,MAP3K14,MAP3K2,MAP3K20,MAPK14,MAPK8IP1,MAPT,MARCHF2,MARS1,MBD2,MBNL1,MDH1,MEF2A,METAP1,MICAL3,MID1,MID1IP1,MKKS,MLXIPL,MMADHC,MMP14,MMS22L,MOCS1,MPI,MRI1,MRPL28,MSH6,MTERF3,MTHFD1L,MTHFR,MTM1,MVK,MX1,MYO10,MYO7A,MYO9B,N4BP2,NAA10,NAA20,NAA50,NABP2,NBEAL2,NCALD,NCAM1,NCAPD2,NCAPH,NDN,NDUFAF1,NDUFV1,NEK1,NEK4,NEK6,NFATC3,NFATC4,NFE2L1,NFE2L2,NFKBIA,NFKBIB,NFKBIL1,NFS1,NIBAN1,NIBAN2,NKIRAS1,NLN,NMI,NMT1,NOC2L,NOS1,NOTCH3,NPHP4,NPM3,NQO1,NQO2,NR1I3,NR2F1,NSFL1C,NT5C1A,NT5C3A,NT5E,NTAQ1,NTMT1,NUF2,NXT2,OGT,OPTN,OSBPL10,OSBPL8,OXSM,P2RX5,P3H2,PABPC1,PABPC4,PACSIN3,PAFAH1B2,PAICS,PAIP1,PANK3,PANK4,PARG,PARK7,PARM1,PARP14,PARP9,PARVA,PASK,PATL1,PCBD1,PCBP1,PCMT1,PDCD4,PDCD5,PDE3A,PDE4B,PDE4D,PDE9A,PDGFC,PDIA6,PDK2,PDLIM3,PDPN,PER1,PER2,PFKM,PGK1,PGM5,PHF7,PHLDB2,PIK3C2A,PINK1,PIP4K2A,PIP4K2C,PIR,PKD2,PKM,PLA2G4A,PLAG1,PLCD4,PLCE1,PLCG2,PLEKHA5,PLEKHA8,PLEKHH2,PLIN1,PLIN4,PLIN5,PLS3,PLXNA1,PMM1,PMS2,PNPLA2,POGLUT2,POLA1,POLA2,POLD1,POLH,POLR3D,PPARGC1B,PPEF1,PPIP5K1,PPIP5K2,PPM1A,PPM1B,PPM1F,PPP1CB,PPP1R3C,PPP2R5A,PPP2R5B,PPP3CA,PPP5C,PPP6C,PPP6R2,PRDX3,PREPL,PRKCD,PRKCH,PRKCI,PRKCZ,PRKD1,PRTFDC1,PSMA5,PSMB9,PSMC1,PSMC2,PSMD4,PTGES2,PTGES3,PTPN13,PTRH2,PXK,RAB13,RAB29,RAB7A,RABEP2,RABL6,RAC2,RAD23A,RAF1,RAI14,RALGAPA2,RANBP9,RAP1GDS1,RAP2C,RAPH1,RASGRP2,RB1CC1,RBM38,RBMS2,RBP1,RCOR3,RGS12,RGS7,RILPL1,RMI2,RNF123,RNF14,RNF19B,ROCK2,RPS6KA1,RPS6KA3,RUBCN,RUFY3,S100A6,S100PBP,SARS1,SAV1,SBDS,SDHAF2,SEC23A,SEC24D,SERPINE2,SFMBT2,SGK1,SGO1,SH3D19,SH3GLB1,SHFL,SHPK,SIRT2,SKP2,SLAIN2,SLC17A5,SLC22A16,SLC2A10,SMAD9,SMC4,SMOX,SMYD2,SND1,SNRPD1,SNRPG,SORT1,SPAG5,SPART,SPATS2L,SPC25,SPG11,SPG21,SPHK1,SPR,SPRY2,SPSB2,SPTB,SQSTM1,SRC,SRGAP2,SRI,STAT1,STING1,STK11,STK26,STON2,STOX1,STUB1,STXBP1,STXBP5,SVIL,SYNPO2,SYNPO2L,SYS1,TAPT1,TBC1D17,TBC1D2B,TBC1D8B,TEAD2,TFEB,THAP11,TIA1,TIAM1,TIGAR,TMEM266,TNFRSF11A,TNIP1,TNS3,TOMM34,TOMM40,TOP2B,TOX3,TP53INP2,TPCN2,TPI1,TPM1,TPP2,TPRKB,TRAF5,TRDN,TREX1,TSPO,TSTD1,TTC5,TTF2,TUB,TWF1,TXNL1,TXNRD1,UACA,UBE2C,UBE2Z,UBL7,UBXN1,UCHL3,UGDH,ULK1,UNC13D,USH1C,USP1,USP13,USP18,USP19,USP24,USP25,USP28,VAMP8,VCP,VIM,VPS26A,VPS26B,VPS37A,VPS9D1,VRK1,WDFY3,WDR45,WDR77,WDR91,WDTC1,WHAMM,WIPI1,WLS,WNK3,WWC2,WWTR1,XPO1,XPO6,XYLB,YBX3,ZEB1,ZFYVE27,ZHX2,ZMIZ1,ZNF175,ZNF260,ZNF322,ZNF395,ZNF641,ZWINT,ZYX


			GO:CC			organelle			GO:0043226			5.63E-21			2465			AAGAB,AARS1,ABCA5,ABCA6,ABCB6,ABCC4,ABCC6,ABHD17C,ABHD4,ABHD5,ABL1,ABLIM2,ABLIM3,ACACA,ACADL,ACADM,ACADS,ACADVL,ACAP3,ACAT1,ACE,ACKR3,ACO1,ACO2,ACOT7,ACOT8,ACOX2,ACSBG1,ACSL1,ACSL4,ACSM4,ACSM5,ACSS1,ACSS3,ACTA1,ACTA2,ACTC1,ACTN2,ACTR1B,ACTR3,ACY1,ADAM15,ADAM8,ADAMTS9,ADAMTSL3,ADCY3,ADCYAP1R1,ADD3,ADGRL1,ADHFE1,ADNP,AEN,AFAP1,AFAP1L1,AFF1,AFG3L2,AGPAT4,AHR,AIFM1,AJUBA,AK1,AK3,AK5,AKAP11,AKAP13,AKAP6,AKNA,AKT2,ALAS1,ALAS2,ALDH18A1,ALDH1L2,ALDH4A1,ALDH6A1,ALG10,ALG14,ALG8,ALG9,ALS2CL,AMOT,AMPH,ANGPTL6,ANK1,ANK3,ANKFY1,ANKRD1,ANKRD13A,ANKRD13B,ANKRD13C,ANKRD2,ANKRD23,ANLN,ANO1,ANO10,ANO2,ANO5,ANPEP,ANXA11,ANXA2,AP1S1,AP3M2,AP4B1,APAF1,APC2,APITD1,APLP1,APOD,APOE,APOO,APP,APPBP2,AQP11,AQP7,AQR,ARAF,ARFIP2,ARHGAP1,ARHGAP32,ARHGAP39,ARHGAP44,ARHGAP5,ARHGEF10,ARHGEF2,ARHGEF9,ARIH2,ARL8B,ARMC12,ARMC9,ARMCX2,ARNTL,ARPC5,ARPIN,ARRDC2,ARRDC3,ARSE,ARSJ,ARX,ASAH1,ASAP3,ASB10,ASB11,ASF1B,ASPH,ASPM,ASS1,ASXL3,ATAD1,ATAD2,ATAT1,ATF3,ATF4,ATF5,ATG4D,ATG9A,ATL2,ATL3,ATM,ATOH8,ATP10D,ATP11B,ATP1A2,ATP1B1,ATP1B3,ATP2A1,ATP2A3,ATP2B2,ATP2B3,ATP2B4,ATP5F1A,ATP5F1B,ATP5IF1,ATP5MC1,ATP5MC3,ATP5ME,ATP5PO,ATP6,ATP7A,ATP8B2,ATR,ATXN1,ATXN3,AUH,AUP1,AURKB,AVIL,AZIN2,B3GALNT1,B3GALT2,B3GNT3,B4GALT4,BAG3,BAIAP2L2,BAIAP3,BARD1,BBS12,BBS2,BBS5,BBS7,BCAP31,BCAS3,BCAT1,BCAT2,BCKDHA,BCKDHB,BCKDK,BCL11A,BCL3,BCL6,BCL7B,BCL9,BCORL1,BCR,BDH1,BDKRB2,BEND6,BEX1,BGN,BHLHB9,BID,BIN1,BLM,BLOC1S1,BLVRB,BLZF1,BNIP3,BNIP3L,BOD1,BPHL,BRCA1,BRCA2,BRD3,BRIP1,BSG,BTBD3,BTBD7,BUB1,BUB1B,C12H17ORF49,C2CD2L,C6H16ORF74,C6H19ORF47,C7H14ORF119,C7H6ORF125,CA13,CA4,CACHD1,CACNA1S,CACNG7,CALCOCO1,CALCOCO2,CALCR,CALCRL,CALM1,CALR,CALU,CAMK2A,CAMK2G,CAMTA2,CAND1,CAPG,CAPN11,CAPN3,CAPN6,CAPZA1,CAPZA2,CARD19,CARF,CARHSP1,CARNMT1,CASD1,CASK,CASP6,CASP9,CASQ1,CASQ2,CAT,CATSPER4,CATSPERG,CAV2,CBL,CBLB,CBR3,CBWD1,CBX2,CBX3,CBX4,CC2D1B,CC2D2A,CCDC102A,CCDC124,CCDC14,CCDC141,CCDC40,CCDC47,CCDC65,CCDC77,CCDC82,CCDC88A,CCDC88C,CCDC9,CCHCR1,CCN3,CCNB1,CCNB2,CCNB3,CCNE1,CCNE2,CCNF,CCNG1,CCNG2,CCNL1,CCNL2,CCNT2,CCP110,CCT6A,CD14,CD2,CD40LG,CD44,CD9,CDC14A,CDC14B,CDC20,CDC25B,CDC42BPG,CDC42EP3,CDC45,CDC6,CDCA2,CDCA4,CDCA5,CDCA7,CDCA7L,CDH15,CDH2,CDIP1,CDK1,CDK14,CDK17,CDK20,CDK2AP2,CDK5R1,CDS1,CDT1,CEBPG,CEMIP2,CENPE,CENPF,CENPH,CENPI,CENPJ,CENPL,CENPT,CENPU,CEP112,CEP131,CEP152,CEP170,CEP192,CEP76,CEP85,CERKL,CETN3,CFAP20,CFL1,CHAF1A,CHAF1B,CHCHD1,CHCHD10,CHCHD2,CHCHD3,CHD1L,CHD3,CHD6,CHEK1,CHI3L1,CHODL,CHPF,CHPT1,CHRNA3,CHRND,CHST1,CHST2,CHST3,CHSY1,CHTF18,CIB1,CIPC,CISD3,CIT,CITED1,CKAP2,CKAP2L,CKAP4,CKAP5,CKB,CKMT2,CLCA1,CLCN4,CLCN5,CLIP1,CLIP3,CLIP4,CLK3,CLMP,CLN6,CLPX,CLSPN,CLSTN2,CLSTN3,CLU,CMPK2,CMYA5,CNDP2,CNN1,CNN3,CNOT6,CNOT6L,CNP,CNR1,CNTLN,CNTROB,COA6,COL1A2,COLCA2,COPB1,COPE,COPG2,COPS4,COPS5,COPS7A,COPS8,COQ10A,COQ10B,COQ2,COQ3,COQ5,COQ6,COQ8A,COQ9,CORO1B,CORO1C,COX1,COX10,COX17,COX3,COX4I1,COX5A,COX6B,CPE,CPEB3,CPEB4,CPLANE1,CPLANE2,CPNE3,CPOX,CPQ,CPS1,CPT1B,CPT1C,CPT2,CRABP1,CRABP2,CRADD,CRAT,CRBN,CREB3L1,CREB3L2,CREB5,CREBRF,CREM,CRMP1,CROCC,CRY2,CRYM,CSDC2,CSDE1,CSNK1G3,CSNK2B,CSPG4,CSRNP1,CSRNP3,CSRP2,CSTPP1,CTC1,CTNNA1,CTNNAL1,CTNND1,CTNND2,CTSA,CTSC,CTSL,CTSO,CTSW,CTSZ,CTTNBP2,CUBN,CUL3,CUL4B,CUL5,CUL7,CUTC,CUX2,CYB5D2,CYB5RL,CYBRD1,CYP1A1,CYP27A1,CYP2F1,CYP2R1,CYP7B1,DAAM1,DAB1,DAB2,DAPK1,DAPK2,DBF4,DBX1,DCAF11,DCAF6,DCAF8,DCLK3,DCP2,DCTPP1,DCUN1D2,DCUN1D4,DCX,DDHD2,DDIAS,DDO,DDR2,DDRGK1,DDX1,DDX23,DDX3X,DDX50,DDX58,DECR1,DEDD,DEFB1,DENND2A,DENND4B,DEPDC5,DES,DHCR24,DHCR7,DHRS3,DHRS7,DHRS7C,DHX16,DIAPH1,DIAPH2,DIAPH3,DIP2B,DIPK1A,DISC1,DLAT,DLC1,DLD,DLG4,DLG5,DLGAP4,DLGAP5,DLL1,DLST,DMRT2,DNAH10,DNAJA3,DNAJB2,DNAJB4,DNAJB9,DNAJC1,DNAJC17,DNAJC18,DNAJC19,DNAJC24,DNAJC7,DNAL4,DNM1,DNMT1,DNMT3B,DNPH1,DOCK10,DOCK7,DOP1B,DOT1L,DPF3,DPP4,DPP9,DPY19L3,DPY19L4,DRC1,DROSHA,DSE,DST,DSTN,DTL,DTNB,DTNBP1,DTX2,DTX4,DUSP1,DUSP10,DUSP26,DUSP29,DUSP3,DVL1,DXO,DYM,DYNC2I2,DYNLL1,DYRK1B,DZIP1,E2F1,E2F6,E2F7,E2F8,E4F1,EAF2,EBF1,EBF2,EBF3,EBF4,ECH1,ECHDC3,ECPAS,ECSIT,EDA,EEF1A1,EFCAB7,EFHC1,EFR3B,EGF,EGLN1,EGR1,EGR2,EGR3,EHD4,EHMT2,EID1,EIF1,EIF2D,EIF4G1,ELAC2,ELF4,ELK3,ELK4,ELL2,ELOB,ELOC,EMC2,EMC3,EMC7,EMC8,EME1,EMG1,EMID1,EML4,ENDOG,ENG,ENTPD6,ENTPD7,EPAS1,EPB41L1,EPB41L2,EPB41L3,EPDR1,EPHA3,EPHA4,EPHB2,EPHX2,EPS8,EPS8L2,ERAP1,ERAP2,ERBB2,ERBIN,ERO1A,ERP29,ESCO1,ESCO2,ESPL1,ESR1,ESRRA,ESRRG,ETFA,ETFB,ETFDH,ETHE1,ETV1,ETV5,EVC2,EXD2,EXO1,EXT1,EXTL1,EXTL2,EYA2,EYA3,EZH1,EZH2,EZR,F8,FABP5,FABP7,FADS1,FADS2,FAIM2,FAM110A,FAM110B,FAM114A1,FAM131B,FAM162A,FAM20A,FAM210B,FAM3C,FAM53B,FAM83D,FANCA,FANCD2,FANCI,FANCM,FAR2,FAS,FASTK,FASTKD1,FBF1,FBXL21,FBXL4,FBXL7,FBXO32,FBXO5,FBXW8,FCHO1,FCHSD1,FCHSD2,FEN1,FER,FERMT3,FES,FGD1,FGF1,FGF18,FGFR1,FGFR4,FGGY,FH,FHL2,FHL3,FHL5,FHOD1,FHOD3,FIBIN,FIGNL1,FILIP1,FITM1,FKBP10,FKBP3,FKBP4,FKBP5,FKBP7,FKBP9,FLNB,FLNC,FLOT2,FLT1,FLYWCH1,FMNL3,FMO1,FMO2,FMR1,FN1,FNBP1,FNBP1L,FNDC1,FNDC3A,FNDC4,FNDC5,FNIP1,FNTB,FOS,FOXA3,FOXJ1,FOXM1,FOXN3,FOXO1,FOXP2,FOXRED2,FRAS1,FRMD4A,FRMD4B,FRMD6,FRMPD1,FRMPD3,FRMPD4,FSCN1,FST,FUCA2,FUNDC2,FXR1,FXR2,FYCO1,FYN,FZD10,G0S2,G2E3,GABARAPL2,GADD45B,GALNT10,GALNT15,GALNT17,GALNT2,GALNT5,GALNT7,GAMT,GAPDH,GARS1,GAS2L3,GASK1A,GASK1B,GATA2,GATA3,GATB,GATD3,GBA2,GBF1,GBP1,GCDH,GCNT1,GCNT4,GDF11,GEN1,GGA1,GGA2,GHITM,GHR,GINS3,GIT2,GJA1,GK,GKAP1,GLB1L,GLCE,GLI2,GLI3,GLO1,GLRX5,GLT8D2,GLUL,GNAI1,GNAI3,GNB5,GOLGA4,GOLGB1,GOLIM4,GOLM1,GOLT1B,GOT1,GPAT2,GPAT4,GPATCH2,GPC2,GPC3,GPD2,GPI,GPR137C,GPR143,GPR161,GPR37,GPRASP1,GPRASP2,GPRC5B,GPS2,GPSM2,GRAMD1C,GRAMD2A,GRAMD2B,GRIK2,GRIN2D,GRIPAP1,GRM4,GSR,GSTM3,GSTZ1,GTF2IRD1,GTF3C6,GTSE1,GUCA1B,GUSB,HADH,HADHA,HADHB,HAGH,HAO2,HAUS5,HAUS6,HCCS,HCLS1,HDAC10,HDAC9,HDGFL2,HEATR5B,HERC6,HEY2,HHAT,HHATL,HIBADH,HIC1,HIF3A,HIGD1A,HIGD1B,HIGD2A,HINT3,HIP1,HIPK4,HIVEP1,HIVEP2,HJURP,HK1,HK2,HLTF,HMCES,HMGCR,HMGN2,HMMR,HNRNPA1,HOMER1,HOMER2,HOMER3,HOOK2,HOXA3,HOXA5,HPN,HR,HRC,HS2ST1,HS6ST1,HS6ST2,HSD11B1L,HSD11B2,HSD17B10,HSD17B12,HSDL1,HSDL2,HSF1,HSF4,HSPA13,HSPA1L,HSPA5,HSPA9,HSPB6,HSPB8,HTATIP2,ICMT,IDE,IDH2,IDH3B,IDH3G,IER2,IER3,IFI35,IFIH1,IFIT2,IFIT5,IFRD1,IFT122,IFT140,IFT27,IFT43,IFT46,IFT57,IFT80,IFT88,IKBKG,IL15,IL16,IL17RD,IL4I1,IL4R,ILRUN,IMMT,IMPDH1,INCENP,INIP,INPP4A,INPP5F,INSR,INSYN1,INTS9,INTU,IPO13,IQCB1,IRAK1,IRAK1BP1,IRAK2,IRF5,IRF9,ISCU,ISOC2,ITGA5,ITGB1,ITGB4,ITGB6,ITGB7,ITM2A,ITM2C,ITPR3,IVNS1ABP,JADE2,JADE3,JAM3,JMJD1C,JPH1,JPH2,JPT1,JPT2,JTB,JUNB,KANK3,KANK4,KAT2B,KBTBD8,KCMF1,KCNAB2,KCNK1,KCNN2,KDELR3,KDM1A,KDM7A,KDM8,KDR,KEAP1,KHDRBS1,KHNYN,KIAA0586,KIAA0753,KIAA1549,KIAA1614,KIF11,KIF12,KIF14,KIF15,KIF18A,KIF18B,KIF1A,KIF1C,KIF20A,KIF20B,KIF21B,KIF22,KIF23,KIF24,KIF27,KIF2A,KIF2C,KIF3A,KIF3B,KIF4A,KIF5C,KIFC1,KIT,KLC2,KLF4,KLF9,KLHDC3,KLHL15,KLHL17,KLHL21,KLHL3,KLHL31,KPNA1,KPNA2,KPNA3,KPNA5,KRI1,KRT18,KRT8,KTN1,KYAT1,KYAT3,L2HGDH,LACTB,LACTB2,LAMA3,LARGE1,LARGE2,LARP4,LCK,LDAH,LDB2,LDB3,LDHD,LETM1,LFNG,LGALS3,LGALS9,LHPP,LIAS,LIG1,LIMK1,LIN37,LIN54,LIPE,LIPG,LMBR1L,LMCD1,LMNB1,LMNB2,LMO1,LMO2,LMOD2,LMTK2,LNPK,LOC100153093,LOC100155138,LOC100158003,LOC100510930,LOC100510975,LOC100511343,LOC100512977,LOC100513346,LOC100517129,LOC100517735,LOC100519098,LOC100520512,LOC100520992,LOC100522551,LOC100524239,LOC100524873,LOC100525350,LOC100620992,LOC100622780,LOC100623035,LOC100624559,LOC100625711,LOC100626199,LOC100627175,LOC100627283,LOC100736765,LOC100737755,LOC102158443,LOC102163847,LOC110255204,LOC110255887,LOC110258060,LOC110258620,LONP2,LPAR1,LPAR4,LPCAT1,LPCAT3,LPIN1,LPIN3,LRRC2,LRRC39,LRRC40,LRRC7,LRRCC1,LRRIQ1,LRRK1,LRRK2,LSS,LTC4S,LUZP1,LYAR,LYN,LZTFL1,MAB21L1,MACF1,MACROD1,MAF1,MAFF,MAFK,MAGEH1,MAGOHB,MAK,MAML3,MAN1A1,MAN2A1,MAOB,MAP1A,MAP1B,MAP1LC3A,MAP1LC3B,MAP1S,MAP2,MAP2K2,MAP3K14,MAP3K2,MAP3K20,MAP4,MAP6,MAPK14,MAPKAPK2,MAPRE1,MAPRE2,MAPT,MARCHF2,MARCHF3,MARCHF8,MARS1,MASTL,MAVS,MBD2,MBD3,MBNL1,MBNL3,MBTD1,MCCC2,MCM2,MCM3,MCM4,MCM5,MCM8,MCOLN1,MCRIP2,MDFI,MDGA1,MDH1,MDH2,MDM2,ME3,MED15,MED8,MEF2A,MEF2C,MEF2D,MEIOB,MEIS3,MEOX2,METTL17,MEX3D,MFN2,MFNG,MGA,MGAT5,MGLL,MGME1,MIB1,MIB2,MICAL1,MICAL3,MICOS10,MICOS13,MID1,MID1IP1,MIGA1,MIGA2,MITF,MIX23,MKI67,MKKS,MKNK2,MKS1,MKX,MLIP,MLXIP,MLXIPL,MMADHC,MMD,MMP14,MMP2,MMS22L,MMUT,MN1,MND1,MNS1,MON1A,MOSPD1,MOXD1,MPC2,MPHOSPH9,MPL,MPP7,MRAP2,MRC1,MRE11,MRI1,MRM3,MRNIP,MRPL15,MRPL16,MRPL2,MRPL24,MRPL28,MRPL35,MRPL38,MRPL42,MRPL43,MRPL45,MRPL46,MRPL48,MRPS17,MRPS18A,MRPS18B,MRPS24,MRPS27,MRPS33,MRPS34,MRPS35,MRPS5,MRPS9,MRS2,MSANTD4,MSC,MSH2,MSH4,MSH6,MSI1,MSMO1,MTA3,MTARC2,MTBP,MTCH2,MTDH,MTERF3,MTFP1,MTG1,MTHFD1L,MTM1,MTRF1,MUL1,MUTYH,MVK,MX1,MX2,MXD3,MYBL1,MYBL2,MYBPC3,MYCN,MYEF2,MYF5,MYH11,MYH13,MYH14,MYH15,MYH2,MYH3,MYL1,MYL4,MYLK2,MYO10,MYO16,MYO18B,MYO1B,MYO7A,MYO9A,MYO9B,MYOF,MYOM2,MYOZ1,MYPN,MYZAP,N4BP3,NAA10,NAA20,NAA50,NAALADL2,NABP2,NAMPT,NANS,NASP,NAV1,NAV2,NAV3,NAXE,NBAS,NBEAL2,NCAPD2,NCAPD3,NCAPG,NCAPG2,NCAPH,NCKAP5,NCKAP5L,NCOA2,ND4,NDC1,NDC80,NDN,NDRG2,NDUFA1,NDUFA10,NDUFA11,NDUFA12,NDUFA13,NDUFA2,NDUFA3,NDUFA4,NDUFA8,NDUFA9,NDUFAB1,NDUFAF1,NDUFAF3,NDUFAF4,NDUFAF5,NDUFAF6,NDUFB1,NDUFB3,NDUFB5,NDUFB6,NDUFB7,NDUFB8,NDUFB9,NDUFS1,NDUFS2,NDUFS4,NDUFS6,NDUFS7,NDUFV1,NEB,NECAB3,NEFL,NEIL1,NEIL3,NEK1,NEK2,NEK6,NEO1,NES,NEURL1,NEXN,NFATC1,NFATC3,NFATC4,NFE2L1,NFE2L2,NFE2L3,NFIB,NFIL3,NFKBIA,NFKBIL1,NFKBIZ,NFS1,NFXL1,NGFR,NHEJ1,NIBAN2,NIN,NINL,NKG7,NKIRAS1,NLN,NME4,NME6,NMI,NMRAL1,NNT,NOC2L,NOCT,NONO,NOP16,NOP56,NOS1,NOS3,NOSTRIN,NOTCH2,NOTCH3,NOVA1,NPAS3,NPC1,NPHP4,NPLOC4,NPM3,NQO2,NR0B2,NR1D2,NR1H2,NR1I3,NR2F1,NR2F6,NR4A3,NR5A2,NRAP,NRDC,NRM,NRXN1,NSD2,NSFL1C,NSG1,NSL1,NT5C3A,NT5E,NTAQ1,NTF4,NTMT1,NTMT2,NTN3,NUCB2,NUDCD3,NUDT12,NUDT5,NUF2,NUP107,NUP133,NUP205,NUP62CL,NUP93,NXT2,OBI1,OBSL1,ODAD4,ODF2,OFD1,OGDH,OGT,OMA1,OPHN1,OPTN,ORC1,ORC3,ORMDL1,ORMDL2,OSBPL10,OSBPL8,OSTC,OTC,OTUB2,OTUD7A,OTULINL,OVGP1,OXA1L,OXCT1,OXSM,P2RY1,P3H2,P3H3,P3H4,P4HA3,PABPC1,PABPC4,PACS1,PACSIN3,PAFAH1B2,PAK3,PAM,PANK3,PANK4,PAQR3,PAQR6,PARD6G,PARG,PARK7,PARM1,PARP16,PARP3,PARP9,PARPBP,PARVA,PARVB,PASK,PATL1,PATZ1,PBK,PBX3,PBX4,PC,PCBD1,PCBP1,PCCB,PCLAF,PCLO,PCSK5,PCSK9,PCYOX1,PCYT1B,PDCD4,PDCD5,PDE4B,PDE4D,PDE6A,PDE9A,PDGFRA,PDHA1,PDHB,PDHX,PDIA3,PDIA4,PDIA5,PDIA6,PDK2,PDK4,PDLIM2,PDLIM3,PDLIM5,PDP1,PDPN,PECR,PELO,PENK,PER1,PER2,PEX2,PFKM,PGAP1,PGM5,PHACTR3,PHB2,PHEX,PHF1,PHF13,PHF19,PHF21A,PHF7,PHKG1,PHLDA1,PHLDB2,PHLPP1,PHTF1,PHTF2,PIAS3,PIGA,PIGQ,PIK3C2A,PIK3R2,PIMREG,PINK1,PIP4K2A,PIP4K2C,PIP4P2,PIR,PITHD1,PKD2,PKDCC,PKM,PLA1A,PLA2G4A,PLAA,PLAG1,PLAGL1,PLAT,PLCB1,PLCD4,PLCG2,PLD1,PLD2,PLEKHA5,PLEKHA8,PLEKHF1,PLEKHH2,PLEKHM1,PLEKHM2,PLEKHO1,PLIN1,PLIN4,PLIN5,PLK1,PLK3,PLOD1,PLOD2,PLPP3,PLPP7,PLPPR4,PLS3,PLXNA1,PMS2,PNKD,PNPLA2,POC1A,POC1B,PODN,POGK,POGLUT2,POLA1,POLA2,POLD1,POLD2,POLDIP2,POLE2,POLG,POLH,POLL,POLR2F,POLR2G,POLR2J,POLR3A,POLR3D,POLR3GL,POLR3H,POSTN,POT1,POU6F1,PPARA,PPARGC1A,PPARGC1B,PPEF1,PPIF,PPIL3,PPL,PPM1A,PPM1B,PPM1F,PPP1CB,PPP1R12B,PPP1R15A,PPP1R1B,PPP1R9A,PPP2R5A,PPP2R5B,PPP3CA,PPP3CB,PPP5C,PPP6R2,PPTC7,PRCP,PRDM1,PRDM11,PRDM5,PRDX3,PRDX6,PRELID2,PREPL,PRICKLE3,PRIM2,PRKAB2,PRKAG1,PRKAG3,PRKAR1A,PRKAR1B,PRKAR2A,PRKCD,PRKCI,PRKCQ,PRKCZ,PRKD1,PROM1,PRR11,PRR19,PRRC1,PRRT2,PSAP,PSIP1,PSMA3,PSMA5,PSMB1,PSMB6,PSMB8,PSMB9,PSMC1,PSMC2,PSMC3,PSMC3IP,PSMC5,PSMD1,PSMD12,PSMD4,PTBP3,PTDSS1,PTGES2,PTGES3,PTK2B,PTN,PTPMT1,PTPN13,PTPN4,PTPRD,PTPRK,PTPRN,PTRH2,PTTG1,PUSL1,PVALB,PXDN,PXK,PXYLP1,PYCR2,QSOX1,RAB10,RAB13,RAB29,RAB34,RAB3A,RAB3D,RAB3IL1,RAB7A,RAB8B,RABEP2,RABL6,RAC2,RACGAP1,RAD21,RAD23A,RAD51,RAD51AP1,RAD51B,RAD9B,RADIL,RAF1,RAI14,RAI2,RALGAPA2,RANBP17,RANBP9,RAP1GDS1,RAP2C,RAPGEF3,RASGRF2,RB1CC1,RBBP8,RBFOX1,RBM15,RBM15B,RBM20,RBM38,RBMS2,RBP1,RBPJ,RCAN2,RCBTB2,RCC2,RCN1,RCN3,RCOR1,RCOR2,RCOR3,RDH11,RECQL,RECQL4,REEP1,REEP4,REST,RETREG1,REV3L,REXO2,REXO5,RFC3,RFC5,RFWD3,RGCC,RGMA,RGS12,RGS14,RGS3,RHEB,RHNO1,RHOD,RHOF,RIF1,RILPL1,RIMS1,RIPOR2,RMDN1,RMI2,RNASET2,RND2,RNF123,RNF14,RNF144A,RNF144B,RNF157,RNF165,RNF19B,RNF2,RNF38,ROCK2,ROGDI,ROMO1,RORA,RP2,RPA2,RPS6KA1,RPS6KA3,RRAGD,RRBP1,RRP9,RTKN,RUBCN,RUNX1T1,RXRG,RYBP,RYR2,S100A4,S100A6,S100PBP,S1PR1,SAFB2,SALL2,SAMHD1,SAMM50,SAP130,SAR1B,SARDH,SASS6,SAV1,SBDS,SBF2,SCAI,SCARB1,SCLY,SCMH1,SCML2,SCN3B,SCN5A,SCNM1,SCNN1A,SCRT1,SDHA,SDHAF2,SDHB,SDHC,SEC23A,SEC24D,SEC31B,SEC61A1,SEL1L,SELENBP1,SELENOI,SELENON,SELENOO,SEMA4F,SEMA6D,SENP1,SENP5,SEPTIN1,SEPTIN11,SEPTIN2,SEPTIN3,SEPTIN4,SEPTIN5,SEPTIN6,SEPTIN7,SEPTIN9,SERPINB1,SERPINE1,SERPINE2,SERTAD1,SERTAD4,SESN1,SESN2,SETD7,SEZ6L,SEZ6L2,SFMBT2,SFR1,SFXN1,SFXN5,SGCA,SGCD,SGCE,SGK1,SGO1,SGO2,SGPL1,SGPP1,SGSH,SH2D5,SH3BP5,SH3D19,SH3GL3,SH3GLB1,SH3PXD2A,SH3PXD2B,SH3RF2,SHFL,SHROOM2,SHROOM3,SHTN1,SIDT1,SIGLEC1,SIK3,SIPA1L1,SIRT2,SKA1,SKP2,SLAIN2,SLC15A3,SLC16A10,SLC16A3,SLC17A5,SLC1A6,SLC24A5,SLC25A12,SLC25A19,SLC25A22,SLC25A24,SLC25A25,SLC25A26,SLC25A27,SLC25A3,SLC25A4,SLC25A44,SLC26A6,SLC27A1,SLC27A3,SLC2A11,SLC30A2,SLC30A7,SLC35A4,SLC35E2,SLC35E4,SLC35G1,SLC37A4,SLC39A2,SLC39A7,SLC3A2,SLC41A3,SLC44A2,SLC46A1,SLC50A1,SLC8A3,SLC9A7,SLCO5A1,SLF1,SLIRP,SLN,SMAD2,SMAD9,SMARCA1,SMARCA5,SMARCAD1,SMC2,SMC4,SMC6,SMDT1,SMG5,SMO,SMOX,SMPD1,SMTNL2,SMURF1,SMYD2,SNAP91,SND1,SNRPD1,SNRPG,SNTB1,SNTB2,SNUPN,SNX30,SNX7,SOAT1,SORBS1,SORCS1,SORT1,SOX11,SOX9,SPAG5,SPARC,SPART,SPATS2L,SPC25,SPCS1,SPDL1,SPEF1,SPEF2,SPG11,SPG21,SPG7,SPHK1,SPI1,SPICE1,SPIDR,SPINDOC,SPP1,SPR,SPRY2,SPTAN1,SPTB,SPTLC1,SPTY2D1,SQLE,SQOR,SQSTM1,SRBD1,SRC,SREBF2,SRF,SRGAP2,SRI,SRPX,SS18,SSBP4,SSPN,SSU72,SSUH2,SSX2IP,ST3GAL5,ST6GALNAC2,ST6GALNAC3,STAT1,STAT5B,STAU2,STC1,STEAP3,STEAP4,STIL,STIM1,STIM2,STING1,STK11,STK17B,STK26,STK3,STON2,STOX1,STOX2,STT3A,STUB1,STX11,STX1B,STXBP1,STXBP5,STXBP6,SUCLA2,SUCLG1,SUCLG2,SUCO,SULF1,SULF2,SUMF1,SUMF2,SUN2,SUPT16H,SUPV3L1,SVEP1,SVIL,SWAP70,SYBU,SYCP2,SYN1,SYNE3,SYNE4,SYNGR1,SYNPO2,SYNPO2L,SYPL1,SYPL2,SYS1,SYT12,SYT2,SYT9,SYTL2,TACC1,TACC3,TAF11,TAF12,TAF9B,TAP1,TAP2,TAPBP,TAPBPL,TAPT1,TASOR,TAX1BP3,TBC1D14,TBC1D2B,TBC1D31,TBCK,TBL1XR1,TBPL1,TBRG4,TBX15,TBX18,TCAP,TCEAL8,TCF12,TCF3,TCF4,TCF7L1,TCF7L2,TCHP,TCIRG1,TCTN3,TDP1,TDP2,TDRKH,TEAD1,TEAD2,TEAD4,TEK,TEKT1,TENM4,TESK1,TESK2,TET3,TEX10,TEX14,TEX2,TFEB,TFRC,TGFB3,TGFBI,TGFBR1,THAP11,THBS2,THBS4,THOC5,TIA1,TIGAR,TIMELESS,TIMM44,TIMM50,TIMM8A,TIMM8B,TINAGL1,TJP2,TLCD3A,TLK1,TLN2,TLR9,TM6SF1,TM7SF2,TMCC2,TMED3,TMEM107,TMEM120A,TMEM120B,TMEM126A,TMEM132A,TMEM143,TMEM184A,TMEM198B,TMEM201,TMEM231,TMEM25,TMEM259,TMEM35A,TMEM38A,TMEM43,TMEM53,TMEM59L,TMEM67,TMEM9,TMEM98,TMEM9B,TMOD4,TMSB10,TMSB15A,TMSB15B,TMTC2,TMTC3,TMTC4,TMX4,TNIP1,TNNC2,TNNT2,TOMM34,TOMM40,TOMM40L,TOMM7,TONSL,TOP2A,TOP2B,TOX,TOX3,TP53INP2,TP63,TP73,TPBG,TPCN2,TPD52,TPM1,TPM2,TPM4,TPP2,TPRKB,TPST2,TPX2,TRAF3IP1,TRAF3IP2,TRAF5,TRAIP,TRAK1,TRAM1,TRAPPC13,TRAPPC2L,TRAPPC5,TRDN,TRERF1,TREX1,TRIM36,TRIM59,TRIM72,TRIP10,TRMT1L,TRMU,TRNP1,TRUB2,TSHZ3,TSPAN1,TSPAN4,TSPO,TST,TSTD1,TTC21B,TTC26,TTC5,TTC8,TTK,TTLL1,TUB,TUBA1B,TUBA4A,TUBB,TUBE1,TUBGCP4,TUBGCP6,TUFM,TULP3,TUSC3,TWF1,TWF2,TXNDC15,TXNRD1,TYRO3,UACA,UBA6,UBC,UBD,UBE2C,UBE2D4,UBE2Z,UBR2,UBXN1,UBXN7,UCHL3,UCP2,UCP3,UGCG,UGDH,UGGT1,UGGT2,UHRF1,ULK1,ULK3,UNC13D,UNG,UQCR10,UQCRC1,UQCRC2,UQCRQ,USF2,USH1C,USP1,USP13,USP18,USP19,USP24,USP25,USP28,USP6NL,UTRN,UXS1,VAMP8,VAPB,VASH1,VASN,VAT1,VCAM1,VCAN,VCP,VDAC1,VDAC2,VDAC3,VHL,VIM,VMP1,VPS13B,VPS26A,VPS26B,VPS26C,VPS33A,VPS37A,VPS9D1,VRK1,VRK3,VWA5A,WASF1,WASF2,WDFY3,WDHD1,WDR19,WDR35,WDR43,WDR47,WDR48,WDR6,WDR77,WDR83,WDR91,WDTC1,WEE1,WHAMM,WHRN,WIPF1,WIPF3,WIPI1,WLS,WRN,WWTR1,XIRP2,XPO1,XPO6,XYLT2,YBX3,YEATS2,YIF1B,YWHAZ,ZBTB1,ZBTB12,ZBTB16,ZBTB20,ZBTB7A,ZBTB7B,ZBTB7C,ZBTB8A,ZCCHC9,ZDHHC20,ZEB1,ZEB2,ZER1,ZFHX4,ZFP30,ZFPM2,ZFYVE27,ZGRF1,ZHX2,ZIC3,ZIC4,ZKSCAN4,ZKSCAN7,ZMIZ1,ZMYM2,ZNF142,ZNF175,ZNF235,ZNF26,ZNF260,ZNF280C,ZNF287,ZNF300,ZNF322,ZNF333,ZNF346,ZNF367,ZNF385A,ZNF395,ZNF396,ZNF423,ZNF449,ZNF503,ZNF518A,ZNF521,ZNF568,ZNF608,ZNF618,ZNF628,ZNF638,ZNF641,ZNF692,ZNF703,ZNF704,ZNF711,ZNF768,ZNF827,ZNF879,ZNFX1,ZRANB3,ZSCAN12,ZSCAN31,ZWILCH,ZWINT,ZXDC,ZYX


			GO:CC			supramolecular complex			GO:0099080			5.63E-21			292			ACTA1,ACTA2,ACTC1,ACTN2,AJUBA,AK1,AKNA,AMOT,ANKRD1,ANKRD23,APC2,APITD1,ARHGEF2,ASPM,ATAT1,ATP2B4,AURKB,BAG3,BARD1,BOD1,BUB1,BUB1B,CACNA1S,CALM1,CAPN6,CARHSP1,CASQ1,CCNB1,CCT6A,CDK1,CDK2AP2,CDT1,CENPE,CENPF,CENPH,CENPI,CENPT,CEP192,CKAP5,CLIP1,CLIP3,CLIP4,CLMP,COL11A1,COL16A1,COL1A2,COL27A1,COL2A1,COL3A1,COL5A1,COL5A2,COL5A3,CORO1B,CSRP2,CSTPP1,CUL3,DCP2,DDX1,DDX3X,DES,DIAPH1,DIAPH2,DIAPH3,DISC1,DNAH10,DNAJA3,DNAL4,DNM1,DPP9,DST,DYNLL1,EID1,EIF4G1,EML4,EZR,FAM110A,FASTK,FBF1,FBLN1,FBN1,FBN2,FBN3,FBXO32,FHL2,FHL3,FHL5,FMR1,FXR1,FXR2,FYN,GAS2L3,GHR,GRAMD2B,HAUS5,HAUS6,HCLS1,HJURP,HOMER1,HOOK2,HRC,HSF1,INCENP,JAM3,JPH1,KAT2B,KCNN2,KEAP1,KHNYN,KIF11,KIF12,KIF14,KIF15,KIF18A,KIF18B,KIF1A,KIF1C,KIF20A,KIF21B,KIF22,KIF23,KIF24,KIF27,KIF2A,KIF2C,KIF3A,KIF3B,KIF5C,KIFC1,KLC2,KLHL21,KRT18,KRT8,LARP4,LDB3,LMNB1,LMNB2,LMOD2,LOC100155138,LOC100158003,LOC100510930,LOC100736765,LOC110255887,LTBP1,LUM,MACF1,MAP1A,MAP1B,MAP1S,MAP2,MAP2K2,MAP4,MAP6,MAPRE1,MAPRE2,MAPT,MBNL1,MCRIP2,MFAP2,MID1,MMP2,MNS1,MTBP,MTM1,MX1,MX2,MYBPC3,MYH13,MYH14,MYH15,MYH2,MYH3,MYL1,MYL4,MYO18B,MYO1B,MYO9B,MYOM2,MYOZ1,MYPN,MYZAP,NAV3,NCKAP5,NCKAP5L,NDC80,NEB,NEFL,NEK2,NES,NFKBIZ,NIN,NOCT,NRAP,NSL1,NUF2,NUP107,NUP133,PABPC1,PABPC4,PATL1,PCBP1,PDE4B,PDLIM2,PDLIM3,PDLIM5,PGM5,PKD2,PLK1,PLS3,PMS2,PPL,PPP1R12B,PPP2R5A,PPP3CA,PPP3CB,PSMC2,PTPRD,RAB3D,RAC2,RADIL,RBM20,REEP1,REEP4,RMDN1,ROCK2,RYR2,SCN3B,SCN5A,SEPTIN7,SEPTIN9,SERPINB1,SGO1,SGO2,SHFL,SHROOM2,SHTN1,SIRT2,SKA1,SLAIN2,SLC25A44,SLC39A2,SMTNL2,SNRPG,SPAG5,SPC25,SPDL1,SPEF1,SPRY2,SQSTM1,SRC,SRI,STAU2,STUB1,SVIL,SYBU,SYNPO2,SYNPO2L,TBRG4,TCAP,TCHP,TDRKH,TEK,TEX14,THSD4,TIA1,TMOD4,TNNC2,TNNT2,TPM2,TPX2,TRIM36,TRUB2,TSTD1,TTK,TTLL1,TUBA1B,TUBA4A,TUBB,TUBE1,TUBGCP4,TWF1,TWF2,VCP,VIM,WDR47,WHRN,WIPF1,WIPF3,XIRP2,XPO1,ZNFX1,ZWILCH,ZWINT


			GO:CC			supramolecular fiber			GO:0099512			3.89E-20			224			ACTA1,ACTA2,ACTC1,ACTN2,AK1,AKNA,AMOT,ANKRD1,ANKRD23,APC2,ARHGEF2,ASPM,ATAT1,ATP2B4,AURKB,BAG3,BOD1,CACNA1S,CALM1,CAPN6,CASQ1,CCT6A,CDK1,CDK2AP2,CENPE,CKAP5,CLIP1,CLIP3,CLIP4,CLMP,COL11A1,COL16A1,COL1A2,COL27A1,COL2A1,COL3A1,COL5A1,COL5A2,COL5A3,CORO1B,CSRP2,CSTPP1,CUL3,DES,DIAPH1,DIAPH2,DIAPH3,DISC1,DNAH10,DNAJA3,DNAL4,DNM1,DPP9,DST,DYNLL1,EML4,EZR,FAM110A,FBF1,FBLN1,FBN1,FBN2,FBN3,FBXO32,FHL2,FHL3,FHL5,FXR1,FYN,GAS2L3,GRAMD2B,HAUS5,HAUS6,HCLS1,HOMER1,HOOK2,HRC,INCENP,JAM3,JPH1,KAT2B,KCNN2,KEAP1,KIF11,KIF12,KIF14,KIF15,KIF18A,KIF18B,KIF1A,KIF1C,KIF20A,KIF21B,KIF22,KIF23,KIF24,KIF27,KIF2A,KIF2C,KIF3A,KIF3B,KIF5C,KIFC1,KLC2,KLHL21,KRT18,KRT8,LDB3,LMNB1,LMNB2,LMOD2,LOC100155138,LOC100158003,LOC100510930,LOC100736765,LOC110255887,LTBP1,LUM,MACF1,MAP1A,MAP1B,MAP1S,MAP2,MAP2K2,MAP4,MAP6,MAPRE1,MAPRE2,MAPT,MFAP2,MID1,MMP2,MNS1,MTM1,MX1,MX2,MYBPC3,MYH13,MYH14,MYH15,MYH2,MYH3,MYL1,MYL4,MYO18B,MYO1B,MYO9B,MYOM2,MYOZ1,MYPN,MYZAP,NAV3,NCKAP5,NCKAP5L,NEB,NEFL,NES,NIN,NRAP,PDE4B,PDLIM2,PDLIM3,PDLIM5,PGM5,PKD2,PLK1,PLS3,PPL,PPP1R12B,PPP2R5A,PPP3CA,PPP3CB,PTPRD,RAB3D,RAC2,RADIL,REEP1,REEP4,RMDN1,RYR2,SCN3B,SCN5A,SEPTIN9,SHROOM2,SHTN1,SIRT2,SKA1,SLAIN2,SMTNL2,SPAG5,SPEF1,SPRY2,SRC,SRI,STAU2,STUB1,SVIL,SYBU,SYNPO2,SYNPO2L,TCAP,TCHP,TEK,THSD4,TMOD4,TNNC2,TNNT2,TPM2,TPX2,TRIM36,TTLL1,TUBA1B,TUBA4A,TUBB,TUBE1,TUBGCP4,TWF1,TWF2,VIM,WDR47,WHRN,WIPF1,WIPF3,XIRP2


			GO:CC			supramolecular polymer			GO:0099081			1.47E-19			224			ACTA1,ACTA2,ACTC1,ACTN2,AK1,AKNA,AMOT,ANKRD1,ANKRD23,APC2,ARHGEF2,ASPM,ATAT1,ATP2B4,AURKB,BAG3,BOD1,CACNA1S,CALM1,CAPN6,CASQ1,CCT6A,CDK1,CDK2AP2,CENPE,CKAP5,CLIP1,CLIP3,CLIP4,CLMP,COL11A1,COL16A1,COL1A2,COL27A1,COL2A1,COL3A1,COL5A1,COL5A2,COL5A3,CORO1B,CSRP2,CSTPP1,CUL3,DES,DIAPH1,DIAPH2,DIAPH3,DISC1,DNAH10,DNAJA3,DNAL4,DNM1,DPP9,DST,DYNLL1,EML4,EZR,FAM110A,FBF1,FBLN1,FBN1,FBN2,FBN3,FBXO32,FHL2,FHL3,FHL5,FXR1,FYN,GAS2L3,GRAMD2B,HAUS5,HAUS6,HCLS1,HOMER1,HOOK2,HRC,INCENP,JAM3,JPH1,KAT2B,KCNN2,KEAP1,KIF11,KIF12,KIF14,KIF15,KIF18A,KIF18B,KIF1A,KIF1C,KIF20A,KIF21B,KIF22,KIF23,KIF24,KIF27,KIF2A,KIF2C,KIF3A,KIF3B,KIF5C,KIFC1,KLC2,KLHL21,KRT18,KRT8,LDB3,LMNB1,LMNB2,LMOD2,LOC100155138,LOC100158003,LOC100510930,LOC100736765,LOC110255887,LTBP1,LUM,MACF1,MAP1A,MAP1B,MAP1S,MAP2,MAP2K2,MAP4,MAP6,MAPRE1,MAPRE2,MAPT,MFAP2,MID1,MMP2,MNS1,MTM1,MX1,MX2,MYBPC3,MYH13,MYH14,MYH15,MYH2,MYH3,MYL1,MYL4,MYO18B,MYO1B,MYO9B,MYOM2,MYOZ1,MYPN,MYZAP,NAV3,NCKAP5,NCKAP5L,NEB,NEFL,NES,NIN,NRAP,PDE4B,PDLIM2,PDLIM3,PDLIM5,PGM5,PKD2,PLK1,PLS3,PPL,PPP1R12B,PPP2R5A,PPP3CA,PPP3CB,PTPRD,RAB3D,RAC2,RADIL,REEP1,REEP4,RMDN1,RYR2,SCN3B,SCN5A,SEPTIN9,SHROOM2,SHTN1,SIRT2,SKA1,SLAIN2,SMTNL2,SPAG5,SPEF1,SPRY2,SRC,SRI,STAU2,STUB1,SVIL,SYBU,SYNPO2,SYNPO2L,TCAP,TCHP,TEK,THSD4,TMOD4,TNNC2,TNNT2,TPM2,TPX2,TRIM36,TTLL1,TUBA1B,TUBA4A,TUBB,TUBE1,TUBGCP4,TWF1,TWF2,VIM,WDR47,WHRN,WIPF1,WIPF3,XIRP2


			GO:CC			intracellular organelle			GO:0043229			2.77E-19			2408			AAGAB,AARS1,ABCA5,ABCA6,ABCB6,ABCC4,ABCC6,ABHD17C,ABHD4,ABHD5,ABL1,ABLIM2,ABLIM3,ACACA,ACADL,ACADM,ACADS,ACADVL,ACAP3,ACAT1,ACE,ACKR3,ACO1,ACO2,ACOT7,ACOT8,ACOX2,ACSBG1,ACSL1,ACSL4,ACSM4,ACSM5,ACSS1,ACSS3,ACTA1,ACTA2,ACTC1,ACTN2,ACTR1B,ACTR3,ADAM8,ADAMTS9,ADAMTSL3,ADCYAP1R1,ADD3,ADHFE1,ADNP,AEN,AFAP1,AFAP1L1,AFF1,AFG3L2,AGPAT4,AHR,AIFM1,AJUBA,AK1,AK3,AK5,AKAP11,AKAP13,AKAP6,AKNA,AKT2,ALAS1,ALAS2,ALDH18A1,ALDH1L2,ALDH4A1,ALDH6A1,ALG10,ALG14,ALG8,ALG9,ALS2CL,AMOT,AMPH,ANGPTL6,ANK1,ANK3,ANKFY1,ANKRD1,ANKRD13A,ANKRD13B,ANKRD13C,ANKRD2,ANKRD23,ANLN,ANO1,ANO10,ANO2,ANPEP,ANXA11,ANXA2,AP1S1,AP3M2,AP4B1,APAF1,APC2,APITD1,APLP1,APOD,APOE,APOO,APP,APPBP2,AQP11,AQP7,AQR,ARAF,ARFIP2,ARHGAP1,ARHGAP32,ARHGAP39,ARHGAP5,ARHGEF10,ARHGEF2,ARIH2,ARL8B,ARMC12,ARMC9,ARMCX2,ARNTL,ARPC5,ARPIN,ARRDC2,ARRDC3,ARSE,ARSJ,ARX,ASAH1,ASAP3,ASB10,ASB11,ASF1B,ASPH,ASPM,ASS1,ASXL3,ATAD1,ATAD2,ATAT1,ATF3,ATF4,ATF5,ATG4D,ATG9A,ATL2,ATL3,ATM,ATOH8,ATP10D,ATP11B,ATP1B3,ATP2A1,ATP2A3,ATP2B2,ATP2B3,ATP2B4,ATP5F1A,ATP5F1B,ATP5IF1,ATP5MC1,ATP5MC3,ATP5ME,ATP5PO,ATP6,ATP7A,ATP8B2,ATR,ATXN1,ATXN3,AUH,AUP1,AURKB,AVIL,AZIN2,B3GALNT1,B3GALT2,B3GNT3,B4GALT4,BAG3,BAIAP2L2,BAIAP3,BARD1,BBS2,BBS5,BBS7,BCAP31,BCAS3,BCAT1,BCAT2,BCKDHA,BCKDHB,BCKDK,BCL11A,BCL3,BCL6,BCL7B,BCL9,BCORL1,BDH1,BDKRB2,BEND6,BEX1,BGN,BHLHB9,BID,BIN1,BLM,BLOC1S1,BLVRB,BLZF1,BNIP3,BNIP3L,BOD1,BPHL,BRCA1,BRCA2,BRD3,BRIP1,BSG,BTBD3,BTBD7,BUB1,BUB1B,C12H17ORF49,C2CD2L,C6H16ORF74,C6H19ORF47,C7H14ORF119,C7H6ORF125,CA13,CA4,CACHD1,CACNA1S,CALCOCO1,CALCOCO2,CALCR,CALCRL,CALM1,CALR,CALU,CAMTA2,CAND1,CAPG,CAPN11,CAPN3,CAPN6,CAPZA1,CAPZA2,CARD19,CARF,CARHSP1,CARNMT1,CASD1,CASK,CASP6,CASP9,CASQ1,CASQ2,CAT,CATSPER4,CAV2,CBL,CBLB,CBR3,CBWD1,CBX2,CBX3,CBX4,CC2D1B,CCDC102A,CCDC124,CCDC14,CCDC141,CCDC40,CCDC47,CCDC65,CCDC77,CCDC82,CCDC88A,CCDC88C,CCDC9,CCHCR1,CCN3,CCNB1,CCNB2,CCNB3,CCNE1,CCNE2,CCNF,CCNG1,CCNG2,CCNL1,CCNL2,CCNT2,CCP110,CCT6A,CD14,CD2,CD40LG,CD44,CDC14A,CDC14B,CDC20,CDC25B,CDC42BPG,CDC42EP3,CDC45,CDC6,CDCA2,CDCA4,CDCA5,CDCA7,CDCA7L,CDH15,CDH2,CDIP1,CDK1,CDK14,CDK17,CDK20,CDK2AP2,CDK5R1,CDS1,CDT1,CEBPG,CEMIP2,CENPE,CENPF,CENPH,CENPI,CENPJ,CENPL,CENPT,CENPU,CEP112,CEP131,CEP152,CEP170,CEP192,CEP76,CEP85,CERKL,CETN3,CFAP20,CFL1,CHAF1A,CHAF1B,CHCHD1,CHCHD10,CHCHD2,CHCHD3,CHD1L,CHD3,CHD6,CHEK1,CHI3L1,CHODL,CHPF,CHPT1,CHRNA3,CHRND,CHST1,CHST2,CHST3,CHSY1,CHTF18,CIB1,CIPC,CISD3,CIT,CITED1,CKAP2,CKAP2L,CKAP4,CKAP5,CKB,CKMT2,CLCA1,CLCN4,CLCN5,CLIP1,CLIP3,CLIP4,CLK3,CLMP,CLN6,CLPX,CLSPN,CLSTN2,CLSTN3,CLU,CMPK2,CMYA5,CNDP2,CNN1,CNN3,CNOT6,CNOT6L,CNP,CNR1,CNTLN,CNTROB,COA6,COL1A2,COLCA2,COPB1,COPE,COPG2,COPS4,COPS5,COPS7A,COPS8,COQ10A,COQ10B,COQ2,COQ3,COQ5,COQ6,COQ8A,COQ9,CORO1B,CORO1C,COX1,COX10,COX17,COX3,COX4I1,COX5A,COX6B,CPE,CPEB3,CPEB4,CPLANE2,CPNE3,CPOX,CPQ,CPS1,CPT1B,CPT1C,CPT2,CRABP1,CRABP2,CRADD,CRAT,CRBN,CREB3L1,CREB3L2,CREB5,CREBRF,CREM,CRMP1,CROCC,CRY2,CRYM,CSDE1,CSNK1G3,CSNK2B,CSPG4,CSRNP1,CSRNP3,CSRP2,CSTPP1,CTC1,CTNNA1,CTNNAL1,CTNND1,CTNND2,CTSA,CTSC,CTSL,CTSO,CTSW,CTSZ,CTTNBP2,CUBN,CUL3,CUL4B,CUL5,CUL7,CUTC,CUX2,CYB5D2,CYB5RL,CYBRD1,CYP1A1,CYP27A1,CYP2F1,CYP2R1,CYP7B1,DAAM1,DAB1,DAB2,DAPK1,DAPK2,DBF4,DBX1,DCAF11,DCAF6,DCAF8,DCLK3,DCP2,DCTPP1,DCUN1D2,DCUN1D4,DCX,DDHD2,DDIAS,DDO,DDR2,DDRGK1,DDX1,DDX23,DDX3X,DDX50,DDX58,DECR1,DEDD,DENND2A,DENND4B,DEPDC5,DES,DHCR24,DHCR7,DHRS3,DHRS7,DHRS7C,DHX16,DIAPH1,DIAPH2,DIAPH3,DIP2B,DIPK1A,DISC1,DLAT,DLC1,DLD,DLG4,DLG5,DLGAP5,DLL1,DLST,DMRT2,DNAH10,DNAJA3,DNAJB2,DNAJB4,DNAJB9,DNAJC1,DNAJC17,DNAJC18,DNAJC19,DNAJC24,DNAJC7,DNAL4,DNM1,DNMT1,DNMT3B,DNPH1,DOCK10,DOCK7,DOP1B,DOT1L,DPF3,DPP4,DPP9,DPY19L3,DPY19L4,DRC1,DROSHA,DSE,DST,DSTN,DTL,DTNB,DTNBP1,DTX2,DTX4,DUSP1,DUSP10,DUSP26,DUSP29,DUSP3,DVL1,DXO,DYM,DYNC2I2,DYNLL1,DYRK1B,DZIP1,E2F1,E2F6,E2F7,E2F8,E4F1,EAF2,EBF1,EBF2,EBF3,EBF4,ECH1,ECHDC3,ECPAS,ECSIT,EDA,EEF1A1,EFHC1,EFR3B,EGLN1,EGR1,EGR2,EGR3,EHD4,EHMT2,EID1,EIF1,EIF2D,EIF4G1,ELAC2,ELF4,ELK3,ELK4,ELL2,ELOB,ELOC,EMC2,EMC3,EMC7,EMC8,EME1,EMG1,EMID1,EML4,ENDOG,ENG,ENTPD6,ENTPD7,EPAS1,EPB41L1,EPB41L2,EPB41L3,EPDR1,EPHA3,EPHA4,EPHB2,EPHX2,ERAP1,ERAP2,ERBB2,ERBIN,ERO1A,ERP29,ESCO1,ESCO2,ESPL1,ESR1,ESRRA,ESRRG,ETFA,ETFB,ETFDH,ETHE1,ETV1,ETV5,EVC2,EXD2,EXO1,EXT1,EXTL1,EXTL2,EYA2,EYA3,EZH1,EZH2,EZR,FABP5,FABP7,FADS1,FADS2,FAIM2,FAM110A,FAM110B,FAM114A1,FAM131B,FAM162A,FAM20A,FAM210B,FAM3C,FAM53B,FAM83D,FANCA,FANCD2,FANCI,FANCM,FAR2,FAS,FASTK,FASTKD1,FBF1,FBXL21,FBXL4,FBXL7,FBXO32,FBXO5,FBXW8,FCHO1,FCHSD1,FEN1,FER,FERMT3,FES,FGD1,FGF1,FGF18,FGFR1,FGFR4,FGGY,FH,FHL2,FHL3,FHL5,FHOD1,FHOD3,FIBIN,FIGNL1,FILIP1,FITM1,FKBP10,FKBP3,FKBP4,FKBP5,FKBP7,FKBP9,FLNB,FLNC,FLOT2,FLT1,FLYWCH1,FMNL3,FMO1,FMO2,FMR1,FN1,FNBP1,FNBP1L,FNDC1,FNDC3A,FNDC4,FNDC5,FNIP1,FNTB,FOS,FOXA3,FOXJ1,FOXM1,FOXN3,FOXO1,FOXP2,FOXRED2,FRAS1,FRMD4A,FRMD4B,FRMD6,FRMPD1,FRMPD3,FRMPD4,FSCN1,FST,FUCA2,FUNDC2,FXR1,FXR2,FYCO1,FYN,FZD10,G0S2,G2E3,GABARAPL2,GADD45B,GALNT10,GALNT15,GALNT17,GALNT2,GALNT5,GALNT7,GAMT,GAPDH,GARS1,GAS2L3,GASK1A,GASK1B,GATA2,GATA3,GATB,GATD3,GBA2,GBF1,GBP1,GCDH,GCNT1,GCNT4,GDF11,GEN1,GGA1,GGA2,GHITM,GHR,GINS3,GIT2,GJA1,GK,GKAP1,GLB1L,GLCE,GLI2,GLI3,GLO1,GLRX5,GLT8D2,GLUL,GNAI1,GNAI3,GNB5,GOLGA4,GOLGB1,GOLIM4,GOLM1,GOLT1B,GOT1,GPAT2,GPAT4,GPATCH2,GPC2,GPC3,GPD2,GPI,GPR137C,GPR143,GPR161,GPR37,GPRASP1,GPRASP2,GPRC5B,GPS2,GPSM2,GRAMD1C,GRAMD2B,GRIPAP1,GRM4,GSR,GSTZ1,GTF2IRD1,GTF3C6,GTSE1,GUSB,HADH,HADHA,HADHB,HAGH,HAO2,HAUS5,HAUS6,HCCS,HCLS1,HDAC10,HDAC9,HDGFL2,HEATR5B,HERC6,HEY2,HHAT,HHATL,HIBADH,HIC1,HIF3A,HIGD1A,HIGD1B,HIGD2A,HINT3,HIP1,HIPK4,HIVEP1,HIVEP2,HJURP,HK1,HK2,HLTF,HMCES,HMGCR,HMGN2,HMMR,HNRNPA1,HOMER1,HOOK2,HOXA3,HOXA5,HPN,HR,HRC,HS2ST1,HS6ST1,HS6ST2,HSD11B1L,HSD11B2,HSD17B10,HSD17B12,HSDL1,HSDL2,HSF1,HSF4,HSPA13,HSPA1L,HSPA5,HSPA9,HSPB6,HSPB8,HTATIP2,ICMT,IDE,IDH2,IDH3B,IDH3G,IER2,IER3,IFI35,IFIH1,IFIT2,IFIT5,IFRD1,IFT122,IFT140,IFT27,IFT43,IFT46,IFT57,IFT80,IFT88,IKBKG,IL15,IL16,IL17RD,IL4I1,IL4R,ILRUN,IMMT,IMPDH1,INCENP,INIP,INPP4A,INPP5F,INSR,INTS9,INTU,IPO13,IQCB1,IRAK1,IRAK1BP1,IRAK2,IRF5,IRF9,ISCU,ISOC2,ITGA5,ITGB1,ITGB4,ITGB6,ITGB7,ITM2A,ITM2C,ITPR3,IVNS1ABP,JADE2,JADE3,JAM3,JMJD1C,JPH1,JPH2,JPT1,JPT2,JTB,JUNB,KANK3,KANK4,KAT2B,KBTBD8,KCMF1,KCNAB2,KCNK1,KCNN2,KDELR3,KDM1A,KDM7A,KDM8,KDR,KEAP1,KHDRBS1,KHNYN,KIAA0586,KIAA0753,KIAA1614,KIF11,KIF12,KIF14,KIF15,KIF18A,KIF18B,KIF1A,KIF1C,KIF20A,KIF20B,KIF21B,KIF22,KIF23,KIF24,KIF27,KIF2A,KIF2C,KIF3A,KIF3B,KIF4A,KIF5C,KIFC1,KIT,KLC2,KLF4,KLF9,KLHDC3,KLHL15,KLHL17,KLHL21,KLHL3,KLHL31,KPNA1,KPNA2,KPNA3,KPNA5,KRI1,KRT18,KRT8,KTN1,KYAT1,KYAT3,L2HGDH,LACTB,LACTB2,LAMA3,LARGE1,LARGE2,LARP4,LCK,LDAH,LDB2,LDB3,LDHD,LETM1,LFNG,LGALS3,LGALS9,LHPP,LIAS,LIG1,LIMK1,LIN37,LIN54,LIPE,LIPG,LMBR1L,LMCD1,LMNB1,LMNB2,LMO1,LMO2,LMOD2,LMTK2,LNPK,LOC100153093,LOC100155138,LOC100158003,LOC100510930,LOC100510975,LOC100511343,LOC100512977,LOC100513346,LOC100517129,LOC100517735,LOC100519098,LOC100520512,LOC100520992,LOC100522551,LOC100524239,LOC100524873,LOC100525350,LOC100620992,LOC100622780,LOC100623035,LOC100624559,LOC100625711,LOC100626199,LOC100627283,LOC100736765,LOC100737755,LOC102158443,LOC102163847,LOC110255204,LOC110255887,LOC110258060,LOC110258620,LONP2,LPAR1,LPAR4,LPCAT1,LPCAT3,LPIN1,LPIN3,LRRC2,LRRC39,LRRC40,LRRC7,LRRCC1,LRRIQ1,LRRK1,LRRK2,LSS,LTC4S,LUZP1,LYAR,LYN,LZTFL1,MAB21L1,MACF1,MACROD1,MAF1,MAFF,MAFK,MAGEH1,MAGOHB,MAK,MAML3,MAN1A1,MAN2A1,MAOB,MAP1A,MAP1B,MAP1LC3A,MAP1LC3B,MAP1S,MAP2,MAP2K2,MAP3K14,MAP3K2,MAP3K20,MAP4,MAP6,MAPK14,MAPKAPK2,MAPRE1,MAPRE2,MAPT,MARCHF2,MARCHF3,MARCHF8,MARS1,MASTL,MAVS,MBD2,MBD3,MBNL1,MBNL3,MBTD1,MCCC2,MCM2,MCM3,MCM4,MCM5,MCM8,MCOLN1,MCRIP2,MDFI,MDGA1,MDH1,MDH2,MDM2,ME3,MED15,MED8,MEF2A,MEF2C,MEF2D,MEIS3,MEOX2,METTL17,MEX3D,MFN2,MFNG,MGA,MGAT5,MGLL,MGME1,MIB1,MIB2,MICAL1,MICAL3,MICOS10,MICOS13,MID1,MID1IP1,MIGA1,MIGA2,MITF,MIX23,MKI67,MKKS,MKNK2,MKS1,MKX,MLIP,MLXIP,MLXIPL,MMADHC,MMD,MMP14,MMP2,MMS22L,MMUT,MN1,MND1,MNS1,MON1A,MOSPD1,MOXD1,MPC2,MPHOSPH9,MPL,MPP7,MRAP2,MRC1,MRE11,MRI1,MRM3,MRNIP,MRPL15,MRPL16,MRPL2,MRPL24,MRPL28,MRPL35,MRPL38,MRPL42,MRPL43,MRPL45,MRPL46,MRPL48,MRPS17,MRPS18A,MRPS18B,MRPS24,MRPS27,MRPS33,MRPS34,MRPS35,MRPS5,MRPS9,MRS2,MSANTD4,MSC,MSH2,MSH4,MSH6,MSI1,MSMO1,MTA3,MTARC2,MTBP,MTCH2,MTDH,MTERF3,MTFP1,MTG1,MTHFD1L,MTM1,MTRF1,MUL1,MUTYH,MVK,MX1,MX2,MXD3,MYBL1,MYBL2,MYBPC3,MYCN,MYEF2,MYF5,MYH11,MYH13,MYH14,MYH15,MYH2,MYH3,MYL1,MYL4,MYLK2,MYO10,MYO16,MYO18B,MYO1B,MYO7A,MYO9A,MYO9B,MYOF,MYOM2,MYOZ1,MYPN,MYZAP,N4BP3,NAA10,NAA20,NAA50,NAALADL2,NABP2,NAMPT,NANS,NASP,NAV1,NAV2,NAV3,NAXE,NBAS,NBEAL2,NCAPD2,NCAPD3,NCAPG,NCAPG2,NCAPH,NCKAP5,NCKAP5L,NCOA2,ND4,NDC1,NDC80,NDN,NDRG2,NDUFA1,NDUFA10,NDUFA11,NDUFA12,NDUFA13,NDUFA2,NDUFA3,NDUFA4,NDUFA8,NDUFA9,NDUFAB1,NDUFAF1,NDUFAF3,NDUFAF4,NDUFAF5,NDUFAF6,NDUFB1,NDUFB3,NDUFB5,NDUFB6,NDUFB7,NDUFB8,NDUFB9,NDUFS1,NDUFS2,NDUFS4,NDUFS6,NDUFS7,NDUFV1,NEB,NECAB3,NEFL,NEIL1,NEIL3,NEK1,NEK2,NEK6,NEO1,NES,NEXN,NFATC1,NFATC3,NFATC4,NFE2L1,NFE2L2,NFE2L3,NFIB,NFIL3,NFKBIA,NFKBIL1,NFKBIZ,NFS1,NFXL1,NGFR,NHEJ1,NIBAN2,NIN,NINL,NKG7,NKIRAS1,NLN,NME4,NME6,NMI,NMRAL1,NNT,NOC2L,NOCT,NONO,NOP16,NOP56,NOS1,NOS3,NOSTRIN,NOTCH2,NOTCH3,NOVA1,NPAS3,NPC1,NPHP4,NPLOC4,NPM3,NQO2,NR0B2,NR1D2,NR1H2,NR1I3,NR2F1,NR2F6,NR4A3,NR5A2,NRAP,NRDC,NRM,NRXN1,NSD2,NSFL1C,NSG1,NSL1,NT5C3A,NT5E,NTAQ1,NTF4,NTMT1,NTMT2,NTN3,NUCB2,NUDCD3,NUDT12,NUDT5,NUF2,NUP107,NUP133,NUP205,NUP62CL,NUP93,NXT2,OBI1,OBSL1,ODAD4,ODF2,OFD1,OGDH,OGT,OMA1,OPHN1,OPTN,ORC1,ORC3,ORMDL1,ORMDL2,OSBPL10,OSBPL8,OSTC,OTC,OTUB2,OTUD7A,OTULINL,OVGP1,OXA1L,OXCT1,OXSM,P3H2,P3H3,P3H4,P4HA3,PABPC1,PABPC4,PACS1,PACSIN3,PAFAH1B2,PAM,PANK3,PANK4,PAQR3,PAQR6,PARD6G,PARG,PARK7,PARM1,PARP16,PARP3,PARP9,PARPBP,PARVA,PARVB,PASK,PATL1,PATZ1,PBK,PBX3,PBX4,PC,PCBD1,PCBP1,PCCB,PCLAF,PCLO,PCSK5,PCSK9,PCYOX1,PCYT1B,PDCD4,PDCD5,PDE4B,PDE4D,PDE9A,PDGFRA,PDHA1,PDHB,PDHX,PDIA3,PDIA4,PDIA5,PDIA6,PDK2,PDK4,PDLIM2,PDLIM3,PDLIM5,PDP1,PDPN,PECR,PELO,PENK,PER1,PER2,PEX2,PFKM,PGAP1,PGM5,PHACTR3,PHB2,PHEX,PHF1,PHF13,PHF19,PHF21A,PHF7,PHKG1,PHLDA1,PHLDB2,PHLPP1,PHTF1,PHTF2,PIAS3,PIGA,PIGQ,PIK3C2A,PIK3R2,PIMREG,PINK1,PIP4K2A,PIP4K2C,PIP4P2,PIR,PITHD1,PKD2,PKDCC,PKM,PLA1A,PLA2G4A,PLAA,PLAG1,PLAGL1,PLAT,PLCB1,PLCD4,PLCG2,PLD1,PLD2,PLEKHA5,PLEKHA8,PLEKHF1,PLEKHH2,PLEKHM1,PLEKHM2,PLEKHO1,PLIN1,PLIN4,PLIN5,PLK1,PLK3,PLOD1,PLOD2,PLPP3,PLPP7,PLS3,PLXNA1,PMS2,PNKD,PNPLA2,POC1A,POC1B,PODN,POGK,POGLUT2,POLA1,POLA2,POLD1,POLD2,POLDIP2,POLE2,POLG,POLH,POLL,POLR2F,POLR2G,POLR2J,POLR3A,POLR3D,POLR3GL,POLR3H,POSTN,POT1,POU6F1,PPARA,PPARGC1A,PPARGC1B,PPEF1,PPIF,PPIL3,PPL,PPM1A,PPM1B,PPM1F,PPP1CB,PPP1R12B,PPP1R15A,PPP1R1B,PPP1R9A,PPP2R5A,PPP2R5B,PPP3CA,PPP3CB,PPP5C,PPP6R2,PPTC7,PRCP,PRDM1,PRDM11,PRDM5,PRDX3,PRDX6,PREPL,PRICKLE3,PRIM2,PRKAB2,PRKAG1,PRKAG3,PRKAR1A,PRKAR1B,PRKAR2A,PRKCD,PRKCI,PRKCQ,PRKCZ,PRKD1,PROM1,PRR11,PRR19,PRRC1,PRRT2,PSAP,PSIP1,PSMA3,PSMA5,PSMB1,PSMB6,PSMB8,PSMB9,PSMC1,PSMC2,PSMC3,PSMC3IP,PSMC5,PSMD1,PSMD12,PSMD4,PTBP3,PTDSS1,PTGES2,PTGES3,PTK2B,PTN,PTPMT1,PTPN13,PTPN4,PTPRD,PTPRK,PTPRN,PTRH2,PTTG1,PUSL1,PVALB,PXDN,PXK,PXYLP1,PYCR2,QSOX1,RAB10,RAB13,RAB29,RAB34,RAB3A,RAB3D,RAB3IL1,RAB7A,RAB8B,RABEP2,RABL6,RAC2,RACGAP1,RAD21,RAD23A,RAD51,RAD51AP1,RAD51B,RAD9B,RADIL,RAF1,RAI14,RAI2,RALGAPA2,RANBP17,RANBP9,RAP1GDS1,RAP2C,RAPGEF3,RASGRF2,RB1CC1,RBBP8,RBFOX1,RBM15,RBM15B,RBM20,RBM38,RBMS2,RBP1,RBPJ,RCAN2,RCBTB2,RCC2,RCN1,RCN3,RCOR1,RCOR2,RCOR3,RDH11,RECQL,RECQL4,REEP1,REEP4,REST,RETREG1,REV3L,REXO2,REXO5,RFC3,RFC5,RFWD3,RGCC,RGMA,RGS12,RGS14,RGS3,RHEB,RHNO1,RHOD,RHOF,RIF1,RILPL1,RIMS1,RIPOR2,RMDN1,RMI2,RNASET2,RND2,RNF123,RNF14,RNF144A,RNF144B,RNF157,RNF165,RNF19B,RNF2,RNF38,ROCK2,ROGDI,ROMO1,RORA,RP2,RPA2,RPS6KA1,RPS6KA3,RRAGD,RRBP1,RRP9,RTKN,RUBCN,RUNX1T1,RXRG,RYBP,RYR2,S100A4,S100A6,S100PBP,S1PR1,SAFB2,SALL2,SAMHD1,SAMM50,SAP130,SAR1B,SARDH,SASS6,SAV1,SBDS,SBF2,SCAI,SCARB1,SCLY,SCMH1,SCML2,SCN3B,SCN5A,SCNM1,SCRT1,SDHA,SDHAF2,SDHB,SDHC,SEC23A,SEC24D,SEC31B,SEC61A1,SEL1L,SELENBP1,SELENOI,SELENON,SELENOO,SEMA4F,SEMA6D,SENP1,SENP5,SEPTIN1,SEPTIN11,SEPTIN2,SEPTIN3,SEPTIN4,SEPTIN5,SEPTIN6,SEPTIN7,SEPTIN9,SERPINB1,SERPINE2,SERTAD1,SERTAD4,SESN1,SESN2,SETD7,SEZ6L,SEZ6L2,SFMBT2,SFR1,SFXN1,SFXN5,SGCA,SGCD,SGCE,SGK1,SGO1,SGO2,SGPL1,SGPP1,SGSH,SH3BP5,SH3D19,SH3GL3,SH3GLB1,SH3PXD2A,SH3PXD2B,SH3RF2,SHFL,SHROOM2,SHROOM3,SHTN1,SIDT1,SIGLEC1,SIK3,SIPA1L1,SIRT2,SKA1,SKP2,SLAIN2,SLC15A3,SLC16A10,SLC16A3,SLC17A5,SLC1A6,SLC24A5,SLC25A12,SLC25A19,SLC25A22,SLC25A24,SLC25A25,SLC25A26,SLC25A27,SLC25A3,SLC25A4,SLC25A44,SLC27A1,SLC27A3,SLC2A11,SLC30A2,SLC30A7,SLC35A4,SLC35E2,SLC35E4,SLC35G1,SLC37A4,SLC39A2,SLC39A7,SLC3A2,SLC41A3,SLC44A2,SLC46A1,SLC50A1,SLC8A3,SLC9A7,SLCO5A1,SLF1,SLIRP,SLN,SMAD2,SMAD9,SMARCA1,SMARCA5,SMARCAD1,SMC2,SMC4,SMC6,SMDT1,SMG5,SMO,SMOX,SMPD1,SMTNL2,SMURF1,SMYD2,SNAP91,SND1,SNRPD1,SNRPG,SNTB1,SNTB2,SNUPN,SNX30,SNX7,SOAT1,SORBS1,SORCS1,SORT1,SOX11,SOX9,SPAG5,SPARC,SPART,SPATS2L,SPC25,SPCS1,SPDL1,SPEF1,SPEF2,SPG11,SPG21,SPG7,SPHK1,SPI1,SPICE1,SPIDR,SPINDOC,SPP1,SPR,SPRY2,SPTAN1,SPTB,SPTLC1,SPTY2D1,SQLE,SQOR,SQSTM1,SRC,SREBF2,SRF,SRGAP2,SRI,SRPX,SS18,SSBP4,SSPN,SSU72,SSUH2,SSX2IP,ST3GAL5,ST6GALNAC2,ST6GALNAC3,STAT1,STAT5B,STAU2,STC1,STEAP3,STEAP4,STIL,STIM1,STIM2,STING1,STK11,STK17B,STK26,STK3,STON2,STOX1,STOX2,STT3A,STUB1,STX11,STX1B,STXBP1,STXBP5,STXBP6,SUCLA2,SUCLG1,SUCLG2,SUCO,SULF1,SULF2,SUMF1,SUMF2,SUN2,SUPT16H,SUPV3L1,SVEP1,SVIL,SWAP70,SYBU,SYCP2,SYN1,SYNE3,SYNE4,SYNGR1,SYNPO2,SYNPO2L,SYPL1,SYPL2,SYS1,SYT12,SYT2,SYT9,SYTL2,TACC1,TACC3,TAF11,TAF12,TAF9B,TAP1,TAP2,TAPBP,TAPBPL,TAPT1,TASOR,TAX1BP3,TBC1D14,TBC1D2B,TBC1D31,TBCK,TBL1XR1,TBPL1,TBRG4,TBX15,TBX18,TCAP,TCEAL8,TCF12,TCF3,TCF4,TCF7L1,TCF7L2,TCHP,TCIRG1,TCTN3,TDP1,TDP2,TDRKH,TEAD1,TEAD2,TEAD4,TEK,TEKT1,TENM4,TESK1,TESK2,TET3,TEX10,TEX14,TEX2,TFEB,TFRC,TGFB3,TGFBI,TGFBR1,THAP11,THBS2,THBS4,THOC5,TIA1,TIGAR,TIMELESS,TIMM44,TIMM50,TIMM8A,TIMM8B,TINAGL1,TJP2,TLCD3A,TLK1,TLN2,TLR9,TM6SF1,TM7SF2,TMCC2,TMED3,TMEM120A,TMEM120B,TMEM126A,TMEM132A,TMEM143,TMEM184A,TMEM201,TMEM25,TMEM259,TMEM35A,TMEM38A,TMEM43,TMEM53,TMEM59L,TMEM67,TMEM9,TMEM98,TMEM9B,TMOD4,TMSB10,TMSB15A,TMSB15B,TMTC2,TMTC3,TMTC4,TMX4,TNIP1,TNNC2,TNNT2,TOMM34,TOMM40,TOMM40L,TOMM7,TONSL,TOP2A,TOP2B,TOX,TOX3,TP53INP2,TP63,TP73,TPBG,TPCN2,TPD52,TPM1,TPM2,TPM4,TPP2,TPRKB,TPST2,TPX2,TRAF3IP1,TRAF3IP2,TRAF5,TRAIP,TRAK1,TRAM1,TRAPPC13,TRAPPC2L,TRAPPC5,TRDN,TRERF1,TREX1,TRIM36,TRIM59,TRIM72,TRIP10,TRMT1L,TRMU,TRNP1,TRUB2,TSHZ3,TSPAN1,TSPO,TST,TSTD1,TTC26,TTC5,TTC8,TTK,TTLL1,TUB,TUBA1B,TUBA4A,TUBB,TUBE1,TUBGCP4,TUBGCP6,TUFM,TULP3,TUSC3,TWF1,TWF2,TXNRD1,TYRO3,UACA,UBA6,UBC,UBD,UBE2C,UBE2D4,UBE2Z,UBR2,UBXN1,UBXN7,UCHL3,UCP2,UCP3,UGCG,UGDH,UGGT1,UGGT2,UHRF1,ULK1,ULK3,UNC13D,UNG,UQCR10,UQCRC1,UQCRC2,UQCRQ,USF2,USP1,USP13,USP18,USP19,USP24,USP25,USP28,USP6NL,UTRN,UXS1,VAMP8,VAPB,VASH1,VASN,VAT1,VCAM1,VCAN,VCP,VDAC1,VDAC2,VDAC3,VHL,VIM,VMP1,VPS13B,VPS26A,VPS26B,VPS26C,VPS33A,VPS37A,VPS9D1,VRK1,VRK3,VWA5A,WASF1,WASF2,WDFY3,WDHD1,WDR35,WDR43,WDR47,WDR48,WDR6,WDR77,WDR83,WDR91,WDTC1,WEE1,WHAMM,WHRN,WIPF1,WIPF3,WIPI1,WLS,WRN,WWTR1,XIRP2,XPO1,XPO6,XYLT2,YBX3,YEATS2,YIF1B,YWHAZ,ZBTB1,ZBTB12,ZBTB16,ZBTB20,ZBTB7A,ZBTB7B,ZBTB7C,ZBTB8A,ZCCHC9,ZDHHC20,ZEB1,ZEB2,ZER1,ZFHX4,ZFP30,ZFPM2,ZFYVE27,ZGRF1,ZHX2,ZIC3,ZIC4,ZKSCAN4,ZKSCAN7,ZMIZ1,ZMYM2,ZNF142,ZNF175,ZNF235,ZNF26,ZNF260,ZNF280C,ZNF287,ZNF300,ZNF322,ZNF333,ZNF346,ZNF367,ZNF385A,ZNF395,ZNF396,ZNF423,ZNF449,ZNF503,ZNF518A,ZNF521,ZNF568,ZNF608,ZNF618,ZNF628,ZNF638,ZNF641,ZNF692,ZNF703,ZNF704,ZNF711,ZNF768,ZNF827,ZNF879,ZNFX1,ZRANB3,ZSCAN12,ZSCAN31,ZWILCH,ZWINT,ZXDC,ZYX


			GO:CC			endomembrane system			GO:0012505			7.48E-19			713			ABCA5,ABCA6,ABCB6,ABCC4,ABHD17C,ACAP3,ACE,ACKR3,ACO1,ACSBG1,ACSL1,ACSL4,ADAM8,ADAMTS9,AEN,AGPAT4,AJUBA,AKAP6,ALG10,ALG14,ALG8,ALG9,AMPH,ANGPTL6,ANKFY1,ANKRD13A,ANKRD13B,ANKRD13C,ANO2,ANXA11,ANXA2,AP1S1,AP3M2,AP4B1,APC2,APLP1,APOD,APOE,APOO,APP,AQP11,ARFIP2,ARHGAP1,ARHGAP32,ARHGAP5,ARHGEF2,ARL8B,ARRDC3,ARSE,ASB11,ASPH,ATAT1,ATG9A,ATL2,ATL3,ATP10D,ATP11B,ATP2A1,ATP2A3,ATP7A,ATR,ATXN3,AUP1,AZIN2,B3GALNT1,B3GALT2,B3GNT3,B4GALT4,BAIAP3,BCAP31,BCL6,BCL9,BDKRB2,BGN,BIN1,BLOC1S1,BLZF1,BNIP3,BNIP3L,BRCA2,BRIP1,BSG,C2CD2L,C6H16ORF74,CA4,CACNA1S,CALCR,CALCRL,CALR,CALU,CAND1,CAPN11,CASD1,CASQ1,CASQ2,CATSPER4,CAV2,CBL,CCDC47,CCDC88A,CD14,CD2,CD40LG,CD44,CDC42EP3,CDH15,CDIP1,CDK1,CDS1,CENPF,CEP131,CEP192,CEP85,CETN3,CHI3L1,CHPF,CHPT1,CHST1,CHST2,CHST3,CHSY1,CIB1,CKAP4,CLCA1,CLCN4,CLCN5,CLIP3,CLN6,CLSPN,CLSTN2,CLSTN3,CLU,COL1A2,COPB1,COPE,COPG2,COPS4,COPS5,COQ6,CORO1C,CPE,CPEB4,CPQ,CPT1C,CRABP2,CREB3L1,CREB3L2,CSDE1,CTSL,CTSZ,CUBN,CUL3,CUL7,CYB5D2,CYP1A1,CYP7B1,DAB2,DAPK2,DDRGK1,DENND4B,DHCR24,DHCR7,DHRS7,DHRS7C,DIAPH2,DIPK1A,DISC1,DLD,DLG4,DNAJB2,DNAJB9,DNAJC1,DNAJC18,DOP1B,DPY19L3,DPY19L4,DSE,DTNBP1,DTX2,DUSP10,DUSP26,DYM,EDA,EHD4,EMC2,EMC3,EMC7,EMC8,EMID1,ENTPD6,ENTPD7,EPHA3,EPHA4,ERAP1,ERAP2,ERBB2,ERO1A,ERP29,ESR1,EXT1,EXTL1,EXTL2,EZR,FADS1,FADS2,FAIM2,FAM114A1,FAM20A,FAM3C,FAR2,FBXW8,FCHO1,FCHSD2,FGD1,FGFR4,FIBIN,FITM1,FKBP10,FKBP7,FKBP9,FLOT2,FMNL3,FMO1,FMO2,FNDC3A,FNDC4,FNDC5,FOS,FOXRED2,FYCO1,FYN,G2E3,GALNT10,GALNT15,GALNT17,GALNT2,GALNT5,GALNT7,GAPDH,GARS1,GASK1A,GASK1B,GBA2,GBF1,GBP1,GCNT1,GCNT4,GGA1,GGA2,GJA1,GKAP1,GLCE,GLT8D2,GNAI3,GOLGA4,GOLGB1,GOLIM4,GOLM1,GOLT1B,GPAT4,GPC2,GPR161,GPR37,GRAMD1C,GRIPAP1,HADHB,HHAT,HHATL,HIP1,HMGCR,HOOK2,HPN,HS2ST1,HS6ST1,HS6ST2,HSD17B12,HSPA13,HSPA5,HSPB6,HTATIP2,IFIT2,IFT27,IFT57,IL17RD,IL4I1,INPP4A,INPP5F,INSR,ITGA5,ITGB1,ITGB4,ITGB7,ITM2A,ITM2C,ITPR3,ITSN1,JAM3,JPH1,JPH2,JPT1,KBTBD8,KCNK1,KCNN2,KDELR3,KDR,KEAP1,KIF20A,KTN1,LAMA3,LARGE1,LARGE2,LFNG,LIPG,LMBR1L,LMNB1,LMNB2,LMTK2,LNPK,LOC100510975,LOC100511343,LOC100512977,LOC100513346,LOC100517735,LOC100520512,LOC100522551,LOC100525350,LOC100622780,LOC100625711,LOC100737755,LPAR1,LPCAT1,LPCAT3,LPIN1,LRRK2,LSS,LTC4S,LYN,MAN1A1,MAN2A1,MAP2K2,MAP6,MAPRE1,MARCHF2,MARCHF3,MARCHF8,MCOLN1,MDGA1,MFNG,MGAT5,MIB2,MID1,MLIP,MMD,MMP14,MNS1,MON1A,MOSPD1,MOXD1,MPHOSPH9,MPL,MRAP2,MRC1,MSH6,MSMO1,MTDH,MTM1,MX1,MX2,MYH2,MYO1B,NBAS,NBEAL2,NDC1,NDRG2,NDUFB8,NECAB3,NEO1,NFE2L1,NFE2L2,NKIRAS1,NOP16,NOS1,NOS3,NPC1,NPLOC4,NRM,NSFL1C,NSG1,NT5C3A,NTF4,NTN3,NUP107,NUP133,NUP205,NUP62CL,NUP93,NXT2,OBSL1,OPTN,ORMDL1,ORMDL2,OSTC,OTULINL,P3H2,P3H3,P3H4,P4HA3,PACSIN3,PAM,PAQR3,PARK7,PARM1,PARP16,PCSK5,PCSK9,PCYT1B,PDE4B,PDGFRA,PDIA3,PDIA4,PDIA5,PDIA6,PENK,PGAP1,PHEX,PHF7,PHTF1,PHTF2,PIGA,PIGQ,PINK1,PIP4P2,PKD2,PKDCC,PKM,PLA1A,PLA2G4A,PLAGL1,PLAT,PLCD4,PLD1,PLD2,PLEKHA8,PLEKHF1,PLEKHM1,PLEKHM2,PLK3,PLOD1,PLOD2,PLPP3,PLPP7,POGLUT2,POSTN,PPP1R15A,PPP1R1B,PRDX3,PREPL,PRKAR1A,PRKAR1B,PRKCD,PRKCZ,PRKD1,PROM1,PRRC1,PRRT2,PSAP,PTDSS1,PTGES2,PTN,PTPRN,PXDN,PXYLP1,QSOX1,RAB10,RAB13,RAB29,RAB34,RAB3A,RAB3D,RAB3IL1,RAB7A,RAB8B,RABEP2,RAC2,RAD23A,RAF1,RAP1GDS1,RAP2C,RASGRF2,RB1CC1,RBM15B,RCBTB2,RCC2,RCN1,RCN3,RDH11,REEP1,REEP4,RETREG1,RGMA,RIF1,RNF123,RNF144A,RNF157,RNF19B,ROGDI,RP2,RRBP1,RUBCN,RYR2,S100A6,SAR1B,SCAI,SCLY,SCN5A,SEC23A,SEC24D,SEC31B,SEC61A1,SEL1L,SELENOI,SELENON,SEMA4F,SEMA6D,SENP1,SEPTIN1,SEPTIN2,SEPTIN4,SEPTIN5,SEPTIN6,SERPINE2,SEZ6L,SEZ6L2,SGCD,SGCE,SGPL1,SGPP1,SH3GL3,SH3GLB1,SIGLEC1,SLC15A3,SLC16A3,SLC1A6,SLC24A5,SLC27A1,SLC27A3,SLC30A2,SLC30A7,SLC35A4,SLC35E2,SLC35E4,SLC35G1,SLC37A4,SLC39A7,SLC46A1,SLC50A1,SLC8A3,SLC9A3R2,SLC9A7,SLIRP,SLN,SMO,SMOX,SMPD1,SNAP91,SNTB2,SNX30,SNX7,SOAT1,SORCS1,SORT1,SPARC,SPCS1,SPG21,SPHK1,SPP1,SPTLC1,SQLE,SRC,SREBF2,SRI,SRPX,SSPN,ST3GAL5,ST6GALNAC2,ST6GALNAC3,STEAP3,STEAP4,STIM1,STIM2,STING1,STK26,STT3A,STUB1,STX11,STX1B,STXBP1,STXBP5,SUCO,SULF1,SULF2,SUMF1,SUMF2,SUN2,SYN1,SYNE3,SYNE4,SYNGR1,SYPL1,SYPL2,SYS1,SYT12,SYT2,SYT9,SYTL2,TAF11,TAP1,TAP2,TAPBP,TAPBPL,TAX1BP3,TBC1D2B,TCIRG1,TEX2,TFRC,TGFBI,TGFBR1,THBS2,THBS4,TLCD3A,TLR9,TM7SF2,TMCC2,TMED3,TMEM120A,TMEM120B,TMEM132A,TMEM184A,TMEM201,TMEM25,TMEM259,TMEM35A,TMEM38A,TMEM43,TMEM53,TMEM59L,TMEM67,TMEM9,TMEM98,TMTC2,TMTC3,TMTC4,TMX4,TP63,TP73,TPBG,TPCN2,TPD52,TPST2,TRAK1,TRAM1,TRAPPC2L,TRAPPC5,TRDN,TREX1,TRIM36,TRIM59,TSPO,TUBA1B,TUBB,TUBGCP4,TUSC3,TYRO3,UBXN1,UGCG,UGGT1,UGGT2,ULK1,UNC13D,USP19,USP25,UXS1,VAMP8,VAPB,VASH1,VCAM1,VCP,VDAC2,VLDLR,VMP1,VPS13B,VPS26A,VPS26B,VPS26C,VPS33A,VPS37A,VRK1,WASF2,WDFY3,WDR48,WDR6,WDR77,WDR91,WHAMM,WIPI1,WLS,XPO1,XYLT2,YIF1B,ZBTB1,ZDHHC20,ZER1,ZFYVE27


			GO:CC			cell junction			GO:0030054			3.26E-18			381			ABHD17C,ABLIM3,ABR,ACTC1,ACTN2,ACTR3,ADD3,ADGRB3,ADGRL1,ADGRL2,ADORA2A,ADRA2A,AFAP1,AFDN,AGRN,AJUBA,AKR1A1,AMOT,AMPH,APBA3,APOE,APP,ARHGAP32,ARHGAP39,ARHGAP44,ARHGEF2,ARHGEF9,ARL8B,ASAP3,ATAD1,ATAT1,ATP1B1,ATP2B2,ATP2B3,BAIAP2L2,BAIAP3,BCR,BIN1,BNIP3,BVES,C4A,CACNA1G,CACNB1,CACNG7,CAMK2A,CAMKV,CAPN5,CASK,CAV2,CCDC141,CCDC88C,CCN3,CCNF,CDCA3,CDH10,CDH11,CDH15,CDH2,CDH20,CDH7,CHN2,CHRNA1,CHRNA10,CHRNA3,CHRND,CHRNE,CLCN4,CLDN10,CLMP,CLSTN2,CLSTN3,CLU,CNR1,COLQ,COPS4,COPS5,CORO2B,CPEB3,CPEB4,CPNE3,CPT1C,CTNNA1,CTNND1,CTNND2,CTTNBP2,CYFIP2,DCAF6,DCHS1,DCP2,DDX23,DDX58,DES,DISC1,DLC1,DLG4,DLG5,DLGAP4,DLL1,DNAJA3,DNM1,DPP4,DROSHA,DST,DTNA,DTNB,DTNBP1,DVL1,EFNB3,EFS,EGLN1,EGR3,EIF3J,EPB41L2,EPB41L3,EPCAM,EPHA4,EPHA7,EPHB2,EPS8,ERBIN,ESAM,EXT1,EZR,F8,FAP,FBF1,FER,FERMT3,FES,FGFR4,FHOD1,FLOT2,FLRT3,FMR1,FRMD4A,FRMD4B,FRMPD4,FSCN1,FXR1,FXR2,FYN,GAB1,GABRE,GJA1,GJA5,GJC1,GNB5,GPC2,GPC4,GPR37,GRIA4,GRID2,GRIK2,GRIN2D,GRIN3A,GRIPAP1,GRM7,HIP1,HMCN2,HOMER1,HOMER2,HOMER3,ICMT,IGSF11,IGSF9,IL16,INSYN1,IQGAP3,ITGA2,ITGA5,ITGAV,ITGB1,ITGB4,ITGB6,ITGB7,JAM3,KCMF1,KCNAB2,KCNB1,KCND2,KCNK1,KCNN2,KDR,KIRREL1,KIT,KLHL24,KPNA1,KPNA2,KRT8,LAMA4,LIMK1,LOC100515171,LRFN2,LRFN5,LRP4,LRP8,LRRC4,LRRC4B,LRRC4C,LRRK2,LRRTM3,MAGI3,MAP1A,MAP1B,MAP1S,MAP2K2,MAPK14,MAPK8IP1,MAPRE1,MAPRE2,MDGA1,MICAL1,MPDZ,MPP3,MPP7,MRPL46,MRPS18B,MUSK,MYH2,MYLK2,MYO7A,MYO9A,NAMPT,NECTIN3,NEFL,NEURL1,NGFR,NIBAN2,NLGN3,NOP16,NOS1,NOSTRIN,NPHP4,NPTX2,NRAP,NSG1,NTF4,OBSL1,OPHN1,P2RX5,PAK3,PARD6G,PARK7,PARPBP,PARVA,PARVB,PCDH12,PCDH17,PCLO,PDE4B,PDGFRA,PDLIM2,PDLIM5,PDPN,PGM5,PHLDB2,PIK3R2,PKD2,PLAA,PLAT,PLCB1,PLCG1,PLD1,PLEKHA5,PLPPR4,PPFIBP2,PPP1R9A,PPP3CA,PPP3CB,PRKAR1A,PRKAR1B,PRKCD,PRKCH,PRKCZ,PRKD1,PRRT2,PSMA3,PSMC3,PTK2B,PTK7,PTPRA,PTPRC,PTPRD,PTPRJ,PTPRK,PTPRN,PTPRS,PTPRZ1,PVALB,RAB10,RAB13,RAB3A,RAB3D,RAB8B,RAP2C,REXO2,RGS14,RHEB,RIMS1,ROGDI,S1PR2,SCN1B,SCN5A,SDK1,SENP1,SEPTIN1,SEPTIN2,SEPTIN3,SEPTIN4,SEPTIN5,SEPTIN6,SERPINE2,SGCA,SH2D5,SH3GL3,SHROOM2,SIRT2,SLC16A10,SLC1A3,SLC1A6,SLC29A2,SLC29A4,SLC2A11,SLC3A2,SLC7A2,SLC8A3,SLITRK1,SLITRK2,SLITRK4,SLITRK5,SNAP91,SNTB1,SNTB2,SORBS1,SPARCL1,SPART,SPG11,SPHK1,SPTAN1,SPTB,SRC,SRGAP2,SRPX2,SSX2IP,STON2,STRN,STX11,STX1B,STXBP1,STXBP5,SYN1,SYNGR1,SYNJ2,SYNPO2,SYNPO2L,SYPL2,SYT12,SYT2,SYT9,TEK,TGFBR1,TIAM1,TJP2,TLN2,TMEM47,TNS1,TNS3,TP73,TPBG,TSPAN1,TUBA1B,TWF1,USP53,UTRN,VCP,VDAC1,VHL,WASF2,XIRP2,YWHAZ,ZYX


			GO:CC			cell projection			GO:0042995			4.24E-17			408			ABLIM3,ABR,ACADM,ACAP3,ACTA2,ACTC1,ACTN2,ACTR3,ADCY3,ADCY4,ADCYAP1R1,ADGRG1,ADGRL1,AFAP1L1,AJUBA,AK1,AKT2,AMOT,ANK3,ANLN,ANTXR1,AP3M2,APC2,APOD,APP,ARFIP2,ARHGAP44,ARHGEF2,ARHGEF6,ARL8B,ARMC9,ARPC5,ARPIN,ASAP3,ATAT1,ATF4,ATP1A2,ATP1B1,ATP2B4,AZIN2,BBS12,BBS2,BBS5,BBS7,BCR,BIN1,BLOC1S1,BLOC1S4,BOC,BST1,BVES,C4A,CA4,CACNA1G,CALCR,CALM1,CAMK2A,CAMK2G,CAPG,CATSPER4,CATSPERG,CBL,CC2D2A,CCDC141,CCDC40,CCDC65,CCDC88A,CD200,CD44,CDC14A,CDC45,CDH2,CDK5R1,CENPF,CENPJ,CEP131,CEP170,CERKL,CETN3,CFAP20,CFL1,CHRNA1,CHRNA10,CHRNE,CIB1,CLCA1,CLSTN2,CLSTN3,CLU,CNR1,CNTN1,CNTN4,COPG2,COQ6,CORO1B,CORO1C,CPEB3,CPEB4,CPLANE1,CPLANE2,CPT1C,CROCC,CSPG4,CTNNA1,CTTNBP2,CUBN,CUL3,CYBRD1,DAAM1,DCX,DDX58,DEFB1,DIP2B,DISC1,DLC1,DLD,DLG4,DLG5,DNAH10,DPP4,DPYSL5,DRC1,DST,DTNBP1,DVL1,DYNC2I2,DYNLL1,DZIP1,EEF1A1,EFCAB7,EFHC1,EIF3J,EMB,EPHA3,EPHA4,EPHA7,EPHB2,EPHB3,EPHB4,EPS8,EPS8L2,EVC2,EZR,F8,FAP,FBF1,FCHSD2,FER,FGD1,FLOT2,FLRT3,FMR1,FRMD4B,FRMPD4,FSCN1,FXR1,FXR2,FYN,FZD9,GABRE,GARS1,GLI2,GLI3,GPI,GPR161,GRIA4,GRID2,GRIN3A,GRM7,GSTM3,GUCA1B,HOMER1,HOMER2,HOMER3,IFIT5,IFT122,IFT140,IFT27,IFT43,IFT46,IFT57,IFT80,IFT88,IGSF9,IL4I1,IL6ST,INPP5F,INPP5J,INSR,INTU,IQCB1,IQGAP2,IQGAP3,ITGA5,ITGAV,ITGB1,JAM3,KCNAB2,KCNB1,KCNC1,KCNC4,KCND2,KCNK1,KCNN1,KCNN2,KIAA0586,KIAA1549,KIF18A,KIF1A,KIF1C,KIF27,KIF2A,KIF3A,KIF3B,KIF5C,LIMK1,LOC100515171,LOC110255205,LRRC4,LRRC4B,LRRK2,LYAR,LZTFL1,MAK,MAP1A,MAP1B,MAP1S,MAP2,MAP4,MAP6,MAPK8IP1,MAPRE1,MAPT,MICAL1,MKKS,MKS1,MNS1,MTM1,MUL1,MYH14,MYO10,MYO1B,MYO7A,MYO9A,MYO9B,MYOT,N4BP3,NAV1,NAXE,NEFL,NEURL1,NEXN,NF1,NFIB,NIN,NOS1,NOTCH2,NPHP4,NRCAM,NTF4,ODAD4,ODF2,OFD1,OGT,OPHN1,P2RY1,PARK7,PARVA,PARVB,PCDHGB1,PCLO,PDE4B,PDE6A,PDGFRA,PDPN,PFKM,PINK1,PKD2,PKM,PLCE1,PLCG2,PLEKHH2,PLEKHO1,PLXND1,POC1A,POC1B,PODXL,PPP1R9A,PPP3CA,PRELID2,PRKAR1A,PRKAR2A,PRKCZ,PROM1,PRRT2,PTK2B,PTPN13,PTPN9,PTPRC,PVALB,RAB10,RAB13,RAB3A,RABEP2,RAC2,RAF1,RAPGEF3,RGS12,RGS14,RGS7,RHOD,RHOF,RILPL1,RIPOR2,RND2,ROBO1,RP2,RUFY3,S100A6,SCN1B,SCN4A,SCN7A,SCNN1A,SDC3,SEPTIN2,SEPTIN3,SEPTIN4,SEPTIN6,SEPTIN7,SEPTIN9,SGCE,SH3PXD2A,SH3PXD2B,SHTN1,SLC1A3,SLC26A6,SLC38A1,SLC38A4,SLC3A1,SLC6A1,SLC6A13,SLC7A8,SLC8A3,SLIRP,SMO,SNCG,SPAG5,SPEF1,SPEF2,SPG11,SPG7,SPRY2,SPTAN1,SPTB,SQSTM1,SRC,SRGAP2,SSX2IP,STAU2,STMN2,STON2,STRN,STRN4,STXBP1,SYBU,SYN1,SYT2,TAPT1,TEK,TEKT1,TENM1,TENM2,TENM3,TENM4,TLN2,TMEM107,TMEM185A,TMEM231,TMEM266,TMEM67,TNFRSF21,TPBG,TPM1,TPX2,TRAF3IP1,TRAK1,TTC21B,TTC26,TTC8,TTLL1,TUB,TULP3,TWF1,TWF2,TXNDC15,USH1C,UTRN,VCAM1,VHL,VIM,WASF1,WASF2,WDR19,WDR35,WDR47,WHRN,ZFYVE27,ZNF385A


			GO:CC			plasma membrane bounded cell projection			GO:0120025			8.17E-16			392			ABLIM3,ABR,ACADM,ACAP3,ACTA2,ACTC1,ACTN2,ACTR3,ADCY3,ADCY4,ADCYAP1R1,ADGRG1,ADGRL1,AJUBA,AK1,AKT2,AMOT,ANK3,ANLN,ANTXR1,AP3M2,APC2,APOD,APP,ARFIP2,ARHGAP44,ARHGEF2,ARHGEF6,ARL8B,ARMC9,ARPC5,ARPIN,ASAP3,ATAT1,ATF4,ATP1B1,ATP2B4,AZIN2,BBS12,BBS2,BBS5,BBS7,BCR,BIN1,BLOC1S1,BLOC1S4,BOC,BST1,BVES,C4A,CA4,CACNA1G,CALCR,CALM1,CAMK2A,CAMK2G,CAPG,CATSPER4,CATSPERG,CBL,CC2D2A,CCDC40,CCDC65,CCDC88A,CD200,CD44,CDC14A,CDC45,CDH2,CDK5R1,CENPF,CENPJ,CEP131,CEP170,CERKL,CETN3,CFAP20,CFL1,CHRNA1,CHRNA10,CHRNE,CIB1,CLCA1,CLU,CNR1,CNTN1,CNTN4,COPG2,CORO1B,CORO1C,CPEB3,CPEB4,CPLANE1,CPLANE2,CPT1C,CROCC,CSPG4,CTNNA1,CTTNBP2,CUBN,CUL3,CYBRD1,DAAM1,DCX,DDX58,DEFB1,DIP2B,DISC1,DLC1,DLD,DLG4,DLG5,DNAH10,DPP4,DPYSL5,DRC1,DTNBP1,DVL1,DYNC2I2,DYNLL1,DZIP1,EEF1A1,EFCAB7,EFHC1,EIF3J,EMB,EPHA3,EPHA4,EPHA7,EPHB2,EPHB3,EPHB4,EPS8,EPS8L2,EVC2,EZR,F8,FAP,FBF1,FCHSD2,FER,FGD1,FLOT2,FLRT3,FMR1,FRMD4B,FRMPD4,FSCN1,FXR1,FXR2,FYN,FZD9,GABRE,GARS1,GLI2,GLI3,GPI,GPR161,GRIA4,GRID2,GRIN3A,GRM7,GSTM3,GUCA1B,HOMER1,HOMER2,HOMER3,IFIT5,IFT122,IFT140,IFT27,IFT43,IFT46,IFT57,IFT80,IFT88,IGSF9,IL4I1,IL6ST,INPP5F,INPP5J,INSR,INTU,IQCB1,IQGAP2,IQGAP3,ITGA5,ITGAV,ITGB1,JAM3,KCNAB2,KCNB1,KCNC1,KCNC4,KCND2,KCNK1,KCNN1,KCNN2,KIAA0586,KIAA1549,KIF18A,KIF1A,KIF1C,KIF27,KIF2A,KIF3A,KIF3B,KIF5C,LIMK1,LOC100515171,LOC110255205,LRRC4,LRRC4B,LRRK2,LYAR,LZTFL1,MAK,MAP1A,MAP1B,MAP1S,MAP2,MAP4,MAP6,MAPK8IP1,MAPRE1,MAPT,MICAL1,MKKS,MKS1,MNS1,MTM1,MUL1,MYH14,MYO10,MYO1B,MYO7A,MYO9A,MYO9B,MYOT,N4BP3,NAV1,NAXE,NEFL,NEURL1,NEXN,NF1,NFIB,NIN,NOS1,NOTCH2,NPHP4,NRCAM,NTF4,ODAD4,ODF2,OFD1,OPHN1,P2RY1,PARK7,PARVA,PARVB,PCDHGB1,PCLO,PDE4B,PDE6A,PDGFRA,PDPN,PFKM,PINK1,PKD2,PKM,PLCE1,PLCG2,PLEKHH2,PLEKHO1,PLXND1,POC1A,POC1B,PODXL,PPP1R9A,PPP3CA,PRELID2,PRKAR1A,PRKAR2A,PRKCZ,PROM1,PRRT2,PTK2B,PTPN13,PTPN9,PTPRC,PVALB,RAB10,RAB13,RAB3A,RABEP2,RAC2,RAF1,RAPGEF3,RGS12,RGS14,RGS7,RILPL1,RIPOR2,ROBO1,RP2,RUFY3,S100A6,SCN1B,SCN4A,SCN7A,SCNN1A,SDC3,SEPTIN2,SEPTIN3,SEPTIN4,SEPTIN6,SEPTIN7,SEPTIN9,SGCE,SHTN1,SLC1A3,SLC26A6,SLC38A1,SLC38A4,SLC3A1,SLC6A1,SLC6A13,SLC7A8,SLC8A3,SLIRP,SMO,SNCG,SPAG5,SPEF1,SPEF2,SPG11,SPG7,SPRY2,SQSTM1,SRC,SRGAP2,SSX2IP,STAU2,STMN2,STON2,STRN,STRN4,STXBP1,SYBU,SYN1,SYT2,TAPT1,TEK,TEKT1,TENM1,TENM2,TENM4,TLN2,TMEM107,TMEM185A,TMEM231,TMEM266,TMEM67,TNFRSF21,TPBG,TPM1,TPX2,TRAF3IP1,TRAK1,TTC21B,TTC26,TTC8,TTLL1,TUB,TULP3,TWF1,TWF2,TXNDC15,USH1C,UTRN,VCAM1,VHL,VIM,WASF1,WASF2,WDR19,WDR35,WDR47,WHRN,ZFYVE27,ZNF385A


			GO:CC			collagen-containing extracellular matrix			GO:0062023			8.80E-16			86			ABI3BP,ADAM11,ADAMTS15,ADAMTS2,ADAMTS8,ADAMTS9,AGRN,ANGPT2,ANGPTL1,ANGPTL2,ANGPTL6,ANO2,ANXA2,CASK,CD151,CILP,COL11A1,COL12A1,COL14A1,COL16A1,COL1A2,COL21A1,COL27A1,COL2A1,COL3A1,COL5A1,COL5A2,COL5A3,COL7A1,ECM2,EGFL6,EMILIN1,EMILIN3,F3,FBLN1,FBLN5,FBN1,FBN2,FBN3,FMOD,FN1,FRAS1,FREM2,GPC2,GPC3,GPC4,GPC6,HMCN2,ITGB4,KAZALD1,LAMA3,LAMA4,LAMB1,LAMB3,LAMC1,LAMC3,LOC100523684,LOXL1,LOXL4,LTBP1,LTBP3,LUM,MATN2,MEGF9,MMRN2,NAV2,NID1,NID2,NTN3,OMD,P3H2,POSTN,PRG4,PTPRZ1,PXDN,SERPINE1,SERPINE2,SOD3,SPARC,SPARCL1,TGFB2,TGFB3,THBS2,THBS4,TIMP1,TNC


			GO:CC			extracellular matrix			GO:0031012			1.04E-15			123			ABI3BP,ADAM11,ADAMTS14,ADAMTS15,ADAMTS16,ADAMTS2,ADAMTS20,ADAMTS6,ADAMTS7,ADAMTS8,ADAMTS9,ADAMTSL3,ADAMTSL5,AGRN,ANGPT2,ANGPTL1,ANGPTL2,ANGPTL6,ANO2,ANXA2,APOE,ASPN,BGN,BMPER,CASK,CD151,CILP,COL11A1,COL11A2,COL12A1,COL14A1,COL16A1,COL1A2,COL21A1,COL22A1,COL27A1,COL2A1,COL3A1,COL5A1,COL5A2,COL5A3,COL7A1,COLQ,ECM2,EGFL6,EMID1,EMILIN1,EMILIN3,F3,FBLN1,FBLN5,FBN1,FBN2,FBN3,FCGBP,FGF1,FMOD,FN1,FRAS1,FREM2,GPC2,GPC3,GPC4,GPC6,HMCN2,HSD17B12,ITGB4,KAZALD1,LAMA3,LAMA4,LAMB1,LAMB3,LAMC1,LAMC3,LOC100523684,LOX,LOXL1,LOXL4,LRIG3,LRRN1,LRRN2,LRRN3,LTBP1,LTBP3,LUM,MATN2,MEGF9,MFAP2,MMP14,MMP16,MMP2,MMP23,MMRN2,NAV2,NID1,NID2,NTN3,OLFML2A,OLFML2B,OMD,P3H2,POSTN,PRG4,PTPRZ1,PTX3,PXDN,SERPINE1,SERPINE2,SNED1,SOD3,SPARC,SPARCL1,TGFB1,TGFB2,TGFB3,TGFBI,THBS2,THBS4,THSD4,TIMP1,TNC,VASN,VCAN


			GO:CC			external encapsulating structure			GO:0030312			1.28E-15			123			ABI3BP,ADAM11,ADAMTS14,ADAMTS15,ADAMTS16,ADAMTS2,ADAMTS20,ADAMTS6,ADAMTS7,ADAMTS8,ADAMTS9,ADAMTSL3,ADAMTSL5,AGRN,ANGPT2,ANGPTL1,ANGPTL2,ANGPTL6,ANO2,ANXA2,APOE,ASPN,BGN,BMPER,CASK,CD151,CILP,COL11A1,COL11A2,COL12A1,COL14A1,COL16A1,COL1A2,COL21A1,COL22A1,COL27A1,COL2A1,COL3A1,COL5A1,COL5A2,COL5A3,COL7A1,COLQ,ECM2,EGFL6,EMID1,EMILIN1,EMILIN3,F3,FBLN1,FBLN5,FBN1,FBN2,FBN3,FCGBP,FGF1,FMOD,FN1,FRAS1,FREM2,GPC2,GPC3,GPC4,GPC6,HMCN2,HSD17B12,ITGB4,KAZALD1,LAMA3,LAMA4,LAMB1,LAMB3,LAMC1,LAMC3,LOC100523684,LOX,LOXL1,LOXL4,LRIG3,LRRN1,LRRN2,LRRN3,LTBP1,LTBP3,LUM,MATN2,MEGF9,MFAP2,MMP14,MMP16,MMP2,MMP23,MMRN2,NAV2,NID1,NID2,NTN3,OLFML2A,OLFML2B,OMD,P3H2,POSTN,PRG4,PTPRZ1,PTX3,PXDN,SERPINE1,SERPINE2,SNED1,SOD3,SPARC,SPARCL1,TGFB1,TGFB2,TGFB3,TGFBI,THBS2,THBS4,THSD4,TIMP1,TNC,VASN,VCAN


			GO:CC			centrosome			GO:0005813			1.28E-15			179			ACADS,ACTR1B,AK5,AKNA,ARHGEF10,ATF4,ATF5,ATM,AURKB,BBS5,BBS7,BOD1,BRCA2,CALM1,CCDC14,CCDC141,CCDC77,CCDC88A,CCDC88C,CCNB1,CCNB2,CCNB3,CCNE1,CCNE2,CCNF,CCP110,CDC14A,CDC14B,CDC25B,CDC42BPG,CDC45,CDK1,CENPJ,CENPU,CEP112,CEP131,CEP152,CEP170,CEP76,CEP85,CETN3,CHD3,CHEK1,CHODL,CIB1,CKAP2,CKAP2L,CKAP5,CNTLN,CNTROB,CRMP1,CROCC,CTSC,CUL3,CUL7,DDHD2,DDX3X,DISC1,DLGAP5,DTL,DYNC2I2,DYNLL1,DZIP1,E2F1,EFHC1,ESPL1,EYA3,FAM110A,FBF1,FBXL7,GEN1,GNAI1,GNAI3,GPSM2,HAUS5,HAUS6,HK2,HMMR,HOOK2,HSF1,IFT140,IFT27,IFT43,IFT46,IFT57,IFT80,IFT88,IL4R,ILRUN,IQCB1,ITGB6,JTB,KAT2B,KEAP1,KIAA0586,KIAA0753,KIF20B,KIF24,KIF2A,KIF2C,KIF3B,KRT18,LCK,LRRC7,LRRCC1,MAK,MAP1S,MAPKAPK2,MAPRE1,MASTL,MCM3,MDH1,MIB1,MID1,MKKS,MKS1,MPHOSPH9,NCKAP5L,NDC80,NEK1,NEK2,NEK6,NFE2L2,NIN,NINL,NPHP4,NUP93,OBSL1,ODF2,OFD1,PCLAF,PDE4B,PHF1,PLAG1,PLK1,PLK3,POC1A,POC1B,POLR3H,PPP2R5A,PRKAR1A,PRKAR2A,PRKCQ,PXK,RABEP2,RABL6,RGCC,RGS14,RILPL1,ROCK2,RRAGD,SASS6,SGO1,SIRT2,SKA1,SLAIN2,SLF1,SPAG5,SPICE1,SSX2IP,STIL,STOX1,TAP1,TAPT1,TBC1D31,TEK,TESK1,TMEM67,TRAF3IP1,TRAF5,TTC26,TTC8,TUBGCP4,TUBGCP6,VPS37A,WDR35,WRN,ZBTB1,ZNF322


			GO:CC			microtubule organizing center			GO:0005815			3.52E-15			207			ACADS,ACTR1B,AK5,AKNA,ARHGEF10,ARMC9,ATF4,ATF5,ATM,AURKB,BBS2,BBS5,BBS7,BOD1,BRCA2,CALM1,CAPG,CCDC14,CCDC141,CCDC65,CCDC77,CCDC88A,CCDC88C,CCHCR1,CCNB1,CCNB2,CCNB3,CCNE1,CCNE2,CCNF,CCP110,CDC14A,CDC14B,CDC25B,CDC42BPG,CDC45,CDK1,CENPJ,CENPU,CEP112,CEP131,CEP152,CEP170,CEP76,CEP85,CETN3,CFAP20,CHD3,CHEK1,CHODL,CIB1,CKAP2,CKAP2L,CKAP5,CNTLN,CNTROB,CPLANE2,CRMP1,CROCC,CSTPP1,CTSC,CUL3,CUL7,DAAM1,DDHD2,DDX3X,DISC1,DLG5,DLGAP5,DTL,DYNC2I2,DYNLL1,DZIP1,E2F1,EFHC1,EML4,ESPL1,EYA3,EZR,FAM110A,FBF1,FBXL7,GEN1,GNAI1,GNAI3,GPSM2,HAUS5,HAUS6,HK2,HMMR,HOOK2,HSF1,IFT122,IFT140,IFT27,IFT43,IFT46,IFT57,IFT80,IFT88,IL4R,ILRUN,INTU,IQCB1,ITGB6,JTB,KAT2B,KEAP1,KIAA0586,KIAA0753,KIF20B,KIF24,KIF2A,KIF2C,KIF3B,KIFC1,KRT18,LCK,LOC100624559,LOC110255887,LRRC7,LRRCC1,MAK,MAP1S,MAPKAPK2,MAPRE1,MASTL,MCM3,MDH1,MIB1,MID1,MKKS,MKS1,MPHOSPH9,NCKAP5L,NDC80,NEK1,NEK2,NEK6,NFE2L2,NIN,NINL,NPHP4,NUP93,OBSL1,ODF2,OFD1,PCLAF,PDE4B,PHF1,PKD2,PLAG1,PLK1,PLK3,POC1A,POC1B,POLR3H,PPP2R5A,PRKAR1A,PRKAR2A,PRKCQ,PRKCZ,PXK,RABEP2,RABL6,RGCC,RGS14,RILPL1,ROCK2,RP2,RRAGD,SASS6,SGO1,SIRT2,SKA1,SLAIN2,SLF1,SMO,SMTNL2,SPAG5,SPDL1,SPICE1,SSX2IP,STIL,STOX1,TAP1,TAPT1,TBC1D31,TEK,TESK1,TMEM67,TOP2A,TP63,TP73,TRAF3IP1,TRAF5,TTC26,TTC8,TTLL1,TUBGCP4,TUBGCP6,VPS37A,WDR35,WHRN,WRN,ZBTB1,ZNF322


			GO:CC			mitochondrial envelope			GO:0005740			4.79E-13			163			ABCB6,ACADM,ACADVL,ACSL1,AFG3L2,AGPAT4,AIFM1,ALAS1,ALAS2,APOO,ATAD1,ATP5F1A,ATP5F1B,ATP5MC1,ATP5MC3,ATP5ME,ATP5PO,ATP6,ATXN3,BID,BLOC1S1,BNIP3,BNIP3L,C7H6ORF125,CHCHD10,CHCHD2,CHCHD3,CLU,CNR1,COQ2,COQ3,COQ5,COQ6,COQ8A,COQ9,COX1,COX10,COX17,COX3,COX4I1,COX5A,COX6B,CPOX,CPT1B,CPT1C,DNAJC19,ENDOG,ETFDH,FAM210B,FBXL4,FKBP10,FUNDC2,GK,GPAT2,HADHA,HADHB,HCCS,HIGD1A,HIGD1B,HIGD2A,HK1,HK2,IL4I1,IMMT,KLHL17,LETM1,LGALS3,LOC100524239,LOC100524873,LPIN1,LRRK2,MAOB,MAVS,MFN2,MICOS10,MICOS13,MIX23,MPC2,MRS2,MTG1,ND4,NDUFA1,NDUFA10,NDUFA11,NDUFA12,NDUFA13,NDUFA2,NDUFA3,NDUFA4,NDUFA8,NDUFA9,NDUFAB1,NDUFAF3,NDUFAF4,NDUFAF5,NDUFAF6,NDUFB1,NDUFB3,NDUFB5,NDUFB6,NDUFB7,NDUFB8,NDUFB9,NDUFS1,NDUFS2,NDUFS4,NDUFS6,NDUFS7,NDUFV1,NLN,NME4,OGT,OMA1,PARK7,PHB2,PINK1,PPIF,REXO2,RNF144B,ROMO1,SAMM50,SDHA,SDHB,SFXN1,SFXN5,SH3GLB1,SLC25A12,SLC25A22,SLC25A24,SLC25A25,SLC25A26,SLC25A27,SLC25A3,SLC25A4,SLC41A3,SLC8A3,SMDT1,SPART,SPG7,SRC,STING1,TIGAR,TIMM44,TIMM50,TIMM8A,TIMM8B,TOMM34,TOMM40,TOMM40L,TOMM7,TSPO,UBC,UCP2,UCP3,UQCR10,UQCRC1,UQCRC2,UQCRQ,VAT1,VDAC1,VDAC2,VDAC3,ZNFX1


			GO:CC			mitochondrial membrane			GO:0031966			6.00E-13			150			ABCB6,ACADM,ACADVL,ACSL1,AFG3L2,AGPAT4,ALAS1,ALAS2,APOO,ATAD1,ATP5F1A,ATP5F1B,ATP5MC1,ATP5MC3,ATP5ME,ATP5PO,ATP6,ATXN3,BID,BNIP3,BNIP3L,C7H6ORF125,CHCHD10,CHCHD3,CLU,CNR1,COQ2,COQ3,COQ5,COQ6,COQ8A,COQ9,COX1,COX10,COX3,COX4I1,COX5A,COX6B,CPT1B,CPT1C,DNAJC19,ENDOG,ETFDH,FAM210B,FUNDC2,GK,GPAT2,HADHA,HADHB,HCCS,HIGD1A,HIGD1B,HIGD2A,HK1,HK2,IL4I1,IMMT,KLHL17,LETM1,LGALS3,LOC100524239,LOC100524873,LPIN1,LRRK2,MAOB,MAVS,MFN2,MICOS10,MICOS13,MPC2,MRS2,MTG1,ND4,NDUFA1,NDUFA10,NDUFA11,NDUFA12,NDUFA13,NDUFA2,NDUFA3,NDUFA4,NDUFA8,NDUFA9,NDUFAB1,NDUFAF3,NDUFAF4,NDUFAF5,NDUFAF6,NDUFB1,NDUFB3,NDUFB5,NDUFB6,NDUFB7,NDUFB8,NDUFB9,NDUFS1,NDUFS2,NDUFS4,NDUFS6,NDUFS7,NDUFV1,OGT,OMA1,PHB2,PINK1,RNF144B,ROMO1,SAMM50,SDHA,SDHB,SFXN1,SFXN5,SH3GLB1,SLC25A12,SLC25A22,SLC25A24,SLC25A25,SLC25A26,SLC25A27,SLC25A3,SLC25A4,SLC41A3,SLC8A3,SMDT1,SPART,SPG7,SRC,STING1,TIGAR,TIMM44,TIMM50,TIMM8A,TIMM8B,TOMM34,TOMM40,TOMM40L,TOMM7,TSPO,UBC,UCP2,UCP3,UQCR10,UQCRC1,UQCRC2,UQCRQ,VAT1,VDAC1,VDAC2,VDAC3,ZNFX1


			GO:CC			organelle membrane			GO:0031090			8.22E-13			508			ABCA6,ABCB6,ABCC4,ABHD17C,ACADM,ACADVL,ACAP3,ACSL1,ADAM8,ADCY3,AEN,AFG3L2,AGPAT4,AKAP6,ALAS1,ALAS2,ALG14,ALG8,ALG9,ANKFY1,ANXA2,AP1S1,AP3M2,APOO,APPBP2,ARFIP2,ARHGAP1,ARL8B,ARPIN,ATAD1,ATG9A,ATL2,ATL3,ATP1A2,ATP1B1,ATP2A1,ATP2A3,ATP5F1A,ATP5F1B,ATP5MC1,ATP5MC3,ATP5ME,ATP5PO,ATP6,ATXN3,AUP1,AZIN2,B3GALNT1,B3GALT2,B3GNT3,B4GALT4,BAIAP2L2,BAIAP3,BBS2,BBS5,BBS7,BCAP31,BID,BLOC1S1,BLZF1,BNIP3,BNIP3L,BRCA2,BRIP1,BSG,C6H16ORF74,C7H6ORF125,CA4,CALR,CALU,CARHSP1,CAT,CAV2,CCDC47,CDIP1,CDS1,CEP192,CHCHD10,CHCHD3,CHPF,CHPT1,CHST1,CHST2,CHST3,CHSY1,CLCN4,CLCN5,CLIP3,CLSTN2,CLSTN3,CLU,CNR1,COPB1,COPE,COPG2,COQ2,COQ3,COQ5,COQ6,COQ8A,COQ9,CORO1C,COX1,COX10,COX3,COX4I1,COX5A,COX6B,CPE,CPT1B,CPT1C,CREB3L2,CSDC2,CSDE1,CUBN,CYBRD1,CYP1A1,CYP7B1,DDIAS,DDRGK1,DEPDC5,DHCR7,DHRS7,DHRS7C,DIPK1A,DNAJB2,DNAJC18,DNAJC19,DPY19L3,DPY19L4,DTNBP1,DTX2,EDA,EFCAB7,EHD4,EMC2,EMC3,EMC7,EMC8,ENDOG,ENTPD7,EPHA3,EPHA4,ERAP1,ERBB2,ERO1A,ETFDH,EVC2,EXT1,EXTL1,EXTL2,FADS1,FADS2,FAM210B,FAR2,FITM1,FLOT2,FMO1,FMO2,FNIP1,FUNDC2,GABARAPL2,GALNT10,GALNT15,GALNT17,GALNT2,GALNT5,GALNT7,GAPDH,GBA2,GBP1,GCNT1,GCNT4,GGA1,GGA2,GK,GNAI3,GOLIM4,GOLT1B,GPAT2,GPI,GPR137C,GPR143,GRAMD1C,GRIPAP1,HADHA,HADHB,HCCS,HIGD1A,HIGD1B,HIGD2A,HK1,HK2,HMGCR,HPN,HSD17B12,HSPA5,IFT27,IL4I1,IMMT,INPP4A,ITGB4,ITPR3,JPH1,JPH2,JPT1,KDELR3,KLHL17,LETM1,LFNG,LGALS3,LIG1,LMBR1L,LMNB1,LMNB2,LNPK,LOC100513346,LOC100517735,LOC100522551,LOC100524239,LOC100524873,LOC100525350,LOC100737755,LPCAT3,LPIN1,LRRK2,LSS,LTC4S,MAN2A1,MAOB,MAP1LC3A,MAP1LC3B,MARCHF2,MARCHF8,MAVS,MCM2,MCM3,MCM4,MCM5,MCM8,MCOLN1,MEIOB,MFN2,MFNG,MGAT5,MICOS10,MICOS13,MOSPD1,MOXD1,MPC2,MPL,MRAP2,MRC1,MRPL2,MRPL24,MRPS17,MRS2,MSMO1,MTDH,MTG1,MX1,MYO1B,MYO7A,MYOF,NABP2,NBAS,ND4,NDC1,NDUFA1,NDUFA10,NDUFA11,NDUFA12,NDUFA13,NDUFA2,NDUFA3,NDUFA4,NDUFA8,NDUFA9,NDUFAB1,NDUFAF3,NDUFAF4,NDUFAF5,NDUFAF6,NDUFB1,NDUFB3,NDUFB5,NDUFB6,NDUFB7,NDUFB8,NDUFB9,NDUFS1,NDUFS2,NDUFS4,NDUFS6,NDUFS7,NDUFV1,NECAB3,NFE2L1,NKG7,NOP16,NOS1,NPLOC4,NRM,NUP107,NUP133,NUP205,NUP93,OGT,OMA1,ORMDL1,ORMDL2,OSTC,OTULINL,PAM,PDE6A,PDIA3,PGAP1,PHB2,PIGA,PIGQ,PINK1,PIP4P2,PKD2,PLA1A,PLA2G4A,PLEKHM2,PLOD1,PLOD2,PLPP3,POLR2G,POLR3H,POT1,PPP1R1B,PRKD1,PROM1,PSMC1,PSMC2,PSMC3,PSMC5,PTDSS1,PTGES2,PTPRN,QSOX1,RAB10,RAB7A,RAB8B,RAP2C,RB1CC1,RCC2,RDH11,REEP1,REEP4,RIF1,RMI2,RNF123,RNF144B,ROMO1,RPA2,RYR2,SAMM50,SBF2,SCAI,SCNN1A,SDHA,SDHB,SEC23A,SEC24D,SEC31B,SEC61A1,SEL1L,SELENOI,SELENON,SENP1,SEPTIN2,SFXN1,SFXN5,SGPP1,SH3BP5,SH3GL3,SH3GLB1,SLC15A3,SLC16A3,SLC17A5,SLC25A12,SLC25A22,SLC25A24,SLC25A25,SLC25A26,SLC25A27,SLC25A3,SLC25A4,SLC26A6,SLC30A7,SLC35A4,SLC35G1,SLC37A4,SLC41A3,SLC8A3,SLC9A7,SMDT1,SMO,SMOX,SOAT1,SORT1,SPARC,SPART,SPCS1,SPG7,SPHK1,SQLE,SRBD1,SRC,SREBF2,SRI,STEAP3,STEAP4,STIM1,STIM2,STING1,STT3A,STXBP5,SUN2,SYN1,SYNE3,SYNGR1,SYS1,SYT2,TAP1,TAP2,TAPBP,TAX1BP3,TCIRG1,TEX2,TFEB,TFRC,TIGAR,TIMM44,TIMM50,TIMM8A,TIMM8B,TM6SF1,TM7SF2,TMED3,TMEM120A,TMEM120B,TMEM184A,TMEM198B,TMEM201,TMEM231,TMEM35A,TMEM38A,TMEM43,TMEM53,TMEM59L,TMEM67,TMEM9,TMEM98,TMEM9B,TMTC2,TMX4,TOMM34,TOMM40,TOMM40L,TOMM7,TPCN2,TPST2,TRDN,TREX1,TRIM72,TSPO,TTC8,TUSC3,TYRO3,UBC,UBXN1,UCP2,UCP3,UGCG,ULK1,UQCR10,UQCRC1,UQCRC2,UQCRQ,USP19,UXS1,VAMP8,VAPB,VAT1,VCP,VDAC1,VDAC2,VDAC3,VMP1,VPS13B,VPS26A,VPS33A,VPS37A,WDR91,WHAMM,WIPI1,WLS,XPO1,XYLT2,YBX3,YIF1B,ZBTB1,ZFYVE27,ZNFX1


			GO:CC			actin cytoskeleton			GO:0015629			9.37E-13			137			ABL1,ABLIM2,ABLIM3,ACACA,ACTA1,ACTA2,ACTC1,ACTN2,ACTR3,ADAM8,AFAP1,AFAP1L1,AKAP13,AMOT,ANKRD23,ANLN,APC2,ARHGAP32,ARPC5,ARSJ,AVIL,CAPZA1,CAPZA2,CCDC102A,CCDC141,CDC42EP3,CDH2,CFL1,CNN3,CNR1,CORO1B,CORO1C,CROCC,CTNNA1,CTTNBP2,DAAM1,DAPK1,DDR2,DDX58,DENND2A,DIAPH1,DIAPH2,DIAPH3,DLC1,DNAJA3,DSTN,EEF1A1,EFR3B,EPHA3,EZR,FCHSD1,FER,FERMT3,FHL3,FHOD1,FILIP1,FLOT2,FLT1,FOXA3,FSCN1,FYN,GAS2L3,GBP1,HCLS1,IFIT5,JAM3,KAT2B,KEAP1,LMOD2,LOC100736765,LOC110255887,MACF1,MICAL1,MYH11,MYH13,MYH14,MYH15,MYH2,MYH3,MYL1,MYO10,MYO16,MYO18B,MYO1B,MYO7A,MYO9A,MYO9B,MYOZ1,MYZAP,NDC1,NEXN,NOTCH3,NPM3,OPHN1,PARVA,PARVB,PDLIM2,PDLIM5,PGM5,PLEKHH2,PLS3,POU6F1,PPP1R9A,RAC2,RAPGEF3,RTKN,SEPTIN11,SEPTIN2,SEPTIN9,SH3PXD2A,SH3PXD2B,SHROOM2,SIPA1L1,SMTNL2,SPRY2,SPTAN1,SPTB,SRC,SVIL,SWAP70,SYNPO2,SYNPO2L,TEK,TMOD4,TNNC2,TNNT2,TPM1,TPM2,TPM4,TWF1,TWF2,VCAM1,WHRN,WIPF1,WIPF3,XIRP2,ZYX


			GO:CC			organelle envelope			GO:0031967			9.54E-13			236			ABCB6,ACADM,ACADVL,ACSL1,AEN,AFG3L2,AGPAT4,AIFM1,AKAP6,ALAS1,ALAS2,ALG14,ANXA11,APOO,APP,ATAD1,ATP5F1A,ATP5F1B,ATP5MC1,ATP5MC3,ATP5ME,ATP5PO,ATP6,ATXN3,BID,BIN1,BLOC1S1,BNIP3,BNIP3L,BRIP1,C7H6ORF125,CALR,CENPF,CEP192,CETN3,CHCHD10,CHCHD2,CHCHD3,CLU,CNR1,COQ2,COQ3,COQ5,COQ6,COQ8A,COQ9,COX1,COX10,COX17,COX3,COX4I1,COX5A,COX6B,CPOX,CPT1B,CPT1C,DHCR7,DNAJB2,DNAJC19,DPY19L3,DPY19L4,DTX2,ENDOG,EPHA3,ETFDH,FAM210B,FBXL4,FKBP10,FUNDC2,GAPDH,GK,GPAT2,HADHA,HADHB,HCCS,HIGD1A,HIGD1B,HIGD2A,HK1,HK2,HPN,HTATIP2,IL4I1,IMMT,INPP4A,INSR,ITGB4,JPT1,KLHL17,LETM1,LGALS3,LMNB1,LMNB2,LOC100524239,LOC100524873,LOC100622780,LPIN1,LRRK2,LTC4S,MAOB,MAVS,MFN2,MICOS10,MICOS13,MIX23,MLIP,MNS1,MPC2,MPL,MRS2,MTG1,MX1,MX2,ND4,NDC1,NDUFA1,NDUFA10,NDUFA11,NDUFA12,NDUFA13,NDUFA2,NDUFA3,NDUFA4,NDUFA8,NDUFA9,NDUFAB1,NDUFAF3,NDUFAF4,NDUFAF5,NDUFAF6,NDUFB1,NDUFB3,NDUFB5,NDUFB6,NDUFB7,NDUFB8,NDUFB9,NDUFS1,NDUFS2,NDUFS4,NDUFS6,NDUFS7,NDUFV1,NLN,NME4,NPC1,NRM,NUP107,NUP133,NUP205,NUP62CL,NUP93,NXT2,OGT,OMA1,OTULINL,PARK7,PARP16,PHB2,PINK1,PLA2G4A,PLPP7,PPIF,PRKCZ,RAC2,RB1CC1,RBM15B,REXO2,RIF1,RNF123,RNF144B,ROMO1,S100A6,SAMM50,SCAI,SDHA,SDHB,SENP1,SFXN1,SFXN5,SH3GLB1,SLC16A3,SLC25A12,SLC25A22,SLC25A24,SLC25A25,SLC25A26,SLC25A27,SLC25A3,SLC25A4,SLC41A3,SLC8A3,SMDT1,SMOX,SPART,SPG7,SRC,STING1,SUN2,SYNE3,SYNE4,TIGAR,TIMM44,TIMM50,TIMM8A,TIMM8B,TM7SF2,TMEM120A,TMEM120B,TMEM201,TMEM38A,TMEM43,TMEM53,TMX4,TOMM34,TOMM40,TOMM40L,TOMM7,TSPO,TUBB,TYRO3,UBC,UCP2,UCP3,UQCR10,UQCRC1,UQCRC2,UQCRQ,VAT1,VDAC1,VDAC2,VDAC3,WDFY3,XPO1,ZBTB1,ZNFX1


			GO:CC			envelope			GO:0031975			9.54E-13			236			ABCB6,ACADM,ACADVL,ACSL1,AEN,AFG3L2,AGPAT4,AIFM1,AKAP6,ALAS1,ALAS2,ALG14,ANXA11,APOO,APP,ATAD1,ATP5F1A,ATP5F1B,ATP5MC1,ATP5MC3,ATP5ME,ATP5PO,ATP6,ATXN3,BID,BIN1,BLOC1S1,BNIP3,BNIP3L,BRIP1,C7H6ORF125,CALR,CENPF,CEP192,CETN3,CHCHD10,CHCHD2,CHCHD3,CLU,CNR1,COQ2,COQ3,COQ5,COQ6,COQ8A,COQ9,COX1,COX10,COX17,COX3,COX4I1,COX5A,COX6B,CPOX,CPT1B,CPT1C,DHCR7,DNAJB2,DNAJC19,DPY19L3,DPY19L4,DTX2,ENDOG,EPHA3,ETFDH,FAM210B,FBXL4,FKBP10,FUNDC2,GAPDH,GK,GPAT2,HADHA,HADHB,HCCS,HIGD1A,HIGD1B,HIGD2A,HK1,HK2,HPN,HTATIP2,IL4I1,IMMT,INPP4A,INSR,ITGB4,JPT1,KLHL17,LETM1,LGALS3,LMNB1,LMNB2,LOC100524239,LOC100524873,LOC100622780,LPIN1,LRRK2,LTC4S,MAOB,MAVS,MFN2,MICOS10,MICOS13,MIX23,MLIP,MNS1,MPC2,MPL,MRS2,MTG1,MX1,MX2,ND4,NDC1,NDUFA1,NDUFA10,NDUFA11,NDUFA12,NDUFA13,NDUFA2,NDUFA3,NDUFA4,NDUFA8,NDUFA9,NDUFAB1,NDUFAF3,NDUFAF4,NDUFAF5,NDUFAF6,NDUFB1,NDUFB3,NDUFB5,NDUFB6,NDUFB7,NDUFB8,NDUFB9,NDUFS1,NDUFS2,NDUFS4,NDUFS6,NDUFS7,NDUFV1,NLN,NME4,NPC1,NRM,NUP107,NUP133,NUP205,NUP62CL,NUP93,NXT2,OGT,OMA1,OTULINL,PARK7,PARP16,PHB2,PINK1,PLA2G4A,PLPP7,PPIF,PRKCZ,RAC2,RB1CC1,RBM15B,REXO2,RIF1,RNF123,RNF144B,ROMO1,S100A6,SAMM50,SCAI,SDHA,SDHB,SENP1,SFXN1,SFXN5,SH3GLB1,SLC16A3,SLC25A12,SLC25A22,SLC25A24,SLC25A25,SLC25A26,SLC25A27,SLC25A3,SLC25A4,SLC41A3,SLC8A3,SMDT1,SMOX,SPART,SPG7,SRC,STING1,SUN2,SYNE3,SYNE4,TIGAR,TIMM44,TIMM50,TIMM8A,TIMM8B,TM7SF2,TMEM120A,TMEM120B,TMEM201,TMEM38A,TMEM43,TMEM53,TMX4,TOMM34,TOMM40,TOMM40L,TOMM7,TSPO,TUBB,TYRO3,UBC,UCP2,UCP3,UQCR10,UQCRC1,UQCRC2,UQCRQ,VAT1,VDAC1,VDAC2,VDAC3,WDFY3,XPO1,ZBTB1,ZNFX1


			GO:CC			contractile fiber			GO:0043292			3.74E-12			69			ACTA1,ACTA2,ACTC1,ACTN2,ANKRD1,ANKRD23,ATP2B4,BAG3,CACNA1S,CALM1,CASQ1,CSRP2,DES,FBXO32,FHL2,FHL3,FHL5,FXR1,HOMER1,HRC,JPH1,KAT2B,KCNN2,KRT8,LDB3,LMOD2,LOC100736765,LOC110255887,MMP2,MTM1,MYBPC3,MYH13,MYH2,MYH3,MYL1,MYL4,MYO18B,MYOM2,MYOZ1,MYPN,MYZAP,NEB,NRAP,PDE4B,PDLIM2,PDLIM3,PDLIM5,PGM5,PPP1R12B,PPP2R5A,PPP3CA,PPP3CB,PTPRD,RYR2,SCN3B,SCN5A,SMTNL2,SRI,STUB1,SVIL,SYNPO2,SYNPO2L,TCAP,TMOD4,TNNC2,TNNT2,TWF1,TWF2,XIRP2


			GO:CC			synapse			GO:0045202			4.73E-12			243			ABHD17C,ABLIM3,ABR,ACTC1,ADD3,ADGRB3,ADGRL1,ADGRL2,ADORA2A,ADRA2A,AGRN,AKR1A1,AMPH,APBA3,APOE,APP,ARHGAP32,ARHGAP39,ARHGAP44,ARHGEF9,ARL8B,ATAD1,ATP2B2,ATP2B3,BAIAP3,BCR,BIN1,BNIP3,C4A,CACNA1G,CACNB1,CACNG7,CAMK2A,CAMKV,CAPN5,CASK,CDH11,CDH15,CDH2,CHN2,CHRNA1,CHRNA10,CHRNA3,CHRND,CHRNE,CLCN4,CLSTN2,CLSTN3,CLU,CNR1,COLQ,COPS4,COPS5,CPEB3,CPEB4,CPT1C,CTNND2,CTTNBP2,CYFIP2,DDX23,DES,DISC1,DLG4,DLG5,DLGAP4,DNAJA3,DNM1,DROSHA,DTNA,DTNB,DTNBP1,DVL1,EFNB3,EGLN1,EGR3,EIF3J,EPHA4,EPHA7,EPHB2,EPS8,ERBIN,EXT1,FLOT2,FLRT3,FMR1,FRMPD4,FXR1,FXR2,FYN,GABRE,GNB5,GPC2,GPC4,GPR37,GRIA4,GRID2,GRIK2,GRIN2D,GRIN3A,GRIPAP1,GRM7,HIP1,HOMER1,HOMER2,HOMER3,ICMT,IGSF9,INSYN1,ITGA5,ITGB1,KCMF1,KCNAB2,KCNB1,KCND2,KCNK1,KCNN2,KPNA1,KPNA2,LAMA4,LOC100515171,LRFN2,LRFN5,LRP4,LRP8,LRRC4,LRRC4B,LRRC4C,LRRK2,LRRTM3,MAP1A,MAP1B,MAP1S,MAPK14,MAPK8IP1,MDGA1,MICAL1,MUSK,MYLK2,MYO7A,MYO9A,NECTIN3,NEFL,NEURL1,NGFR,NLGN3,NOP16,NOS1,NOSTRIN,NPHP4,NPTX2,NSG1,NTF4,OBSL1,OPHN1,P2RX5,PAK3,PARK7,PARPBP,PCDH17,PCLO,PDE4B,PLAA,PLAT,PLCB1,PLCG1,PLD1,PLEKHA5,PLPPR4,PPFIBP2,PPP1R9A,PPP3CA,PPP3CB,PRKAR1A,PRKAR1B,PRRT2,PSMA3,PSMC3,PTK2B,PTPRA,PTPRD,PTPRN,PTPRS,PTPRZ1,PVALB,RAB10,RAB13,RAB3A,RAB3D,RAB8B,RGS14,RHEB,RIMS1,ROGDI,S1PR2,SDK1,SEPTIN1,SEPTIN2,SEPTIN3,SEPTIN4,SEPTIN5,SEPTIN6,SERPINE2,SH2D5,SH3GL3,SLC1A3,SLC1A6,SLC29A2,SLC29A4,SLC3A2,SLC8A3,SLITRK1,SLITRK2,SLITRK4,SLITRK5,SNAP91,SNTB1,SNTB2,SPARCL1,SPART,SPG11,SPHK1,SRGAP2,SRPX2,STON2,STX11,STX1B,STXBP1,STXBP5,SYN1,SYNGR1,SYNJ2,SYPL2,SYT12,SYT2,SYT9,TPBG,TUBA1B,UTRN,VCP,VDAC1,VHL,WASF2,YWHAZ


			GO:CC			myofibril			GO:0030016			7.13E-12			67			ACTA1,ACTC1,ACTN2,ANKRD1,ANKRD23,ATP2B4,BAG3,CACNA1S,CALM1,CASQ1,CSRP2,DES,FBXO32,FHL2,FHL3,FHL5,FXR1,HOMER1,HRC,JPH1,KAT2B,KCNN2,KRT8,LDB3,LMOD2,LOC100736765,LOC110255887,MMP2,MTM1,MYBPC3,MYH13,MYH2,MYH3,MYL4,MYO18B,MYOM2,MYOZ1,MYPN,MYZAP,NEB,NRAP,PDE4B,PDLIM2,PDLIM3,PDLIM5,PGM5,PPP1R12B,PPP2R5A,PPP3CA,PPP3CB,PTPRD,RYR2,SCN3B,SCN5A,SMTNL2,SRI,STUB1,SVIL,SYNPO2,SYNPO2L,TCAP,TMOD4,TNNC2,TNNT2,TWF1,TWF2,XIRP2


			GO:CC			mitochondrial matrix			GO:0005759			1.57E-11			88			ACADL,ACADM,ACADVL,ACSM4,ACSM5,ACSS1,ACSS3,AK3,ALAS1,ALAS2,ATXN3,BCKDHA,BCKDHB,BCKDK,BLOC1S1,C7H6ORF125,CASQ1,CCNB1,CDK1,CHCHD1,CLPX,COQ5,CPS1,DLAT,DLD,DLST,DNAJA3,DNAJC19,ELAC2,ETFA,ETFB,FASTK,GLRX5,HADHA,HADHB,HSD17B10,HSPA9,IDH3G,ISCU,LACTB2,LRRK2,MCCC2,MDH2,MMUT,MRPL15,MRPL16,MRPL2,MRPL24,MRPL28,MRPL35,MRPL38,MRPL42,MRPL43,MRPL46,MRPL48,MRPS17,MRPS18A,MRPS18B,MRPS27,MRPS35,MRPS5,MRPS9,MTG1,NDUFA10,NDUFA9,NDUFAB1,NFS1,PARK7,PCCB,PDHA1,PDHB,PDHX,PDK2,PDK4,POLDIP2,POLG,PPTC7,REXO2,SDHAF2,SUCLG1,SUCLG2,SUPV3L1,TBRG4,TIMM44,TP63,TP73,TUFM,VDAC2


			GO:CC			microtubule			GO:0005874			2.03E-11			105			AKNA,APC2,ARHGEF2,ASPM,ATAT1,AURKB,BOD1,CALM1,CAPN6,CCT6A,CDK1,CDK2AP2,CENPE,CKAP5,CLIP1,CLIP3,CLIP4,CLMP,CSTPP1,CUL3,DIAPH1,DISC1,DNAH10,DNAL4,DNM1,DPP9,DST,DYNLL1,EML4,FAM110A,GRAMD2B,HAUS5,HAUS6,HOOK2,INCENP,KIF11,KIF12,KIF14,KIF15,KIF18A,KIF18B,KIF1A,KIF1C,KIF20A,KIF21B,KIF22,KIF23,KIF24,KIF27,KIF2A,KIF2C,KIF3A,KIF3B,KIF5C,KIFC1,KLC2,KLHL21,LOC100155138,LOC100158003,LOC100510930,MACF1,MAP1A,MAP1B,MAP1S,MAP2,MAP2K2,MAP4,MAP6,MAPRE1,MAPRE2,MAPT,MID1,MX1,MX2,NAV3,NCKAP5,NCKAP5L,NIN,PKD2,PLK1,RAB3D,RADIL,REEP1,REEP4,RMDN1,SEPTIN9,SHROOM2,SHTN1,SIRT2,SKA1,SLAIN2,SPAG5,SPEF1,SPRY2,STAU2,SYBU,TPX2,TRIM36,TTLL1,TUBA1B,TUBA4A,TUBB,TUBE1,TUBGCP4,WDR47


			GO:CC			mitochondrial protein-containing complex			GO:0098798			2.23E-11			98			AFG3L2,APOO,ATP5F1A,ATP5F1B,ATP5MC1,ATP5ME,ATP5PO,BCKDHA,BCKDHB,CHCHD10,CHCHD3,CLPX,COX1,COX3,COX4I1,COX5A,DLAT,DLD,DNAJC19,HADHA,HADHB,HSD17B10,IDH3G,IMMT,ISCU,LOC100524239,LOC100524873,MCCC2,MICOS10,MICOS13,MRPL15,MRPL16,MRPL2,MRPL24,MRPL28,MRPL35,MRPL38,MRPL42,MRPL43,MRPL46,MRPL48,MRPS17,MRPS18A,MRPS18B,MRPS27,MRPS35,MRPS5,MRPS9,ND4,NDUFA1,NDUFA10,NDUFA11,NDUFA12,NDUFA13,NDUFA2,NDUFA3,NDUFA4,NDUFA8,NDUFA9,NDUFAB1,NDUFB1,NDUFB3,NDUFB5,NDUFB6,NDUFB7,NDUFB8,NDUFB9,NDUFS1,NDUFS2,NDUFS4,NDUFS6,NDUFS7,NDUFV1,NFS1,PDHA1,PDHB,PDHX,PDK2,PHB2,POLG,PPIF,SAMM50,SDHB,SLC25A4,SMDT1,SPG7,SUCLG1,SUCLG2,SUPV3L1,TIMM50,TIMM8A,TOMM40,TOMM40L,TOMM7,UQCR10,UQCRC1,UQCRC2,UQCRQ


			GO:CC			sarcomere			GO:0030017			4.33E-11			60			ACTA1,ACTC1,ACTN2,ANKRD1,ANKRD23,ATP2B4,BAG3,CACNA1S,CALM1,CASQ1,CSRP2,DES,FBXO32,FHL2,FHL3,FHL5,HOMER1,HRC,JPH1,KAT2B,KCNN2,KRT8,LDB3,LMOD2,LOC100736765,MMP2,MTM1,MYBPC3,MYH2,MYL4,MYO18B,MYOM2,MYOZ1,MYPN,MYZAP,NEB,NRAP,PDE4B,PDLIM2,PDLIM3,PDLIM5,PGM5,PPP1R12B,PPP2R5A,PPP3CA,PPP3CB,PTPRD,RYR2,SCN3B,SCN5A,SMTNL2,SRI,STUB1,SYNPO2,SYNPO2L,TCAP,TMOD4,TNNC2,TNNT2,XIRP2


			GO:CC			endoplasmic reticulum			GO:0005783			4.95E-11			308			ABCB6,ABCC4,ACO1,ACSBG1,ACSL1,ACSL4,ADAMTS9,AGPAT4,AKAP6,ALG10,ALG14,ALG8,ALG9,ANKRD13C,ANO2,APOD,APOE,APOO,APP,AQP11,ARHGAP5,ASB11,ASPH,ATG9A,ATL2,ATL3,ATP10D,ATP11B,ATP2A1,ATP2A3,ATXN3,AUP1,BCAP31,BNIP3L,BSG,C2CD2L,C6H16ORF74,CA4,CACNA1S,CALCRL,CALR,CALU,CASQ1,CASQ2,CCDC47,CCDC88A,CDK1,CDS1,CHI3L1,CHPT1,CIB1,CKAP4,CLCN4,CLN6,CLSTN2,CLSTN3,CLU,COL1A2,COPE,COPG2,CPEB4,CPQ,CPT1C,CRABP2,CREB3L1,CREB3L2,CTSZ,CYB5D2,CYP1A1,CYP7B1,DDRGK1,DHCR24,DHCR7,DHRS7,DHRS7C,DIAPH2,DIPK1A,DLG4,DNAJB9,DNAJC1,DNAJC18,DSE,DTNBP1,EDA,EHD4,EMC2,EMC3,EMC7,EMC8,EMID1,ERAP1,ERAP2,ERO1A,ERP29,EXT1,EXTL1,EXTL2,FADS1,FADS2,FAIM2,FAM20A,FAR2,FGFR4,FIBIN,FITM1,FKBP10,FKBP7,FKBP9,FMO1,FMO2,FNDC4,FNDC5,FOS,FOXRED2,GBA2,GJA1,GNAI3,GPAT4,GPC2,GPR37,GRAMD1C,HADHB,HHAT,HHATL,HMGCR,HPN,HSD17B12,HSPA13,HSPA5,IFIT2,ITGA5,ITPR3,JPH1,JPH2,KCNN2,KDELR3,KDR,KEAP1,KTN1,LAMA3,LMBR1L,LNPK,LOC100510975,LOC100520512,LOC100525350,LOC100737755,LPCAT1,LPCAT3,LPIN1,LRRK2,LSS,LTC4S,MAP2K2,MARCHF2,MOSPD1,MOXD1,MRAP2,MSMO1,MTDH,NBAS,NBEAL2,NDUFB8,NECAB3,NFE2L1,NKIRAS1,NOS1,NPC1,NPLOC4,NSG1,NT5C3A,ORMDL1,ORMDL2,OSTC,OTULINL,P3H2,P3H3,P3H4,P4HA3,PARK7,PARP16,PCSK9,PCYT1B,PDIA3,PDIA4,PDIA5,PDIA6,PGAP1,PHEX,PHTF1,PHTF2,PIGA,PIGQ,PINK1,PKD2,PKM,PLCD4,PLOD1,PLOD2,PLPP3,POGLUT2,PPP1R15A,PRKCD,PROM1,PTDSS1,PTN,PXDN,RAB10,RAP1GDS1,RASGRF2,RCN1,RCN3,RDH11,REEP1,REEP4,RETREG1,RGMA,RNF19B,RRBP1,RYR2,SAR1B,SCN5A,SEC23A,SEC24D,SEC31B,SEC61A1,SEL1L,SELENOI,SELENON,SEMA4F,SEZ6L,SEZ6L2,SGCD,SGPL1,SGPP1,SLC27A1,SLC27A3,SLC35G1,SLC37A4,SLC39A7,SLC8A3,SLN,SOAT1,SPCS1,SPTLC1,SQLE,SREBF2,SRI,SRPX,STIM1,STIM2,STING1,STT3A,STUB1,SUCO,SULF1,SULF2,SUMF1,SUMF2,TAP1,TAP2,TAPBP,TAPBPL,TAX1BP3,TEX2,THBS4,TLCD3A,TLR9,TM7SF2,TMCC2,TMED3,TMEM132A,TMEM259,TMEM35A,TMEM38A,TMEM43,TMEM67,TMEM98,TMTC2,TMTC3,TMTC4,TP63,TP73,TPBG,TPD52,TRAM1,TRAPPC5,TRDN,TREX1,TRIM59,TSPO,TUSC3,TYRO3,UBXN1,UGGT1,UGGT2,USP19,USP25,VAPB,VASH1,VCAM1,VCP,VMP1,WDR6,WLS,YIF1B,ZDHHC20,ZER1,ZFYVE27


			GO:CC			I band			GO:0031674			6.21E-11			47			ACTC1,ACTN2,ANKRD1,ANKRD23,ATP2B4,BAG3,CACNA1S,CASQ1,CSRP2,DES,FBXO32,FHL2,FHL3,FHL5,HOMER1,HRC,JPH1,KAT2B,KCNN2,KRT8,LDB3,LOC100736765,MYO18B,MYOZ1,MYPN,MYZAP,NEB,NRAP,PDE4B,PDLIM2,PDLIM3,PDLIM5,PGM5,PPP1R12B,PPP2R5A,PPP3CA,PPP3CB,RYR2,SCN3B,SCN5A,SMTNL2,SRI,STUB1,SYNPO2,SYNPO2L,TCAP,XIRP2


			GO:CC			nucleoplasm			GO:0005654			1.55E-10			676			AAGAB,ABCA6,ABCB6,ABCC6,ABHD5,ABL1,ACADS,ACADVL,ACOT7,AEN,AFF1,AJUBA,AKNA,AKT2,ALAS1,ALDH1L2,ALDH6A1,AMOT,ANKRD1,ANKRD23,ANLN,ANO1,ANXA11,APLP1,APPBP2,AQR,ARHGAP32,ARIH2,ARNTL,ASAP3,ASF1B,ASS1,ATAD2,ATF3,ATF5,ATG4D,ATM,ATOH8,ATP10D,ATR,ATXN1,ATXN3,AURKB,BAIAP2L2,BARD1,BCAT2,BCKDHB,BCL11A,BCL3,BCL6,BCORL1,BLM,BLVRB,BLZF1,BNIP3L,BRCA1,BRCA2,BRIP1,BUB1,C12H17ORF49,C7H6ORF125,CALCOCO2,CAND1,CAPG,CASP6,CBLB,CBR3,CBX2,CBX4,CC2D1B,CCNB3,CCNL1,CCNL2,CCNT2,CD2,CDC14A,CDC20,CDC45,CDC6,CDCA2,CDCA4,CDCA5,CDCA7,CDCA7L,CDK1,CDK14,CDK5R1,CDT1,CEBPG,CENPF,CENPH,CENPI,CENPT,CENPU,CEP152,CERKL,CFAP20,CHAF1B,CHCHD1,CHD1L,CHD3,CHD6,CHEK1,CHRNA3,CHRND,CHST2,CHTF18,CIB1,CIPC,CLK3,CLPX,CLSPN,CMPK2,CMYA5,CNDP2,CNTLN,COPE,COPS4,COPS5,COPS7A,COPS8,COX4I1,CPEB3,CPNE3,CPT2,CRABP2,CREB3L2,CREBRF,CRY2,CSPG4,CTC1,CTSC,CUL4B,CUTC,CYB5RL,DCAF11,DCAF6,DCAF8,DCP2,DCTPP1,DDX1,DDX23,DDX3X,DECR1,DENND4B,DHX16,DLST,DNAJB4,DNAJC7,DNMT3B,DOCK10,DOT1L,DPF3,DROSHA,DTL,DTX2,DTX4,DUSP10,DUSP26,DUSP3,DXO,DYRK1B,DZIP1,E2F1,E2F6,E2F7,E2F8,E4F1,EAF2,ECSIT,EGR1,EGR2,EHMT2,EID1,EIF2D,ELAC2,ELF4,ELK3,ELK4,ELL2,ELOB,ELOC,EMG1,ENG,EPAS1,EPB41L2,EPHA3,EPHB2,ERBIN,ESRRA,ETHE1,ETV5,EXO1,EXTL2,EYA3,EZH1,EZH2,FAM114A1,FAM131B,FANCA,FANCD2,FANCI,FANCM,FAS,FBXL4,FBXO32,FBXO5,FCHO1,FEN1,FGF1,FHOD1,FKBP4,FKBP5,FLYWCH1,FMR1,FNDC1,FOS,FOXA3,FZD10,GATA2,GATA3,GDF11,GGA1,GINS3,GIT2,GJA1,GLI2,GLI3,GLO1,GOT1,GPATCH2,GPI,GPRC5B,GRIPAP1,GTF2IRD1,GTF3C6,HADH,HDAC10,HDAC9,HEATR5B,HERC6,HIF3A,HIVEP1,HIVEP2,HJURP,HLTF,HNRNPA1,HOXA3,HR,HSD11B1L,HSD11B2,HSF1,HSF4,HSPB8,IER2,IL15,IL16,IL17RD,IL4R,ILRUN,INCENP,INIP,INPP4A,INTS9,IQCB1,IRAK1,ITGB6,ITPR3,JADE2,JADE3,JMJD1C,JPH1,JPT1,JUNB,KAT2B,KDM1A,KDM7A,KDM8,KEAP1,KHDRBS1,KIF18B,KIF20A,KIF20B,KIF22,KIF2A,KIF4A,KLC2,KLF4,KLF9,KLHDC3,KPNA1,KPNA2,KPNA3,KPNA5,LDB2,LGALS3,LHPP,LIG1,LIMK1,LMNB1,LNPK,LOC102158443,LPAR4,LRRC7,LYAR,MACROD1,MAF1,MAFF,MAFK,MAML3,MAP1S,MAP3K14,MAP3K2,MAPK14,MAPKAPK2,MASTL,MBD2,MBD3,MBNL1,MBNL3,MCM2,MCM3,MCM4,MCM5,MCOLN1,MDM2,MED15,MEF2A,MEF2C,MEF2D,METTL17,MGA,MGLL,MICAL3,MICOS13,MKNK2,MLIP,MLXIPL,MMS22L,MPP7,MRE11,MRI1,MRPL2,MRPL46,MRPS18B,MSC,MSH2,MSH6,MTA3,MTDH,MUTYH,MYBL1,MYBL2,MYCN,MYF5,NAALADL2,NABP2,NAMPT,NANS,NASP,NAV2,NCAPD2,NCAPD3,NCAPG2,NCAPH,NCOA2,NDC80,NDN,NDUFAB1,NDUFB1,NDUFB5,NDUFB6,NDUFS2,NEIL1,NEIL3,NEK1,NEK2,NEK6,NEO1,NFATC1,NFATC3,NFATC4,NFE2L1,NFE2L2,NFIB,NFKBIL1,NFKBIZ,NFS1,NGFR,NHEJ1,NIBAN2,NIN,NMI,NMRAL1,NOC2L,NONO,NOP16,NOS1,NOTCH2,NOTCH3,NOVA1,NPAS3,NPHP4,NPM3,NQO2,NR0B2,NR1D2,NR1I3,NR2F1,NSD2,NSL1,NT5C3A,NT5E,NTMT1,NUF2,NXT2,OGT,ORC1,ORC3,P3H2,PARG,PARK7,PARM1,PARP3,PARP9,PARPBP,PATZ1,PCBD1,PCBP1,PDE9A,PDGFRA,PDHB,PDK2,PER1,PER2,PEX2,PHACTR3,PHF1,PHF19,PHF21A,PHF7,PHLDA1,PIK3C2A,PIMREG,PIP4K2C,PLAG1,PLAGL1,PLCB1,PLEKHA5,PLEKHA8,PLEKHH2,PLXNA1,PMS2,PNPLA2,POGK,POGLUT2,POLA1,POLA2,POLD1,POLD2,POLE2,POLH,POLL,POLR2F,POLR2G,POLR2J,POLR3A,POLR3D,POLR3H,POT1,POU6F1,PPARA,PPARGC1A,PPARGC1B,PPP1CB,PPP3CA,PRDM5,PSIP1,PSMB1,PSMC1,PSMC3IP,PSMD4,PTPN13,RACGAP1,RAD21,RAD23A,RAD51,RAI14,RANBP9,RBBP8,RBM15,RBM15B,RBP1,RBPJ,RCOR1,RCOR2,RCOR3,RECQL,RECQL4,RETREG1,RFWD3,RGCC,RGS12,RGS14,RIF1,RILPL1,RMI2,RNF14,RNF2,RNF38,RP2,RPA2,RPS6KA1,RPS6KA3,RRAGD,RUBCN,RUNX1T1,RYBP,S100PBP,S1PR1,SAFB2,SAMHD1,SAP130,SBDS,SCAI,SCN5A,SCNM1,SCRT1,SDHB,SENP1,SEPTIN2,SESN1,SFMBT2,SGK1,SGO1,SGO2,SH3BP5,SH3D19,SH3RF2,SHFL,SIK3,SKP2,SLC2A11,SLC39A7,SLC3A2,SLF1,SMAD9,SMARCA1,SMARCA5,SMARCAD1,SMC2,SMC4,SMC6,SMDT1,SMOX,SNRPG,SNTB2,SNUPN,SOX11,SOX9,SPAG5,SPATS2L,SPI1,SPIDR,SPR,SPTY2D1,SQSTM1,SRC,SREBF2,SRI,ST6GALNAC3,STAT1,STEAP4,STING1,STK11,STOX1,STUB1,STXBP1,SUPT16H,SYNPO2,SYNPO2L,TAF11,TAF12,TAF9B,TAP2,TAPT1,TASOR,TBL1XR1,TBPL1,TBX18,TCF12,TCF3,TCF7L2,TDP1,TDP2,TEAD1,TEAD2,TEAD4,TESK2,TEX10,THAP11,THOC5,TIA1,TIMELESS,TIMM50,TLK1,TNIP1,TONSL,TOP2A,TOP2B,TOX3,TP53INP2,TP63,TP73,TPP2,TPX2,TRAIP,TRIP10,TSHZ3,TSPAN1,TTC5,TULP3,TXNRD1,UACA,UBD,UBE2Z,UBXN1,UCHL3,UGDH,UHRF1,UQCRC2,USF2,USP1,UTRN,VCP,VHL,VPS37A,VRK1,VRK3,VWA5A,WDFY3,WDHD1,WDR43,WDR77,WRN,WWTR1,XPO1,XPO6,ZBTB1,ZBTB12,ZBTB16,ZBTB20,ZBTB7A,ZBTB7B,ZCCHC9,ZEB1,ZFPM2,ZFYVE27,ZHX2,ZIC3,ZKSCAN4,ZMIZ1,ZMYM2,ZNF260,ZNF300,ZNF322,ZNF346,ZNF367,ZNF395,ZNF521,ZNF638,ZNF641,ZNF692,ZNF879,ZRANB3,ZWINT


			GO:CC			intracellular non-membrane-bounded organelle			GO:0043232			1.75E-10			944			ABHD4,ABHD5,ABL1,ABLIM2,ABLIM3,ACACA,ACADS,ACADVL,ACSL4,ACTA1,ACTA2,ACTC1,ACTN2,ACTR1B,ACTR3,ADAM8,ADD3,AEN,AFAP1,AFAP1L1,AJUBA,AK1,AK5,AKAP11,AKAP13,AKNA,AMOT,ANK1,ANK3,ANKRD1,ANKRD23,ANLN,ANXA11,ANXA2,APC2,APITD1,APOD,APP,AQP7,ARHGAP32,ARHGAP39,ARHGEF10,ARHGEF2,ARL8B,ARMC9,ARPC5,ARSJ,ASF1B,ASPM,ATAT1,ATF3,ATF4,ATF5,ATM,ATP2B4,ATP8B2,ATXN1,ATXN3,AUP1,AURKB,AVIL,BAG3,BARD1,BBS2,BBS5,BBS7,BCAP31,BCAS3,BCKDHB,BCL11A,BCL6,BCL7B,BIN1,BLM,BOD1,BRCA1,BRCA2,BRD3,BUB1,BUB1B,C12H17ORF49,C7H6ORF125,CACHD1,CACNA1S,CALCOCO1,CALM1,CAMTA2,CAPG,CAPN3,CAPN6,CAPZA1,CAPZA2,CARF,CARHSP1,CASK,CASQ1,CBX2,CBX3,CCDC102A,CCDC14,CCDC141,CCDC40,CCDC65,CCDC77,CCDC88A,CCDC88C,CCHCR1,CCNB1,CCNB2,CCNB3,CCNE1,CCNE2,CCNF,CCP110,CCT6A,CDC14A,CDC14B,CDC25B,CDC42BPG,CDC42EP3,CDC45,CDC6,CDCA2,CDCA5,CDCA7L,CDH2,CDK1,CDK2AP2,CDT1,CEMIP2,CENPE,CENPF,CENPH,CENPI,CENPJ,CENPL,CENPT,CENPU,CEP112,CEP131,CEP152,CEP170,CEP192,CEP76,CEP85,CETN3,CFAP20,CFL1,CHAF1A,CHAF1B,CHCHD1,CHD1L,CHD3,CHD6,CHEK1,CHODL,CHTF18,CIB1,CIPC,CIT,CKAP2,CKAP2L,CKAP4,CKAP5,CLIP1,CLIP3,CLIP4,CLK3,CLMP,CLN6,CLPX,CLU,CNN1,CNN3,CNR1,CNTLN,CNTROB,COPS5,CORO1B,CORO1C,COX10,CPLANE2,CPNE3,CPS1,CPT2,CREB3L1,CRMP1,CROCC,CSRP2,CSTPP1,CTC1,CTNNA1,CTNNAL1,CTSC,CTTNBP2,CUL3,CUL5,CUL7,CUTC,DAAM1,DAB2,DAPK1,DCP2,DCX,DDHD2,DDR2,DDRGK1,DDX1,DDX23,DDX3X,DDX50,DDX58,DEDD,DENND2A,DES,DHRS3,DIAPH1,DIAPH2,DIAPH3,DISC1,DLC1,DLG4,DLG5,DLGAP5,DNAH10,DNAJA3,DNAL4,DNM1,DNMT1,DPF3,DPP9,DRC1,DST,DSTN,DTL,DTNBP1,DVL1,DYNC2I2,DYNLL1,DYRK1B,DZIP1,E2F1,E2F8,E4F1,EDA,EEF1A1,EFHC1,EFR3B,EGR1,EHMT2,EID1,EIF2D,EIF4G1,ELAC2,EME1,EMG1,EML4,EPB41L1,EPB41L2,EPB41L3,EPHA3,ESCO1,ESPL1,ESR1,ESRRA,EVC2,EYA3,EZH2,EZR,FAM110A,FAM83D,FANCA,FANCD2,FANCM,FAR2,FASTK,FBF1,FBXL7,FBXO32,FBXO5,FCHSD1,FEN1,FER,FERMT3,FES,FGD1,FGF18,FHL2,FHL3,FHL5,FHOD1,FHOD3,FIGNL1,FILIP1,FLNB,FLNC,FLOT2,FLT1,FMR1,FNBP1L,FNTB,FOXA3,FRAS1,FRMD4A,FRMD4B,FRMD6,FRMPD1,FRMPD3,FRMPD4,FSCN1,FXR1,FXR2,FYN,GAPDH,GAS2L3,GATA3,GBP1,GEN1,GHR,GINS3,GLI2,GLI3,GNAI1,GNAI3,GPRC5B,GPSM2,GRAMD2B,GTSE1,HADHA,HADHB,HAUS5,HAUS6,HCLS1,HIC1,HIF3A,HJURP,HK2,HMCES,HMGN2,HMMR,HOMER1,HOOK2,HR,HRC,HSD11B2,HSD17B10,HSDL1,HSF1,HSF4,HSPA9,HSPB6,ICMT,IDH3G,IFIT5,IFT122,IFT140,IFT27,IFT43,IFT46,IFT57,IFT80,IFT88,IKBKG,IL4R,ILRUN,INCENP,INIP,INTU,IQCB1,ITGB4,ITGB6,ITPR3,JADE2,JADE3,JAM3,JMJD1C,JPH1,JPT1,JTB,KANK3,KANK4,KAT2B,KBTBD8,KCNAB2,KCNN2,KDM1A,KDM7A,KEAP1,KHNYN,KIAA0586,KIAA0753,KIF11,KIF12,KIF14,KIF15,KIF18A,KIF18B,KIF1A,KIF1C,KIF20A,KIF20B,KIF21B,KIF22,KIF23,KIF24,KIF27,KIF2A,KIF2C,KIF3A,KIF3B,KIF4A,KIF5C,KIFC1,KIT,KLC2,KLF4,KLHDC3,KLHL17,KLHL21,KLHL3,KRI1,KRT18,KRT8,LARP4,LCK,LDAH,LDB2,LDB3,LIPE,LMNB1,LMNB2,LMOD2,LOC100153093,LOC100155138,LOC100158003,LOC100510930,LOC100624559,LOC100736765,LOC102163847,LOC110255887,LPCAT1,LRRC7,LRRCC1,LRRIQ1,LSS,LYAR,LZTFL1,MACF1,MAF1,MAK,MAP1A,MAP1B,MAP1S,MAP2,MAP2K2,MAP3K14,MAP4,MAP6,MAPK14,MAPKAPK2,MAPRE1,MAPRE2,MAPT,MARS1,MASTL,MBD2,MBD3,MBNL1,MBTD1,MCM2,MCM3,MCM4,MCM5,MCM8,MCRIP2,MDH1,MDM2,MEF2A,MFN2,MIB1,MICAL1,MICAL3,MID1,MID1IP1,MKI67,MKKS,MKS1,MMP14,MMP2,MMS22L,MNS1,MPHOSPH9,MRE11,MRI1,MRPL15,MRPL16,MRPL2,MRPL24,MRPL28,MRPL35,MRPL38,MRPL42,MRPL43,MRPL46,MRPL48,MRPS17,MRPS18A,MRPS18B,MRPS24,MRPS27,MRPS33,MRPS35,MRPS5,MRPS9,MSH4,MSH6,MTA3,MTBP,MTDH,MTG1,MTM1,MX1,MX2,MYBPC3,MYCN,MYH11,MYH13,MYH14,MYH15,MYH2,MYH3,MYL1,MYL4,MYO10,MYO16,MYO18B,MYO1B,MYO7A,MYO9A,MYO9B,MYOM2,MYOZ1,MYPN,MYZAP,NAA10,NAA50,NABP2,NANS,NASP,NAV1,NAV3,NCAPD2,NCAPD3,NCAPG,NCAPG2,NCAPH,NCKAP5,NCKAP5L,NDC1,NDC80,NDUFAB1,NEB,NEFL,NEK1,NEK2,NEK6,NES,NEXN,NFATC1,NFE2L2,NFIB,NFKBIZ,NHEJ1,NIN,NINL,NOC2L,NOCT,NONO,NOP16,NOP56,NOTCH3,NOVA1,NPHP4,NPM3,NR0B2,NRAP,NRXN1,NSD2,NSL1,NUDCD3,NUF2,NUP107,NUP133,NUP93,OBI1,OBSL1,ODAD4,ODF2,OFD1,OGT,OPHN1,ORC1,ORC3,OVGP1,PABPC1,PABPC4,PAFAH1B2,PARK7,PARP3,PARP9,PARPBP,PARVA,PARVB,PATL1,PBX4,PCBP1,PCLAF,PCLO,PDE4B,PDHA1,PDLIM2,PDLIM3,PDLIM5,PGM5,PHF1,PHLDA1,PHLDB2,PIMREG,PINK1,PKD2,PLAG1,PLCB1,PLEKHH2,PLEKHM1,PLIN1,PLIN4,PLIN5,PLK1,PLK3,PLS3,PMS2,PNPLA2,POC1A,POC1B,POLA1,POLA2,POLD1,POLD2,POLDIP2,POLE2,POLG,POLH,POLL,POLR2F,POLR3H,POT1,POU6F1,PPL,PPM1B,PPP1CB,PPP1R12B,PPP1R9A,PPP2R5A,PPP3CA,PPP3CB,PRDM5,PREPL,PRIM2,PRKAR1A,PRKAR2A,PRKCI,PRKCQ,PRKCZ,PRR19,PSMC2,PSMC3IP,PSMD1,PTK2B,PTPN13,PTPN4,PTPRD,PXK,RAB3D,RAB7A,RABEP2,RABL6,RAC2,RACGAP1,RAD21,RAD51,RAD51AP1,RAD51B,RAD9B,RADIL,RAI14,RAPGEF3,RBM20,RBP1,RBPJ,RCC2,RECQL4,REEP1,REEP4,RETREG1,REV3L,REXO2,REXO5,RFC3,RFC5,RFWD3,RGCC,RGS12,RGS14,RHNO1,RHOD,RHOF,RIF1,RILPL1,RIMS1,RIPOR2,RMDN1,RMI2,RND2,RNF2,ROCK2,RORA,RP2,RPA2,RPS6KA3,RRAGD,RRP9,RTKN,RYR2,SAMHD1,SAP130,SASS6,SBDS,SCMH1,SCN3B,SCN5A,SDHA,SDHAF2,SELENBP1,SELENOO,SENP5,SEPTIN1,SEPTIN11,SEPTIN2,SEPTIN3,SEPTIN4,SEPTIN5,SEPTIN6,SEPTIN7,SEPTIN9,SERPINB1,SESN1,SETD7,SFR1,SGCA,SGCD,SGCE,SGO1,SGO2,SH3PXD2A,SH3PXD2B,SHFL,SHROOM2,SHROOM3,SHTN1,SIPA1L1,SIRT2,SKA1,SKP2,SLAIN2,SLC1A6,SLC25A44,SLC39A2,SLF1,SMAD2,SMARCA1,SMARCA5,SMARCAD1,SMC2,SMC4,SMC6,SMO,SMTNL2,SNRPG,SNTB1,SNTB2,SPAG5,SPART,SPATS2L,SPC25,SPDL1,SPEF1,SPEF2,SPG11,SPI1,SPICE1,SPIDR,SPINDOC,SPRY2,SPTAN1,SPTB,SPTY2D1,SQSTM1,SRC,SRF,SRI,SS18,SSX2IP,STAT1,STAU2,STIL,STON2,STOX1,STUB1,STXBP6,SUN2,SUPT16H,SUPV3L1,SVIL,SWAP70,SYBU,SYCP2,SYN1,SYNPO2,SYNPO2L,TACC1,TACC3,TAF12,TAF9B,TAP1,TAPT1,TASOR,TBC1D14,TBC1D31,TBCK,TBL1XR1,TBRG4,TCAP,TCF12,TCF3,TCF4,TCF7L2,TCHP,TDRKH,TEK,TEKT1,TESK1,TEX14,THOC5,TIA1,TIMELESS,TIMM44,TLN2,TMEM67,TMEM9,TMOD4,TMSB10,TMSB15A,TMSB15B,TNNC2,TNNT2,TONSL,TOP2A,TOP2B,TP63,TP73,TPM1,TPM2,TPM4,TPX2,TRAF3IP1,TRAF5,TRAIP,TRAPPC13,TREX1,TRIM36,TRNP1,TRUB2,TSTD1,TTC26,TTC8,TTK,TTLL1,TUBA1B,TUBA4A,TUBB,TUBE1,TUBGCP4,TUBGCP6,TUFM,TULP3,TWF1,TWF2,TXNRD1,UBD,UBR2,UHRF1,UTRN,VCAM1,VCP,VDAC2,VHL,VIM,VMP1,VPS37A,VRK1,VRK3,WASF1,WASF2,WDFY3,WDHD1,WDR35,WDR43,WDR47,WEE1,WHRN,WIPF1,WIPF3,WRN,XIRP2,XPO1,XPO6,YEATS2,ZBTB1,ZBTB7A,ZCCHC9,ZGRF1,ZNF175,ZNF300,ZNF322,ZNF346,ZNF385A,ZNF618,ZNF692,ZNF827,ZNFX1,ZRANB3,ZWILCH,ZWINT,ZYX


			GO:CC			non-membrane-bounded organelle			GO:0043228			1.80E-10			944			ABHD4,ABHD5,ABL1,ABLIM2,ABLIM3,ACACA,ACADS,ACADVL,ACSL4,ACTA1,ACTA2,ACTC1,ACTN2,ACTR1B,ACTR3,ADAM8,ADD3,AEN,AFAP1,AFAP1L1,AJUBA,AK1,AK5,AKAP11,AKAP13,AKNA,AMOT,ANK1,ANK3,ANKRD1,ANKRD23,ANLN,ANXA11,ANXA2,APC2,APITD1,APOD,APP,AQP7,ARHGAP32,ARHGAP39,ARHGEF10,ARHGEF2,ARL8B,ARMC9,ARPC5,ARSJ,ASF1B,ASPM,ATAT1,ATF3,ATF4,ATF5,ATM,ATP2B4,ATP8B2,ATXN1,ATXN3,AUP1,AURKB,AVIL,BAG3,BARD1,BBS2,BBS5,BBS7,BCAP31,BCAS3,BCKDHB,BCL11A,BCL6,BCL7B,BIN1,BLM,BOD1,BRCA1,BRCA2,BRD3,BUB1,BUB1B,C12H17ORF49,C7H6ORF125,CACHD1,CACNA1S,CALCOCO1,CALM1,CAMTA2,CAPG,CAPN3,CAPN6,CAPZA1,CAPZA2,CARF,CARHSP1,CASK,CASQ1,CBX2,CBX3,CCDC102A,CCDC14,CCDC141,CCDC40,CCDC65,CCDC77,CCDC88A,CCDC88C,CCHCR1,CCNB1,CCNB2,CCNB3,CCNE1,CCNE2,CCNF,CCP110,CCT6A,CDC14A,CDC14B,CDC25B,CDC42BPG,CDC42EP3,CDC45,CDC6,CDCA2,CDCA5,CDCA7L,CDH2,CDK1,CDK2AP2,CDT1,CEMIP2,CENPE,CENPF,CENPH,CENPI,CENPJ,CENPL,CENPT,CENPU,CEP112,CEP131,CEP152,CEP170,CEP192,CEP76,CEP85,CETN3,CFAP20,CFL1,CHAF1A,CHAF1B,CHCHD1,CHD1L,CHD3,CHD6,CHEK1,CHODL,CHTF18,CIB1,CIPC,CIT,CKAP2,CKAP2L,CKAP4,CKAP5,CLIP1,CLIP3,CLIP4,CLK3,CLMP,CLN6,CLPX,CLU,CNN1,CNN3,CNR1,CNTLN,CNTROB,COPS5,CORO1B,CORO1C,COX10,CPLANE2,CPNE3,CPS1,CPT2,CREB3L1,CRMP1,CROCC,CSRP2,CSTPP1,CTC1,CTNNA1,CTNNAL1,CTSC,CTTNBP2,CUL3,CUL5,CUL7,CUTC,DAAM1,DAB2,DAPK1,DCP2,DCX,DDHD2,DDR2,DDRGK1,DDX1,DDX23,DDX3X,DDX50,DDX58,DEDD,DENND2A,DES,DHRS3,DIAPH1,DIAPH2,DIAPH3,DISC1,DLC1,DLG4,DLG5,DLGAP5,DNAH10,DNAJA3,DNAL4,DNM1,DNMT1,DPF3,DPP9,DRC1,DST,DSTN,DTL,DTNBP1,DVL1,DYNC2I2,DYNLL1,DYRK1B,DZIP1,E2F1,E2F8,E4F1,EDA,EEF1A1,EFHC1,EFR3B,EGR1,EHMT2,EID1,EIF2D,EIF4G1,ELAC2,EME1,EMG1,EML4,EPB41L1,EPB41L2,EPB41L3,EPHA3,ESCO1,ESPL1,ESR1,ESRRA,EVC2,EYA3,EZH2,EZR,FAM110A,FAM83D,FANCA,FANCD2,FANCM,FAR2,FASTK,FBF1,FBXL7,FBXO32,FBXO5,FCHSD1,FEN1,FER,FERMT3,FES,FGD1,FGF18,FHL2,FHL3,FHL5,FHOD1,FHOD3,FIGNL1,FILIP1,FLNB,FLNC,FLOT2,FLT1,FMR1,FNBP1L,FNTB,FOXA3,FRAS1,FRMD4A,FRMD4B,FRMD6,FRMPD1,FRMPD3,FRMPD4,FSCN1,FXR1,FXR2,FYN,GAPDH,GAS2L3,GATA3,GBP1,GEN1,GHR,GINS3,GLI2,GLI3,GNAI1,GNAI3,GPRC5B,GPSM2,GRAMD2B,GTSE1,HADHA,HADHB,HAUS5,HAUS6,HCLS1,HIC1,HIF3A,HJURP,HK2,HMCES,HMGN2,HMMR,HOMER1,HOOK2,HR,HRC,HSD11B2,HSD17B10,HSDL1,HSF1,HSF4,HSPA9,HSPB6,ICMT,IDH3G,IFIT5,IFT122,IFT140,IFT27,IFT43,IFT46,IFT57,IFT80,IFT88,IKBKG,IL4R,ILRUN,INCENP,INIP,INTU,IQCB1,ITGB4,ITGB6,ITPR3,JADE2,JADE3,JAM3,JMJD1C,JPH1,JPT1,JTB,KANK3,KANK4,KAT2B,KBTBD8,KCNAB2,KCNN2,KDM1A,KDM7A,KEAP1,KHNYN,KIAA0586,KIAA0753,KIF11,KIF12,KIF14,KIF15,KIF18A,KIF18B,KIF1A,KIF1C,KIF20A,KIF20B,KIF21B,KIF22,KIF23,KIF24,KIF27,KIF2A,KIF2C,KIF3A,KIF3B,KIF4A,KIF5C,KIFC1,KIT,KLC2,KLF4,KLHDC3,KLHL17,KLHL21,KLHL3,KRI1,KRT18,KRT8,LARP4,LCK,LDAH,LDB2,LDB3,LIPE,LMNB1,LMNB2,LMOD2,LOC100153093,LOC100155138,LOC100158003,LOC100510930,LOC100624559,LOC100736765,LOC102163847,LOC110255887,LPCAT1,LRRC7,LRRCC1,LRRIQ1,LSS,LYAR,LZTFL1,MACF1,MAF1,MAK,MAP1A,MAP1B,MAP1S,MAP2,MAP2K2,MAP3K14,MAP4,MAP6,MAPK14,MAPKAPK2,MAPRE1,MAPRE2,MAPT,MARS1,MASTL,MBD2,MBD3,MBNL1,MBTD1,MCM2,MCM3,MCM4,MCM5,MCM8,MCRIP2,MDH1,MDM2,MEF2A,MFN2,MIB1,MICAL1,MICAL3,MID1,MID1IP1,MKI67,MKKS,MKS1,MMP14,MMP2,MMS22L,MNS1,MPHOSPH9,MRE11,MRI1,MRPL15,MRPL16,MRPL2,MRPL24,MRPL28,MRPL35,MRPL38,MRPL42,MRPL43,MRPL46,MRPL48,MRPS17,MRPS18A,MRPS18B,MRPS24,MRPS27,MRPS33,MRPS35,MRPS5,MRPS9,MSH4,MSH6,MTA3,MTBP,MTDH,MTG1,MTM1,MX1,MX2,MYBPC3,MYCN,MYH11,MYH13,MYH14,MYH15,MYH2,MYH3,MYL1,MYL4,MYO10,MYO16,MYO18B,MYO1B,MYO7A,MYO9A,MYO9B,MYOM2,MYOZ1,MYPN,MYZAP,NAA10,NAA50,NABP2,NANS,NASP,NAV1,NAV3,NCAPD2,NCAPD3,NCAPG,NCAPG2,NCAPH,NCKAP5,NCKAP5L,NDC1,NDC80,NDUFAB1,NEB,NEFL,NEK1,NEK2,NEK6,NES,NEXN,NFATC1,NFE2L2,NFIB,NFKBIZ,NHEJ1,NIN,NINL,NOC2L,NOCT,NONO,NOP16,NOP56,NOTCH3,NOVA1,NPHP4,NPM3,NR0B2,NRAP,NRXN1,NSD2,NSL1,NUDCD3,NUF2,NUP107,NUP133,NUP93,OBI1,OBSL1,ODAD4,ODF2,OFD1,OGT,OPHN1,ORC1,ORC3,OVGP1,PABPC1,PABPC4,PAFAH1B2,PARK7,PARP3,PARP9,PARPBP,PARVA,PARVB,PATL1,PBX4,PCBP1,PCLAF,PCLO,PDE4B,PDHA1,PDLIM2,PDLIM3,PDLIM5,PGM5,PHF1,PHLDA1,PHLDB2,PIMREG,PINK1,PKD2,PLAG1,PLCB1,PLEKHH2,PLEKHM1,PLIN1,PLIN4,PLIN5,PLK1,PLK3,PLS3,PMS2,PNPLA2,POC1A,POC1B,POLA1,POLA2,POLD1,POLD2,POLDIP2,POLE2,POLG,POLH,POLL,POLR2F,POLR3H,POT1,POU6F1,PPL,PPM1B,PPP1CB,PPP1R12B,PPP1R9A,PPP2R5A,PPP3CA,PPP3CB,PRDM5,PREPL,PRIM2,PRKAR1A,PRKAR2A,PRKCI,PRKCQ,PRKCZ,PRR19,PSMC2,PSMC3IP,PSMD1,PTK2B,PTPN13,PTPN4,PTPRD,PXK,RAB3D,RAB7A,RABEP2,RABL6,RAC2,RACGAP1,RAD21,RAD51,RAD51AP1,RAD51B,RAD9B,RADIL,RAI14,RAPGEF3,RBM20,RBP1,RBPJ,RCC2,RECQL4,REEP1,REEP4,RETREG1,REV3L,REXO2,REXO5,RFC3,RFC5,RFWD3,RGCC,RGS12,RGS14,RHNO1,RHOD,RHOF,RIF1,RILPL1,RIMS1,RIPOR2,RMDN1,RMI2,RND2,RNF2,ROCK2,RORA,RP2,RPA2,RPS6KA3,RRAGD,RRP9,RTKN,RYR2,SAMHD1,SAP130,SASS6,SBDS,SCMH1,SCN3B,SCN5A,SDHA,SDHAF2,SELENBP1,SELENOO,SENP5,SEPTIN1,SEPTIN11,SEPTIN2,SEPTIN3,SEPTIN4,SEPTIN5,SEPTIN6,SEPTIN7,SEPTIN9,SERPINB1,SESN1,SETD7,SFR1,SGCA,SGCD,SGCE,SGO1,SGO2,SH3PXD2A,SH3PXD2B,SHFL,SHROOM2,SHROOM3,SHTN1,SIPA1L1,SIRT2,SKA1,SKP2,SLAIN2,SLC1A6,SLC25A44,SLC39A2,SLF1,SMAD2,SMARCA1,SMARCA5,SMARCAD1,SMC2,SMC4,SMC6,SMO,SMTNL2,SNRPG,SNTB1,SNTB2,SPAG5,SPART,SPATS2L,SPC25,SPDL1,SPEF1,SPEF2,SPG11,SPI1,SPICE1,SPIDR,SPINDOC,SPRY2,SPTAN1,SPTB,SPTY2D1,SQSTM1,SRC,SRF,SRI,SS18,SSX2IP,STAT1,STAU2,STIL,STON2,STOX1,STUB1,STXBP6,SUN2,SUPT16H,SUPV3L1,SVIL,SWAP70,SYBU,SYCP2,SYN1,SYNPO2,SYNPO2L,TACC1,TACC3,TAF12,TAF9B,TAP1,TAPT1,TASOR,TBC1D14,TBC1D31,TBCK,TBL1XR1,TBRG4,TCAP,TCF12,TCF3,TCF4,TCF7L2,TCHP,TDRKH,TEK,TEKT1,TESK1,TEX14,THOC5,TIA1,TIMELESS,TIMM44,TLN2,TMEM67,TMEM9,TMOD4,TMSB10,TMSB15A,TMSB15B,TNNC2,TNNT2,TONSL,TOP2A,TOP2B,TP63,TP73,TPM1,TPM2,TPM4,TPX2,TRAF3IP1,TRAF5,TRAIP,TRAPPC13,TREX1,TRIM36,TRNP1,TRUB2,TSTD1,TTC26,TTC8,TTK,TTLL1,TUBA1B,TUBA4A,TUBB,TUBE1,TUBGCP4,TUBGCP6,TUFM,TULP3,TWF1,TWF2,TXNRD1,UBD,UBR2,UHRF1,UTRN,VCAM1,VCP,VDAC2,VHL,VIM,VMP1,VPS37A,VRK1,VRK3,WASF1,WASF2,WDFY3,WDHD1,WDR35,WDR43,WDR47,WEE1,WHRN,WIPF1,WIPF3,WRN,XIRP2,XPO1,XPO6,YEATS2,ZBTB1,ZBTB7A,ZCCHC9,ZGRF1,ZNF175,ZNF300,ZNF322,ZNF346,ZNF385A,ZNF618,ZNF692,ZNF827,ZNFX1,ZRANB3,ZWILCH,ZWINT,ZYX


			GO:CC			glutamatergic synapse			GO:0098978			3.17E-10			83			ABLIM3,ACTC1,ADGRL2,APOE,ARHGAP39,ARHGAP44,ATAD1,ATP2B2,ATP2B3,BCR,CACNG7,CAMKV,CDH11,CLSTN2,CLSTN3,CNR1,CPT1C,CTTNBP2,DLG4,DLGAP4,DNM1,DTNBP1,DVL1,EFNB3,EGLN1,EPHA4,EPHA7,EPHB2,EPS8,ERBIN,FLOT2,FLRT3,FXR1,GPC4,GRID2,GRIK2,GRIN3A,GRIPAP1,HOMER1,HOMER2,HOMER3,ICMT,ITGB1,KCND2,KPNA1,KPNA2,LOC100515171,LRFN5,LRRC4,LRRC4B,LRRC4C,LRRK2,LRRTM3,MAPK14,NOSTRIN,NPTX2,NSG1,OPHN1,PAK3,PCDH17,PCLO,PLAT,PLCB1,PLCG1,PLEKHA5,PLPPR4,PPP3CA,PPP3CB,PRKAR1A,PRKAR1B,PRRT2,PTPRD,PTPRS,RGS14,SH3GL3,SLC1A6,SLITRK1,SLITRK2,SLITRK4,SPARCL1,STXBP1,VHL,YWHAZ


			GO:CC			organelle inner membrane			GO:0019866			3.34E-10			111			ACADVL,AFG3L2,ALAS1,ALAS2,APOO,ATP5F1A,ATP5F1B,ATP5MC1,ATP5ME,ATP5PO,ATP6,C7H6ORF125,CHCHD10,CHCHD3,CLU,COQ2,COQ3,COQ5,COQ6,COQ8A,COQ9,COX1,COX3,COX4I1,COX5A,COX6B,DNAJC19,DPY19L3,DPY19L4,ENDOG,ETFDH,HADHA,HADHB,HCCS,HIGD1A,HIGD1B,HIGD2A,IMMT,LETM1,LGALS3,LMNB1,LOC100524239,LOC100524873,LRRK2,MICOS10,MICOS13,MPC2,MRS2,MTG1,ND4,NDUFA1,NDUFA10,NDUFA11,NDUFA12,NDUFA13,NDUFA2,NDUFA3,NDUFA4,NDUFA8,NDUFA9,NDUFAB1,NDUFAF3,NDUFAF5,NDUFAF6,NDUFB1,NDUFB3,NDUFB5,NDUFB6,NDUFB7,NDUFB8,NDUFB9,NDUFS1,NDUFS2,NDUFS4,NDUFS6,NDUFS7,NDUFV1,NRM,OMA1,PHB2,PINK1,ROMO1,SDHA,SDHB,SLC25A12,SLC25A22,SLC25A24,SLC25A25,SLC25A26,SLC25A3,SLC25A4,SLC41A3,SMDT1,SPG7,SRC,SUN2,TIMM44,TIMM50,TIMM8A,TIMM8B,TM7SF2,TMEM120A,TMEM120B,TMEM201,TMEM43,TMX4,TOMM40,UQCR10,UQCRC1,UQCRC2,UQCRQ


			GO:CC			membrane-bounded organelle			GO:0043227			1.09E-09			2192			AAGAB,AARS1,ABCA5,ABCA6,ABCB6,ABCC4,ABCC6,ABHD17C,ABHD4,ABHD5,ABL1,ACACA,ACADL,ACADM,ACADS,ACADVL,ACAP3,ACAT1,ACE,ACKR3,ACO1,ACO2,ACOT7,ACOT8,ACOX2,ACSBG1,ACSL1,ACSL4,ACSM4,ACSM5,ACSS1,ACSS3,ACTA2,ACTR3,ACY1,ADAM15,ADAM8,ADAMTS9,ADAMTSL3,ADCY3,ADCYAP1R1,ADD3,ADHFE1,ADNP,AEN,AFF1,AFG3L2,AGPAT4,AHR,AIFM1,AJUBA,AK1,AK3,AKAP11,AKAP6,AKNA,AKT2,ALAS1,ALAS2,ALDH18A1,ALDH1L2,ALDH4A1,ALDH6A1,ALG10,ALG14,ALG8,ALG9,ALS2CL,AMOT,AMPH,ANGPTL6,ANKFY1,ANKRD1,ANKRD13A,ANKRD13B,ANKRD13C,ANKRD2,ANKRD23,ANLN,ANO1,ANO10,ANO2,ANO5,ANPEP,ANXA11,ANXA2,AP1S1,AP3M2,AP4B1,APAF1,APC2,APITD1,APLP1,APOD,APOE,APOO,APP,APPBP2,AQP11,AQR,ARAF,ARFIP2,ARHGAP1,ARHGAP32,ARHGAP5,ARHGEF2,ARIH2,ARL8B,ARMC12,ARMC9,ARMCX2,ARNTL,ARPIN,ARRDC2,ARRDC3,ARSE,ARX,ASAH1,ASAP3,ASB10,ASB11,ASF1B,ASPH,ASPM,ASS1,ASXL3,ATAD1,ATAD2,ATAT1,ATF3,ATF4,ATF5,ATG4D,ATG9A,ATL2,ATL3,ATM,ATOH8,ATP10D,ATP11B,ATP1A2,ATP1B1,ATP1B3,ATP2A1,ATP2A3,ATP2B2,ATP2B3,ATP2B4,ATP5F1A,ATP5F1B,ATP5IF1,ATP5MC1,ATP5MC3,ATP5ME,ATP5PO,ATP6,ATP7A,ATP8B2,ATR,ATXN1,ATXN3,AUH,AUP1,AURKB,AZIN2,B3GALNT1,B3GALT2,B3GNT3,B4GALT4,BAG3,BAIAP2L2,BAIAP3,BARD1,BBS12,BBS2,BBS5,BBS7,BCAP31,BCAS3,BCAT1,BCAT2,BCKDHA,BCKDHB,BCKDK,BCL11A,BCL3,BCL6,BCL7B,BCL9,BCORL1,BDH1,BDKRB2,BEND6,BEX1,BGN,BHLHB9,BID,BIN1,BLM,BLOC1S1,BLVRB,BLZF1,BNIP3,BNIP3L,BPHL,BRCA1,BRCA2,BRD3,BRIP1,BSG,BTBD3,BTBD7,BUB1,BUB1B,C12H17ORF49,C2CD2L,C6H16ORF74,C6H19ORF47,C7H14ORF119,C7H6ORF125,CA13,CA4,CACNA1S,CALCOCO1,CALCOCO2,CALCR,CALCRL,CALM1,CALR,CALU,CAMTA2,CAND1,CAPG,CAPN11,CAPN3,CARD19,CARF,CARHSP1,CARNMT1,CASD1,CASK,CASP6,CASP9,CASQ1,CASQ2,CAT,CATSPER4,CATSPERG,CAV2,CBL,CBLB,CBR3,CBWD1,CBX2,CBX3,CBX4,CC2D1B,CC2D2A,CCDC124,CCDC40,CCDC47,CCDC65,CCDC82,CCDC88A,CCDC9,CCHCR1,CCN3,CCNB1,CCNB2,CCNB3,CCNE1,CCNE2,CCNF,CCNG1,CCNG2,CCNL1,CCNL2,CCNT2,CD14,CD2,CD40LG,CD44,CD9,CDC14A,CDC14B,CDC20,CDC25B,CDC45,CDC6,CDCA2,CDCA4,CDCA5,CDCA7,CDCA7L,CDH15,CDIP1,CDK1,CDK14,CDK17,CDK20,CDK2AP2,CDK5R1,CDS1,CDT1,CEBPG,CEMIP2,CENPE,CENPF,CENPH,CENPI,CENPJ,CENPL,CENPT,CENPU,CEP131,CEP152,CEP170,CEP192,CEP85,CERKL,CETN3,CFAP20,CFL1,CHAF1A,CHAF1B,CHCHD1,CHCHD10,CHCHD2,CHCHD3,CHD1L,CHD3,CHD6,CHEK1,CHI3L1,CHPF,CHPT1,CHRNA3,CHRND,CHST1,CHST2,CHST3,CHSY1,CHTF18,CIB1,CIPC,CISD3,CITED1,CKAP4,CKAP5,CKB,CKMT2,CLCA1,CLCN4,CLCN5,CLIP1,CLIP3,CLIP4,CLK3,CLN6,CLPX,CLSPN,CLSTN2,CLSTN3,CLU,CMPK2,CMYA5,CNDP2,CNOT6,CNOT6L,CNP,CNR1,CNTLN,COA6,COL1A2,COLCA2,COPB1,COPE,COPG2,COPS4,COPS5,COPS7A,COPS8,COQ10A,COQ10B,COQ2,COQ3,COQ5,COQ6,COQ8A,COQ9,CORO1C,COX1,COX10,COX17,COX3,COX4I1,COX5A,COX6B,CPE,CPEB3,CPEB4,CPLANE1,CPLANE2,CPNE3,CPOX,CPQ,CPS1,CPT1B,CPT1C,CPT2,CRABP1,CRABP2,CRADD,CRAT,CRBN,CREB3L1,CREB3L2,CREB5,CREBRF,CREM,CROCC,CRY2,CRYM,CSDC2,CSDE1,CSNK1G3,CSNK2B,CSPG4,CSRNP1,CSRNP3,CSRP2,CTC1,CTNNA1,CTNND1,CTNND2,CTSA,CTSC,CTSL,CTSO,CTSW,CTSZ,CUBN,CUL3,CUL4B,CUL7,CUTC,CUX2,CYB5D2,CYB5RL,CYBRD1,CYP1A1,CYP27A1,CYP2F1,CYP2R1,CYP7B1,DAAM1,DAB1,DAB2,DAPK2,DBF4,DBX1,DCAF11,DCAF6,DCAF8,DCLK3,DCP2,DCTPP1,DCUN1D2,DCUN1D4,DCX,DDIAS,DDO,DDRGK1,DDX1,DDX23,DDX3X,DDX50,DECR1,DEDD,DEFB1,DENND4B,DEPDC5,DES,DHCR24,DHCR7,DHRS7,DHRS7C,DHX16,DIAPH2,DIP2B,DIPK1A,DISC1,DLAT,DLC1,DLD,DLG4,DLG5,DLGAP5,DLL1,DLST,DMRT2,DNAH10,DNAJA3,DNAJB2,DNAJB4,DNAJB9,DNAJC1,DNAJC17,DNAJC18,DNAJC19,DNAJC24,DNAJC7,DNMT1,DNMT3B,DNPH1,DOCK10,DOCK7,DOP1B,DOT1L,DPF3,DPP4,DPY19L3,DPY19L4,DRC1,DROSHA,DSE,DTL,DTNB,DTNBP1,DTX2,DTX4,DUSP1,DUSP10,DUSP26,DUSP29,DUSP3,DVL1,DXO,DYM,DYNC2I2,DYNLL1,DYRK1B,DZIP1,E2F1,E2F6,E2F7,E2F8,E4F1,EAF2,EBF1,EBF2,EBF3,EBF4,ECH1,ECHDC3,ECPAS,ECSIT,EDA,EEF1A1,EFCAB7,EFHC1,EGF,EGLN1,EGR1,EGR2,EGR3,EHD4,EHMT2,EID1,EIF1,EIF2D,EIF4G1,ELAC2,ELF4,ELK3,ELK4,ELL2,ELOB,ELOC,EMC2,EMC3,EMC7,EMC8,EME1,EMG1,EMID1,ENDOG,ENG,ENTPD6,ENTPD7,EPAS1,EPB41L2,EPDR1,EPHA3,EPHA4,EPHB2,EPHX2,ERAP1,ERAP2,ERBB2,ERBIN,ERO1A,ERP29,ESCO1,ESCO2,ESPL1,ESR1,ESRRA,ESRRG,ETFA,ETFB,ETFDH,ETHE1,ETV1,ETV5,EVC2,EXD2,EXO1,EXT1,EXTL1,EXTL2,EYA2,EYA3,EZH1,EZH2,EZR,FABP5,FABP7,FADS1,FADS2,FAIM2,FAM110A,FAM110B,FAM114A1,FAM131B,FAM162A,FAM20A,FAM210B,FAM3C,FAM53B,FANCA,FANCD2,FANCI,FANCM,FAR2,FAS,FASTK,FASTKD1,FBF1,FBXL21,FBXL4,FBXO32,FBXO5,FBXW8,FCHO1,FEN1,FER,FES,FGD1,FGF1,FGF18,FGFR1,FGFR4,FGGY,FH,FHL2,FHL3,FHL5,FHOD1,FIBIN,FIGNL1,FILIP1,FITM1,FKBP10,FKBP3,FKBP4,FKBP5,FKBP7,FKBP9,FLOT2,FLYWCH1,FMNL3,FMO1,FMO2,FMR1,FN1,FNBP1,FNBP1L,FNDC1,FNDC3A,FNDC4,FNDC5,FNIP1,FOS,FOXA3,FOXJ1,FOXM1,FOXN3,FOXO1,FOXP2,FOXRED2,FRAS1,FST,FUCA2,FUNDC2,FXR1,FXR2,FYCO1,FYN,FZD10,G0S2,G2E3,GABARAPL2,GADD45B,GALNT10,GALNT15,GALNT17,GALNT2,GALNT5,GALNT7,GAMT,GAPDH,GARS1,GASK1A,GASK1B,GATA2,GATA3,GATB,GATD3,GBA2,GBF1,GBP1,GCDH,GCNT1,GCNT4,GDF11,GGA1,GGA2,GHITM,GINS3,GIT2,GJA1,GK,GKAP1,GLB1L,GLCE,GLI2,GLI3,GLO1,GLRX5,GLT8D2,GLUL,GNAI3,GNB5,GOLGA4,GOLGB1,GOLIM4,GOLM1,GOLT1B,GOT1,GPAT2,GPAT4,GPATCH2,GPC2,GPC3,GPD2,GPI,GPR137C,GPR143,GPR161,GPR37,GPRASP1,GPRASP2,GPRC5B,GPS2,GRAMD1C,GRIPAP1,GRM4,GSR,GSTM3,GSTZ1,GTF2IRD1,GTF3C6,GUCA1B,GUSB,HADH,HADHA,HADHB,HAGH,HAO2,HCCS,HCLS1,HDAC10,HDAC9,HDGFL2,HEATR5B,HERC6,HEY2,HHAT,HHATL,HIBADH,HIC1,HIF3A,HIGD1A,HIGD1B,HIGD2A,HINT3,HIP1,HIPK4,HIVEP1,HIVEP2,HJURP,HK1,HK2,HLTF,HMGCR,HMGN2,HMMR,HNRNPA1,HOOK2,HOXA3,HOXA5,HPN,HR,HS2ST1,HS6ST1,HS6ST2,HSD11B1L,HSD11B2,HSD17B10,HSD17B12,HSDL1,HSDL2,HSF1,HSF4,HSPA13,HSPA1L,HSPA5,HSPA9,HSPB6,HSPB8,HTATIP2,IDE,IDH2,IDH3B,IDH3G,IER2,IER3,IFI35,IFIH1,IFIT2,IFRD1,IFT122,IFT140,IFT27,IFT43,IFT46,IFT57,IFT80,IFT88,IKBKG,IL15,IL16,IL17RD,IL4I1,IL4R,ILRUN,IMMT,IMPDH1,INCENP,INIP,INPP4A,INPP5F,INSR,INTS9,INTU,IPO13,IQCB1,IRAK1,IRAK1BP1,IRAK2,IRF5,IRF9,ISCU,ISOC2,ITGA5,ITGB1,ITGB4,ITGB6,ITGB7,ITM2A,ITM2C,ITPR3,IVNS1ABP,JADE2,JADE3,JAM3,JMJD1C,JPH1,JPH2,JPT1,JPT2,JUNB,KAT2B,KBTBD8,KCMF1,KCNK1,KCNN2,KDELR3,KDM1A,KDM7A,KDM8,KDR,KEAP1,KHDRBS1,KHNYN,KIAA0586,KIAA0753,KIAA1549,KIAA1614,KIF11,KIF18A,KIF18B,KIF20A,KIF20B,KIF22,KIF23,KIF27,KIF2A,KIF3B,KIF4A,KIF5C,KIFC1,KIT,KLC2,KLF4,KLF9,KLHDC3,KLHL15,KLHL17,KLHL31,KPNA1,KPNA2,KPNA3,KPNA5,KRI1,KTN1,KYAT1,KYAT3,L2HGDH,LACTB,LACTB2,LAMA3,LARGE1,LARGE2,LDB2,LDHD,LETM1,LFNG,LGALS3,LGALS9,LHPP,LIAS,LIG1,LIMK1,LIN37,LIN54,LIPG,LMBR1L,LMCD1,LMNB1,LMNB2,LMO1,LMO2,LMTK2,LNPK,LOC100153093,LOC100510975,LOC100511343,LOC100512977,LOC100513346,LOC100517129,LOC100517735,LOC100519098,LOC100520512,LOC100520992,LOC100522551,LOC100524239,LOC100524873,LOC100525350,LOC100620992,LOC100622780,LOC100623035,LOC100625711,LOC100626199,LOC100627283,LOC100737755,LOC102158443,LOC110255204,LOC110258060,LOC110258620,LONP2,LPAR1,LPAR4,LPCAT1,LPCAT3,LPIN1,LPIN3,LRRC2,LRRC39,LRRC40,LRRC7,LRRK1,LRRK2,LSS,LTC4S,LUZP1,LYAR,LYN,LZTFL1,MAB21L1,MACROD1,MAF1,MAFF,MAFK,MAGEH1,MAGOHB,MAK,MAML3,MAN1A1,MAN2A1,MAOB,MAP1B,MAP1LC3A,MAP1LC3B,MAP1S,MAP2K2,MAP3K14,MAP3K2,MAP3K20,MAP6,MAPK14,MAPKAPK2,MAPRE1,MARCHF2,MARCHF3,MARCHF8,MARS1,MASTL,MAVS,MBD2,MBD3,MBNL1,MBNL3,MBTD1,MCCC2,MCM2,MCM3,MCM4,MCM5,MCM8,MCOLN1,MCRIP2,MDFI,MDGA1,MDH2,MDM2,ME3,MED15,MED8,MEF2A,MEF2C,MEF2D,MEIOB,MEIS3,MEOX2,METTL17,MEX3D,MFN2,MFNG,MGA,MGAT5,MGLL,MGME1,MIB1,MIB2,MICAL3,MICOS10,MICOS13,MID1,MID1IP1,MIGA1,MIGA2,MITF,MIX23,MKI67,MKKS,MKNK2,MKS1,MKX,MLIP,MLXIP,MLXIPL,MMADHC,MMD,MMP14,MMS22L,MMUT,MN1,MND1,MNS1,MON1A,MOSPD1,MOXD1,MPC2,MPHOSPH9,MPL,MPP7,MRAP2,MRC1,MRE11,MRI1,MRM3,MRNIP,MRPL15,MRPL16,MRPL2,MRPL24,MRPL28,MRPL35,MRPL38,MRPL42,MRPL43,MRPL45,MRPL46,MRPL48,MRPS17,MRPS18A,MRPS18B,MRPS24,MRPS27,MRPS33,MRPS34,MRPS35,MRPS5,MRPS9,MRS2,MSANTD4,MSC,MSH2,MSH4,MSH6,MSI1,MSMO1,MTA3,MTARC2,MTCH2,MTDH,MTERF3,MTFP1,MTG1,MTHFD1L,MTM1,MTRF1,MUL1,MUTYH,MVK,MX1,MX2,MXD3,MYBL1,MYBL2,MYCN,MYEF2,MYF5,MYH2,MYLK2,MYO10,MYO1B,MYO7A,MYOF,N4BP3,NAA10,NAA20,NAA50,NAALADL2,NABP2,NAMPT,NANS,NASP,NAV2,NAXE,NBAS,NBEAL2,NCAPD2,NCAPD3,NCAPG,NCAPG2,NCAPH,NCOA2,ND4,NDC1,NDC80,NDN,NDRG2,NDUFA1,NDUFA10,NDUFA11,NDUFA12,NDUFA13,NDUFA2,NDUFA3,NDUFA4,NDUFA8,NDUFA9,NDUFAB1,NDUFAF1,NDUFAF3,NDUFAF4,NDUFAF5,NDUFAF6,NDUFB1,NDUFB3,NDUFB5,NDUFB6,NDUFB7,NDUFB8,NDUFB9,NDUFS1,NDUFS2,NDUFS4,NDUFS6,NDUFS7,NDUFV1,NECAB3,NEIL1,NEIL3,NEK1,NEK2,NEK6,NEO1,NFATC1,NFATC3,NFATC4,NFE2L1,NFE2L2,NFE2L3,NFIB,NFIL3,NFKBIA,NFKBIL1,NFKBIZ,NFS1,NFXL1,NGFR,NHEJ1,NIBAN2,NIN,NKG7,NKIRAS1,NLN,NME4,NME6,NMI,NMRAL1,NNT,NOC2L,NOCT,NONO,NOP16,NOP56,NOS1,NOS3,NOSTRIN,NOTCH2,NOTCH3,NOVA1,NPAS3,NPC1,NPHP4,NPLOC4,NPM3,NQO2,NR0B2,NR1D2,NR1H2,NR1I3,NR2F1,NR2F6,NR4A3,NR5A2,NRDC,NRM,NRXN1,NSD2,NSFL1C,NSG1,NSL1,NT5C3A,NT5E,NTAQ1,NTF4,NTMT1,NTMT2,NTN3,NUCB2,NUDT12,NUDT5,NUF2,NUP107,NUP133,NUP205,NUP62CL,NUP93,NXT2,OBSL1,ODAD4,ODF2,OFD1,OGDH,OGT,OMA1,OPTN,ORC1,ORC3,ORMDL1,ORMDL2,OSBPL10,OSBPL8,OSTC,OTC,OTUB2,OTUD7A,OTULINL,OVGP1,OXA1L,OXCT1,OXSM,P2RY1,P3H2,P3H3,P3H4,P4HA3,PABPC1,PABPC4,PACS1,PACSIN3,PAFAH1B2,PAM,PANK3,PANK4,PAQR3,PAQR6,PARD6G,PARG,PARK7,PARM1,PARP16,PARP3,PARP9,PARPBP,PARVA,PASK,PATZ1,PBK,PBX3,PBX4,PC,PCBD1,PCBP1,PCCB,PCLAF,PCSK5,PCSK9,PCYOX1,PCYT1B,PDCD4,PDCD5,PDE4B,PDE4D,PDE6A,PDE9A,PDGFRA,PDHA1,PDHB,PDHX,PDIA3,PDIA4,PDIA5,PDIA6,PDK2,PDK4,PDP1,PDPN,PECR,PELO,PENK,PER1,PER2,PEX2,PFKM,PGAP1,PHACTR3,PHB2,PHEX,PHF1,PHF13,PHF19,PHF21A,PHF7,PHKG1,PHLDA1,PHLPP1,PHTF1,PHTF2,PIAS3,PIGA,PIGQ,PIK3C2A,PIK3R2,PIMREG,PINK1,PIP4K2A,PIP4K2C,PIP4P2,PIR,PITHD1,PKD2,PKDCC,PKM,PLA1A,PLA2G4A,PLAA,PLAG1,PLAGL1,PLAT,PLCB1,PLCD4,PLCG2,PLD1,PLD2,PLEKHA5,PLEKHA8,PLEKHF1,PLEKHH2,PLEKHM1,PLEKHM2,PLEKHO1,PLK1,PLK3,PLOD1,PLOD2,PLPP3,PLPP7,PLXNA1,PMS2,PNKD,PNPLA2,POC1A,POC1B,PODN,POGK,POGLUT2,POLA1,POLA2,POLD1,POLD2,POLDIP2,POLE2,POLG,POLH,POLL,POLR2F,POLR2G,POLR2J,POLR3A,POLR3D,POLR3GL,POLR3H,POSTN,POT1,POU6F1,PPARA,PPARGC1A,PPARGC1B,PPEF1,PPIF,PPIL3,PPM1A,PPM1B,PPM1F,PPP1CB,PPP1R15A,PPP1R1B,PPP2R5A,PPP2R5B,PPP3CA,PPP5C,PPP6R2,PPTC7,PRCP,PRDM1,PRDM11,PRDM5,PRDX3,PRDX6,PREPL,PRICKLE3,PRIM2,PRKAB2,PRKAG1,PRKAG3,PRKAR1A,PRKAR1B,PRKAR2A,PRKCD,PRKCI,PRKCZ,PRKD1,PROM1,PRR11,PRR19,PRRC1,PRRT2,PSAP,PSIP1,PSMA3,PSMA5,PSMB1,PSMB6,PSMB8,PSMB9,PSMC1,PSMC2,PSMC3,PSMC3IP,PSMC5,PSMD1,PSMD12,PSMD4,PTBP3,PTDSS1,PTGES2,PTGES3,PTK2B,PTN,PTPMT1,PTPN13,PTPRK,PTPRN,PTRH2,PTTG1,PUSL1,PVALB,PXDN,PXK,PXYLP1,PYCR2,QSOX1,RAB10,RAB13,RAB29,RAB34,RAB3A,RAB3D,RAB3IL1,RAB7A,RAB8B,RABEP2,RABL6,RAC2,RACGAP1,RAD21,RAD23A,RAD51,RAD51AP1,RAD51B,RAD9B,RAF1,RAI14,RAI2,RALGAPA2,RANBP17,RANBP9,RAP1GDS1,RAP2C,RASGRF2,RB1CC1,RBBP8,RBFOX1,RBM15,RBM15B,RBM20,RBM38,RBMS2,RBP1,RBPJ,RCAN2,RCBTB2,RCC2,RCN1,RCN3,RCOR1,RCOR2,RCOR3,RDH11,RECQL,RECQL4,REEP1,REEP4,REST,RETREG1,REV3L,REXO2,REXO5,RFC3,RFC5,RFWD3,RGCC,RGMA,RGS12,RGS14,RGS3,RHEB,RHNO1,RHOD,RHOF,RIF1,RILPL1,RMI2,RNASET2,RND2,RNF123,RNF14,RNF144A,RNF144B,RNF157,RNF165,RNF19B,RNF2,RNF38,ROGDI,ROMO1,RORA,RP2,RPA2,RPS6KA1,RPS6KA3,RRAGD,RRBP1,RRP9,RUBCN,RUNX1T1,RXRG,RYBP,RYR2,S100A4,S100A6,S100PBP,S1PR1,SAFB2,SALL2,SAMHD1,SAMM50,SAP130,SAR1B,SARDH,SAV1,SBDS,SBF2,SCAI,SCARB1,SCLY,SCMH1,SCML2,SCN5A,SCNM1,SCNN1A,SCRT1,SDHA,SDHAF2,SDHB,SDHC,SEC23A,SEC24D,SEC31B,SEC61A1,SEL1L,SELENBP1,SELENOI,SELENON,SELENOO,SEMA4F,SEMA6D,SENP1,SENP5,SEPTIN1,SEPTIN2,SEPTIN4,SEPTIN5,SEPTIN6,SEPTIN7,SEPTIN9,SERPINE1,SERPINE2,SERTAD1,SERTAD4,SESN1,SESN2,SETD7,SEZ6L,SEZ6L2,SFMBT2,SFR1,SFXN1,SFXN5,SGCD,SGCE,SGK1,SGO1,SGO2,SGPL1,SGPP1,SGSH,SH3BP5,SH3D19,SH3GL3,SH3GLB1,SH3RF2,SHFL,SIDT1,SIGLEC1,SIK3,SIRT2,SKP2,SLC15A3,SLC16A10,SLC16A3,SLC17A5,SLC1A6,SLC24A5,SLC25A12,SLC25A19,SLC25A22,SLC25A24,SLC25A25,SLC25A26,SLC25A27,SLC25A3,SLC25A4,SLC25A44,SLC26A6,SLC27A1,SLC27A3,SLC2A11,SLC30A2,SLC30A7,SLC35A4,SLC35E2,SLC35E4,SLC35G1,SLC37A4,SLC39A2,SLC39A7,SLC3A2,SLC41A3,SLC44A2,SLC46A1,SLC50A1,SLC8A3,SLC9A7,SLCO5A1,SLF1,SLIRP,SLN,SMAD2,SMAD9,SMARCA1,SMARCA5,SMARCAD1,SMC2,SMC4,SMC6,SMDT1,SMG5,SMO,SMOX,SMPD1,SMURF1,SMYD2,SNAP91,SND1,SNRPD1,SNRPG,SNTB2,SNUPN,SNX30,SNX7,SOAT1,SORBS1,SORCS1,SORT1,SOX11,SOX9,SPAG5,SPARC,SPART,SPATS2L,SPC25,SPCS1,SPDL1,SPEF1,SPEF2,SPG11,SPG21,SPG7,SPHK1,SPI1,SPIDR,SPINDOC,SPP1,SPR,SPRY2,SPTAN1,SPTLC1,SPTY2D1,SQLE,SQOR,SQSTM1,SRBD1,SRC,SREBF2,SRF,SRGAP2,SRI,SRPX,SS18,SSBP4,SSPN,SSU72,SSUH2,SSX2IP,ST3GAL5,ST6GALNAC2,ST6GALNAC3,STAT1,STAT5B,STC1,STEAP3,STEAP4,STIM1,STIM2,STING1,STK11,STK17B,STK26,STK3,STON2,STOX1,STOX2,STT3A,STUB1,STX11,STX1B,STXBP1,STXBP5,SUCLA2,SUCLG1,SUCLG2,SUCO,SULF1,SULF2,SUMF1,SUMF2,SUN2,SUPT16H,SUPV3L1,SVEP1,SVIL,SWAP70,SYBU,SYCP2,SYN1,SYNE3,SYNE4,SYNGR1,SYNPO2,SYNPO2L,SYPL1,SYPL2,SYS1,SYT12,SYT2,SYT9,SYTL2,TAF11,TAF12,TAF9B,TAP1,TAP2,TAPBP,TAPBPL,TAPT1,TASOR,TAX1BP3,TBC1D14,TBC1D2B,TBL1XR1,TBPL1,TBRG4,TBX15,TBX18,TCEAL8,TCF12,TCF3,TCF4,TCF7L1,TCF7L2,TCIRG1,TCTN3,TDP1,TDP2,TDRKH,TEAD1,TEAD2,TEAD4,TEKT1,TENM4,TESK1,TESK2,TET3,TEX10,TEX2,TFEB,TFRC,TGFB3,TGFBI,TGFBR1,THAP11,THBS2,THBS4,THOC5,TIA1,TIGAR,TIMELESS,TIMM44,TIMM50,TIMM8A,TIMM8B,TINAGL1,TJP2,TLCD3A,TLK1,TLN2,TLR9,TM6SF1,TM7SF2,TMCC2,TMED3,TMEM107,TMEM120A,TMEM120B,TMEM126A,TMEM132A,TMEM143,TMEM184A,TMEM198B,TMEM201,TMEM231,TMEM25,TMEM259,TMEM35A,TMEM38A,TMEM43,TMEM53,TMEM59L,TMEM67,TMEM9,TMEM98,TMEM9B,TMTC2,TMTC3,TMTC4,TMX4,TNIP1,TOMM34,TOMM40,TOMM40L,TOMM7,TONSL,TOP2A,TOP2B,TOX,TOX3,TP53INP2,TP63,TP73,TPBG,TPCN2,TPD52,TPP2,TPRKB,TPST2,TPX2,TRAF3IP1,TRAF3IP2,TRAIP,TRAK1,TRAM1,TRAPPC2L,TRAPPC5,TRDN,TRERF1,TREX1,TRIM36,TRIM59,TRIM72,TRIP10,TRMT1L,TRMU,TRNP1,TRUB2,TSHZ3,TSPAN1,TSPAN4,TSPO,TST,TTC21B,TTC26,TTC5,TTC8,TTK,TTLL1,TUB,TUBA1B,TUBB,TUBGCP4,TUFM,TULP3,TUSC3,TXNDC15,TXNRD1,TYRO3,UACA,UBA6,UBC,UBD,UBE2C,UBE2D4,UBE2Z,UBXN1,UBXN7,UCHL3,UCP2,UCP3,UGCG,UGDH,UGGT1,UGGT2,UHRF1,ULK1,ULK3,UNC13D,UNG,UQCR10,UQCRC1,UQCRC2,UQCRQ,USF2,USH1C,USP1,USP13,USP18,USP19,USP24,USP25,USP28,USP6NL,UTRN,UXS1,VAMP8,VAPB,VASH1,VASN,VAT1,VCAM1,VCAN,VCP,VDAC1,VDAC2,VDAC3,VHL,VIM,VMP1,VPS13B,VPS26A,VPS26B,VPS26C,VPS33A,VPS37A,VPS9D1,VRK1,VRK3,VWA5A,WASF2,WDFY3,WDHD1,WDR19,WDR35,WDR43,WDR48,WDR6,WDR77,WDR83,WDR91,WDTC1,WEE1,WHAMM,WHRN,WIPI1,WLS,WRN,WWTR1,XPO1,XPO6,XYLT2,YBX3,YEATS2,YIF1B,YWHAZ,ZBTB1,ZBTB12,ZBTB16,ZBTB20,ZBTB7A,ZBTB7B,ZBTB7C,ZBTB8A,ZCCHC9,ZDHHC20,ZEB1,ZEB2,ZER1,ZFHX4,ZFP30,ZFPM2,ZFYVE27,ZHX2,ZIC3,ZIC4,ZKSCAN4,ZKSCAN7,ZMIZ1,ZMYM2,ZNF142,ZNF175,ZNF235,ZNF26,ZNF260,ZNF280C,ZNF287,ZNF300,ZNF322,ZNF333,ZNF346,ZNF367,ZNF385A,ZNF395,ZNF396,ZNF423,ZNF449,ZNF503,ZNF518A,ZNF521,ZNF568,ZNF608,ZNF628,ZNF638,ZNF641,ZNF692,ZNF703,ZNF704,ZNF711,ZNF768,ZNF879,ZNFX1,ZRANB3,ZSCAN12,ZSCAN31,ZWINT,ZXDC,ZYX


			GO:CC			mitochondrial inner membrane			GO:0005743			1.71E-09			100			ACADVL,AFG3L2,ALAS1,ALAS2,APOO,ATP5F1A,ATP5F1B,ATP5MC1,ATP5ME,ATP5PO,ATP6,C7H6ORF125,CHCHD10,CHCHD3,CLU,COQ2,COQ3,COQ5,COQ6,COQ8A,COQ9,COX1,COX3,COX4I1,COX5A,COX6B,DNAJC19,ENDOG,ETFDH,HADHA,HADHB,HCCS,HIGD1A,HIGD1B,HIGD2A,IMMT,LETM1,LGALS3,LOC100524239,LOC100524873,LRRK2,MICOS10,MICOS13,MPC2,MRS2,MTG1,ND4,NDUFA1,NDUFA10,NDUFA11,NDUFA12,NDUFA13,NDUFA2,NDUFA3,NDUFA4,NDUFA8,NDUFA9,NDUFAB1,NDUFAF3,NDUFAF5,NDUFAF6,NDUFB1,NDUFB3,NDUFB5,NDUFB6,NDUFB7,NDUFB8,NDUFB9,NDUFS1,NDUFS2,NDUFS4,NDUFS6,NDUFS7,NDUFV1,OMA1,PHB2,PINK1,ROMO1,SDHA,SDHB,SLC25A12,SLC25A22,SLC25A24,SLC25A25,SLC25A26,SLC25A3,SLC25A4,SLC41A3,SMDT1,SPG7,SRC,TIMM44,TIMM50,TIMM8A,TIMM8B,TOMM40,UQCR10,UQCRC1,UQCRC2,UQCRQ


			GO:CC			cell leading edge			GO:0031252			1.77E-09			96			ABL1,ABLIM3,ACTA2,ACTC1,ACTR3,AJUBA,AKT2,AMOT,AMPH,ANTXR1,APC2,ARFIP2,ARHGAP44,ARHGEF2,ARHGEF6,ARPC5,ARPIN,ASAP3,CAPG,CCDC88A,CD44,CDC42BPG,CDH2,CFL1,CIB1,CORO1B,CORO1C,CSPG4,CTNNA1,DDX3X,DDX58,DLC1,DOCK8,DPP4,DPP9,EEF1A1,EPS8,EPS8L2,EZR,FAP,FER,FGD1,FLOT2,FRMD4B,FSCN1,GABRE,IFIT5,INPP5J,IQGAP2,ITGA5,ITGAV,ITGB1,ITGB4,KCNB1,KCNC1,KCNC4,KIF18A,LDB2,LIMK1,LOC110255205,MTM1,MYO9B,PABPC1,PARVA,PARVB,PDPN,PHLDB2,PKD2,PLCE1,PLCG2,PLEKHH2,PLEKHO1,PLXND1,PODXL,PTK2B,PTPN13,PTPRK,RAB13,RAC2,RAPGEF3,RIPOR2,S100A6,SGCE,SHTN1,SPEF1,SPRY2,SRC,SSX2IP,STMN2,TLN2,TPM1,TWF1,TWF2,VIM,WASF1,WASF2


			GO:CC			oxidoreductase complex			GO:1990204			2.05E-09			51			BCKDHA,BCKDHB,CAT,COX1,DLAT,DLD,DLST,ETFA,ETFB,GMPR,GPD1,GPD2,IDH3G,LDHA,LOC100524239,LOC100524873,ND4,NDUFA1,NDUFA10,NDUFA11,NDUFA12,NDUFA13,NDUFA2,NDUFA3,NDUFA8,NDUFA9,NDUFAB1,NDUFB1,NDUFB3,NDUFB5,NDUFB6,NDUFB7,NDUFB8,NDUFB9,NDUFS1,NDUFS2,NDUFS4,NDUFS6,NDUFS7,NDUFV1,OGDH,PDHA1,PDHB,PDHX,PDK2,SDHB,SDHC,UQCR10,UQCRC1,UQCRC2,UQCRQ


			GO:CC			sarcolemma			GO:0042383			2.49E-09			40			ANXA2,ATP1A2,ATP1B1,ATP2B4,BGN,BIN1,BVES,CACNA1D,CACNA1S,CACNB1,CACNG6,CACNG7,CDH2,CIB1,DES,DTNBP1,FLNC,ITGB1,KCNB1,KCNN2,KRT8,LOC100515171,MLIP,NOS1,PDE9A,PGM5,POPDC2,POPDC3,PPP3CB,SCN1B,SCN2B,SCN5A,SGCA,SGCD,SGCE,SLC8A3,SSPN,STAC3,TRIM72,UTRN


			GO:CC			anchoring junction			GO:0070161			2.94E-09			176			ABR,ACTN2,ACTR3,ADD3,AFAP1,AFDN,AJUBA,AMOT,APP,ARHGEF2,ARHGEF9,ASAP3,ATAT1,ATP1B1,BAIAP2L2,BCR,BVES,C4A,CASK,CAV2,CCN3,CDCA3,CDH10,CDH11,CDH2,CDH20,CDH7,CHRNA1,CHRNA10,CHRNA3,CHRND,CHRNE,CLDN10,CLMP,CLSTN2,CLSTN3,CORO2B,CPNE3,CTNNA1,CTNND1,CTNND2,CTTNBP2,DCAF6,DCHS1,DDX58,DES,DLC1,DLG5,DLL1,DPP4,DST,EFS,EPB41L3,EPCAM,ERBIN,ESAM,EZR,F8,FAP,FBF1,FERMT3,FES,FGFR4,FHOD1,FLOT2,FLRT3,FMR1,FRMD4A,FRMD4B,FSCN1,GAB1,GABRE,GJA1,GJA5,GJC1,GRIA4,GRID2,GRIK2,GRIN2D,GRIN3A,HOMER1,HOMER2,HOMER3,IGSF11,IL16,IQGAP3,ITGA2,ITGA5,ITGAV,ITGB1,ITGB4,ITGB6,ITGB7,JAM3,KCNAB2,KCNB1,KCND2,KCNK1,KIRREL1,KIT,KLHL24,KRT8,LIMK1,LOC100515171,MAGI3,MAP2K2,MAPRE1,MAPRE2,MPDZ,MPP3,MPP7,MUSK,MYH2,NECTIN3,NGFR,NIBAN2,NLGN3,NPHP4,NRAP,PARD6G,PARVA,PARVB,PCDH12,PDLIM2,PDLIM5,PGM5,PHLDB2,PIK3R2,PKD2,PLCG1,PRKCD,PRKCH,PRKCZ,PRKD1,PTK2B,PTK7,PTPRA,PTPRC,PTPRJ,PTPRK,PTPRN,RAB13,RAP2C,REXO2,RIMS1,SCN1B,SCN5A,SENP1,SGCA,SHROOM2,SIRT2,SNTB1,SNTB2,SORBS1,SRC,SRPX2,SSX2IP,STON2,STRN,SYN1,SYNPO2,SYT2,TEK,TGFBR1,TIAM1,TJP2,TLN2,TMEM47,TNS1,TNS3,TWF1,USP53,UTRN,WASF2,XIRP2,ZYX


			GO:CC			polymeric cytoskeletal fiber			GO:0099513			8.37E-09			148			ACTA1,ACTC1,AK1,AKNA,AMOT,APC2,ARHGEF2,ASPM,ATAT1,AURKB,BOD1,CALM1,CAPN6,CCT6A,CDK1,CDK2AP2,CENPE,CKAP5,CLIP1,CLIP3,CLIP4,CLMP,CORO1B,CSTPP1,CUL3,DES,DIAPH1,DIAPH2,DIAPH3,DISC1,DNAH10,DNAJA3,DNAL4,DNM1,DPP9,DST,DYNLL1,EML4,EZR,FAM110A,FBF1,FYN,GAS2L3,GRAMD2B,HAUS5,HAUS6,HCLS1,HOOK2,INCENP,JAM3,KEAP1,KIF11,KIF12,KIF14,KIF15,KIF18A,KIF18B,KIF1A,KIF1C,KIF20A,KIF21B,KIF22,KIF23,KIF24,KIF27,KIF2A,KIF2C,KIF3A,KIF3B,KIF5C,KIFC1,KLC2,KLHL21,KRT18,KRT8,LMNB1,LMNB2,LMOD2,LOC100155138,LOC100158003,LOC100510930,MACF1,MAP1A,MAP1B,MAP1S,MAP2,MAP2K2,MAP4,MAP6,MAPRE1,MAPRE2,MAPT,MID1,MNS1,MX1,MX2,MYO18B,MYO1B,MYO9B,NAV3,NCKAP5,NCKAP5L,NEFL,NES,NIN,PDLIM2,PDLIM5,PKD2,PLK1,PLS3,PPL,RAB3D,RAC2,RADIL,REEP1,REEP4,RMDN1,SEPTIN9,SHROOM2,SHTN1,SIRT2,SKA1,SLAIN2,SMTNL2,SPAG5,SPEF1,SPRY2,SRC,STAU2,SYBU,TCHP,TEK,TPM2,TPX2,TRIM36,TTLL1,TUBA1B,TUBA4A,TUBB,TUBE1,TUBGCP4,TWF1,TWF2,VIM,WDR47,WHRN,WIPF1,WIPF3


			GO:CC			Z disc			GO:0030018			9.32E-09			40			ACTN2,ATP2B4,BAG3,CASQ1,CSRP2,DES,FBXO32,FHL2,FHL3,FHL5,HOMER1,HRC,JPH1,KCNN2,KRT8,LDB3,LOC100736765,MYO18B,MYOZ1,MYPN,NEB,NRAP,PDE4B,PDLIM2,PDLIM3,PDLIM5,PGM5,PPP1R12B,PPP2R5A,PPP3CA,PPP3CB,RYR2,SCN3B,SCN5A,SRI,STUB1,SYNPO2,SYNPO2L,TCAP,XIRP2


			GO:CC			intracellular membrane-bounded organelle			GO:0043231			4.20E-08			2106			AAGAB,AARS1,ABCA5,ABCA6,ABCB6,ABCC4,ABCC6,ABHD17C,ABHD4,ABHD5,ABL1,ACACA,ACADL,ACADM,ACADS,ACADVL,ACAP3,ACAT1,ACE,ACKR3,ACO1,ACO2,ACOT7,ACOT8,ACOX2,ACSBG1,ACSL1,ACSL4,ACSM4,ACSM5,ACSS1,ACSS3,ACTR3,ADAM8,ADAMTS9,ADAMTSL3,ADCYAP1R1,ADD3,ADHFE1,ADNP,AEN,AFF1,AFG3L2,AGPAT4,AHR,AIFM1,AJUBA,AK3,AKAP11,AKAP6,AKNA,AKT2,ALAS1,ALAS2,ALDH18A1,ALDH1L2,ALDH4A1,ALDH6A1,ALG10,ALG14,ALG8,ALG9,ALS2CL,AMOT,AMPH,ANGPTL6,ANKFY1,ANKRD1,ANKRD13A,ANKRD13B,ANKRD13C,ANKRD2,ANKRD23,ANLN,ANO1,ANO10,ANO2,ANPEP,ANXA11,ANXA2,AP1S1,AP3M2,AP4B1,APAF1,APC2,APITD1,APLP1,APOD,APOE,APOO,APP,APPBP2,AQP11,AQR,ARAF,ARFIP2,ARHGAP1,ARHGAP32,ARHGAP5,ARHGEF2,ARIH2,ARL8B,ARMC12,ARMCX2,ARNTL,ARPIN,ARRDC2,ARRDC3,ARSE,ARX,ASAH1,ASAP3,ASB10,ASB11,ASF1B,ASPH,ASPM,ASS1,ASXL3,ATAD1,ATAD2,ATAT1,ATF3,ATF4,ATF5,ATG4D,ATG9A,ATL2,ATL3,ATM,ATOH8,ATP10D,ATP11B,ATP1B3,ATP2A1,ATP2A3,ATP2B2,ATP2B3,ATP5F1A,ATP5F1B,ATP5IF1,ATP5MC1,ATP5MC3,ATP5ME,ATP5PO,ATP6,ATP7A,ATP8B2,ATR,ATXN1,ATXN3,AUH,AUP1,AURKB,AZIN2,B3GALNT1,B3GALT2,B3GNT3,B4GALT4,BAG3,BAIAP2L2,BAIAP3,BARD1,BBS7,BCAP31,BCAS3,BCAT1,BCAT2,BCKDHA,BCKDHB,BCKDK,BCL11A,BCL3,BCL6,BCL7B,BCL9,BCORL1,BDH1,BDKRB2,BEND6,BEX1,BGN,BHLHB9,BID,BIN1,BLM,BLOC1S1,BLVRB,BLZF1,BNIP3,BNIP3L,BPHL,BRCA1,BRCA2,BRD3,BRIP1,BSG,BTBD3,BTBD7,BUB1,BUB1B,C12H17ORF49,C2CD2L,C6H16ORF74,C6H19ORF47,C7H14ORF119,C7H6ORF125,CA13,CA4,CACNA1S,CALCOCO1,CALCOCO2,CALCR,CALCRL,CALR,CALU,CAMTA2,CAND1,CAPG,CAPN11,CAPN3,CARD19,CARF,CARNMT1,CASD1,CASK,CASP6,CASP9,CASQ1,CASQ2,CAT,CATSPER4,CAV2,CBL,CBLB,CBR3,CBWD1,CBX2,CBX3,CBX4,CC2D1B,CCDC124,CCDC47,CCDC82,CCDC88A,CCDC9,CCHCR1,CCN3,CCNB1,CCNB2,CCNB3,CCNE1,CCNE2,CCNF,CCNG1,CCNG2,CCNL1,CCNL2,CCNT2,CD14,CD2,CD40LG,CD44,CDC14A,CDC14B,CDC20,CDC25B,CDC45,CDC6,CDCA2,CDCA4,CDCA5,CDCA7,CDCA7L,CDH15,CDIP1,CDK1,CDK14,CDK17,CDK20,CDK2AP2,CDK5R1,CDS1,CDT1,CEBPG,CEMIP2,CENPE,CENPF,CENPH,CENPI,CENPJ,CENPL,CENPT,CENPU,CEP131,CEP152,CEP192,CEP85,CERKL,CETN3,CFAP20,CFL1,CHAF1A,CHAF1B,CHCHD1,CHCHD10,CHCHD2,CHCHD3,CHD1L,CHD3,CHD6,CHEK1,CHI3L1,CHPF,CHPT1,CHRNA3,CHRND,CHST1,CHST2,CHST3,CHSY1,CHTF18,CIB1,CIPC,CISD3,CITED1,CKAP4,CKAP5,CKB,CKMT2,CLCA1,CLCN4,CLCN5,CLIP1,CLIP3,CLIP4,CLK3,CLN6,CLPX,CLSPN,CLSTN2,CLSTN3,CLU,CMPK2,CMYA5,CNDP2,CNOT6,CNOT6L,CNP,CNR1,CNTLN,COA6,COL1A2,COLCA2,COPB1,COPE,COPG2,COPS4,COPS5,COPS7A,COPS8,COQ10A,COQ10B,COQ2,COQ3,COQ5,COQ6,COQ8A,COQ9,CORO1C,COX1,COX10,COX17,COX3,COX4I1,COX5A,COX6B,CPE,CPEB3,CPEB4,CPNE3,CPOX,CPQ,CPS1,CPT1B,CPT1C,CPT2,CRABP1,CRABP2,CRADD,CRAT,CRBN,CREB3L1,CREB3L2,CREB5,CREBRF,CREM,CRY2,CRYM,CSDE1,CSNK1G3,CSNK2B,CSPG4,CSRNP1,CSRNP3,CSRP2,CTC1,CTNNA1,CTNND1,CTNND2,CTSA,CTSC,CTSL,CTSO,CTSW,CTSZ,CUBN,CUL3,CUL4B,CUL7,CUTC,CUX2,CYB5D2,CYB5RL,CYBRD1,CYP1A1,CYP27A1,CYP2F1,CYP2R1,CYP7B1,DAB1,DAB2,DAPK2,DBF4,DBX1,DCAF11,DCAF6,DCAF8,DCLK3,DCP2,DCTPP1,DCUN1D2,DCUN1D4,DDIAS,DDO,DDRGK1,DDX1,DDX23,DDX3X,DDX50,DECR1,DEDD,DENND4B,DEPDC5,DES,DHCR24,DHCR7,DHRS7,DHRS7C,DHX16,DIAPH2,DIP2B,DIPK1A,DISC1,DLAT,DLC1,DLD,DLG4,DLGAP5,DLL1,DLST,DMRT2,DNAJA3,DNAJB2,DNAJB4,DNAJB9,DNAJC1,DNAJC17,DNAJC18,DNAJC19,DNAJC24,DNAJC7,DNMT1,DNMT3B,DNPH1,DOCK10,DOCK7,DOP1B,DOT1L,DPF3,DPP4,DPY19L3,DPY19L4,DROSHA,DSE,DTL,DTNB,DTNBP1,DTX2,DTX4,DUSP1,DUSP10,DUSP26,DUSP29,DUSP3,DVL1,DXO,DYM,DYNLL1,DYRK1B,DZIP1,E2F1,E2F6,E2F7,E2F8,E4F1,EAF2,EBF1,EBF2,EBF3,EBF4,ECH1,ECHDC3,ECPAS,ECSIT,EDA,EEF1A1,EGLN1,EGR1,EGR2,EGR3,EHD4,EHMT2,EID1,EIF1,EIF2D,EIF4G1,ELAC2,ELF4,ELK3,ELK4,ELL2,ELOB,ELOC,EMC2,EMC3,EMC7,EMC8,EME1,EMG1,EMID1,ENDOG,ENG,ENTPD6,ENTPD7,EPAS1,EPB41L2,EPDR1,EPHA3,EPHA4,EPHB2,EPHX2,ERAP1,ERAP2,ERBB2,ERBIN,ERO1A,ERP29,ESCO1,ESCO2,ESPL1,ESR1,ESRRA,ESRRG,ETFA,ETFB,ETFDH,ETHE1,ETV1,ETV5,EVC2,EXD2,EXO1,EXT1,EXTL1,EXTL2,EYA2,EYA3,EZH1,EZH2,EZR,FABP5,FABP7,FADS1,FADS2,FAIM2,FAM110A,FAM110B,FAM114A1,FAM131B,FAM162A,FAM20A,FAM210B,FAM3C,FAM53B,FANCA,FANCD2,FANCI,FANCM,FAR2,FAS,FASTK,FASTKD1,FBXL21,FBXL4,FBXO32,FBXO5,FBXW8,FCHO1,FEN1,FER,FES,FGD1,FGF1,FGF18,FGFR1,FGFR4,FGGY,FH,FHL2,FHL3,FHL5,FHOD1,FIBIN,FIGNL1,FILIP1,FITM1,FKBP10,FKBP3,FKBP4,FKBP5,FKBP7,FKBP9,FLOT2,FLYWCH1,FMNL3,FMO1,FMO2,FMR1,FN1,FNBP1,FNBP1L,FNDC1,FNDC3A,FNDC4,FNDC5,FNIP1,FOS,FOXA3,FOXJ1,FOXM1,FOXN3,FOXO1,FOXP2,FOXRED2,FRAS1,FST,FUCA2,FUNDC2,FXR1,FXR2,FYCO1,FYN,FZD10,G0S2,G2E3,GABARAPL2,GADD45B,GALNT10,GALNT15,GALNT17,GALNT2,GALNT5,GALNT7,GAMT,GAPDH,GARS1,GASK1A,GASK1B,GATA2,GATA3,GATB,GATD3,GBA2,GBF1,GBP1,GCDH,GCNT1,GCNT4,GDF11,GGA1,GGA2,GHITM,GINS3,GIT2,GJA1,GK,GKAP1,GLB1L,GLCE,GLI2,GLI3,GLO1,GLRX5,GLT8D2,GLUL,GNAI3,GNB5,GOLGA4,GOLGB1,GOLIM4,GOLM1,GOLT1B,GOT1,GPAT2,GPAT4,GPATCH2,GPC2,GPC3,GPD2,GPI,GPR137C,GPR143,GPR161,GPR37,GPRASP1,GPRASP2,GPRC5B,GPS2,GRAMD1C,GRIPAP1,GRM4,GSR,GSTZ1,GTF2IRD1,GTF3C6,GUSB,HADH,HADHA,HADHB,HAGH,HAO2,HCCS,HCLS1,HDAC10,HDAC9,HDGFL2,HEATR5B,HERC6,HEY2,HHAT,HHATL,HIBADH,HIC1,HIF3A,HIGD1A,HIGD1B,HIGD2A,HINT3,HIP1,HIPK4,HIVEP1,HIVEP2,HJURP,HK1,HK2,HLTF,HMGCR,HMGN2,HMMR,HNRNPA1,HOOK2,HOXA3,HOXA5,HPN,HR,HS2ST1,HS6ST1,HS6ST2,HSD11B1L,HSD11B2,HSD17B10,HSD17B12,HSDL1,HSDL2,HSF1,HSF4,HSPA13,HSPA1L,HSPA5,HSPA9,HSPB6,HSPB8,HTATIP2,IDE,IDH2,IDH3B,IDH3G,IER2,IER3,IFI35,IFIH1,IFIT2,IFRD1,IFT27,IFT57,IKBKG,IL15,IL16,IL17RD,IL4I1,IL4R,ILRUN,IMMT,IMPDH1,INCENP,INIP,INPP4A,INPP5F,INSR,INTS9,IPO13,IQCB1,IRAK1,IRAK1BP1,IRAK2,IRF5,IRF9,ISCU,ISOC2,ITGA5,ITGB1,ITGB4,ITGB6,ITGB7,ITM2A,ITM2C,ITPR3,IVNS1ABP,JADE2,JADE3,JAM3,JMJD1C,JPH1,JPH2,JPT1,JPT2,JUNB,KAT2B,KBTBD8,KCMF1,KCNK1,KCNN2,KDELR3,KDM1A,KDM7A,KDM8,KDR,KEAP1,KHDRBS1,KHNYN,KIAA0753,KIAA1614,KIF11,KIF18A,KIF18B,KIF20A,KIF20B,KIF22,KIF23,KIF2A,KIF4A,KIFC1,KIT,KLC2,KLF4,KLF9,KLHDC3,KLHL15,KLHL17,KLHL31,KPNA1,KPNA2,KPNA3,KPNA5,KRI1,KTN1,KYAT1,KYAT3,L2HGDH,LACTB,LACTB2,LAMA3,LARGE1,LARGE2,LDB2,LDHD,LETM1,LFNG,LGALS3,LGALS9,LHPP,LIAS,LIG1,LIMK1,LIN37,LIN54,LIPG,LMBR1L,LMCD1,LMNB1,LMNB2,LMO1,LMO2,LMTK2,LNPK,LOC100153093,LOC100510975,LOC100511343,LOC100512977,LOC100513346,LOC100517129,LOC100517735,LOC100519098,LOC100520512,LOC100520992,LOC100522551,LOC100524239,LOC100524873,LOC100525350,LOC100620992,LOC100622780,LOC100623035,LOC100625711,LOC100626199,LOC100627283,LOC100737755,LOC102158443,LOC110255204,LOC110258060,LOC110258620,LONP2,LPAR1,LPAR4,LPCAT1,LPCAT3,LPIN1,LPIN3,LRRC2,LRRC39,LRRC40,LRRC7,LRRK1,LRRK2,LSS,LTC4S,LUZP1,LYAR,LYN,MAB21L1,MACROD1,MAF1,MAFF,MAFK,MAGEH1,MAGOHB,MAK,MAML3,MAN1A1,MAN2A1,MAOB,MAP1LC3A,MAP1LC3B,MAP1S,MAP2K2,MAP3K14,MAP3K2,MAP3K20,MAP6,MAPK14,MAPKAPK2,MAPRE1,MARCHF2,MARCHF3,MARCHF8,MARS1,MASTL,MAVS,MBD2,MBD3,MBNL1,MBNL3,MBTD1,MCCC2,MCM2,MCM3,MCM4,MCM5,MCM8,MCOLN1,MCRIP2,MDFI,MDGA1,MDH2,MDM2,ME3,MED15,MED8,MEF2A,MEF2C,MEF2D,MEIS3,MEOX2,METTL17,MEX3D,MFN2,MFNG,MGA,MGAT5,MGLL,MGME1,MIB1,MIB2,MICAL3,MICOS10,MICOS13,MID1,MID1IP1,MIGA1,MIGA2,MITF,MIX23,MKI67,MKKS,MKNK2,MKX,MLIP,MLXIP,MLXIPL,MMADHC,MMD,MMP14,MMS22L,MMUT,MN1,MND1,MNS1,MON1A,MOSPD1,MOXD1,MPC2,MPHOSPH9,MPL,MPP7,MRAP2,MRC1,MRE11,MRI1,MRM3,MRNIP,MRPL15,MRPL16,MRPL2,MRPL24,MRPL28,MRPL35,MRPL38,MRPL42,MRPL43,MRPL45,MRPL46,MRPL48,MRPS17,MRPS18A,MRPS18B,MRPS24,MRPS27,MRPS33,MRPS34,MRPS35,MRPS5,MRPS9,MRS2,MSANTD4,MSC,MSH2,MSH4,MSH6,MSI1,MSMO1,MTA3,MTARC2,MTCH2,MTDH,MTERF3,MTFP1,MTG1,MTHFD1L,MTM1,MTRF1,MUL1,MUTYH,MVK,MX1,MX2,MXD3,MYBL1,MYBL2,MYCN,MYEF2,MYF5,MYH2,MYLK2,MYO10,MYO1B,MYO7A,MYOF,N4BP3,NAA10,NAA20,NAA50,NAALADL2,NABP2,NAMPT,NANS,NASP,NAV2,NAXE,NBAS,NBEAL2,NCAPD2,NCAPD3,NCAPG,NCAPG2,NCAPH,NCOA2,ND4,NDC1,NDC80,NDN,NDRG2,NDUFA1,NDUFA10,NDUFA11,NDUFA12,NDUFA13,NDUFA2,NDUFA3,NDUFA4,NDUFA8,NDUFA9,NDUFAB1,NDUFAF1,NDUFAF3,NDUFAF4,NDUFAF5,NDUFAF6,NDUFB1,NDUFB3,NDUFB5,NDUFB6,NDUFB7,NDUFB8,NDUFB9,NDUFS1,NDUFS2,NDUFS4,NDUFS6,NDUFS7,NDUFV1,NECAB3,NEIL1,NEIL3,NEK1,NEK2,NEK6,NEO1,NFATC1,NFATC3,NFATC4,NFE2L1,NFE2L2,NFE2L3,NFIB,NFIL3,NFKBIA,NFKBIL1,NFKBIZ,NFS1,NFXL1,NGFR,NHEJ1,NIBAN2,NIN,NKG7,NKIRAS1,NLN,NME4,NME6,NMI,NMRAL1,NNT,NOC2L,NOCT,NONO,NOP16,NOP56,NOS1,NOS3,NOSTRIN,NOTCH2,NOTCH3,NOVA1,NPAS3,NPC1,NPHP4,NPLOC4,NPM3,NQO2,NR0B2,NR1D2,NR1H2,NR1I3,NR2F1,NR2F6,NR4A3,NR5A2,NRDC,NRM,NRXN1,NSD2,NSFL1C,NSG1,NSL1,NT5C3A,NT5E,NTAQ1,NTF4,NTMT1,NTMT2,NTN3,NUCB2,NUDT12,NUDT5,NUF2,NUP107,NUP133,NUP205,NUP62CL,NUP93,NXT2,OBSL1,ODF2,OGDH,OGT,OMA1,OPTN,ORC1,ORC3,ORMDL1,ORMDL2,OSBPL10,OSBPL8,OSTC,OTC,OTUB2,OTUD7A,OTULINL,OVGP1,OXA1L,OXCT1,OXSM,P3H2,P3H3,P3H4,P4HA3,PABPC1,PABPC4,PACS1,PACSIN3,PAFAH1B2,PAM,PANK3,PANK4,PAQR3,PAQR6,PARD6G,PARG,PARK7,PARM1,PARP16,PARP3,PARP9,PARPBP,PARVA,PASK,PATZ1,PBK,PBX3,PBX4,PC,PCBD1,PCBP1,PCCB,PCLAF,PCSK5,PCSK9,PCYOX1,PCYT1B,PDCD4,PDCD5,PDE4B,PDE4D,PDE9A,PDGFRA,PDHA1,PDHB,PDHX,PDIA3,PDIA4,PDIA5,PDIA6,PDK2,PDK4,PDP1,PDPN,PECR,PELO,PENK,PER1,PER2,PEX2,PFKM,PGAP1,PHACTR3,PHB2,PHEX,PHF1,PHF13,PHF19,PHF21A,PHF7,PHKG1,PHLDA1,PHLPP1,PHTF1,PHTF2,PIAS3,PIGA,PIGQ,PIK3C2A,PIK3R2,PIMREG,PINK1,PIP4K2A,PIP4K2C,PIP4P2,PIR,PITHD1,PKD2,PKDCC,PKM,PLA1A,PLA2G4A,PLAA,PLAG1,PLAGL1,PLAT,PLCB1,PLCD4,PLCG2,PLD1,PLD2,PLEKHA5,PLEKHA8,PLEKHF1,PLEKHH2,PLEKHM1,PLEKHM2,PLEKHO1,PLK1,PLK3,PLOD1,PLOD2,PLPP3,PLPP7,PLXNA1,PMS2,PNKD,PNPLA2,PODN,POGK,POGLUT2,POLA1,POLA2,POLD1,POLD2,POLDIP2,POLE2,POLG,POLH,POLL,POLR2F,POLR2G,POLR2J,POLR3A,POLR3D,POLR3GL,POLR3H,POSTN,POT1,POU6F1,PPARA,PPARGC1A,PPARGC1B,PPEF1,PPIF,PPIL3,PPM1A,PPM1B,PPM1F,PPP1CB,PPP1R15A,PPP1R1B,PPP2R5A,PPP2R5B,PPP3CA,PPP5C,PPP6R2,PPTC7,PRCP,PRDM1,PRDM11,PRDM5,PRDX3,PRDX6,PREPL,PRICKLE3,PRIM2,PRKAB2,PRKAG1,PRKAG3,PRKAR1A,PRKAR1B,PRKCD,PRKCI,PRKCZ,PRKD1,PROM1,PRR11,PRR19,PRRC1,PRRT2,PSAP,PSIP1,PSMA3,PSMA5,PSMB1,PSMB6,PSMB8,PSMB9,PSMC1,PSMC3,PSMC3IP,PSMC5,PSMD1,PSMD12,PSMD4,PTBP3,PTDSS1,PTGES2,PTGES3,PTK2B,PTN,PTPMT1,PTPN13,PTPRK,PTPRN,PTRH2,PTTG1,PUSL1,PVALB,PXDN,PXK,PXYLP1,PYCR2,QSOX1,RAB10,RAB13,RAB29,RAB34,RAB3A,RAB3D,RAB3IL1,RAB7A,RAB8B,RABEP2,RABL6,RAC2,RACGAP1,RAD21,RAD23A,RAD51,RAD51AP1,RAD51B,RAD9B,RAF1,RAI14,RAI2,RALGAPA2,RANBP17,RANBP9,RAP1GDS1,RAP2C,RASGRF2,RB1CC1,RBBP8,RBFOX1,RBM15,RBM15B,RBM20,RBM38,RBMS2,RBP1,RBPJ,RCAN2,RCBTB2,RCC2,RCN1,RCN3,RCOR1,RCOR2,RCOR3,RDH11,RECQL,RECQL4,REEP1,REEP4,REST,RETREG1,REV3L,REXO2,REXO5,RFC3,RFC5,RFWD3,RGCC,RGMA,RGS12,RGS14,RGS3,RHEB,RHNO1,RHOD,RHOF,RIF1,RILPL1,RMI2,RNASET2,RND2,RNF123,RNF14,RNF144A,RNF144B,RNF157,RNF165,RNF19B,RNF2,RNF38,ROGDI,ROMO1,RORA,RP2,RPA2,RPS6KA1,RPS6KA3,RRAGD,RRBP1,RRP9,RUBCN,RUNX1T1,RXRG,RYBP,RYR2,S100A4,S100A6,S100PBP,S1PR1,SAFB2,SALL2,SAMHD1,SAMM50,SAP130,SAR1B,SARDH,SAV1,SBDS,SBF2,SCAI,SCARB1,SCLY,SCMH1,SCML2,SCN5A,SCNM1,SCRT1,SDHA,SDHAF2,SDHB,SDHC,SEC23A,SEC24D,SEC31B,SEC61A1,SEL1L,SELENBP1,SELENOI,SELENON,SELENOO,SEMA4F,SEMA6D,SENP1,SENP5,SEPTIN1,SEPTIN2,SEPTIN4,SEPTIN5,SEPTIN6,SERPINE2,SERTAD1,SERTAD4,SESN1,SESN2,SETD7,SEZ6L,SEZ6L2,SFMBT2,SFR1,SFXN1,SFXN5,SGCD,SGCE,SGK1,SGO1,SGO2,SGPL1,SGPP1,SGSH,SH3BP5,SH3D19,SH3GL3,SH3GLB1,SH3RF2,SHFL,SIDT1,SIGLEC1,SIK3,SIRT2,SKP2,SLC15A3,SLC16A10,SLC16A3,SLC17A5,SLC1A6,SLC24A5,SLC25A12,SLC25A19,SLC25A22,SLC25A24,SLC25A25,SLC25A26,SLC25A27,SLC25A3,SLC25A4,SLC25A44,SLC27A1,SLC27A3,SLC2A11,SLC30A2,SLC30A7,SLC35A4,SLC35E2,SLC35E4,SLC35G1,SLC37A4,SLC39A2,SLC39A7,SLC3A2,SLC41A3,SLC44A2,SLC46A1,SLC50A1,SLC8A3,SLC9A7,SLCO5A1,SLF1,SLIRP,SLN,SMAD2,SMAD9,SMARCA1,SMARCA5,SMARCAD1,SMC2,SMC4,SMC6,SMDT1,SMG5,SMO,SMOX,SMPD1,SMURF1,SMYD2,SNAP91,SND1,SNRPD1,SNRPG,SNTB2,SNUPN,SNX30,SNX7,SOAT1,SORBS1,SORCS1,SORT1,SOX11,SOX9,SPAG5,SPARC,SPART,SPATS2L,SPC25,SPCS1,SPDL1,SPG11,SPG21,SPG7,SPHK1,SPI1,SPIDR,SPINDOC,SPP1,SPR,SPRY2,SPTAN1,SPTLC1,SPTY2D1,SQLE,SQOR,SQSTM1,SRC,SREBF2,SRF,SRGAP2,SRI,SRPX,SS18,SSBP4,SSPN,SSU72,SSUH2,ST3GAL5,ST6GALNAC2,ST6GALNAC3,STAT1,STAT5B,STC1,STEAP3,STEAP4,STIM1,STIM2,STING1,STK11,STK17B,STK26,STK3,STON2,STOX1,STOX2,STT3A,STUB1,STX11,STX1B,STXBP1,STXBP5,SUCLA2,SUCLG1,SUCLG2,SUCO,SULF1,SULF2,SUMF1,SUMF2,SUN2,SUPT16H,SUPV3L1,SVEP1,SVIL,SWAP70,SYBU,SYCP2,SYN1,SYNE3,SYNE4,SYNGR1,SYNPO2,SYNPO2L,SYPL1,SYPL2,SYS1,SYT12,SYT2,SYT9,SYTL2,TAF11,TAF12,TAF9B,TAP1,TAP2,TAPBP,TAPBPL,TAPT1,TASOR,TAX1BP3,TBC1D14,TBC1D2B,TBL1XR1,TBPL1,TBRG4,TBX15,TBX18,TCEAL8,TCF12,TCF3,TCF4,TCF7L1,TCF7L2,TCIRG1,TCTN3,TDP1,TDP2,TDRKH,TEAD1,TEAD2,TEAD4,TENM4,TESK1,TESK2,TET3,TEX10,TEX2,TFEB,TFRC,TGFB3,TGFBI,TGFBR1,THAP11,THBS2,THBS4,THOC5,TIA1,TIGAR,TIMELESS,TIMM44,TIMM50,TIMM8A,TIMM8B,TINAGL1,TJP2,TLCD3A,TLK1,TLN2,TLR9,TM6SF1,TM7SF2,TMCC2,TMED3,TMEM120A,TMEM120B,TMEM126A,TMEM132A,TMEM143,TMEM184A,TMEM201,TMEM25,TMEM259,TMEM35A,TMEM38A,TMEM43,TMEM53,TMEM59L,TMEM67,TMEM9,TMEM98,TMEM9B,TMTC2,TMTC3,TMTC4,TMX4,TNIP1,TOMM34,TOMM40,TOMM40L,TOMM7,TONSL,TOP2A,TOP2B,TOX,TOX3,TP53INP2,TP63,TP73,TPBG,TPCN2,TPD52,TPP2,TPRKB,TPST2,TPX2,TRAF3IP2,TRAIP,TRAK1,TRAM1,TRAPPC2L,TRAPPC5,TRDN,TRERF1,TREX1,TRIM36,TRIM59,TRIM72,TRIP10,TRMT1L,TRMU,TRNP1,TRUB2,TSHZ3,TSPAN1,TSPO,TST,TTC5,TTK,TUB,TUBA1B,TUBB,TUBGCP4,TUFM,TULP3,TUSC3,TXNRD1,TYRO3,UACA,UBA6,UBC,UBD,UBE2C,UBE2D4,UBE2Z,UBXN1,UBXN7,UCHL3,UCP2,UCP3,UGCG,UGDH,UGGT1,UGGT2,UHRF1,ULK1,ULK3,UNC13D,UNG,UQCR10,UQCRC1,UQCRC2,UQCRQ,USF2,USP1,USP13,USP18,USP19,USP24,USP25,USP28,USP6NL,UTRN,UXS1,VAMP8,VAPB,VASH1,VASN,VAT1,VCAM1,VCAN,VCP,VDAC1,VDAC2,VDAC3,VHL,VIM,VMP1,VPS13B,VPS26A,VPS26B,VPS26C,VPS33A,VPS37A,VPS9D1,VRK1,VRK3,VWA5A,WASF2,WDFY3,WDHD1,WDR43,WDR48,WDR6,WDR77,WDR83,WDR91,WDTC1,WEE1,WHAMM,WIPI1,WLS,WRN,WWTR1,XPO1,XPO6,XYLT2,YBX3,YEATS2,YIF1B,YWHAZ,ZBTB1,ZBTB12,ZBTB16,ZBTB20,ZBTB7A,ZBTB7B,ZBTB7C,ZBTB8A,ZCCHC9,ZDHHC20,ZEB1,ZEB2,ZER1,ZFHX4,ZFP30,ZFPM2,ZFYVE27,ZHX2,ZIC3,ZIC4,ZKSCAN4,ZKSCAN7,ZMIZ1,ZMYM2,ZNF142,ZNF175,ZNF235,ZNF26,ZNF260,ZNF280C,ZNF287,ZNF300,ZNF322,ZNF333,ZNF346,ZNF367,ZNF385A,ZNF395,ZNF396,ZNF423,ZNF449,ZNF503,ZNF518A,ZNF521,ZNF568,ZNF608,ZNF628,ZNF638,ZNF641,ZNF692,ZNF703,ZNF704,ZNF711,ZNF768,ZNF879,ZNFX1,ZRANB3,ZSCAN12,ZSCAN31,ZWINT,ZXDC,ZYX


			GO:CC			neuron projection			GO:0043005			5.33E-08			212			ABR,ACADM,ACAP3,ADCY4,ADCYAP1R1,ADGRL1,ANK3,AP3M2,APOD,APP,ARHGAP44,ARL8B,ARPIN,ATAT1,ATF4,AZIN2,BBS2,BBS7,BCR,BIN1,BLOC1S1,BLOC1S4,BOC,C4A,CACNA1G,CAMK2A,CAMK2G,CD200,CDC14A,CDH2,CDK5R1,CERKL,CETN3,CHRNA1,CHRNA10,CHRNE,CIB1,CLU,CNR1,CNTN1,CNTN4,COPG2,CPEB3,CPEB4,CPT1C,CTTNBP2,DCX,DIP2B,DLG4,DPYSL5,DTNBP1,DVL1,EIF3J,EMB,EPHA3,EPHA4,EPHA7,EPHB2,EPHB3,EPHB4,EPS8,EPS8L2,F8,FCHSD2,FLOT2,FLRT3,FMR1,FRMPD4,FSCN1,FXR1,FXR2,FYN,GABRE,GARS1,GPR161,GRIA4,GRID2,GRIN3A,GRM7,GUCA1B,HOMER1,HOMER2,HOMER3,IFT140,IFT57,IGSF9,IL6ST,INPP5F,INPP5J,INSR,IQCB1,ITGB1,KCNAB2,KCNB1,KCNC1,KCNC4,KCND2,KCNK1,KCNN1,KCNN2,KIAA1549,KIF1A,KIF1C,KIF3A,KIF3B,KIF5C,LIMK1,LOC100515171,LRRC4,LRRC4B,LRRK2,LYAR,MAK,MAP1A,MAP1B,MAP1S,MAP2,MAP4,MAP6,MAPK8IP1,MAPT,MICAL1,MKKS,MUL1,MYH14,MYO10,MYO7A,MYO9A,MYOT,N4BP3,NAV1,NEFL,NEURL1,NEXN,NF1,NFIB,NIN,NOS1,NPHP4,NRCAM,NTF4,OPHN1,PARK7,PCDHGB1,PCLO,PDE4B,PDE6A,PINK1,PLXND1,PPP1R9A,PPP3CA,PRELID2,PRKCZ,PROM1,PRRT2,PTK2B,PTPN9,PVALB,RAB13,RAB3A,RGS12,RGS14,RGS7,RIPOR2,ROBO1,RUFY3,SCN1B,SCN4A,SCN7A,SEPTIN2,SEPTIN3,SEPTIN6,SGCE,SHTN1,SLC1A3,SLC38A1,SLC6A1,SLC6A13,SLC8A3,SMO,SNCG,SPG11,SPG7,SRGAP2,STAU2,STMN2,STON2,STRN,STRN4,STXBP1,SYBU,SYN1,SYT2,TENM1,TENM2,TENM4,TMEM185A,TMEM266,TNFRSF21,TPBG,TPX2,TRAK1,TTC26,TTC8,TWF2,USH1C,VIM,WDR19,WDR47,WHRN,ZFYVE27,ZNF385A


			GO:CC			plasma membrane region			GO:0098590			9.62E-08			200			ABCC1,ABCC4,ABCC5,ABCC6,ACKR3,ADCY3,ADGRL1,AKR1A1,AKT2,ALPK2,ANO1,ANTXR1,ANXA2,AP1S1,APC2,APP,AQP7,ARHGEF2,ATAD1,ATAT1,ATP1B1,ATP2B2,ATP7A,BBS2,BBS5,BBS7,BEST1,BSG,BVES,C2CD2L,CA4,CACNG7,CASK,CAV2,CAVIN3,CBL,CD44,CD8A,CDH15,CDH2,CFL1,CHRNA1,CHRNA10,CHRNA3,CHRND,CHRNE,CLSTN2,CLSTN3,CNR1,CORO1C,CTNNA1,CUBN,CYBRD1,DAB2,DDX58,DLC1,DLG4,DLL1,DNAJA3,DNM1,DPP4,EEF1A1,EFCAB7,EPCAM,EPS8,EPS8L2,ERBB2,ERBB3,ERBIN,EVC2,EZR,FAP,FCHO1,FCHSD2,FLOT2,FMR1,FN1,FSCN1,FZD9,GABRE,GPI,GRIA4,GRID2,GRIK2,GRIN2D,GRIN3A,HEPH,HIP1,IDE,IFIT5,IL6R,INPP5F,INSR,ITGA5,ITGA9,ITGAV,ITGB1,ITGB4,ITSN1,KCNB1,KCNC1,KCNC4,KCND2,KCNK1,KIAA1614,KIF18A,KLHDC8B,KPNA2,KRT8,LDB3,LEPR,LIPE,LOC100511343,LOC100520512,LOC100737755,LRP8,LRRC4,LRRC7,LRRK2,MAPRE1,MASTL,MET,MPDZ,MYO7A,NOP16,NOS3,NSG1,PARD6G,PDE6A,PDPN,PDZK1,PFKM,PKD2,PLCG2,PLD1,PLEKHO1,PLPP3,PLPPR4,PODXL,PRKAR1A,PRKAR2A,PRKCI,PRKCZ,PROM1,PRRT2,RACGAP1,RIMS1,RIPOR2,RP2,SCARB1,SCN5A,SCNN1A,SEPTIN2,SEPTIN6,SEPTIN7,SGCE,SHROOM2,SLC16A10,SLC16A3,SLC26A6,SLC27A1,SLC29A2,SLC29A4,SLC38A1,SLC38A3,SLC38A4,SLC3A1,SLC3A2,SLC41A1,SLC46A1,SLC4A7,SLC7A8,SLC9A3R2,SMO,SNAP91,SORT1,SPEF1,SPHK1,SPRY2,SRC,SRGAP2,STK26,STX11,STX1B,STXBP1,TCIRG1,TEK,TFPI,TFRC,TGFBR2,TLR9,TMEM231,TMEM67,TPM1,TTC8,TWF1,UMODL1,UTRN,VLDLR,WHRN


			GO:CC			catalytic complex			GO:1902494			1.20E-07			360			ACVR1,AFG3L2,ALG14,ANKIB1,APPBP2,AQR,ARIH2,ASB2,ATM,ATP5F1A,ATP5F1B,ATP5MC1,ATP5MC3,ATP5ME,ATP5PO,ATP6,AUP1,BARD1,BCKDHA,BCKDHB,BCL11A,BCL7B,BLM,BRCA1,BRCA2,C12H17ORF49,C2,CAB39,CACHD1,CALM1,CAMK2A,CAND1,CARHSP1,CASP9,CAT,CBX2,CBX4,CCDC65,CCNB1,CCNB2,CCNB3,CCNE1,CCNE2,CCNF,CCNG1,CCNG2,CCNL1,CCNL2,CCNT2,CDC20,CDK1,CDK14,CDK5R1,CHD3,CKS2,CLPX,COA6,COX1,COX10,COX3,COX4I1,COX5A,COX6B,CRADD,CRBN,CSNK2B,CUL3,CUL4A,CUL4B,CUL5,CUL7,DAPK1,DBF4,DCAF11,DCAF6,DCAF8,DCUN1D2,DCUN1D4,DDX1,DDX23,DECR1,DEPDC5,DLAT,DLD,DLST,DNAH10,DNAL4,DNMT3B,DPF3,DRC1,DROSHA,DTL,DYNC2I2,DYNLL1,E2F6,ELOB,ELOC,EME1,ENC1,ENO3,ETFA,ETFB,EZH1,EZH2,F3,FAM98A,FANCD2,FANCI,FAP,FARSA,FBXL21,FBXL4,FBXL7,FBXO31,FBXO32,FBXO9,FBXW5,FBXW8,FH,FNTB,GATB,GCLC,GMPR,GNAI1,GNAI3,GNB5,GNG2,GPD1,GPD2,GPR37,GRHPR,GUCY1A1,HADHA,HADHB,HDAC10,HDAC9,HNRNPA1,HR,HSD17B10,HSD17B12,IDH3G,IFIT5,IKBKG,INSR,JADE2,JADE3,JMJD1C,KAT2B,KBTBD8,KDM1A,KEAP1,KLHDC3,KLHL13,KLHL15,KLHL21,KLHL24,KLHL3,KLHL42,KLHL9,LDHA,LOC100511937,LOC100524239,LOC100524873,LRRCC1,MAGOHB,MARS1,MAT2A,MBD2,MBD3,MBTD1,MCCC2,MGA,MIB2,MOCS1,MSH4,MTA3,NAA10,NAA20,NAA50,ND4,NDUFA1,NDUFA10,NDUFA11,NDUFA12,NDUFA13,NDUFA2,NDUFA3,NDUFA4,NDUFA8,NDUFA9,NDUFAB1,NDUFB1,NDUFB3,NDUFB5,NDUFB6,NDUFB7,NDUFB8,NDUFB9,NDUFS1,NDUFS2,NDUFS4,NDUFS6,NDUFS7,NDUFV1,NHEJ1,NUDCD3,OGDH,OGT,ORMDL1,ORMDL2,OSTC,P3H3,P3H4,PABPC1,PAQR6,PCCB,PDHA1,PDHB,PDHX,PDK2,PEX2,PFKM,PHF1,PHF19,PHF21A,PHKA1,PHKA2,PHKB,PHKG1,PIGA,PIGQ,PIK3C2A,PIK3R2,PLOD1,POLA1,POLA2,POLD1,POLD2,POLE2,POLG,POLR2F,POLR2G,POLR2J,POLR3A,POLR3D,POLR3GL,POLR3H,PPIL3,PPP1CB,PPP1R15A,PPP1R3A,PPP1R3B,PPP1R3C,PPP1R3D,PPP1R3G,PPP2R2B,PPP2R5A,PPP2R5B,PPP3CA,PPP3CB,PPP4R1,PRIM2,PRKAB2,PRKAG1,PRKAG3,PRKAR1A,PRKAR1B,PRKAR2A,PRKCI,PRPS1,PSMA3,PSMA5,PSMB1,PSMB6,PSMB8,PSMB9,PSMC1,PSMC2,PSMC3,PSMC5,PSMD1,PSMD11,PSMD12,PSMD14,PSMD3,PSMD4,PTGES3,RABGGTA,RAD23A,RAD51,RANBP10,RANBP9,RB1CC1,RBM15,RBM15B,RCOR1,RCOR2,REV3L,RMI2,RNF14,RNF144A,RNF2,RNF217,RPP21,RPP25L,RRAGD,SAP130,SDHB,SDHC,SEL1L,SESN2,SKP2,SMARCA5,SMC6,SNRPD1,SNRPG,SPCS1,SPG7,SPTLC1,SS18,STK11,STT3A,STUB1,SUCLG1,SUCLG2,SUPV3L1,TAF11,TAF12,TAF9B,TBC1D14,TBL1XR1,TBPL1,TCIRG1,TEX10,TGFBR1,TGFBR2,TOP2A,TREX1,TUSC3,UBE2C,UBE2D4,UBE3D,UBR2,UBR3,ULK1,UQCR10,UQCRC1,UQCRC2,UQCRQ,UXS1,VCP,VHL,WDFY3,WDR77,WDR83,WDTC1,YEATS2,ZBTB7A,ZNFX1,ZYG11B


			GO:CC			Golgi apparatus			GO:0005794			2.10E-07			265			ABCA5,ABCA6,ABCB6,ACO1,AJUBA,AP1S1,AP3M2,AP4B1,APC2,APLP1,APOE,APOO,APP,ARFIP2,ARHGAP32,ARHGEF2,ARSE,ATAT1,ATG9A,ATP11B,ATP7A,ATR,AZIN2,B3GALNT1,B3GALT2,B3GNT3,B4GALT4,BAIAP3,BCAP31,BCL6,BCL9,BDKRB2,BLZF1,CA4,CALU,CAND1,CASD1,CBL,CCDC88A,CD14,CD2,CD40LG,CD44,CDH15,CEP85,CHPF,CHPT1,CHST1,CHST2,CHST3,CHSY1,CLCN4,CLCN5,CLIP3,CLSPN,CLSTN2,CLSTN3,COPB1,COPE,COPG2,COQ6,CPE,CPQ,CSDE1,CTSL,CUL3,CUL7,DAPK2,DENND4B,DOP1B,DSE,DUSP10,DUSP26,DYM,EMID1,ENTPD6,ENTPD7,ERO1A,ESR1,EXT1,EXTL1,FAIM2,FAM114A1,FAM20A,FAM3C,FAR2,FBXW8,FGD1,FGFR4,FIBIN,FMNL3,FNDC3A,G2E3,GALNT10,GALNT15,GALNT17,GALNT2,GALNT5,GALNT7,GASK1A,GASK1B,GBA2,GBF1,GBP1,GCNT1,GCNT4,GGA1,GGA2,GKAP1,GLCE,GLT8D2,GNAI3,GOLGA4,GOLGB1,GOLIM4,GOLM1,GOLT1B,HHAT,HIP1,HOOK2,HS2ST1,HS6ST1,HS6ST2,HSPB6,IFT27,IFT57,IL17RD,ITGA5,ITM2A,ITM2C,JAM3,KBTBD8,KDELR3,KDR,KIF20A,LARGE1,LARGE2,LFNG,LIPG,LMTK2,LOC100511343,LOC100513346,LOC100517735,LOC100522551,LOC100737755,LPCAT1,LRRK2,LYN,MAN1A1,MAN2A1,MAP2K2,MAP6,MAPRE1,MARCHF2,MCOLN1,MDGA1,MFNG,MGAT5,MID1,MMD,MOSPD1,MPHOSPH9,MPL,MSH6,MYH2,MYO1B,NDRG2,NECAB3,NEO1,NFE2L2,NOP16,NOS3,NPC1,NSFL1C,NTN3,OBSL1,OPTN,P3H2,PAQR3,PARM1,PCSK5,PCSK9,PDGFRA,PHEX,PHF7,PKD2,PKDCC,PLA2G4A,PLAGL1,PLD1,PLEKHA8,PLK3,PLPP3,POSTN,PPP1R15A,PREPL,PRKD1,PRRC1,PSAP,PTGES2,PXYLP1,QSOX1,RAB10,RAB13,RAB29,RAB34,RAB7A,RAD23A,RAF1,RETREG1,RNF144A,RP2,SAR1B,SCLY,SELENOI,SEMA6D,SGCE,SH3GLB1,SLC1A6,SLC24A5,SLC30A7,SLC35A4,SLC35E2,SLC35E4,SLC50A1,SMO,SNTB2,SORCS1,SORT1,SPP1,ST3GAL5,ST6GALNAC2,ST6GALNAC3,STING1,STK26,STX11,SULF1,SULF2,SYN1,SYS1,TAF11,TAPBP,TGFBI,TMED3,TMEM132A,TMEM43,TMEM59L,TP73,TPST2,TRAPPC2L,TRAPPC5,UGCG,UXS1,VAPB,VCAM1,VPS13B,VRK1,WDR77,WHAMM,WIPI1,WLS,XYLT2,YIF1B,ZDHHC20,ZER1
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			GO:CC			axon			GO:0030424			5.88E-07			104			ABR,ACADM,ACAP3,ADGRL1,AP3M2,APP,ARL8B,ARPIN,ATAT1,AZIN2,BCR,BIN1,BLOC1S1,BLOC1S4,BOC,C4A,CD200,CDK5R1,CIB1,CNR1,CNTN1,CNTN4,COPG2,CPT1C,DIP2B,DLG4,DTNBP1,DVL1,EIF3J,EMB,EPHA4,EPHB2,FLRT3,FMR1,FSCN1,FXR1,FXR2,GARS1,HOMER1,IGSF9,INPP5F,INPP5J,INSR,KCNAB2,KCNB1,KCNC1,KCNC4,KIF1A,KIF1C,KIF3A,KIF5C,LOC100515171,LRRC4B,LRRK2,MAP6,MAPK8IP1,MAPT,MICAL1,MUL1,MYH14,MYO9A,MYOT,NAV1,NEFL,NEXN,NF1,NFIB,NIN,NRCAM,NTF4,OPHN1,PCDHGB1,PCLO,PINK1,PLXND1,PRKCZ,PRRT2,PVALB,RAB3A,ROBO1,RUFY3,SCN1B,SCN4A,SCN7A,SEPTIN6,SHTN1,SLC38A1,SLC6A1,SLC8A3,SNCG,SPG11,SPG7,STMN2,STXBP1,SYBU,SYN1,SYT2,TNFRSF21,TPBG,TPX2,TRAK1,TWF2,WDR47,ZFYVE27


			GO:CC			respiratory chain complex			GO:0098803			7.44E-07			39			COA6,COX1,COX3,COX4I1,COX5A,COX6B,LOC100524239,LOC100524873,ND4,NDUFA1,NDUFA10,NDUFA11,NDUFA12,NDUFA13,NDUFA2,NDUFA3,NDUFA4,NDUFA8,NDUFA9,NDUFAB1,NDUFB1,NDUFB3,NDUFB5,NDUFB6,NDUFB7,NDUFB8,NDUFB9,NDUFS1,NDUFS2,NDUFS4,NDUFS6,NDUFS7,NDUFV1,SDHB,SDHC,UQCR10,UQCRC1,UQCRC2,UQCRQ


			GO:CC			lamellipodium			GO:0030027			9.87E-07			51			ABLIM3,ACTA2,ACTC1,ACTR3,AJUBA,AMOT,ANTXR1,APC2,ARHGEF6,ARPC5,ARPIN,CAPG,CCDC88A,CD44,CDH2,CFL1,CIB1,CORO1B,CORO1C,CTNNA1,DPP4,FAP,FER,FGD1,FLOT2,FSCN1,IQGAP2,ITGAV,ITGB1,LIMK1,LOC110255205,MYO9B,PARVA,PARVB,PDPN,PKD2,PLCE1,PLEKHH2,PLXND1,PODXL,PTK2B,PTPN13,RAB13,RAC2,RAPGEF3,SHTN1,SPEF1,STMN2,TWF2,WASF1,WASF2


			GO:CC			spindle			GO:0005819			1.02E-06			93			ANXA11,APP,ARHGEF2,ARL8B,ASPM,ATAT1,ATM,AURKB,BOD1,BUB1B,CALM1,CAPG,CAPN6,CCNB1,CDC14B,CDC25B,CDC6,CDK1,CENPE,CENPF,CEP85,CKAP2,CKAP2L,CKAP5,CUL3,DIAPH1,DLGAP5,DYNLL1,E4F1,EFHC1,EML4,ESPL1,FAM110A,FAM83D,FBF1,FBXO5,GPSM2,HAUS5,HAUS6,HMMR,HSF1,IKBKG,INCENP,IQCB1,JTB,KBTBD8,KIF11,KIF14,KIF18A,KIF18B,KIF20A,KIF20B,KIF22,KIF2A,KIF2C,KIFC1,KLHL21,MAK,MAP1S,MAPK14,MAPRE1,MASTL,NEK2,NIN,PKD2,PLK1,PLK3,POC1A,POC1B,RACGAP1,RCC2,RGS14,RIF1,RMDN1,SBDS,SEPTIN1,SEPTIN2,SEPTIN7,SGO1,SIRT2,SKA1,SMC6,SPAG5,SPDL1,SPICE1,TBCK,TBL1XR1,TMEM9,TPX2,TUBB,TUBGCP4,TUBGCP6,YEATS2


			GO:CC			membrane protein complex			GO:0098796			1.40E-06			254			ABCC4,ACVR1,ADAM8,AFG3L2,AKAP6,ALG14,ANKFY1,ANXA2,AP1S1,AP3M2,AP4B1,AP5B1,APC2,APOO,ARPIN,ATP1A2,ATP1B1,ATP1B3,ATP5F1A,ATP5F1B,ATP5MC1,ATP5MC3,ATP5ME,ATP5PO,ATP6,AUP1,B2M,BAIAP2L2,BEST1,BEST3,C6H16ORF74,CACHD1,CACNA1D,CACNA1G,CACNA1S,CACNB1,CACNG6,CACNG7,CALCRL,CALM1,CALR,CATSPER4,CATSPERG,CAV2,CBL,CD14,CDH10,CDH11,CDH15,CDH2,CDH20,CDH7,CHCHD10,CHCHD3,CHRNA1,CHRNA3,CHRND,COA6,COPB1,COPE,COPG2,CORO1C,COX1,COX3,COX4I1,COX5A,COX6B,CPT1C,CTNNA1,CTNND1,DCHS1,DDX23,DLG4,DNAJC19,DNM1,EFCAB7,EMC2,EMC3,EMC7,EMC8,EMILIN1,EPS8,ERBB2,ERBB3,EVC2,FAS,FLOT2,GABRE,GJA1,GJA5,GJC1,GNAI1,GNAI3,GNB5,GNG2,GPR156,GRIA4,GRID2,GRIK2,GRIN2D,GRIN3A,HOOK2,HSD17B12,IL6R,IL6ST,IMMT,INSR,ITGA2,ITGA4,ITGA5,ITGA6,ITGA9,ITGAL,ITGAV,ITGB1,ITGB4,ITGB6,ITGB7,KCNA7,KCNAB2,KCNB1,KCNC1,KCNC4,KCND2,KCNG2,KCNIP2,KCNK1,KCNQ4,KCNQ5,LOC100511937,LOC100515171,LOC100524239,LOC100524873,LRRC8E,MICOS10,MICOS13,MPP7,ND4,NDUFA1,NDUFA10,NDUFA11,NDUFA12,NDUFA13,NDUFA2,NDUFA3,NDUFA4,NDUFA8,NDUFA9,NDUFAB1,NDUFB1,NDUFB3,NDUFB5,NDUFB6,NDUFB7,NDUFB8,NDUFB9,NDUFS1,NDUFS2,NDUFS4,NDUFS6,NDUFS7,NDUFV1,NEO1,NOP16,NPLOC4,OSTC,PDE4B,PDE4D,PDIA3,PGM5,PHB2,PIGA,PIGQ,PIK3C2A,PIK3R2,PKD2,PPIF,RAB7A,RAMP1,RYR2,SAMM50,SCN1B,SCN2B,SCN3B,SCN4A,SCN4B,SCN5A,SCN7A,SCNN1A,SDHB,SDHC,SEC23A,SEC24D,SEC31B,SEC61A1,SEL1L,SGCA,SGCD,SGCE,SLC25A4,SLC3A2,SMDT1,SNTB1,SNTB2,SPCS1,SPG7,SREBF2,SSPN,STING1,STT3A,STX11,STX1B,STXBP5,SUN2,SYNE3,SYNE4,TAP1,TAP2,TAPBP,TAX1BP3,TCIRG1,TFRC,TGFBR1,TGFBR2,TIMM50,TMED3,TOMM40,TOMM40L,TOMM7,TRAF3,TRAF5,TREX1,TRPC1,TSPAN33,TTYH2,TTYH3,TUSC3,UBXN1,UQCR10,UQCRC1,UQCRC2,UQCRQ,UTRN,VAMP1,VAMP8,VCAM1,VCP,VDAC1,VDAC2,VDAC3,VPS26A,VPS26B,VPS33A,VPS37A


			GO:CC			cell surface			GO:0009986			1.49E-06			164			ACE,ACKR3,ACKR4,ADAM15,ADAM8,ADAMTS15,ADAMTS7,ADAMTS9,ADGRA2,AMOT,ANOS1,ANPEP,ANTXR1,ANTXR2,ANXA2,APP,AQP11,ATP5IF1,AZGP1,BCAM,BGN,BTNL9,C3,CA4,CALR,CAPN5,CCR9,CD1.1,CD14,CD151,CD2,CD200,CD209,CD276,CD40LG,CD44,CD48,CD80,CD8A,CD9,CDH2,CHRNA1,CLEC12B,CLEC2B,CLEC2D,CLSTN2,CLSTN3,CLU,CX3CR1,CXCR6,DCBLD2,DPP4,ENG,ENOX1,EPCAM,ERP29,F3,FAP,FAS,FZD10,FZD9,GFRA3,GHR,GPC2,GPC3,GPC4,GPR37,GSR,HBEGF,HHLA2,HPN,HSPA5,IDE,IL12RB2,IL1R1,IL2RB,IL4R,IL6ST,IQGAP2,ITGA2,ITGA4,ITGA5,ITGA6,ITGA9,ITGAL,ITGAV,ITGB1,ITGB4,ITGB6,ITGB7,KDR,KIT,LEPR,LIPG,LOC100511343,LOC100521998,LOC100523213,LPAR1,LRFN2,LRFN3,LRFN5,LRP4,LRP8,MCAM,MPL,MRC1,MXRA8,NCAM1,NGFR,NLGN3,NOTCH2,NT5E,PCSK9,PDGFA,PDGFC,PDGFRA,PDIA3,PDIA4,PHB2,PLAT,PLXNB3,PROM1,PTPRC,PTPRJ,PTPRK,PXDN,RAMP1,RGMA,ROBO1,ROS1,S1PR1,SCARA5,SCARB1,SCN5A,SCUBE1,SCUBE2,SDC1,SDC2,SDC3,SEMA7A,SERPINE2,SLC1A3,SLC3A2,SLC4A3,SLC6A1,SLITRK6,SORT1,SPARC,SRPX2,SULF1,SULF2,TAPBPL,TEK,TFPI,TFRC,TGFBR1,TGFBR2,TNFRSF11A,TSPAN33,TYRO3,UMODL1,VASN,VCAM1,WIF1


			GO:CC			condensed chromosome			GO:0000793			2.24E-06			66			ADD3,APITD1,AURKB,BLM,BOD1,BRCA1,BRCA2,BUB1,BUB1B,CCNB1,CDT1,CENPE,CENPF,CENPH,CENPI,CENPT,CEP192,CHEK1,CKAP5,DYNLL1,FANCD2,HJURP,HSF1,INCENP,KAT2B,KIF2C,MSH4,MTBP,NCAPD2,NCAPD3,NCAPG,NCAPG2,NCAPH,NDC80,NEK2,NSL1,NUF2,NUP107,NUP133,PLK1,PSMC3IP,RAD21,RAD51,RAD9B,RIF1,SEPTIN7,SGO1,SGO2,SKA1,SLC25A44,SMARCA5,SMC2,SMC4,SMC6,SPAG5,SPC25,SPDL1,SUN2,SYCP2,SYN1,TEX14,TOP2A,TTK,XPO1,ZWILCH,ZWINT


			GO:CC			inner mitochondrial membrane protein complex			GO:0098800			2.78E-06			53			AFG3L2,APOO,ATP5F1A,ATP5F1B,ATP5MC1,ATP5ME,ATP5PO,CHCHD10,CHCHD3,COX1,COX3,COX4I1,COX5A,DNAJC19,IMMT,LOC100524239,LOC100524873,MICOS10,MICOS13,ND4,NDUFA1,NDUFA10,NDUFA11,NDUFA12,NDUFA13,NDUFA2,NDUFA3,NDUFA4,NDUFA8,NDUFA9,NDUFAB1,NDUFB1,NDUFB3,NDUFB5,NDUFB6,NDUFB7,NDUFB8,NDUFB9,NDUFS1,NDUFS2,NDUFS4,NDUFS6,NDUFS7,NDUFV1,PHB2,SDHB,SMDT1,SPG7,TIMM50,UQCR10,UQCRC1,UQCRC2,UQCRQ


			GO:CC			chromosome, centromeric region			GO:0000775			3.58E-06			58			APITD1,AURKB,BOD1,BUB1,BUB1B,CBX3,CCNB1,CDT1,CENPE,CENPF,CENPH,CENPI,CENPL,CENPT,CENPU,CEP192,CKAP5,DNMT1,DYNLL1,EZH2,FMR1,HJURP,HSF1,INCENP,KAT2B,KIF20A,KIF2C,MTBP,NCAPD2,NCAPD3,NCAPG,NDC80,NEK2,NSL1,NUF2,NUP107,NUP133,PLK1,RAD21,RCC2,SEPTIN7,SGO1,SGO2,SKA1,SLC25A44,SMARCA5,SMC4,SMC6,SPAG5,SPC25,SPDL1,TEX14,TOP2A,TTK,XPO1,ZNF618,ZWILCH,ZWINT


			GO:CC			cell cortex			GO:0005938			3.58E-06			70			ACTN2,ADD3,AKT2,ANLN,ARFIP2,ARHGAP32,ASPH,C2CD2L,CAPZA2,CCDC141,CDH2,CNKSR1,CTSZ,CTTNBP2,DLC1,DLG4,DSTN,EEF1A1,EPB41L2,EPS8,EXOC6,FAM110A,FCHSD1,FGF1,FLOT2,FNBP1L,FRMPD1,GNAI1,GPSM2,GRM7,HCLS1,HMCN2,KIAA1614,MAPRE1,MELK,MYH2,MYO9B,MYZAP,NOP16,PARD6G,PCLO,PHLDB2,PKD2,PLEKHH2,PPP1R9A,PRKCZ,PRKD1,RAC2,RAPGEF3,RHOD,RHOF,RIMS1,RND2,RTKN,SEPTIN1,SEPTIN11,SEPTIN2,SEPTIN3,SEPTIN4,SEPTIN5,SEPTIN6,SEPTIN7,SEPTIN9,SHROOM2,SPTAN1,SPTB,STOX1,STXBP6,TPM4,TRIP10


			GO:CC			basement membrane			GO:0005604			4.60E-06			32			AGRN,ANXA2,CASK,CD151,COL2A1,COL5A1,COL7A1,EGFL6,FBLN1,FBN1,FN1,FREM2,HMCN2,ITGB4,LAMA3,LAMA4,LAMB1,LAMB3,LAMC1,LAMC3,MEGF9,MMRN2,NID1,NID2,NTN3,P3H2,PXDN,SPARC,THBS2,THBS4,TIMP1,TNC


			GO:CC			chromosomal region			GO:0098687			4.89E-06			79			APITD1,ATM,AURKB,BLM,BOD1,BRCA2,BUB1,BUB1B,CBX3,CCNB1,CDT1,CENPE,CENPF,CENPH,CENPI,CENPL,CENPT,CENPU,CEP192,CHEK1,CKAP5,CTC1,DNMT1,DYNLL1,EZH2,FEN1,FMR1,HJURP,HSF1,INCENP,KAT2B,KDM1A,KIF20A,KIF2C,MRE11,MTBP,NABP2,NCAPD2,NCAPD3,NCAPG,NDC80,NEK2,NSL1,NUF2,NUP107,NUP133,ORC1,PLK1,POLD1,POT1,PPP1CB,RAD21,RAD51,RCC2,RECQL4,RIF1,RPA2,SEPTIN7,SGO1,SGO2,SKA1,SLC25A44,SMARCA5,SMC4,SMC6,SPAG5,SPC25,SPDL1,SUN2,TEX14,THOC5,TOP2A,TTK,WRN,XPO1,ZNF618,ZNF827,ZWILCH,ZWINT


			GO:CC			banded collagen fibril			GO:0098643			4.89E-06			10			COL11A1,COL16A1,COL1A2,COL27A1,COL2A1,COL3A1,COL5A1,COL5A2,COL5A3,LUM


			GO:CC			fibrillar collagen trimer			GO:0005583			4.89E-06			10			COL11A1,COL16A1,COL1A2,COL27A1,COL2A1,COL3A1,COL5A1,COL5A2,COL5A3,LUM


			GO:CC			mitochondrial respirasome			GO:0005746			8.24E-06			36			COX1,COX3,COX4I1,COX5A,LOC100524239,LOC100524873,ND4,NDUFA1,NDUFA10,NDUFA11,NDUFA12,NDUFA13,NDUFA2,NDUFA3,NDUFA4,NDUFA8,NDUFA9,NDUFAB1,NDUFB1,NDUFB3,NDUFB5,NDUFB6,NDUFB7,NDUFB8,NDUFB9,NDUFS1,NDUFS2,NDUFS4,NDUFS6,NDUFS7,NDUFV1,SDHB,UQCR10,UQCRC1,UQCRC2,UQCRQ


			GO:CC			neuron to neuron synapse			GO:0098984			9.97E-06			57			ABHD17C,ADD3,ADGRL1,ARHGAP32,ARHGAP44,ARHGEF9,ATP2B2,BCR,BNIP3,CACNG7,CDH2,CLSTN2,CLSTN3,CPEB4,CTNND2,DISC1,DLG4,DLG5,DROSHA,DTNBP1,DVL1,EFNB3,EGLN1,EPS8,FMR1,FXR1,FXR2,FYN,GRIK2,GRIN2D,HOMER1,HOMER2,HOMER3,INSYN1,KPNA1,MAP1B,NECTIN3,NEURL1,NGFR,NOS1,PAK3,PDE4B,PLEKHA5,PLPPR4,PPP1R9A,PRKAR1B,PTPRD,RGS14,RHEB,SH2D5,SLC8A3,SRGAP2,STXBP5,SYN1,SYT12,SYT9,YWHAZ


			GO:CC			cell periphery			GO:0071944			1.59E-05			996			ABCA6,ABCB1,ABCB6,ABCC1,ABCC4,ABCC5,ABCC6,ABHD17C,ABI3BP,ABL1,ABL2,ACE,ACKR3,ACKR4,ACSBG1,ACSL4,ACTN2,ACVR1,ADAM11,ADAM8,ADAMTS14,ADAMTS15,ADAMTS16,ADAMTS2,ADAMTS20,ADAMTS6,ADAMTS7,ADAMTS8,ADAMTS9,ADAMTSL3,ADAMTSL5,ADCY2,ADCY3,ADCY4,ADCY6,ADCYAP1R1,ADD3,ADGRA2,ADGRB2,ADGRB3,ADGRG1,ADGRG2,ADGRL1,ADIPOR2,ADORA2A,ADRA1D,ADRA2A,ADRA2C,AFAP1L2,AGRN,AGTR2,AKAP11,AKR1A1,AKT2,ALPK2,AMOT,AMPH,ANGPT2,ANGPTL1,ANGPTL2,ANGPTL6,ANK1,ANK3,ANKRD13A,ANKRD13B,ANLN,ANO1,ANO10,ANO2,ANO5,ANPEP,ANTXR1,ANTXR2,ANXA2,AP1S1,APC2,APLP1,APOE,APP,AQP11,AQP7,ARFIP2,ARHGAP12,ARHGAP32,ARHGAP44,ARHGAP45,ARHGEF2,ARHGEF25,ARHGEF39,ARRDC2,ARRDC3,ASPH,ASPN,ATAD1,ATAT1,ATIC,ATP10A,ATP10D,ATP11B,ATP1A2,ATP1B1,ATP1B3,ATP2B2,ATP2B3,ATP2B4,ATP5F1A,ATP7A,ATP8B2,ATXN3,AZGP1,B2M,BAIAP3,BAMBI,BBS2,BBS5,BBS7,BCAM,BCL3,BCORL1,BCR,BDKRB2,BEST1,BEST3,BGN,BIN1,BLVRB,BMPER,BRCA1,BSG,BTNL9,BVES,C2CD2L,CA14,CA4,CACHD1,CACNA1D,CACNA1G,CACNA1S,CACNB1,CACNG6,CACNG7,CADM2,CALCR,CALCRL,CALM1,CALR,CAPN3,CAPZA2,CASK,CATSPER4,CATSPERG,CAV2,CAVIN3,CBL,CCDC124,CCDC141,CCDC88A,CCNT2,CCR9,CD1.1,CD109,CD14,CD151,CD2,CD200,CD209,CD276,CD40LG,CD44,CD48,CD5L,CD80,CD8A,CD9,CDC42EP3,CDCA4,CDH10,CDH11,CDH15,CDH2,CDH20,CDH22,CDH7,CDK14,CELSR3,CEMIP2,CFL1,CHD1L,CHRNA1,CHRNA10,CHRNA3,CHRND,CHRNE,CIB1,CILP,CKAP5,CLCN5,CLDN10,CLEC12B,CLEC2B,CLEC2D,CLIP3,CLSTN2,CLSTN3,CLU,CMYA5,CNKSR1,CNP,CNR1,CNTN1,CNTN4,COL11A1,COL11A2,COL12A1,COL14A1,COL16A1,COL1A2,COL21A1,COL22A1,COL27A1,COL2A1,COL3A1,COL5A1,COL5A2,COL5A3,COL7A1,COLQ,CORO1B,CORO1C,CPEB3,CPNE3,CPT1C,CROCC,CSDE1,CSNK1G3,CSNK2B,CSPG4,CST6,CTNNA1,CTNND1,CTNND2,CTSL,CTSZ,CTTNBP2,CUBN,CUL3,CX3CR1,CXCR6,CYBRD1,CYSLTR2,DAAM1,DAB2,DAPK1,DCHS1,DCHS2,DDR2,DDX23,DDX3X,DDX50,DDX58,DES,DLC1,DLG4,DLL1,DNAJA3,DNAJB4,DNAJC1,DNM1,DOCK5,DOCK8,DPP4,DSTN,DTNA,DTNB,DTNBP1,DUSP3,DVL1,DXO,ECM2,EDNRA,EEF1A1,EFCAB7,EFNA1,EFNB3,EFR3B,EFS,EGF,EGFL6,EHD4,EMB,EMID1,EMILIN1,EMILIN3,EMP3,ENG,ENO3,ENOX1,ENPP6,ENTPD6,EPB41L2,EPB41L3,EPCAM,EPHA3,EPHA7,EPHB2,EPS8,EPS8L2,ERAP1,ERAP2,ERBB2,ERBB3,ERBIN,ESAM,ESR1,EVC2,EXO1,EXOC6,EZR,F3,F8,FAM110A,FAM171A1,FAP,FAS,FBLN1,FBLN5,FBN1,FBN2,FBN3,FBP2,FCGBP,FCHO1,FCHSD1,FCHSD2,FER,FES,FGF1,FGFR1,FGFR4,FILIP1,FLAD1,FLNB,FLNC,FLOT2,FLRT3,FLT1,FMNL3,FMOD,FMR1,FN1,FNBP1,FNBP1L,FNDC4,FNDC5,FRAS1,FREM2,FRMD6,FRMPD1,FSCN1,FYN,FZD10,FZD2,FZD9,GABRE,GAPDH,GCA,GFRA3,GGT5,GHR,GJA1,GJA5,GJC1,GLO1,GLUL,GNAI1,GNAI3,GNB5,GNG2,GPA33,GPC2,GPC3,GPC4,GPC6,GPI,GPM6B,GPR143,GPR156,GPR173,GPR176,GPR37,GPR75,GPRC5B,GPSM2,GRAMD1C,GRAMD2A,GRIA4,GRID2,GRIK2,GRIN2D,GRIN3A,GRM4,GRM7,GRPR,GSDME,GSR,HCLS1,HEPH,HHLA2,HIF3A,HIP1,HMCN2,HOMER1,HOMER2,HOMER3,HPN,HRH1,HSD17B12,HSPA5,HTRA1,IDE,IFIT5,IGF1,IGSF9,IL12RB2,IL16,IL1R1,IL2RB,IL4I1,IL4R,IL6R,IL6ST,INPP5F,INPP5J,INSR,IQGAP3,IRAK1,IRAK2,IRS3,ITGA2,ITGA4,ITGA5,ITGA6,ITGA9,ITGAL,ITGAV,ITGB1,ITGB4,ITGB6,ITGB7,ITIH4,ITM2A,ITM2C,ITPR3,ITSN1,JAM3,JPH1,JPH2,JPT2,KAZALD1,KCMF1,KCNA7,KCNAB2,KCNB1,KCNC1,KCNC4,KCND2,KCNG2,KCNIP2,KCNK1,KCNN1,KCNN2,KCNQ4,KCNQ5,KCNT2,KDR,KIAA1614,KIF14,KIF18A,KIRREL1,KIT,KLC2,KLF9,KLHDC8B,KLHL12,KPNA2,KRT18,KRT8,LAMA3,LAMA4,LAMB1,LAMB3,LAMC1,LAMC3,LANCL1,LCK,LDB2,LDB3,LDLRAD3,LEPR,LGALS3,LGR4,LIPE,LIPG,LMBR1L,LOC100511343,LOC100513863,LOC100515171,LOC100519082,LOC100519808,LOC100520512,LOC100521998,LOC100523213,LOC100523684,LOC100625134,LOC100625711,LOC100627175,LOC100737755,LOX,LOXL1,LOXL4,LPAR1,LPAR4,LRIG3,LRP4,LRP8,LRRC4,LRRC4B,LRRC4C,LRRC7,LRRC8E,LRRK2,LRRN1,LRRN2,LRRN3,LTBP1,LTBP3,LUM,LVRN,LYN,LYPD6,LYVE1,MAGI3,MAP1B,MAP2K2,MAP3K10,MAPK8IP1,MAPRE1,MAPT,MARCHF2,MASTL,MATN2,MCAM,MCOLN1,MDGA1,MEGF9,MELK,MET,MFAP2,MFSD2A,MICAL1,MICAL3,MLIP,MMP14,MMP16,MMP2,MMP23,MMRN2,MPDZ,MPL,MPP3,MPP7,MPZ,MPZL1,MRAP2,MRC1,MRPL42,MTM1,MUSK,MXRA8,MYH2,MYMK,MYO10,MYO1B,MYO7A,MYO9B,MYOF,MYOT,MYZAP,NAV2,NCAM1,NDC1,NECTIN3,NEDD4L,NEGR1,NEO1,NEURL1,NEXN,NFE2L2,NFKBIA,NGFR,NIBAN1,NIBAN2,NID1,NID2,NIN,NKG7,NLGN3,NLN,NMT1,NOP16,NOS1,NOS3,NOSTRIN,NOTCH2,NOTCH3,NPC1,NPY1R,NRCAM,NRXN1,NSG1,NT5E,NTN3,OGT,OLFML2A,OLFML2B,OMD,OXTR,P2RY1,P3H2,PACSIN3,PAFAH1B2,PARD6G,PARK7,PARM1,PARP14,PARVA,PARVB,PCDH11X,PCDH12,PCDH17,PCDH7,PCDHGB1,PCLO,PCSK9,PDE4B,PDE4D,PDE6A,PDE9A,PDGFC,PDGFRA,PDPN,PDZK1,PFKM,PGAP6,PGM5,PHB2,PHEX,PHF7,PHKA1,PHKA2,PHKB,PHLDB2,PIK3C2A,PIP4K2A,PIP4K2C,PIP4P2,PKD2,PLCD4,PLCE1,PLCG2,PLD1,PLEKHA4,PLEKHH2,PLEKHO1,PLIN1,PLIN4,PLPP3,PLPPR4,PLS3,PLXNA1,PLXNA2,PLXNA3,PLXNB3,PLXND1,PMS2,PNPLA2,PODXL,POPDC2,POPDC3,POSTN,PPIP5K1,PPM1A,PPP1CB,PPP1R9A,PPP3CA,PPP3CB,PRG4,PRKAR1A,PRKAR1B,PRKAR2A,PRKCD,PRKCH,PRKCI,PRKCQ,PRKCZ,PRKD1,PRMT8,PROM1,PRRG2,PRRT2,PTH1R,PTK2B,PTK7,PTPN13,PTPN4,PTPRA,PTPRC,PTPRJ,PTPRK,PTPRS,PTPRZ1,PTX3,PXDN,PXK,RAB10,RAB13,RAB3D,RAB8B,RAC2,RACGAP1,RAF1,RALGAPA2,RALGPS1,RALGPS2,RAMP1,RAP2C,RAPGEF1,RAPGEF3,RAPGEFL1,RAPH1,RASGRF2,RASGRP2,RCC2,RECK,REM1,RGMA,RGS12,RGS14,RGS3,RGS7,RHEB,RHEBL1,RHOD,RHOF,RHPN2,RIF1,RILPL1,RIMS1,RIPOR2,RND2,RNF157,ROBO1,ROCK2,RP2,RRAS,RTKN,S100A6,S1PR1,S1PR2,S1PR3,SAMHD1,SCARA5,SCARB1,SCN1B,SCN2B,SCN3B,SCN4A,SCN4B,SCN5A,SCN7A,SCNN1A,SCUBE1,SDC1,SDHB,SEMA4F,SEMA6D,SEMA7A,SEPTIN1,SEPTIN11,SEPTIN2,SEPTIN3,SEPTIN4,SEPTIN5,SEPTIN6,SEPTIN7,SEPTIN9,SERPINE1,SERPINE2,SGCA,SGCD,SGCE,SH3D19,SHC1,SHROOM2,SIDT1,SIGLEC1,SIPA1L1,SIRT2,SLC12A9,SLC16A10,SLC16A3,SLC17A5,SLC19A2,SLC1A3,SLC1A6,SLC22A16,SLC24A1,SLC26A6,SLC27A1,SLC29A2,SLC29A4,SLC2A10,SLC2A11,SLC2A12,SLC30A2,SLC35G1,SLC38A1,SLC38A2,SLC38A3,SLC38A4,SLC38A6,SLC39A1,SLC39A2,SLC3A1,SLC3A2,SLC41A1,SLC41A2,SLC41A3,SLC43A2,SLC44A2,SLC46A1,SLC4A3,SLC4A7,SLC50A1,SLC5A6,SLC6A1,SLC6A13,SLC7A2,SLC7A8,SLC8A3,SLC9A2,SLC9A3R2,SLC9A7,SLCO1A2,SLCO2B1,SLCO5A1,SLITRK6,SMO,SMPD1,SMPDL3B,SMURF1,SNAP91,SNED1,SNTB1,SNTB2,SOD3,SORT1,SOX11,SPARC,SPARCL1,SPART,SPEF1,SPG11,SPHK1,SPRY2,SPTAN1,SPTB,SRC,SRGAP2,SRI,SSH1,SSPN,STAC3,STAU2,STEAP3,STEAP4,STIM1,STIM2,STK10,STK26,STOX1,STX11,STX1B,STXBP1,STXBP5,STXBP6,SUCLG2,SULF1,SULF2,SVIL,SWAP70,SYT12,SYT2,SYT9,SYTL2,TAPBPL,TAS1R3,TBPL1,TCIRG1,TDP1,TEK,TENM1,TENM2,TENM3,TENM4,TFPI,TFRC,TGFB1,TGFB2,TGFB3,TGFBI,TGFBR1,TGFBR2,THBS2,THBS4,THSD4,THSD7A,TIAM1,TIMP1,TJP2,TLCD3A,TLR9,TM7SF2,TMEM120A,TMEM198B,TMEM204,TMEM231,TMEM266,TMEM47,TMEM67,TMEM98,TMPRSS7,TNC,TNFRSF11A,TNFRSF12A,TNFRSF19,TPBG,TPM1,TPM4,TRAF3,TRAF5,TRDN,TRIM72,TRIP10,TRPC1,TSHZ3,TSPAN1,TSPAN33,TSPAN4,TSPAN5,TSPAN9,TTC8,TTYH2,TTYH3,TULP3,TWF1,TYRO3,UBA6,UBE2C,UMODL1,UNC5B,USH1C,USP6NL,UTRN,VAMP1,VAMP8,VANGL1,VANGL2,VAPB,VASN,VAV2,VCAM1,VCAN,VDAC1,VIM,VLDLR,WDFY3,WHRN,WLS,XIRP2,XKR5,XKR8,XPO6,ZDHHC20,ZFYVE27,ZYX


			GO:CC			NADH dehydrogenase complex			GO:0030964			2.01E-05			24			ND4,NDUFA1,NDUFA10,NDUFA11,NDUFA12,NDUFA13,NDUFA2,NDUFA3,NDUFA8,NDUFA9,NDUFAB1,NDUFB1,NDUFB3,NDUFB5,NDUFB6,NDUFB7,NDUFB8,NDUFB9,NDUFS1,NDUFS2,NDUFS4,NDUFS6,NDUFS7,NDUFV1


			GO:CC			respiratory chain complex I			GO:0045271			2.01E-05			24			ND4,NDUFA1,NDUFA10,NDUFA11,NDUFA12,NDUFA13,NDUFA2,NDUFA3,NDUFA8,NDUFA9,NDUFAB1,NDUFB1,NDUFB3,NDUFB5,NDUFB6,NDUFB7,NDUFB8,NDUFB9,NDUFS1,NDUFS2,NDUFS4,NDUFS6,NDUFS7,NDUFV1


			GO:CC			mitochondrial respiratory chain complex I			GO:0005747			2.01E-05			24			ND4,NDUFA1,NDUFA10,NDUFA11,NDUFA12,NDUFA13,NDUFA2,NDUFA3,NDUFA8,NDUFA9,NDUFAB1,NDUFB1,NDUFB3,NDUFB5,NDUFB6,NDUFB7,NDUFB8,NDUFB9,NDUFS1,NDUFS2,NDUFS4,NDUFS6,NDUFS7,NDUFV1


			GO:CC			perinuclear region of cytoplasm			GO:0048471			2.18E-05			113			ABL1,AKAP6,ANKRD13A,ANKRD13B,ANKRD13C,APBA3,APC2,APLP1,APOD,APP,AQP11,ARHGAP1,ATP7A,AZIN2,BCAP31,BUB1B,CA4,CALCOCO2,CALR,CAPN6,CAV2,CCNF,CCNT2,CDK5R1,CERKL,CHI3L1,CHODL,CIB1,CKB,CLU,COPS5,COPS8,CORO1B,CUL7,CYFIP2,DEPDC5,EHD4,EIF4A2,EZR,FBXW8,FIGNL1,FLOT2,FMR1,FXR1,FZD9,GALNT2,HECTD3,HHATL,HSF1,ITGB1,ITM2C,KIF20B,KIRREL1,LMTK2,LYN,MAP1S,MAP2K2,MAP6,MCM3,MEX3D,MOSPD1,MTDH,MX1,MYO1B,MYO9B,NOCT,NPC1,NXT2,OBSL1,OPTN,PARK7,PCLAF,PCSK9,PDE4B,PDE4D,PHEX,PINK1,PLCG2,PRDX6,PRKCD,PTK2B,RAB34,RAB3A,RAD51,RNF207,ROS1,S100A4,S100A6,SEPTIN9,SHTN1,SIRT2,SLC2A10,SLC30A7,SLC8A3,SLIRP,SORT1,SRC,STAT1,STING1,STK26,STMN2,SYNJ2,TFRC,THBS3,TPD52,TPD52L1,TRAPPC2L,TSPAN1,TWF1,TWF2,VAMP8,VCP,VPS33A


			GO:CC			condensed chromosome, centromeric region			GO:0000779			2.86E-05			44			APITD1,AURKB,BOD1,BUB1,BUB1B,CCNB1,CDT1,CENPE,CENPF,CENPH,CENPI,CENPT,CEP192,CKAP5,DYNLL1,HJURP,HSF1,INCENP,KAT2B,KIF2C,MTBP,NCAPD2,NCAPD3,NCAPG,NDC80,NEK2,NSL1,NUF2,NUP107,NUP133,PLK1,SEPTIN7,SGO1,SGO2,SKA1,SLC25A44,SPAG5,SPC25,SPDL1,TEX14,TTK,XPO1,ZWILCH,ZWINT


			GO:CC			receptor complex			GO:0043235			2.87E-05			92			ACVR1,ADCYAP1R1,ADRA2A,AHR,APP,ARNTL,CACNG7,CALCRL,CD14,CD44,CD8A,CHRNA1,CHRNA3,CHRND,CPT1C,CUBN,DLG4,EMILIN1,ENG,EPHA3,EPHA4,EPHA7,EPHB2,EPHB3,EPHB4,EPS8,ERBB2,ERBB3,FGFR1,FLT1,GABRE,GFRA3,GHR,GPR156,GPR37,GRIA4,GRID2,GRIK2,GRIN2D,GRIN3A,GRM7,IL12RB2,IL4R,IL6R,IL6ST,INSR,ITGA2,ITGA4,ITGA5,ITGA6,ITGA9,ITGAL,ITGAV,ITGB1,ITGB4,ITGB6,ITGB7,ITPR3,KDR,KIT,LEPR,LOXL4,LRP8,MCOLN1,MUSK,NOTCH2,NOTCH3,NT5DC3,NTRK3,PDGFRA,PLXNA1,PLXNA2,PLXNA3,PLXNB3,PLXND1,PTPRA,PTPRB,RAMP1,ROR2,SLITRK5,STXBP5,TAS1R3,TEK,TFRC,TGFBR1,TGFBR2,TM7SF2,TRAF3,TRAF5,TRPC1,TYRO3,VLDLR


			GO:CC			membrane raft			GO:0045121			3.92E-05			61			ADGRG1,ANXA2,APP,ATP2B4,BVES,CAV2,CAVIN3,CBL,CD14,CD48,CD8A,CDH15,CDH2,CLIP3,CLN6,CORO1C,CTNNA1,DLC1,DLL1,DPP4,EZR,FAIM2,FAS,FLOT2,FYN,GPM6B,HK1,IL6ST,INSR,ITGB1,KDR,KIF18A,LCK,LIPE,LOC100511343,LOC100737755,LRP8,LRRK2,LYN,NOS3,NPC1,PARK7,PDPN,PGK1,PLPP3,PODXL,PRKAR1A,PRKAR2A,PTPRC,SCARB1,SCN5A,SGCA,SMO,SRC,SULF1,TEK,TFPI,TGFBR1,TGFBR2,TNFRSF1B,VDAC1


			GO:CC			membrane microdomain			GO:0098857			3.92E-05			61			ADGRG1,ANXA2,APP,ATP2B4,BVES,CAV2,CAVIN3,CBL,CD14,CD48,CD8A,CDH15,CDH2,CLIP3,CLN6,CORO1C,CTNNA1,DLC1,DLL1,DPP4,EZR,FAIM2,FAS,FLOT2,FYN,GPM6B,HK1,IL6ST,INSR,ITGB1,KDR,KIF18A,LCK,LIPE,LOC100511343,LOC100737755,LRP8,LRRK2,LYN,NOS3,NPC1,PARK7,PDPN,PGK1,PLPP3,PODXL,PRKAR1A,PRKAR2A,PTPRC,SCARB1,SCN5A,SGCA,SMO,SRC,SULF1,TEK,TFPI,TGFBR1,TGFBR2,TNFRSF1B,VDAC1


			GO:CC			respirasome			GO:0070469			5.06E-05			39			COA6,COX1,COX3,COX4I1,COX5A,COX6B,LOC100524239,LOC100524873,ND4,NDUFA1,NDUFA10,NDUFA11,NDUFA12,NDUFA13,NDUFA2,NDUFA3,NDUFA4,NDUFA8,NDUFA9,NDUFAB1,NDUFB1,NDUFB3,NDUFB5,NDUFB6,NDUFB7,NDUFB8,NDUFB9,NDUFS1,NDUFS2,NDUFS4,NDUFS6,NDUFS7,NDUFV1,SDHB,SDHC,UQCR10,UQCRC1,UQCRC2,UQCRQ


			GO:CC			outer kinetochore			GO:0000940			5.23E-05			11			BOD1,BUB1B,CCNB1,CENPF,NDC80,NUF2,NUP133,PLK1,SKA1,SPC25,SPDL1


			GO:CC			kinetochore			GO:0000776			5.23E-05			41			APITD1,AURKB,BOD1,BUB1,BUB1B,CCNB1,CDT1,CENPE,CENPF,CENPH,CENPI,CENPT,CEP192,CKAP5,DYNLL1,HJURP,HSF1,INCENP,KAT2B,KIF2C,MTBP,NDC80,NEK2,NSL1,NUF2,NUP107,NUP133,PLK1,SEPTIN7,SGO1,SGO2,SKA1,SLC25A44,SPAG5,SPC25,SPDL1,TEX14,TTK,XPO1,ZWILCH,ZWINT


			GO:CC			centriole			GO:0005814			5.27E-05			42			AKNA,ARMC9,CAPG,CCDC88A,CCHCR1,CCNF,CCP110,CENPJ,CEP152,CEP170,CEP76,CETN3,CFAP20,CNTLN,CNTROB,CPLANE2,CROCC,DYNC2I2,DZIP1,FBF1,IFT140,IFT43,IFT88,INTU,KIAA0586,KIF24,KIF2A,MKS1,MPHOSPH9,NIN,NPHP4,ODF2,PLK1,POC1A,POC1B,RP2,SASS6,SIRT2,SMO,SPICE1,STIL,TOP2A


			GO:CC			organelle lumen			GO:0043233			7.54E-05			865			AAGAB,ABCA6,ABCB6,ABCC6,ABHD5,ABL1,ACACA,ACADL,ACADM,ACADS,ACADVL,ACOT7,ACOT8,ACSM4,ACSM5,ACSS1,ACSS3,ADD3,AEN,AFF1,AIFM1,AJUBA,AK3,AKAP11,AKNA,AKT2,ALAS1,ALAS2,ALDH1L2,ALDH6A1,AMOT,ANKRD1,ANKRD23,ANLN,ANO1,ANXA11,APLP1,APP,APPBP2,AQR,ARHGAP32,ARIH2,ARNTL,ASAP3,ASF1B,ASS1,ATAD2,ATF3,ATF4,ATF5,ATG4D,ATM,ATOH8,ATP10D,ATP8B2,ATR,ATXN1,ATXN3,AURKB,BAIAP2L2,BARD1,BCAT2,BCKDHA,BCKDHB,BCKDK,BCL11A,BCL3,BCL6,BCORL1,BLM,BLOC1S1,BLVRB,BLZF1,BNIP3L,BRCA1,BRCA2,BRIP1,BUB1,C12H17ORF49,C7H6ORF125,CALCOCO2,CALR,CALU,CAND1,CAPG,CAPN3,CARF,CASK,CASP6,CASQ1,CASQ2,CBLB,CBR3,CBX2,CBX4,CC2D1B,CCNB1,CCNB3,CCNL1,CCNL2,CCNT2,CD2,CDC14A,CDC14B,CDC20,CDC45,CDC6,CDCA2,CDCA4,CDCA5,CDCA7,CDCA7L,CDK1,CDK14,CDK5R1,CDT1,CEBPG,CEMIP2,CENPF,CENPH,CENPI,CENPT,CENPU,CEP152,CEP85,CERKL,CFAP20,CHAF1B,CHCHD1,CHCHD10,CHCHD2,CHD1L,CHD3,CHD6,CHEK1,CHRNA3,CHRND,CHST2,CHTF18,CIB1,CIPC,CKAP5,CLK3,CLN6,CLPX,CLSPN,CLU,CMPK2,CMYA5,CNDP2,CNTLN,COPE,COPS4,COPS5,COPS7A,COPS8,COQ5,COX10,COX17,COX4I1,CPEB3,CPNE3,CPOX,CPS1,CPT2,CRABP2,CREB3L2,CREBRF,CRY2,CSPG4,CTC1,CTSC,CUL4B,CUTC,CYB5RL,DAB2,DCAF11,DCAF6,DCAF8,DCP2,DCTPP1,DDRGK1,DDX1,DDX23,DDX3X,DDX50,DECR1,DEDD,DENND4B,DHX16,DIAPH2,DLAT,DLD,DLST,DNAJA3,DNAJB4,DNAJC19,DNAJC7,DNMT3B,DOCK10,DOT1L,DPF3,DROSHA,DTL,DTX2,DTX4,DUSP10,DUSP26,DUSP3,DXO,DYRK1B,DZIP1,E2F1,E2F6,E2F7,E2F8,E4F1,EAF2,ECSIT,EEF1A1,EGR1,EGR2,EHMT2,EID1,EIF2D,ELAC2,ELF4,ELK3,ELK4,ELL2,ELOB,ELOC,EME1,EMG1,ENG,EPAS1,EPB41L2,EPDR1,EPHA3,EPHB2,ERAP2,ERBIN,ERO1A,ERP29,ESRRA,ETFA,ETFB,ETHE1,ETV5,EXO1,EXTL2,EYA3,EZH1,EZH2,EZR,FAM114A1,FAM131B,FANCA,FANCD2,FANCI,FANCM,FAR2,FAS,FASTK,FBXL4,FBXO32,FBXO5,FCHO1,FEN1,FGF1,FGF18,FHOD1,FIGNL1,FILIP1,FKBP10,FKBP4,FKBP5,FLYWCH1,FMR1,FNDC1,FOS,FOXA3,FOXRED2,FZD10,GATA2,GATA3,GDF11,GGA1,GINS3,GIT2,GJA1,GLI2,GLI3,GLO1,GLRX5,GOT1,GPATCH2,GPI,GPRC5B,GRIPAP1,GTF2IRD1,GTF3C6,GUSB,HADH,HADHA,HADHB,HAO2,HDAC10,HDAC9,HEATR5B,HERC6,HIF3A,HIVEP1,HIVEP2,HJURP,HLTF,HNRNPA1,HOXA3,HR,HSD11B1L,HSD11B2,HSD17B10,HSF1,HSF4,HSPA5,HSPA9,HSPB6,HSPB8,IDE,IDH3G,IER2,IL15,IL16,IL17RD,IL4R,ILRUN,IMMT,INCENP,INIP,INPP4A,INSR,INTS9,IQCB1,IRAK1,ISCU,ITGB4,ITGB6,ITPR3,JADE2,JADE3,JMJD1C,JPH1,JPT1,JUNB,KAT2B,KDM1A,KDM7A,KDM8,KEAP1,KHDRBS1,KIF18B,KIF20A,KIF20B,KIF22,KIF2A,KIF4A,KIT,KLC2,KLF4,KLF9,KLHDC3,KPNA1,KPNA2,KPNA3,KPNA5,KRI1,LACTB2,LDB2,LGALS3,LHPP,LIG1,LIMK1,LMNB1,LMNB2,LNPK,LOC102158443,LONP2,LPAR4,LRRC7,LRRK2,LYAR,MACROD1,MAF1,MAFF,MAFK,MAML3,MAP1S,MAP3K14,MAP3K2,MAPK14,MAPKAPK2,MARS1,MASTL,MBD2,MBD3,MBNL1,MBNL3,MCCC2,MCM2,MCM3,MCM4,MCM5,MCOLN1,MDH2,MDM2,MED15,MEF2A,MEF2C,MEF2D,METTL17,MGA,MGLL,MICAL3,MICOS13,MIX23,MKNK2,MLIP,MLXIPL,MMS22L,MMUT,MPP7,MRE11,MRI1,MRPL15,MRPL16,MRPL2,MRPL24,MRPL28,MRPL35,MRPL38,MRPL42,MRPL43,MRPL46,MRPL48,MRPS17,MRPS18A,MRPS18B,MRPS27,MRPS35,MRPS5,MRPS9,MSC,MSH2,MSH4,MSH6,MTA3,MTDH,MTG1,MUTYH,MYBL1,MYBL2,MYCN,MYF5,MYO10,NAA10,NAA50,NAALADL2,NABP2,NAMPT,NANS,NASP,NAV2,NCAPD2,NCAPD3,NCAPG,NCAPG2,NCAPH,NCOA2,NDC80,NDN,NDUFA10,NDUFA8,NDUFA9,NDUFAB1,NDUFB1,NDUFB5,NDUFB6,NDUFB7,NDUFS1,NDUFS2,NEIL1,NEIL3,NEK1,NEK2,NEK6,NEO1,NFATC1,NFATC3,NFATC4,NFE2L1,NFE2L2,NFIB,NFKBIL1,NFKBIZ,NFS1,NGFR,NHEJ1,NIBAN2,NIN,NLN,NME4,NMI,NMRAL1,NOC2L,NONO,NOP16,NOP56,NOS1,NOTCH2,NOTCH3,NOVA1,NPAS3,NPHP4,NPM3,NQO2,NR0B2,NR1D2,NR1I3,NR2F1,NRXN1,NSD2,NSL1,NT5C3A,NT5E,NTMT1,NUF2,NUP107,NUP205,NUP93,NXT2,OGT,ORC1,ORC3,P3H2,P4HA3,PAFAH1B2,PARG,PARK7,PARM1,PARP3,PARP9,PARPBP,PATZ1,PCBD1,PCBP1,PCCB,PDE9A,PDGFRA,PDHA1,PDHB,PDHX,PDIA3,PDIA4,PDIA6,PDK2,PDK4,PENK,PER1,PER2,PEX2,PHACTR3,PHB2,PHF1,PHF19,PHF21A,PHF7,PHLDA1,PIK3C2A,PIMREG,PINK1,PIP4K2C,PLAG1,PLAGL1,PLCB1,PLEKHA5,PLEKHA8,PLEKHH2,PLEKHM1,PLK1,PLK3,PLXNA1,PMS2,PNPLA2,POGK,POGLUT2,POLA1,POLA2,POLD1,POLD2,POLDIP2,POLE2,POLG,POLH,POLL,POLR2F,POLR2G,POLR2J,POLR3A,POLR3D,POLR3H,POT1,POU6F1,PPARA,PPARGC1A,PPARGC1B,PPM1B,PPP1CB,PPP3CA,PPTC7,PRDM5,PRIM2,PRKCD,PRKCZ,PSIP1,PSMB1,PSMC1,PSMC3IP,PSMD12,PSMD4,PTPN13,RACGAP1,RAD21,RAD23A,RAD51,RAD9B,RAI14,RANBP9,RBBP8,RBM15,RBM15B,RBP1,RBPJ,RCOR1,RCOR2,RCOR3,RECQL,RECQL4,RETREG1,REV3L,REXO2,REXO5,RFWD3,RGCC,RGS12,RGS14,RIF1,RILPL1,RMI2,RNASET2,RNF14,RNF2,RNF38,RORA,RP2,RPA2,RPS6KA1,RPS6KA3,RRAGD,RRP9,RUBCN,RUNX1T1,RYBP,S100PBP,S1PR1,SAFB2,SAMHD1,SAP130,SBDS,SCAI,SCN5A,SCNM1,SCRT1,SDHA,SDHAF2,SDHB,SELENBP1,SENP1,SENP5,SEPTIN2,SESN1,SETD7,SFMBT2,SFR1,SGK1,SGO1,SGO2,SGSH,SH3BP5,SH3D19,SH3RF2,SHFL,SIK3,SIRT2,SKP2,SLC2A11,SLC39A7,SLC3A2,SLF1,SMAD9,SMARCA1,SMARCA5,SMARCAD1,SMC2,SMC4,SMC6,SMDT1,SMOX,SNRPG,SNTB2,SNUPN,SOX11,SOX9,SPAG5,SPARC,SPATS2L,SPG11,SPI1,SPIDR,SPR,SPTY2D1,SQSTM1,SRC,SREBF2,SRI,ST6GALNAC3,STAT1,STEAP4,STING1,STK11,STON2,STOX1,STUB1,STXBP1,SUCLG1,SUCLG2,SUMF1,SUMF2,SUN2,SUPT16H,SUPV3L1,SYCP2,SYN1,SYNPO2,SYNPO2L,TAF11,TAF12,TAF9B,TAP2,TAPT1,TASOR,TBL1XR1,TBPL1,TBRG4,TBX18,TCF12,TCF3,TCF7L2,TDP1,TDP2,TEAD1,TEAD2,TEAD4,TESK2,TEX10,THAP11,THOC5,TIA1,TIMELESS,TIMM44,TIMM50,TIMM8A,TIMM8B,TLK1,TMEM43,TNIP1,TONSL,TOP2A,TOP2B,TOX3,TP53INP2,TP63,TP73,TPP2,TPX2,TRAIP,TREX1,TRIP10,TSHZ3,TSPAN1,TTC5,TUBB,TUFM,TULP3,TXNRD1,UACA,UBD,UBE2Z,UBXN1,UCHL3,UGDH,UGGT1,UGGT2,UHRF1,UQCRC2,USF2,USP1,UTRN,VCP,VDAC2,VHL,VIM,VMP1,VPS37A,VRK1,VRK3,VWA5A,WDFY3,WDHD1,WDR43,WDR77,WEE1,WRN,WWTR1,XPO1,XPO6,ZBTB1,ZBTB12,ZBTB16,ZBTB20,ZBTB7A,ZBTB7B,ZCCHC9,ZEB1,ZFPM2,ZFYVE27,ZHX2,ZIC3,ZKSCAN4,ZMIZ1,ZMYM2,ZNF175,ZNF260,ZNF300,ZNF322,ZNF346,ZNF367,ZNF395,ZNF521,ZNF638,ZNF641,ZNF692,ZNF703,ZNF879,ZRANB3,ZWINT


			GO:CC			membrane-enclosed lumen			GO:0031974			7.54E-05			865			AAGAB,ABCA6,ABCB6,ABCC6,ABHD5,ABL1,ACACA,ACADL,ACADM,ACADS,ACADVL,ACOT7,ACOT8,ACSM4,ACSM5,ACSS1,ACSS3,ADD3,AEN,AFF1,AIFM1,AJUBA,AK3,AKAP11,AKNA,AKT2,ALAS1,ALAS2,ALDH1L2,ALDH6A1,AMOT,ANKRD1,ANKRD23,ANLN,ANO1,ANXA11,APLP1,APP,APPBP2,AQR,ARHGAP32,ARIH2,ARNTL,ASAP3,ASF1B,ASS1,ATAD2,ATF3,ATF4,ATF5,ATG4D,ATM,ATOH8,ATP10D,ATP8B2,ATR,ATXN1,ATXN3,AURKB,BAIAP2L2,BARD1,BCAT2,BCKDHA,BCKDHB,BCKDK,BCL11A,BCL3,BCL6,BCORL1,BLM,BLOC1S1,BLVRB,BLZF1,BNIP3L,BRCA1,BRCA2,BRIP1,BUB1,C12H17ORF49,C7H6ORF125,CALCOCO2,CALR,CALU,CAND1,CAPG,CAPN3,CARF,CASK,CASP6,CASQ1,CASQ2,CBLB,CBR3,CBX2,CBX4,CC2D1B,CCNB1,CCNB3,CCNL1,CCNL2,CCNT2,CD2,CDC14A,CDC14B,CDC20,CDC45,CDC6,CDCA2,CDCA4,CDCA5,CDCA7,CDCA7L,CDK1,CDK14,CDK5R1,CDT1,CEBPG,CEMIP2,CENPF,CENPH,CENPI,CENPT,CENPU,CEP152,CEP85,CERKL,CFAP20,CHAF1B,CHCHD1,CHCHD10,CHCHD2,CHD1L,CHD3,CHD6,CHEK1,CHRNA3,CHRND,CHST2,CHTF18,CIB1,CIPC,CKAP5,CLK3,CLN6,CLPX,CLSPN,CLU,CMPK2,CMYA5,CNDP2,CNTLN,COPE,COPS4,COPS5,COPS7A,COPS8,COQ5,COX10,COX17,COX4I1,CPEB3,CPNE3,CPOX,CPS1,CPT2,CRABP2,CREB3L2,CREBRF,CRY2,CSPG4,CTC1,CTSC,CUL4B,CUTC,CYB5RL,DAB2,DCAF11,DCAF6,DCAF8,DCP2,DCTPP1,DDRGK1,DDX1,DDX23,DDX3X,DDX50,DECR1,DEDD,DENND4B,DHX16,DIAPH2,DLAT,DLD,DLST,DNAJA3,DNAJB4,DNAJC19,DNAJC7,DNMT3B,DOCK10,DOT1L,DPF3,DROSHA,DTL,DTX2,DTX4,DUSP10,DUSP26,DUSP3,DXO,DYRK1B,DZIP1,E2F1,E2F6,E2F7,E2F8,E4F1,EAF2,ECSIT,EEF1A1,EGR1,EGR2,EHMT2,EID1,EIF2D,ELAC2,ELF4,ELK3,ELK4,ELL2,ELOB,ELOC,EME1,EMG1,ENG,EPAS1,EPB41L2,EPDR1,EPHA3,EPHB2,ERAP2,ERBIN,ERO1A,ERP29,ESRRA,ETFA,ETFB,ETHE1,ETV5,EXO1,EXTL2,EYA3,EZH1,EZH2,EZR,FAM114A1,FAM131B,FANCA,FANCD2,FANCI,FANCM,FAR2,FAS,FASTK,FBXL4,FBXO32,FBXO5,FCHO1,FEN1,FGF1,FGF18,FHOD1,FIGNL1,FILIP1,FKBP10,FKBP4,FKBP5,FLYWCH1,FMR1,FNDC1,FOS,FOXA3,FOXRED2,FZD10,GATA2,GATA3,GDF11,GGA1,GINS3,GIT2,GJA1,GLI2,GLI3,GLO1,GLRX5,GOT1,GPATCH2,GPI,GPRC5B,GRIPAP1,GTF2IRD1,GTF3C6,GUSB,HADH,HADHA,HADHB,HAO2,HDAC10,HDAC9,HEATR5B,HERC6,HIF3A,HIVEP1,HIVEP2,HJURP,HLTF,HNRNPA1,HOXA3,HR,HSD11B1L,HSD11B2,HSD17B10,HSF1,HSF4,HSPA5,HSPA9,HSPB6,HSPB8,IDE,IDH3G,IER2,IL15,IL16,IL17RD,IL4R,ILRUN,IMMT,INCENP,INIP,INPP4A,INSR,INTS9,IQCB1,IRAK1,ISCU,ITGB4,ITGB6,ITPR3,JADE2,JADE3,JMJD1C,JPH1,JPT1,JUNB,KAT2B,KDM1A,KDM7A,KDM8,KEAP1,KHDRBS1,KIF18B,KIF20A,KIF20B,KIF22,KIF2A,KIF4A,KIT,KLC2,KLF4,KLF9,KLHDC3,KPNA1,KPNA2,KPNA3,KPNA5,KRI1,LACTB2,LDB2,LGALS3,LHPP,LIG1,LIMK1,LMNB1,LMNB2,LNPK,LOC102158443,LONP2,LPAR4,LRRC7,LRRK2,LYAR,MACROD1,MAF1,MAFF,MAFK,MAML3,MAP1S,MAP3K14,MAP3K2,MAPK14,MAPKAPK2,MARS1,MASTL,MBD2,MBD3,MBNL1,MBNL3,MCCC2,MCM2,MCM3,MCM4,MCM5,MCOLN1,MDH2,MDM2,MED15,MEF2A,MEF2C,MEF2D,METTL17,MGA,MGLL,MICAL3,MICOS13,MIX23,MKNK2,MLIP,MLXIPL,MMS22L,MMUT,MPP7,MRE11,MRI1,MRPL15,MRPL16,MRPL2,MRPL24,MRPL28,MRPL35,MRPL38,MRPL42,MRPL43,MRPL46,MRPL48,MRPS17,MRPS18A,MRPS18B,MRPS27,MRPS35,MRPS5,MRPS9,MSC,MSH2,MSH4,MSH6,MTA3,MTDH,MTG1,MUTYH,MYBL1,MYBL2,MYCN,MYF5,MYO10,NAA10,NAA50,NAALADL2,NABP2,NAMPT,NANS,NASP,NAV2,NCAPD2,NCAPD3,NCAPG,NCAPG2,NCAPH,NCOA2,NDC80,NDN,NDUFA10,NDUFA8,NDUFA9,NDUFAB1,NDUFB1,NDUFB5,NDUFB6,NDUFB7,NDUFS1,NDUFS2,NEIL1,NEIL3,NEK1,NEK2,NEK6,NEO1,NFATC1,NFATC3,NFATC4,NFE2L1,NFE2L2,NFIB,NFKBIL1,NFKBIZ,NFS1,NGFR,NHEJ1,NIBAN2,NIN,NLN,NME4,NMI,NMRAL1,NOC2L,NONO,NOP16,NOP56,NOS1,NOTCH2,NOTCH3,NOVA1,NPAS3,NPHP4,NPM3,NQO2,NR0B2,NR1D2,NR1I3,NR2F1,NRXN1,NSD2,NSL1,NT5C3A,NT5E,NTMT1,NUF2,NUP107,NUP205,NUP93,NXT2,OGT,ORC1,ORC3,P3H2,P4HA3,PAFAH1B2,PARG,PARK7,PARM1,PARP3,PARP9,PARPBP,PATZ1,PCBD1,PCBP1,PCCB,PDE9A,PDGFRA,PDHA1,PDHB,PDHX,PDIA3,PDIA4,PDIA6,PDK2,PDK4,PENK,PER1,PER2,PEX2,PHACTR3,PHB2,PHF1,PHF19,PHF21A,PHF7,PHLDA1,PIK3C2A,PIMREG,PINK1,PIP4K2C,PLAG1,PLAGL1,PLCB1,PLEKHA5,PLEKHA8,PLEKHH2,PLEKHM1,PLK1,PLK3,PLXNA1,PMS2,PNPLA2,POGK,POGLUT2,POLA1,POLA2,POLD1,POLD2,POLDIP2,POLE2,POLG,POLH,POLL,POLR2F,POLR2G,POLR2J,POLR3A,POLR3D,POLR3H,POT1,POU6F1,PPARA,PPARGC1A,PPARGC1B,PPM1B,PPP1CB,PPP3CA,PPTC7,PRDM5,PRIM2,PRKCD,PRKCZ,PSIP1,PSMB1,PSMC1,PSMC3IP,PSMD12,PSMD4,PTPN13,RACGAP1,RAD21,RAD23A,RAD51,RAD9B,RAI14,RANBP9,RBBP8,RBM15,RBM15B,RBP1,RBPJ,RCOR1,RCOR2,RCOR3,RECQL,RECQL4,RETREG1,REV3L,REXO2,REXO5,RFWD3,RGCC,RGS12,RGS14,RIF1,RILPL1,RMI2,RNASET2,RNF14,RNF2,RNF38,RORA,RP2,RPA2,RPS6KA1,RPS6KA3,RRAGD,RRP9,RUBCN,RUNX1T1,RYBP,S100PBP,S1PR1,SAFB2,SAMHD1,SAP130,SBDS,SCAI,SCN5A,SCNM1,SCRT1,SDHA,SDHAF2,SDHB,SELENBP1,SENP1,SENP5,SEPTIN2,SESN1,SETD7,SFMBT2,SFR1,SGK1,SGO1,SGO2,SGSH,SH3BP5,SH3D19,SH3RF2,SHFL,SIK3,SIRT2,SKP2,SLC2A11,SLC39A7,SLC3A2,SLF1,SMAD9,SMARCA1,SMARCA5,SMARCAD1,SMC2,SMC4,SMC6,SMDT1,SMOX,SNRPG,SNTB2,SNUPN,SOX11,SOX9,SPAG5,SPARC,SPATS2L,SPG11,SPI1,SPIDR,SPR,SPTY2D1,SQSTM1,SRC,SREBF2,SRI,ST6GALNAC3,STAT1,STEAP4,STING1,STK11,STON2,STOX1,STUB1,STXBP1,SUCLG1,SUCLG2,SUMF1,SUMF2,SUN2,SUPT16H,SUPV3L1,SYCP2,SYN1,SYNPO2,SYNPO2L,TAF11,TAF12,TAF9B,TAP2,TAPT1,TASOR,TBL1XR1,TBPL1,TBRG4,TBX18,TCF12,TCF3,TCF7L2,TDP1,TDP2,TEAD1,TEAD2,TEAD4,TESK2,TEX10,THAP11,THOC5,TIA1,TIMELESS,TIMM44,TIMM50,TIMM8A,TIMM8B,TLK1,TMEM43,TNIP1,TONSL,TOP2A,TOP2B,TOX3,TP53INP2,TP63,TP73,TPP2,TPX2,TRAIP,TREX1,TRIP10,TSHZ3,TSPAN1,TTC5,TUBB,TUFM,TULP3,TXNRD1,UACA,UBD,UBE2Z,UBXN1,UCHL3,UGDH,UGGT1,UGGT2,UHRF1,UQCRC2,USF2,USP1,UTRN,VCP,VDAC2,VHL,VIM,VMP1,VPS37A,VRK1,VRK3,VWA5A,WDFY3,WDHD1,WDR43,WDR77,WEE1,WRN,WWTR1,XPO1,XPO6,ZBTB1,ZBTB12,ZBTB16,ZBTB20,ZBTB7A,ZBTB7B,ZCCHC9,ZEB1,ZFPM2,ZFYVE27,ZHX2,ZIC3,ZKSCAN4,ZMIZ1,ZMYM2,ZNF175,ZNF260,ZNF300,ZNF322,ZNF346,ZNF367,ZNF395,ZNF521,ZNF638,ZNF641,ZNF692,ZNF703,ZNF879,ZRANB3,ZWINT


			GO:CC			intracellular organelle lumen			GO:0070013			7.54E-05			865			AAGAB,ABCA6,ABCB6,ABCC6,ABHD5,ABL1,ACACA,ACADL,ACADM,ACADS,ACADVL,ACOT7,ACOT8,ACSM4,ACSM5,ACSS1,ACSS3,ADD3,AEN,AFF1,AIFM1,AJUBA,AK3,AKAP11,AKNA,AKT2,ALAS1,ALAS2,ALDH1L2,ALDH6A1,AMOT,ANKRD1,ANKRD23,ANLN,ANO1,ANXA11,APLP1,APP,APPBP2,AQR,ARHGAP32,ARIH2,ARNTL,ASAP3,ASF1B,ASS1,ATAD2,ATF3,ATF4,ATF5,ATG4D,ATM,ATOH8,ATP10D,ATP8B2,ATR,ATXN1,ATXN3,AURKB,BAIAP2L2,BARD1,BCAT2,BCKDHA,BCKDHB,BCKDK,BCL11A,BCL3,BCL6,BCORL1,BLM,BLOC1S1,BLVRB,BLZF1,BNIP3L,BRCA1,BRCA2,BRIP1,BUB1,C12H17ORF49,C7H6ORF125,CALCOCO2,CALR,CALU,CAND1,CAPG,CAPN3,CARF,CASK,CASP6,CASQ1,CASQ2,CBLB,CBR3,CBX2,CBX4,CC2D1B,CCNB1,CCNB3,CCNL1,CCNL2,CCNT2,CD2,CDC14A,CDC14B,CDC20,CDC45,CDC6,CDCA2,CDCA4,CDCA5,CDCA7,CDCA7L,CDK1,CDK14,CDK5R1,CDT1,CEBPG,CEMIP2,CENPF,CENPH,CENPI,CENPT,CENPU,CEP152,CEP85,CERKL,CFAP20,CHAF1B,CHCHD1,CHCHD10,CHCHD2,CHD1L,CHD3,CHD6,CHEK1,CHRNA3,CHRND,CHST2,CHTF18,CIB1,CIPC,CKAP5,CLK3,CLN6,CLPX,CLSPN,CLU,CMPK2,CMYA5,CNDP2,CNTLN,COPE,COPS4,COPS5,COPS7A,COPS8,COQ5,COX10,COX17,COX4I1,CPEB3,CPNE3,CPOX,CPS1,CPT2,CRABP2,CREB3L2,CREBRF,CRY2,CSPG4,CTC1,CTSC,CUL4B,CUTC,CYB5RL,DAB2,DCAF11,DCAF6,DCAF8,DCP2,DCTPP1,DDRGK1,DDX1,DDX23,DDX3X,DDX50,DECR1,DEDD,DENND4B,DHX16,DIAPH2,DLAT,DLD,DLST,DNAJA3,DNAJB4,DNAJC19,DNAJC7,DNMT3B,DOCK10,DOT1L,DPF3,DROSHA,DTL,DTX2,DTX4,DUSP10,DUSP26,DUSP3,DXO,DYRK1B,DZIP1,E2F1,E2F6,E2F7,E2F8,E4F1,EAF2,ECSIT,EEF1A1,EGR1,EGR2,EHMT2,EID1,EIF2D,ELAC2,ELF4,ELK3,ELK4,ELL2,ELOB,ELOC,EME1,EMG1,ENG,EPAS1,EPB41L2,EPDR1,EPHA3,EPHB2,ERAP2,ERBIN,ERO1A,ERP29,ESRRA,ETFA,ETFB,ETHE1,ETV5,EXO1,EXTL2,EYA3,EZH1,EZH2,EZR,FAM114A1,FAM131B,FANCA,FANCD2,FANCI,FANCM,FAR2,FAS,FASTK,FBXL4,FBXO32,FBXO5,FCHO1,FEN1,FGF1,FGF18,FHOD1,FIGNL1,FILIP1,FKBP10,FKBP4,FKBP5,FLYWCH1,FMR1,FNDC1,FOS,FOXA3,FOXRED2,FZD10,GATA2,GATA3,GDF11,GGA1,GINS3,GIT2,GJA1,GLI2,GLI3,GLO1,GLRX5,GOT1,GPATCH2,GPI,GPRC5B,GRIPAP1,GTF2IRD1,GTF3C6,GUSB,HADH,HADHA,HADHB,HAO2,HDAC10,HDAC9,HEATR5B,HERC6,HIF3A,HIVEP1,HIVEP2,HJURP,HLTF,HNRNPA1,HOXA3,HR,HSD11B1L,HSD11B2,HSD17B10,HSF1,HSF4,HSPA5,HSPA9,HSPB6,HSPB8,IDE,IDH3G,IER2,IL15,IL16,IL17RD,IL4R,ILRUN,IMMT,INCENP,INIP,INPP4A,INSR,INTS9,IQCB1,IRAK1,ISCU,ITGB4,ITGB6,ITPR3,JADE2,JADE3,JMJD1C,JPH1,JPT1,JUNB,KAT2B,KDM1A,KDM7A,KDM8,KEAP1,KHDRBS1,KIF18B,KIF20A,KIF20B,KIF22,KIF2A,KIF4A,KIT,KLC2,KLF4,KLF9,KLHDC3,KPNA1,KPNA2,KPNA3,KPNA5,KRI1,LACTB2,LDB2,LGALS3,LHPP,LIG1,LIMK1,LMNB1,LMNB2,LNPK,LOC102158443,LONP2,LPAR4,LRRC7,LRRK2,LYAR,MACROD1,MAF1,MAFF,MAFK,MAML3,MAP1S,MAP3K14,MAP3K2,MAPK14,MAPKAPK2,MARS1,MASTL,MBD2,MBD3,MBNL1,MBNL3,MCCC2,MCM2,MCM3,MCM4,MCM5,MCOLN1,MDH2,MDM2,MED15,MEF2A,MEF2C,MEF2D,METTL17,MGA,MGLL,MICAL3,MICOS13,MIX23,MKNK2,MLIP,MLXIPL,MMS22L,MMUT,MPP7,MRE11,MRI1,MRPL15,MRPL16,MRPL2,MRPL24,MRPL28,MRPL35,MRPL38,MRPL42,MRPL43,MRPL46,MRPL48,MRPS17,MRPS18A,MRPS18B,MRPS27,MRPS35,MRPS5,MRPS9,MSC,MSH2,MSH4,MSH6,MTA3,MTDH,MTG1,MUTYH,MYBL1,MYBL2,MYCN,MYF5,MYO10,NAA10,NAA50,NAALADL2,NABP2,NAMPT,NANS,NASP,NAV2,NCAPD2,NCAPD3,NCAPG,NCAPG2,NCAPH,NCOA2,NDC80,NDN,NDUFA10,NDUFA8,NDUFA9,NDUFAB1,NDUFB1,NDUFB5,NDUFB6,NDUFB7,NDUFS1,NDUFS2,NEIL1,NEIL3,NEK1,NEK2,NEK6,NEO1,NFATC1,NFATC3,NFATC4,NFE2L1,NFE2L2,NFIB,NFKBIL1,NFKBIZ,NFS1,NGFR,NHEJ1,NIBAN2,NIN,NLN,NME4,NMI,NMRAL1,NOC2L,NONO,NOP16,NOP56,NOS1,NOTCH2,NOTCH3,NOVA1,NPAS3,NPHP4,NPM3,NQO2,NR0B2,NR1D2,NR1I3,NR2F1,NRXN1,NSD2,NSL1,NT5C3A,NT5E,NTMT1,NUF2,NUP107,NUP205,NUP93,NXT2,OGT,ORC1,ORC3,P3H2,P4HA3,PAFAH1B2,PARG,PARK7,PARM1,PARP3,PARP9,PARPBP,PATZ1,PCBD1,PCBP1,PCCB,PDE9A,PDGFRA,PDHA1,PDHB,PDHX,PDIA3,PDIA4,PDIA6,PDK2,PDK4,PENK,PER1,PER2,PEX2,PHACTR3,PHB2,PHF1,PHF19,PHF21A,PHF7,PHLDA1,PIK3C2A,PIMREG,PINK1,PIP4K2C,PLAG1,PLAGL1,PLCB1,PLEKHA5,PLEKHA8,PLEKHH2,PLEKHM1,PLK1,PLK3,PLXNA1,PMS2,PNPLA2,POGK,POGLUT2,POLA1,POLA2,POLD1,POLD2,POLDIP2,POLE2,POLG,POLH,POLL,POLR2F,POLR2G,POLR2J,POLR3A,POLR3D,POLR3H,POT1,POU6F1,PPARA,PPARGC1A,PPARGC1B,PPM1B,PPP1CB,PPP3CA,PPTC7,PRDM5,PRIM2,PRKCD,PRKCZ,PSIP1,PSMB1,PSMC1,PSMC3IP,PSMD12,PSMD4,PTPN13,RACGAP1,RAD21,RAD23A,RAD51,RAD9B,RAI14,RANBP9,RBBP8,RBM15,RBM15B,RBP1,RBPJ,RCOR1,RCOR2,RCOR3,RECQL,RECQL4,RETREG1,REV3L,REXO2,REXO5,RFWD3,RGCC,RGS12,RGS14,RIF1,RILPL1,RMI2,RNASET2,RNF14,RNF2,RNF38,RORA,RP2,RPA2,RPS6KA1,RPS6KA3,RRAGD,RRP9,RUBCN,RUNX1T1,RYBP,S100PBP,S1PR1,SAFB2,SAMHD1,SAP130,SBDS,SCAI,SCN5A,SCNM1,SCRT1,SDHA,SDHAF2,SDHB,SELENBP1,SENP1,SENP5,SEPTIN2,SESN1,SETD7,SFMBT2,SFR1,SGK1,SGO1,SGO2,SGSH,SH3BP5,SH3D19,SH3RF2,SHFL,SIK3,SIRT2,SKP2,SLC2A11,SLC39A7,SLC3A2,SLF1,SMAD9,SMARCA1,SMARCA5,SMARCAD1,SMC2,SMC4,SMC6,SMDT1,SMOX,SNRPG,SNTB2,SNUPN,SOX11,SOX9,SPAG5,SPARC,SPATS2L,SPG11,SPI1,SPIDR,SPR,SPTY2D1,SQSTM1,SRC,SREBF2,SRI,ST6GALNAC3,STAT1,STEAP4,STING1,STK11,STON2,STOX1,STUB1,STXBP1,SUCLG1,SUCLG2,SUMF1,SUMF2,SUN2,SUPT16H,SUPV3L1,SYCP2,SYN1,SYNPO2,SYNPO2L,TAF11,TAF12,TAF9B,TAP2,TAPT1,TASOR,TBL1XR1,TBPL1,TBRG4,TBX18,TCF12,TCF3,TCF7L2,TDP1,TDP2,TEAD1,TEAD2,TEAD4,TESK2,TEX10,THAP11,THOC5,TIA1,TIMELESS,TIMM44,TIMM50,TIMM8A,TIMM8B,TLK1,TMEM43,TNIP1,TONSL,TOP2A,TOP2B,TOX3,TP53INP2,TP63,TP73,TPP2,TPX2,TRAIP,TREX1,TRIP10,TSHZ3,TSPAN1,TTC5,TUBB,TUFM,TULP3,TXNRD1,UACA,UBD,UBE2Z,UBXN1,UCHL3,UGDH,UGGT1,UGGT2,UHRF1,UQCRC2,USF2,USP1,UTRN,VCP,VDAC2,VHL,VIM,VMP1,VPS37A,VRK1,VRK3,VWA5A,WDFY3,WDHD1,WDR43,WDR77,WEE1,WRN,WWTR1,XPO1,XPO6,ZBTB1,ZBTB12,ZBTB16,ZBTB20,ZBTB7A,ZBTB7B,ZCCHC9,ZEB1,ZFPM2,ZFYVE27,ZHX2,ZIC3,ZKSCAN4,ZMIZ1,ZMYM2,ZNF175,ZNF260,ZNF300,ZNF322,ZNF346,ZNF367,ZNF395,ZNF521,ZNF638,ZNF641,ZNF692,ZNF703,ZNF879,ZRANB3,ZWINT


			GO:CC			postsynaptic specialization			GO:0099572			7.54E-05			51			ABHD17C,ADD3,ADGRL1,ARHGAP32,ARHGAP44,ARHGEF9,ATP2B2,BCR,BNIP3,CACNG7,CDH2,CLSTN2,CLSTN3,CPEB4,CTNND2,DISC1,DLG4,DLG5,DLGAP4,DROSHA,DTNBP1,DVL1,EGLN1,EPS8,FMR1,FXR1,FXR2,FYN,GRIK2,GRIN2D,HOMER1,HOMER2,HOMER3,INSYN1,KPNA1,KPNA2,MAP1B,NEURL1,NGFR,NOS1,PAK3,PDE4B,PLEKHA5,PLPPR4,PPP1R9A,RGS14,RHEB,SH2D5,SLC8A3,SRGAP2,SYN1


			GO:CC			actin-based cell projection			GO:0098858			7.58E-05			49			ACTA2,ACTC1,ACTN2,ANTXR1,CD44,CDC14A,CIB1,CLCA1,CUBN,DYNC2I2,EPS8,EPS8L2,EZR,F8,FCHSD2,FMR1,FSCN1,FXR1,FXR2,FZD9,HOMER2,IQGAP2,ITGAV,ITGB1,JAM3,LRRK2,MTM1,MYO10,MYO1B,MYO7A,PDGFRA,PDPN,PODXL,PPP1R9A,PRELID2,PROM1,RAPGEF3,RIPOR2,SHTN1,SLC38A4,SLC7A8,SPEF1,TEK,TWF1,TWF2,USH1C,UTRN,VCAM1,WHRN


			GO:CC			transmembrane transporter complex			GO:1902495			7.93E-05			91			ABCC4,AKAP6,ATP1A2,ATP1B1,ATP1B3,BEST1,BEST3,CACHD1,CACNA1D,CACNA1G,CACNA1S,CACNB1,CACNG6,CACNG7,CALM1,CATSPER4,CATSPERG,CHRNA1,CHRNA3,CHRND,COX1,CPT1C,DDX23,DLG4,EPS8,GABRE,GRIA4,GRID2,GRIK2,GRIN2D,GRIN3A,KCNA7,KCNAB2,KCNB1,KCNC1,KCNC4,KCND2,KCNG2,KCNIP2,KCNK1,KCNQ4,KCNQ5,LOC100515171,LOC100524239,LOC100524873,LRRC8E,ND4,NDUFA1,NDUFA10,NDUFA11,NDUFA12,NDUFA13,NDUFA2,NDUFA3,NDUFA8,NDUFA9,NDUFAB1,NDUFB1,NDUFB3,NDUFB5,NDUFB6,NDUFB7,NDUFB8,NDUFB9,NDUFS1,NDUFS2,NDUFS4,NDUFS6,NDUFS7,NDUFV1,PDE4B,PDE4D,PKD2,RYR2,SCN1B,SCN2B,SCN3B,SCN4A,SCN4B,SCN5A,SCN7A,SCNN1A,SMDT1,STXBP5,TRPC1,TTYH2,TTYH3,UQCR10,UQCRC1,UQCRC2,UQCRQ


			GO:CC			postsynaptic density			GO:0014069			0.000110672			49			ABHD17C,ADD3,ADGRL1,ARHGAP32,ARHGAP44,ARHGEF9,ATP2B2,BCR,BNIP3,CACNG7,CDH2,CLSTN2,CLSTN3,CPEB4,CTNND2,DISC1,DLG4,DLG5,DROSHA,DTNBP1,DVL1,EGLN1,EPS8,FMR1,FXR1,FXR2,FYN,GRIK2,GRIN2D,HOMER1,HOMER2,HOMER3,INSYN1,KPNA1,MAP1B,NEURL1,NGFR,NOS1,PAK3,PDE4B,PLEKHA5,PLPPR4,PPP1R9A,RGS14,RHEB,SH2D5,SLC8A3,SRGAP2,SYN1


			GO:CC			asymmetric synapse			GO:0032279			0.000110672			49			ABHD17C,ADD3,ADGRL1,ARHGAP32,ARHGAP44,ARHGEF9,ATP2B2,BCR,BNIP3,CACNG7,CDH2,CLSTN2,CLSTN3,CPEB4,CTNND2,DISC1,DLG4,DLG5,DROSHA,DTNBP1,DVL1,EGLN1,EPS8,FMR1,FXR1,FXR2,FYN,GRIK2,GRIN2D,HOMER1,HOMER2,HOMER3,INSYN1,KPNA1,MAP1B,NEURL1,NGFR,NOS1,PAK3,PDE4B,PLEKHA5,PLPPR4,PPP1R9A,RGS14,RHEB,SH2D5,SLC8A3,SRGAP2,SYN1


			GO:CC			transferase complex			GO:1990234			0.000131468			177			ACVR1,ANKIB1,APPBP2,ARIH2,ASB2,AUP1,BARD1,BRCA1,BRCA2,C12H17ORF49,CAB39,CACHD1,CAND1,CBX2,CBX4,CCNB1,CCNB2,CCNB3,CCNE1,CCNE2,CCNF,CCNG1,CCNG2,CCNL1,CCNL2,CCNT2,CDC20,CDK1,CDK14,CDK5R1,CKS2,CRBN,CSNK2B,CUL3,CUL4A,CUL4B,CUL5,CUL7,DAPK1,DBF4,DCAF11,DCAF6,DCAF8,DCUN1D2,DCUN1D4,DEPDC5,DLD,DLST,DTL,E2F6,ELOB,ELOC,ENC1,EZH1,EZH2,FBXL21,FBXL4,FBXL7,FBXO31,FBXO32,FBXO9,FBXW5,FBXW8,FNTB,GPR37,HSD17B10,HSD17B12,IFIT5,IKBKG,INSR,JADE2,JADE3,KAT2B,KBTBD8,KEAP1,KLHDC3,KLHL13,KLHL15,KLHL21,KLHL24,KLHL3,KLHL42,KLHL9,LOC100511937,MAT2A,MBTD1,MGA,MIB2,MSH4,NAA10,NAA20,NAA50,OGDH,OGT,ORMDL1,ORMDL2,OSTC,PEX2,PFKM,PHF1,PHF19,PHKA1,PHKA2,PHKB,PHKG1,PIGA,PIGQ,PIK3C2A,PIK3R2,POLA1,POLA2,POLD1,POLD2,POLE2,POLG,POLR2F,POLR2G,POLR2J,POLR3A,POLR3D,POLR3GL,POLR3H,PRIM2,PRKAB2,PRKAG1,PRKAG3,PRKAR1A,PRKAR1B,PRKAR2A,PRKCI,PRPS1,RABGGTA,RAD51,RANBP10,RANBP9,RB1CC1,RBM15,RBM15B,REV3L,RNF14,RNF144A,RNF2,RNF217,SEL1L,SESN2,SKP2,SMC6,SNRPD1,SNRPG,SPTLC1,STK11,STT3A,STUB1,TAF11,TAF12,TAF9B,TBC1D14,TBPL1,TEX10,TGFBR1,TGFBR2,TREX1,TUSC3,UBE2C,UBE2D4,UBE3D,UBR2,UBR3,ULK1,VHL,WDFY3,WDR77,WDTC1,YEATS2,ZBTB7A,ZNFX1,ZYG11B


			GO:CC			transporter complex			GO:1990351			0.000132102			94			ABCC4,AKAP6,ATP10D,ATP1A2,ATP1B1,ATP1B3,BEST1,BEST3,CACHD1,CACNA1D,CACNA1G,CACNA1S,CACNB1,CACNG6,CACNG7,CALM1,CATSPER4,CATSPERG,CHRNA1,CHRNA3,CHRND,COX1,CPT1C,DDX23,DLG4,EPS8,FAR2,GABRE,GRIA4,GRID2,GRIK2,GRIN2D,GRIN3A,KCNA7,KCNAB2,KCNB1,KCNC1,KCNC4,KCND2,KCNG2,KCNIP2,KCNK1,KCNQ4,KCNQ5,LOC100515171,LOC100524239,LOC100524873,LRRC8E,ND4,NDUFA1,NDUFA10,NDUFA11,NDUFA12,NDUFA13,NDUFA2,NDUFA3,NDUFA8,NDUFA9,NDUFAB1,NDUFB1,NDUFB3,NDUFB5,NDUFB6,NDUFB7,NDUFB8,NDUFB9,NDUFS1,NDUFS2,NDUFS4,NDUFS6,NDUFS7,NDUFV1,PDE4B,PDE4D,PKD2,RYR2,SCN1B,SCN2B,SCN3B,SCN4A,SCN4B,SCN5A,SCN7A,SCNN1A,SMDT1,STXBP5,TIMM8A,TRPC1,TTYH2,TTYH3,UQCR10,UQCRC1,UQCRC2,UQCRQ


			GO:CC			filopodium			GO:0030175			0.0001539			28			ACTA2,ACTC1,ACTN2,ANTXR1,CIB1,DYNC2I2,EZR,FMR1,FSCN1,FXR1,FXR2,FZD9,IQGAP2,ITGAV,ITGB1,MTM1,MYO10,PDPN,PODXL,PPP1R9A,RAPGEF3,RIPOR2,SHTN1,SPEF1,TWF1,TWF2,UTRN,VCAM1


			GO:CC			cilium			GO:0005929			0.000166126			135			ACTA2,ADCY3,AK1,APP,ARMC9,ATP1B1,ATP2B4,BBS12,BBS2,BBS5,BBS7,CALCR,CALM1,CATSPER4,CATSPERG,CBL,CC2D2A,CCDC40,CCDC65,CCDC88A,CDC14A,CDC45,CENPF,CENPJ,CEP131,CEP170,CERKL,CETN3,CFAP20,CPLANE1,CPLANE2,CROCC,CUL3,DAAM1,DCX,DEFB1,DISC1,DLD,DLG5,DNAH10,DRC1,DYNC2I2,DYNLL1,DZIP1,EFCAB7,EFHC1,EVC2,EZR,FBF1,GLI2,GLI3,GPI,GPR161,GSTM3,GUCA1B,IFT122,IFT140,IFT27,IFT43,IFT46,IFT57,IFT80,IFT88,IL4I1,INTU,IQCB1,KIAA0586,KIAA1549,KIF27,KIF2A,KIF3B,KIF5C,LYAR,LZTFL1,MAK,MAP1B,MAPRE1,MKKS,MKS1,MNS1,MYO7A,NAXE,NIN,NOTCH2,NPHP4,ODAD4,ODF2,OFD1,P2RY1,PDE6A,PDGFRA,PFKM,PKD2,PKM,POC1A,POC1B,PRKAR1A,PRKAR2A,PROM1,RAB10,RABEP2,RILPL1,RP2,SCNN1A,SEPTIN2,SEPTIN4,SEPTIN6,SEPTIN7,SEPTIN9,SLC26A6,SLIRP,SMO,SPAG5,SPEF1,SPEF2,SQSTM1,SSX2IP,TAPT1,TEKT1,TMEM107,TMEM231,TMEM67,TRAF3IP1,TTC21B,TTC26,TTC8,TTLL1,TUB,TULP3,TXNDC15,USH1C,VHL,WDR19,WDR35,WHRN


			GO:CC			somatodendritic compartment			GO:0036477			0.000168642			112			ABR,ADCY4,APOD,APP,ARHGAP44,ATP1A2,AZIN2,BCR,BIN1,C4A,CADM2,CAMK2A,CD200,CIB1,CLU,CPEB4,CPT1C,CTNND2,CTTNBP2,DIP2B,DLG4,DPYSL5,DTNBP1,EIF3J,EPHA4,EPHB2,FBXO31,FLOT2,FMR1,FRMPD4,FXR1,FXR2,FYN,GABRE,GRIA4,GRID2,GRIK2,GRIN3A,GRM7,HOMER1,HOMER2,HOMER3,IFT57,IGSF9,IL6ST,INPP5F,INPP5J,ITGB1,KCNB1,KCNC1,KCNC4,KCND2,KCNK1,KCNN1,KCNN2,KIF1A,KIF1C,KIF3B,KIF5C,LRRC4,LRRK2,MAP1A,MAP1B,MAP1S,MAP6,MAPK8IP1,MUL1,MYO10,N4BP3,NEURL1,NF1,NIN,NOS1,NTF4,OPHN1,PDE1C,PDE4B,PMM1,PPP1R1B,PPP1R9A,PPP3CA,PRKCZ,PTK2B,RGS12,RGS14,ROGDI,RUFY3,SCN1B,SEZ6L,SEZ6L2,SGCE,SHTN1,SIRT2,SLC1A3,SLC3A2,SMO,SNCG,SPG11,SRGAP2,STAU2,STMN2,STRN,STRN4,SYN1,TMEM185A,TMEM266,TPBG,TPX2,TRAK1,WDR47,ZFYVE27,ZNF385A


			GO:CC			ciliary basal body			GO:0036064			0.000172253			45			ARMC9,BBS2,BBS5,BBS7,CCDC65,CCDC88A,CDC14A,CDC45,CENPJ,CEP131,CETN3,CFAP20,DAAM1,DISC1,DLG5,DYNC2I2,DZIP1,EZR,FBF1,IFT122,IFT140,IFT57,IFT80,IFT88,INTU,KIAA0586,MAPRE1,MKKS,MKS1,NPHP4,OFD1,PKD2,POC1A,POC1B,RABEP2,RP2,SPAG5,SSX2IP,TAPT1,TRAF3IP1,TTC26,TTC8,TTLL1,WDR35,WHRN


			GO:CC			intraciliary transport particle			GO:0030990			0.000198107			13			IFT122,IFT140,IFT27,IFT43,IFT46,IFT57,IFT80,IFT88,TRAF3IP1,TTC21B,TTC26,WDR19,WDR35


			GO:CC			T-tubule			GO:0030315			0.000214115			14			ATP1A2,ATP1B1,ATP2B4,BIN1,CACNA1D,CACNA1S,CACNG6,CACNG7,KCNN2,LOC100515171,PPP3CB,SCN1B,SCN2B,SCN5A


			GO:CC			mitotic spindle			GO:0072686			0.000229328			48			ASPM,ATAT1,AURKB,CAPG,CDC14B,CDC6,CDK1,CENPE,CKAP2,CKAP2L,CUL3,DIAPH1,DYNLL1,EFHC1,EML4,ESPL1,FAM83D,GPSM2,HAUS5,HAUS6,HSF1,IKBKG,IQCB1,KIF11,KIF18A,KIF18B,KIF20B,KIF22,KIFC1,MAK,MAP1S,MAPRE1,NIN,PKD2,PLK1,RACGAP1,RCC2,RMDN1,SIRT2,SKA1,SMC6,SPAG5,TBCK,TBL1XR1,TMEM9,TPX2,TUBB,YEATS2


			GO:CC			cell-cell junction			GO:0005911			0.000246265			99			ACTR3,ADD3,AFDN,AJUBA,AMOT,APP,ARHGEF2,ATP1B1,BAIAP2L2,BVES,CASK,CCN3,CDCA3,CDH10,CDH11,CDH2,CDH20,CDH7,CLDN10,CLMP,CTNNA1,CTNND1,CTNND2,DCHS1,DDX58,DES,DLG5,DLL1,DPP4,EPB41L3,EPCAM,ESAM,EZR,F8,FBF1,FGFR4,FHOD1,FLOT2,FLRT3,FRMD4A,FRMD4B,FSCN1,GAB1,GJA1,GJA5,GJC1,IGSF11,IQGAP3,ITGA5,ITGB1,JAM3,KIRREL1,KIT,KLHL24,KRT8,LOC100515171,MAGI3,MAP2K2,MPDZ,MPP3,MPP7,MYH2,NECTIN3,NGFR,NIBAN2,NPHP4,NRAP,PARD6G,PCDH12,PDLIM2,PDLIM5,PGM5,PKD2,PLCG1,PRKCD,PRKCH,PRKCZ,PRKD1,PTK7,PTPRJ,PTPRK,RAB13,RAP2C,SCN1B,SCN5A,SGCA,SHROOM2,SIRT2,SSX2IP,STRN,TEK,TGFBR1,TIAM1,TJP2,TMEM47,TWF1,USP53,WASF2,ZYX


			GO:CC			dendritic spine			GO:0043197			0.000350785			28			ABR,APP,ARHGAP44,BCR,CAMK2A,CTTNBP2,DLG4,DTNBP1,EPHA4,FMR1,FRMPD4,FXR1,FXR2,GRIA4,GRID2,ITGB1,KCND2,KCNN2,LRRC4,NEURL1,NOS1,OPHN1,PDE4B,PPP1R9A,PPP3CA,PTK2B,RGS14,SRGAP2


			GO:CC			replication fork			GO:0005657			0.000360455			25			BCL6,CHEK1,DNMT1,EME1,HMCES,MMS22L,MRE11,POLA1,POLA2,POLD1,POLD2,POLH,PRIM2,RAD51B,RFC3,RFC5,RPA2,SMARCA5,SMARCAD1,TIMELESS,TONSL,TREX1,UHRF1,WDHD1,ZRANB3


			GO:CC			postsynapse			GO:0098794			0.000361041			92			ABHD17C,ABR,ADD3,ADGRB3,ADGRL1,ADORA2A,APP,ARHGAP32,ARHGAP44,ARHGEF9,ATAD1,ATP2B2,BCR,BNIP3,CACNG7,CAMK2A,CDH2,CHRNA1,CHRNA10,CHRNA3,CHRND,CHRNE,CLSTN2,CLSTN3,CPEB4,CPT1C,CTNND2,CTTNBP2,DISC1,DLG4,DLG5,DLGAP4,DNAJA3,DROSHA,DTNBP1,DVL1,EGLN1,EPHA4,EPS8,ERBIN,FMR1,FRMPD4,FXR1,FXR2,FYN,GABRE,GRIA4,GRID2,GRIK2,GRIN2D,GRIN3A,GRIPAP1,HIP1,HOMER1,HOMER2,HOMER3,INSYN1,ITGB1,KCNB1,KCND2,KCNN2,KPNA1,KPNA2,LRRC4,LRRK2,MAP1B,NEFL,NEURL1,NGFR,NOP16,NOS1,NSG1,OPHN1,P2RX5,PAK3,PDE4B,PLCB1,PLEKHA5,PLPPR4,PPP1R9A,PPP3CA,PTK2B,RAB3A,RGS14,RHEB,S1PR2,SH2D5,SLC8A3,SRGAP2,SYN1,UTRN,VHL


			GO:CC			organelle outer membrane			GO:0031968			0.000364958			44			ABCB6,ACSL1,AGPAT4,ATAD1,BID,BNIP3,BNIP3L,CNR1,CPT1B,CPT1C,DHCR7,FAM210B,FUNDC2,GK,HADHB,HK1,HK2,IL4I1,LPIN1,LRRK2,LTC4S,MAOB,MAVS,MFN2,PHB2,PINK1,SAMM50,SH3GLB1,SLC8A3,SPART,STING1,SYNE3,TIGAR,TMEM53,TOMM34,TOMM40,TOMM40L,TOMM7,UBC,VAT1,VDAC1,VDAC2,VDAC3,ZNFX1


			GO:CC			outer membrane			GO:0019867			0.000364958			44			ABCB6,ACSL1,AGPAT4,ATAD1,BID,BNIP3,BNIP3L,CNR1,CPT1B,CPT1C,DHCR7,FAM210B,FUNDC2,GK,HADHB,HK1,HK2,IL4I1,LPIN1,LRRK2,LTC4S,MAOB,MAVS,MFN2,PHB2,PINK1,SAMM50,SH3GLB1,SLC8A3,SPART,STING1,SYNE3,TIGAR,TMEM53,TOMM34,TOMM40,TOMM40L,TOMM7,UBC,VAT1,VDAC1,VDAC2,VDAC3,ZNFX1


			GO:CC			sarcoplasm			GO:0016528			0.000382913			21			AKAP6,ATP2A1,ATP2A3,BCL9,CACNA1S,CALU,CASQ1,CASQ2,CTHRC1,DHRS7C,DTNBP1,JPH1,JPH2,NOS1,RYR2,SERTAD1,SGCD,SLN,THBS4,TMEM38A,TRDN


			GO:CC			spindle pole			GO:0000922			0.000388337			41			ASPM,AURKB,BOD1,CALM1,CCNB1,CDC14B,CDC25B,CDC6,CENPF,CEP85,CKAP5,CUL3,DLGAP5,EFHC1,FAM110A,FAM83D,FBF1,GPSM2,HSF1,IKBKG,KIF11,KIF20B,KIF2A,KLHL21,MAPK14,MAPRE1,NEK2,NIN,PLK1,PLK3,POC1A,POC1B,RMDN1,SBDS,SGO1,SMC6,SPAG5,SPDL1,TPX2,TUBGCP4,TUBGCP6


			GO:CC			condensin complex			GO:0000796			0.000409854			7			NCAPD2,NCAPD3,NCAPG,NCAPG2,NCAPH,SMC2,SMC4


			GO:CC			dendritic tree			GO:0097447			0.000417857			86			ABR,ADCY4,APOD,APP,ARHGAP44,AZIN2,BCR,BIN1,C4A,CAMK2A,CLU,CPEB4,CPT1C,CTTNBP2,DIP2B,DLG4,DPYSL5,DTNBP1,EIF3J,EPHA4,EPHB2,FLOT2,FMR1,FRMPD4,FXR1,FXR2,FYN,GABRE,GRIA4,GRID2,GRM7,HOMER1,HOMER2,HOMER3,IFT57,IGSF9,IL6ST,INPP5F,INPP5J,ITGB1,KCNB1,KCNC1,KCNC4,KCND2,KCNK1,KCNN2,KIF1A,KIF1C,KIF3B,KIF5C,LRRC4,LRRK2,MAP1A,MAP1B,MAP1S,MAP6,MAPK8IP1,N4BP3,NEURL1,NF1,NIN,NOS1,NTF4,OPHN1,PDE4B,PPP1R9A,PPP3CA,PTK2B,RGS12,RGS14,RUFY3,SGCE,SMO,SPG11,SRGAP2,STAU2,STRN,STRN4,SYN1,TMEM185A,TMEM266,TPBG,TRAK1,WDR47,ZFYVE27,ZNF385A


			GO:CC			dendrite			GO:0030425			0.000417857			86			ABR,ADCY4,APOD,APP,ARHGAP44,AZIN2,BCR,BIN1,C4A,CAMK2A,CLU,CPEB4,CPT1C,CTTNBP2,DIP2B,DLG4,DPYSL5,DTNBP1,EIF3J,EPHA4,EPHB2,FLOT2,FMR1,FRMPD4,FXR1,FXR2,FYN,GABRE,GRIA4,GRID2,GRM7,HOMER1,HOMER2,HOMER3,IFT57,IGSF9,IL6ST,INPP5F,INPP5J,ITGB1,KCNB1,KCNC1,KCNC4,KCND2,KCNK1,KCNN2,KIF1A,KIF1C,KIF3B,KIF5C,LRRC4,LRRK2,MAP1A,MAP1B,MAP1S,MAP6,MAPK8IP1,N4BP3,NEURL1,NF1,NIN,NOS1,NTF4,OPHN1,PDE4B,PPP1R9A,PPP3CA,PTK2B,RGS12,RGS14,RUFY3,SGCE,SMO,SPG11,SRGAP2,STAU2,STRN,STRN4,SYN1,TMEM185A,TMEM266,TPBG,TRAK1,WDR47,ZFYVE27,ZNF385A


			GO:CC			extrinsic component of membrane			GO:0019898			0.000433394			67			ACADVL,ANXA2,AP4B1,APC2,ARHGEF25,BST1,CAV2,CDH10,CDH11,CDH15,CDH2,CDH20,CDH7,COQ3,COQ5,COQ6,COQ8A,CTNNA1,CTNND1,DCHS1,DEFB1,DLG4,DNAJA3,EFCAB7,EMC2,EZR,FER,FES,GBA2,GNAI1,GNAI3,GNB5,GNG2,GRAMD2A,GRIPAP1,HIP1,KCNAB2,KPNA2,LOC100511937,LOC100625711,LOC100627175,LYN,MYZAP,NDUFAF5,NMT1,OTULINL,PIK3C2A,PIK3R2,PLEKHA4,PTK2B,RACGAP1,RB1CC1,S100A6,SCUBE1,SEC23A,SERPINE2,SNAP91,SRC,STAC3,STXBP5,TIAM1,TRIO,UBC,ULK1,WDFY3,WDR45,WDR91


			GO:CC			vesicle			GO:0031982			0.000433394			310			ABCA5,ABCB6,ABCC4,ABHD17C,ACAP3,ACE,ACKR3,ACY1,ADAM15,ADAM8,ALS2CL,AMOT,AMPH,ANGPTL6,ANKFY1,ANKRD13A,ANKRD13B,ANO2,ANO5,ANPEP,ANXA11,ANXA2,AP1S1,AP3M2,APOE,APP,APPBP2,ARHGAP1,ARHGEF2,ARL8B,ARPIN,ARRDC2,ARRDC3,ATG9A,ATM,ATP11B,ATP7A,AZIN2,BAIAP2L2,BAIAP3,BDKRB2,BGN,BIN1,BLOC1S1,BRCA2,CA4,CALCR,CALCRL,CALM1,CALU,CAPG,CAPN11,CASK,CATSPER4,CAV2,CCDC88A,CD9,CDIP1,CEP131,CLCA1,CLCN4,CLCN5,CLIP3,CLN6,CLU,CNP,COPB1,COPE,COPG2,COPS4,COPS5,CORO1C,CPE,CTSL,CTSZ,CUBN,DAB2,DEFB1,DISC1,DLD,DLG4,DLL1,DOP1B,DPP4,DTNBP1,DVL1,EGF,EHD4,ENTPD7,EPHA3,EPHA4,ERBB2,ERP29,EZR,FAR2,FCHO1,FES,FGFR1,FGFR4,FLOT2,FN1,FNBP1L,FYCO1,FYN,GALNT15,GARS1,GBP1,GGA1,GGA2,GOLT1B,GPR143,GPR161,GPRC5B,GRIPAP1,GRM4,HIP1,IL4I1,INPP5F,ITGA5,ITGB1,ITGB7,KCNK1,KDELR3,KDR,KIAA0753,LIPG,LMTK2,LOC100512977,LOC100625711,LOC100737755,LPAR1,LRRK2,MAN1A1,MAP6,MARCHF2,MARCHF3,MARCHF8,MCOLN1,MIB1,MIB2,MMP14,MON1A,MOXD1,MRC1,MTM1,MYO1B,MYO7A,MYOF,N4BP3,NOP16,NOS1,NPC1,NSG1,NTF4,OPTN,PACS1,PACSIN3,PAM,PARM1,PCSK9,PDE4B,PDIA6,PDPN,PENK,PIP4P2,PITHD1,PKD2,PLA1A,PLAA,PLAT,PLCG2,PLD1,PLEKHF1,PLEKHM1,PLEKHM2,PPP1R1B,PRDX3,PRKAR1A,PRKAR1B,PRKCD,PRKCZ,PROM1,PRRT2,PSAP,PSMC5,PTPRN,QSOX1,RAB10,RAB13,RAB29,RAB34,RAB3A,RAB3D,RAB3IL1,RAB7A,RAB8B,RABEP2,RAC2,RAP2C,RCBTB2,RCC2,RHOD,RHOF,RND2,RNF157,ROGDI,RP2,RUBCN,SCNN1A,SEC23A,SEC24D,SEC31B,SEPTIN1,SEPTIN2,SEPTIN4,SEPTIN5,SEPTIN6,SERPINE1,SERPINE2,SH3BP5,SH3GL3,SIGLEC1,SLC15A3,SLC17A5,SLC26A6,SLC30A2,SLC30A7,SLC39A2,SLC46A1,SLC9A7,SLIRP,SMPD1,SNAP91,SNX30,SNX7,SORT1,SPARC,SPG11,SPG21,SPHK1,SRC,SRGAP2,SRI,SSPN,STEAP3,STEAP4,STING1,STK26,STX11,STX1B,STXBP1,STXBP5,SYBU,SYN1,SYNGR1,SYPL1,SYPL2,SYT12,SYT2,SYT9,SYTL2,TBC1D2B,TCIRG1,TFRC,TGFBR1,THBS2,TLN2,TLR9,TMED3,TMEM184A,TMEM198B,TMEM25,TMEM67,TMEM9,TMEM98,TPCN2,TRAF3IP2,TRAK1,TRAPPC2L,TRAPPC5,TRIM36,TRIM72,TSPAN1,TSPAN4,TTC5,TUBA1B,TUBGCP4,UNC13D,USP6NL,VAMP8,VASN,VCAM1,VDAC2,VIM,VPS13B,VPS26A,VPS26B,VPS26C,VPS33A,VPS37A,VPS9D1,WASF2,WDR48,WDR91,WHAMM,WIPI1,WLS,YIF1B,ZFYVE27,ZYX


			GO:CC			mitochondrial outer membrane			GO:0005741			0.00046327			40			ABCB6,ACSL1,AGPAT4,ATAD1,BID,BNIP3,BNIP3L,CNR1,CPT1B,CPT1C,FAM210B,FUNDC2,GK,HADHB,HK1,HK2,IL4I1,LPIN1,LRRK2,MAOB,MAVS,MFN2,PHB2,PINK1,SAMM50,SH3GLB1,SLC8A3,SPART,STING1,TIGAR,TOMM34,TOMM40,TOMM40L,TOMM7,UBC,VAT1,VDAC1,VDAC2,VDAC3,ZNFX1


			GO:CC			chromosome			GO:0005694			0.000483335			233			ADD3,APITD1,ASF1B,ATM,AURKB,BCAS3,BCL11A,BCL6,BCL7B,BLM,BOD1,BRCA1,BRCA2,BRD3,BUB1,BUB1B,C12H17ORF49,CACHD1,CALCOCO1,CAMTA2,CBX2,CBX3,CCNB1,CDC45,CDCA2,CDCA5,CDT1,CENPE,CENPF,CENPH,CENPI,CENPL,CENPT,CENPU,CEP192,CHAF1A,CHAF1B,CHD1L,CHD3,CHD6,CHEK1,CHTF18,CKAP5,COPS5,CREB3L1,CTC1,CUL5,DDX23,DNMT1,DPF3,DYNLL1,DYRK1B,E2F1,EGR1,EHMT2,EME1,EMG1,ESCO1,ESR1,EZH2,FANCA,FANCD2,FANCM,FEN1,FER,FIGNL1,FMR1,GATA3,GINS3,HIC1,HIF3A,HJURP,HMCES,HMGN2,HR,HSF1,HSF4,INCENP,INIP,JADE2,JADE3,JMJD1C,KAT2B,KDM1A,KIF20A,KIF22,KIF2C,KLF4,KLHDC3,MBD2,MBD3,MBTD1,MCM2,MCM3,MCM4,MCM5,MCM8,MEF2A,MKI67,MMS22L,MRE11,MSH4,MSH6,MTA3,MTBP,NABP2,NASP,NCAPD2,NCAPD3,NCAPG,NCAPG2,NCAPH,NDC80,NEK2,NFATC1,NFE2L2,NHEJ1,NOC2L,NR0B2,NSD2,NSL1,NUF2,NUP107,NUP133,OBI1,OGT,ORC1,ORC3,PARK7,PARP3,PARP9,PARPBP,PBX4,PHF1,PINK1,PLCB1,PLK1,POLA1,POLA2,POLD1,POLD2,POLE2,POLH,POLL,POT1,PPP1CB,PRIM2,PRR19,PSMC3IP,RAD21,RAD51,RAD51AP1,RAD51B,RAD9B,RCC2,RECQL4,RFC3,RFC5,RFWD3,RHNO1,RIF1,RMI2,RNF2,RPA2,SAMHD1,SAP130,SELENOO,SEPTIN7,SETD7,SFR1,SGO1,SGO2,SIRT2,SKA1,SLC25A44,SLF1,SMAD2,SMARCA1,SMARCA5,SMARCAD1,SMC2,SMC4,SMC6,SPAG5,SPC25,SPDL1,SPI1,SPIDR,SPINDOC,SRF,SS18,STAT1,SUN2,SUPT16H,SYCP2,SYN1,TAF12,TAF9B,TASOR,TBC1D14,TCF12,TCF3,TCF4,TCF7L2,TEX14,THOC5,TIMELESS,TONSL,TOP2A,TOP2B,TP63,TRAIP,TRAPPC13,TREX1,TRNP1,TTK,UBR2,UHRF1,VCP,WDHD1,WDR43,WRN,XPO1,YEATS2,ZBTB7A,ZGRF1,ZNF385A,ZNF618,ZNF692,ZNF827,ZRANB3,ZWILCH,ZWINT


			GO:CC			extracellular region			GO:0005576			0.000501912			339			ABCB6,ABCC6,ACE,ACY1,ADAM15,ADAMTS12,ADAMTS14,ADAMTS15,ADAMTS16,ADAMTS19,ADAMTS2,ADAMTS20,ADAMTS6,ADAMTS7,ADAMTS8,ADAMTS9,ADAMTSL3,ADAMTSL5,ADGRB3,ADGRG1,ADM,ADNP,AEBP1,AGT,ANGPT2,ANGPTL1,ANGPTL2,ANGPTL4,ANGPTL6,ANO2,ANOS1,ANPEP,ANXA2,APOD,APOE,APOF,APOM,APOO,APP,ASAH1,ASPN,AWN,AZGP1,B2M,BGN,BMP5,BMP6,BMP7,BMPER,BTC,C1QTNF3,C1QTNF6,C2,C3,C4A,CA4,CALR,CALU,CCDC40,CCL19,CCL5,CCN1,CCN3,CCN4,CD1.1,CD109,CD14,CD40LG,CD9,CFD,CHI3L1,CHRD,CHSY1,CILP,CILP2,CLU,CNP,COL11A1,COL11A2,COL12A1,COL14A1,COL16A1,COL1A2,COL21A1,COL22A1,COL27A1,COL2A1,COL3A1,COL5A1,COL5A3,COL7A1,COLQ,CPA1,CPA4,CPE,CPQ,CPXM1,CPXM2,CRISPLD1,CRY2,CSF3,CTF1,CTHRC1,CTSC,CTSL,CTSW,CTSZ,CUBN,CXCL2,CYB5D2,DCN,DEFB1,DKK3,EDA,EDN3,EGF,EMILIN1,EMILIN2,ENG,ENPP2,ENPP6,ENTPD5,ENTPD6,EPDR1,ERAP1,ERBB3,ERO1A,EVA1C,F3,F8,FAM20A,FAM3C,FAP,FBLN1,FBLN5,FBN1,FBN2,FCGBP,FGF1,FGF18,FGF21,FGF9,FIBIN,FLRT3,FMOD,FN1,FNDC4,FNDC5,FRZB,FST,FUCA2,GARS1,GDF11,GDF9,GHR,GOLT1B,GPI,GPRC5B,GUSB,HABP2,HBEGF,HGF,HMCN2,HSPB6,HTRA1,HTRA3,IDE,IFI35,IGF1,IGFBP4,IGFBP5,IGSF10,IL15,IL16,IL17B,IL18,IL4I1,IL6R,ITIH3,ITIH4,JAM3,KAZALD1,KCP,KERA,KIF27,KIT,LAMA3,LAMA4,LAMB1,LAMC1,LAMC3,LCN2,LGALS3,LGALS4,LIPG,LOC100510975,LOC100521998,LOC100523213,LOC100523684,LOC100737755,LOX,LOXL1,LOXL4,LRIG3,LRP8,LRRN1,LRRN2,LRRN3,LRRTM4,LTBP1,LTBP3,LUM,LXN,MAN2A1,MDK,METRNL,MFAP2,MGAT5,MMP14,MMP2,MMP23,MMRN2,MOXD1,MSTN,NAMPT,NAXE,NID1,NID2,NMI,NPC1,NTF4,NTN3,ODAD4,OLFML2B,OMD,PAPPA2,PCOLCE,PCOLCE2,PCSK5,PCSK9,PCYOX1,PDGFA,PDGFC,PDGFD,PDIA3,PDIA4,PDIA6,PENK,PGK1,PI15,PI16,PKDCC,PLA1A,PLAA,PLAT,PLIN5,PLTP,PODN,POSTN,PRADC1,PRG4,PROM1,PROS1,PRRG2,PRRG3,PRSS36,PRSS56,PSAP,PTN,PTX3,PXDN,PYY,QSOX1,RAP1GDS1,RSPO3,S100A4,S100A7,SCNN1A,SCUBE1,SCUBE2,SDC1,SEMA3A,SEMA3D,SEMA3E,SEMA3G,SEMA4F,SEMA6A,SEMA6C,SEMA7A,SERPINB1,SERPINE1,SERPINE2,SFRP2,SLIT1,SLIT2,SLIT3,SMPD1,SMPDL3A,SMPDL3B,SOGA1,SPARC,SPARCL1,SPOCK3,SPP1,SRI,SRPX2,STC1,SULF1,SVEP1,TFPI,TFRC,TGFB1,TGFB2,TGFB3,TGFBI,THBS2,THBS3,THBS4,THSD4,TIMP1,TINAGL1,TMEM98,TNC,TSKU,TTLL1,TUB,TULP3,UMODL1,VASH1,VASN,VCAM1,VCAN,VLDLR,WFIKKN2,WIF1,WNT4,WNT5B,XYLT2,ZFP91


			GO:CC			cell-substrate junction			GO:0030055			0.000519082			47			ACTN2,AFAP1,AJUBA,ASAP3,ATAT1,CAV2,CORO2B,CPNE3,DCAF6,DLC1,DST,EFS,ERBIN,EZR,FERMT3,FES,FLRT3,IL16,ITGA2,ITGA5,ITGAV,ITGB1,ITGB4,ITGB6,ITGB7,LIMK1,MAPRE1,MAPRE2,NRAP,PARVA,PARVB,PGM5,PHLDB2,PIK3R2,PTK2B,PTPRA,PTPRC,REXO2,SENP1,SORBS1,SRC,SYNPO2,TLN2,TNS1,TNS3,XIRP2,ZYX


			GO:CC			cell projection membrane			GO:0031253			0.000519082			59			ADCY3,AKT2,ANTXR1,APC2,ARHGEF2,BBS2,BBS5,BBS7,BVES,CA4,CD44,CFL1,CUBN,CYBRD1,DDX58,DLC1,DPP4,EEF1A1,EFCAB7,EPS8,EPS8L2,EVC2,FAP,FSCN1,FZD9,GABRE,GPI,IFIT5,ITGA5,ITGAV,ITGB1,KCNB1,KCNC1,KCNC4,MAPRE1,PDE6A,PDPN,PKD2,PLCG2,PLEKHO1,PODXL,PROM1,RIPOR2,SCNN1A,SEPTIN2,SGCE,SLC26A6,SLC38A4,SLC3A1,SLC7A8,SMO,SPRY2,SRC,TMEM231,TMEM67,TPM1,TTC8,TWF1,UTRN


			GO:CC			tricarboxylic acid cycle enzyme complex			GO:0045239			0.000604612			9			BCKDHA,BCKDHB,DLD,DLST,FH,IDH3G,OGDH,SUCLG1,SUCLG2


			GO:CC			septin complex			GO:0031105			0.000604612			9			SEPTIN1,SEPTIN11,SEPTIN2,SEPTIN3,SEPTIN4,SEPTIN5,SEPTIN6,SEPTIN7,SEPTIN9


			GO:CC			septin ring			GO:0005940			0.000604612			9			SEPTIN1,SEPTIN11,SEPTIN2,SEPTIN3,SEPTIN4,SEPTIN5,SEPTIN6,SEPTIN7,SEPTIN9


			GO:CC			sarcoplasmic reticulum			GO:0016529			0.000648488			17			AKAP6,ATP2A1,ATP2A3,CACNA1S,CALU,CASQ1,CASQ2,DHRS7C,JPH1,JPH2,NOS1,RYR2,SGCD,SLN,THBS4,TMEM38A,TRDN


			GO:CC			neuron spine			GO:0044309			0.000664017			28			ABR,APP,ARHGAP44,BCR,CAMK2A,CTTNBP2,DLG4,DTNBP1,EPHA4,FMR1,FRMPD4,FXR1,FXR2,GRIA4,GRID2,ITGB1,KCND2,KCNN2,LRRC4,NEURL1,NOS1,OPHN1,PDE4B,PPP1R9A,PPP3CA,PTK2B,RGS14,SRGAP2


			GO:CC			protein kinase complex			GO:1902911			0.000664017			39			ACVR1,CAB39,CCNB1,CCNB2,CCNB3,CCNE1,CCNE2,CCNG2,CCNL1,CCNL2,CCNT2,CDK1,CDK14,CDK5R1,CKS2,CSNK2B,DAPK1,DBF4,IFIT5,IKBKG,INSR,PHKA1,PHKA2,PHKB,PHKG1,PRKAB2,PRKAG1,PRKAG3,PRKAR1A,PRKAR1B,PRKAR2A,PRKCI,RB1CC1,SESN2,STK11,TGFBR1,TGFBR2,ULK1,ZBTB7A


			GO:CC			site of double-strand break			GO:0035861			0.0006847			24			CHD1L,INIP,MRE11,NABP2,NHEJ1,PARP3,PHF1,POLH,POLL,RAD51,RFWD3,RIF1,RPA2,SAMHD1,SLF1,SMARCA5,SMARCAD1,SMC6,TIMELESS,TONSL,TRAPPC13,VCP,ZBTB7A,ZGRF1


			GO:CC			midbody			GO:0030496			0.000864379			46			ANLN,ANXA11,ANXA2,APC2,ARL8B,AURKB,BCL3,CAPG,CDK1,CENPE,CENPF,CPEB3,CRMP1,CTNND1,DTNBP1,EML4,GNAI1,GNAI3,HSPA5,IL16,INCENP,JTB,KEAP1,KIF14,KIF20A,KIF20B,KIF4A,KLHDC8B,KLHL9,MAK,MICAL1,MICAL3,NEK2,PLK1,RACGAP1,RAD21,RCC2,SEPTIN1,SEPTIN2,SEPTIN7,SH3GLB1,SIRT2,SPART,TBCK,TEX14,TTC28


			GO:CC			actin filament			GO:0005884			0.001118145			32			ACTA1,ACTC1,AMOT,APC2,CORO1B,DIAPH1,DIAPH2,DIAPH3,DNAJA3,EZR,FYN,GAS2L3,HCLS1,JAM3,KEAP1,LMOD2,MYO18B,MYO1B,MYO9B,PDLIM2,PDLIM5,PLS3,RAC2,SMTNL2,SRC,TEK,TPM2,TWF1,TWF2,WHRN,WIPF1,WIPF3


			GO:CC			kinesin complex			GO:0005871			0.001161263			18			KIF12,KIF15,KIF18A,KIF18B,KIF1A,KIF1C,KIF20A,KIF21B,KIF22,KIF23,KIF27,KIF2A,KIF2C,KIF3A,KIF3B,KIF5C,KIFC1,KLC2


			GO:CC			leading edge membrane			GO:0031256			0.001330701			34			AKT2,AMPH,ANTXR1,APC2,ARHGAP44,ARHGEF2,CD44,CFL1,DDX58,DLC1,DOCK8,DPP4,EEF1A1,EPS8,EPS8L2,FAP,GABRE,IFIT5,ITGA5,ITGAV,ITGB1,KCNB1,KCNC1,KCNC4,PDPN,PLCG2,PLEKHO1,PTPRK,RIPOR2,SGCE,SPRY2,SRC,TPM1,TWF1


			GO:CC			microtubule end			GO:1990752			0.001402363			14			ASPM,CKAP5,CLIP1,CLIP3,CLIP4,KIF18B,KIF2C,MAPRE1,NAV3,NCKAP5,NCKAP5L,SLAIN2,SPAG5,SPRY2


			GO:CC			ubiquitin ligase complex			GO:0000151			0.001485504			70			ANKIB1,APPBP2,ARIH2,ASB2,AUP1,BARD1,BRCA1,BRCA2,CACHD1,CAND1,CBX2,CBX4,CCNF,CDC20,CKS2,CRBN,CUL3,CUL4A,CUL4B,CUL5,CUL7,DCAF11,DCAF6,DCAF8,DCUN1D2,DCUN1D4,DEPDC5,DTL,ELOB,ELOC,ENC1,FBXL21,FBXL4,FBXL7,FBXO31,FBXO32,FBXO9,FBXW5,FBXW8,GPR37,IKBKG,KBTBD8,KEAP1,KLHDC3,KLHL13,KLHL15,KLHL21,KLHL24,KLHL3,KLHL42,KLHL9,MIB2,RAD51,RANBP10,RANBP9,RNF14,RNF144A,RNF2,RNF217,SEL1L,SKP2,STUB1,UBE2C,UBE2D4,UBE3D,UBR2,UBR3,VHL,WDTC1,ZYG11B


			GO:CC			neuromuscular junction			GO:0031594			0.001519751			20			APP,CDH15,CHRNA1,CHRND,CHRNE,COLQ,DES,DLG4,DLGAP4,DNAJA3,ITGB1,LAMA4,LRP4,NEFL,PRKAR1A,SERPINE2,SLC8A3,SYNGR1,TUBA1B,UTRN


			GO:CC			membrane			GO:0016020			0.001531806			1673			ABCA5,ABCA6,ABCB1,ABCB6,ABCC1,ABCC13,ABCC4,ABCC5,ABCC6,ABHD17C,ABHD3,ABL1,ABL2,ABR,ACADM,ACADVL,ACAP3,ACBD4,ACE,ACKR3,ACKR4,ACSBG1,ACSL1,ACSL4,ACTN2,ACVR1,ADAM11,ADAM12,ADAM15,ADAM22,ADAM8,ADAMTS8,ADCY2,ADCY3,ADCY4,ADCY6,ADCY9,ADCYAP1R1,ADD3,ADGRA2,ADGRB2,ADGRB3,ADGRG1,ADGRG2,ADGRL1,ADGRL2,ADHFE1,ADIPOR2,ADORA2A,ADRA1D,ADRA2A,ADRA2C,AEN,AFAP1L2,AFG3L2,AGPAT4,AGRN,AGTR2,AIFM1,AKAP11,AKAP6,AKR1A1,AKT2,ALAS1,ALAS2,ALG10,ALG14,ALG8,ALG9,ALPK2,AMOT,AMPH,ANK1,ANK3,ANKFY1,ANKRD13A,ANKRD13B,ANKRD13C,ANKRD29,ANO1,ANO10,ANO2,ANO5,ANPEP,ANTXR1,ANTXR2,ANXA2,AOX1,AP1S1,AP3M2,AP4B1,AP5B1,APC2,APLP1,APOE,APOO,APP,APPBP2,AQP11,AQP7,ARFIP2,ARHGAP1,ARHGAP12,ARHGAP44,ARHGAP45,ARHGEF2,ARHGEF25,ARHGEF39,ARIH2,ARL10,ARL8B,ARMCX2,ARMH4,ARPIN,ARRDC2,ARRDC3,ARSE,ASB11,ASB5,ASIC3,ASPH,ATAD1,ATAT1,ATG9A,ATIC,ATL2,ATL3,ATP10A,ATP10D,ATP11B,ATP1A2,ATP1B1,ATP1B3,ATP2A1,ATP2A3,ATP2B2,ATP2B3,ATP2B4,ATP5F1A,ATP5F1B,ATP5MC1,ATP5MC3,ATP5ME,ATP5PO,ATP6,ATP7A,ATP8B2,ATXN3,AUH,AUP1,AZGP1,AZIN2,B2M,B3GALNT1,B3GALT2,B3GLCT,B3GNT3,B4GALT4,BAG3,BAIAP2L2,BAIAP3,BAMBI,BBS2,BBS5,BBS7,BCAM,BCAP31,BCL3,BCORL1,BCR,BDKRB2,BEST1,BEST3,BGN,BID,BIN1,BLOC1S1,BLVRB,BLZF1,BNIP3,BNIP3L,BOC,BRCA1,BRCA2,BRIP1,BSG,BST1,BTC,BTNL9,BVES,C12H17ORF80,C2CD2,C2CD2L,C6H16ORF74,C7H6ORF125,CA14,CA4,CACHD1,CACNA1D,CACNA1G,CACNA1S,CACNB1,CACNG6,CACNG7,CADM2,CALCR,CALCRL,CALM1,CALR,CALU,CAPN3,CAPZA2,CARHSP1,CASD1,CASK,CAT,CATSPER4,CATSPERG,CAV2,CAVIN3,CBL,CCDC124,CCDC141,CCDC47,CCDC88A,CCNB1,CCNB2,CCNT2,CCPG1,CCR9,CD1.1,CD109,CD14,CD151,CD2,CD200,CD209,CD276,CD40LG,CD44,CD48,CD5L,CD80,CD8A,CD9,CDC14B,CDC42EP3,CDCA4,CDH10,CDH11,CDH15,CDH2,CDH20,CDH22,CDH7,CDIP1,CDK14,CDON,CDS1,CELSR3,CEMIP2,CEP192,CFL1,CHCHD10,CHCHD3,CHD1L,CHODL,CHPF,CHPT1,CHRNA1,CHRNA10,CHRNA3,CHRND,CHRNE,CHST1,CHST15,CHST2,CHST3,CHSY1,CIB1,CKAP4,CKAP5,CLCA1,CLCN4,CLCN5,CLDN10,CLDND2,CLEC12B,CLEC2B,CLEC2D,CLIP3,CLMP,CLN6,CLSTN2,CLSTN3,CLU,CMTM7,CMYA5,CNIH1,CNKSR3,CNP,CNR1,CNTN1,CNTN4,COA6,COLQ,COPB1,COPE,COPG2,COQ2,COQ3,COQ5,COQ6,COQ8A,COQ9,CORO1B,CORO1C,CORO2B,COX1,COX10,COX3,COX4I1,COX5A,COX6B,CPE,CPEB3,CPLANE2,CPNE3,CPOX,CPT1B,CPT1C,CREB3L1,CREB3L2,CROCC,CSDC2,CSDE1,CSNK1G3,CSNK2B,CSPG4,CST6,CTNNA1,CTNNAL1,CTNND1,CTNND2,CTSL,CUBN,CUL3,CUTA,CX3CR1,CXCR6,CYB5D2,CYB5RL,CYBRD1,CYP1A1,CYP21A1,CYP27A1,CYP2F1,CYP2R1,CYP7B1,CYRIB,CYSLTR2,CYSTM1,DAAM1,DAB2,DAPK1,DCAKD,DCBLD2,DCHS1,DCHS2,DDHD2,DDIAS,DDO,DDR2,DDRGK1,DDX23,DDX3X,DDX50,DDX58,DEFB1,DEPDC5,DES,DHCR24,DHCR7,DHRS3,DHRS7,DHRS7C,DIPK1A,DLC1,DLG4,DLL1,DNAJA2,DNAJA3,DNAJB2,DNAJB4,DNAJC1,DNAJC18,DNAJC19,DNM1,DOCK5,DOCK8,DPP4,DPY19L1,DPY19L3,DPY19L4,DSE,DST,DTNA,DTNB,DTNBP1,DTX2,DUSP3,DVL1,DXO,DYNLL1,EDA,EDNRA,EEF1A1,EFCAB7,EFNA1,EFNB3,EFR3B,EFS,EGF,EGFL6,EHD4,EMB,EMC2,EMC3,EMC7,EMC8,EMILIN1,EMP3,ENDOD1,ENDOG,ENG,ENHO,ENO3,ENOX1,ENPP2,ENPP6,ENTPD5,ENTPD6,ENTPD7,EPB41L2,EPB41L3,EPCAM,EPHA3,EPHA4,EPHA7,EPHB2,EPHB3,EPHB4,EPS8,EPS8L2,ERAP1,ERAP2,ERBB2,ERBB3,ERBIN,ERMP1,ERO1A,ESAM,ESR1,ETFDH,EVA1C,EVC2,EXD2,EXO1,EXT1,EXT2,EXTL1,EXTL2,EZR,F3,F8,FAAH,FADS1,FADS2,FAIM,FAIM2,FAM162A,FAM171A1,FAM171A2,FAM171B,FAM189A2,FAM189B,FAM210B,FAP,FAR2,FAS,FBP2,FCGR2B,FCHO1,FCHSD2,FER,FES,FGFR1,FGFR4,FILIP1,FITM1,FKBP10,FLAD1,FLNB,FLNC,FLOT2,FLRT3,FLT1,FLVCR2,FMNL3,FMO1,FMO2,FMR1,FN1,FNBP1,FNBP1L,FNDC3A,FNDC3B,FNDC4,FNDC5,FNIP1,FRAS1,FREM2,FRMD6,FRMPD1,FRRS1,FSCN1,FUNDC2,FXR1,FXR2,FXYD1,FXYD2,FXYD6,FYN,FZD10,FZD2,FZD9,G0S2,GABARAPL2,GABRE,GAL3ST4,GALNT10,GALNT15,GALNT17,GALNT2,GALNT5,GALNT7,GAPDH,GASK1A,GASK1B,GBA2,GBP1,GCA,GCNT1,GCNT4,GFRA3,GGA1,GGA2,GGT5,GHITM,GHR,GINM1,GJA1,GJA5,GJC1,GK,GLI2,GLO1,GLUL,GNAI1,GNAI3,GNB5,GNG2,GOLGB1,GOLIM4,GOLM1,GOLT1B,GPA33,GPAT2,GPAT4,GPC2,GPC3,GPC4,GPC6,GPI,GPM6B,GPR137C,GPR143,GPR153,GPR156,GPR161,GPR162,GPR173,GPR176,GPR37,GPR75,GPRC5B,GRAMD1C,GRAMD2A,GRAMD2B,GREB1L,GRIA4,GRID2,GRIK2,GRIN2D,GRIN3A,GRIPAP1,GRK2,GRM4,GRM7,GRPR,GSDME,GSR,HADHA,HADHB,HCCS,HCLS1,HEPH,HHAT,HHATL,HHIPL1,HHLA2,HIF3A,HIGD1A,HIGD1B,HIGD2A,HIP1,HK1,HK2,HMGCR,HOMER1,HOMER2,HOMER3,HOOK2,HPN,HRH1,HS2ST1,HS6ST1,HS6ST2,HSD11B1,HSD11B1L,HSD17B12,HSPA5,HTRA1,IDE,IFI35,IFIT5,IFT27,IGDCC4,IGF1,IGSF1,IGSF11,IGSF3,IGSF9,IL12RB2,IL16,IL17RD,IL1R1,IL2RA,IL2RB,IL4I1,IL4R,IL6R,IL6ST,IMMT,INPP4A,INPP4B,INPP5F,INPP5J,INSR,IQGAP3,IRAK1,IRAK2,IRS3,ITGA2,ITGA4,ITGA5,ITGA6,ITGA9,ITGAL,ITGAV,ITGB1,ITGB4,ITGB6,ITGB7,ITIH4,ITM2A,ITM2C,ITPR3,ITSN1,IZUMO1,JAM3,JPH1,JPH2,JPT1,JPT2,JTB,KCMF1,KCNA7,KCNAB2,KCNB1,KCNC1,KCNC4,KCND2,KCNG2,KCNIP2,KCNK1,KCNN1,KCNN2,KCNQ4,KCNQ5,KCNT2,KDELR3,KDR,KHDRBS1,KIAA1549,KIAA1549L,KIAA1614,KIF14,KIF18A,KIRREL1,KIT,KLC2,KLF9,KLHDC8B,KLHL12,KLHL17,KPNA2,KRT8,KTN1,LAMA3,LAMB1,LAMC1,LAMC3,LANCL1,LARGE1,LCK,LCN2,LDB2,LDB3,LDLRAD3,LEPR,LETM1,LFNG,LGALS3,LGR4,LHFPL1,LHFPL2,LHFPL6,LIG1,LIMK1,LIPE,LIPG,LMBR1L,LMNB1,LMNB2,LNPK,LOC100154053,LOC100511343,LOC100511937,LOC100513346,LOC100513863,LOC100514982,LOC100515171,LOC100517735,LOC100519082,LOC100519808,LOC100520512,LOC100520992,LOC100521998,LOC100522551,LOC100523213,LOC100524239,LOC100524873,LOC100525350,LOC100620627,LOC100622780,LOC100625134,LOC100625711,LOC100627175,LOC100737755,LOC102161784,LOC102165015,LOC110255237,LOC110259328,LOXL4,LPAR1,LPAR4,LPCAT1,LPCAT3,LPIN1,LRCH1,LRFN2,LRFN3,LRFN5,LRIG3,LRP11,LRP4,LRP8,LRRC4,LRRC4B,LRRC4C,LRRC66,LRRC7,LRRC8E,LRRK2,LRRN1,LRRN2,LRRN3,LRRTM3,LRRTM4,LRTM1,LSAMP,LSS,LTC4S,LVRN,LYN,LYPD6,LYVE1,MACF1,MAGEH1,MAGI3,MAN1A1,MAN2A1,MANBAL,MAOB,MAP1B,MAP1LC3A,MAP1LC3B,MAP2K2,MAP3K10,MAP3K13,MAPK8IP1,MAPRE1,MAPT,MARCHF2,MARCHF3,MARCHF8,MARVELD1,MASTL,MAVS,MBOAT1,MBOAT2,MBTPS2,MCAM,MCCC2,MCM2,MCM3,MCM4,MCM5,MCM8,MCOLN1,MDGA1,MDH2,MDK,ME3,MEGF9,MEIOB,MELK,MEST,MET,MFN2,MFNG,MFSD2A,MFSD6,MGAT5,MGLL,MICAL1,MICAL3,MICOS10,MICOS13,MIGA1,MIGA2,MKS1,MLIP,MMD,MMP14,MMP16,MMP2,MOSPD1,MOXD1,MPC2,MPDZ,MPL,MPP3,MPP7,MPZ,MPZL1,MRAP2,MRC1,MRC2,MRPL2,MRPL24,MRPL42,MRPS17,MRS2,MSMO1,MTARC2,MTCH2,MTDH,MTG1,MTM1,MTMR1,MTMR4,MUL1,MUSK,MX1,MX2,MXRA8,MYMK,MYO10,MYO1B,MYO7A,MYO9A,MYOF,MYOT,MYZAP,NAA20,NAALADL2,NABP2,NAT8,NBAS,NBEAL2,NCAM1,NCEH1,ND4,NDC1,NDC80,NDUFA1,NDUFA10,NDUFA11,NDUFA12,NDUFA13,NDUFA2,NDUFA3,NDUFA4,NDUFA8,NDUFA9,NDUFAB1,NDUFAF3,NDUFAF4,NDUFAF5,NDUFAF6,NDUFB1,NDUFB3,NDUFB5,NDUFB6,NDUFB7,NDUFB8,NDUFB9,NDUFS1,NDUFS2,NDUFS4,NDUFS6,NDUFS7,NDUFV1,NECAB3,NECTIN3,NEDD4L,NEGR1,NEO1,NEURL1,NEXN,NFE2L1,NFE2L2,NFKBIA,NFXL1,NGFR,NIBAN1,NIBAN2,NID1,NID2,NIN,NKG7,NKIRAS1,NLGN3,NLN,NMI,NMT1,NNAT,NNT,NOP16,NOS1,NOS3,NOSTRIN,NOTCH2,NOTCH3,NPC1,NPLOC4,NPY1R,NRCAM,NRM,NRXN1,NSG1,NT5E,NTRK3,NUCB2,NUP107,NUP133,NUP205,NUP93,OGDH,OGT,OMA1,ORMDL1,ORMDL2,OSBPL10,OSBPL8,OSTC,OTULINL,OXA1L,OXCT1,OXTR,P2RX5,P2RY1,PACSIN3,PAFAH1B2,PAM,PAQR3,PAQR4,PAQR6,PARD6G,PARK7,PARM1,PARP14,PARP16,PARVA,PARVB,PBLD,PCDH11X,PCDH12,PCDH17,PCDH7,PCDHGB1,PCNX1,PCSK5,PCSK9,PDE3A,PDE4B,PDE4D,PDE6A,PDE9A,PDGFA,PDGFC,PDGFD,PDGFRA,PDIA3,PDPN,PDZK1,PEX2,PFKM,PGAP1,PGAP6,PGK1,PGM5,PHB2,PHEX,PHF7,PHKA1,PHKA2,PHKB,PHLDB2,PHTF1,PHTF2,PI16,PIGA,PIGQ,PIK3C2A,PIK3R2,PINK1,PIP4K2A,PIP4K2C,PIP4P2,PKD2,PLA1A,PLA2G4A,PLCD4,PLCE1,PLCG2,PLD1,PLEKHA4,PLEKHA8,PLEKHH2,PLEKHM2,PLEKHO1,PLGRKT,PLIN4,PLLP,PLOD1,PLOD2,PLPP3,PLPP7,PLPPR4,PLS3,PLXNA1,PLXNA2,PLXNA3,PLXNB3,PLXND1,PMS2,PNKD,PNPLA2,PODXL,PODXL2,POLR2G,POLR3H,POPDC2,POPDC3,POT1,PPIF,PPIP5K1,PPL,PPM1A,PPM1B,PPP1CB,PPP1R15A,PPP1R1B,PPP1R3A,PPP2R5A,PPP3CA,PPP3CB,PRKAR1A,PRKAR1B,PRKAR2A,PRKCD,PRKCH,PRKCI,PRKCQ,PRKCZ,PRKD1,PRMT8,PROM1,PRRC1,PRRG2,PRRG3,PRRT2,PSMA3,PSMC1,PSMC2,PSMC3,PSMC5,PTDSS1,PTGES2,PTGFRN,PTH1R,PTK2B,PTK7,PTPN13,PTPN4,PTPRA,PTPRB,PTPRC,PTPRD,PTPRG,PTPRJ,PTPRK,PTPRN,PTPRS,PTPRZ1,PTRH2,PXK,PYY,QSOX1,RAB10,RAB13,RAB29,RAB34,RAB3A,RAB3D,RAB7A,RAB8B,RAC2,RACGAP1,RAD51B,RAF1,RALGAPA2,RALGPS1,RALGPS2,RAMP1,RAP2C,RAPGEF1,RAPGEF3,RAPGEFL1,RAPH1,RASGRF2,RASGRP2,RASL11B,RB1CC1,RCC2,RCN3,RDH11,RECK,REEP1,REEP4,REEP6,REM1,RETREG1,RGMA,RGS12,RGS14,RGS3,RGS7,RHEB,RHEBL1,RHOBTB1,RHOD,RHOF,RHOU,RHPN2,RIF1,RILPL1,RIMS1,RIPOR2,RMI2,RNASEK,RND2,RNF123,RNF144A,RNF144B,RNF149,RNF150,RNF157,RNF19B,RNF217,ROBO1,ROBO2,ROCK2,ROMO1,ROR2,ROS1,RP2,RPA2,RRAS,RRBP1,RTL1,RYR2,S100A6,S1PR1,S1PR2,S1PR3,SAMHD1,SAMM50,SBF2,SCAI,SCARA5,SCARB1,SCN1B,SCN2B,SCN3B,SCN4A,SCN4B,SCN5A,SCN7A,SCNN1A,SCUBE1,SDC1,SDC2,SDC3,SDHA,SDHB,SDHC,SDK1,SEC23A,SEC24D,SEC31B,SEC61A1,SEL1L,SELENOI,SELENON,SEMA3D,SEMA4F,SEMA5A,SEMA5B,SEMA6A,SEMA6C,SEMA6D,SEMA7A,SENP1,SEPTIN2,SEPTIN5,SEPTIN6,SEPTIN7,SERINC4,SERPINE2,SEZ6L,SEZ6L2,SFXN1,SFXN5,SGCA,SGCD,SGCE,SGPP1,SH3BP5,SH3D19,SH3GL3,SH3GLB1,SHC1,SHROOM2,SIDT1,SIGLEC1,SIPA1L1,SIRT2,SLC12A9,SLC15A2,SLC15A3,SLC16A10,SLC16A14,SLC16A3,SLC16A5,SLC17A5,SLC19A2,SLC1A3,SLC1A6,SLC22A15,SLC22A16,SLC22A17,SLC24A1,SLC24A5,SLC25A12,SLC25A19,SLC25A22,SLC25A24,SLC25A25,SLC25A26,SLC25A27,SLC25A3,SLC25A4,SLC25A44,SLC26A6,SLC27A1,SLC29A2,SLC29A4,SLC2A10,SLC2A11,SLC2A12,SLC30A2,SLC30A7,SLC35A4,SLC35E2,SLC35E3,SLC35E4,SLC35F3,SLC35G1,SLC35G6,SLC36A4,SLC37A2,SLC37A4,SLC38A1,SLC38A2,SLC38A3,SLC38A4,SLC38A6,SLC39A1,SLC39A2,SLC39A7,SLC39A9,SLC3A1,SLC3A2,SLC41A1,SLC41A2,SLC41A3,SLC43A2,SLC44A2,SLC46A1,SLC46A3,SLC49A3,SLC4A3,SLC4A7,SLC50A1,SLC5A6,SLC6A1,SLC6A13,SLC6A8,SLC7A10,SLC7A2,SLC7A7,SLC7A8,SLC8A3,SLC9A2,SLC9A3R2,SLC9A7,SLCO1A2,SLCO2B1,SLCO5A1,SLITRK1,SLITRK2,SLITRK4,SLITRK5,SLITRK6,SLN,SMDT1,SMIM11,SMIM26,SMIM8,SMO,SMOX,SMPD1,SMPDL3B,SMURF1,SNAP91,SNTB1,SNTB2,SOAT1,SORCS1,SORT1,SOX11,SPARC,SPART,SPCS1,SPEF1,SPG11,SPG7,SPHK1,SPRED2,SPRY2,SPRYD7,SPTAN1,SPTB,SPTLC1,SQLE,SRBD1,SRC,SRD5A1,SREBF2,SRGAP2,SRI,SSH1,SSPN,ST3GAL5,ST6GALNAC2,ST6GALNAC3,STAB1,STAC3,STAU2,STEAP3,STEAP4,STIM1,STIM2,STING1,STK10,STK11,STK26,STMN2,STRN,STRN4,STT3A,STX11,STX1B,STXBP1,STXBP5,STXBP6,SUCLG2,SUCO,SULF1,SULF2,SUN2,SVIL,SWAP70,SYBU,SYN1,SYNE3,SYNE4,SYNGR1,SYPL1,SYPL2,SYS1,SYT12,SYT2,SYT9,SYTL2,TAP1,TAP2,TAPBP,TAPBPL,TAPT1,TAS1R3,TAX1BP3,TBPL1,TCIRG1,TDP1,TDRKH,TEK,TENM1,TENM2,TENM3,TENM4,TEX2,TFEB,TFPI,TFRC,TGFB3,TGFBR1,TGFBR2,THSD7A,TIAM1,TIGAR,TIMM44,TIMM50,TIMM8A,TIMM8B,TJP2,TLCD3A,TLR5,TLR9,TM6SF1,TM7SF2,TMC7,TMCC2,TMED3,TMEFF2,TMEM107,TMEM109,TMEM120A,TMEM120B,TMEM126A,TMEM132A,TMEM143,TMEM144,TMEM145,TMEM158,TMEM160,TMEM176B,TMEM184A,TMEM184B,TMEM185A,TMEM198B,TMEM200A,TMEM201,TMEM204,TMEM231,TMEM25,TMEM254,TMEM255A,TMEM259,TMEM26,TMEM260,TMEM266,TMEM35A,TMEM38A,TMEM40,TMEM43,TMEM44,TMEM45A,TMEM47,TMEM51,TMEM52,TMEM53,TMEM54,TMEM59L,TMEM67,TMEM82,TMEM9,TMEM98,TMEM9B,TMPRSS7,TMTC2,TMTC3,TMTC4,TMX4,TNFRSF11A,TNFRSF12A,TNFRSF19,TNFRSF1B,TNFRSF21,TNMD,TOMM34,TOMM40,TOMM40L,TOMM7,TP53I13,TPBG,TPCN2,TPM1,TPST2,TRAF3,TRAF5,TRAM1,TRDN,TREX1,TRIM59,TRIM72,TRIO,TRIP10,TRPC1,TSHZ3,TSPAN1,TSPAN11,TSPAN12,TSPAN18,TSPAN33,TSPAN4,TSPAN5,TSPAN6,TSPAN7,TSPAN9,TSPO,TTC8,TTYH2,TTYH3,TULP3,TUSC3,TWF1,TXNDC15,TYRO3,UBA6,UBC,UBE2C,UBTD2,UBXN1,UCP2,UCP3,UGCG,ULK1,UMODL1,UNC5B,UNC5CL,UQCR10,UQCRC1,UQCRC2,UQCRQ,USH1C,USP19,USP6NL,UST,UTRN,UXS1,VAMP1,VAMP8,VANGL1,VANGL2,VAPB,VASN,VAT1,VAV2,VCAM1,VCP,VDAC1,VDAC2,VDAC3,VEGFA,VIM,VLDLR,VMP1,VPS13B,VPS26A,VPS26B,VPS33A,VPS37A,VSTM4,WDFY3,WDR45,WDR6,WDR91,WHAMM,WHRN,WIPI1,WLS,WSCD1,XIRP2,XKR5,XKR8,XPO1,XPO6,XYLT2,YBX3,YIF1B,ZBTB1,ZDHHC20,ZER1,ZFAND6,ZFYVE27,ZNF568,ZNFX1,ZYX


			GO:CC			serine/threonine protein kinase complex			GO:1902554			0.001536084			35			ACVR1,CAB39,CCNB1,CCNB2,CCNB3,CCNE1,CCNE2,CCNG2,CCNL1,CCNL2,CCNT2,CDK1,CDK14,CDK5R1,CKS2,CSNK2B,DAPK1,DBF4,IFIT5,IKBKG,PHKA1,PHKA2,PHKB,PHKG1,PRKAR1A,PRKAR1B,PRKAR2A,PRKCI,RB1CC1,SESN2,STK11,TGFBR1,TGFBR2,ULK1,ZBTB7A


			GO:CC			organelle subcompartment			GO:0031984			0.001551744			186			ABCB6,ABCC4,ACSL1,AGPAT4,ALG14,ALG8,ALG9,AP1S1,AP4B1,APOO,ARFIP2,ASPH,ATG9A,ATL2,ATL3,ATP11B,ATP2A1,ATP2A3,ATP7A,ATXN3,AUP1,AZIN2,B4GALT4,BAIAP3,BCAP31,BSG,C2CD2L,C6H16ORF74,CA4,CALR,CALU,CCDC47,CDS1,CHPF,CHPT1,CHST1,CHST2,CHSY1,CLCN4,CLIP3,CREB3L2,CYP1A1,CYP7B1,DDRGK1,DHRS7,DHRS7C,DIPK1A,DNAJC18,DOP1B,DTNBP1,EDA,EMC2,EMC3,EMC7,EMC8,ERAP1,ERO1A,EXT1,EXTL1,EXTL2,FADS1,FADS2,FAR2,FITM1,FMO1,FMO2,GALNT2,GBA2,GCNT1,GGA1,GGA2,GNAI3,GRAMD1C,HMGCR,HOOK2,HPN,HSD17B12,HSPA5,ITPR3,JPH1,JPH2,KDELR3,LMBR1L,LNPK,LOC100513346,LOC100517735,LOC100522551,LOC100525350,LOC100737755,LPCAT3,LRRK2,LSS,LTC4S,MAN2A1,MOSPD1,MOXD1,MRAP2,MSMO1,MTDH,MYO1B,NBAS,NECAB3,NFE2L1,NPLOC4,NSFL1C,OPTN,ORMDL1,ORMDL2,OSTC,OTULINL,PARP16,PCSK5,PDIA3,PGAP1,PIGA,PIGQ,PKD2,PLEKHA8,PLK3,PLOD1,PLOD2,PLPP3,POSTN,PREPL,PRKD1,PSAP,PTDSS1,RAB10,RAB13,RAB29,RAB34,RDH11,REEP1,REEP4,RYR2,SEC23A,SEC24D,SEC31B,SEC61A1,SEL1L,SELENOI,SELENON,SGPP1,SLC24A5,SLC30A7,SLC35G1,SLC37A4,SLC8A3,SOAT1,SPCS1,SQLE,SREBF2,SRI,STIM1,STIM2,STING1,STT3A,SULF1,SULF2,SYS1,TAP1,TAP2,TAPBP,TAX1BP3,TEX2,TGFBI,TMED3,TMEM35A,TMEM67,TMEM98,TMTC2,TRDN,TREX1,TUSC3,TYRO3,UBXN1,USP19,UXS1,VAPB,VCP,VMP1,VRK1,WIPI1,WLS,YIF1B,ZFYVE27


			GO:CC			growth cone			GO:0030426			0.001565661			25			ACAP3,APP,CDK5R1,CIB1,CNR1,COPG2,DTNBP1,DVL1,FLRT3,FMR1,FSCN1,FXR1,FXR2,INPP5J,KIF5C,LRRK2,MYH14,MYO9A,NIN,PCDHGB1,SHTN1,STMN2,TWF2,WDR47,ZFYVE27


			GO:CC			microtubule plus-end			GO:0035371			0.001596255			11			CKAP5,CLIP1,CLIP3,CLIP4,KIF18B,KIF2C,MAPRE1,NCKAP5,NCKAP5L,SLAIN2,SPAG5


			GO:CC			intraciliary transport particle A			GO:0030991			0.001597139			6			IFT122,IFT140,IFT43,TTC21B,WDR19,WDR35


			GO:CC			mitochondrial pyruvate dehydrogenase complex			GO:0005967			0.001597139			6			DLAT,DLD,PDHA1,PDHB,PDHX,PDK2


			GO:CC			pyruvate dehydrogenase complex			GO:0045254			0.001597139			6			DLAT,DLD,PDHA1,PDHB,PDHX,PDK2


			GO:CC			plasma membrane protein complex			GO:0098797			0.001826315			112			ACVR1,ADAM8,ANXA2,APC2,ATP1A2,ATP1B1,ATP1B3,B2M,CACHD1,CACNA1D,CACNA1G,CACNA1S,CACNB1,CACNG6,CACNG7,CALCRL,CALM1,CATSPER4,CATSPERG,CAV2,CBL,CDH10,CDH11,CDH15,CDH2,CDH20,CDH7,CHRNA1,CHRNA3,CHRND,CORO1C,CPT1C,CTNNA1,CTNND1,DCHS1,DDX23,DLG4,EFCAB7,EMILIN1,EPS8,ERBB2,ERBB3,EVC2,FAS,FLOT2,GJA1,GJA5,GJC1,GNAI1,GNAI3,GNB5,GNG2,GPR156,GRIA4,GRID2,GRIK2,GRIN2D,GRIN3A,IL6R,IL6ST,INSR,ITGA2,ITGA4,ITGA5,ITGA6,ITGA9,ITGAL,ITGAV,ITGB1,ITGB4,ITGB6,ITGB7,KCNA7,KCNAB2,KCNB1,KCNC1,KCNC4,KCND2,KCNG2,KCNIP2,KCNK1,KCNQ4,KCNQ5,LOC100515171,MPP7,NEO1,NOP16,PDE4B,PGM5,RAMP1,SCN1B,SCN2B,SCN3B,SCN4A,SCN4B,SCN5A,SCN7A,SGCA,SGCD,SGCE,SLC3A2,SNTB1,SNTB2,SSPN,STXBP5,TFRC,TGFBR1,TGFBR2,TRAF3,TRAF5,UTRN,VCAM1


			GO:CC			cell body			GO:0044297			0.001882716			64			ACTA2,ACTC1,APOD,APP,ATP1A2,AZIN2,CADM2,CD200,CIB1,CTNND2,DIP2B,DPYSL5,EPHB2,FBXO31,FMR1,FXR1,FXR2,FYN,GRIK2,GRIN3A,HSPA1L,IL6ST,INPP5F,KCNB1,KCNC1,KCNC4,KCND2,KCNK1,KCNN1,KCNN2,KIF5C,LRRK2,MAP1A,MAP1B,MAP1S,MAPK8IP1,MUL1,MYO10,NAXE,NEURL1,PARK7,PDE1C,PINK1,PLXND1,PMM1,PPP1R1B,PRKCZ,ROGDI,RUFY3,SCN1B,SEZ6L,SEZ6L2,SHTN1,SIRT2,SLC1A3,SLC3A2,SNCG,STAU2,STMN2,SYN1,TPX2,TUBB,WDR47,ZNF385A


			GO:CC			site of polarized growth			GO:0030427			0.00197486			26			ACAP3,APP,CDK5R1,CIB1,CNR1,COPG2,DTNBP1,DVL1,FLRT3,FMR1,FSCN1,FXR1,FXR2,HCLS1,INPP5J,KIF5C,LRRK2,MYH14,MYO9A,NIN,PCDHGB1,SHTN1,STMN2,TWF2,WDR47,ZFYVE27


			GO:CC			plasma membrane raft			GO:0044853			0.001977458			28			BVES,CAV2,CAVIN3,CBL,CD8A,CDH15,CDH2,CORO1C,CTNNA1,DLC1,EZR,FLOT2,INSR,KIF18A,LIPE,LOC100511343,LOC100737755,LRP8,LRRK2,NOS3,PRKAR1A,PRKAR2A,SCARB1,SCN5A,SMO,SRC,TFPI,TGFBR2


			GO:CC			site of DNA damage			GO:0090734			0.001977458			29			CHD1L,CUL5,INIP,MMS22L,MRE11,NABP2,NHEJ1,PARP3,PARP9,PHF1,POLH,POLL,RAD51,RFWD3,RIF1,RPA2,SAMHD1,SLF1,SMARCA5,SMARCAD1,SMC6,SPINDOC,TIMELESS,TONSL,TRAIP,TRAPPC13,VCP,ZBTB7A,ZGRF1


			GO:CC			focal adhesion			GO:0005925			0.002053851			43			ACTN2,AFAP1,AJUBA,ASAP3,ATAT1,CAV2,CORO2B,CPNE3,DCAF6,DLC1,DST,EFS,EZR,FES,FLRT3,IL16,ITGA2,ITGA5,ITGAV,ITGB1,ITGB4,ITGB6,ITGB7,LIMK1,MAPRE1,MAPRE2,PARVA,PARVB,PGM5,PHLDB2,PIK3R2,PTK2B,PTPRA,PTPRC,REXO2,SENP1,SRC,SYNPO2,TLN2,TNS1,TNS3,XIRP2,ZYX


			GO:CC			ciliary transition zone			GO:0035869			0.002182686			22			CC2D2A,CEP131,CETN3,CPLANE1,CPLANE2,IFT140,IFT57,INTU,IQCB1,KIAA1549,MAK,MKS1,MYO7A,NPHP4,SEPTIN2,TMEM107,TMEM231,TMEM67,TRAF3IP1,TTC8,WDR19,WHRN


			GO:CC			intracellular protein-containing complex			GO:0140535			0.002452306			179			AHR,AKT1S1,ANKIB1,APPBP2,ARIH2,ARNTL,ASB2,AUP1,BAG3,BARD1,BBS12,BCL3,BLOC1S1,BLOC1S4,BRCA1,BRCA2,CACHD1,CAMK2A,CAND1,CBX2,CBX4,CCDC47,CCNF,CCNG1,CCT6A,CDC20,CENPF,CEP170,CIAO3,CKS2,CNOT6,CNOT6L,CPEB3,CRBN,CSDE1,CSNK2B,CUL3,CUL4A,CUL4B,CUL5,CUL7,DCAF11,DCAF6,DCAF8,DCUN1D2,DCUN1D4,DDX1,DEPDC5,DROSHA,DTL,DTNBP1,DZIP1,EIF2B3,ELOB,ELOC,EME1,ENC1,FAM98A,FBF1,FBXL21,FBXL4,FBXL7,FBXO31,FBXO32,FBXO9,FBXW5,FBXW8,GATB,GPR37,HSD17B10,HSF1,HSPB8,IKBKG,JADE2,JADE3,KAT2B,KBTBD8,KEAP1,KIF2A,KLHDC3,KLHL13,KLHL15,KLHL21,KLHL24,KLHL3,KLHL42,KLHL9,MARS1,MAT2A,MBTD1,MIB2,MKKS,MOCS1,NAA10,NAA20,NAA50,NHEJ1,NIN,ODF2,OGT,PATL1,PEX2,POLA1,POLA2,POLD1,POLD2,POLE2,POLG,POLR2F,POLR2G,POLR2J,POLR3A,POLR3D,POLR3GL,POLR3H,PPP3CA,PPP3CB,PPP5C,PRIM2,PRKAB2,PRKAG1,PRKAG3,PRKAR1A,PRKAR1B,PRKAR2A,PRR5,PRR5L,PSMA3,PSMA5,PSMB1,PSMB6,PSMB8,PSMB9,PSMC1,PSMC2,PSMC3,PSMC5,PSMD1,PSMD11,PSMD12,PSMD14,PSMD3,PSMD4,PTGES3,RACGAP1,RAD23A,RAD51,RANBP10,RANBP9,REV3L,RNF14,RNF144A,RNF2,RNF217,RPP21,RPP25L,SEL1L,SESN2,SKP2,STK11,STUB1,TAF11,TAF12,TAF9B,TBC1D14,TBPL1,TRAPPC2L,TRAPPC5,UBE2C,UBE2D4,UBE3D,UBR2,UBR3,VCP,VHL,WDTC1,YEATS2,ZNFX1,ZYG11B


			GO:CC			septin cytoskeleton			GO:0032156			0.002452306			9			SEPTIN1,SEPTIN11,SEPTIN2,SEPTIN3,SEPTIN4,SEPTIN5,SEPTIN6,SEPTIN7,SEPTIN9


			GO:CC			nuclear replication fork			GO:0043596			0.002461024			15			EME1,MMS22L,POLA1,POLA2,POLD1,POLD2,PRIM2,RPA2,SMARCA5,SMARCAD1,TIMELESS,TONSL,TREX1,WDHD1,ZRANB3


			GO:CC			collagen trimer			GO:0005581			0.002461024			17			COL11A1,COL11A2,COL12A1,COL14A1,COL16A1,COL1A2,COL21A1,COL22A1,COL27A1,COL2A1,COL3A1,COL5A1,COL5A2,COL5A3,COL7A1,LOX,LUM


			GO:CC			complex of collagen trimers			GO:0098644			0.002576812			10			COL11A1,COL16A1,COL1A2,COL27A1,COL2A1,COL3A1,COL5A1,COL5A2,COL5A3,LUM


			GO:CC			basal part of cell			GO:0045178			0.002961447			51			ABCC1,ABCC5,ABCC6,ALPK2,ANXA2,AQP7,ATP1B1,ATP7A,BEST1,BSG,CASK,CD44,CDH2,EPCAM,ERBB2,ERBB3,ERBIN,FAP,FLOT2,HEPH,HOMER3,IDE,ITGA2,ITGA9,ITGB4,LEPR,LOC100520512,LRRC7,MET,PDPN,PHLDB2,PKD2,PLPP3,PRCP,SCARB1,SLC16A10,SLC16A3,SLC26A6,SLC27A1,SLC29A2,SLC29A4,SLC38A1,SLC3A2,SLC41A1,SLC46A1,SLC4A7,SLC7A8,SPEF1,TEK,TFRC,TLR9


			GO:CC			stress fiber			GO:0001725			0.003208775			20			ABLIM3,ACTA1,CORO1B,DAAM1,FHL3,FHOD1,FSCN1,LOC100736765,MYH14,PDLIM2,PDLIM5,PGM5,SEPTIN11,SEPTIN9,SYNPO2,TEK,TPM1,TPM4,XIRP2,ZYX


			GO:CC			cell-cell contact zone			GO:0044291			0.003208775			20			ATP1B1,BAIAP2L2,CDH2,CTNNA1,DES,FHOD1,FLOT2,GJA1,GJA5,ITGB1,JAM3,LOC100515171,NECTIN3,NRAP,PGM5,RAP2C,SCN1B,SCN5A,TIAM1,TJP2


			GO:CC			contractile actin filament bundle			GO:0097517			0.003208775			20			ABLIM3,ACTA1,CORO1B,DAAM1,FHL3,FHOD1,FSCN1,LOC100736765,MYH14,PDLIM2,PDLIM5,PGM5,SEPTIN11,SEPTIN9,SYNPO2,TEK,TPM1,TPM4,XIRP2,ZYX


			GO:CC			endoplasmic reticulum lumen			GO:0005788			0.003208775			20			CALR,CALU,CASQ1,CASQ2,CLN6,CLU,ERAP2,ERP29,FOXRED2,HSPA5,P4HA3,PDIA3,PDIA4,PDIA6,POGLUT2,SUMF1,SUMF2,TMEM43,UGGT1,UGGT2


			GO:CC			ruffle			GO:0001726			0.003251772			36			AKT2,AMOT,ARFIP2,ARHGEF2,ASAP3,CAPG,CFL1,CSPG4,DDX58,DLC1,EEF1A1,EPS8,EPS8L2,EZR,FGD1,FRMD4B,FSCN1,IFIT5,INPP5J,ITGA5,ITGAV,ITGB1,KIF18A,MTM1,MYO9B,PDPN,PLCG2,PLEKHO1,PODXL,S100A6,SPRY2,SRC,TLN2,TPM1,TWF1,WASF2


			GO:CC			endoplasmic reticulum subcompartment			GO:0098827			0.003563613			137			ABCB6,ABCC4,ACSL1,AGPAT4,ALG14,ALG8,ALG9,APOO,ASPH,ATG9A,ATL2,ATL3,ATP2A1,ATP2A3,ATXN3,AUP1,BCAP31,BSG,C2CD2L,C6H16ORF74,CALR,CALU,CCDC47,CDS1,CHPT1,CLCN4,CREB3L2,CYP1A1,CYP7B1,DDRGK1,DHRS7,DHRS7C,DIPK1A,DNAJC18,DTNBP1,EDA,EMC2,EMC3,EMC7,EMC8,ERAP1,ERO1A,EXT1,EXTL1,EXTL2,FADS1,FADS2,FAR2,FITM1,FMO1,FMO2,GBA2,GNAI3,GRAMD1C,HMGCR,HPN,HSD17B12,HSPA5,ITPR3,JPH1,JPH2,KDELR3,LMBR1L,LNPK,LOC100525350,LOC100737755,LPCAT3,LSS,LTC4S,MOSPD1,MOXD1,MRAP2,MSMO1,MTDH,NBAS,NECAB3,NFE2L1,NPLOC4,ORMDL1,ORMDL2,OSTC,OTULINL,PARP16,PDIA3,PGAP1,PIGA,PIGQ,PKD2,PLOD1,PLOD2,PTDSS1,RAB10,RDH11,REEP1,REEP4,RYR2,SEC23A,SEC24D,SEC31B,SEC61A1,SEL1L,SELENOI,SELENON,SGPP1,SLC35G1,SLC37A4,SLC8A3,SOAT1,SPCS1,SQLE,SREBF2,SRI,STIM1,STIM2,STING1,STT3A,TAP1,TAP2,TAPBP,TAX1BP3,TEX2,TMED3,TMEM35A,TMEM67,TMEM98,TMTC2,TRDN,TREX1,TUSC3,TYRO3,UBXN1,USP19,VAPB,VCP,VMP1,YIF1B,ZFYVE27


			GO:CC			intracellular vesicle			GO:0097708			0.003659775			282			ABCA5,ABCB6,ABCC4,ABHD17C,ACAP3,ACE,ACKR3,ADAM8,ALS2CL,AMOT,AMPH,ANGPTL6,ANKFY1,ANKRD13A,ANKRD13B,ANO2,ANXA11,ANXA2,AP1S1,AP3M2,APOE,APP,APPBP2,ARHGAP1,ARL8B,ARPIN,ARRDC2,ARRDC3,ATG9A,ATM,ATP11B,ATP7A,AZIN2,BAIAP3,BDKRB2,BGN,BIN1,BLOC1S1,BRCA2,CA4,CALCR,CALCRL,CALU,CAPG,CAPN11,CATSPER4,CAV2,CCDC88A,CDIP1,CEP131,CLCA1,CLCN4,CLCN5,CLIP3,CLN6,CLU,CNP,COPB1,COPE,COPG2,COPS4,COPS5,CORO1C,CPE,CTSL,CTSZ,CUBN,DAB2,DISC1,DLD,DLG4,DLL1,DOP1B,DPP4,DTNBP1,DVL1,EHD4,ENTPD7,EPHA3,EPHA4,ERBB2,ERP29,EZR,FAR2,FCHO1,FES,FGFR1,FGFR4,FLOT2,FNBP1L,FYCO1,FYN,GALNT15,GARS1,GGA1,GGA2,GOLT1B,GPR143,GPR161,GRIPAP1,GRM4,HIP1,IL4I1,INPP5F,ITGA5,ITGB1,ITGB7,KCNK1,KDELR3,KDR,KIAA0753,LIPG,LMTK2,LOC100512977,LOC100625711,LOC100737755,LPAR1,LRRK2,MAN1A1,MAP6,MARCHF2,MARCHF3,MARCHF8,MCOLN1,MIB1,MIB2,MMP14,MON1A,MOXD1,MRC1,MTM1,MYO1B,MYO7A,MYOF,N4BP3,NOP16,NPC1,NSG1,NTF4,OPTN,PACS1,PACSIN3,PAM,PARM1,PCSK9,PDE4B,PDIA6,PDPN,PENK,PIP4P2,PITHD1,PKD2,PLA1A,PLAT,PLCG2,PLD1,PLEKHF1,PLEKHM1,PLEKHM2,PPP1R1B,PRDX3,PRKAR1A,PRKAR1B,PRKCD,PRRT2,PSAP,PSMC5,PTPRN,RAB10,RAB13,RAB29,RAB34,RAB3A,RAB3D,RAB3IL1,RAB7A,RAB8B,RABEP2,RAC2,RAP2C,RCBTB2,RCC2,RHOD,RHOF,RND2,RNF157,ROGDI,RP2,RUBCN,SEC23A,SEC24D,SEC31B,SEPTIN1,SEPTIN2,SEPTIN4,SEPTIN5,SEPTIN6,SERPINE2,SH3BP5,SH3GL3,SIGLEC1,SLC15A3,SLC17A5,SLC30A2,SLC30A7,SLC39A2,SLC46A1,SLC9A7,SLIRP,SMPD1,SNAP91,SNX30,SNX7,SORT1,SPARC,SPG11,SPG21,SPHK1,SRC,SRGAP2,SRI,SSPN,STEAP3,STEAP4,STING1,STK26,STX11,STX1B,STXBP1,STXBP5,SYN1,SYNGR1,SYPL1,SYPL2,SYT12,SYT2,SYT9,SYTL2,TBC1D2B,TCIRG1,TFRC,TGFBR1,THBS2,TLN2,TLR9,TMED3,TMEM184A,TMEM25,TMEM67,TMEM9,TPCN2,TRAF3IP2,TRAK1,TRAPPC2L,TRAPPC5,TRIM36,TRIM72,TTC5,TUBA1B,TUBGCP4,UNC13D,USP6NL,VAMP8,VCAM1,VDAC2,VIM,VPS13B,VPS26A,VPS26B,VPS26C,VPS33A,VPS37A,VPS9D1,WASF2,WDR48,WDR91,WHAMM,WIPI1,WLS,YIF1B,ZFYVE27,ZYX


			GO:CC			nuclear chromosome			GO:0000228			0.003720437			51			ADD3,BLM,BRCA1,BRCA2,CDC45,CHEK1,EME1,FIGNL1,GINS3,INCENP,MCM2,MCM3,MCM4,MCM5,MMS22L,MSH4,NCAPD2,NCAPG,NCAPG2,NCAPH,NEK2,ORC1,ORC3,PLK1,POLA1,POLA2,POLD1,POLD2,POLE2,PRIM2,PSMC3IP,RAD21,RAD51,RAD9B,RPA2,SAP130,SFR1,SMARCA5,SMARCAD1,SMC2,SMC4,SPIDR,SUN2,SYCP2,SYN1,TIMELESS,TONSL,TOP2A,TREX1,WDHD1,ZRANB3


			GO:CC			nuclear outer membrane-endoplasmic reticulum membrane network			GO:0042175			0.003764002			138			ABCB6,ABCC4,ACSL1,AGPAT4,ALG14,ALG8,ALG9,APOO,ATG9A,ATL2,ATL3,ATP2A1,ATP2A3,ATXN3,AUP1,BCAP31,BSG,C6H16ORF74,CALR,CALU,CCDC47,CDS1,CHPT1,CLCN4,CREB3L2,CYP1A1,CYP7B1,DDRGK1,DHCR7,DHRS7,DHRS7C,DIPK1A,DNAJC18,DTNBP1,EDA,EMC2,EMC3,EMC7,EMC8,ERAP1,ERO1A,EXT1,EXTL1,EXTL2,FADS1,FADS2,FAR2,FITM1,FMO1,FMO2,GBA2,GNAI3,GRAMD1C,HMGCR,HPN,HSD17B12,HSPA5,ITPR3,JPH1,JPH2,KDELR3,LMBR1L,LNPK,LOC100525350,LOC100737755,LPCAT3,LSS,LTC4S,MOSPD1,MOXD1,MRAP2,MSMO1,MTDH,NBAS,NECAB3,NFE2L1,NPLOC4,ORMDL1,ORMDL2,OSTC,OTULINL,PDIA3,PGAP1,PIGA,PIGQ,PKD2,PLOD1,PLOD2,PTDSS1,RAB10,RDH11,REEP1,REEP4,RYR2,SEC23A,SEC24D,SEC31B,SEC61A1,SEL1L,SELENOI,SELENON,SGPP1,SLC35G1,SLC37A4,SLC8A3,SOAT1,SPCS1,SQLE,SREBF2,SRI,STIM1,STIM2,STING1,STT3A,SYNE3,TAP1,TAP2,TAPBP,TAX1BP3,TEX2,TMED3,TMEM35A,TMEM53,TMEM67,TMEM98,TMTC2,TRDN,TREX1,TUSC3,TYRO3,UBXN1,USP19,VAPB,VCP,VMP1,XPO1,YIF1B,ZFYVE27


			GO:CC			lamellipodium membrane			GO:0031258			0.003932455			8			ANTXR1,APC2,CD44,CFL1,DPP4,FAP,ITGAV,PDPN


			GO:CC			spindle midzone			GO:0051233			0.003992384			14			APP,ARL8B,AURKB,CDC6,CENPE,KIF14,KIF18A,KIF18B,KIF20B,MAPRE1,PLK1,RACGAP1,RCC2,RIF1


			GO:CC			cytoplasmic vesicle			GO:0031410			0.004151093			281			ABCA5,ABCB6,ABCC4,ABHD17C,ACAP3,ACE,ACKR3,ADAM8,ALS2CL,AMOT,AMPH,ANGPTL6,ANKFY1,ANKRD13A,ANKRD13B,ANO2,ANXA11,ANXA2,AP1S1,AP3M2,APOE,APP,APPBP2,ARHGAP1,ARL8B,ARPIN,ARRDC2,ARRDC3,ATG9A,ATM,ATP11B,ATP7A,AZIN2,BAIAP3,BDKRB2,BGN,BIN1,BLOC1S1,BRCA2,CA4,CALCR,CALCRL,CALU,CAPG,CAPN11,CATSPER4,CAV2,CCDC88A,CDIP1,CEP131,CLCA1,CLCN4,CLCN5,CLIP3,CLN6,CLU,CNP,COPB1,COPE,COPG2,COPS4,COPS5,CORO1C,CPE,CTSL,CTSZ,CUBN,DAB2,DISC1,DLD,DLG4,DLL1,DOP1B,DPP4,DTNBP1,DVL1,EHD4,ENTPD7,EPHA3,EPHA4,ERBB2,ERP29,EZR,FAR2,FCHO1,FES,FGFR1,FGFR4,FLOT2,FNBP1L,FYCO1,FYN,GALNT15,GARS1,GGA1,GGA2,GOLT1B,GPR143,GPR161,GRIPAP1,GRM4,HIP1,IL4I1,INPP5F,ITGA5,ITGB1,ITGB7,KCNK1,KDELR3,KDR,KIAA0753,LIPG,LMTK2,LOC100512977,LOC100625711,LOC100737755,LPAR1,LRRK2,MAN1A1,MAP6,MARCHF2,MARCHF3,MARCHF8,MCOLN1,MIB1,MIB2,MMP14,MON1A,MOXD1,MRC1,MTM1,MYO1B,MYO7A,MYOF,N4BP3,NOP16,NPC1,NSG1,NTF4,OPTN,PACS1,PACSIN3,PAM,PARM1,PCSK9,PDE4B,PDIA6,PDPN,PENK,PIP4P2,PITHD1,PKD2,PLA1A,PLAT,PLD1,PLEKHF1,PLEKHM1,PLEKHM2,PPP1R1B,PRDX3,PRKAR1A,PRKAR1B,PRKCD,PRRT2,PSAP,PSMC5,PTPRN,RAB10,RAB13,RAB29,RAB34,RAB3A,RAB3D,RAB3IL1,RAB7A,RAB8B,RABEP2,RAC2,RAP2C,RCBTB2,RCC2,RHOD,RHOF,RND2,RNF157,ROGDI,RP2,RUBCN,SEC23A,SEC24D,SEC31B,SEPTIN1,SEPTIN2,SEPTIN4,SEPTIN5,SEPTIN6,SERPINE2,SH3BP5,SH3GL3,SIGLEC1,SLC15A3,SLC17A5,SLC30A2,SLC30A7,SLC39A2,SLC46A1,SLC9A7,SLIRP,SMPD1,SNAP91,SNX30,SNX7,SORT1,SPARC,SPG11,SPG21,SPHK1,SRC,SRGAP2,SRI,SSPN,STEAP3,STEAP4,STING1,STK26,STX11,STX1B,STXBP1,STXBP5,SYN1,SYNGR1,SYPL1,SYPL2,SYT12,SYT2,SYT9,SYTL2,TBC1D2B,TCIRG1,TFRC,TGFBR1,THBS2,TLN2,TLR9,TMED3,TMEM184A,TMEM25,TMEM67,TMEM9,TPCN2,TRAF3IP2,TRAK1,TRAPPC2L,TRAPPC5,TRIM36,TRIM72,TTC5,TUBA1B,TUBGCP4,UNC13D,USP6NL,VAMP8,VCAM1,VDAC2,VIM,VPS13B,VPS26A,VPS26B,VPS26C,VPS33A,VPS37A,VPS9D1,WASF2,WDR48,WDR91,WHAMM,WIPI1,WLS,YIF1B,ZFYVE27,ZYX


			GO:CC			actin filament bundle			GO:0032432			0.00420391			21			ABLIM3,ACTA1,CORO1B,DAAM1,FHL3,FHOD1,FSCN1,LOC100736765,MYH14,PDLIM2,PDLIM5,PGM5,PLS3,SEPTIN11,SEPTIN9,SYNPO2,TEK,TPM1,TPM4,XIRP2,ZYX


			GO:CC			neuronal cell body			GO:0043025			0.004311809			54			APOD,APP,ATP1A2,AZIN2,CADM2,CD200,CIB1,CTNND2,DIP2B,DPYSL5,EPHB2,FBXO31,FMR1,FXR1,FXR2,GRIK2,GRIN3A,IL6ST,INPP5F,KCNB1,KCNC1,KCNC4,KCND2,KCNK1,KCNN1,KCNN2,KIF5C,LRRK2,MAP1A,MAP1B,MAP1S,MAPK8IP1,MUL1,MYO10,NEURL1,PDE1C,PMM1,PPP1R1B,PRKCZ,ROGDI,RUFY3,SCN1B,SEZ6L,SEZ6L2,SHTN1,SIRT2,SLC1A3,SLC3A2,SNCG,STAU2,STMN2,TPX2,WDR47,ZNF385A


			GO:CC			mitochondrial tricarboxylic acid cycle enzyme complex			GO:0030062			0.004499264			6			BCKDHA,BCKDHB,DLD,IDH3G,SUCLG1,SUCLG2


			GO:CC			endoplasmic reticulum membrane			GO:0005789			0.004499264			134			ABCB6,ABCC4,ACSL1,AGPAT4,ALG14,ALG8,ALG9,APOO,ATG9A,ATL2,ATL3,ATP2A1,ATP2A3,ATXN3,AUP1,BCAP31,BSG,C6H16ORF74,CALR,CALU,CCDC47,CDS1,CHPT1,CLCN4,CREB3L2,CYP1A1,CYP7B1,DDRGK1,DHRS7,DHRS7C,DIPK1A,DNAJC18,DTNBP1,EDA,EMC2,EMC3,EMC7,EMC8,ERAP1,ERO1A,EXT1,EXTL1,EXTL2,FADS1,FADS2,FAR2,FITM1,FMO1,FMO2,GBA2,GNAI3,GRAMD1C,HMGCR,HPN,HSD17B12,HSPA5,ITPR3,JPH1,JPH2,KDELR3,LMBR1L,LNPK,LOC100525350,LOC100737755,LPCAT3,LSS,LTC4S,MOSPD1,MOXD1,MRAP2,MSMO1,MTDH,NBAS,NECAB3,NFE2L1,NPLOC4,ORMDL1,ORMDL2,OSTC,OTULINL,PDIA3,PGAP1,PIGA,PIGQ,PKD2,PLOD1,PLOD2,PTDSS1,RAB10,RDH11,REEP1,REEP4,RYR2,SEC23A,SEC24D,SEC31B,SEC61A1,SEL1L,SELENOI,SELENON,SGPP1,SLC35G1,SLC37A4,SLC8A3,SOAT1,SPCS1,SQLE,SREBF2,SRI,STIM1,STIM2,STING1,STT3A,TAP1,TAP2,TAPBP,TAX1BP3,TEX2,TMED3,TMEM35A,TMEM67,TMEM98,TMTC2,TRDN,TREX1,TUSC3,TYRO3,UBXN1,USP19,VAPB,VCP,VMP1,YIF1B,ZFYVE27


			GO:CC			side of membrane			GO:0098552			0.005050675			103			ACE,ACKR3,ACKR4,AMOT,ANK1,ANPEP,ANTXR1,AZGP1,BTNL9,C2CD2L,CALR,CAV2,CCR9,CD1.1,CD14,CD2,CD209,CD276,CD40LG,CD48,CD80,CD8A,CD9,CDIP1,CLEC12B,CLEC2B,CLEC2D,CX3CR1,CXCR6,DLG4,ENG,ENOX1,EZR,FAS,FER,FES,GFRA3,GHR,GNAI1,GNAI3,GNB5,GNG2,GPC4,GRAMD2A,GSR,HHLA2,IDE,IL12RB2,IL1R1,IL2RB,IL4R,IL6ST,ITGA2,ITGA4,ITGA5,ITGA6,ITGA9,ITGAL,ITGAV,ITGB1,ITGB6,KCNAB2,KDR,KIT,LEPR,LOC100521998,LOC100523213,LOC100627175,LRRK2,LYN,MAP2K2,MCAM,MPL,MYZAP,NCAM1,NT5E,PDGFRA,PGM5,PLEKHA4,PPP3CA,PTK2B,PTPN4,PTPRC,RACGAP1,S100A6,S1PR1,SCARA5,SCUBE1,SDC1,SEMA7A,SERPINE2,SLC4A3,SRC,STAC3,TAPBPL,TFRC,TGFBR2,TIAM1,TNFRSF11A,TRAF3,TRAF5,UMODL1,VCAM1


			GO:CC			actomyosin			GO:0042641			0.005299346			21			ABLIM3,ACTA1,CORO1B,DAAM1,FHL3,FHOD1,FSCN1,KAT2B,LOC100736765,MYH14,PDLIM2,PDLIM5,PGM5,SEPTIN11,SEPTIN9,SYNPO2,TEK,TPM1,TPM4,XIRP2,ZYX


			GO:CC			caveola			GO:0005901			0.005356614			22			BVES,CAV2,CAVIN3,CBL,CDH15,CORO1C,CTNNA1,DLC1,FLOT2,INSR,KIF18A,LIPE,LOC100511343,LRP8,LRRK2,NOS3,SCARB1,SCN5A,SMO,SRC,TFPI,TGFBR2


			GO:CC			MCM complex			GO:0042555			0.006481784			7			MCM2,MCM3,MCM4,MCM5,MCM8,MMS22L,TONSL


			GO:CC			bounding membrane of organelle			GO:0098588			0.006973429			219			ABCA6,ABCB6,ABCC4,ABHD17C,ACAP3,ACSL1,ADAM8,ADCY3,AGPAT4,ANKFY1,ANXA2,AP1S1,APOO,ARHGAP1,ARL8B,ATAD1,ATG9A,ATP2A1,ATP2A3,AZIN2,B3GALNT1,B3GALT2,B3GNT3,B4GALT4,BAIAP3,BBS2,BBS5,BBS7,BCAP31,BID,BLOC1S1,BLZF1,BNIP3,BNIP3L,CA4,CAT,CAV2,CCDC47,CDIP1,CEP192,CHST1,CHST2,CHST3,CLCN4,CLCN5,CLIP3,CLSTN2,CLSTN3,CNR1,COPB1,COPE,COPG2,CORO1C,CPE,CPT1B,CPT1C,CUBN,CYBRD1,DEPDC5,DHCR7,DHRS7C,DTNBP1,EFCAB7,EHD4,EPHA4,ERBB2,EVC2,FAM210B,FAR2,FLOT2,FNIP1,FUNDC2,GABARAPL2,GALNT10,GALNT15,GALNT17,GALNT2,GALNT5,GALNT7,GBA2,GCNT1,GCNT4,GGA1,GGA2,GK,GNAI3,GOLIM4,GOLT1B,GPI,GPR137C,GPR143,GRIPAP1,HADHB,HK1,HK2,HMGCR,IFT27,IL4I1,JPH1,KDELR3,LFNG,LOC100513346,LOC100522551,LPIN1,LRRK2,LTC4S,MAN2A1,MAOB,MAP1LC3A,MAP1LC3B,MARCHF2,MARCHF8,MAVS,MCOLN1,MFN2,MFNG,MGAT5,MOSPD1,MOXD1,MRC1,MYO1B,MYO7A,NKG7,NOP16,PAM,PDE6A,PHB2,PINK1,PIP4P2,PKD2,PLA1A,PLA2G4A,PLEKHM2,PLPP3,PPP1R1B,PRKD1,PROM1,PTGES2,PTPRN,QSOX1,RAB7A,RAB8B,RAP2C,RB1CC1,RCC2,RYR2,SAMM50,SBF2,SCNN1A,SEC23A,SEC24D,SEC31B,SEC61A1,SEPTIN2,SH3GL3,SH3GLB1,SLC15A3,SLC17A5,SLC35A4,SLC8A3,SLC9A7,SMO,SORT1,SPARC,SPART,SPHK1,SRI,STEAP3,STEAP4,STING1,STXBP5,SYN1,SYNE3,SYNGR1,SYS1,SYT2,TAPBP,TCIRG1,TFEB,TFRC,TIGAR,TM6SF1,TMED3,TMEM184A,TMEM231,TMEM35A,TMEM53,TMEM59L,TMEM67,TMEM9,TMEM9B,TOMM34,TOMM40,TOMM40L,TOMM7,TPCN2,TPST2,TRDN,TTC8,UBC,UGCG,ULK1,VAMP8,VAT1,VDAC1,VDAC2,VDAC3,VPS13B,VPS26A,VPS33A,VPS37A,WDR91,WHAMM,WIPI1,WLS,XYLT2,YIF1B,ZFYVE27,ZNFX1


			GO:CC			collagen type V trimer			GO:0005588			0.006973429			4			COL16A1,COL5A1,COL5A2,COL5A3


			GO:CC			dystrophin-associated glycoprotein complex			GO:0016010			0.007154369			8			PGM5,SGCA,SGCD,SGCE,SNTB1,SNTB2,SSPN,UTRN


			GO:CC			extracellular space			GO:0005615			0.007154369			244			ABCB6,ACE,ACY1,ADAM15,ADAMTS15,ADAMTS20,ADAMTS9,ADM,ADNP,AGT,ANGPT2,ANGPTL1,ANGPTL2,ANGPTL4,ANGPTL6,ANPEP,ANXA2,APOD,APOE,APOF,APOM,APOO,APP,ASAH1,ASPN,AZGP1,BMP5,BMP7,BMPER,BTC,C1QTNF3,C1QTNF6,C2,C3,C4A,CA4,CALR,CCL19,CCL5,CCN4,CD1.1,CD109,CD40LG,CD9,CFD,CHI3L1,CHRD,CILP,CILP2,CLU,CNP,COL11A1,COL11A2,COL12A1,COL16A1,COL1A2,COL21A1,COL22A1,COL27A1,COL2A1,COL3A1,COL5A1,COL5A3,COL7A1,COLQ,CPA1,CPE,CPQ,CPXM1,CPXM2,CRISPLD1,CSF3,CTHRC1,CTSC,CTSL,CTSW,CTSZ,CUBN,CXCL2,DEFB1,DKK3,EDA,EGF,EMILIN1,ENG,ENPP2,ENTPD5,ERBB3,ERO1A,F3,F8,FAM20A,FAM3C,FAP,FBLN1,FBLN5,FBN1,FCGBP,FGF1,FGF21,FGF9,FLRT3,FN1,FNDC4,FRZB,FST,FUCA2,GARS1,GDF11,GDF9,GHR,GOLT1B,GPI,GPRC5B,GUSB,HABP2,HBEGF,HGF,IDE,IFI35,IGF1,IGFBP4,IGFBP5,IL15,IL16,IL17B,IL18,JAM3,KCP,KERA,KIT,LAMB1,LCN2,LGALS4,LIPG,LOC100521998,LOC100523213,LOX,LOXL1,LOXL4,LRIG3,LRP8,LRRN1,LRRN2,LRRN3,LRRTM4,LUM,LXN,MAN2A1,MMP14,MMP2,MMP23,MMRN2,MOXD1,MSTN,NAMPT,NAXE,NMI,NTF4,OLFML2B,OMD,PAPPA2,PCOLCE,PCSK5,PCSK9,PCYOX1,PDGFA,PDGFC,PDGFD,PDIA3,PDIA4,PDIA6,PGK1,PI15,PI16,PLA1A,PLAA,PLAT,PLIN5,PLTP,PODN,POSTN,PRG4,PROM1,PROS1,PRRG2,PRSS56,PSAP,PTN,PTX3,PXDN,QSOX1,RAP1GDS1,S100A7,SCNN1A,SCUBE1,SCUBE2,SEMA3E,SEMA3G,SEMA4F,SEMA6A,SEMA6C,SEMA7A,SERPINB1,SERPINE1,SERPINE2,SFRP2,SLIT1,SLIT2,SLIT3,SMPD1,SMPDL3A,SMPDL3B,SOGA1,SPARC,SPARCL1,SPP1,SRI,SRPX2,STC1,SULF1,SVEP1,TFPI,TFRC,TGFB1,TGFB2,TGFB3,TGFBI,THBS4,TIMP1,TINAGL1,TMEM98,TNC,TSKU,UMODL1,VASH1,VASN,VCAM1,VLDLR,WFIKKN2,WNT4,WNT5B,XYLT2,ZFP91


			GO:CC			basal plasma membrane			GO:0009925			0.007245374			46			ABCC1,ABCC5,ABCC6,ALPK2,ANXA2,AQP7,ATP1B1,ATP7A,BEST1,BSG,CASK,CD44,CDH2,EPCAM,ERBB2,ERBB3,ERBIN,FLOT2,HEPH,IDE,ITGA9,ITGB4,LEPR,LOC100520512,LRRC7,MET,PDPN,PKD2,PLPP3,SCARB1,SLC16A10,SLC16A3,SLC26A6,SLC27A1,SLC29A2,SLC29A4,SLC38A1,SLC3A2,SLC41A1,SLC46A1,SLC4A7,SLC7A8,SPEF1,TEK,TFRC,TLR9


			GO:CC			integrin complex			GO:0008305			0.007718141			12			EMILIN1,ITGA2,ITGA4,ITGA5,ITGA6,ITGA9,ITGAL,ITGAV,ITGB1,ITGB4,ITGB6,ITGB7


			GO:CC			microtubule associated complex			GO:0005875			0.008654385			37			ACTA2,ACTC1,AURKB,CCDC65,DNAH10,DNAL4,DRC1,DYNC2I2,DYNLL1,FNTB,HAUS5,HAUS6,INCENP,KIF12,KIF15,KIF18A,KIF18B,KIF1A,KIF1C,KIF20A,KIF21B,KIF22,KIF23,KIF27,KIF2A,KIF2C,KIF3A,KIF3B,KIF4A,KIF5C,KIFC1,KLC2,MAP1A,MAP1B,MAP1S,NUDCD3,SHTN1


			GO:CC			extracellular membrane-bounded organelle			GO:0065010			0.009466655			25			ABCB6,ACE,ACY1,ADAM15,ANPEP,ANXA2,APOE,CA4,CD9,CUBN,DEFB1,EGF,FN1,GARS1,GPRC5B,LOC100737755,PLAA,PROM1,QSOX1,SCNN1A,SERPINE1,SRI,TFRC,TMEM98,VASN


			GO:CC			extracellular vesicle			GO:1903561			0.009466655			25			ABCB6,ACE,ACY1,ADAM15,ANPEP,ANXA2,APOE,CA4,CD9,CUBN,DEFB1,EGF,FN1,GARS1,GPRC5B,LOC100737755,PLAA,PROM1,QSOX1,SCNN1A,SERPINE1,SRI,TFRC,TMEM98,VASN


			GO:CC			extracellular organelle			GO:0043230			0.009466655			25			ABCB6,ACE,ACY1,ADAM15,ANPEP,ANXA2,APOE,CA4,CD9,CUBN,DEFB1,EGF,FN1,GARS1,GPRC5B,LOC100737755,PLAA,PROM1,QSOX1,SCNN1A,SERPINE1,SRI,TFRC,TMEM98,VASN


			GO:CC			transferase complex, transferring phosphorus-containing groups			GO:0061695			0.009554522			65			ACVR1,CAB39,CCNB1,CCNB2,CCNB3,CCNE1,CCNE2,CCNG2,CCNL1,CCNL2,CCNT2,CDK1,CDK14,CDK5R1,CKS2,CSNK2B,DAPK1,DBF4,IFIT5,IKBKG,INSR,LOC100511937,PEX2,PFKM,PHKA1,PHKA2,PHKB,PHKG1,PIK3C2A,PIK3R2,POLA1,POLA2,POLD1,POLD2,POLE2,POLG,POLR2F,POLR2G,POLR2J,POLR3A,POLR3D,POLR3GL,POLR3H,PRIM2,PRKAB2,PRKAG1,PRKAG3,PRKAR1A,PRKAR1B,PRKAR2A,PRKCI,PRPS1,RB1CC1,REV3L,SESN2,STK11,TAF11,TAF12,TAF9B,TBPL1,TGFBR1,TGFBR2,ULK1,ZBTB7A,ZNFX1


			GO:CC			DNA replication preinitiation complex			GO:0031261			0.012340863			7			CDC45,GINS3,MCM2,MCM3,MCM4,MCM5,ORC3


			GO:CC			microvillus			GO:0005902			0.012704849			21			CD44,CLCA1,CUBN,EZR,FSCN1,ITGAV,JAM3,LRRK2,MYO1B,PDGFRA,PDPN,PODXL,PRELID2,PROM1,RAPGEF3,SLC38A4,SLC7A8,SPEF1,TEK,USH1C,VCAM1


			GO:CC			external side of plasma membrane			GO:0009897			0.014494179			72			ACE,ACKR3,ACKR4,AMOT,ANPEP,ANTXR1,AZGP1,BTNL9,CALR,CCR9,CD1.1,CD14,CD2,CD209,CD276,CD40LG,CD48,CD80,CD8A,CD9,CLEC12B,CLEC2B,CLEC2D,CX3CR1,CXCR6,ENG,ENOX1,FAS,GFRA3,GHR,GPC4,GSR,HHLA2,IDE,IL12RB2,IL1R1,IL2RB,IL4R,IL6ST,ITGA2,ITGA4,ITGA5,ITGA6,ITGA9,ITGAL,ITGAV,ITGB1,ITGB6,KDR,KIT,LEPR,LOC100521998,LOC100523213,MCAM,MPL,NCAM1,NT5E,PDGFRA,PTPRC,S1PR1,SCARA5,SCUBE1,SDC1,SEMA7A,SERPINE2,SLC4A3,TAPBPL,TFRC,TGFBR2,TNFRSF11A,UMODL1,VCAM1


			GO:CC			mitochondrial nucleoid			GO:0042645			0.01471813			15			ACADVL,C7H6ORF125,CLPX,CPS1,DNAJA3,ELAC2,HADHA,HADHB,HSD17B10,HSPA9,POLDIP2,POLG,SUPV3L1,TUFM,VDAC2


			GO:CC			protein complex involved in cell adhesion			GO:0098636			0.01471813			15			CD80,EMILIN1,ITGA2,ITGA4,ITGA5,ITGA6,ITGA9,ITGAL,ITGAV,ITGB1,ITGB4,ITGB6,ITGB7,JAM3,TNC


			GO:CC			nucleoid			GO:0009295			0.01471813			15			ACADVL,C7H6ORF125,CLPX,CPS1,DNAJA3,ELAC2,HADHA,HADHB,HSD17B10,HSPA9,POLDIP2,POLG,SUPV3L1,TUFM,VDAC2


			GO:CC			extracellular exosome			GO:0070062			0.01471813			23			ABCB6,ACE,ACY1,ADAM15,ANPEP,ANXA2,APOE,CA4,CD9,CUBN,EGF,FN1,GARS1,GPRC5B,PLAA,PROM1,QSOX1,SCNN1A,SERPINE1,SRI,TFRC,TMEM98,VASN


			GO:CC			exocytic vesicle			GO:0070382			0.015669223			38			AMPH,APP,BIN1,CLCN4,COPS4,COPS5,DISC1,DLG4,DTNBP1,LOC100625711,LRRK2,NOP16,NTF4,PDE4B,PRRT2,RAB10,RAB13,RAB3A,RAB3D,RAB3IL1,RAB8B,ROGDI,SEPTIN1,SEPTIN2,SEPTIN4,SEPTIN5,SEPTIN6,SNAP91,STX11,STX1B,SYN1,SYNGR1,SYPL2,SYT12,SYT2,SYT9,SYTL2,UNC13D


			GO:CC			myosin complex			GO:0016459			0.015669223			17			CCDC102A,LOC100736765,LOC110255887,MYH11,MYH13,MYH14,MYH15,MYH2,MYH3,MYL1,MYO10,MYO16,MYO18B,MYO1B,MYO7A,MYO9A,MYO9B


			GO:CC			basolateral plasma membrane			GO:0016323			0.016362678			41			ABCC1,ABCC5,ABCC6,ALPK2,ANXA2,AQP7,ATP1B1,ATP7A,BEST1,BSG,CASK,CD44,CDH2,EPCAM,ERBB2,ERBB3,ERBIN,FLOT2,HEPH,IDE,LEPR,LOC100520512,LRRC7,PDPN,PLPP3,SCARB1,SLC16A10,SLC16A3,SLC26A6,SLC29A2,SLC29A4,SLC38A1,SLC3A2,SLC41A1,SLC46A1,SLC4A7,SLC7A8,SPEF1,TEK,TFRC,TLR9


			GO:CC			extrinsic component of plasma membrane			GO:0019897			0.016658867			37			ANXA2,APC2,CAV2,CDH10,CDH11,CDH15,CDH2,CDH20,CDH7,CTNNA1,CTNND1,DCHS1,DLG4,DNAJA3,FER,FES,GNAI1,GNAI3,GNB5,GNG2,GRAMD2A,HIP1,KCNAB2,KPNA2,LOC100627175,LYN,MYZAP,PLEKHA4,PTK2B,RACGAP1,S100A6,SCUBE1,SERPINE2,SNAP91,SRC,STAC3,TIAM1


			GO:CC			MHC class I peptide loading complex			GO:0042824			0.016658867			5			CALR,PDIA3,TAP1,TAP2,TAPBP


			GO:CC			semaphorin receptor complex			GO:0002116			0.016658867			5			PLXNA1,PLXNA2,PLXNA3,PLXNB3,PLXND1


			GO:CC			endoplasmic reticulum protein-containing complex			GO:0140534			0.017254541			32			ALG14,AUP1,C6H16ORF74,CALR,EMC2,EMC3,EMC7,EMC8,HSD17B12,HSPA5,NBAS,NPLOC4,ORMDL1,ORMDL2,OSTC,PDIA3,PIGA,PIGQ,SEC61A1,SEL1L,SPCS1,SPTLC1,SREBF2,STT3A,TAP1,TAP2,TAPBP,TAX1BP3,TREX1,TUSC3,UBXN1,VCP


			GO:CC			voltage-gated sodium channel complex			GO:0001518			0.017254541			9			CACNA1G,LOC100515171,SCN1B,SCN2B,SCN3B,SCN4A,SCN4B,SCN5A,SCN7A


			GO:CC			spindle microtubule			GO:0005876			0.017617763			22			AURKB,BOD1,CALM1,CAPN6,CDK1,CENPE,CUL3,DIAPH1,FAM110A,HAUS5,HAUS6,KIF11,KIF18A,KIF18B,KIF2A,KLHL21,MAP1S,MAPRE1,PKD2,PLK1,RMDN1,SKA1


			GO:CC			condensed nuclear chromosome			GO:0000794			0.018112345			21			ADD3,BLM,BRCA1,BRCA2,CHEK1,INCENP,MSH4,NCAPG,NCAPG2,NCAPH,NEK2,PLK1,PSMC3IP,RAD21,RAD51,RAD9B,SMC2,SMC4,SUN2,SYCP2,SYN1


			GO:CC			glycoprotein complex			GO:0090665			0.019240517			8			PGM5,SGCA,SGCD,SGCE,SNTB1,SNTB2,SSPN,UTRN


			GO:CC			presynapse			GO:0098793			0.019975095			68			ADGRL1,AMPH,APP,ARHGAP44,ATP2B2,ATP2B3,BAIAP3,BIN1,CLCN4,CNR1,COPS4,COPS5,DISC1,DLG4,DNM1,DTNBP1,DVL1,FMR1,FXR1,FXR2,GNB5,GRIK2,HIP1,ICMT,LRRK2,MICAL1,NEFL,NLGN3,NOP16,NOSTRIN,NTF4,OPHN1,PARK7,PCLO,PDE4B,PPFIBP2,PRRT2,RAB10,RAB13,RAB3A,RAB3D,RAB8B,RIMS1,ROGDI,SEPTIN1,SEPTIN2,SEPTIN3,SEPTIN4,SEPTIN5,SEPTIN6,SH3GL3,SLC29A2,SLC29A4,SLC8A3,SNAP91,SPHK1,STON2,STX11,STX1B,STXBP1,STXBP5,SYN1,SYNGR1,SYNJ2,SYPL2,SYT12,SYT2,TPBG


			GO:CC			microfibril			GO:0001527			0.020049002			6			FBN1,FBN2,FBN3,LTBP1,MFAP2,THSD4


			GO:CC			nucleotide-activated protein kinase complex			GO:0031588			0.020049002			6			PRKAB2,PRKAG1,PRKAG3,PRKAR1A,PRKAR2A,SESN2


			GO:CC			extrinsic component of mitochondrial inner membrane			GO:0031314			0.020049002			6			ACADVL,COQ3,COQ5,COQ6,COQ8A,NDUFAF5


			GO:CC			myosin filament			GO:0032982			0.020211454			7			MYBPC3,MYH13,MYH14,MYH15,MYH2,MYH3,MYO18B


			GO:CC			plasma membrane signaling receptor complex			GO:0098802			0.020211454			39			ACVR1,CACNG7,CALCRL,CHRNA1,CHRNA3,CHRND,CPT1C,DLG4,EMILIN1,EPS8,ERBB2,ERBB3,GPR156,GRIA4,GRID2,GRIK2,GRIN2D,GRIN3A,IL6R,IL6ST,INSR,ITGA2,ITGA4,ITGA5,ITGA6,ITGA9,ITGAL,ITGAV,ITGB1,ITGB4,ITGB6,ITGB7,RAMP1,STXBP5,TFRC,TGFBR1,TGFBR2,TRAF3,TRAF5


			GO:CC			A band			GO:0031672			0.020811662			10			KAT2B,LMOD2,MYBPC3,MYH2,MYL4,MYOM2,PPP1R12B,PPP2R5A,PTPRD,SMTNL2


			GO:CC			proteasome regulatory particle			GO:0005838			0.020811662			10			PSMC1,PSMC2,PSMC3,PSMC5,PSMD1,PSMD11,PSMD12,PSMD14,PSMD3,PSMD4


			GO:CC			intercalated disc			GO:0014704			0.021188552			13			ATP1B1,CDH2,CTNNA1,DES,FHOD1,GJA1,GJA5,ITGB1,LOC100515171,NRAP,PGM5,SCN1B,SCN5A


			GO:CC			Schaffer collateral - CA1 synapse			GO:0098685			0.02181549			20			BCR,CASK,CDH11,DTNBP1,DVL1,EPHA4,FYN,ITGB1,LRFN2,LRRC4,LRRC4C,NEFL,PLAT,PLCG1,PPP3CA,PRKAR1B,PTPRA,PTPRD,PTPRS,SYN1


			GO:CC			extrinsic component of organelle membrane			GO:0031312			0.022156024			14			ACADVL,COQ3,COQ5,COQ6,COQ8A,EMC2,GBA2,GRIPAP1,NDUFAF5,OTULINL,STXBP5,UBC,ULK1,WDR91


			GO:CC			ruffle membrane			GO:0032587			0.022227273			19			AKT2,ARHGEF2,CFL1,DDX58,DLC1,EEF1A1,EPS8,EPS8L2,IFIT5,ITGA5,ITGAV,ITGB1,PDPN,PLCG2,PLEKHO1,SPRY2,SRC,TPM1,TWF1


			GO:CC			synaptic vesicle			GO:0008021			0.023230516			33			AMPH,APP,BIN1,CLCN4,COPS4,COPS5,DISC1,DLG4,DTNBP1,LRRK2,NOP16,NTF4,PDE4B,PRRT2,RAB10,RAB13,RAB3A,RAB3D,RAB8B,ROGDI,SEPTIN1,SEPTIN2,SEPTIN4,SEPTIN5,SEPTIN6,SNAP91,STX11,STX1B,SYN1,SYNGR1,SYPL2,SYT12,SYT2


			GO:CC			DNA repair complex			GO:1990391			0.024248357			9			ATM,BRCA1,BRCA2,FANCD2,FANCI,KDM1A,NHEJ1,PHF21A,RCOR1


			GO:CC			phosphorylase kinase complex			GO:0005964			0.024248357			4			PHKA1,PHKA2,PHKB,PHKG1


			GO:CC			lipid droplet			GO:0005811			0.025905706			24			ABHD4,ABHD5,ACSL4,ANXA2,AQP7,AUP1,BCAP31,CKAP4,DHRS3,EDA,GAPDH,HSD11B2,LDAH,LIPE,LPCAT1,LSS,PLIN1,PLIN4,PLIN5,PNPLA2,RAB7A,RBP1,SPART,VCP


			GO:CC			cullin-RING ubiquitin ligase complex			GO:0031461			0.026079503			43			APPBP2,ARIH2,CAND1,CCNF,CDC20,CKS2,CRBN,CUL3,CUL4A,CUL4B,CUL5,CUL7,DCAF11,DCAF6,DCAF8,DEPDC5,DTL,ELOB,ELOC,ENC1,FBXL21,FBXL4,FBXL7,FBXO31,FBXO32,FBXO9,FBXW5,FBXW8,KBTBD8,KEAP1,KLHDC3,KLHL13,KLHL15,KLHL21,KLHL24,KLHL3,KLHL42,KLHL9,SKP2,UBE2C,VHL,WDTC1,ZYG11B


			GO:CC			DNA polymerase complex			GO:0042575			0.028242569			8			POLA1,POLA2,POLD1,POLD2,POLE2,POLG,PRIM2,REV3L


			GO:CC			cortical cytoskeleton			GO:0030863			0.028242569			25			ACTN2,ANLN,CAPZA2,CCDC141,CDH2,DLC1,DLG4,DSTN,EEF1A1,FCHSD1,FLOT2,HCLS1,MAPRE1,MYH2,MYZAP,PCLO,PLEKHH2,PPP1R9A,RAPGEF3,RIMS1,RTKN,SHROOM2,SPTAN1,SPTB,TPM4


			GO:CC			catenin complex			GO:0016342			0.028242569			10			APC2,CDH10,CDH11,CDH15,CDH2,CDH20,CDH7,CTNNA1,CTNND1,DCHS1


			GO:CC			hippocampal mossy fiber to CA3 synapse			GO:0098686			0.028242569			10			DTNBP1,EFNB3,GRIK2,NECTIN3,PRKAR1B,PTPRD,STXBP5,SYT12,SYT9,YWHAZ


			GO:CC			endoplasmic reticulum tubular network			GO:0071782			0.028242569			10			ASPH,ATL2,ATL3,C2CD2L,LNPK,PARP16,RAB10,REEP1,REEP4,ZFYVE27


			GO:CC			motile cilium			GO:0031514			0.028963727			47			ACTA2,AK1,ATP1B1,ATP2B4,BBS2,CALM1,CATSPER4,CATSPERG,CCDC65,CFAP20,CROCC,CUL3,DAAM1,DEFB1,DLD,DNAH10,DRC1,GLI2,GSTM3,IFT27,IFT43,IFT46,IFT80,IL4I1,INTU,MAK,MKKS,MNS1,ODAD4,ODF2,OFD1,PFKM,PKD2,PRKAR1A,SCNN1A,SEPTIN2,SEPTIN4,SEPTIN6,SEPTIN7,SLC26A6,SLIRP,SPEF1,SPEF2,SQSTM1,TEKT1,TTC26,WDR19


			GO:CC			mitochondrial intermembrane space			GO:0005758			0.029108863			21			AIFM1,BLOC1S1,C7H6ORF125,CHCHD10,CHCHD2,COX17,CPOX,FBXL4,FKBP10,IMMT,MIX23,NDUFA8,NDUFB7,NDUFS1,NLN,NME4,PARK7,PINK1,REXO2,TIMM8A,TIMM8B


			GO:CC			PML body			GO:0016605			0.029108863			21			ATR,BLM,CALCOCO2,CHD3,ELF4,HSF1,MLIP,MRE11,PARK7,PPARGC1A,RAD51,RPA2,SMC6,SQSTM1,TDP2,TP53INP2,TP63,TP73,WDFY3,ZBTB16,ZMYM2


			GO:CC			dendritic filopodium			GO:1902737			0.030217896			3			FMR1,FXR1,FXR2


			GO:CC			sarcoplasmic reticulum lumen			GO:0033018			0.030217896			3			CALU,CASQ1,CASQ2


			GO:CC			dendritic spine neck			GO:0044326			0.030217896			3			FMR1,FXR1,FXR2


			GO:CC			organelle envelope lumen			GO:0031970			0.03035033			23			AIFM1,APP,BLOC1S1,C7H6ORF125,CHCHD10,CHCHD2,COX17,CPOX,FBXL4,FKBP10,IMMT,MIX23,NDUFA8,NDUFB7,NDUFS1,NLN,NME4,PARK7,PINK1,REXO2,TIMM8A,TIMM8B,TUBB


			GO:CC			mitochondrial respiratory chain complex III			GO:0005750			0.03035033			7			COX1,LOC100524239,LOC100524873,UQCR10,UQCRC1,UQCRC2,UQCRQ


			GO:CC			respiratory chain complex III			GO:0045275			0.03035033			7			COX1,LOC100524239,LOC100524873,UQCR10,UQCRC1,UQCRC2,UQCRQ


			GO:CC			transport vesicle			GO:0030133			0.03035033			55			AMPH,AP1S1,APP,ATP7A,AZIN2,BGN,BIN1,CA4,CAV2,CLCN4,COPS4,COPS5,CPE,DISC1,DLG4,DTNBP1,FGFR4,GALNT15,LOC100625711,LRRK2,NOP16,NTF4,PAM,PDE4B,PRRT2,PTPRN,RAB10,RAB13,RAB3A,RAB3D,RAB3IL1,RAB8B,ROGDI,SEC23A,SEC24D,SEC31B,SEPTIN1,SEPTIN2,SEPTIN4,SEPTIN5,SEPTIN6,SNAP91,SORT1,SPG21,SSPN,STX11,STX1B,SYN1,SYNGR1,SYPL2,SYT12,SYT2,SYT9,SYTL2,UNC13D


			GO:CC			sodium channel complex			GO:0034706			0.03035033			11			CACNA1G,GRIK2,LOC100515171,SCN1B,SCN2B,SCN3B,SCN4A,SCN4B,SCN5A,SCN7A,SCNN1A


			GO:CC			dihydrolipoyl dehydrogenase complex			GO:0045240			0.031712565			5			BCKDHA,BCKDHB,DLD,DLST,OGDH


			GO:CC			photoreceptor connecting cilium			GO:0032391			0.032041775			12			CETN3,IFT140,IFT57,IQCB1,KIAA1549,MAK,MYO7A,NPHP4,SEPTIN2,TTC8,WDR19,WHRN


			GO:CC			MICOS complex			GO:0061617			0.032387403			6			APOO,CHCHD10,CHCHD3,IMMT,MICOS10,MICOS13


			GO:CC			CMG complex			GO:0071162			0.032387403			6			CDC45,GINS3,MCM2,MCM3,MCM4,MCM5


			GO:CC			cytoplasmic region			GO:0099568			0.033576737			47			AP3M2,ARL8B,ARPIN,BBS5,BBS7,BLOC1S1,BLOC1S4,CCDC40,CCDC65,DCX,DNAH10,DRC1,DTNBP1,DYNC2I2,EFHC1,FLOT2,GLI2,GLI3,GPSM2,IFT140,IFT57,KIF3A,KIF3B,KIF5C,LRRK2,MAK,MNS1,NEFL,NOP16,ODAD4,PCLO,PHLDB2,PKD2,PRKAR1A,PRKAR2A,PRKCZ,RIMS1,SEPTIN2,SEPTIN9,SPEF1,SPG7,STAU2,SYBU,TRAF3IP1,TRAK1,TULP3,WDR35


			GO:CC			distal axon			GO:0150034			0.038631816			32			ACAP3,APP,CDK5R1,CIB1,CNR1,COPG2,DTNBP1,DVL1,FLRT3,FMR1,FSCN1,FXR1,FXR2,INPP5J,KIF5C,LRRK2,MICAL1,MYH14,MYO9A,NIN,OPHN1,PCDHGB1,PRRT2,RAB3A,SEPTIN6,SHTN1,SLC8A3,STMN2,TPBG,TWF2,WDR47,ZFYVE27


			GO:CC			ciliary membrane			GO:0060170			0.040706932			16			ADCY3,BBS2,BBS5,BBS7,EFCAB7,EVC2,GPI,PDE6A,PKD2,PROM1,SCNN1A,SEPTIN2,SMO,TMEM231,TMEM67,TTC8


			GO:CC			mitotic spindle pole			GO:0097431			0.041389224			12			ASPM,AURKB,FAM83D,GPSM2,HSF1,KIF20B,MAPRE1,NIN,PLK1,RMDN1,SMC6,SPAG5


			GO:CC			cytochrome complex			GO:0070069			0.041935645			14			COA6,COX1,COX10,COX3,COX4I1,COX5A,COX6B,LOC100524239,LOC100524873,NDUFA4,UQCR10,UQCRC1,UQCRC2,UQCRQ


			GO:CC			podosome			GO:0002102			0.045533567			9			ADAM8,AFAP1L1,FERMT3,FSCN1,SH3PXD2A,SH3PXD2B,SRC,TPM4,VCAM1


			GO:CC			proteasome accessory complex			GO:0022624			0.0497214			10			PSMC1,PSMC2,PSMC3,PSMC5,PSMD1,PSMD11,PSMD12,PSMD14,PSMD3,PSMD4


			GO:MF			protein binding			GO:0005515			8.65E-50			1454			ABL1,ABL2,ABLIM2,ABLIM3,ABTB2,ACACA,ACADM,ACADVL,ACCS,ACE,ACKR3,ACKR4,ACOT7,ACTA2,ACTC1,ACTN2,ACTR3,ACTR3B,ACVR1,ACY1,ADAM15,ADAM8,ADCY4,ADCY6,ADIPOR2,ADM,ADORA2A,ADRA1D,ADRA2A,ADRA2C,ADSL,AFAP1,AFAP1L1,AFAP1L2,AFDN,AGRN,AGT,AHR,AIFM1,AJUBA,AKAP11,AKAP6,ALAS1,ALDH18A1,ALDH4A1,ALDOC,ALS2CL,AMOT,AMPD1,ANGPT2,ANGPTL1,ANGPTL2,ANGPTL4,ANGPTL6,ANK1,ANK3,ANKFY1,ANKIB1,ANKRD1,ANKRD13A,ANKRD13B,ANKRD13C,ANKRD2,ANKRD23,ANLN,ANO1,ANO2,ANO5,ANTXR1,ANXA11,ANXA2,AOX1,AP1S1,AP4B1,APAF1,APBA3,APC2,APIP,APITD1,APLP1,APOE,APP,ARFIP2,ARHGAP1,ARHGAP44,ARHGAP5,ARHGEF10,ARHGEF2,ARIH2,ARL8B,ARNTL,ARPC5,ARRDC3,ASB2,ASF1B,ASL,ASPM,ASS1,ASXL3,ATAD2,ATF3,ATF4,ATF5,ATIC,ATL2,ATL3,ATM,ATOH8,ATP1A2,ATP1B1,ATP2A1,ATP2A3,ATP2B2,ATP2B3,ATP2B4,ATP5F1A,ATP5IF1,ATP7A,ATXN1,ATXN3,AUP1,AURKB,AVIL,BAG3,BAIAP3,BAMBI,BARD1,BBS2,BBS5,BBS7,BCAM,BCAP31,BCAS3,BCL3,BCL6,BCL9,BDKRB2,BEST1,BEX1,BEX3,BHLHB9,BHLHE41,BID,BIN1,BLM,BLZF1,BMP5,BMP6,BMP7,BNIP3,BNIP3L,BOD1,BRCA1,BRCA2,BRD3,BTBD3,BTC,BTNL9,C12H17ORF49,C1QTNF3,C1QTNF6,C2CD2L,C3,CAB39,CACNA1D,CACNA1G,CALCOCO1,CALCOCO2,CALM1,CALR,CAMK2A,CAMK2G,CAMKV,CAMTA2,CAPG,CAPN3,CAPN6,CAPRIN2,CAPZA1,CAPZA2,CARNMT1,CARS1,CASK,CASP6,CASP9,CASQ1,CASQ2,CASTOR2,CAT,CAV2,CAVIN3,CBL,CBLB,CBX2,CBX3,CBX4,CCDC141,CCDC6,CCDC88A,CCDC88C,CCL19,CCL5,CCN1,CCN3,CCNB1,CCNB3,CCNG1,CCNT2,CCR9,CCT6A,CD109,CD151,CD2,CD200,CD276,CD40LG,CD9,CDC20,CDC25B,CDC37L1,CDC6,CDH10,CDH11,CDH15,CDH2,CDH20,CDH7,CDK1,CDK14,CDK5R1,CDR2L,CDT1,CEBPG,CENPE,CENPF,CENPJ,CENPT,CEP131,CEP152,CERCAM,CETN3,CFL1,CHAF1A,CHCHD2,CHCHD3,CHD1L,CHD6,CHEK1,CHRD,CIB1,CIT,CITED1,CKAP5,CKB,CKS2,CLCN5,CLEC12B,CLIP1,CLIP3,CLIP4,CLK3,CLN6,CLPX,CLSTN2,CLSTN3,CLU,CNN1,CNN3,CNPY3,CNR1,CNTLN,CNTN1,CNTN4,CNTROB,COL16A1,COL1A2,COL2A1,COL3A1,COL5A1,COL5A2,COL7A1,COPS5,COQ9,CORO1B,CORO1C,CORO2A,CORO2B,CORO6,CPE,CPNE3,CPOX,CPQ,CRABP2,CRADD,CREB3L1,CRMP1,CROCC,CRY2,CRYBG3,CRYL1,CRYM,CSF3,CSNK2B,CSPG4,CSRP2,CTF1,CTHRC1,CTNNA1,CTNNAL1,CTNND1,CTNND2,CTSL,CUBN,CUEDC1,CUL3,CUL4A,CUL4B,CUL5,CUL7,CUTA,CX3CR1,CXCL2,CXCR6,CYBRD1,CYFIP2,CYP2R1,CYRIB,DAAM1,DAB2,DACT3,DAPK1,DAPK2,DCHS1,DCTD,DCTPP1,DCUN1D2,DCUN1D4,DCX,DDRGK1,DDX3X,DDX58,DECR1,DEFB1,DES,DHCR24,DHPS,DIAPH1,DIAPH2,DIAPH3,DIP2B,DISC1,DKK3,DLAT,DLC1,DLG4,DLG5,DLGAP5,DLK2,DLL1,DMRT2,DNAAF5,DNAH10,DNAJA2,DNAJA3,DNAJB2,DNAJB4,DNAJB5,DNAJB9,DNAJC1,DNAJC18,DNAJC7,DNAL4,DNM1,DNPEP,DNPH1,DOCK5,DOCK7,DPF3,DPP4,DPP9,DPYSL5,DROSHA,DST,DSTN,DUSP1,DUSP10,DUSP26,DUSP29,DUSP3,DVL1,DYNC2I2,DYNLL1,DZIP3,E2F1,E2F6,E2F7,E2F8,E4F1,EDA,EEF1A1,EFHC1,EFNA1,EFNB3,EFS,EGF,EGFL6,EGR1,EGR2,EHMT2,EID1,EIF2S2,EIF3J,EIF4EBP1,EIF4G1,ELOB,ELOC,EMB,EMG1,EMILIN1,EMILIN3,EML4,EML6,ENC1,ENDOG,ENG,EPAS1,EPB41L1,EPB41L2,EPB41L3,EPDR1,EPHA4,EPHA7,EPHB2,EPHX2,EPS8,EPS8L2,ERAP1,ERBB2,ERBB3,ERBIN,ESAM,ESR1,ESRRA,ETHE1,EXT1,EZH2,EZR,F3,F8,FAM118A,FAM189B,FAM83D,FANCD2,FANCI,FAP,FAS,FBLN1,FBLN5,FBN1,FBP2,FBXO31,FBXO5,FBXW5,FER,FERMT3,FES,FGD1,FGF1,FGF18,FGF21,FGFR1,FGFR1OP2,FGFR4,FHL1,FHL3,FHOD1,FHOD3,FIBIN,FKBP4,FKBP5,FLAD1,FLNB,FLNC,FLRT3,FLT1,FMNL1,FMNL2,FMNL3,FMR1,FN1,FNBP1,FNBP1L,FNIP1,FOS,FOXA3,FOXM1,FOXN3,FOXO1,FOXP2,FRZB,FSCN1,FST,FXR1,FXR2,FYN,FZD10,FZD2,FZD9,GABARAPL2,GALE,GAPDH,GAREM1,GARS1,GAS2L3,GATA2,GATA3,GBP1,GCA,GDF11,GDF9,GEN1,GGA1,GGA2,GHR,GJA1,GKAP1,GLCE,GLI3,GMDS,GMFB,GNAI1,GNAI3,GNB5,GNG2,GOLGA4,GOLT1B,GPD1,GPI,GPR37,GPRASP2,GPS2,GPSM2,GRAMD2B,GRB10,GRHPR,GRID2,GRIN3A,GRIPAP1,GRK2,GRM7,GSTA4,GSTM3,GUSB,GYG1,GYS1,HADH,HBEGF,HCLS1,HDAC10,HDGFL2,HECTD3,HES6,HEY2,HGF,HHLA2,HIC1,HIF3A,HINT3,HIP1,HJURP,HLTF,HOMER1,HOMER2,HOMER3,HOOK2,HOXA3,HRC,HSD11B1,HSD17B12,HSF1,HSF4,HSPA13,HSPA1L,HSPA5,HSPA9,HSPB6,HSPB8,HTRA1,HTRA3,IDE,IFI35,IFIH1,IFT88,IGF1,IGFBP4,IGFBP5,IGSF1,IGSF11,IGSF9,IKBKG,IL12RB2,IL15,IL16,IL17B,IL18,IL1R1,IL2RA,IL2RB,IL6R,IL6ST,ILRUN,INPP5F,INSR,IPO13,IQCB1,IQGAP2,IQGAP3,IRAK1,IRAK2,IRF5,IRS3,ISCU,ITGA2,ITGA4,ITGA5,ITGA6,ITGA9,ITGAL,ITGAV,ITGB1,ITGB4,ITGB6,ITGB7,ITSN1,IZUMO1,JAM3,KAT2B,KAZALD1,KCNAB2,KCNB1,KCNC1,KCNIP2,KCNK1,KCNN1,KCNN2,KCNQ4,KCNQ5,KCTD12,KCTD6,KDM1A,KDM7A,KDM8,KDR,KEAP1,KHDRBS1,KIAA1614,KIF11,KIF12,KIF14,KIF15,KIF18A,KIF18B,KIF1A,KIF1C,KIF20A,KIF20B,KIF21B,KIF22,KIF23,KIF24,KIF26B,KIF27,KIF2A,KIF2C,KIF3A,KIF3B,KIF4A,KIF5C,KIFC1,KIRREL1,KIT,KLC2,KLF4,KLHL12,KLHL13,KLHL21,KLHL3,KLHL9,KPNA2,KPNA3,KRT18,KTN1,KYAT1,KYAT3,LAMA3,LAMA4,LAMB1,LANCL1,LCK,LCN2,LDB2,LDHA,LEPR,LGALS3,LHPP,LIMK1,LMNB1,LMNB2,LMO2,LMOD2,LMTK2,LNPK,LOC100153093,LOC100154053,LOC100511937,LOC100512977,LOC100513346,LOC100519808,LOC100523213,LOC100523684,LOC100620540,LOC100625711,LOC100736765,LOC100737755,LOC110255205,LOC110255887,LOC110259958,LONP2,LRP11,LRP4,LRP8,LRRC4B,LRRC4C,LRRC7,LRRFIP2,LRRK1,LRRK2,LRTM1,LTBP1,LTBP3,LTC4S,LYAR,LYN,LZTFL1,MAGED1,MAP1A,MAP1B,MAP1LC3A,MAP1LC3B,MAP1S,MAP2,MAP2K2,MAP3K10,MAP3K13,MAP3K2,MAP4,MAP6,MAPK14,MAPK8IP1,MAPKAPK2,MAPRE1,MAPRE2,MAPT,MARCHF8,MAT2A,MAVS,MBD2,MBTD1,MCM2,MCM8,MCOLN1,MDFI,MDK,MDM2,ME1,MEF2A,MEF2C,MEF2D,MET,METRNL,MFN2,MGA,MICAL1,MICAL3,MID1,MID1IP1,MIGA1,MIGA2,MITF,MKKS,MLIP,MLXIP,MLXIPL,MMUT,MNS1,MPC2,MPDZ,MPP7,MRAP2,MRE11,MRI1,MRM3,MSC,MSH2,MSH6,MSI1,MSTN,MTDH,MTHFD1L,MTMR4,MUL1,MVK,MX1,MX2,MXD3,MYBPC3,MYCN,MYF5,MYH11,MYH13,MYH14,MYH15,MYH2,MYH3,MYL4,MYLK2,MYO10,MYO16,MYO18B,MYO1B,MYO7A,MYO9A,MYO9B,MYOM2,MYOT,MYOZ1,MYPN,N4BP2,NABP2,NAMPT,NANS,NASP,NAV3,NAXE,NBAS,NBEAL2,NCALD,NCAPD2,NCAPD3,NCAPG2,NCOA2,NDC80,NDUFAF1,NDUFS2,NEB,NECTIN3,NEDD4L,NEFL,NEIL1,NEK2,NEK6,NEO1,NES,NEXN,NFE2L1,NFE2L2,NFIL3,NFKBIA,NFS1,NGFR,NHEJ1,NID1,NIN,NKIRAS1,NLGN3,NMI,NMRAL1,NOC2L,NOL4L,NONO,NOP16,NOP56,NOS1,NOS3,NOTCH2,NOTCH3,NPAS3,NPLOC4,NPM3,NQO1,NQO2,NR0B2,NR1H2,NR4A3,NR5A2,NRAP,NRCAM,NRM,NSFL1C,NSG1,NTF4,NTN3,NTRK3,NUDT5,OAT,OLFML2A,OLFML2B,OPHN1,OPLAH,OPTN,OTUB2,OTUD7A,P2RY1,PABPC1,PACS1,PACSIN3,PAFAH1B3,PAICS,PAK3,PANK3,PARD6G,PARK7,PARP14,PARP16,PARP9,PARPBP,PARVA,PARVB,PATZ1,PBLD,PC,PCBD1,PCSK9,PDCD5,PDE4B,PDE4D,PDGFA,PDGFC,PDGFD,PDGFRA,PDIA3,PDK2,PDLIM2,PDLIM5,PDPN,PDZK1,PECR,PENK,PER1,PER2,PFDN4,PFKM,PFN1,PGAM2,PHACTR3,PHB2,PHF1,PHF19,PHKA1,PHKA2,PHKB,PHKG1,PIAS3,PIK3R2,PINK1,PIP4K2A,PIP4K2C,PITPNM2,PKD2,PLAA,PLAT,PLCB1,PLCD1,PLCE1,PLCG1,PLCG2,PLCL1,PLCL2,PLEKHG3,PLEKHH2,PLEKHM2,PLK1,PLK3,PLPP3,PLS3,PLXNA2,PLXNB3,PLXND1,POLD1,POLG,POLR2J,POSTN,POT1,PPARA,PPARGC1A,PPARGC1B,PPFIBP2,PPM1A,PPME1,PPP1CB,PPP1R12B,PPP1R15A,PPP1R3A,PPP1R3B,PPP1R3C,PPP1R3D,PPP1R3G,PPP1R9A,PPP2R5A,PPP3CA,PPP3CB,PPP5C,PPP6R2,PRDM1,PRDM5,PRDX3,PRDX6,PRKAB2,PRKAG1,PRKAG3,PRKAR1A,PRKAR1B,PRKAR2A,PRKCD,PRKCH,PRKD1,PRKG2,PRMT8,PROM1,PRPS1,PRR5L,PRRC1,PRRT2,PSAP,PSMA3,PSMC3,PSMC5,PSMD1,PSMD4,PTGES3,PTH1R,PTK2B,PTK7,PTN,PTPN13,PTPN4,PTPRB,PTPRC,PTPRD,PTPRG,PTPRJ,PTPRK,PTPRN,PTPRZ1,PTX3,PXDN,PXK,PYGL,PYY,RAB10,RAB29,RAB34,RAB3A,RAB3D,RAB3IL1,RAB8B,RABEP2,RAC2,RACGAP1,RAD23A,RAD51,RADIL,RAF1,RAI14,RANBP17,RANBP9,RAPGEF3,RASL11B,RB1CC1,RBBP8,RBM20,RBPJ,RCC2,RCOR1,RCOR2,RCSD1,RECK,REEP1,REEP4,RETREG1,RFC5,RFWD3,RGCC,RGMA,RGS14,RGS7,RHEB,RHOD,RHOF,RILPL1,RIMS1,RIPOR2,RMDN1,RND2,RNF14,RNF144A,RNF19B,RNF2,RNF207,RNF217,ROBO1,ROCK2,ROR2,RORA,ROS1,RPA2,RPS6KA3,RRAGD,RSPO3,RTKN,RYR2,S100A4,S100A6,S100A7,S100PBP,S1PR1,S1PR2,S1PR3,SAFB2,SAMHD1,SARS1,SAV1,SBDS,SBF2,SCARB1,SCMH1,SCML2,SCN1B,SCN3B,SCN4B,SCN5A,SCNM1,SCNN1A,SCUBE1,SDC1,SDC2,SDC3,SEC24D,SEMA3A,SEMA3D,SEMA3E,SEMA3G,SEMA4F,SEMA5A,SEMA5B,SEMA6A,SEMA6C,SEMA6D,SEMA7A,SEPTIN5,SERPINE1,SERPINE2,SETD7,SFI1,SFMBT2,SFRP2,SGO1,SH3BP2,SH3GL3,SH3GLB1,SH3PXD2A,SH3RF2,SHC1,SHROOM2,SHROOM3,SHTN1,SIPA1L1,SIRT2,SKA1,SKP2,SLC25A12,SLC26A6,SLC27A1,SLC30A2,SLC3A1,SLC8A3,SLC9A3R2,SLF1,SLIT1,SLIT2,SLIT3,SMAD2,SMARCA5,SMARCAD1,SMC6,SMG5,SMO,SMTNL2,SMURF1,SMYD2,SNAP91,SNED1,SORT1,SOX9,SPAG5,SPAG8,SPART,SPDL1,SPEF1,SPEF2,SPG11,SPG21,SPHK1,SPI1,SPP1,SPRED2,SPRY2,SPTAN1,SPTB,SPTY2D1,SQSTM1,SRC,SREBF2,SRF,SRGAP2,SRI,SRPX2,SSH1,STAT1,STAT5B,STC1,STIL,STING1,STK10,STK11,STK26,STK3,STMN2,STRN,STRN4,STUB1,STX11,STX1B,STXBP1,STXBP5,SUMF1,SUMF2,SUPV3L1,SVIL,SYBU,SYN1,SYNE3,SYNJ2,SYNPO2,SYNPO2L,SYT12,SYT2,SYT9,SYTL2,TAF11,TAF12,TAF9B,TAP1,TAP2,TAPBP,TBL1XR1,TCAP,TCEAL8,TCF12,TCF3,TCF4,TCF7L1,TCF7L2,TCIRG1,TEAD2,TEK,TENM1,TENM2,TENM4,TEX14,TFEB,TFRC,TGFB1,TGFB2,TGFB3,TGFBI,TGFBR1,TGFBR2,THBS4,TIAM1,TIMELESS,TIMM44,TIMM50,TIMM8A,TIMP1,TINAGL1,TJP2,TLN2,TLR9,TMEM201,TMEM266,TMEM38A,TMEM43,TMEM67,TMEM9B,TMOD4,TMSB10,TMSB15A,TMSB15B,TMTC4,TNC,TNFRSF11A,TNFRSF1B,TNIP1,TNNC2,TNNT2,TOMM34,TONSL,TOP2A,TOP2B,TOX3,TP53I3,TP53INP2,TP63,TP73,TPCN2,TPD52,TPD52L1,TPI1,TPM1,TPM2,TPM4,TPRKB,TPX2,TRAF3,TRAF3IP1,TRAF3IP2,TRAF5,TRAIP,TRAK1,TRDN,TREX1,TRIM36,TRIM55,TRIM63,TRIM72,TRIP10,TRPC1,TSKU,TSPAN33,TSPAN4,TSPAN5,TSPO,TTC28,TTC8,TTK,TTLL1,TTLL7,TUB,TUBA1B,TUBA4A,TUBB,TUBGCP4,TUBGCP6,TULP3,TWF1,TWF2,TXLNB,TXNRD1,TYRO3,UBASH3B,UBC,UBE2C,UBE2D4,UBE3D,UBL7,UBXN1,UBXN7,UCHL3,UGDH,UGGT1,UGP2,UHRF1,ULK1,UNC13D,UQCRC1,USF2,USH1C,USP13,USP19,USP2,USP25,USP6NL,UTRN,UXS1,VAMP1,VAPB,VASH1,VASH2,VASN,VAV2,VCAM1,VCP,VEGFA,VIM,VLDLR,VPS9D1,VRK1,VRK3,WASF1,WASF2,WDR43,WDR45,WDR48,WDTC1,WFIKKN2,WHAMM,WHRN,WIF1,WIPF1,WIPI1,WLS,WNT4,WNT5B,WRN,WWC2,WWTR1,XIRP2,XPO1,XPO6,YEATS2,YWHAG,YWHAQ,YWHAZ,ZBTB1,ZBTB16,ZBTB7A,ZBTB7B,ZBTB8A,ZFAND6,ZFP91,ZFPM2,ZFYVE27,ZHX2,ZKSCAN4,ZMIZ1,ZMYM2,ZNF346,ZNF385A,ZNF521,ZNF618,ZRANB3,ZWINT,ZXDC


			GO:MF			ion binding			GO:0043167			3.53E-35			1154			AARS1,AASDHPPT,ABCA5,ABCA6,ABCB1,ABCB6,ABCC1,ABCC13,ABCC4,ABCC5,ABCC6,ABCF2,ABCF3,ABL1,ABL2,ABLIM2,ABLIM3,ACACA,ACAD10,ACADL,ACADM,ACADS,ACADVL,ACAP3,ACAT1,ACCS,ACE,ACO1,ACO2,ACOX2,ACSL1,ACSS1,ACTC1,ACTN2,ACTR3,ACVR1,ADAM8,ADAMTS12,ADAMTS14,ADAMTS15,ADAMTS16,ADAMTS19,ADAMTS2,ADAMTS20,ADAMTS6,ADAMTS7,ADAMTS8,ADAMTS9,ADCY2,ADCY3,ADCY4,ADCY6,ADHFE1,ADNP,ADRA2A,AEBP1,AGRN,AIFM1,AJUBA,AK1,AK3,AK5,AKT2,ALAS1,ALAS2,ALDH18A1,ALPK2,AMPD1,AMPD3,ANGPT2,ANKFY1,ANKIB1,ANPEP,ANTXR1,ANTXR2,ANXA11,ANXA2,ANXA8,AOX1,APAF1,APIP,APLP1,APOE,APP,ARAF,ARIH2,ARL10,ARL8B,ARL9,ASAP2,ASAP3,ASNS,ASPN,ASS1,ASXL3,ATAD1,ATAD2,ATL2,ATL3,ATM,ATP10A,ATP10D,ATP11B,ATP1A2,ATP2A1,ATP2A3,ATP2B2,ATP2B3,ATP2B4,ATP5F1A,ATP5F1B,ATP7A,ATP8B2,ATR,AURKB,AVIL,B4GALT4,BAIAP3,BARD1,BBS12,BCKDK,BLM,BRCA1,BUB1,BUB1B,BVES,CA13,CA14,CA4,CACHD1,CACNA1D,CACNA1S,CALM1,CALR,CALU,CAMK2A,CAMK2G,CAMKK2,CAMKV,CAPN11,CAPN3,CARNS1,CARS1,CASK,CASQ1,CASQ2,CAT,CBL,CBLB,CBR3,CCDC47,CCT6A,CDC42BPG,CDH10,CDH11,CDH15,CDH2,CDH20,CDH22,CDH7,CDIP1,CDK1,CDK14,CDK17,CDK20,CDO1,CELSR3,CEMIP2,CENPE,CETN3,CHD1L,CHD3,CHD6,CHEK1,CHRNA1,CHRND,CHST15,CHTF18,CHURC1,CIB1,CISD3,CIT,CKMT2,CLCN4,CLCN5,CLK3,CLN6,CLPX,CLSTN2,CLSTN3,CNDP2,CNOT6,CNOT6L,COL2A1,COL3A1,COL5A2,COPS5,COQ6,COQ8A,COX1,COX17,COX5A,CPA1,CPA4,CPE,CPLANE2,CPS1,CPXM1,CPXM2,CRABP1,CRABP2,CRBN,CRY2,CRYL1,CSNK1G3,CSRP2,CUBN,CUTA,CUTC,CYBRD1,CYP1A1,CYP21A1,CYP27A1,CYP2F1,CYP2R1,CYP7B1,DAPK1,DAPK2,DBF4,DCAKD,DCHS1,DCHS2,DCLK3,DCP2,DCTD,DCTPP1,DDHD2,DDO,DDR2,DDX1,DDX23,DDX3X,DDX50,DDX58,DECR1,DHCR24,DHX16,DHX58,DLD,DLL1,DMRT2,DNAH10,DNAJA2,DNAJA3,DNAJC21,DNAJC24,DNM1,DNMT1,DNMT3B,DNPEP,DPF3,DST,DTNA,DTNB,DTX2,DTX4,DXO,DYRK1B,DZIP1,DZIP3,EBF1,EBF2,EBF3,EBF4,EDIL3,EEF1A1,EFCAB7,EFHC1,EFHD2,EGF,EGFL6,EGFL7,EGLN1,EGR1,EGR2,EGR3,EHD4,EHMT2,EIF4A2,EIF4G1,ENDOD1,ENDOG,ENO3,ENOSF1,ENPP2,ENTPD5,ENTPD6,ENTPD7,EPDR1,EPHA3,EPHA4,EPHA7,EPHB2,EPHB3,EPHB4,EPHX2,ERAP1,ERAP2,ERBB2,ERBB3,ERCC6L,ERO1A,ESCO1,ESCO2,ESR1,ESRRA,ESRRG,ETFA,ETFDH,ETHE1,EXO1,EXT1,EXTL2,EYA2,EYA3,F8,FABP5,FABP7,FAH,FANCM,FARSA,FBLN1,FBLN5,FBN1,FBN2,FBN3,FBP2,FBXO40,FCHSD2,FEN1,FER,FES,FGD1,FGFR1,FGFR4,FHL1,FHL2,FHL3,FHL5,FIGNL1,FKBP10,FKBP7,FKBP9,FLAD1,FLT1,FLYWCH1,FMO1,FMO2,FNTB,FOXP2,FOXRED2,FRMPD4,FRRS1,FUNDC2,FYCO1,FYN,G2E3,GALNT2,GARS1,GART,GATA2,GATA3,GATB,GBP1,GCA,GCDH,GCLC,GEN1,GIT2,GK,GLCE,GLI2,GLI3,GLO1,GLRX5,GLUL,GMDS,GMPR,GNAI1,GNAI3,GOT1,GPD2,GPR143,GPT2,GRAMD2A,GRHPR,GRIN3A,GRK2,GRM7,GSDME,GSPT2,GSR,GSTM3,GUCA1B,GUCY1A1,GUK1,GYG1,HABP2,HADH,HADHA,HAGH,HAGHL,HAO2,HBB,HBS1L,HCCS,HDAC9,HELLS,HEPH,HIP1,HIPK4,HK1,HK2,HLTF,HMCN2,HMGCR,HRC,HSPA13,HSPA5,HSPA9,HUNK,IDE,IDH2,IDH3B,IDH3G,IFI44,IFI44L,IFIH1,IFT27,IMPDH1,INSR,IQGAP2,IRAK1,IRAK2,ISCU,ITGA2,ITGAL,ITM2C,ITPR3,ITSN1,JADE2,JADE3,KCMF1,KCND2,KCNIP2,KDM1A,KDM7A,KDR,KIAA0753,KIF11,KIF12,KIF14,KIF15,KIF18A,KIF18B,KIF1A,KIF1C,KIF20A,KIF20B,KIF21B,KIF22,KIF23,KIF24,KIF26B,KIF27,KIF2A,KIF2C,KIF3A,KIF3B,KIF4A,KIF5C,KIFC1,KIT,KLHL12,KLHL17,KYAT1,KYAT3,LACTB2,LANCL1,LARGE1,LCK,LCN2,LDHD,LETM1,LFNG,LIAS,LIG1,LIMK1,LIPG,LMCD1,LMO1,LMO2,LMTK2,LNPK,LOC100155138,LOC100158003,LOC100510930,LOC100513261,LOC100513741,LOC100513863,LOC100517129,LOC100520512,LOC100623035,LOC100625134,LOC100625711,LOC100627175,LOC100736765,LOC102158443,LOC102161784,LOC102165015,LOC110255237,LOC110255887,LOC110258060,LOC110259328,LOC110259371,LOC110259958,LONP2,LONRF3,LOX,LOXL1,LOXL4,LPAR4,LPCAT1,LRP4,LRP8,LRRK1,LRRK2,LTBP1,LTBP3,LVRN,LYAR,LYN,MACF1,MAK,MAN1A1,MAN2A1,MAOB,MAP2K2,MAP3K10,MAP3K13,MAP3K14,MAP3K15,MAP3K2,MAP3K20,MAP4K1,MAP4K4,MAPK14,MAPK4,MAPKAPK2,MARCHF2,MARCHF3,MARCHF8,MARS1,MAST3,MAST4,MASTL,MAT2A,MATN2,MBNL1,MBNL3,MBTD1,MCFD2,MCM2,MCM3,MCM4,MCM5,MCM8,MDM2,ME1,ME3,MELK,MET,METAP1,MEX3D,MFN2,MFNG,MGAT5,MIB1,MIB2,MICAL1,MICAL3,MID1,MKKS,MKNK2,MKRN1,MMAB,MMP14,MMP16,MMP2,MMP23,MMUT,MOCOS,MOCS1,MOXD1,MPI,MRE11,MSH2,MSH4,MSH6,MSMO1,MSRB3,MSS51,MTA3,MTARC2,MTG1,MTHFD1L,MTHFR,MTMR4,MUL1,MUSK,MUTYH,MVK,MX1,MX2,MYH11,MYH13,MYH14,MYH15,MYH2,MYH3,MYL1,MYL4,MYL5,MYLK2,MYLK4,MYLPF,MYO10,MYO16,MYO18B,MYO1B,MYO7A,MYO9A,MYO9B,MYOF,N4BP2,NAV2,NAV3,NAXE,NCALD,NCEH1,NDUFS7,NDUFV1,NECAB3,NEIL1,NEIL3,NEK1,NEK2,NEK3,NEK4,NEK6,NEURL1,NF1,NFS1,NFXL1,NID1,NID2,NIN,NINL,NKIRAS1,NLN,NME4,NME6,NOS1,NOS3,NOTCH2,NOTCH3,NPEPL1,NPLOC4,NQO2,NR1D2,NR1H2,NR1I3,NR2F1,NR2F6,NR4A3,NR5A2,NRAP,NRDC,NRK,NRXN1,NSD2,NT5C1A,NT5C3A,NT5DC1,NT5DC2,NT5DC3,NT5E,NTRK3,NUCB2,NUDT12,NUDT13,NUDT5,OAT,OBI1,OGDH,OGT,OMA1,OPTN,ORC1,OTUD7A,P2RX5,P2RY1,P3H2,P3H3,P4HA3,PAICS,PAK3,PAK4,PAM,PAMR1,PANK3,PANK4,PAPPA2,PARK7,PARP9,PASK,PBK,PC,PCDH11X,PCDH12,PCDH17,PCDH7,PCDHGB1,PCLO,PCYOX1,PCYT1B,PDE10A,PDE1C,PDE3A,PDE4B,PDE4D,PDE5A,PDE6A,PDE7B,PDE9A,PDGFRA,PDK2,PDK4,PDLIM2,PDLIM3,PDLIM5,PDP1,PDZRN4,PELO,PEX2,PFKM,PGK1,PGM2L1,PGM5,PHEX,PHF1,PHF13,PHF19,PHF21A,PHF21B,PHF7,PHKG1,PHOSPHO1,PIAS3,PIK3C2A,PINK1,PIP4K2A,PIP4K2C,PIR,PITPNA,PITPNM2,PJA1,PKD2,PKDCC,PKM,PLA1A,PLA2G4A,PLAG1,PLCB1,PLCD1,PLCD4,PLCG1,PLCL1,PLCL2,PLEKHA4,PLEKHA5,PLEKHA8,PLEKHF1,PLK1,PLK3,PLOD1,PLOD2,PLS3,PLTP,PLXNA1,PLXNA2,PLXNA3,PLXNB3,PLXND1,PMS2,PNKD,POLD1,POLL,POPDC2,POPDC3,POSTN,PPARA,PPAT,PPEF1,PPIP5K1,PPIP5K2,PPM1A,PPM1B,PPM1F,PPM1L,PPP1CB,PPP3CB,PPP5C,PPTC7,PRDM1,PRDM5,PRICKLE2,PRICKLE3,PRIM2,PRKAG1,PRKAG3,PRKAR1A,PRKAR1B,PRKAR2A,PRKCD,PRKCH,PRKCI,PRKCQ,PRKCZ,PRKD1,PRKG2,PRMT8,PROS1,PRPS1,PRRG2,PRRG3,PRTFDC1,PSAP,PSMC1,PSMC2,PSMC3,PSMC5,PTER,PTK2B,PTK7,PVALB,PXK,PYGL,PYGM,QSOX1,RAB10,RAB13,RAB29,RAB34,RAB3A,RAB3D,RAB7A,RAB8B,RABGGTA,RABL6,RAC2,RACGAP1,RAD51,RAD51B,RAF1,RAP2C,RASA4B,RASGRP2,RASL11B,RBP1,RCN1,RCN3,RECQL,REM1,REPS2,REV3L,REXO2,RFC5,RFWD3,RHEB,RHEBL1,RHOBTB1,RHOD,RHOF,RHOU,RIMKLA,RIMKLB,RIMS1,RND2,RNF123,RNF14,RNF144A,RNF144B,RNF149,RNF150,RNF157,RNF165,RNF19B,RNF2,RNF207,RNF217,RNF38,RNPEPL1,ROCK2,ROR2,RORA,ROS1,RP2,RPS6KA1,RPS6KA3,RPS6KB2,RRAGD,RRAS,RUFY3,RUNX1T1,RXRG,RYBP,RYR2,S100A4,S100A6,S100A7,SAMHD1,SAR1B,SARS1,SCNM1,SCUBE1,SDHA,SDHB,SDHC,SEC23A,SEC24D,SELENON,SELENOO,SEPTIN1,SEPTIN11,SEPTIN2,SEPTIN3,SEPTIN4,SEPTIN5,SEPTIN6,SEPTIN7,SEPTIN9,SGCA,SGK1,SGPL1,SH3PXD2A,SH3RF2,SIK3,SIRT2,SLC1A3,SLC25A12,SLC25A24,SLC25A25,SLC8A3,SLIT1,SLIT2,SLIT3,SMAD2,SMAD9,SMARCA1,SMARCA5,SMARCAD1,SMC2,SMC4,SMPD1,SMPDL3A,SMPDL3B,SMYD2,SNAP91,SNED1,SOD3,SPARC,SPARCL1,SPG7,SPHK1,SPOCK3,SPP1,SPTAN1,SPTLC1,SQLE,SQOR,SQSTM1,SRC,SRI,STAB1,STARD5,STEAP4,STIM1,STIM2,STING1,STK10,STK11,STK17B,STK26,STK3,STT3A,STXBP6,SUCLA2,SUCLG2,SULF1,SULF2,SUMF1,SUPV3L1,SVEP1,SVIL,SWAP70,SYN1,SYT12,SYT2,SYT9,SYTL2,TAP1,TAP2,TBC1D14,TBC1D8B,TBCK,TCF19,TDP2,TDRD12,TEK,TENM2,TESK1,TESK2,TET3,TEX14,TGFBR1,TGFBR2,THAP11,THBS2,THBS3,THBS4,TIMP1,TLK1,TLN2,TM7SF2,TNNC2,TOP2A,TOP2B,TP53I3,TP63,TP73,TPCN2,TPD52,TRAF3,TRAF5,TRAIP,TREX1,TRIM2,TRIM36,TRIM55,TRIM59,TRIM63,TRIM72,TRIO,TRPC1,TSHZ3,TSSK3,TTF2,TTK,TUBA1B,TUBA4A,TUBB,TUBE1,TUFM,TWF1,TWF2,TXNRD1,TYRO3,UBA6,UBE2C,UBE2D4,UBR2,UBR3,UBR7,UHRF1,ULK1,ULK3,UMODL1,UQCRC1,UQCRC2,USP13,USP19,UTRN,UXS1,VARS2,VAT1,VAV2,VCAN,VCP,VDAC2,VLDLR,VRK1,VRK3,VWCE,VWDE,WDFY3,WDR45,WDR6,WEE1,WIPI1,WNK3,WRN,XIRP2,XYLB,XYLT2,ZCCHC9,ZDHHC20,ZFAND5,ZFAND6,ZFHX4,ZFP30,ZFP37,ZFPM2,ZFYVE27,ZGRF1,ZIC3,ZIC4,ZKSCAN4,ZKSCAN7,ZMIZ1,ZMYM2,ZMYM3,ZMYM4,ZNF135,ZNF175,ZNF180,ZNF235,ZNF26,ZNF287,ZNF300,ZNF333,ZNF346,ZNF385A,ZNF567,ZNF568,ZNF624,ZNF638,ZNF641,ZNF711,ZNF768,ZNF879,ZNFX1,ZRANB3,ZYX


			GO:MF			catalytic activity			GO:0003824			4.55E-34			1286			AARS1,AASDHPPT,ABCB6,ABCC4,ABHD17C,ABHD3,ABHD4,ABHD5,ABL1,ABL2,ACACA,ACAD10,ACADL,ACADM,ACADS,ACADVL,ACAT1,ACCS,ACE,ACO1,ACO2,ACOT7,ACOT8,ACOX2,ACSBG1,ACSL1,ACSL4,ACSM4,ACSM5,ACSS1,ACSS2,ACSS3,ACVR1,ACY1,ADAM11,ADAM12,ADAM15,ADAM22,ADAM8,ADAMTS12,ADAMTS14,ADAMTS15,ADAMTS16,ADAMTS19,ADAMTS2,ADAMTS20,ADAMTS6,ADAMTS7,ADAMTS8,ADAMTS9,ADARB2,ADCY2,ADCY3,ADCY4,ADCY6,ADCY9,ADHFE1,ADSL,AEBP1,AEN,AFG3L2,AGPAT4,AHCY,AIFM1,AK1,AK3,AK5,AKAP13,AKAP6,AKR1A1,AKT2,ALAS1,ALAS2,ALDH18A1,ALDH1A1,ALDH1A2,ALDH1L2,ALDH2,ALDH3B1,ALDH4A1,ALDH6A1,ALDOC,ALG10,ALG14,ALG8,ALG9,ALPK2,AMPD1,AMPD3,ANKIB1,ANPEP,AOX1,APAF1,APIP,AQR,ARAF,ARIH2,ARL10,ARL8B,ARL9,ARSE,ARSI,ARSJ,ART3,ART4,ASAH1,ASB2,ASL,ASNS,ASPH,ASS1,ATAD1,ATAD2,ATAT1,ATG4A,ATG4D,ATIC,ATL2,ATL3,ATM,ATP10A,ATP10D,ATP11B,ATP1A2,ATP2A1,ATP2A3,ATP2B2,ATP2B3,ATP2B4,ATP5F1A,ATP5F1B,ATP5ME,ATP5PO,ATP7A,ATP8B2,ATR,ATXN3,AUH,AURKB,AZIN2,B3GALNT1,B3GALT2,B3GLCT,B3GNT3,B3GNT5,B4GALT4,BARD1,BCAT1,BCAT2,BCKDHA,BCKDHB,BCKDK,BCR,BDH1,BLM,BLVRB,BPHL,BRCA1,BRCA2,BRIP1,BST1,BUB1,BUB1B,C1H18ORF25,C2,CA13,CA14,CA4,CACHD1,CAMK2A,CAMK2G,CAMKK2,CAMKV,CAPN11,CAPN3,CAPN5,CAPN6,CARNMT1,CARNS1,CARS1,CASD1,CASK,CASP6,CASP9,CAT,CBL,CBLB,CBR3,CBWD1,CBX4,CCNB1,CCNG1,CCT6A,CD5L,CDC14A,CDC14B,CDC25B,CDC42BPG,CDK1,CDK14,CDK17,CDK20,CDK2AP2,CDK5R1,CDO1,CDS1,CDT1,CEMIP2,CERKL,CFD,CHD1L,CHD3,CHD6,CHEK1,CHPF,CHPT1,CHST1,CHST15,CHST2,CHST3,CHSY1,CHTF18,CIT,CKAP5,CKMT2,CLCA1,CLK3,CLPX,CMPK2,CNDP2,CNKSR1,CNOT6,CNOT6L,CNP,COLGALT2,COPE,COPS5,COQ2,COQ3,COQ5,COQ6,COQ8A,COX1,COX10,COX3,CPA1,CPA4,CPE,CPLANE2,CPNE3,CPOX,CPQ,CPS1,CPT1B,CPT1C,CPT2,CPXM1,CPXM2,CRAT,CRMP1,CRYBG3,CRYL1,CRYM,CSKMT,CSNK1G3,CSNK2B,CTRB2,CTSA,CTSC,CTSL,CTSO,CTSW,CTSZ,CUL3,CYB5RL,CYBRD1,CYP1A1,CYP21A1,CYP27A1,CYP2F1,CYP2R1,CYP7B1,DAPK1,DAPK2,DCAKD,DCLK3,DCP2,DCTD,DCTPP1,DDHD2,DDI1,DDO,DDR2,DDX1,DDX23,DDX3X,DDX50,DDX58,DECR1,DEDD,DHCR24,DHCR7,DHPS,DHRS3,DHRS7,DHRS7C,DHX16,DHX58,DLAT,DLD,DLST,DNM1,DNMT1,DNMT3B,DNPEP,DNPH1,DOT1L,DPP4,DPP9,DPY19L1,DPY19L3,DPY19L4,DPYSL5,DROSHA,DSE,DTD2,DTL,DTX2,DTX4,DUSP1,DUSP10,DUSP26,DUSP29,DUSP3,DXO,DYRK1B,DZIP3,E4F1,ECH1,ECHDC3,EEF1A1,EFCAB7,EGLN1,EGR2,EHMT2,EIF2B3,EIF4A2,ELAC2,EME1,EMG1,ENDOD1,ENDOG,ENO3,ENOSF1,ENOX1,ENPP2,ENPP6,ENTPD5,ENTPD6,ENTPD7,EPHA3,EPHA4,EPHA7,EPHB2,EPHB3,EPHB4,EPHX2,ERAP1,ERAP2,ERBB2,ERBB3,ERCC6L,ERMP1,ERO1A,ESCO1,ESCO2,ESPL1,ETFA,ETFB,ETFDH,ETHE1,EXD2,EXO1,EXT1,EXT2,EXTL1,EXTL2,EYA2,EYA3,EZH1,EZH2,F3,F8,FAAH,FADS1,FADS2,FAH,FAM98A,FANCM,FAP,FAR2,FARSA,FASTK,FBP2,FBXO40,FBXW8,FEN1,FER,FES,FGFR1,FGFR4,FGGY,FH,FIGNL1,FITM1,FKBP10,FKBP3,FKBP4,FKBP5,FKBP7,FKBP9,FLAD1,FLT1,FMO1,FMO2,FN3K,FNTB,FUCA2,FYN,G2E3,GAL3ST4,GALE,GALNT10,GALNT15,GALNT17,GALNT2,GALNT5,GALNT7,GAMT,GANC,GAPDH,GARS1,GART,GATB,GBA2,GBP1,GCDH,GCLC,GCNT1,GCNT4,GEN1,GFPT1,GFPT2,GFRA3,GGT5,GK,GK5,GKAP1,GLB1L,GLCE,GLO1,GLRX5,GLT8D2,GLUL,GMDS,GMPR,GNAI1,GNAI3,GOT1,GPAT2,GPAT4,GPD1,GPD2,GPI,GPT2,GPX2,GRHPR,GRK2,GRK7,GSPT2,GSR,GSTA4,GSTM3,GSTZ1,GUCY1A1,GUK1,GUSB,GXYLT2,GYG1,GYS1,HABP2,HADH,HADHA,HADHB,HAGH,HAGHL,HAO2,HBS1L,HCCS,HDAC10,HDAC9,HECTD3,HELLS,HEPH,HERC6,HGF,HHAT,HHATL,HIBADH,HINT3,HIPK4,HK1,HK2,HLTF,HMCES,HMGCR,HPN,HR,HS2ST1,HS6ST1,HS6ST2,HSD11B1,HSD11B1L,HSD11B2,HSD17B10,HSD17B12,HSD3B1,HSPA13,HSPA5,HSPA9,HSPBAP1,HTATIP2,HTRA1,HTRA3,HUNK,HYI,IDE,IDH2,IDH3B,IDH3G,IFIH1,IFT27,IL1R1,IL4I1,IMPDH1,INMT,INPP4A,INPP4B,INPP5F,INPP5J,INSR,IRAK1,IRAK1BP1,IRAK2,ITSN1,JADE2,JMJD1C,KAT2B,KCMF1,KCNAB2,KDM1A,KDM7A,KDM8,KDR,KHNYN,KIAA0753,KIF12,KIF14,KIF15,KIF18A,KIF18B,KIF1A,KIF1C,KIF20A,KIF20B,KIF21B,KIF22,KIF23,KIF27,KIF2A,KIF2C,KIF3A,KIF3B,KIF5C,KIFC1,KIT,KLHL13,KLHL21,KLHL42,KLHL9,KYAT1,KYAT3,L2HGDH,LACTB,LACTB2,LANCL1,LARGE1,LARGE2,LCK,LDAH,LDHA,LDHB,LDHD,LFNG,LHPP,LIAS,LIG1,LIMK1,LIPE,LIPG,LMTK2,LOC100517735,LOC100519130,LOC100522551,LOC100525350,LOC100620540,LOC100625134,LOC100626199,LOC100737755,LOC102161784,LOC102165015,LOC110255237,LOC110255887,LOC110258060,LOC110259328,LOC110259958,LONP2,LONRF3,LOX,LOXL1,LOXL4,LPCAT1,LPCAT3,LPIN1,LPIN3,LRRC2,LRRC39,LRRC40,LRRK1,LRRK2,LSS,LTC4S,LVRN,LYN,MACROD1,MAK,MAN1A1,MAN2A1,MAOB,MAP2K2,MAP3K10,MAP3K13,MAP3K14,MAP3K15,MAP3K2,MAP3K20,MAP4K1,MAP4K4,MAPK14,MAPK4,MAPK8IP1,MAPKAPK2,MARCHF2,MARCHF3,MARCHF8,MARS1,MAST3,MAST4,MASTL,MAT2A,MBOAT1,MBOAT2,MBTPS2,MCCC2,MCM2,MCM3,MCM4,MCM5,MCM8,MDH1,MDH2,MDM2,ME1,ME3,MEIOB,MELK,MEST,MET,METAP1,METTL17,METTL25B,MFN2,MFNG,MGAT5,MGLL,MGME1,MIB1,MIB2,MICAL1,MICAL3,MID1,MINPP1,MKNK2,MKRN1,MMAB,MMD,MMP14,MMP16,MMP2,MMP23,MMUT,MOCOS,MOCS1,MOXD1,MPI,MRE11,MRI1,MRM3,MSH2,MSH4,MSH6,MSMO1,MSRB3,MTARC2,MTG1,MTHFD1L,MTHFR,MTM1,MTMR1,MTMR10,MTMR4,MUL1,MUSK,MUTYH,MVK,MX1,MX2,MYH3,MYLK2,MYLK4,MYO9B,N4BP2,NAA10,NAA20,NAA50,NAGK,NAMPT,NAT8,NAV2,NAV3,NAXE,NCEH1,ND4,NDUFA10,NDUFA9,NDUFAF5,NDUFS1,NDUFS2,NDUFS4,NDUFS7,NDUFV1,NEDD4L,NEIL1,NEIL3,NEK1,NEK2,NEK3,NEK4,NEK6,NEURL1,NEURL2,NEURL4,NFS1,NKIRAS1,NLN,NME4,NME6,NMT1,NNT,NOCT,NOS1,NOS3,NOXRED1,NPEPL1,NQO1,NQO2,NRDC,NRK,NSD2,NT5C1A,NT5C3A,NT5DC1,NT5DC2,NT5DC3,NT5E,NT5M,NTAQ1,NTMT1,NTMT2,NTRK3,NUDT12,NUDT13,NUDT15,NUDT2,NUDT5,NYAP1,OAT,OBI1,ODC1,OGDH,OGT,OMA1,OPLAH,ORC1,OTC,OTUB2,OTUD1,OTUD7A,OXCT1,OXNAD1,OXSM,P3H2,P3H3,P4HA3,PAFAH1B2,PAFAH1B3,PAICS,PAK3,PAK4,PAM,PAMR1,PANK3,PANK4,PAPPA2,PARG,PARK7,PARP14,PARP16,PARP3,PARP8,PARP9,PASK,PBK,PBLD,PC,PCBD1,PCBD2,PCCB,PCMT1,PCMTD1,PCSK5,PCSK9,PCYOX1,PCYOX1L,PCYT1B,PDE10A,PDE1C,PDE3A,PDE4B,PDE4D,PDE5A,PDE6A,PDE7B,PDE9A,PDGFRA,PDHA1,PDHB,PDHX,PDIA3,PDIA4,PDIA5,PDIA6,PDK2,PDK4,PDP1,PDPR,PECR,PELI3,PELO,PFKM,PGAM2,PGAP1,PGK1,PGLS,PGM2L1,PGM5,PHEX,PHKA1,PHKG1,PHLPP1,PHOSPHO1,PHYHD1,PIAS3,PIGA,PIGQ,PIK3C2A,PINK1,PIP4K2A,PIP4K2C,PIP4P2,PIR,PJA1,PKDCC,PKM,PLA1A,PLA2G4A,PLAT,PLCB1,PLCD1,PLCD4,PLCE1,PLCG1,PLCG2,PLCL1,PLCL2,PLD1,PLD2,PLK1,PLK3,PLOD1,PLOD2,PLPP3,PLPP7,PLPPR4,PLXNA1,PLXNA2,PLXNA3,PLXNB3,PLXND1,PM20D1,PMM1,PMS2,PNKD,PNMT,PNPLA2,PODN,POGLUT2,POLA1,POLD1,POLG,POLH,POLL,POLR2F,POLR2J,POLR3A,POLR3H,PPAT,PPEF1,PPIF,PPIL3,PPIP5K1,PPIP5K2,PPM1A,PPM1B,PPM1F,PPM1J,PPM1L,PPM1M,PPME1,PPP1CB,PPP2R5A,PPP3CA,PPP3CB,PPP5C,PPP6C,PPTC7,PRCP,PRDM1,PRDM5,PRDX3,PRDX6,PREPL,PRKAB2,PRKAG1,PRKAG3,PRKCD,PRKCH,PRKCI,PRKCQ,PRKCZ,PRKD1,PRKG2,PRMT8,PROCA1,PRPS1,PRSS35,PRSS36,PRSS56,PRTFDC1,PSAP,PSMB6,PSMB8,PSMB9,PSMC1,PSMC2,PSMC3,PSMC5,PSMD14,PTDSS1,PTER,PTGES2,PTGES3,PTGR2,PTK2B,PTK7,PTPMT1,PTPN13,PTPN4,PTPN9,PTPRA,PTPRB,PTPRC,PTPRD,PTPRG,PTPRJ,PTPRK,PTPRN,PTPRS,PTPRZ1,PTRH2,PUSL1,PXDN,PXK,PXYLP1,PYCR2,PYGL,PYGM,QSOX1,RAB10,RAB13,RAB29,RAB34,RAB3A,RAB3D,RAB7A,RAB8B,RABGGTA,RAC2,RAD51,RAD51B,RAF1,RAP2C,RASL11B,RBBP8,RDH11,RDH12,RECQL,REM1,REV3L,REXO2,RFC3,RFC5,RFWD3,RHEB,RHEBL1,RHOBTB1,RHOD,RHOF,RHOU,RIMKLA,RIMKLB,RNASEK,RNASET2,RND2,RNF123,RNF14,RNF144A,RNF144B,RNF149,RNF150,RNF157,RNF165,RNF19B,RNF2,RNF217,RNF38,RNPEPL1,ROCK2,ROR2,ROS1,RPP21,RPS6KA1,RPS6KA3,RPS6KB2,RRAGD,RRAS,SAMHD1,SAR1B,SARDH,SARS1,SCLY,SCRN2,SCRN3,SDHA,SDHB,SDHC,SELENBP1,SELENOI,SELENOO,SENP1,SENP5,SEPTIN1,SEPTIN11,SEPTIN2,SEPTIN3,SEPTIN4,SEPTIN5,SEPTIN6,SEPTIN7,SEPTIN9,SESN1,SESN2,SETD7,SGK1,SGPL1,SGPP1,SGSH,SH3RF2,SHPK,SIK3,SIRT2,SKP2,SLC27A1,SLC27A3,SLC3A2,SMARCA1,SMARCA5,SMARCAD1,SMC2,SMC4,SMC6,SMOX,SMPD1,SMPDL3A,SMPDL3B,SMURF1,SMYD2,SND1,SOAT1,SOD3,SPAG8,SPG7,SPHK1,SPR,SPTLC1,SQLE,SQOR,SRC,SRD5A1,SSH1,SSU72,ST3GAL5,ST6GALNAC2,ST6GALNAC3,STAMBPL1,STEAP3,STEAP4,STK10,STK11,STK17B,STK26,STK3,STT3A,STUB1,STYXL2,SUCLA2,SUCLG1,SUCLG2,SULF1,SULF2,SUMF1,SUPV3L1,SYNJ2,TBCK,TBRG4,TDP1,TDP2,TEK,TESK1,TESK2,TET3,TEX14,TGFBR1,TGFBR2,TIGAR,TIMM50,TINAGL1,TLK1,TM7SF2,TMEM120A,TMPRSS7,TMPRSS9,TMTC2,TMTC3,TMTC4,TMX4,TNS3,TOP2A,TOP2B,TP53I3,TPI1,TPP2,TPST2,TRAF3IP2,TRAIP,TREX1,TRIM36,TRIM55,TRIM59,TRIM63,TRIM72,TRIO,TRMT1L,TRMU,TRPT1,TRUB2,TSSK3,TST,TSTD1,TTC3,TTF2,TTK,TTL,TTLL1,TTLL7,TUBB,TUFM,TWF1,TXNL1,TXNRD1,TYRO3,UBA6,UBA7,UBASH3B,UBE2C,UBE2D4,UBE2Z,UBE3D,UBR2,UBR3,UBR7,UCHL3,UGCG,UGDH,UGGT1,UGGT2,UGP2,UHRF1,ULK1,ULK3,UNC5CL,UNG,UQCRC2,USP1,USP13,USP18,USP19,USP2,USP24,USP25,USP28,USP34,USP53,UST,UXS1,VARS2,VASH1,VASH2,VAT1,VCAM1,VCP,VRK1,VRK3,WDR6,WEE1,WNK3,WRN,WSCD1,WWP1,XYLB,XYLT2,ZDHHC20,ZER1,ZGRF1,ZNFX1,ZRANB3


			GO:MF			small molecule binding			GO:0036094			1.83E-27			600			AARS1,ABCA5,ABCA6,ABCB1,ABCB6,ABCC1,ABCC13,ABCC4,ABCC5,ABCC6,ABCF2,ABCF3,ABL1,ABL2,ACACA,ACAD10,ACADL,ACADM,ACADS,ACADVL,ACBD4,ACCS,ACOT7,ACOX2,ACSL1,ACSS1,ACTC1,ACTR3,ACVR1,ADCY2,ADCY3,ADCY4,ADCY6,AIFM1,AK1,AK3,AK5,AKT2,ALAS1,ALAS2,ALDH18A1,ALPK2,AOX1,APAF1,APOD,ARAF,ARL10,ARL8B,ARL9,ASNS,ASS1,ATAD1,ATAD2,ATL2,ATL3,ATM,ATP10A,ATP10D,ATP11B,ATP1A2,ATP2A1,ATP2A3,ATP2B2,ATP2B3,ATP2B4,ATP5F1A,ATP5F1B,ATP7A,ATP8B2,ATR,AURKB,BAG3,BBS12,BCKDK,BLM,BSG,BUB1,BUB1B,BVES,CACHD1,CAMK2A,CAMK2G,CAMKK2,CAMKV,CARNS1,CARS1,CASK,CAT,CBR3,CCT6A,CDC42BPG,CDK1,CDK14,CDK17,CDK20,CENPE,CHD1L,CHD3,CHD6,CHEK1,CHST15,CHTF18,CIT,CKMT2,CLCN4,CLCN5,CLK3,CLPX,COQ6,COQ8A,CPLANE2,CPS1,CRABP1,CRABP2,CRY2,CRYL1,CRYM,CSNK1G3,CUBN,CYP2F1,CYP2R1,DAPK1,DAPK2,DCAKD,DCLK3,DCTPP1,DDO,DDR2,DDX1,DDX23,DDX3X,DDX50,DDX58,DECR1,DHCR24,DHX16,DHX58,DLD,DNAH10,DNAJA2,DNAJA3,DNM1,DNMT1,DXO,DYRK1B,EEF1A1,EGLN1,EHD4,EIF4A2,EIF4G1,ENG,ENTPD5,ENTPD6,ENTPD7,EPHA3,EPHA4,EPHA7,EPHB2,EPHB3,EPHB4,ERBB2,ERBB3,ERCC6L,ERO1A,ETFA,FANCM,FARSA,FER,FES,FGFR1,FGFR4,FIGNL1,FLAD1,FLT1,FMO1,FMO2,FOXRED2,FYN,GAPDH,GARS1,GART,GATB,GBP1,GCDH,GCLC,GK,GLUL,GMDS,GNAI1,GNAI3,GOT1,GPD1,GPR143,GPT2,GRAMD1C,GRHPR,GRIN3A,GRK2,GRM7,GSPT2,GSR,GUCY1A1,GUK1,HADH,HADHA,HAO2,HBB,HBS1L,HELLS,HIBADH,HIPK4,HK1,HK2,HLTF,HMGCR,HSD11B1,HSPA13,HSPA5,HSPA9,HUNK,IDE,IDH2,IDH3B,IDH3G,IFI44,IFI44L,IFIH1,IFT27,IMPDH1,INSR,IRAK1,IRAK2,ITM2C,ITPR3,KDM1A,KDR,KIF11,KIF12,KIF14,KIF15,KIF18A,KIF18B,KIF1A,KIF1C,KIF20A,KIF20B,KIF21B,KIF22,KIF23,KIF24,KIF26B,KIF27,KIF2A,KIF2C,KIF3A,KIF3B,KIF4A,KIF5C,KIFC1,KIT,KLHL12,KYAT1,KYAT3,LCK,LCN2,LDB3,LDHD,LIG1,LIMK1,LMTK2,LOC100155138,LOC100158003,LOC100510930,LOC100520512,LOC100625134,LOC100736765,LOC102161784,LOC110255887,LOC110258060,LOC110259958,LONP2,LOX,LRRK1,LRRK2,LYN,MAK,MAOB,MAP2K2,MAP3K10,MAP3K13,MAP3K14,MAP3K15,MAP3K2,MAP3K20,MAP4K1,MAP4K4,MAPK14,MAPK4,MAPKAPK2,MARS1,MAST3,MAST4,MASTL,MAT2A,MBD2,MBD3,MCM2,MCM3,MCM4,MCM5,MCM8,ME1,ME3,MELK,MET,MFN2,MICAL1,MICAL3,MKKS,MKNK2,MMAB,MMUT,MOCOS,MOCS1,MRC1,MSH2,MSH4,MSH6,MTARC2,MTG1,MTHFD1L,MTHFR,MUSK,MVK,MX1,MX2,MYH11,MYH13,MYH14,MYH15,MYH2,MYH3,MYLK2,MYLK4,MYO10,MYO16,MYO18B,MYO1B,MYO7A,MYO9A,MYO9B,N4BP2,NAV2,NAV3,NAXE,NDUFS2,NDUFV1,NEK1,NEK2,NEK3,NEK4,NEK6,NFS1,NKIRAS1,NME4,NME6,NNT,NOS1,NOS3,NPC1,NQO2,NRK,NT5C1A,NT5C3A,NT5E,NTRK3,NUDT2,OAT,OGDH,ORC1,OSBPL10,OSBPL8,OTC,P2RX5,P2RY1,P3H2,P3H3,P4HA3,PAICS,PAK3,PAK4,PAM,PANK3,PANK4,PARK7,PASK,PBK,PC,PCYOX1,PDE10A,PDE4B,PDE4D,PDGFRA,PDK2,PDK4,PFKM,PGK1,PHKG1,PIK3C2A,PINK1,PIP4K2A,PIP4K2C,PKDCC,PKM,PLCL1,PLCL2,PLK1,PLK3,PLOD1,PLOD2,PLXNA1,PLXNA2,PLXNA3,PLXNB3,PLXND1,PMS2,POLA1,POLD1,POPDC2,POPDC3,PPIP5K1,PPIP5K2,PPP1R1B,PPP5C,PRKAG1,PRKAG3,PRKAR1A,PRKAR1B,PRKAR2A,PRKCD,PRKCH,PRKCI,PRKCQ,PRKCZ,PRKD1,PRKG2,PROM1,PRPS1,PRTFDC1,PSMC1,PSMC2,PSMC3,PSMC5,PTK2B,PTK7,PXK,PYGL,PYGM,QSOX1,RAB10,RAB13,RAB29,RAB34,RAB3A,RAB3D,RAB7A,RAB8B,RABL6,RAC2,RAD51,RAD51B,RAF1,RAP2C,RASL11B,RBP1,RECQL,REM1,REV3L,RFC5,RHEB,RHEBL1,RHOBTB1,RHOD,RHOF,RHOU,RIMKLA,RIMKLB,RND2,ROCK2,ROR2,ROS1,RP2,RPS6KA1,RPS6KA3,RPS6KB2,RRAGD,RRAS,RYR2,SAMHD1,SAR1B,SARS1,SDHA,SELENOO,SEPTIN1,SEPTIN11,SEPTIN2,SEPTIN3,SEPTIN4,SEPTIN5,SEPTIN6,SEPTIN7,SEPTIN9,SESN1,SESN2,SGK1,SGPL1,SIDT1,SIK3,SIRT2,SLC1A3,SMARCA1,SMARCA5,SMARCAD1,SMC2,SMC4,SOAT1,SPG7,SPHK1,SPTLC1,SQLE,SQOR,SRC,STARD5,STEAP4,STING1,STK10,STK11,STK17B,STK26,STK3,STT3A,SUCLA2,SUCLG1,SUCLG2,SUPV3L1,SWAP70,SYN1,TAP1,TAP2,TBCK,TDRD12,TEK,TESK1,TESK2,TET3,TEX14,TGFBR1,TGFBR2,TLK1,TOP2A,TOP2B,TP53I3,TREX1,TRIO,TRPC1,TSPO,TSSK3,TTF2,TTK,TUBA1B,TUBA4A,TUBB,TUBE1,TUFM,TWF1,TWF2,TXNRD1,TYRO3,UBA6,UBE2C,UBE2D4,UBR2,UGDH,UHRF1,ULK1,ULK3,UXS1,VARS2,VCP,VDAC2,VDAC3,VRK1,VRK3,WDR6,WDR77,WEE1,WNK3,WRN,XYLB,ZRANB3


			GO:MF			anion binding			GO:0043168			3.05E-27			579			AARS1,ABCA5,ABCA6,ABCB1,ABCB6,ABCC1,ABCC13,ABCC4,ABCC5,ABCC6,ABCF2,ABCF3,ABL1,ABL2,ACACA,ACAD10,ACADL,ACADM,ACADS,ACADVL,ACCS,ACE,ACOX2,ACSL1,ACSS1,ACTC1,ACTN2,ACTR3,ACVR1,ADCY2,ADCY3,ADCY4,ADCY6,AIFM1,AK1,AK3,AK5,AKT2,ALAS1,ALAS2,ALDH18A1,ALPK2,ANXA2,AOX1,APAF1,ARAF,ARL10,ARL8B,ARL9,ASNS,ASS1,ATAD1,ATAD2,ATL2,ATL3,ATM,ATP10A,ATP10D,ATP11B,ATP1A2,ATP2A1,ATP2A3,ATP2B2,ATP2B3,ATP2B4,ATP5F1A,ATP5F1B,ATP7A,ATP8B2,ATR,AURKB,AVIL,BBS12,BCKDK,BLM,BUB1,BUB1B,BVES,CACHD1,CAMK2A,CAMK2G,CAMKK2,CAMKV,CARNS1,CARS1,CASK,CBR3,CCT6A,CDC42BPG,CDK1,CDK14,CDK17,CDK20,CENPE,CHD1L,CHD3,CHD6,CHEK1,CHST15,CHTF18,CIT,CKMT2,CLCN4,CLCN5,CLK3,CLN6,CLPX,COQ6,COQ8A,CPLANE2,CPS1,CRABP1,CRABP2,CRY2,CRYL1,CSNK1G3,DAPK1,DAPK2,DCAKD,DCLK3,DDO,DDR2,DDX1,DDX23,DDX3X,DDX50,DDX58,DECR1,DHCR24,DHX16,DHX58,DLD,DNAH10,DNAJA2,DNAJA3,DNM1,DYRK1B,EEF1A1,EGLN1,EHD4,EIF4A2,EIF4G1,ENTPD5,ENTPD6,ENTPD7,EPDR1,EPHA3,EPHA4,EPHA7,EPHB2,EPHB3,EPHB4,ERBB2,ERBB3,ERCC6L,ERO1A,ETFA,FABP5,FABP7,FANCM,FARSA,FCHSD2,FER,FES,FGFR1,FGFR4,FIGNL1,FLAD1,FLT1,FMO1,FMO2,FOXRED2,FRMPD4,FUNDC2,FYN,GARS1,GART,GATB,GBP1,GCDH,GCLC,GK,GLUL,GMDS,GNAI1,GNAI3,GOT1,GPR143,GPT2,GRAMD2A,GRHPR,GRIN3A,GRK2,GRM7,GSDME,GSPT2,GSR,GSTM3,GUCY1A1,GUK1,HADH,HADHA,HAO2,HBS1L,HELLS,HIP1,HIPK4,HK1,HK2,HLTF,HMGCR,HSPA13,HSPA5,HSPA9,HUNK,IDE,IFI44,IFI44L,IFIH1,IFT27,INSR,IQGAP2,IRAK1,IRAK2,ITM2C,ITPR3,KDM1A,KDR,KIF11,KIF12,KIF14,KIF15,KIF18A,KIF18B,KIF1A,KIF1C,KIF20A,KIF20B,KIF21B,KIF22,KIF23,KIF24,KIF26B,KIF27,KIF2A,KIF2C,KIF3A,KIF3B,KIF4A,KIF5C,KIFC1,KIT,KLHL12,KLHL17,KYAT1,KYAT3,LANCL1,LCK,LCN2,LDHD,LIG1,LIMK1,LMTK2,LOC100155138,LOC100158003,LOC100510930,LOC100513863,LOC100520512,LOC100625134,LOC100627175,LOC100736765,LOC102161784,LOC110255887,LOC110258060,LONP2,LPAR4,LRRK1,LRRK2,LYN,MAK,MAOB,MAP2K2,MAP3K10,MAP3K13,MAP3K14,MAP3K15,MAP3K2,MAP3K20,MAP4K1,MAP4K4,MAPK14,MAPK4,MAPKAPK2,MARS1,MAST3,MAST4,MASTL,MAT2A,MCM2,MCM3,MCM4,MCM5,MCM8,ME3,MELK,MET,MFN2,MICAL1,MICAL3,MKKS,MKNK2,MMAB,MOCOS,MOCS1,MSH2,MSH4,MSH6,MTARC2,MTG1,MTHFD1L,MTHFR,MUSK,MVK,MX1,MX2,MYH11,MYH13,MYH14,MYH15,MYH2,MYH3,MYLK2,MYLK4,MYO10,MYO16,MYO18B,MYO1B,MYO7A,MYO9A,MYO9B,N4BP2,NAV2,NAV3,NCEH1,NDUFV1,NEK1,NEK2,NEK3,NEK4,NEK6,NFS1,NKIRAS1,NME4,NME6,NOS1,NOS3,NQO2,NRK,NTRK3,OAT,OGDH,OGT,ORC1,P2RX5,P2RY1,P3H2,P3H3,P4HA3,PAICS,PAK3,PAK4,PAM,PANK3,PANK4,PARP9,PASK,PBK,PC,PCYOX1,PDE10A,PDE4B,PDE4D,PDGFRA,PDK2,PDK4,PFKM,PGK1,PHKG1,PIK3C2A,PINK1,PIP4K2A,PIP4K2C,PKDCC,PKM,PLA2G4A,PLCB1,PLCD1,PLCL1,PLCL2,PLEKHA4,PLEKHA5,PLEKHA8,PLK1,PLK3,PLOD1,PLOD2,PLTP,PLXNA1,PLXNA2,PLXNA3,PLXNB3,PLXND1,PMS2,POPDC2,POPDC3,PPIP5K1,PPIP5K2,PPP5C,PRKAG1,PRKAG3,PRKAR1A,PRKAR1B,PRKAR2A,PRKCD,PRKCH,PRKCI,PRKCQ,PRKCZ,PRKD1,PRKG2,PRPS1,PSAP,PSMC1,PSMC2,PSMC3,PSMC5,PTK2B,PTK7,PXK,PYGL,PYGM,QSOX1,RAB10,RAB13,RAB29,RAB34,RAB3A,RAB3D,RAB7A,RAB8B,RABL6,RAC2,RACGAP1,RAD51,RAD51B,RAF1,RAP2C,RASL11B,RBP1,RECQL,REM1,RFC5,RHEB,RHEBL1,RHOBTB1,RHOD,RHOF,RHOU,RIMKLA,RIMKLB,RND2,ROCK2,ROR2,ROS1,RP2,RPS6KA1,RPS6KA3,RPS6KB2,RRAGD,RRAS,RYR2,SAMHD1,SAR1B,SARS1,SDHA,SELENOO,SEPTIN1,SEPTIN11,SEPTIN2,SEPTIN3,SEPTIN4,SEPTIN5,SEPTIN6,SEPTIN7,SEPTIN9,SGK1,SGPL1,SH3PXD2A,SIK3,SIRT2,SLC1A3,SMARCA1,SMARCA5,SMARCAD1,SMC2,SMC4,SNAP91,SPG7,SPHK1,SPTLC1,SQLE,SQOR,SRC,STARD5,STEAP4,STING1,STK10,STK11,STK17B,STK26,STK3,STT3A,STXBP6,SUCLA2,SUCLG2,SUPV3L1,SVIL,SWAP70,SYN1,SYT9,SYTL2,TAP1,TAP2,TBCK,TDRD12,TEK,TESK1,TESK2,TEX14,TGFBR1,TGFBR2,TLK1,TLN2,TOP2A,TOP2B,TP53I3,TPCN2,TRIO,TRPC1,TSSK3,TTF2,TTK,TUBA1B,TUBA4A,TUBB,TUBE1,TUFM,TWF1,TWF2,TXNRD1,TYRO3,UBA6,UBE2C,UBE2D4,ULK1,ULK3,UXS1,VARS2,VCP,VRK1,VRK3,WDR45,WDR6,WEE1,WIPI1,WNK3,WRN,XYLB,ZRANB3


			GO:MF			nucleotide binding			GO:0000166			1.08E-26			537			AARS1,ABCA5,ABCA6,ABCB1,ABCB6,ABCC1,ABCC13,ABCC4,ABCC5,ABCC6,ABCF2,ABCF3,ABL1,ABL2,ACACA,ACAD10,ACADL,ACADM,ACADS,ACADVL,ACBD4,ACOT7,ACOX2,ACSL1,ACSS1,ACTC1,ACTR3,ACVR1,ADCY2,ADCY3,ADCY4,ADCY6,AIFM1,AK1,AK3,AK5,AKT2,ALDH18A1,ALPK2,AOX1,APAF1,ARAF,ARL10,ARL8B,ARL9,ASNS,ASS1,ATAD1,ATAD2,ATL2,ATL3,ATM,ATP10A,ATP10D,ATP11B,ATP1A2,ATP2A1,ATP2A3,ATP2B2,ATP2B3,ATP2B4,ATP5F1A,ATP5F1B,ATP7A,ATP8B2,ATR,AURKB,BAG3,BBS12,BCKDK,BLM,BUB1,BUB1B,BVES,CACHD1,CAMK2A,CAMK2G,CAMKK2,CAMKV,CARNS1,CARS1,CASK,CAT,CBR3,CCT6A,CDC42BPG,CDK1,CDK14,CDK17,CDK20,CENPE,CHD1L,CHD3,CHD6,CHEK1,CHST15,CHTF18,CIT,CKMT2,CLCN4,CLCN5,CLK3,CLPX,COQ6,COQ8A,CPLANE2,CPS1,CRY2,CRYL1,CRYM,CSNK1G3,DAPK1,DAPK2,DCAKD,DCLK3,DCTPP1,DDO,DDR2,DDX1,DDX23,DDX3X,DDX50,DDX58,DECR1,DHCR24,DHX16,DHX58,DLD,DNAH10,DNAJA2,DNAJA3,DNM1,DNMT1,DXO,DYRK1B,EEF1A1,EHD4,EIF4A2,EIF4G1,ENTPD5,ENTPD6,ENTPD7,EPHA3,EPHA4,EPHA7,EPHB2,EPHB3,EPHB4,ERBB2,ERBB3,ERCC6L,ERO1A,ETFA,FANCM,FARSA,FER,FES,FGFR1,FGFR4,FIGNL1,FLAD1,FLT1,FMO1,FMO2,FOXRED2,FYN,GAPDH,GARS1,GART,GATB,GBP1,GCDH,GCLC,GK,GLUL,GMDS,GNAI1,GNAI3,GPD1,GRHPR,GRK2,GSPT2,GSR,GUCY1A1,GUK1,HADH,HADHA,HAO2,HBS1L,HELLS,HIBADH,HIPK4,HK1,HK2,HLTF,HMGCR,HSD11B1,HSPA13,HSPA5,HSPA9,HUNK,IDE,IDH2,IDH3B,IDH3G,IFI44,IFI44L,IFIH1,IFT27,IMPDH1,INSR,IRAK1,IRAK2,ITM2C,KDM1A,KDR,KIF11,KIF12,KIF14,KIF15,KIF18A,KIF18B,KIF1A,KIF1C,KIF20A,KIF20B,KIF21B,KIF22,KIF23,KIF24,KIF26B,KIF27,KIF2A,KIF2C,KIF3A,KIF3B,KIF4A,KIF5C,KIFC1,KIT,KLHL12,LCK,LDHD,LIG1,LIMK1,LMTK2,LOC100155138,LOC100158003,LOC100510930,LOC100520512,LOC100625134,LOC100736765,LOC102161784,LOC110255887,LOC110258060,LONP2,LRRK1,LRRK2,LYN,MAK,MAOB,MAP2K2,MAP3K10,MAP3K13,MAP3K14,MAP3K15,MAP3K2,MAP3K20,MAP4K1,MAP4K4,MAPK14,MAPK4,MAPKAPK2,MARS1,MAST3,MAST4,MASTL,MAT2A,MBD2,MBD3,MCM2,MCM3,MCM4,MCM5,MCM8,ME1,ME3,MELK,MET,MFN2,MICAL1,MICAL3,MKKS,MKNK2,MMAB,MOCS1,MSH2,MSH4,MSH6,MTG1,MTHFD1L,MTHFR,MUSK,MVK,MX1,MX2,MYH11,MYH13,MYH14,MYH15,MYH2,MYH3,MYLK2,MYLK4,MYO10,MYO16,MYO18B,MYO1B,MYO7A,MYO9A,MYO9B,N4BP2,NAV2,NAV3,NAXE,NDUFS2,NDUFV1,NEK1,NEK2,NEK3,NEK4,NEK6,NKIRAS1,NME4,NME6,NNT,NOS1,NOS3,NQO2,NRK,NT5C1A,NT5C3A,NT5E,NTRK3,NUDT2,ORC1,P2RX5,P2RY1,PAICS,PAK3,PAK4,PANK3,PANK4,PASK,PBK,PC,PCYOX1,PDE10A,PDE4B,PDE4D,PDGFRA,PDK2,PDK4,PFKM,PGK1,PHKG1,PIK3C2A,PINK1,PIP4K2A,PIP4K2C,PKDCC,PKM,PLK1,PLK3,PLXNA1,PLXNA2,PLXNA3,PLXNB3,PLXND1,PMS2,POLA1,POLD1,POPDC2,POPDC3,PPIP5K1,PPIP5K2,PPP5C,PRKAG1,PRKAG3,PRKAR1A,PRKAR1B,PRKAR2A,PRKCD,PRKCH,PRKCI,PRKCQ,PRKCZ,PRKD1,PRKG2,PRPS1,PRTFDC1,PSMC1,PSMC2,PSMC3,PSMC5,PTK2B,PTK7,PXK,PYGL,QSOX1,RAB10,RAB13,RAB29,RAB34,RAB3A,RAB3D,RAB7A,RAB8B,RABL6,RAC2,RAD51,RAD51B,RAF1,RAP2C,RASL11B,RECQL,REM1,REV3L,RFC5,RHEB,RHEBL1,RHOBTB1,RHOD,RHOF,RHOU,RIMKLA,RIMKLB,RND2,ROCK2,ROR2,ROS1,RP2,RPS6KA1,RPS6KA3,RPS6KB2,RRAGD,RRAS,SAMHD1,SAR1B,SARS1,SDHA,SELENOO,SEPTIN1,SEPTIN11,SEPTIN2,SEPTIN3,SEPTIN4,SEPTIN5,SEPTIN6,SEPTIN7,SEPTIN9,SGK1,SIK3,SIRT2,SMARCA1,SMARCA5,SMARCAD1,SMC2,SMC4,SOAT1,SPG7,SPHK1,SQLE,SQOR,SRC,STEAP4,STING1,STK10,STK11,STK17B,STK26,STK3,STT3A,SUCLA2,SUCLG1,SUCLG2,SUPV3L1,SWAP70,SYN1,TAP1,TAP2,TBCK,TDRD12,TEK,TESK1,TESK2,TET3,TEX14,TGFBR1,TGFBR2,TLK1,TOP2A,TOP2B,TP53I3,TREX1,TRIO,TSSK3,TTF2,TTK,TUBA1B,TUBA4A,TUBB,TUBE1,TUFM,TWF1,TWF2,TXNRD1,TYRO3,UBA6,UBE2C,UBE2D4,UGDH,UHRF1,ULK1,ULK3,UXS1,VARS2,VCP,VDAC3,VRK1,VRK3,WDR77,WEE1,WNK3,WRN,XYLB,ZRANB3


			GO:MF			nucleoside phosphate binding			GO:1901265			1.08E-26			537			AARS1,ABCA5,ABCA6,ABCB1,ABCB6,ABCC1,ABCC13,ABCC4,ABCC5,ABCC6,ABCF2,ABCF3,ABL1,ABL2,ACACA,ACAD10,ACADL,ACADM,ACADS,ACADVL,ACBD4,ACOT7,ACOX2,ACSL1,ACSS1,ACTC1,ACTR3,ACVR1,ADCY2,ADCY3,ADCY4,ADCY6,AIFM1,AK1,AK3,AK5,AKT2,ALDH18A1,ALPK2,AOX1,APAF1,ARAF,ARL10,ARL8B,ARL9,ASNS,ASS1,ATAD1,ATAD2,ATL2,ATL3,ATM,ATP10A,ATP10D,ATP11B,ATP1A2,ATP2A1,ATP2A3,ATP2B2,ATP2B3,ATP2B4,ATP5F1A,ATP5F1B,ATP7A,ATP8B2,ATR,AURKB,BAG3,BBS12,BCKDK,BLM,BUB1,BUB1B,BVES,CACHD1,CAMK2A,CAMK2G,CAMKK2,CAMKV,CARNS1,CARS1,CASK,CAT,CBR3,CCT6A,CDC42BPG,CDK1,CDK14,CDK17,CDK20,CENPE,CHD1L,CHD3,CHD6,CHEK1,CHST15,CHTF18,CIT,CKMT2,CLCN4,CLCN5,CLK3,CLPX,COQ6,COQ8A,CPLANE2,CPS1,CRY2,CRYL1,CRYM,CSNK1G3,DAPK1,DAPK2,DCAKD,DCLK3,DCTPP1,DDO,DDR2,DDX1,DDX23,DDX3X,DDX50,DDX58,DECR1,DHCR24,DHX16,DHX58,DLD,DNAH10,DNAJA2,DNAJA3,DNM1,DNMT1,DXO,DYRK1B,EEF1A1,EHD4,EIF4A2,EIF4G1,ENTPD5,ENTPD6,ENTPD7,EPHA3,EPHA4,EPHA7,EPHB2,EPHB3,EPHB4,ERBB2,ERBB3,ERCC6L,ERO1A,ETFA,FANCM,FARSA,FER,FES,FGFR1,FGFR4,FIGNL1,FLAD1,FLT1,FMO1,FMO2,FOXRED2,FYN,GAPDH,GARS1,GART,GATB,GBP1,GCDH,GCLC,GK,GLUL,GMDS,GNAI1,GNAI3,GPD1,GRHPR,GRK2,GSPT2,GSR,GUCY1A1,GUK1,HADH,HADHA,HAO2,HBS1L,HELLS,HIBADH,HIPK4,HK1,HK2,HLTF,HMGCR,HSD11B1,HSPA13,HSPA5,HSPA9,HUNK,IDE,IDH2,IDH3B,IDH3G,IFI44,IFI44L,IFIH1,IFT27,IMPDH1,INSR,IRAK1,IRAK2,ITM2C,KDM1A,KDR,KIF11,KIF12,KIF14,KIF15,KIF18A,KIF18B,KIF1A,KIF1C,KIF20A,KIF20B,KIF21B,KIF22,KIF23,KIF24,KIF26B,KIF27,KIF2A,KIF2C,KIF3A,KIF3B,KIF4A,KIF5C,KIFC1,KIT,KLHL12,LCK,LDHD,LIG1,LIMK1,LMTK2,LOC100155138,LOC100158003,LOC100510930,LOC100520512,LOC100625134,LOC100736765,LOC102161784,LOC110255887,LOC110258060,LONP2,LRRK1,LRRK2,LYN,MAK,MAOB,MAP2K2,MAP3K10,MAP3K13,MAP3K14,MAP3K15,MAP3K2,MAP3K20,MAP4K1,MAP4K4,MAPK14,MAPK4,MAPKAPK2,MARS1,MAST3,MAST4,MASTL,MAT2A,MBD2,MBD3,MCM2,MCM3,MCM4,MCM5,MCM8,ME1,ME3,MELK,MET,MFN2,MICAL1,MICAL3,MKKS,MKNK2,MMAB,MOCS1,MSH2,MSH4,MSH6,MTG1,MTHFD1L,MTHFR,MUSK,MVK,MX1,MX2,MYH11,MYH13,MYH14,MYH15,MYH2,MYH3,MYLK2,MYLK4,MYO10,MYO16,MYO18B,MYO1B,MYO7A,MYO9A,MYO9B,N4BP2,NAV2,NAV3,NAXE,NDUFS2,NDUFV1,NEK1,NEK2,NEK3,NEK4,NEK6,NKIRAS1,NME4,NME6,NNT,NOS1,NOS3,NQO2,NRK,NT5C1A,NT5C3A,NT5E,NTRK3,NUDT2,ORC1,P2RX5,P2RY1,PAICS,PAK3,PAK4,PANK3,PANK4,PASK,PBK,PC,PCYOX1,PDE10A,PDE4B,PDE4D,PDGFRA,PDK2,PDK4,PFKM,PGK1,PHKG1,PIK3C2A,PINK1,PIP4K2A,PIP4K2C,PKDCC,PKM,PLK1,PLK3,PLXNA1,PLXNA2,PLXNA3,PLXNB3,PLXND1,PMS2,POLA1,POLD1,POPDC2,POPDC3,PPIP5K1,PPIP5K2,PPP5C,PRKAG1,PRKAG3,PRKAR1A,PRKAR1B,PRKAR2A,PRKCD,PRKCH,PRKCI,PRKCQ,PRKCZ,PRKD1,PRKG2,PRPS1,PRTFDC1,PSMC1,PSMC2,PSMC3,PSMC5,PTK2B,PTK7,PXK,PYGL,QSOX1,RAB10,RAB13,RAB29,RAB34,RAB3A,RAB3D,RAB7A,RAB8B,RABL6,RAC2,RAD51,RAD51B,RAF1,RAP2C,RASL11B,RECQL,REM1,REV3L,RFC5,RHEB,RHEBL1,RHOBTB1,RHOD,RHOF,RHOU,RIMKLA,RIMKLB,RND2,ROCK2,ROR2,ROS1,RP2,RPS6KA1,RPS6KA3,RPS6KB2,RRAGD,RRAS,SAMHD1,SAR1B,SARS1,SDHA,SELENOO,SEPTIN1,SEPTIN11,SEPTIN2,SEPTIN3,SEPTIN4,SEPTIN5,SEPTIN6,SEPTIN7,SEPTIN9,SGK1,SIK3,SIRT2,SMARCA1,SMARCA5,SMARCAD1,SMC2,SMC4,SOAT1,SPG7,SPHK1,SQLE,SQOR,SRC,STEAP4,STING1,STK10,STK11,STK17B,STK26,STK3,STT3A,SUCLA2,SUCLG1,SUCLG2,SUPV3L1,SWAP70,SYN1,TAP1,TAP2,TBCK,TDRD12,TEK,TESK1,TESK2,TET3,TEX14,TGFBR1,TGFBR2,TLK1,TOP2A,TOP2B,TP53I3,TREX1,TRIO,TSSK3,TTF2,TTK,TUBA1B,TUBA4A,TUBB,TUBE1,TUFM,TWF1,TWF2,TXNRD1,TYRO3,UBA6,UBE2C,UBE2D4,UGDH,UHRF1,ULK1,ULK3,UXS1,VARS2,VCP,VDAC3,VRK1,VRK3,WDR77,WEE1,WNK3,WRN,XYLB,ZRANB3


			GO:MF			cytoskeletal protein binding			GO:0008092			1.30E-26			282			ABL1,ABLIM2,ABLIM3,ACTC1,ACTN2,ACTR3,ACTR3B,AJUBA,ALDOC,ANK1,ANK3,ANKRD1,ANKRD23,ANLN,ANTXR1,ANXA2,APC2,APOE,ARHGEF10,ARHGEF2,ARL8B,ARPC5,ATF5,AVIL,BCAS3,BIN1,BRCA2,CACNA1D,CALM1,CAPG,CAPN3,CAPN6,CAPZA1,CAPZA2,CCDC141,CCDC88A,CCDC88C,CDK5R1,CENPE,CENPF,CENPJ,CETN3,CFL1,CKAP5,CLIP1,CLIP3,CLIP4,CLSTN2,CLSTN3,CLU,CNN1,CNN3,CORO1B,CORO1C,CORO2A,CORO2B,CORO6,CRMP1,CROCC,CSRP2,CTNNA1,CTNNAL1,DAAM1,DCX,DDX3X,DES,DIAPH1,DIAPH2,DIAPH3,DIP2B,DLG5,DLGAP5,DNM1,DPYSL5,DST,DSTN,DUSP3,EFHC1,EML4,EML6,ENC1,EPB41L1,EPB41L2,EPB41L3,EPS8,EPS8L2,EZR,FAM83D,FES,FHL3,FHOD3,FLNB,FLNC,FMNL1,FMNL2,FMNL3,FSCN1,FYN,GAS2L3,GBP1,GJA1,GMFB,HCLS1,HIP1,HOMER2,HOOK2,IFT88,IQGAP2,IQGAP3,ITGB1,KCNC1,KCTD6,KIF11,KIF12,KIF14,KIF15,KIF18A,KIF18B,KIF1A,KIF1C,KIF20A,KIF20B,KIF21B,KIF22,KIF23,KIF24,KIF26B,KIF27,KIF2A,KIF2C,KIF3A,KIF3B,KIF4A,KIF5C,KIFC1,KIRREL1,KLC2,KTN1,LMOD2,LMTK2,LOC100513346,LOC100523684,LOC100736765,LOC110255887,LRRK2,MAP1A,MAP1B,MAP1LC3A,MAP1LC3B,MAP1S,MAP2,MAP4,MAP6,MAPK8IP1,MAPRE1,MAPRE2,MAPT,MICAL1,MICAL3,MID1,MX1,MX2,MYBPC3,MYH11,MYH13,MYH14,MYH15,MYH2,MYH3,MYL4,MYLK2,MYO10,MYO16,MYO18B,MYO1B,MYO7A,MYO9A,MYO9B,MYOM2,MYOZ1,MYPN,NAV3,NCALD,NEB,NEK6,NEXN,NIN,NOS3,NRAP,NRCAM,OPHN1,PACSIN3,PARVA,PARVB,PDCD5,PDE4B,PDLIM2,PDLIM5,PFN1,PHACTR3,PKD2,PLEKHG3,PLEKHH2,PLEKHM2,PLK1,PLS3,PPP1R9A,PROM1,PTPN4,PTPRC,PTPRD,PTPRN,PXK,RAB10,RAB29,RAB3A,RAB3D,RACGAP1,RAI14,RCC2,RCSD1,REEP1,REEP4,RGS14,RMDN1,S100A6,SBDS,SCN5A,SHROOM2,SHROOM3,SHTN1,SKA1,SMAD2,SMTNL2,SPAG5,SPAG8,SPEF1,SPTAN1,SPTB,SSH1,STMN2,STXBP5,SVIL,SYBU,SYN1,SYNE3,SYNPO2,SYNPO2L,TCAP,TLN2,TMEM201,TMEM67,TMOD4,TMSB10,TMSB15A,TMSB15B,TNNC2,TNNT2,TPM1,TPM2,TPM4,TPX2,TRAF3IP1,TRAK1,TRIM36,TRIM63,TTLL1,TTLL7,TUBGCP4,TUBGCP6,TWF1,TWF2,USH1C,UTRN,VAPB,VASH1,VASH2,WASF1,WASF2,WHAMM,WIPF1,XIRP2


			GO:MF			adenyl nucleotide binding			GO:0030554			1.22E-23			420			AARS1,ABCA5,ABCA6,ABCB1,ABCB6,ABCC1,ABCC13,ABCC4,ABCC5,ABCC6,ABCF2,ABCF3,ABL1,ABL2,ACACA,ACADVL,ACBD4,ACOT7,ACSL1,ACSS1,ACTC1,ACTR3,ACVR1,ADCY2,ADCY3,ADCY4,ADCY6,AK1,AK3,AK5,AKT2,ALDH18A1,ALPK2,AOX1,APAF1,ARAF,ASNS,ASS1,ATAD1,ATAD2,ATM,ATP10A,ATP10D,ATP11B,ATP1A2,ATP2A1,ATP2A3,ATP2B2,ATP2B3,ATP2B4,ATP5F1A,ATP5F1B,ATP7A,ATP8B2,ATR,AURKB,BAG3,BBS12,BCKDK,BLM,BUB1,BUB1B,BVES,CACHD1,CAMK2A,CAMK2G,CAMKK2,CAMKV,CARNS1,CARS1,CASK,CAT,CBR3,CCT6A,CDC42BPG,CDK1,CDK14,CDK17,CDK20,CENPE,CHD1L,CHD3,CHD6,CHEK1,CHST15,CHTF18,CIT,CKMT2,CLCN4,CLCN5,CLK3,CLPX,COQ8A,CPS1,CRYL1,CRYM,CSNK1G3,DAPK1,DAPK2,DCAKD,DCLK3,DDR2,DDX1,DDX23,DDX3X,DDX50,DDX58,DECR1,DHX16,DHX58,DNAH10,DNAJA2,DNAJA3,DYRK1B,EHD4,EIF4A2,EIF4G1,ENTPD5,ENTPD6,ENTPD7,EPHA3,EPHA4,EPHA7,EPHB2,EPHB3,EPHB4,ERBB2,ERBB3,ERCC6L,FANCM,FARSA,FER,FES,FGFR1,FGFR4,FIGNL1,FLAD1,FLT1,FMO1,FMO2,FYN,GAPDH,GARS1,GART,GATB,GCLC,GK,GLUL,GMDS,GPD1,GRHPR,GRK2,GSR,GUK1,HADH,HADHA,HELLS,HIBADH,HIPK4,HK1,HK2,HLTF,HMGCR,HSD11B1,HSPA13,HSPA5,HSPA9,HUNK,IDE,IDH2,IDH3B,IDH3G,IFIH1,INSR,IRAK1,IRAK2,ITM2C,KDR,KIF11,KIF12,KIF14,KIF15,KIF18A,KIF18B,KIF1A,KIF1C,KIF20A,KIF20B,KIF21B,KIF22,KIF23,KIF24,KIF26B,KIF27,KIF2A,KIF2C,KIF3A,KIF3B,KIF4A,KIF5C,KIFC1,KIT,LCK,LIG1,LIMK1,LMTK2,LOC100520512,LOC100625134,LOC100736765,LOC110255887,LOC110258060,LONP2,LRRK1,LRRK2,LYN,MAK,MAP2K2,MAP3K10,MAP3K13,MAP3K14,MAP3K15,MAP3K2,MAP3K20,MAP4K1,MAP4K4,MAPK14,MAPK4,MAPKAPK2,MARS1,MAST3,MAST4,MASTL,MAT2A,MCM2,MCM3,MCM4,MCM5,MCM8,ME1,ME3,MELK,MET,MKKS,MKNK2,MMAB,MSH2,MSH4,MSH6,MTHFD1L,MUSK,MVK,MYH11,MYH13,MYH14,MYH15,MYH2,MYH3,MYLK2,MYLK4,MYO10,MYO16,MYO18B,MYO1B,MYO7A,MYO9A,MYO9B,N4BP2,NAV2,NAV3,NDUFS2,NDUFV1,NEK1,NEK2,NEK3,NEK4,NEK6,NME4,NME6,NNT,NOS1,NOS3,NRK,NTRK3,ORC1,P2RX5,P2RY1,PAICS,PAK3,PAK4,PANK3,PANK4,PASK,PBK,PC,PDE10A,PDE4B,PDE4D,PDGFRA,PDK2,PDK4,PFKM,PGK1,PHKG1,PIK3C2A,PINK1,PIP4K2A,PIP4K2C,PKDCC,PKM,PLK1,PLK3,PLXNA1,PLXNA2,PLXNA3,PLXNB3,PLXND1,PMS2,POPDC2,POPDC3,PPIP5K1,PPIP5K2,PPP5C,PRKAG1,PRKAG3,PRKAR1A,PRKAR1B,PRKAR2A,PRKCD,PRKCH,PRKCI,PRKCQ,PRKCZ,PRKD1,PRKG2,PRPS1,PSMC1,PSMC2,PSMC3,PSMC5,PTK2B,PTK7,PXK,PYGL,RAD51,RAD51B,RAF1,RECQL,RFC5,RIMKLA,RIMKLB,ROCK2,ROR2,ROS1,RPS6KA1,RPS6KA3,RPS6KB2,SARS1,SELENOO,SGK1,SIK3,SIRT2,SMARCA1,SMARCA5,SMARCAD1,SMC2,SMC4,SOAT1,SPG7,SPHK1,SRC,STING1,STK10,STK11,STK17B,STK26,STK3,STT3A,SUCLA2,SUCLG2,SUPV3L1,SWAP70,SYN1,TAP1,TAP2,TBCK,TDRD12,TEK,TESK1,TESK2,TEX14,TGFBR1,TGFBR2,TLK1,TOP2A,TOP2B,TP53I3,TREX1,TRIO,TSSK3,TTF2,TTK,TWF1,TWF2,TYRO3,UBA6,UBE2C,UBE2D4,UGDH,ULK1,ULK3,UXS1,VARS2,VCP,VRK1,VRK3,WEE1,WNK3,WRN,XYLB,ZRANB3


			GO:MF			carbohydrate derivative binding			GO:0097367			7.29E-23			529			AARS1,ABCA5,ABCA6,ABCB1,ABCB6,ABCC1,ABCC13,ABCC4,ABCC5,ABCC6,ABCF2,ABCF3,ABI3BP,ABL1,ABL2,ACACA,ACADVL,ACBD4,ACOT7,ACSL1,ACSS1,ACTC1,ACTR3,ACVR1,ADAMTS15,ADCY2,ADCY3,ADCY4,ADCY6,ADGRG1,AIFM1,AK1,AK3,AK5,AKT2,ALDH18A1,ALPK2,APAF1,APLP1,APOE,APP,ARAF,ARL10,ARL8B,ARL9,ASNS,ASS1,ATAD1,ATAD2,ATL2,ATL3,ATM,ATP10A,ATP10D,ATP11B,ATP1A2,ATP2A1,ATP2A3,ATP2B2,ATP2B3,ATP2B4,ATP5F1A,ATP5F1B,ATP7A,ATP8B2,ATR,AURKB,BBS12,BCKDK,BGN,BLM,BUB1,BUB1B,BVES,CACHD1,CAMK2A,CAMK2G,CAMKK2,CAMKV,CARNS1,CARS1,CASK,CCT6A,CD14,CD44,CDC42BPG,CDK1,CDK14,CDK17,CDK20,CENPE,CHD1L,CHD3,CHD6,CHEK1,CHI3L1,CHST15,CHTF18,CIT,CKMT2,CLCN4,CLCN5,CLIP3,CLK3,CLN6,CLPX,COL2A1,COL5A1,COL5A3,COLQ,COQ8A,CPLANE2,CPS1,CSNK1G3,CTSL,DAPK1,DAPK2,DCAKD,DCLK3,DCN,DCTPP1,DDR2,DDX1,DDX23,DDX3X,DDX50,DDX58,DHX16,DHX58,DNAH10,DNAJA2,DNAJA3,DNM1,DROSHA,DYRK1B,ECM2,EEF1A1,EHD4,EIF4A2,EIF4G1,ENG,ENTPD5,ENTPD6,ENTPD7,EPDR1,EPHA3,EPHA4,EPHA7,EPHB2,EPHB3,EPHB4,ERBB2,ERBB3,ERCC6L,EVA1C,EXTL2,FANCM,FARSA,FBN1,FER,FES,FGF1,FGFR1,FGFR4,FIGNL1,FLAD1,FLT1,FN1,FYN,GARS1,GART,GATB,GBP1,GCLC,GFPT1,GFPT2,GK,GLUL,GNAI1,GNAI3,GPI,GRK2,GSPT2,GUCY1A1,GUK1,HAO2,HBEGF,HBS1L,HELLS,HIPK4,HK1,HK2,HLTF,HMGCR,HMMR,HSD17B12,HSPA13,HSPA5,HSPA9,HUNK,ICMT,IDE,IFI44,IFI44L,IFIH1,IFT27,INSR,IRAK1,IRAK2,ITM2C,KDR,KIF11,KIF12,KIF14,KIF15,KIF18A,KIF18B,KIF1A,KIF1C,KIF20A,KIF20B,KIF21B,KIF22,KIF23,KIF24,KIF26B,KIF27,KIF2A,KIF2C,KIF3A,KIF3B,KIF4A,KIF5C,KIFC1,KIT,LCK,LGALS4,LGALS9,LIG1,LIMK1,LIPG,LMTK2,LOC100155138,LOC100158003,LOC100510930,LOC100513863,LOC100520512,LOC100625134,LOC100736765,LOC102161784,LOC110255887,LOC110258060,LONP2,LPAR4,LRRK1,LRRK2,LRTM1,LYN,LYVE1,MAK,MAP2K2,MAP3K10,MAP3K13,MAP3K14,MAP3K15,MAP3K2,MAP3K20,MAP4K1,MAP4K4,MAPK14,MAPK4,MAPKAPK2,MARS1,MAST3,MAST4,MASTL,MAT2A,MCM2,MCM3,MCM4,MCM5,MCM8,MDK,MELK,MET,MFN2,MKKS,MKNK2,MMAB,MOCS1,MSH2,MSH4,MSH6,MSTN,MTG1,MTHFD1L,MUSK,MVK,MX1,MX2,MYH11,MYH13,MYH14,MYH15,MYH2,MYH3,MYLK2,MYLK4,MYO10,MYO16,MYO18B,MYO1B,MYO7A,MYO9A,MYO9B,N4BP2,NAV2,NAV3,NDUFV1,NEK1,NEK2,NEK3,NEK4,NEK6,NID1,NKIRAS1,NME4,NME6,NOS1,NOS3,NRK,NTRK3,ORC1,OVGP1,P2RX5,P2RY1,PAICS,PAK3,PAK4,PANK3,PANK4,PARP9,PASK,PBK,PC,PCOLCE,PCOLCE2,PDCD5,PDE10A,PDE4B,PDE4D,PDGFRA,PDK2,PDK4,PFKM,PGK1,PHKG1,PIK3C2A,PINK1,PIP4K2A,PIP4K2C,PKDCC,PKM,PLEKHA8,PLK1,PLK3,PLXNA1,PLXNA2,PLXNA3,PLXNB3,PLXND1,PMS2,POPDC2,POPDC3,POSTN,PPIP5K1,PPIP5K2,PPP5C,PRKAG1,PRKAG3,PRKAR1A,PRKAR1B,PRKAR2A,PRKCD,PRKCH,PRKCI,PRKCQ,PRKCZ,PRKD1,PRKG2,PRPS1,PSAP,PSMC1,PSMC2,PSMC3,PSMC5,PTK2B,PTK7,PTN,PTPRC,PTPRS,PXK,PYGL,RAB10,RAB13,RAB29,RAB34,RAB3A,RAB3D,RAB7A,RAB8B,RABL6,RAC2,RAD51,RAD51B,RAF1,RAP2C,RASL11B,RECQL,REM1,RFC5,RHEB,RHEBL1,RHOBTB1,RHOD,RHOF,RHOU,RIMKLA,RIMKLB,RND2,ROCK2,ROR2,ROS1,RP2,RPS6KA1,RPS6KA3,RPS6KB2,RRAGD,RRAS,RSPO3,SAMHD1,SAR1B,SARS1,SCARB1,SELENOO,SEPTIN1,SEPTIN11,SEPTIN2,SEPTIN3,SEPTIN4,SEPTIN5,SEPTIN6,SEPTIN7,SEPTIN9,SERPINE2,SGK1,SGSH,SIK3,SLIT1,SLIT2,SLIT3,SMARCA1,SMARCA5,SMARCAD1,SMC2,SMC4,SOAT1,SPG7,SPHK1,SRC,STAB1,STING1,STK10,STK11,STK17B,STK26,STK3,STT3A,SUCLA2,SUCLG2,SUPV3L1,SWAP70,SYN1,TAP1,TAP2,TBCK,TDRD12,TEK,TESK1,TESK2,TEX14,TGFBR1,TGFBR2,THBS2,THBS3,THBS4,TLK1,TNC,TOP2A,TOP2B,TREX1,TRIO,TSSK3,TTF2,TTK,TUBA1B,TUBA4A,TUBB,TUBE1,TUFM,TWF1,TWF2,TYRO3,UBA6,UBE2C,UBE2D4,ULK1,ULK3,VARS2,VCAN,VCP,VEGFA,VRK1,VRK3,WEE1,WNK3,WRN,XYLB,ZRANB3


			GO:MF			purine nucleotide binding			GO:0017076			1.75E-21			487			AARS1,ABCA5,ABCA6,ABCB1,ABCB6,ABCC1,ABCC13,ABCC4,ABCC5,ABCC6,ABCF2,ABCF3,ABL1,ABL2,ACACA,ACADVL,ACBD4,ACOT7,ACSL1,ACSS1,ACTC1,ACTR3,ACVR1,ADCY2,ADCY3,ADCY4,ADCY6,AK1,AK3,AK5,AKT2,ALDH18A1,ALPK2,AOX1,APAF1,ARAF,ARL10,ARL8B,ARL9,ASNS,ASS1,ATAD1,ATAD2,ATL2,ATL3,ATM,ATP10A,ATP10D,ATP11B,ATP1A2,ATP2A1,ATP2A3,ATP2B2,ATP2B3,ATP2B4,ATP5F1A,ATP5F1B,ATP7A,ATP8B2,ATR,AURKB,BAG3,BBS12,BCKDK,BLM,BUB1,BUB1B,BVES,CACHD1,CAMK2A,CAMK2G,CAMKK2,CAMKV,CARNS1,CARS1,CASK,CAT,CBR3,CCT6A,CDC42BPG,CDK1,CDK14,CDK17,CDK20,CENPE,CHD1L,CHD3,CHD6,CHEK1,CHST15,CHTF18,CIT,CKMT2,CLCN4,CLCN5,CLK3,CLPX,COQ8A,CPLANE2,CPS1,CRYL1,CRYM,CSNK1G3,DAPK1,DAPK2,DCAKD,DCLK3,DDR2,DDX1,DDX23,DDX3X,DDX50,DDX58,DECR1,DHX16,DHX58,DNAH10,DNAJA2,DNAJA3,DNM1,DYRK1B,EEF1A1,EHD4,EIF4A2,EIF4G1,ENTPD5,ENTPD6,ENTPD7,EPHA3,EPHA4,EPHA7,EPHB2,EPHB3,EPHB4,ERBB2,ERBB3,ERCC6L,FANCM,FARSA,FER,FES,FGFR1,FGFR4,FIGNL1,FLAD1,FLT1,FMO1,FMO2,FYN,GAPDH,GARS1,GART,GATB,GBP1,GCLC,GK,GLUL,GMDS,GNAI1,GNAI3,GPD1,GRHPR,GRK2,GSPT2,GSR,GUCY1A1,GUK1,HADH,HADHA,HBS1L,HELLS,HIBADH,HIPK4,HK1,HK2,HLTF,HMGCR,HSD11B1,HSPA13,HSPA5,HSPA9,HUNK,IDE,IDH2,IDH3B,IDH3G,IFI44,IFI44L,IFIH1,IFT27,INSR,IRAK1,IRAK2,ITM2C,KDR,KIF11,KIF12,KIF14,KIF15,KIF18A,KIF18B,KIF1A,KIF1C,KIF20A,KIF20B,KIF21B,KIF22,KIF23,KIF24,KIF26B,KIF27,KIF2A,KIF2C,KIF3A,KIF3B,KIF4A,KIF5C,KIFC1,KIT,LCK,LIG1,LIMK1,LMTK2,LOC100155138,LOC100158003,LOC100510930,LOC100520512,LOC100625134,LOC100736765,LOC102161784,LOC110255887,LOC110258060,LONP2,LRRK1,LRRK2,LYN,MAK,MAP2K2,MAP3K10,MAP3K13,MAP3K14,MAP3K15,MAP3K2,MAP3K20,MAP4K1,MAP4K4,MAPK14,MAPK4,MAPKAPK2,MARS1,MAST3,MAST4,MASTL,MAT2A,MCM2,MCM3,MCM4,MCM5,MCM8,ME1,ME3,MELK,MET,MFN2,MKKS,MKNK2,MMAB,MOCS1,MSH2,MSH4,MSH6,MTG1,MTHFD1L,MUSK,MVK,MX1,MX2,MYH11,MYH13,MYH14,MYH15,MYH2,MYH3,MYLK2,MYLK4,MYO10,MYO16,MYO18B,MYO1B,MYO7A,MYO9A,MYO9B,N4BP2,NAV2,NAV3,NDUFS2,NDUFV1,NEK1,NEK2,NEK3,NEK4,NEK6,NKIRAS1,NME4,NME6,NNT,NOS1,NOS3,NRK,NTRK3,ORC1,P2RX5,P2RY1,PAICS,PAK3,PAK4,PANK3,PANK4,PASK,PBK,PC,PDE10A,PDE4B,PDE4D,PDGFRA,PDK2,PDK4,PFKM,PGK1,PHKG1,PIK3C2A,PINK1,PIP4K2A,PIP4K2C,PKDCC,PKM,PLK1,PLK3,PLXNA1,PLXNA2,PLXNA3,PLXNB3,PLXND1,PMS2,POLA1,POPDC2,POPDC3,PPIP5K1,PPIP5K2,PPP5C,PRKAG1,PRKAG3,PRKAR1A,PRKAR1B,PRKAR2A,PRKCD,PRKCH,PRKCI,PRKCQ,PRKCZ,PRKD1,PRKG2,PRPS1,PSMC1,PSMC2,PSMC3,PSMC5,PTK2B,PTK7,PXK,PYGL,RAB10,RAB13,RAB29,RAB34,RAB3A,RAB3D,RAB7A,RAB8B,RABL6,RAC2,RAD51,RAD51B,RAF1,RAP2C,RASL11B,RECQL,REM1,RFC5,RHEB,RHEBL1,RHOBTB1,RHOD,RHOF,RHOU,RIMKLA,RIMKLB,RND2,ROCK2,ROR2,ROS1,RP2,RPS6KA1,RPS6KA3,RPS6KB2,RRAGD,RRAS,SAMHD1,SAR1B,SARS1,SELENOO,SEPTIN1,SEPTIN11,SEPTIN2,SEPTIN3,SEPTIN4,SEPTIN5,SEPTIN6,SEPTIN7,SEPTIN9,SGK1,SIK3,SIRT2,SMARCA1,SMARCA5,SMARCAD1,SMC2,SMC4,SOAT1,SPG7,SPHK1,SRC,STING1,STK10,STK11,STK17B,STK26,STK3,STT3A,SUCLA2,SUCLG2,SUPV3L1,SWAP70,SYN1,TAP1,TAP2,TBCK,TDRD12,TEK,TESK1,TESK2,TEX14,TGFBR1,TGFBR2,TLK1,TOP2A,TOP2B,TP53I3,TREX1,TRIO,TSSK3,TTF2,TTK,TUBA1B,TUBA4A,TUBB,TUBE1,TUFM,TWF1,TWF2,TYRO3,UBA6,UBE2C,UBE2D4,UGDH,ULK1,ULK3,UXS1,VARS2,VCP,VRK1,VRK3,WEE1,WNK3,WRN,XYLB,ZRANB3


			GO:MF			adenyl ribonucleotide binding			GO:0032559			2.37E-20			387			AARS1,ABCA5,ABCA6,ABCB1,ABCB6,ABCC1,ABCC13,ABCC4,ABCC5,ABCC6,ABCF2,ABCF3,ABL1,ABL2,ACACA,ACADVL,ACBD4,ACOT7,ACSL1,ACSS1,ACTC1,ACTR3,ACVR1,ADCY2,ADCY3,ADCY4,ADCY6,AK1,AK3,AK5,AKT2,ALDH18A1,ALPK2,APAF1,ARAF,ASNS,ASS1,ATAD1,ATAD2,ATM,ATP10A,ATP10D,ATP11B,ATP1A2,ATP2A1,ATP2A3,ATP2B2,ATP2B3,ATP2B4,ATP5F1A,ATP5F1B,ATP7A,ATP8B2,ATR,AURKB,BBS12,BCKDK,BLM,BUB1,BUB1B,BVES,CACHD1,CAMK2A,CAMK2G,CAMKK2,CAMKV,CARNS1,CARS1,CASK,CCT6A,CDC42BPG,CDK1,CDK14,CDK17,CDK20,CENPE,CHD1L,CHD3,CHD6,CHEK1,CHST15,CHTF18,CIT,CKMT2,CLCN4,CLCN5,CLK3,CLPX,COQ8A,CPS1,CSNK1G3,DAPK1,DAPK2,DCAKD,DCLK3,DDR2,DDX1,DDX23,DDX3X,DDX50,DDX58,DHX16,DHX58,DNAH10,DNAJA2,DNAJA3,DYRK1B,EHD4,EIF4A2,EIF4G1,ENTPD5,ENTPD6,ENTPD7,EPHA3,EPHA4,EPHA7,EPHB2,EPHB3,EPHB4,ERBB2,ERBB3,ERCC6L,FANCM,FARSA,FER,FES,FGFR1,FGFR4,FIGNL1,FLAD1,FLT1,FYN,GARS1,GART,GATB,GCLC,GK,GLUL,GRK2,GUK1,HELLS,HIPK4,HK1,HK2,HLTF,HMGCR,HSPA13,HSPA5,HSPA9,HUNK,IDE,IFIH1,INSR,IRAK1,IRAK2,ITM2C,KDR,KIF11,KIF12,KIF14,KIF15,KIF18A,KIF18B,KIF1A,KIF1C,KIF20A,KIF20B,KIF21B,KIF22,KIF23,KIF24,KIF26B,KIF27,KIF2A,KIF2C,KIF3A,KIF3B,KIF4A,KIF5C,KIFC1,KIT,LCK,LIG1,LIMK1,LMTK2,LOC100520512,LOC100625134,LOC100736765,LOC110255887,LOC110258060,LONP2,LRRK1,LRRK2,LYN,MAK,MAP2K2,MAP3K10,MAP3K13,MAP3K14,MAP3K15,MAP3K2,MAP3K20,MAP4K1,MAP4K4,MAPK14,MAPK4,MAPKAPK2,MARS1,MAST3,MAST4,MASTL,MAT2A,MCM2,MCM3,MCM4,MCM5,MCM8,MELK,MET,MKKS,MKNK2,MMAB,MSH2,MSH4,MSH6,MTHFD1L,MUSK,MVK,MYH11,MYH13,MYH14,MYH15,MYH2,MYH3,MYLK2,MYLK4,MYO10,MYO16,MYO18B,MYO1B,MYO7A,MYO9A,MYO9B,N4BP2,NAV2,NAV3,NEK1,NEK2,NEK3,NEK4,NEK6,NME4,NME6,NRK,NTRK3,ORC1,P2RX5,P2RY1,PAICS,PAK3,PAK4,PANK3,PANK4,PASK,PBK,PC,PDE10A,PDE4B,PDE4D,PDGFRA,PDK2,PDK4,PFKM,PGK1,PHKG1,PIK3C2A,PINK1,PIP4K2A,PIP4K2C,PKDCC,PKM,PLK1,PLK3,PLXNA1,PLXNA2,PLXNA3,PLXNB3,PLXND1,PMS2,POPDC2,POPDC3,PPIP5K1,PPIP5K2,PPP5C,PRKAG1,PRKAG3,PRKAR1A,PRKAR1B,PRKAR2A,PRKCD,PRKCH,PRKCI,PRKCQ,PRKCZ,PRKD1,PRKG2,PRPS1,PSMC1,PSMC2,PSMC3,PSMC5,PTK2B,PTK7,PXK,PYGL,RAD51,RAD51B,RAF1,RECQL,RFC5,RIMKLA,RIMKLB,ROCK2,ROR2,ROS1,RPS6KA1,RPS6KA3,RPS6KB2,SARS1,SELENOO,SGK1,SIK3,SMARCA1,SMARCA5,SMARCAD1,SMC2,SMC4,SOAT1,SPG7,SPHK1,SRC,STING1,STK10,STK11,STK17B,STK26,STK3,STT3A,SUCLA2,SUCLG2,SUPV3L1,SWAP70,SYN1,TAP1,TAP2,TBCK,TDRD12,TEK,TESK1,TESK2,TEX14,TGFBR1,TGFBR2,TLK1,TOP2A,TOP2B,TRIO,TSSK3,TTF2,TTK,TWF1,TWF2,TYRO3,UBA6,UBE2C,UBE2D4,ULK1,ULK3,VARS2,VCP,VRK1,VRK3,WEE1,WNK3,WRN,XYLB,ZRANB3
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			GO:MF			ribonucleotide binding			GO:0032553			1.65E-18			456			AARS1,ABCA5,ABCA6,ABCB1,ABCB6,ABCC1,ABCC13,ABCC4,ABCC5,ABCC6,ABCF2,ABCF3,ABL1,ABL2,ACACA,ACADVL,ACBD4,ACOT7,ACSL1,ACSS1,ACTC1,ACTR3,ACVR1,ADCY2,ADCY3,ADCY4,ADCY6,AK1,AK3,AK5,AKT2,ALDH18A1,ALPK2,APAF1,ARAF,ARL10,ARL8B,ARL9,ASNS,ASS1,ATAD1,ATAD2,ATL2,ATL3,ATM,ATP10A,ATP10D,ATP11B,ATP1A2,ATP2A1,ATP2A3,ATP2B2,ATP2B3,ATP2B4,ATP5F1A,ATP5F1B,ATP7A,ATP8B2,ATR,AURKB,BBS12,BCKDK,BLM,BUB1,BUB1B,BVES,CACHD1,CAMK2A,CAMK2G,CAMKK2,CAMKV,CARNS1,CARS1,CASK,CCT6A,CDC42BPG,CDK1,CDK14,CDK17,CDK20,CENPE,CHD1L,CHD3,CHD6,CHEK1,CHST15,CHTF18,CIT,CKMT2,CLCN4,CLCN5,CLK3,CLPX,COQ8A,CPLANE2,CPS1,CSNK1G3,DAPK1,DAPK2,DCAKD,DCLK3,DDR2,DDX1,DDX23,DDX3X,DDX50,DDX58,DHX16,DHX58,DNAH10,DNAJA2,DNAJA3,DNM1,DYRK1B,EEF1A1,EHD4,EIF4A2,EIF4G1,ENTPD5,ENTPD6,ENTPD7,EPHA3,EPHA4,EPHA7,EPHB2,EPHB3,EPHB4,ERBB2,ERBB3,ERCC6L,FANCM,FARSA,FER,FES,FGFR1,FGFR4,FIGNL1,FLAD1,FLT1,FYN,GARS1,GART,GATB,GBP1,GCLC,GK,GLUL,GNAI1,GNAI3,GRK2,GSPT2,GUCY1A1,GUK1,HAO2,HBS1L,HELLS,HIPK4,HK1,HK2,HLTF,HMGCR,HSPA13,HSPA5,HSPA9,HUNK,IDE,IFI44,IFI44L,IFIH1,IFT27,INSR,IRAK1,IRAK2,ITM2C,KDR,KIF11,KIF12,KIF14,KIF15,KIF18A,KIF18B,KIF1A,KIF1C,KIF20A,KIF20B,KIF21B,KIF22,KIF23,KIF24,KIF26B,KIF27,KIF2A,KIF2C,KIF3A,KIF3B,KIF4A,KIF5C,KIFC1,KIT,LCK,LIG1,LIMK1,LMTK2,LOC100155138,LOC100158003,LOC100510930,LOC100520512,LOC100625134,LOC100736765,LOC102161784,LOC110255887,LOC110258060,LONP2,LRRK1,LRRK2,LYN,MAK,MAP2K2,MAP3K10,MAP3K13,MAP3K14,MAP3K15,MAP3K2,MAP3K20,MAP4K1,MAP4K4,MAPK14,MAPK4,MAPKAPK2,MARS1,MAST3,MAST4,MASTL,MAT2A,MCM2,MCM3,MCM4,MCM5,MCM8,MELK,MET,MFN2,MKKS,MKNK2,MMAB,MOCS1,MSH2,MSH4,MSH6,MTG1,MTHFD1L,MUSK,MVK,MX1,MX2,MYH11,MYH13,MYH14,MYH15,MYH2,MYH3,MYLK2,MYLK4,MYO10,MYO16,MYO18B,MYO1B,MYO7A,MYO9A,MYO9B,N4BP2,NAV2,NAV3,NDUFV1,NEK1,NEK2,NEK3,NEK4,NEK6,NKIRAS1,NME4,NME6,NOS1,NOS3,NRK,NTRK3,ORC1,P2RX5,P2RY1,PAICS,PAK3,PAK4,PANK3,PANK4,PASK,PBK,PC,PDE10A,PDE4B,PDE4D,PDGFRA,PDK2,PDK4,PFKM,PGK1,PHKG1,PIK3C2A,PINK1,PIP4K2A,PIP4K2C,PKDCC,PKM,PLK1,PLK3,PLXNA1,PLXNA2,PLXNA3,PLXNB3,PLXND1,PMS2,POPDC2,POPDC3,PPIP5K1,PPIP5K2,PPP5C,PRKAG1,PRKAG3,PRKAR1A,PRKAR1B,PRKAR2A,PRKCD,PRKCH,PRKCI,PRKCQ,PRKCZ,PRKD1,PRKG2,PRPS1,PSMC1,PSMC2,PSMC3,PSMC5,PTK2B,PTK7,PXK,PYGL,RAB10,RAB13,RAB29,RAB34,RAB3A,RAB3D,RAB7A,RAB8B,RABL6,RAC2,RAD51,RAD51B,RAF1,RAP2C,RASL11B,RECQL,REM1,RFC5,RHEB,RHEBL1,RHOBTB1,RHOD,RHOF,RHOU,RIMKLA,RIMKLB,RND2,ROCK2,ROR2,ROS1,RP2,RPS6KA1,RPS6KA3,RPS6KB2,RRAGD,RRAS,SAR1B,SARS1,SELENOO,SEPTIN1,SEPTIN11,SEPTIN2,SEPTIN3,SEPTIN4,SEPTIN5,SEPTIN6,SEPTIN7,SEPTIN9,SGK1,SIK3,SMARCA1,SMARCA5,SMARCAD1,SMC2,SMC4,SOAT1,SPG7,SPHK1,SRC,STING1,STK10,STK11,STK17B,STK26,STK3,STT3A,SUCLA2,SUCLG2,SUPV3L1,SWAP70,SYN1,TAP1,TAP2,TBCK,TDRD12,TEK,TESK1,TESK2,TEX14,TGFBR1,TGFBR2,TLK1,TOP2A,TOP2B,TRIO,TSSK3,TTF2,TTK,TUBA1B,TUBA4A,TUBB,TUBE1,TUFM,TWF1,TWF2,TYRO3,UBA6,UBE2C,UBE2D4,ULK1,ULK3,VARS2,VCP,VRK1,VRK3,WEE1,WNK3,WRN,XYLB,ZRANB3


			GO:MF			purine ribonucleotide binding			GO:0032555			2.25E-18			452			AARS1,ABCA5,ABCA6,ABCB1,ABCB6,ABCC1,ABCC13,ABCC4,ABCC5,ABCC6,ABCF2,ABCF3,ABL1,ABL2,ACACA,ACADVL,ACBD4,ACOT7,ACSL1,ACSS1,ACTC1,ACTR3,ACVR1,ADCY2,ADCY3,ADCY4,ADCY6,AK1,AK3,AK5,AKT2,ALDH18A1,ALPK2,APAF1,ARAF,ARL10,ARL8B,ARL9,ASNS,ASS1,ATAD1,ATAD2,ATL2,ATL3,ATM,ATP10A,ATP10D,ATP11B,ATP1A2,ATP2A1,ATP2A3,ATP2B2,ATP2B3,ATP2B4,ATP5F1A,ATP5F1B,ATP7A,ATP8B2,ATR,AURKB,BBS12,BCKDK,BLM,BUB1,BUB1B,BVES,CACHD1,CAMK2A,CAMK2G,CAMKK2,CAMKV,CARNS1,CARS1,CASK,CCT6A,CDC42BPG,CDK1,CDK14,CDK17,CDK20,CENPE,CHD1L,CHD3,CHD6,CHEK1,CHST15,CHTF18,CIT,CKMT2,CLCN4,CLCN5,CLK3,CLPX,COQ8A,CPLANE2,CPS1,CSNK1G3,DAPK1,DAPK2,DCAKD,DCLK3,DDR2,DDX1,DDX23,DDX3X,DDX50,DDX58,DHX16,DHX58,DNAH10,DNAJA2,DNAJA3,DNM1,DYRK1B,EEF1A1,EHD4,EIF4A2,EIF4G1,ENTPD5,ENTPD6,ENTPD7,EPHA3,EPHA4,EPHA7,EPHB2,EPHB3,EPHB4,ERBB2,ERBB3,ERCC6L,FANCM,FARSA,FER,FES,FGFR1,FGFR4,FIGNL1,FLAD1,FLT1,FYN,GARS1,GART,GATB,GBP1,GCLC,GK,GLUL,GNAI1,GNAI3,GRK2,GSPT2,GUCY1A1,GUK1,HBS1L,HELLS,HIPK4,HK1,HK2,HLTF,HMGCR,HSPA13,HSPA5,HSPA9,HUNK,IDE,IFI44,IFI44L,IFIH1,IFT27,INSR,IRAK1,IRAK2,ITM2C,KDR,KIF11,KIF12,KIF14,KIF15,KIF18A,KIF18B,KIF1A,KIF1C,KIF20A,KIF20B,KIF21B,KIF22,KIF23,KIF24,KIF26B,KIF27,KIF2A,KIF2C,KIF3A,KIF3B,KIF4A,KIF5C,KIFC1,KIT,LCK,LIG1,LIMK1,LMTK2,LOC100155138,LOC100158003,LOC100510930,LOC100520512,LOC100625134,LOC100736765,LOC102161784,LOC110255887,LOC110258060,LONP2,LRRK1,LRRK2,LYN,MAK,MAP2K2,MAP3K10,MAP3K13,MAP3K14,MAP3K15,MAP3K2,MAP3K20,MAP4K1,MAP4K4,MAPK14,MAPK4,MAPKAPK2,MARS1,MAST3,MAST4,MASTL,MAT2A,MCM2,MCM3,MCM4,MCM5,MCM8,MELK,MET,MFN2,MKKS,MKNK2,MMAB,MOCS1,MSH2,MSH4,MSH6,MTG1,MTHFD1L,MUSK,MVK,MX1,MX2,MYH11,MYH13,MYH14,MYH15,MYH2,MYH3,MYLK2,MYLK4,MYO10,MYO16,MYO18B,MYO1B,MYO7A,MYO9A,MYO9B,N4BP2,NAV2,NAV3,NEK1,NEK2,NEK3,NEK4,NEK6,NKIRAS1,NME4,NME6,NRK,NTRK3,ORC1,P2RX5,P2RY1,PAICS,PAK3,PAK4,PANK3,PANK4,PASK,PBK,PC,PDE10A,PDE4B,PDE4D,PDGFRA,PDK2,PDK4,PFKM,PGK1,PHKG1,PIK3C2A,PINK1,PIP4K2A,PIP4K2C,PKDCC,PKM,PLK1,PLK3,PLXNA1,PLXNA2,PLXNA3,PLXNB3,PLXND1,PMS2,POPDC2,POPDC3,PPIP5K1,PPIP5K2,PPP5C,PRKAG1,PRKAG3,PRKAR1A,PRKAR1B,PRKAR2A,PRKCD,PRKCH,PRKCI,PRKCQ,PRKCZ,PRKD1,PRKG2,PRPS1,PSMC1,PSMC2,PSMC3,PSMC5,PTK2B,PTK7,PXK,PYGL,RAB10,RAB13,RAB29,RAB34,RAB3A,RAB3D,RAB7A,RAB8B,RABL6,RAC2,RAD51,RAD51B,RAF1,RAP2C,RASL11B,RECQL,REM1,RFC5,RHEB,RHEBL1,RHOBTB1,RHOD,RHOF,RHOU,RIMKLA,RIMKLB,RND2,ROCK2,ROR2,ROS1,RP2,RPS6KA1,RPS6KA3,RPS6KB2,RRAGD,RRAS,SAR1B,SARS1,SELENOO,SEPTIN1,SEPTIN11,SEPTIN2,SEPTIN3,SEPTIN4,SEPTIN5,SEPTIN6,SEPTIN7,SEPTIN9,SGK1,SIK3,SMARCA1,SMARCA5,SMARCAD1,SMC2,SMC4,SOAT1,SPG7,SPHK1,SRC,STING1,STK10,STK11,STK17B,STK26,STK3,STT3A,SUCLA2,SUCLG2,SUPV3L1,SWAP70,SYN1,TAP1,TAP2,TBCK,TDRD12,TEK,TESK1,TESK2,TEX14,TGFBR1,TGFBR2,TLK1,TOP2A,TOP2B,TRIO,TSSK3,TTF2,TTK,TUBA1B,TUBA4A,TUBB,TUBE1,TUFM,TWF1,TWF2,TYRO3,UBA6,UBE2C,UBE2D4,ULK1,ULK3,VARS2,VCP,VRK1,VRK3,WEE1,WNK3,WRN,XYLB,ZRANB3


			GO:MF			ATP binding			GO:0005524			2.70E-18			370			AARS1,ABCA5,ABCA6,ABCB1,ABCB6,ABCC1,ABCC13,ABCC4,ABCC5,ABCC6,ABCF2,ABCF3,ABL1,ABL2,ACACA,ACSL1,ACSS1,ACTC1,ACTR3,ACVR1,ADCY2,ADCY3,ADCY4,ADCY6,AK1,AK3,AK5,AKT2,ALDH18A1,ALPK2,APAF1,ARAF,ASNS,ASS1,ATAD1,ATAD2,ATM,ATP10A,ATP10D,ATP11B,ATP1A2,ATP2A1,ATP2A3,ATP2B2,ATP2B3,ATP2B4,ATP5F1A,ATP5F1B,ATP7A,ATP8B2,ATR,AURKB,BBS12,BCKDK,BLM,BUB1,BUB1B,CACHD1,CAMK2A,CAMK2G,CAMKK2,CAMKV,CARNS1,CARS1,CASK,CCT6A,CDC42BPG,CDK1,CDK14,CDK17,CDK20,CENPE,CHD1L,CHD3,CHD6,CHEK1,CHTF18,CIT,CKMT2,CLCN4,CLCN5,CLK3,CLPX,CPS1,CSNK1G3,DAPK1,DAPK2,DCAKD,DCLK3,DDR2,DDX1,DDX23,DDX3X,DDX50,DDX58,DHX16,DHX58,DNAH10,DNAJA2,DNAJA3,DYRK1B,EHD4,EIF4A2,EIF4G1,ENTPD5,ENTPD6,ENTPD7,EPHA3,EPHA4,EPHA7,EPHB2,EPHB3,EPHB4,ERBB2,ERBB3,ERCC6L,FANCM,FARSA,FER,FES,FGFR1,FGFR4,FIGNL1,FLAD1,FLT1,FYN,GARS1,GART,GATB,GCLC,GK,GLUL,GRK2,GUK1,HELLS,HIPK4,HK1,HK2,HLTF,HSPA13,HSPA5,HSPA9,HUNK,IDE,IFIH1,INSR,IRAK1,IRAK2,ITM2C,KDR,KIF11,KIF12,KIF14,KIF15,KIF18A,KIF18B,KIF1A,KIF1C,KIF20A,KIF20B,KIF21B,KIF22,KIF23,KIF24,KIF26B,KIF27,KIF2A,KIF2C,KIF3A,KIF3B,KIF4A,KIF5C,KIFC1,KIT,LCK,LIG1,LIMK1,LMTK2,LOC100520512,LOC100625134,LOC100736765,LOC110255887,LOC110258060,LONP2,LRRK1,LRRK2,LYN,MAK,MAP2K2,MAP3K10,MAP3K13,MAP3K14,MAP3K15,MAP3K2,MAP3K20,MAP4K1,MAP4K4,MAPK14,MAPK4,MAPKAPK2,MARS1,MAST3,MAST4,MASTL,MAT2A,MCM2,MCM3,MCM4,MCM5,MCM8,MELK,MET,MKKS,MKNK2,MMAB,MSH2,MSH4,MSH6,MTHFD1L,MUSK,MVK,MYH11,MYH13,MYH14,MYH15,MYH2,MYH3,MYLK2,MYLK4,MYO10,MYO16,MYO18B,MYO1B,MYO7A,MYO9A,MYO9B,N4BP2,NAV2,NAV3,NEK1,NEK2,NEK3,NEK4,NEK6,NME4,NME6,NRK,NTRK3,ORC1,P2RX5,P2RY1,PAICS,PAK3,PAK4,PANK3,PANK4,PASK,PBK,PC,PDGFRA,PDK2,PDK4,PFKM,PGK1,PHKG1,PIK3C2A,PINK1,PIP4K2A,PIP4K2C,PKDCC,PKM,PLK1,PLK3,PLXNA1,PLXNA2,PLXNA3,PLXNB3,PLXND1,PMS2,PPIP5K1,PPIP5K2,PPP5C,PRKAG1,PRKAG3,PRKCD,PRKCH,PRKCI,PRKCQ,PRKCZ,PRKD1,PRKG2,PRPS1,PSMC1,PSMC2,PSMC3,PSMC5,PTK2B,PTK7,PXK,PYGL,RAD51,RAD51B,RAF1,RECQL,RFC5,RIMKLA,RIMKLB,ROCK2,ROR2,ROS1,RPS6KA1,RPS6KA3,RPS6KB2,SARS1,SELENOO,SGK1,SIK3,SMARCA1,SMARCA5,SMARCAD1,SMC2,SMC4,SPG7,SPHK1,SRC,STK10,STK11,STK17B,STK26,STK3,STT3A,SUCLA2,SUCLG2,SUPV3L1,SWAP70,SYN1,TAP1,TAP2,TBCK,TDRD12,TEK,TESK1,TESK2,TEX14,TGFBR1,TGFBR2,TLK1,TOP2A,TOP2B,TRIO,TSSK3,TTF2,TTK,TWF1,TWF2,TYRO3,UBA6,UBE2C,UBE2D4,ULK1,ULK3,VARS2,VCP,VRK1,VRK3,WEE1,WNK3,WRN,XYLB,ZRANB3


			GO:MF			identical protein binding			GO:0042802			3.89E-17			429			ACACA,ACADM,ACADVL,ACCS,ACOT7,ACTN2,ACVR1,ACY1,ADIPOR2,ADORA2A,ADRA1D,ADRA2A,ADRA2C,ADSL,ALAS1,ALDH18A1,ALDH4A1,ALS2CL,AMPD1,ANGPTL4,ANO1,ANO2,ANXA2,AOX1,APAF1,APIP,APLP1,APOE,APP,ARFIP2,ASL,ASS1,ATF3,ATF4,ATIC,ATL2,ATL3,ATM,ATP2A1,ATXN1,BARD1,BCL6,BEST1,BEX3,BHLHB9,BHLHE41,BIN1,BLM,BNIP3,BNIP3L,BRCA1,BRCA2,BTBD3,C12H17ORF49,C1QTNF3,C1QTNF6,CALCOCO2,CAMK2A,CARNMT1,CARS1,CASP6,CASQ1,CASTOR2,CAT,CAV2,CCDC6,CCDC88A,CCDC88C,CDH2,CDR2L,CEBPG,CENPF,CENPJ,CEP131,CERCAM,CHAF1A,CITED1,CLCN5,CLK3,CLN6,CNR1,COL1A2,COL2A1,COL7A1,COQ9,CORO1B,CPOX,CPQ,CRMP1,CRYL1,CRYM,CSNK2B,CTNNA1,CUBN,CUL3,CYBRD1,CYP2R1,DAAM1,DACT3,DAPK1,DAPK2,DCTD,DCTPP1,DDX58,DECR1,DEFB1,DES,DHPS,DISC1,DLAT,DLK2,DMRT2,DNAL4,DNM1,DNPEP,DNPH1,DPP4,DPP9,DROSHA,DUSP29,DVL1,E2F7,E2F8,EIF3J,EIF4G1,EMG1,EMILIN1,EMILIN3,ENDOG,ENG,EPDR1,EPHA4,EPHB2,EPHX2,ERBB2,ERBB3,ESR1,ETHE1,EXT1,EZR,FAM118A,FAP,FAS,FBLN1,FBLN5,FBN1,FBP2,FGFR1,FGFR1OP2,FHOD1,FIBIN,FLAD1,FLNB,FLRT3,FMR1,FN1,FNBP1,FOS,FOXP2,FXR1,FXR2,FYN,FZD9,GALE,GAPDH,GARS1,GATA3,GBP1,GCA,GEN1,GHR,GKAP1,GLCE,GMDS,GPD1,GPSM2,GRAMD2B,GRHPR,GRIN3A,GRIPAP1,GSTA4,GSTM3,GYG1,HADH,HEY2,HGF,HINT3,HIP1,HJURP,HOMER3,HOOK2,HSD11B1,HSF1,HSF4,HSPB8,HTRA1,HTRA3,IDE,IFI35,IFIH1,IKBKG,IL6R,IL6ST,INPP5F,IRAK1,IRAK2,IRF5,ISCU,JAM3,KCNK1,KCTD12,KCTD6,KDR,KEAP1,KHDRBS1,KIF1A,KIF20B,KIF24,KIT,KLHL12,KYAT1,KYAT3,LCK,LCN2,LDHA,LHPP,LMNB2,LNPK,LOC100154053,LOC100737755,LRP4,LRRK1,LRRK2,LTC4S,LYAR,LZTFL1,MAGED1,MAP3K13,MAPRE1,MAPRE2,MAT2A,MCOLN1,MDFI,MDM2,ME1,MEF2D,MET,MID1,MID1IP1,MIGA1,MIGA2,MMUT,MNS1,MPC2,MRAP2,MRE11,MRI1,MRM3,MSH2,MSI1,MSTN,MTHFD1L,MUL1,MVK,MX1,MYBPC3,NAMPT,NAXE,NDC80,NECTIN3,NEFL,NFE2L1,NFIL3,NFKBIA,NFS1,NMI,NMRAL1,NONO,NOTCH3,NQO1,NQO2,NR0B2,NUDT5,OAT,OLFML2A,OLFML2B,OPLAH,OPTN,PACSIN3,PAFAH1B3,PAICS,PANK3,PARK7,PBLD,PC,PCBD1,PDGFA,PDGFC,PDGFRA,PDIA3,PDK2,PFKM,PGAM2,PHB2,PHF1,PIP4K2A,PIP4K2C,PKD2,PLK1,PLXNA2,PPFIBP2,PPP5C,PRDX3,PRDX6,PRKD1,PRMT8,PRPS1,PSAP,PSMC3,PSMD4,PTH1R,PTPRG,PTX3,PYGL,RAB3IL1,RAD51,RAF1,RBBP8,RIPOR2,ROBO1,RYR2,S100A4,S100A6,SAFB2,SAMHD1,SARS1,SAV1,SBF2,SCUBE1,SDC1,SDC2,SDC3,SEPTIN5,SH3GL3,SH3GLB1,SKP2,SLC25A12,SLC27A1,SLC30A2,SLC9A3R2,SLIT2,SMAD2,SQSTM1,SRF,SRGAP2,SRPX2,STAT1,STAT5B,STC1,STIL,STING1,STK10,STK26,STK3,STUB1,SUMF1,SUMF2,SUPV3L1,SYN1,SYT9,TCF3,TCF4,TEK,TENM1,TENM2,TENM4,TFRC,TGFB2,TGFB3,TGFBI,TIMELESS,TIMM8A,TMEM266,TMEM38A,TMEM43,TNIP1,TOP2A,TOX3,TP53I3,TP63,TP73,TPCN2,TPD52,TPD52L1,TPI1,TRAF3,TRAF5,TRAIP,TREX1,TRIM55,TRIM72,TRIP10,TTK,TUBA1B,TXNRD1,UBASH3B,UGDH,UGP2,UHRF1,ULK1,USF2,USP2,UXS1,VAPB,VCP,VIM,VPS9D1,WHRN,WRN,WWTR1,YWHAQ,YWHAZ,ZBTB1,ZBTB16,ZBTB7B,ZFYVE27,ZHX2,ZKSCAN4,ZNF618


			GO:MF			purine ribonucleoside triphosphate binding			GO:0035639			6.02E-17			435			AARS1,ABCA5,ABCA6,ABCB1,ABCB6,ABCC1,ABCC13,ABCC4,ABCC5,ABCC6,ABCF2,ABCF3,ABL1,ABL2,ACACA,ACSL1,ACSS1,ACTC1,ACTR3,ACVR1,ADCY2,ADCY3,ADCY4,ADCY6,AK1,AK3,AK5,AKT2,ALDH18A1,ALPK2,APAF1,ARAF,ARL10,ARL8B,ARL9,ASNS,ASS1,ATAD1,ATAD2,ATL2,ATL3,ATM,ATP10A,ATP10D,ATP11B,ATP1A2,ATP2A1,ATP2A3,ATP2B2,ATP2B3,ATP2B4,ATP5F1A,ATP5F1B,ATP7A,ATP8B2,ATR,AURKB,BBS12,BCKDK,BLM,BUB1,BUB1B,CACHD1,CAMK2A,CAMK2G,CAMKK2,CAMKV,CARNS1,CARS1,CASK,CCT6A,CDC42BPG,CDK1,CDK14,CDK17,CDK20,CENPE,CHD1L,CHD3,CHD6,CHEK1,CHTF18,CIT,CKMT2,CLCN4,CLCN5,CLK3,CLPX,CPLANE2,CPS1,CSNK1G3,DAPK1,DAPK2,DCAKD,DCLK3,DDR2,DDX1,DDX23,DDX3X,DDX50,DDX58,DHX16,DHX58,DNAH10,DNAJA2,DNAJA3,DNM1,DYRK1B,EEF1A1,EHD4,EIF4A2,EIF4G1,ENTPD5,ENTPD6,ENTPD7,EPHA3,EPHA4,EPHA7,EPHB2,EPHB3,EPHB4,ERBB2,ERBB3,ERCC6L,FANCM,FARSA,FER,FES,FGFR1,FGFR4,FIGNL1,FLAD1,FLT1,FYN,GARS1,GART,GATB,GBP1,GCLC,GK,GLUL,GNAI1,GNAI3,GRK2,GSPT2,GUCY1A1,GUK1,HBS1L,HELLS,HIPK4,HK1,HK2,HLTF,HSPA13,HSPA5,HSPA9,HUNK,IDE,IFI44,IFI44L,IFIH1,IFT27,INSR,IRAK1,IRAK2,ITM2C,KDR,KIF11,KIF12,KIF14,KIF15,KIF18A,KIF18B,KIF1A,KIF1C,KIF20A,KIF20B,KIF21B,KIF22,KIF23,KIF24,KIF26B,KIF27,KIF2A,KIF2C,KIF3A,KIF3B,KIF4A,KIF5C,KIFC1,KIT,LCK,LIG1,LIMK1,LMTK2,LOC100155138,LOC100158003,LOC100510930,LOC100520512,LOC100625134,LOC100736765,LOC102161784,LOC110255887,LOC110258060,LONP2,LRRK1,LRRK2,LYN,MAK,MAP2K2,MAP3K10,MAP3K13,MAP3K14,MAP3K15,MAP3K2,MAP3K20,MAP4K1,MAP4K4,MAPK14,MAPK4,MAPKAPK2,MARS1,MAST3,MAST4,MASTL,MAT2A,MCM2,MCM3,MCM4,MCM5,MCM8,MELK,MET,MFN2,MKKS,MKNK2,MMAB,MOCS1,MSH2,MSH4,MSH6,MTG1,MTHFD1L,MUSK,MVK,MX1,MX2,MYH11,MYH13,MYH14,MYH15,MYH2,MYH3,MYLK2,MYLK4,MYO10,MYO16,MYO18B,MYO1B,MYO7A,MYO9A,MYO9B,N4BP2,NAV2,NAV3,NEK1,NEK2,NEK3,NEK4,NEK6,NKIRAS1,NME4,NME6,NRK,NTRK3,ORC1,P2RX5,P2RY1,PAICS,PAK3,PAK4,PANK3,PANK4,PASK,PBK,PC,PDGFRA,PDK2,PDK4,PFKM,PGK1,PHKG1,PIK3C2A,PINK1,PIP4K2A,PIP4K2C,PKDCC,PKM,PLK1,PLK3,PLXNA1,PLXNA2,PLXNA3,PLXNB3,PLXND1,PMS2,PPIP5K1,PPIP5K2,PPP5C,PRKAG1,PRKAG3,PRKCD,PRKCH,PRKCI,PRKCQ,PRKCZ,PRKD1,PRKG2,PRPS1,PSMC1,PSMC2,PSMC3,PSMC5,PTK2B,PTK7,PXK,PYGL,RAB10,RAB13,RAB29,RAB34,RAB3A,RAB3D,RAB7A,RAB8B,RABL6,RAC2,RAD51,RAD51B,RAF1,RAP2C,RASL11B,RECQL,REM1,RFC5,RHEB,RHEBL1,RHOBTB1,RHOD,RHOF,RHOU,RIMKLA,RIMKLB,RND2,ROCK2,ROR2,ROS1,RP2,RPS6KA1,RPS6KA3,RPS6KB2,RRAGD,RRAS,SAR1B,SARS1,SELENOO,SEPTIN1,SEPTIN11,SEPTIN2,SEPTIN3,SEPTIN4,SEPTIN5,SEPTIN6,SEPTIN7,SEPTIN9,SGK1,SIK3,SMARCA1,SMARCA5,SMARCAD1,SMC2,SMC4,SPG7,SPHK1,SRC,STK10,STK11,STK17B,STK26,STK3,STT3A,SUCLA2,SUCLG2,SUPV3L1,SWAP70,SYN1,TAP1,TAP2,TBCK,TDRD12,TEK,TESK1,TESK2,TEX14,TGFBR1,TGFBR2,TLK1,TOP2A,TOP2B,TRIO,TSSK3,TTF2,TTK,TUBA1B,TUBA4A,TUBB,TUBE1,TUFM,TWF1,TWF2,TYRO3,UBA6,UBE2C,UBE2D4,ULK1,ULK3,VARS2,VCP,VRK1,VRK3,WEE1,WNK3,WRN,XYLB,ZRANB3


			GO:MF			actin binding			GO:0003779			2.99E-16			137			ABL1,ABLIM2,ABLIM3,ACTN2,ACTR3,ACTR3B,AJUBA,ANLN,ANTXR1,ARPC5,AVIL,BIN1,CAPG,CAPZA1,CAPZA2,CCDC141,CCDC88A,CDK5R1,CFL1,CNN1,CNN3,CORO1B,CORO1C,CORO2A,CORO2B,CORO6,CROCC,CTNNA1,CTNNAL1,DAAM1,DIAPH1,DIAPH2,DIAPH3,DST,DSTN,ENC1,EPB41L1,EPB41L2,EPB41L3,EPS8,EPS8L2,EZR,FHL3,FHOD3,FLNB,FLNC,FMNL1,FMNL2,FMNL3,FSCN1,GAS2L3,GBP1,GMFB,HCLS1,HIP1,HOMER2,IQGAP2,ITGB1,KIF18A,LMOD2,LOC100513346,LOC100736765,LOC110255887,LRRK2,MAP1A,MAP1B,MAP1S,MICAL1,MICAL3,MYH11,MYH13,MYH14,MYH15,MYH2,MYH3,MYL4,MYO10,MYO16,MYO18B,MYO1B,MYO7A,MYO9A,MYO9B,MYOM2,NCALD,NEB,NEXN,NOS3,NRAP,OPHN1,PARVA,PARVB,PDLIM2,PDLIM5,PFN1,PHACTR3,PLEKHG3,PLEKHH2,PLS3,PPP1R9A,PTPRD,PXK,RAI14,RCSD1,SHROOM2,SHROOM3,SPEF1,SPTAN1,SPTB,SSH1,SVIL,SYN1,SYNE3,SYNPO2,SYNPO2L,TLN2,TMEM201,TMOD4,TMSB10,TMSB15A,TMSB15B,TNNC2,TNNT2,TPM1,TPM2,TPM4,TWF1,TWF2,USH1C,UTRN,VASH1,VASH2,WASF1,WASF2,WHAMM,WIPF1,XIRP2


			GO:MF			enzyme binding			GO:0019899			9.83E-16			435			ABL1,ACE,ACTA2,ACVR1,ADCY4,ADCY6,ADORA2A,ADRA2A,ALS2CL,ANGPT2,ANK1,ANKFY1,ANKIB1,ANKRD1,ANO2,ANXA2,APBA3,APOE,APP,ARHGAP1,ARHGAP44,ARHGEF2,ARIH2,ATF4,ATF5,ATP1B1,ATP2B4,ATP5IF1,ATXN3,AUP1,AURKB,BCAS3,BCL3,BDKRB2,BHLHE41,BID,BIN1,BLZF1,BNIP3,BOD1,BRCA1,BRCA2,CAB39,CALM1,CALR,CAMTA2,CASP9,CAT,CAV2,CAVIN3,CBL,CBX4,CCDC88A,CCNB1,CCNB3,CCNG1,CCNT2,CDC20,CDC25B,CDC6,CDH2,CDK5R1,CDT1,CENPJ,CEP152,CHCHD3,CIB1,CIT,CKB,CKS2,CLEC12B,CLU,CNTLN,COL1A2,COL3A1,COPS5,CORO1C,CPNE3,CRADD,CRY2,CSF3,CSPG4,CUL3,CUL4A,CUL4B,CUL5,CUL7,CUTA,CYFIP2,CYRIB,DAAM1,DACT3,DCUN1D2,DCUN1D4,DDRGK1,DDX58,DHCR24,DIAPH1,DIAPH2,DIAPH3,DLG4,DNAJA3,DNM1,DOCK5,DOCK7,DPP4,DROSHA,DUSP1,DUSP10,DUSP3,DVL1,DZIP3,EEF1A1,EGR1,EGR2,EID1,ELOB,EPHA4,EPS8,ERBB2,ERBB3,ESR1,EZR,F3,FAM83D,FANCD2,FANCI,FAP,FAS,FBXO5,FBXW5,FER,FGD1,FMNL1,FMNL2,FMNL3,FN1,FNBP1L,FNIP1,FOXM1,FOXO1,FYN,GABARAPL2,GBP1,GGA1,GGA2,GLI3,GOLGA4,GPI,GPR37,GSTM3,GYS1,HCLS1,HDAC10,HEY2,HIC1,HLTF,HRC,HSF1,HSF4,HSPA1L,HSPA5,HSPA9,IKBKG,IL12RB2,IL1R1,IL6R,IPO13,IQCB1,IQGAP2,IQGAP3,IRAK1,IRF5,ITGAV,ITGB1,KAT2B,KDM1A,KHDRBS1,KIAA1614,KIF11,KIF14,KIF20A,KIF3B,KIT,KLHL12,KPNA2,LCK,LDB2,LGALS3,LMNB1,LOC100512977,LOC100620540,LOC100736765,LONP2,LRP4,LRRK2,MAP1LC3A,MAP1LC3B,MAP3K13,MAP3K2,MAPK14,MAPK8IP1,MAPKAPK2,MAPRE1,MAPRE2,MAVS,MCM2,MCM8,MDM2,MEF2A,MEF2D,MET,MFN2,MICAL1,MICAL3,MID1,MSH2,MSH6,MTMR4,MUL1,MYCN,MYO9B,MYOM2,NABP2,NANS,NBEAL2,NDUFS2,NEK2,NEK6,NFKBIA,NGFR,NHEJ1,NIN,NOP56,NOTCH2,NPLOC4,NR1H2,NR4A3,NRM,OPTN,PAK3,PARD6G,PARK7,PARP14,PARP16,PARP9,PATZ1,PDE4D,PDLIM2,PER1,PFKM,PHACTR3,PHF1,PIAS3,PIK3R2,PINK1,PITPNM2,PKD2,PLCB1,PLCE1,PLCG1,PLCG2,PLK1,POLD1,POLG,POT1,PPARA,PPARGC1A,PPME1,PPP1CB,PPP1R12B,PPP1R15A,PPP1R3A,PPP1R3B,PPP1R3C,PPP1R3D,PPP1R3G,PPP2R5A,PPP3CA,PPP3CB,PPP6R2,PRDM1,PRDX3,PRDX6,PRKAB2,PRKAG1,PRKAG3,PRKAR1A,PRKAR1B,PRKAR2A,PRKCD,PRKCH,PRKG2,PRMT8,PRR5L,PSAP,PSMA3,PSMD1,PTGES3,PTN,PTPRC,PTPRJ,PTPRK,PTPRN,RAB29,RAB34,RAC2,RACGAP1,RAD23A,RAD51,RADIL,RAF1,RANBP17,RANBP9,RB1CC1,RCC2,RCOR1,RCOR2,RFC5,RGCC,RHEB,RHOD,RHOF,RIMS1,RND2,RNF14,RNF144A,RNF217,ROCK2,ROR2,ROS1,RPA2,RPS6KA3,RRAGD,RTKN,RYR2,SARS1,SBF2,SCN5A,SCNM1,SERPINE1,SFI1,SGO1,SH3PXD2A,SH3RF2,SHC1,SIRT2,SLC9A3R2,SLF1,SMAD2,SMC6,SMG5,SMTNL2,SMYD2,SORT1,SOX9,SPART,SPDL1,SPG11,SPHK1,SPI1,SPRED2,SPRY2,SQSTM1,SRC,SRGAP2,SRI,STAT1,STING1,STRN,STRN4,STUB1,SYN1,SYTL2,TCF3,TCF7L2,TCIRG1,TEX14,TFEB,TFRC,TIAM1,TIMP1,TJP2,TMTC4,TNFRSF1B,TNIP1,TOP2A,TOP2B,TP73,TPCN2,TPI1,TPRKB,TPX2,TRAF3,TRAF5,TRIM72,TRPC1,TSPAN33,TSPAN5,TTC28,TUBA4A,TUBB,TULP3,TWF2,UBC,UBE2C,UBE2D4,UBE3D,UBXN1,ULK1,UNC13D,UQCRC1,USP13,USP2,USP25,USP6NL,UTRN,VAPB,VCP,VPS9D1,VRK1,VRK3,WDR43,WDR45,WDTC1,WHAMM,WWC2,XPO1,XPO6,YWHAG,YWHAZ,ZBTB7A,ZBTB7B,ZMYM2,ZNF346


			GO:MF			protein-containing complex binding			GO:0044877			5.61E-15			274			ABI3BP,ABL1,ABLIM2,ABLIM3,ACTN2,ACTR3,ACTR3B,ACVR1,ADAM15,ADGRG1,ADRA2A,AEBP1,AHR,AJUBA,ANK1,ANO2,ANTXR1,APOE,ARPC5,ASPN,ATM,ATP5IF1,ATR,AVIL,BAG3,BCAP31,BIN1,CALR,CAPG,CCDC141,CCDC47,CCDC88A,CCN1,CCN3,CCNF,CD151,CD40LG,CD8A,CD9,CDC20,CDCA5,CDK5R1,CENPF,CEP131,CETN3,CFL1,CHD1L,CKAP5,CLSPN,CLU,COL16A1,COL3A1,CORO1B,CORO1C,CORO2A,CORO2B,CORO6,CPEB3,CPEB4,CTNNA1,CTNNAL1,CTSL,DCN,DDR2,DDX3X,DEPDC5,DSTN,DZIP1,ECM2,EGFL6,EIF1,EMILIN1,EPB41L2,EPCAM,EPHB2,EZH2,EZR,FAP,FBLN1,FBN1,FBXO5,FCHO1,FERMT3,FGF1,FHOD3,FLNB,FLNC,FMNL1,FMNL3,FMR1,FN1,FSCN1,FST,GAS2L3,GBP1,GLI3,GMFB,GNAI1,GNAI3,GPI,GPSM2,GRB10,HCLS1,HIP1,HMGN2,HSD17B12,HSPA5,IFIH1,INSR,IQGAP2,IRS3,ITGA2,ITGA4,ITGA5,ITGA6,ITGA9,ITGAL,ITGAV,ITGB1,ITGB4,ITGB6,ITGB7,JAM3,KDR,KIF3B,LAMB1,LCK,LETM1,LGALS3,LOC100511343,LOC100736765,LOC110255887,LOX,LRRK2,LUM,LYN,LZTFL1,MAP1S,MAP3K13,MB21D2,MCM8,MDM2,MICAL1,MICAL3,MRC2,MRPS27,MSH2,MSH6,MTA3,MTHFR,MTM1,MUSK,MUTYH,MYH11,MYH13,MYH14,MYH15,MYH2,MYH3,MYL4,MYO10,MYO16,MYO18B,MYO1B,MYO7A,MYO9B,MYOM2,NAA10,NDUFA9,NEB,NES,NEXN,NID1,NOC2L,NRAP,NUF2,P3H4,PARK7,PCOLCE,PCOLCE2,PCSK9,PDGFA,PDGFRA,PINK1,PLK1,PLPP3,PLS3,PMS2,PODN,PPP1R9A,PSMD14,PTN,PTPRC,PTPRD,PTPRN,PTPRZ1,PTX3,RAB29,RAB7A,RAD23A,RCSD1,RRAS,S1PR2,S1PR3,SALL2,SBDS,SCARB1,SCARF1,SEC61A1,SEMA7A,SESN2,SHC1,SHFL,SHROOM2,SHROOM3,SLC25A3,SLF1,SMARCA1,SMARCA5,SND1,SORT1,SPARC,SPARCL1,SPCS1,SPP1,SPTAN1,SPTB,SRC,STAB1,STRN,STRN4,SUPT16H,SVIL,SYNE3,TAPBP,TAPBPL,TFRC,TGFBI,THBS4,TIMM50,TLN2,TMEM201,TMOD4,TPM2,TPM4,TREX1,TSPAN4,TTC26,TTC5,TUB,TUBA1B,TULP3,TWF1,TWF2,UBD,UBXN1,ULK1,UNG,USH1C,USP13,UTRN,VCAM1,VCP,VHL,VIM,VLDLR,WASF1,WASF2,WHAMM,WRN,XIRP2,YBX3,ZFP91,ZNF827


			GO:MF			metal ion binding			GO:0046872			2.57E-12			687			AARS1,AASDHPPT,ABL1,ABL2,ABLIM2,ABLIM3,ACACA,ACAP3,ACAT1,ACE,ACO1,ACO2,ACTN2,ACVR1,ADAM8,ADAMTS12,ADAMTS14,ADAMTS15,ADAMTS16,ADAMTS19,ADAMTS2,ADAMTS20,ADAMTS6,ADAMTS7,ADAMTS8,ADAMTS9,ADCY2,ADCY3,ADCY4,ADCY6,ADHFE1,ADNP,AEBP1,AGRN,AJUBA,AMPD1,AMPD3,ANGPT2,ANKFY1,ANKIB1,ANPEP,ANTXR1,ANTXR2,ANXA11,ANXA2,ANXA8,AOX1,APIP,APLP1,APOE,APP,ARIH2,ASAP2,ASAP3,ASPN,ASXL3,ATP10A,ATP10D,ATP11B,ATP1A2,ATP2A1,ATP7A,ATP8B2,B4GALT4,BAIAP3,BARD1,BLM,BRCA1,CA13,CA14,CA4,CACNA1D,CACNA1S,CALM1,CALR,CALU,CAMKK2,CAPN11,CAPN3,CARNS1,CARS1,CASQ1,CASQ2,CAT,CBL,CBLB,CCDC47,CDC42BPG,CDH10,CDH11,CDH15,CDH2,CDH20,CDH22,CDH7,CDIP1,CDO1,CELSR3,CEMIP2,CETN3,CHD3,CHURC1,CIB1,CISD3,CIT,CLPX,CLSTN2,CLSTN3,CNDP2,CNOT6,CNOT6L,COL2A1,COL3A1,COL5A2,COPS5,COX1,COX17,COX5A,CPA1,CPA4,CPE,CPS1,CPXM1,CPXM2,CRBN,CSRP2,CUBN,CUTA,CUTC,CYBRD1,CYP1A1,CYP21A1,CYP27A1,CYP2F1,CYP2R1,CYP7B1,DBF4,DCHS1,DCHS2,DCP2,DCTD,DCTPP1,DDHD2,DDX58,DHX58,DLL1,DMRT2,DNAJA2,DNAJA3,DNAJC21,DNAJC24,DNMT1,DNMT3B,DNPEP,DPF3,DST,DTNA,DTNB,DTX2,DTX4,DXO,DZIP1,DZIP3,EBF1,EBF2,EBF3,EBF4,EDIL3,EFCAB7,EFHC1,EFHD2,EGF,EGFL6,EGFL7,EGLN1,EGR1,EGR2,EGR3,EHD4,EHMT2,ENDOD1,ENDOG,ENO3,ENOSF1,ENPP2,EPDR1,EPHX2,ERAP1,ERAP2,ESCO1,ESCO2,ESR1,ESRRA,ESRRG,ETFDH,ETHE1,EXO1,EXT1,EXTL2,EYA2,EYA3,F8,FAH,FBLN1,FBLN5,FBN1,FBN2,FBN3,FBP2,FBXO40,FEN1,FGD1,FHL1,FHL2,FHL3,FHL5,FKBP10,FKBP7,FKBP9,FLYWCH1,FNTB,FOXP2,FRRS1,FYCO1,G2E3,GALNT2,GART,GATA2,GATA3,GCA,GCLC,GEN1,GIT2,GLCE,GLI2,GLI3,GLO1,GLRX5,GMPR,GPD2,GUCA1B,GYG1,HABP2,HAGH,HAGHL,HBB,HCCS,HDAC9,HEPH,HLTF,HMCN2,HRC,IDE,IDH2,IDH3B,IDH3G,IFIH1,IMPDH1,ISCU,ITGA2,ITGAL,ITSN1,JADE2,JADE3,KCMF1,KCND2,KCNIP2,KDM7A,KIAA0753,KIFC1,KIT,LACTB2,LANCL1,LARGE1,LCN2,LETM1,LFNG,LIAS,LIMK1,LIPG,LMCD1,LMO1,LMO2,LNPK,LOC100513261,LOC100513741,LOC100517129,LOC100623035,LOC100625134,LOC100625711,LOC102158443,LOC102165015,LOC110255237,LOC110259328,LOC110259371,LOC110259958,LONRF3,LOX,LOXL1,LOXL4,LPCAT1,LRP4,LRP8,LRRK2,LTBP1,LTBP3,LVRN,LYAR,MACF1,MAN1A1,MAN2A1,MAP3K13,MAP3K20,MARCHF2,MARCHF3,MARCHF8,MAST3,MAST4,MAT2A,MATN2,MBNL1,MBNL3,MBTD1,MCFD2,MCM2,MDM2,ME1,ME3,MELK,METAP1,MEX3D,MFNG,MGAT5,MIB1,MIB2,MICAL1,MICAL3,MID1,MKRN1,MMP14,MMP16,MMP2,MMP23,MMUT,MOCOS,MOCS1,MOXD1,MPI,MRE11,MSH2,MSH4,MSH6,MSMO1,MSRB3,MSS51,MTA3,MTARC2,MTMR4,MUL1,MUTYH,MYL1,MYL4,MYL5,MYLPF,MYO9A,MYOF,NAXE,NCALD,NDUFS7,NDUFV1,NECAB3,NEIL1,NEIL3,NEK6,NEURL1,NFS1,NFXL1,NID1,NID2,NIN,NINL,NLN,NOS1,NOS3,NOTCH2,NOTCH3,NPEPL1,NPLOC4,NQO2,NR1D2,NR1H2,NR1I3,NR2F1,NR2F6,NR4A3,NR5A2,NRAP,NRDC,NRXN1,NSD2,NT5C1A,NT5C3A,NT5DC1,NT5DC2,NT5DC3,NT5E,NUCB2,NUDT12,NUDT13,NUDT5,OBI1,OMA1,OPTN,OTUD7A,P3H2,P3H3,P4HA3,PAM,PAMR1,PAPPA2,PARK7,PC,PCDH11X,PCDH12,PCDH17,PCDH7,PCDHGB1,PCLO,PDE10A,PDE1C,PDE3A,PDE4B,PDE4D,PDE5A,PDE6A,PDE7B,PDE9A,PDLIM2,PDLIM3,PDLIM5,PDP1,PDZRN4,PELO,PEX2,PFKM,PGM2L1,PGM5,PHEX,PHF1,PHF13,PHF19,PHF21A,PHF21B,PHF7,PHOSPHO1,PIAS3,PINK1,PIR,PITPNM2,PJA1,PKD2,PKM,PLA1A,PLA2G4A,PLAG1,PLCB1,PLCD1,PLCD4,PLCG1,PLEKHF1,PLK1,PLOD1,PLOD2,PLS3,PNKD,POLD1,POLL,POSTN,PPARA,PPAT,PPEF1,PPM1A,PPM1B,PPM1F,PPM1L,PPP1CB,PPP3CB,PPTC7,PRDM1,PRDM5,PRICKLE2,PRICKLE3,PRIM2,PRKD1,PROS1,PRPS1,PRRG2,PRRG3,PRTFDC1,PSMC3,PTER,PVALB,RABGGTA,RASA4B,RASGRP2,RCN1,RCN3,REPS2,REV3L,REXO2,RFWD3,RHEB,RIMKLA,RIMKLB,RIMS1,RNF123,RNF14,RNF144A,RNF144B,RNF149,RNF150,RNF157,RNF165,RNF19B,RNF2,RNF207,RNF217,RNF38,RNPEPL1,ROCK2,RORA,RP2,RPS6KA1,RPS6KA3,RUFY3,RUNX1T1,RXRG,RYBP,RYR2,S100A4,S100A6,S100A7,SAMHD1,SCNM1,SCUBE1,SDHB,SDHC,SEC23A,SEC24D,SELENON,SELENOO,SGCA,SH3RF2,SIRT2,SLC25A12,SLC25A24,SLC25A25,SLC8A3,SLIT1,SLIT2,SLIT3,SMAD2,SMAD9,SMPD1,SMPDL3A,SMPDL3B,SMYD2,SNED1,SOD3,SPARC,SPARCL1,SPG7,SPHK1,SPOCK3,SPTAN1,SQSTM1,SRI,STAB1,STIM1,STIM2,STK11,STK26,STK3,STT3A,SUCLA2,SUCLG2,SULF1,SULF2,SUMF1,SVEP1,SYT12,SYT2,SYT9,TBC1D14,TBC1D8B,TCF19,TDP2,TDRD12,TENM2,TESK1,TET3,TGFBR2,THAP11,THBS2,THBS3,THBS4,TIMP1,TM7SF2,TNNC2,TOP2A,TOP2B,TP63,TP73,TPD52,TRAF3,TRAF5,TRAIP,TREX1,TRIM2,TRIM36,TRIM55,TRIM59,TRIM63,TRIM72,TSHZ3,TTF2,UBR2,UBR3,UBR7,UHRF1,UMODL1,UQCRC1,UQCRC2,USP13,USP19,UTRN,VAT1,VAV2,VCAN,VLDLR,VWCE,VWDE,WDFY3,WDR6,WEE1,WRN,XIRP2,XYLT2,ZCCHC9,ZDHHC20,ZFAND5,ZFAND6,ZFHX4,ZFP30,ZFP37,ZFPM2,ZFYVE27,ZGRF1,ZIC3,ZIC4,ZKSCAN4,ZKSCAN7,ZMIZ1,ZMYM2,ZMYM3,ZMYM4,ZNF135,ZNF175,ZNF180,ZNF235,ZNF26,ZNF287,ZNF300,ZNF333,ZNF346,ZNF385A,ZNF567,ZNF568,ZNF624,ZNF638,ZNF641,ZNF711,ZNF768,ZNF879,ZNFX1,ZRANB3,ZYX


			GO:MF			cation binding			GO:0043169			3.54E-12			703			AARS1,AASDHPPT,ABL1,ABL2,ABLIM2,ABLIM3,ACACA,ACAP3,ACAT1,ACE,ACO1,ACO2,ACSS1,ACTN2,ACVR1,ADAM8,ADAMTS12,ADAMTS14,ADAMTS15,ADAMTS16,ADAMTS19,ADAMTS2,ADAMTS20,ADAMTS6,ADAMTS7,ADAMTS8,ADAMTS9,ADCY2,ADCY3,ADCY4,ADCY6,ADHFE1,ADNP,ADRA2A,AEBP1,AGRN,AJUBA,AMPD1,AMPD3,ANGPT2,ANKFY1,ANKIB1,ANPEP,ANTXR1,ANTXR2,ANXA11,ANXA2,ANXA8,AOX1,APIP,APLP1,APOE,APP,ARIH2,ASAP2,ASAP3,ASPN,ASXL3,ATP10A,ATP10D,ATP11B,ATP1A2,ATP2A1,ATP7A,ATP8B2,B4GALT4,BAIAP3,BARD1,BLM,BRCA1,CA13,CA14,CA4,CACNA1D,CACNA1S,CALM1,CALR,CALU,CAMKK2,CAPN11,CAPN3,CARNS1,CARS1,CASQ1,CASQ2,CAT,CBL,CBLB,CCDC47,CDC42BPG,CDH10,CDH11,CDH15,CDH2,CDH20,CDH22,CDH7,CDIP1,CDO1,CELSR3,CEMIP2,CETN3,CHD3,CHRNA1,CHRND,CHURC1,CIB1,CISD3,CIT,CLPX,CLSTN2,CLSTN3,CNDP2,CNOT6,CNOT6L,COL2A1,COL3A1,COL5A2,COPS5,COX1,COX17,COX5A,CPA1,CPA4,CPE,CPS1,CPXM1,CPXM2,CRBN,CSRP2,CUBN,CUTA,CUTC,CYBRD1,CYP1A1,CYP21A1,CYP27A1,CYP2F1,CYP2R1,CYP7B1,DBF4,DCHS1,DCHS2,DCP2,DCTD,DCTPP1,DDHD2,DDX58,DHX58,DLL1,DMRT2,DNAJA2,DNAJA3,DNAJC21,DNAJC24,DNMT1,DNMT3B,DNPEP,DPF3,DST,DTNA,DTNB,DTX2,DTX4,DXO,DZIP1,DZIP3,EBF1,EBF2,EBF3,EBF4,EDIL3,EFCAB7,EFHC1,EFHD2,EGF,EGFL6,EGFL7,EGLN1,EGR1,EGR2,EGR3,EHD4,EHMT2,ENDOD1,ENDOG,ENO3,ENOSF1,ENPP2,EPDR1,EPHX2,ERAP1,ERAP2,ESCO1,ESCO2,ESR1,ESRRA,ESRRG,ETFDH,ETHE1,EXO1,EXT1,EXTL2,EYA2,EYA3,F8,FAH,FBLN1,FBLN5,FBN1,FBN2,FBN3,FBP2,FBXO40,FEN1,FGD1,FHL1,FHL2,FHL3,FHL5,FKBP10,FKBP7,FKBP9,FLYWCH1,FNTB,FOXP2,FRRS1,FYCO1,G2E3,GALNT2,GART,GATA2,GATA3,GCA,GCLC,GEN1,GIT2,GLCE,GLI2,GLI3,GLO1,GLRX5,GMPR,GPD2,GPR143,GRIN3A,GRM7,GUCA1B,GYG1,HABP2,HAGH,HAGHL,HBB,HCCS,HDAC9,HEPH,HLTF,HMCN2,HRC,IDE,IDH2,IDH3B,IDH3G,IFIH1,IMPDH1,ISCU,ITGA2,ITGAL,ITSN1,JADE2,JADE3,KCMF1,KCND2,KCNIP2,KDM7A,KIAA0753,KIFC1,KIT,LACTB2,LANCL1,LARGE1,LCN2,LETM1,LFNG,LIAS,LIMK1,LIPG,LMCD1,LMO1,LMO2,LNPK,LOC100513261,LOC100513741,LOC100517129,LOC100623035,LOC100625134,LOC100625711,LOC102158443,LOC102165015,LOC110255237,LOC110259328,LOC110259371,LOC110259958,LONRF3,LOX,LOXL1,LOXL4,LPCAT1,LRP4,LRP8,LRRK2,LTBP1,LTBP3,LVRN,LYAR,MACF1,MAN1A1,MAN2A1,MAP3K13,MAP3K20,MARCHF2,MARCHF3,MARCHF8,MAST3,MAST4,MAT2A,MATN2,MBNL1,MBNL3,MBTD1,MCFD2,MCM2,MDM2,ME1,ME3,MELK,METAP1,MEX3D,MFNG,MGAT5,MIB1,MIB2,MICAL1,MICAL3,MID1,MKRN1,MMP14,MMP16,MMP2,MMP23,MMUT,MOCOS,MOCS1,MOXD1,MPI,MRE11,MSH2,MSH4,MSH6,MSMO1,MSRB3,MSS51,MTA3,MTARC2,MTMR4,MUL1,MUTYH,MYL1,MYL4,MYL5,MYLPF,MYO9A,MYOF,NAXE,NCALD,NDUFS7,NDUFV1,NECAB3,NEIL1,NEIL3,NEK6,NEURL1,NF1,NFS1,NFXL1,NID1,NID2,NIN,NINL,NLN,NOS1,NOS3,NOTCH2,NOTCH3,NPEPL1,NPLOC4,NQO2,NR1D2,NR1H2,NR1I3,NR2F1,NR2F6,NR4A3,NR5A2,NRAP,NRDC,NRXN1,NSD2,NT5C1A,NT5C3A,NT5DC1,NT5DC2,NT5DC3,NT5E,NUCB2,NUDT12,NUDT13,NUDT5,OBI1,OGDH,OMA1,OPTN,OTUD7A,P3H2,P3H3,P4HA3,PAM,PAMR1,PAPPA2,PARK7,PC,PCDH11X,PCDH12,PCDH17,PCDH7,PCDHGB1,PCLO,PCYT1B,PDE10A,PDE1C,PDE3A,PDE4B,PDE4D,PDE5A,PDE6A,PDE7B,PDE9A,PDLIM2,PDLIM3,PDLIM5,PDP1,PDZRN4,PELO,PEX2,PFKM,PGM2L1,PGM5,PHEX,PHF1,PHF13,PHF19,PHF21A,PHF21B,PHF7,PHOSPHO1,PIAS3,PINK1,PIR,PITPNA,PITPNM2,PJA1,PKD2,PKM,PLA1A,PLA2G4A,PLAG1,PLCB1,PLCD1,PLCD4,PLCG1,PLEKHF1,PLK1,PLOD1,PLOD2,PLS3,PLTP,PNKD,POLD1,POLL,POSTN,PPARA,PPAT,PPEF1,PPM1A,PPM1B,PPM1F,PPM1L,PPP1CB,PPP3CB,PPTC7,PRDM1,PRDM5,PRICKLE2,PRICKLE3,PRIM2,PRKAG3,PRKD1,PRMT8,PROS1,PRPS1,PRRG2,PRRG3,PRTFDC1,PSMC3,PTER,PVALB,PYGL,RABGGTA,RASA4B,RASGRP2,RCN1,RCN3,REPS2,REV3L,REXO2,RFWD3,RHEB,RIMKLA,RIMKLB,RIMS1,RNF123,RNF14,RNF144A,RNF144B,RNF149,RNF150,RNF157,RNF165,RNF19B,RNF2,RNF207,RNF217,RNF38,RNPEPL1,ROCK2,RORA,RP2,RPS6KA1,RPS6KA3,RUFY3,RUNX1T1,RXRG,RYBP,RYR2,S100A4,S100A6,S100A7,SAMHD1,SCNM1,SCUBE1,SDHB,SDHC,SEC23A,SEC24D,SELENON,SELENOO,SGCA,SH3RF2,SIRT2,SLC25A12,SLC25A24,SLC25A25,SLC8A3,SLIT1,SLIT2,SLIT3,SMAD2,SMAD9,SMPD1,SMPDL3A,SMPDL3B,SMYD2,SNED1,SOD3,SPARC,SPARCL1,SPG7,SPHK1,SPOCK3,SPTAN1,SQSTM1,SRI,STAB1,STIM1,STIM2,STK11,STK26,STK3,STT3A,SUCLA2,SUCLG2,SULF1,SULF2,SUMF1,SVEP1,SYT12,SYT2,SYT9,TBC1D14,TBC1D8B,TCF19,TDP2,TDRD12,TENM2,TESK1,TET3,TGFBR2,THAP11,THBS2,THBS3,THBS4,TIMP1,TM7SF2,TNNC2,TOP2A,TOP2B,TP63,TP73,TPD52,TRAF3,TRAF5,TRAIP,TREX1,TRIM2,TRIM36,TRIM55,TRIM59,TRIM63,TRIM72,TSHZ3,TTF2,UBR2,UBR3,UBR7,UHRF1,UMODL1,UQCRC1,UQCRC2,USP13,USP19,UTRN,VAT1,VAV2,VCAN,VDAC2,VLDLR,VWCE,VWDE,WDFY3,WDR6,WEE1,WRN,XIRP2,XYLT2,ZCCHC9,ZDHHC20,ZFAND5,ZFAND6,ZFHX4,ZFP30,ZFP37,ZFPM2,ZFYVE27,ZGRF1,ZIC3,ZIC4,ZKSCAN4,ZKSCAN7,ZMIZ1,ZMYM2,ZMYM3,ZMYM4,ZNF135,ZNF175,ZNF180,ZNF235,ZNF26,ZNF287,ZNF300,ZNF333,ZNF346,ZNF385A,ZNF567,ZNF568,ZNF624,ZNF638,ZNF641,ZNF711,ZNF768,ZNF879,ZNFX1,ZRANB3,ZYX


			GO:MF			cell adhesion molecule binding			GO:0050839			3.81E-11			85			ACVR1,ADAM15,ADAM8,AFDN,ANO2,BCAM,CALR,CCN1,CCN3,CD151,CD200,CD40LG,CD9,CDH10,CDH11,CDH15,CDH2,CDH20,CDH7,CNTN1,CNTN4,COL16A1,COL3A1,CPE,CTNNA1,CTNNAL1,CTNND1,CTNND2,DCHS1,EGFL6,EMB,EMILIN1,ESAM,EZR,FAP,FBLN1,FBN1,FERMT3,FGF1,FN1,IGSF9,ITGA2,ITGA4,ITGA5,ITGA6,ITGA9,ITGAL,ITGAV,ITGB1,ITGB4,ITGB6,ITGB7,JAM3,KDR,KIRREL1,LAMB1,LOC100620540,LRRC4C,MYOT,NECTIN3,NEXN,NRCAM,PLPP3,PLXNB3,POSTN,PROM1,PTK7,PTN,PTPRB,PTPRD,PTPRJ,PTPRZ1,ROBO1,S1PR2,S1PR3,SEMA7A,SPP1,SRC,TENM1,TENM2,TGFBI,THBS4,TSPAN4,UTRN,VCAM1


			GO:MF			actin filament binding			GO:0051015			7.24E-11			75			ABL1,ABLIM2,ABLIM3,ACTN2,ACTR3,ACTR3B,AJUBA,ANTXR1,ARPC5,AVIL,BIN1,CAPG,CCDC141,CDK5R1,CFL1,CORO1B,CORO1C,CORO2A,CORO2B,CORO6,CTNNA1,CTNNAL1,DSTN,EZR,FHOD3,FLNB,FLNC,FMNL1,FMNL3,FSCN1,GAS2L3,HCLS1,HIP1,IQGAP2,LOC100736765,LOC110255887,MAP1S,MICAL1,MICAL3,MYH11,MYH13,MYH14,MYH15,MYH2,MYH3,MYL4,MYO10,MYO16,MYO18B,MYO1B,MYO7A,MYO9B,MYOM2,NEB,NEXN,NRAP,PLS3,PPP1R9A,PTPRD,RCSD1,SHROOM2,SHROOM3,SPTAN1,SPTB,SVIL,SYNE3,TLN2,TMEM201,TMOD4,TPM2,TPM4,TWF1,TWF2,USH1C,XIRP2


			GO:MF			catalytic activity, acting on a protein			GO:0140096			3.70E-10			517			ABHD17C,ABL1,ABL2,ACE,ACVR1,ADAM11,ADAM12,ADAM15,ADAM22,ADAM8,ADAMTS12,ADAMTS14,ADAMTS15,ADAMTS16,ADAMTS19,ADAMTS2,ADAMTS20,ADAMTS6,ADAMTS7,ADAMTS8,ADAMTS9,AEBP1,AFG3L2,AKAP13,AKT2,ALPK2,ANKIB1,ANPEP,APAF1,ARAF,ARIH2,ART3,ART4,ASB2,ASPH,ATAT1,ATG4A,ATG4D,ATM,ATR,ATXN3,AURKB,BARD1,BCKDK,BCR,BRCA1,BRCA2,BUB1,BUB1B,C1H18ORF25,C2,CACHD1,CAMK2A,CAMK2G,CAMKK2,CAMKV,CAPN11,CAPN3,CAPN5,CAPN6,CASK,CASP6,CASP9,CBL,CBLB,CBX4,CCNB1,CD5L,CDC14A,CDC14B,CDC25B,CDC42BPG,CDK1,CDK14,CDK17,CDK20,CFD,CHEK1,CIT,CKAP5,CLCA1,CLK3,CLPX,CNDP2,COLGALT2,COPS5,CPA1,CPA4,CPE,CPNE3,CPQ,CPXM1,CPXM2,CSKMT,CSNK1G3,CSNK2B,CTRB2,CTSA,CTSC,CTSL,CTSO,CTSW,CTSZ,CUL3,DAPK1,DAPK2,DCLK3,DDI1,DDR2,DLAT,DLST,DNPEP,DOT1L,DPP4,DPP9,DTL,DTX2,DTX4,DUSP1,DUSP10,DUSP26,DUSP29,DUSP3,DYRK1B,DZIP3,EGLN1,EGR2,EHMT2,EPHA3,EPHA4,EPHA7,EPHB2,EPHB3,EPHB4,ERAP1,ERAP2,ERBB2,ERBB3,ERMP1,ERO1A,ESCO1,ESPL1,EYA2,EYA3,EZH1,EZH2,F3,FAM98A,FAP,FASTK,FBXO40,FBXW8,FER,FES,FGFR1,FGFR4,FIGNL1,FKBP10,FKBP3,FKBP4,FKBP5,FKBP7,FKBP9,FLT1,FN3K,FNTB,FYN,G2E3,GALNT10,GALNT15,GALNT17,GALNT2,GALNT5,GALNT7,GCNT1,GFRA3,GGT5,GLRX5,GLUL,GRK2,GRK7,GSR,HABP2,HCCS,HDAC10,HDAC9,HECTD3,HERC6,HGF,HIPK4,HMCES,HPN,HR,HTATIP2,HTRA1,HTRA3,HUNK,IDE,INSR,IRAK1,IRAK2,ITSN1,JADE2,JMJD1C,KAT2B,KCMF1,KDM1A,KDM7A,KDM8,KDR,KIT,KLHL13,KLHL21,KLHL42,KLHL9,LACTB,LCK,LIMK1,LMTK2,LOC100620540,LOC110258060,LONP2,LONRF3,LOX,LOXL1,LOXL4,LRRC2,LRRC39,LRRC40,LRRK1,LRRK2,LVRN,LYN,MAK,MAP2K2,MAP3K10,MAP3K13,MAP3K14,MAP3K15,MAP3K2,MAP3K20,MAP4K1,MAP4K4,MAPK14,MAPK4,MAPKAPK2,MARCHF2,MARCHF3,MARCHF8,MAST3,MAST4,MASTL,MBTPS2,MDM2,MELK,MET,METAP1,MGAT5,MIB1,MIB2,MKNK2,MKRN1,MMD,MMP14,MMP16,MMP2,MMP23,MSH4,MTM1,MTMR4,MUL1,MUSK,MYLK2,MYLK4,NAA50,NEDD4L,NEK1,NEK2,NEK3,NEK4,NEK6,NEURL1,NEURL2,NEURL4,NLN,NMT1,NPEPL1,NRDC,NRK,NSD2,NTAQ1,NTMT1,NTMT2,NTRK3,OBI1,OGT,OMA1,OTUB2,OTUD1,OTUD7A,P3H2,P3H3,P4HA3,PAK3,PAK4,PAM,PAMR1,PAPPA2,PARK7,PARP14,PARP16,PARP3,PARP8,PARP9,PASK,PBK,PCMT1,PCMTD1,PCSK5,PCSK9,PDGFRA,PDIA3,PDIA4,PDIA5,PDIA6,PDK2,PDK4,PDP1,PELI3,PGK1,PHEX,PHKA1,PHKG1,PHLPP1,PIAS3,PINK1,PJA1,PKDCC,PLAT,PLK1,PLK3,PLOD1,PLOD2,PPEF1,PPIF,PPIL3,PPM1A,PPM1B,PPM1F,PPM1J,PPM1L,PPM1M,PPME1,PPP1CB,PPP2R5A,PPP3CA,PPP3CB,PPP5C,PPP6C,PPTC7,PRCP,PREPL,PRKAB2,PRKAG1,PRKAG3,PRKCD,PRKCH,PRKCI,PRKCQ,PRKCZ,PRKD1,PRKG2,PRMT8,PRSS35,PRSS36,PRSS56,PSMB6,PSMB8,PSMB9,PSMC1,PSMD14,PTK2B,PTK7,PTPMT1,PTPN13,PTPN4,PTPN9,PTPRA,PTPRB,PTPRC,PTPRD,PTPRG,PTPRJ,PTPRK,PTPRN,PTPRS,PTPRZ1,PXK,QSOX1,RABGGTA,RAF1,RFWD3,RNF123,RNF14,RNF144A,RNF144B,RNF149,RNF150,RNF157,RNF165,RNF19B,RNF2,RNF217,RNF38,RNPEPL1,ROCK2,ROR2,ROS1,RPS6KA1,RPS6KA3,RPS6KB2,SCRN2,SCRN3,SENP1,SENP5,SETD7,SGK1,SH3RF2,SIK3,SIRT2,SMURF1,SMYD2,SPG7,SRC,SSH1,SSU72,STAMBPL1,STK10,STK11,STK17B,STK26,STK3,STT3A,STUB1,STYXL2,TBCK,TEK,TESK1,TESK2,TEX14,TGFBR1,TGFBR2,TIMM50,TINAGL1,TLK1,TM7SF2,TMEM120A,TMPRSS7,TMPRSS9,TMTC2,TMTC3,TMTC4,TPP2,TPST2,TRAF3IP2,TRAIP,TRIM36,TRIM55,TRIM59,TRIM63,TRIM72,TRIO,TSSK3,TTK,TTLL1,TTLL7,TWF1,TXNL1,TXNRD1,TYRO3,UBA6,UBA7,UBASH3B,UBE2C,UBE2D4,UBE2Z,UBE3D,UBR2,UBR3,UBR7,UCHL3,UHRF1,ULK1,ULK3,UNC5CL,UQCRC2,USP1,USP13,USP18,USP19,USP2,USP24,USP25,USP28,USP34,USP53,VASH1,VASH2,VRK1,VRK3,WDR6,WEE1,WNK3,WWP1,XYLT2,ZDHHC20,ZER1


			GO:MF			kinase activity			GO:0016301			3.92E-09			211			ABL1,ABL2,ACVR1,AK1,AK3,AK5,AKAP13,AKAP6,AKT2,ALDH18A1,ALPK2,ARAF,ATM,ATR,AURKB,BCKDK,BCR,BUB1,BUB1B,CAMK2A,CAMK2G,CAMKK2,CAMKV,CASK,CCNB1,CDC42BPG,CDK1,CDK14,CDK17,CDK20,CDK2AP2,CDK5R1,CERKL,CHEK1,CIT,CKMT2,CLK3,CMPK2,CNKSR1,COQ8A,CPNE3,CRYBG3,CSNK1G3,CSNK2B,DAPK1,DAPK2,DCAKD,DCLK3,DCTPP1,DDR2,DYRK1B,EPHA3,EPHA4,EPHA7,EPHB2,EPHB3,EPHB4,ERBB2,ERBB3,FASTK,FER,FES,FGFR1,FGFR4,FGGY,FLT1,FN3K,FYN,GK,GK5,GKAP1,GRK2,GRK7,GUK1,HIPK4,HK1,HK2,HTATIP2,HUNK,INSR,IRAK1,IRAK1BP1,IRAK2,KDR,KIT,LCK,LIMK1,LMTK2,LOC110258060,LRRK1,LRRK2,LYN,MAK,MAP2K2,MAP3K10,MAP3K13,MAP3K14,MAP3K15,MAP3K2,MAP3K20,MAP4K1,MAP4K4,MAPK14,MAPK4,MAPK8IP1,MAPKAPK2,MAST3,MAST4,MASTL,MELK,MET,MKNK2,MMD,MUSK,MVK,MYLK2,MYLK4,N4BP2,NAGK,NEK1,NEK2,NEK3,NEK4,NEK6,NME4,NME6,NRK,NTRK3,NYAP1,PAK3,PAK4,PANK3,PANK4,PASK,PBK,PDGFRA,PDK2,PDK4,PFKM,PGK1,PGM2L1,PHKG1,PIK3C2A,PINK1,PIP4K2A,PIP4K2C,PKDCC,PKM,PLK1,PLK3,PLXNA1,PLXNA2,PLXNA3,PLXNB3,PLXND1,PPIP5K1,PPIP5K2,PRKAB2,PRKAG1,PRKAG3,PRKCD,PRKCH,PRKCI,PRKCQ,PRKCZ,PRKD1,PRKG2,PRPS1,PTK2B,PTK7,PXK,RAF1,ROCK2,ROR2,ROS1,RPS6KA1,RPS6KA3,RPS6KB2,SGK1,SHPK,SIK3,SKP2,SPHK1,SRC,STK10,STK11,STK17B,STK26,STK3,STT3A,TBCK,TBRG4,TEK,TESK1,TESK2,TEX14,TGFBR1,TGFBR2,TLK1,TRIO,TSSK3,TTK,TWF1,TYRO3,ULK1,ULK3,VRK1,VRK3,WEE1,WNK3,XYLB


			GO:MF			microtubule binding			GO:0008017			3.96E-09			82			APC2,ARHGEF2,CAPN6,CCDC88A,CCDC88C,CENPE,CENPF,CETN3,CKAP5,CLIP1,CLIP3,CLIP4,DCX,DLGAP5,DNM1,DPYSL5,DST,EML4,EML6,EZR,FAM83D,FES,GAS2L3,HOOK2,KIF11,KIF12,KIF14,KIF15,KIF18A,KIF18B,KIF1A,KIF1C,KIF20A,KIF20B,KIF21B,KIF22,KIF23,KIF24,KIF26B,KIF27,KIF2A,KIF2C,KIF3A,KIF3B,KIF4A,KIF5C,KIFC1,MAP1A,MAP1B,MAP1LC3A,MAP1LC3B,MAP1S,MAP2,MAP4,MAP6,MAPRE1,MAPRE2,MAPT,MID1,MX1,MX2,NAV3,NIN,PLK1,RACGAP1,RCC2,REEP1,REEP4,RGS14,RMDN1,SBDS,SKA1,SPAG5,SPAG8,SPEF1,TPX2,TRAF3IP1,TUBGCP4,TUBGCP6,VAPB,VASH2,WHAMM


			GO:MF			phosphoric ester hydrolase activity			GO:0042578			3.96E-09			114			CDC14A,CDC14B,CDC25B,CDT1,CNP,DUSP1,DUSP10,DUSP26,DUSP29,DUSP3,ENPP2,ENPP6,EPHX2,EYA2,EYA3,FBP2,GFRA3,INPP4A,INPP4B,INPP5F,INPP5J,LCK,LHPP,LOC100620540,LPIN1,LPIN3,LRRC2,LRRC39,LRRC40,LRRK2,MINPP1,MTM1,MTMR1,MTMR10,MTMR4,NOCT,NT5C1A,NT5C3A,NT5DC1,NT5DC2,NT5DC3,NT5E,NT5M,PDE10A,PDE1C,PDE3A,PDE4B,PDE4D,PDE5A,PDE6A,PDE7B,PDE9A,PDP1,PHLPP1,PHOSPHO1,PIP4P2,PLCB1,PLCD1,PLCD4,PLCE1,PLCG1,PLCG2,PLCL1,PLCL2,PLD1,PLD2,PLPP3,PLPP7,PLPPR4,PPEF1,PPM1A,PPM1B,PPM1F,PPM1J,PPM1L,PPM1M,PPP1CB,PPP2R5A,PPP3CA,PPP3CB,PPP5C,PPP6C,PPTC7,PTPMT1,PTPN13,PTPN4,PTPN9,PTPRA,PTPRB,PTPRC,PTPRD,PTPRG,PTPRJ,PTPRK,PTPRN,PTPRS,PTPRZ1,PXYLP1,SAMHD1,SGPP1,SMPD1,SMPDL3A,SMPDL3B,SSH1,SSU72,STYXL2,SYNJ2,TDP1,TDP2,TIGAR,TIMM50,TMEM120A,TNS3,UBASH3B


			GO:MF			transferase activity			GO:0016740			1.28E-08			511			AASDHPPT,ABHD4,ABHD5,ABL1,ABL2,ACAT1,ACCS,ACSM4,ACSM5,ACVR1,AGPAT4,AK1,AK3,AK5,AKAP13,AKAP6,AKT2,ALAS1,ALAS2,ALDH18A1,ALDH1L2,ALG10,ALG14,ALG8,ALG9,ALPK2,ANKIB1,ARAF,ARIH2,ART3,ART4,ASB2,ATAT1,ATIC,ATM,ATR,AURKB,B3GALNT1,B3GALT2,B3GLCT,B3GNT3,B3GNT5,B4GALT4,BARD1,BCAT1,BCAT2,BCKDK,BCR,BRCA1,BRCA2,BST1,BUB1,BUB1B,C1H18ORF25,CACHD1,CAMK2A,CAMK2G,CAMKK2,CAMKV,CARNMT1,CASD1,CASK,CBL,CBLB,CBX4,CCNB1,CCNG1,CDC42BPG,CDK1,CDK14,CDK17,CDK20,CDK2AP2,CDK5R1,CDS1,CERKL,CHEK1,CHPF,CHPT1,CHST1,CHST15,CHST2,CHST3,CHSY1,CIT,CKAP5,CKMT2,CLK3,CMPK2,CNKSR1,COLGALT2,COPE,COQ2,COQ3,COQ5,COQ8A,COX10,CPNE3,CPT1B,CPT1C,CPT2,CRAT,CRYBG3,CSKMT,CSNK1G3,CSNK2B,CUL3,DAPK1,DAPK2,DCAKD,DCLK3,DCTPP1,DDR2,DHPS,DLAT,DLST,DNMT1,DNMT3B,DOT1L,DPY19L1,DPY19L3,DPY19L4,DTL,DTX2,DTX4,DYRK1B,DZIP3,EGR2,EHMT2,EIF2B3,EMG1,EPHA3,EPHA4,EPHA7,EPHB2,EPHB3,EPHB4,ERBB2,ERBB3,ESCO1,ESCO2,EXT1,EXT2,EXTL1,EXTL2,EZH1,EZH2,FAM98A,FASTK,FBXO40,FBXW8,FER,FES,FGFR1,FGFR4,FGGY,FLAD1,FLT1,FN3K,FNTB,FYN,G2E3,GAL3ST4,GALNT10,GALNT15,GALNT17,GALNT2,GALNT5,GALNT7,GAMT,GARS1,GART,GBA2,GCNT1,GCNT4,GFPT1,GFPT2,GGT5,GK,GK5,GKAP1,GLT8D2,GLUL,GOT1,GPAT2,GPAT4,GPT2,GRK2,GRK7,GSTA4,GSTM3,GSTZ1,GUK1,GXYLT2,GYG1,GYS1,HADHB,HECTD3,HERC6,HHAT,HHATL,HIPK4,HK1,HK2,HS2ST1,HS6ST1,HS6ST2,HTATIP2,HUNK,INMT,INSR,IRAK1,IRAK1BP1,IRAK2,ITSN1,JADE2,KAT2B,KCMF1,KDM1A,KDM7A,KDR,KIT,KLHL13,KLHL21,KLHL42,KLHL9,KYAT1,KYAT3,LANCL1,LARGE1,LARGE2,LCK,LFNG,LIAS,LIMK1,LMTK2,LOC100517735,LOC100522551,LOC100737755,LOC110258060,LONRF3,LPCAT1,LPCAT3,LRRK1,LRRK2,LTC4S,LYN,MAK,MAP2K2,MAP3K10,MAP3K13,MAP3K14,MAP3K15,MAP3K2,MAP3K20,MAP4K1,MAP4K4,MAPK14,MAPK4,MAPK8IP1,MAPKAPK2,MARCHF2,MARCHF3,MARCHF8,MAST3,MAST4,MASTL,MAT2A,MBOAT1,MBOAT2,MDM2,MELK,MET,METTL17,METTL25B,MFNG,MGAT5,MIB1,MIB2,MID1,MKNK2,MKRN1,MMAB,MMD,MOCOS,MRM3,MSH4,MUL1,MUSK,MVK,MYLK2,MYLK4,N4BP2,NAA10,NAA20,NAA50,NAGK,NAMPT,NAT8,NDUFAF5,NEDD4L,NEK1,NEK2,NEK3,NEK4,NEK6,NEURL1,NEURL2,NEURL4,NFS1,NME4,NME6,NMT1,NRK,NSD2,NTMT1,NTMT2,NTRK3,NUDT5,NYAP1,OAT,OBI1,OGT,OTC,OXCT1,OXSM,PAFAH1B2,PAK3,PAK4,PANK3,PANK4,PARP14,PARP16,PARP3,PARP8,PARP9,PASK,PBK,PCMT1,PCMTD1,PCYT1B,PDGFRA,PDHX,PDK2,PDK4,PELI3,PFKM,PGK1,PGM2L1,PHKG1,PIAS3,PIGA,PIGQ,PIK3C2A,PINK1,PIP4K2A,PIP4K2C,PJA1,PKDCC,PKM,PLA2G4A,PLK1,PLK3,PLXNA1,PLXNA2,PLXNA3,PLXNB3,PLXND1,PNMT,PNPLA2,PODN,POGLUT2,POLA1,POLD1,POLG,POLH,POLL,POLR2F,POLR2J,POLR3A,POLR3H,PPAT,PPIP5K1,PPIP5K2,PRDM1,PRDM5,PRDX6,PRKAB2,PRKAG1,PRKAG3,PRKCD,PRKCH,PRKCI,PRKCQ,PRKCZ,PRKD1,PRKG2,PRMT8,PRPS1,PRTFDC1,PSAP,PTDSS1,PTGES3,PTK2B,PTK7,PXK,PYGL,PYGM,RABGGTA,RAF1,REV3L,RFWD3,RNF123,RNF14,RNF144A,RNF144B,RNF149,RNF150,RNF157,RNF165,RNF19B,RNF2,RNF217,RNF38,ROCK2,ROR2,ROS1,RPS6KA1,RPS6KA3,RPS6KB2,SELENOI,SELENOO,SETD7,SGK1,SH3RF2,SHPK,SIK3,SIRT2,SKP2,SMURF1,SMYD2,SOAT1,SPHK1,SPTLC1,SRC,ST3GAL5,ST6GALNAC2,ST6GALNAC3,STK10,STK11,STK17B,STK26,STK3,STT3A,STUB1,TBCK,TBRG4,TEK,TESK1,TESK2,TEX14,TGFBR1,TGFBR2,TLK1,TMTC2,TMTC3,TMTC4,TPST2,TRAF3IP2,TRAIP,TRIM36,TRIM55,TRIM59,TRIM63,TRIM72,TRIO,TRMT1L,TRMU,TRPT1,TSSK3,TST,TSTD1,TTC3,TTK,TWF1,TYRO3,UBE2C,UBE2D4,UBE2Z,UBE3D,UBR2,UBR3,UBR7,UGCG,UGGT1,UGGT2,UGP2,UHRF1,ULK1,ULK3,UST,VRK1,VRK3,WEE1,WNK3,WSCD1,WWP1,XYLB,XYLT2,ZDHHC20,ZER1


			GO:MF			oxidoreductase activity			GO:0016491			3.40E-08			194			ACAD10,ACADL,ACADM,ACADS,ACADVL,ACOX2,ADHFE1,AIFM1,AKR1A1,ALDH18A1,ALDH1A1,ALDH1A2,ALDH1L2,ALDH2,ALDH3B1,ALDH4A1,ALDH6A1,AOX1,ASPH,BCAT2,BCKDHA,BCKDHB,BDH1,BLVRB,CAT,CBR3,CDO1,COQ6,COX1,COX3,CPOX,CRAT,CRYL1,CRYM,CYB5RL,CYBRD1,CYP1A1,CYP21A1,CYP27A1,CYP2F1,CYP2R1,CYP7B1,DDO,DECR1,DHCR24,DHCR7,DHRS3,DHRS7,DHRS7C,DLAT,DLD,EGLN1,ENOX1,ERO1A,ETFA,ETFB,ETFDH,ETHE1,F8,FADS1,FADS2,FAR2,FMO1,FMO2,GAPDH,GCDH,GLRX5,GMPR,GPD1,GPD2,GPX2,GRHPR,GSR,HADH,HADHA,HAO2,HEPH,HIBADH,HMGCR,HSD11B1,HSD11B1L,HSD11B2,HSD17B10,HSD17B12,HSD3B1,HSPBAP1,IDH2,IDH3B,IDH3G,IL4I1,IMPDH1,KCNAB2,KDM1A,KDM7A,KDM8,L2HGDH,LDHA,LDHB,LDHD,LOC100525350,LOC100626199,LOC102165015,LOC110255237,LOC110259328,LOC110259958,LOX,LOXL1,LOXL4,LTC4S,MAOB,MDH1,MDH2,ME1,ME3,MICAL1,MICAL3,MOXD1,MSMO1,MSRB3,MTARC2,MTHFD1L,MTHFR,ND4,NDUFA10,NDUFA9,NDUFS1,NDUFS2,NDUFS4,NDUFS7,NDUFV1,NNT,NOS1,NOS3,NOXRED1,NQO1,NQO2,OGDH,OXNAD1,P3H2,P3H3,P4HA3,PAM,PARK7,PCBD1,PCYOX1,PCYOX1L,PDHA1,PDHB,PDHX,PDIA3,PDIA4,PDIA5,PDIA6,PDPR,PECR,PGK1,PHYHD1,PIR,PLOD1,PLOD2,PRDX3,PRDX6,PTGR2,PXDN,PYCR2,QSOX1,RDH11,RDH12,SARDH,SDHA,SDHB,SDHC,SELENBP1,SESN1,SESN2,SMOX,SOD3,SPR,SQLE,SQOR,SRD5A1,STEAP3,STEAP4,SUMF1,TET3,TM7SF2,TMX4,TP53I3,TXNL1,TXNRD1,UGDH,VAT1,VCAM1,WDR6


			GO:MF			transferase activity, transferring phosphorus-containing groups			GO:0016772			5.77E-08			235			AASDHPPT,ABL1,ABL2,ACVR1,AK1,AK3,AK5,AKAP13,AKAP6,AKT2,ALDH18A1,ALPK2,ARAF,ATM,ATR,AURKB,BCKDK,BCR,BUB1,BUB1B,CAMK2A,CAMK2G,CAMKK2,CAMKV,CASK,CCNB1,CDC42BPG,CDK1,CDK14,CDK17,CDK20,CDK2AP2,CDK5R1,CDS1,CERKL,CHEK1,CHPT1,CIT,CKMT2,CLK3,CMPK2,CNKSR1,COQ8A,CPNE3,CRYBG3,CSNK1G3,CSNK2B,DAPK1,DAPK2,DCAKD,DCLK3,DCTPP1,DDR2,DYRK1B,EIF2B3,EPHA3,EPHA4,EPHA7,EPHB2,EPHB3,EPHB4,ERBB2,ERBB3,FASTK,FER,FES,FGFR1,FGFR4,FGGY,FLAD1,FLT1,FN3K,FYN,GK,GK5,GKAP1,GRK2,GRK7,GUK1,GYS1,HIPK4,HK1,HK2,HTATIP2,HUNK,INSR,IRAK1,IRAK1BP1,IRAK2,KDR,KIT,LCK,LIMK1,LMTK2,LOC110258060,LRRK1,LRRK2,LYN,MAK,MAP2K2,MAP3K10,MAP3K13,MAP3K14,MAP3K15,MAP3K2,MAP3K20,MAP4K1,MAP4K4,MAPK14,MAPK4,MAPK8IP1,MAPKAPK2,MAST3,MAST4,MASTL,MELK,MET,MKNK2,MMD,MUSK,MVK,MYLK2,MYLK4,N4BP2,NAGK,NEK1,NEK2,NEK3,NEK4,NEK6,NME4,NME6,NRK,NTRK3,NUDT5,NYAP1,PAK3,PAK4,PANK3,PANK4,PASK,PBK,PCYT1B,PDGFRA,PDK2,PDK4,PFKM,PGK1,PGM2L1,PHKG1,PIK3C2A,PINK1,PIP4K2A,PIP4K2C,PKDCC,PKM,PLK1,PLK3,PLXNA1,PLXNA2,PLXNA3,PLXNB3,PLXND1,POLA1,POLD1,POLG,POLH,POLL,POLR2F,POLR2J,POLR3A,POLR3H,PPIP5K1,PPIP5K2,PRKAB2,PRKAG1,PRKAG3,PRKCD,PRKCH,PRKCI,PRKCQ,PRKCZ,PRKD1,PRKG2,PRPS1,PTDSS1,PTGES3,PTK2B,PTK7,PXK,RAF1,REV3L,ROCK2,ROR2,ROS1,RPS6KA1,RPS6KA3,RPS6KB2,SELENOI,SELENOO,SGK1,SHPK,SIK3,SKP2,SPHK1,SRC,STK10,STK11,STK17B,STK26,STK3,STT3A,TBCK,TBRG4,TEK,TESK1,TESK2,TEX14,TGFBR1,TGFBR2,TLK1,TRIO,TRPT1,TSSK3,TTK,TWF1,TYRO3,UGP2,ULK1,ULK3,VRK1,VRK3,WEE1,WNK3,XYLB


			GO:MF			tubulin binding			GO:0015631			1.02E-07			101			APC2,ARHGEF2,ARL8B,ATF5,BCAS3,BRCA2,CAPN6,CCDC88A,CCDC88C,CENPE,CENPF,CENPJ,CETN3,CKAP5,CLIP1,CLIP3,CLIP4,DCX,DDX3X,DIP2B,DLGAP5,DNM1,DPYSL5,DST,EFHC1,EML4,EML6,EZR,FAM83D,FES,FYN,GAS2L3,GJA1,HOOK2,KIF11,KIF12,KIF14,KIF15,KIF18A,KIF18B,KIF1A,KIF1C,KIF20A,KIF20B,KIF21B,KIF22,KIF23,KIF24,KIF26B,KIF27,KIF2A,KIF2C,KIF3A,KIF3B,KIF4A,KIF5C,KIFC1,LOC100523684,LRRK2,MAP1A,MAP1B,MAP1LC3A,MAP1LC3B,MAP1S,MAP2,MAP4,MAP6,MAPRE1,MAPRE2,MAPT,MID1,MX1,MX2,NAV3,NCALD,NIN,PDCD5,PDE4B,PLK1,RACGAP1,RCC2,REEP1,REEP4,RGS14,RMDN1,SBDS,SKA1,SPAG5,SPAG8,SPEF1,STMN2,TPX2,TRAF3IP1,TRIM36,TTLL1,TTLL7,TUBGCP4,TUBGCP6,VAPB,VASH2,WHAMM


			GO:MF			protein kinase activity			GO:0004672			1.48E-07			158			ABL1,ABL2,ACVR1,AKAP13,AKT2,ALPK2,ARAF,ATM,ATR,AURKB,BCKDK,BCR,BUB1,BUB1B,CAMK2A,CAMK2G,CAMKK2,CAMKV,CASK,CCNB1,CDC42BPG,CDK1,CDK14,CDK17,CDK20,CHEK1,CIT,CLK3,CPNE3,CSNK1G3,CSNK2B,DAPK1,DAPK2,DCLK3,DDR2,DYRK1B,EPHA3,EPHA4,EPHA7,EPHB2,EPHB3,EPHB4,ERBB2,ERBB3,FASTK,FER,FES,FGFR1,FGFR4,FLT1,FYN,GRK2,GRK7,HIPK4,HTATIP2,HUNK,INSR,IRAK1,IRAK2,KDR,KIT,LCK,LIMK1,LMTK2,LOC110258060,LRRK1,LRRK2,LYN,MAK,MAP2K2,MAP3K10,MAP3K13,MAP3K14,MAP3K15,MAP3K2,MAP3K20,MAP4K1,MAP4K4,MAPK14,MAPK4,MAPKAPK2,MAST3,MAST4,MASTL,MELK,MET,MKNK2,MMD,MUSK,MYLK2,MYLK4,NEK1,NEK2,NEK3,NEK4,NEK6,NRK,NTRK3,PAK3,PAK4,PASK,PBK,PDGFRA,PDK2,PDK4,PHKG1,PINK1,PKDCC,PLK1,PLK3,PRKAB2,PRKAG1,PRKAG3,PRKCD,PRKCH,PRKCI,PRKCQ,PRKCZ,PRKD1,PRKG2,PTK2B,PTK7,PXK,RAF1,ROCK2,ROR2,ROS1,RPS6KA1,RPS6KA3,RPS6KB2,SGK1,SIK3,SRC,STK10,STK11,STK17B,STK26,STK3,STT3A,TBCK,TEK,TESK1,TESK2,TEX14,TGFBR1,TGFBR2,TLK1,TRIO,TSSK3,TTK,TWF1,TYRO3,ULK1,ULK3,VRK1,VRK3,WEE1,WNK3


			GO:MF			hydrolase activity			GO:0016787			2.10E-07			502			AARS1,ABCB6,ABHD17C,ABHD3,ABHD4,ABHD5,ACE,ACOT7,ACOT8,ACY1,ADAM11,ADAM12,ADAM15,ADAM22,ADAM8,ADAMTS12,ADAMTS14,ADAMTS15,ADAMTS16,ADAMTS19,ADAMTS2,ADAMTS20,ADAMTS6,ADAMTS7,ADAMTS8,ADAMTS9,ADARB2,ADCY3,AEBP1,AEN,AFG3L2,AHCY,ALDH2,AMPD1,AMPD3,ANPEP,APAF1,ARL10,ARL8B,ARL9,ARSE,ARSI,ARSJ,ASAH1,ATAD1,ATAD2,ATG4A,ATG4D,ATIC,ATL2,ATL3,ATP10A,ATP10D,ATP11B,ATP1A2,ATP2A1,ATP2A3,ATP2B2,ATP2B3,ATP2B4,ATP7A,ATP8B2,ATXN3,BLM,BPHL,BST1,C2,CAPN11,CAPN3,CAPN5,CAPN6,CARNS1,CASP6,CASP9,CAT,CBWD1,CCT6A,CD5L,CDC14A,CDC14B,CDC25B,CDT1,CEMIP2,CFD,CHD1L,CHD3,CHD6,CHTF18,CLCA1,CLPX,CNDP2,CNOT6,CNOT6L,CNP,COPS5,CPA1,CPA4,CPE,CPLANE2,CPQ,CPXM1,CPXM2,CRMP1,CTRB2,CTSA,CTSC,CTSL,CTSO,CTSW,CTSZ,DCP2,DCTD,DCTPP1,DDHD2,DDI1,DDX1,DDX23,DDX3X,DDX50,DDX58,DEDD,DHX16,DHX58,DNM1,DNPEP,DNPH1,DPP4,DPP9,DPYSL5,DROSHA,DTD2,DUSP1,DUSP10,DUSP26,DUSP29,DUSP3,DXO,EEF1A1,EIF4A2,ELAC2,EME1,ENDOD1,ENDOG,ENPP2,ENPP6,ENTPD5,ENTPD6,ENTPD7,EPHX2,ERAP1,ERAP2,ERMP1,ESPL1,ETHE1,EXD2,EXO1,EYA2,EYA3,F3,FAAH,FAH,FANCM,FAP,FBP2,FEN1,FIGNL1,FITM1,FUCA2,GANC,GARS1,GBA2,GBP1,GEN1,GFRA3,GGT5,GLB1L,GNAI1,GNAI3,GSPT2,GUSB,HABP2,HAGH,HAGHL,HBS1L,HDAC10,HDAC9,HGF,HINT3,HLTF,HMCES,HPN,HSPA13,HSPA5,HSPA9,HTRA1,HTRA3,IDE,IFIH1,IFT27,IL1R1,INPP4A,INPP4B,INPP5F,INPP5J,KDM8,KHNYN,KIAA0753,KIF12,KIF14,KIF15,KIF18A,KIF18B,KIF1A,KIF1C,KIF20A,KIF20B,KIF21B,KIF22,KIF23,KIF27,KIF2A,KIF2C,KIF3A,KIF3B,KIF5C,KIFC1,LACTB,LACTB2,LCK,LDAH,LHPP,LIPE,LIPG,LOC100519130,LOC100620540,LOC100625134,LOC102161784,LOC110255887,LONP2,LPIN1,LPIN3,LRRC2,LRRC39,LRRC40,LRRK2,LVRN,MACROD1,MAN1A1,MAN2A1,MBTPS2,MCM2,MCM3,MCM4,MCM5,MEIOB,MEST,METAP1,MFN2,MGLL,MGME1,MINPP1,MMP14,MMP16,MMP2,MMP23,MMUT,MRE11,MSH2,MTG1,MTM1,MTMR1,MTMR10,MTMR4,MUTYH,MX1,MX2,MYH3,MYO9B,N4BP2,NAV2,NAV3,NCEH1,NEIL1,NEIL3,NKIRAS1,NLN,NOCT,NPEPL1,NRDC,NT5C1A,NT5C3A,NT5DC1,NT5DC2,NT5DC3,NT5E,NT5M,NTAQ1,NUDT12,NUDT13,NUDT15,NUDT2,NUDT5,OMA1,OPLAH,ORC1,OTUB2,OTUD1,OTUD7A,PAFAH1B3,PAMR1,PAPPA2,PARG,PARK7,PCSK5,PCSK9,PDE10A,PDE1C,PDE3A,PDE4B,PDE4D,PDE5A,PDE6A,PDE7B,PDE9A,PDP1,PELO,PGAM2,PGAP1,PGLS,PHEX,PHKA1,PHLPP1,PHOSPHO1,PIP4P2,PLA1A,PLA2G4A,PLAT,PLCB1,PLCD1,PLCD4,PLCE1,PLCG1,PLCG2,PLCL1,PLCL2,PLD1,PLD2,PLPP3,PLPP7,PLPPR4,PM20D1,PMS2,PNKD,PNPLA2,POLD1,POLG,PPEF1,PPM1A,PPM1B,PPM1F,PPM1J,PPM1L,PPM1M,PPME1,PPP1CB,PPP2R5A,PPP3CA,PPP3CB,PPP5C,PPP6C,PPTC7,PRCP,PRDX6,PREPL,PROCA1,PRSS35,PRSS36,PRSS56,PSMB6,PSMB8,PSMB9,PSMC1,PSMC2,PSMC3,PSMC5,PSMD14,PTER,PTPMT1,PTPN13,PTPN4,PTPN9,PTPRA,PTPRB,PTPRC,PTPRD,PTPRG,PTPRJ,PTPRK,PTPRN,PTPRS,PTPRZ1,PTRH2,PXYLP1,RAB10,RAB13,RAB29,RAB34,RAB3A,RAB3D,RAB7A,RAB8B,RAC2,RAP2C,RASL11B,RBBP8,RECQL,REM1,REXO2,RFC5,RHEB,RHEBL1,RHOBTB1,RHOD,RHOF,RHOU,RNASEK,RNASET2,RND2,RNPEPL1,RPP21,RRAGD,RRAS,SAMHD1,SAR1B,SCRN2,SCRN3,SENP1,SENP5,SEPTIN1,SEPTIN11,SEPTIN2,SEPTIN3,SEPTIN4,SEPTIN5,SEPTIN6,SEPTIN7,SEPTIN9,SGPP1,SGSH,SIRT2,SLC3A2,SMARCA5,SMC2,SMC4,SMPD1,SMPDL3A,SMPDL3B,SND1,SPG7,SSH1,SSU72,STAMBPL1,STYXL2,SULF1,SULF2,SUPV3L1,SYNJ2,TDP1,TDP2,TIGAR,TIMM50,TINAGL1,TM7SF2,TMEM120A,TMPRSS7,TMPRSS9,TNS3,TPP2,TREX1,TUBB,TUFM,UBASH3B,UCHL3,UNC5CL,UNG,UQCRC2,USP1,USP13,USP18,USP19,USP2,USP24,USP25,USP28,USP34,USP53,VARS2,VASH1,VASH2,VCP,WRN,ZRANB3


			GO:MF			hydrolase activity, acting on ester bonds			GO:0016788			3.06E-07			190			AARS1,ABHD17C,ABHD3,ABHD4,ABHD5,ACOT7,ACOT8,ADCY3,AEN,ALDH2,ARSE,ARSI,ARSJ,BPHL,CDC14A,CDC14B,CDC25B,CDT1,CNOT6,CNOT6L,CNP,DCP2,DDHD2,DDX1,DROSHA,DTD2,DUSP1,DUSP10,DUSP26,DUSP29,DUSP3,DXO,ELAC2,EME1,ENDOG,ENPP2,ENPP6,EPHX2,ETHE1,EXD2,EXO1,EYA2,EYA3,FAAH,FANCM,FBP2,FEN1,GEN1,GFRA3,HAGH,HAGHL,INPP4A,INPP4B,INPP5F,INPP5J,KHNYN,KIAA0753,LACTB2,LCK,LDAH,LHPP,LIPE,LIPG,LOC100620540,LPIN1,LPIN3,LRRC2,LRRC39,LRRC40,LRRK2,MEIOB,MGLL,MGME1,MINPP1,MRE11,MTM1,MTMR1,MTMR10,MTMR4,N4BP2,NCEH1,NEIL3,NOCT,NT5C1A,NT5C3A,NT5DC1,NT5DC2,NT5DC3,NT5E,NT5M,NUDT12,PDE10A,PDE1C,PDE3A,PDE4B,PDE4D,PDE5A,PDE6A,PDE7B,PDE9A,PDP1,PELO,PGAP1,PGLS,PHLPP1,PHOSPHO1,PIP4P2,PLA1A,PLA2G4A,PLCB1,PLCD1,PLCD4,PLCE1,PLCG1,PLCG2,PLCL1,PLCL2,PLD1,PLD2,PLPP3,PLPP7,PLPPR4,PMS2,PNKD,PNPLA2,POLD1,POLG,PPEF1,PPM1A,PPM1B,PPM1F,PPM1J,PPM1L,PPM1M,PPME1,PPP1CB,PPP2R5A,PPP3CA,PPP3CB,PPP5C,PPP6C,PPTC7,PRDX6,PROCA1,PTER,PTPMT1,PTPN13,PTPN4,PTPN9,PTPRA,PTPRB,PTPRC,PTPRD,PTPRG,PTPRJ,PTPRK,PTPRN,PTPRS,PTPRZ1,PTRH2,PXYLP1,RBBP8,REXO2,RNASEK,RNASET2,RPP21,SAMHD1,SGPP1,SGSH,SMPD1,SMPDL3A,SMPDL3B,SND1,SSH1,SSU72,STYXL2,SULF1,SULF2,SYNJ2,TDP1,TDP2,TIGAR,TIMM50,TMEM120A,TNS3,TREX1,UBASH3B,VARS2,WRN,ZRANB3


			GO:MF			phosphotransferase activity, alcohol group as acceptor			GO:0016773			5.31E-07			179			ABL1,ABL2,ACVR1,AKAP13,AKT2,ALPK2,ARAF,ATM,ATR,AURKB,BCKDK,BCR,BUB1,BUB1B,CAMK2A,CAMK2G,CAMKK2,CAMKV,CASK,CCNB1,CDC42BPG,CDK1,CDK14,CDK17,CDK20,CHEK1,CIT,CLK3,CPNE3,CSNK1G3,CSNK2B,DAPK1,DAPK2,DCAKD,DCLK3,DDR2,DYRK1B,EPHA3,EPHA4,EPHA7,EPHB2,EPHB3,EPHB4,ERBB2,ERBB3,FASTK,FER,FES,FGFR1,FGFR4,FGGY,FLT1,FN3K,FYN,GK,GK5,GRK2,GRK7,HIPK4,HK1,HK2,HTATIP2,HUNK,INSR,IRAK1,IRAK2,KDR,KIT,LCK,LIMK1,LMTK2,LOC110258060,LRRK1,LRRK2,LYN,MAK,MAP2K2,MAP3K10,MAP3K13,MAP3K14,MAP3K15,MAP3K2,MAP3K20,MAP4K1,MAP4K4,MAPK14,MAPK4,MAPKAPK2,MAST3,MAST4,MASTL,MELK,MET,MKNK2,MMD,MUSK,MVK,MYLK2,MYLK4,N4BP2,NEK1,NEK2,NEK3,NEK4,NEK6,NRK,NTRK3,PAK3,PAK4,PANK3,PANK4,PASK,PBK,PDGFRA,PDK2,PDK4,PFKM,PGM2L1,PHKG1,PIK3C2A,PINK1,PIP4K2A,PIP4K2C,PKDCC,PKM,PLK1,PLK3,PRKAB2,PRKAG1,PRKAG3,PRKCD,PRKCH,PRKCI,PRKCQ,PRKCZ,PRKD1,PRKG2,PTK2B,PTK7,PXK,RAF1,ROCK2,ROR2,ROS1,RPS6KA1,RPS6KA3,RPS6KB2,SGK1,SHPK,SIK3,SPHK1,SRC,STK10,STK11,STK17B,STK26,STK3,STT3A,TBCK,TEK,TESK1,TESK2,TEX14,TGFBR1,TGFBR2,TLK1,TRIO,TRPT1,TSSK3,TTK,TWF1,TYRO3,ULK1,ULK3,VRK1,VRK3,WEE1,WNK3,XYLB


			GO:MF			integrin binding			GO:0005178			0.0000015054			45			ADAM15,ANO2,CALR,CCN1,CCN3,CD151,CD40LG,CD9,COL16A1,COL3A1,EGFL6,EMILIN1,FAP,FBLN1,FBN1,FERMT3,FGF1,FN1,ITGA2,ITGA4,ITGA5,ITGA6,ITGA9,ITGAL,ITGAV,ITGB1,ITGB4,ITGB6,ITGB7,JAM3,KDR,LAMB1,PLPP3,PTN,PTPRZ1,S1PR2,S1PR3,SEMA7A,SPP1,SRC,TGFBI,THBS4,TSPAN4,UTRN,VCAM1


			GO:MF			signaling receptor binding			GO:0005102			0.0000070521			276			ABL1,ACE,ADAM15,ADM,ADRA2A,ADRA2C,AGT,ANGPT2,ANGPTL1,ANGPTL2,ANGPTL6,ANKRD13C,ANO2,APLP1,APOE,APP,ARNTL,ARRDC3,ASXL3,ATP5F1A,BAMBI,BCAP31,BDKRB2,BEX1,BEX3,BMP5,BMP6,BMP7,BTC,BTNL9,C3,CALR,CAPRIN2,CASK,CBL,CCDC88A,CCDC88C,CCL19,CCL5,CCN1,CCN3,CCNB1,CD151,CD2,CD276,CD40LG,CD9,CDK5R1,CLU,CNPY3,COL16A1,COL2A1,COL3A1,CPE,CPNE3,CSF3,CSNK2B,CTF1,CTHRC1,CTNND1,CUL3,CX3CR1,CXCL2,DEFB1,DKK3,DLG4,DLL1,DPP4,DUSP3,DVL1,EDA,EFNA1,EFNB3,EGF,EGFL6,EMILIN1,ENG,EPHA7,EPHB2,ERAP1,ERBB2,ERBB3,ERBIN,F8,FAP,FBLN1,FBN1,FER,FERMT3,FES,FGF1,FGF18,FGF21,FGFR1,FLRT3,FN1,FST,FYN,GATA3,GDF11,GDF9,GMFB,GNAI1,GNAI3,GOLT1B,GPI,GPRASP2,GRB10,GRK2,GUSB,HBEGF,HGF,HHLA2,HOMER1,HOMER2,HOMER3,HSF4,IGF1,IGSF1,IGSF11,IKBKG,IL15,IL16,IL17B,IL18,IL1R1,IL6R,IL6ST,INSR,IRS3,ITGA2,ITGA4,ITGA5,ITGA6,ITGA9,ITGAL,ITGAV,ITGB1,ITGB4,ITGB6,ITGB7,IZUMO1,JAM3,KDR,LAMA3,LAMA4,LAMB1,LANCL1,LCK,LGALS3,LOC100153093,LOC100523213,LOC100620540,LRP4,LRRC4B,LRRC7,LRTM1,LYN,MARCHF8,MDK,METRNL,MRAP2,MSTN,MYO9B,NAMPT,NCOA2,NES,NLGN3,NR1H2,NTF4,NTN3,P2RY1,PARK7,PARPBP,PCSK9,PDGFA,PDGFC,PDGFD,PDGFRA,PDPN,PECR,PENK,PIK3R2,PITPNM2,PKD2,PLAT,PLCG1,PLCL1,PLCL2,PLPP3,PPARGC1A,PSMC3,PSMC5,PTK2B,PTN,PTPN4,PTPRC,PTPRD,PTPRJ,PTPRZ1,PYY,RAB8B,RABEP2,RASL11B,REEP1,RGMA,RSPO3,S100A4,S1PR1,S1PR2,S1PR3,SEMA3A,SEMA3D,SEMA3E,SEMA3G,SEMA4F,SEMA5A,SEMA5B,SEMA6A,SEMA6C,SEMA6D,SEMA7A,SERPINE1,SERPINE2,SFRP2,SHC1,SIPA1L1,SLC9A3R2,SLIT1,SLIT2,SLIT3,SMAD2,SMO,SNED1,SPG21,SPP1,SQSTM1,SRC,SRPX2,STAT1,STC1,STUB1,SYTL2,TAP1,TAP2,TGFB1,TGFB2,TGFB3,TGFBI,TGFBR1,TGFBR2,THBS4,TIMM50,TIMP1,TLR9,TRAF3,TRAF3IP2,TRAF5,TRAK1,TRDN,TRPC1,TSPAN4,TUB,TUBB,TULP3,UTRN,VAV2,VCAM1,VCP,VEGFA,WFIKKN2,WIF1,WIPI1,WNT4,WNT5B,ZFP91


			GO:MF			growth factor binding			GO:0019838			0.0000085492			42			ACVR1,CD109,COL1A2,COL2A1,COL3A1,COL5A1,ENG,EPHA7,ERBB2,ERBB3,FGFR1,FGFR4,FLT1,GHR,IGFBP4,IGFBP5,IL1R1,IL2RA,IL2RB,IL6R,IL6ST,INSR,ITGA6,ITGAV,ITGB4,KAZALD1,KDR,LTBP1,LTBP3,NGFR,PDGFA,PDGFRA,SCN5A,SHC1,SORT1,SRPX2,TGFB3,TGFBR1,TGFBR2,TSKU,VASN,WFIKKN2


			GO:MF			kinase binding			GO:0019900			0.0000085492			161			ABL1,ACE,ACTA2,ACVR1,ADCY4,ADCY6,ADRA2A,ANGPT2,ATF4,ATF5,ATP1B1,AURKB,CAB39,CALM1,CASP9,CAV2,CAVIN3,CBL,CCDC88A,CCNB1,CCNB3,CDC25B,CDC6,CDH2,CDK5R1,CENPJ,CEP152,CIT,CKB,CKS2,CNTLN,CPNE3,CRY2,CSPG4,DACT3,DLG4,DNAJA3,DNM1,DUSP1,DUSP10,DUSP3,DVL1,EEF1A1,EPHA4,ESR1,EZR,FAM83D,FAS,FBXO5,FBXW5,FOXM1,GYS1,HCLS1,HSF1,IL12RB2,IRAK1,IRF5,ITGAV,ITGB1,KAT2B,KHDRBS1,KIAA1614,KIF11,KIF14,KIF20A,KLHL12,LCK,LOC100620540,LOC100736765,LRP4,MAP3K2,MAPK14,MAPK8IP1,MAPKAPK2,MAPRE1,MAPRE2,MAVS,MEF2A,MICAL1,MSH2,MYCN,MYOM2,NBEAL2,NEK6,NIN,NR4A3,PARD6G,PARK7,PARP16,PER1,PFKM,PIK3R2,PINK1,PITPNM2,PLCG1,PLCG2,PLK1,PPP1CB,PPP1R12B,PPP1R15A,PPP2R5A,PRDX3,PRKAB2,PRKAG1,PRKAG3,PRKAR1A,PRKAR1B,PRKAR2A,PRKCD,PRKG2,PTN,PTPRC,PTPRJ,PTPRK,RAC2,RACGAP1,RAD23A,RB1CC1,RCC2,RGCC,RHEB,RHOD,RHOF,RND2,ROR2,RPS6KA3,RYR2,SCN5A,SGO1,SHC1,SOX9,SPG11,SPRED2,SPRY2,SQSTM1,STING1,STUB1,SYN1,TCF3,TCF7L2,TEX14,TFRC,TIAM1,TJP2,TNIP1,TOP2A,TOP2B,TP73,TPCN2,TPRKB,TPX2,TRAF3,TTC28,TUBA4A,TWF2,UTRN,VRK1,WDR45,WWC2,YWHAG,YWHAZ


			GO:MF			phosphatase activity			GO:0016791			0.0000085524			85			CDC14A,CDC14B,CDC25B,DUSP1,DUSP10,DUSP26,DUSP29,DUSP3,EPHX2,EYA2,EYA3,FBP2,GFRA3,INPP4A,INPP4B,INPP5F,INPP5J,LCK,LHPP,LOC100620540,LPIN1,LPIN3,LRRC2,LRRC39,LRRC40,LRRK2,MINPP1,MTM1,MTMR1,MTMR10,MTMR4,NOCT,NT5C1A,NT5C3A,NT5DC1,NT5DC2,NT5DC3,NT5E,NT5M,PDP1,PHLPP1,PHOSPHO1,PIP4P2,PLPP3,PLPP7,PLPPR4,PPEF1,PPM1A,PPM1B,PPM1F,PPM1J,PPM1L,PPM1M,PPP1CB,PPP2R5A,PPP3CA,PPP3CB,PPP5C,PPP6C,PPTC7,PTPMT1,PTPN13,PTPN4,PTPN9,PTPRA,PTPRB,PTPRC,PTPRD,PTPRG,PTPRJ,PTPRK,PTPRN,PTPRS,PTPRZ1,PXYLP1,SGPP1,SSH1,SSU72,STYXL2,SYNJ2,TIGAR,TIMM50,TMEM120A,TNS3,UBASH3B


			GO:MF			flavin adenine dinucleotide binding			GO:0050660			0.0000121853			37			ACAD10,ACADL,ACADM,ACADS,ACADVL,ACOX2,AIFM1,AOX1,COQ6,CRY2,DDO,DHCR24,DLD,ERO1A,ETFA,FMO1,FMO2,FOXRED2,GCDH,GSR,KDM1A,KLHL12,LDHD,MAOB,MICAL1,MICAL3,MTHFR,NOS1,NOS3,NQO2,PCYOX1,QSOX1,SDHA,SQLE,SQOR,STEAP4,TXNRD1


			GO:MF			enzyme regulator activity			GO:0030234			0.0000121853			246			ABR,ACAP3,ADGRB3,AFAP1L2,AGT,AKAP13,ALS2CL,ANGPTL4,ANOS1,ANXA2,APAF1,APBA3,APOE,APP,ARHGAP1,ARHGAP12,ARHGAP20,ARHGAP23,ARHGAP27,ARHGAP32,ARHGAP39,ARHGAP42,ARHGAP44,ARHGAP5,ARHGEF10,ARHGEF10L,ARHGEF17,ARHGEF19,ARHGEF2,ARHGEF25,ARHGEF26,ARHGEF3,ARHGEF39,ARHGEF6,ARHGEF9,ASAP2,ASAP3,ATP2A3,ATP2B4,AUP1,AZIN2,BCAS3,BCR,BIN1,BOD1,BTC,C3,C4A,CAB39,CAB39L,CALM1,CAPN3,CCDC88A,CCDC88C,CCNB1,CCNB2,CCNB3,CCNE1,CCNE2,CCNG1,CCNG2,CCNL1,CCNL2,CCNT2,CD109,CD40LG,CDC20,CDK5R1,CHN2,CIB1,CIT,CKS2,CLPX,COL7A1,COX17,CPAMD8,CSNK2B,CST6,CTSC,DBF4,DDX3X,DENND2A,DENND4B,DEPDC5,DLC1,DNAJA3,DOCK10,DOCK5,DOCK7,DOCK8,EGF,EID1,EIF2B3,EIF2B4,EPS8L2,ERBB3,FAM20A,FBLN1,FBXO5,FGD1,FN1,FNIP1,FRY,FYN,GAPDH,GARNL3,GBF1,GIT2,GNB5,GPC3,GPRC5B,GPSM2,GRM7,GUCA1B,HBEGF,HSF4,IQGAP2,ITIH3,ITIH4,ITSN1,KAT2B,KNDC1,LCK,LMTK2,LOC100511937,LRRCC1,LRRK2,LTC4S,LXN,MAP2K2,MAP3K13,MAP3K14,MCF2L2,MGAT5,MON1A,MYO9A,MYO9B,MYOZ1,NCAPG2,NET1,NF1,OPHN1,PABIR2,PARK7,PARP16,PARP9,PARVA,PCOLCE,PCOLCE2,PDCD5,PHACTR3,PIK3R2,PKIG,PLAA,PLCB1,PLCE1,PLEKHG3,POT1,PPP1R12B,PPP1R14C,PPP1R15A,PPP1R1B,PPP1R3B,PPP2R2B,PPP2R5A,PPP2R5B,PPP4R1,PPP6R2,PRDX3,PRKAG3,PRKAR1A,PRKAR1B,PRKAR2A,PRKCD,PSMC3IP,PSMD1,PSMD14,PSMD3,PTN,PTTG1,RAB3IL1,RABEP2,RABGAP1L,RAC2,RACGAP1,RALGAPA2,RALGPS1,RALGPS2,RAP1GDS1,RAPGEF1,RAPGEF3,RAPGEF5,RAPGEFL1,RASA4B,RASGRF2,RASGRP2,RCAN2,RECK,RGCC,RGL1,RGS12,RGS14,RGS7,RP2,RPS6KA1,RPS6KA3,RTKN,SBF2,SEC23A,SERPINB1,SERPINE1,SERPINE2,SESN2,SFRP2,SH3BP5,SH3PXD2A,SH3PXD2B,SIPA1,SIPA1L1,SLIT2,SLN,SPRY2,SRC,SRGAP1,SRGAP2,STK11,STXBP5,TBC1D1,TBC1D17,TBCK,TFPI,TGFB1,TIAM1,TIMP1,TPX2,TRIO,UBE2Z,UMODL1,USP6NL,VAV2,VCP,VPS9D1,WDR48,WDR91,WDTC1,WFIKKN2


			GO:MF			cytoskeletal motor activity			GO:0003774			0.0000125233			41			ACTC1,CENPE,DNAH10,KIF11,KIF12,KIF14,KIF15,KIF18A,KIF18B,KIF1A,KIF1C,KIF20A,KIF20B,KIF21B,KIF22,KIF23,KIF24,KIF26B,KIF27,KIF2A,KIF2C,KIF3A,KIF3B,KIF4A,KIF5C,KIFC1,LOC100736765,LOC110255887,MYH11,MYH13,MYH14,MYH15,MYH2,MYH3,MYO10,MYO16,MYO18B,MYO1B,MYO7A,MYO9A,MYO9B


			GO:MF			extracellular matrix structural constituent			GO:0005201			0.0000336194			32			COL11A1,COL11A2,COL14A1,COL16A1,COL1A2,COL22A1,COL27A1,COL2A1,COL3A1,COL5A1,COL5A2,COL5A3,COL7A1,COLQ,DCN,EMILIN1,EMILIN3,FBLN1,FBN1,FBN2,FBN3,FN1,LAMA4,LAMB1,LAMB3,LAMC1,LOC100523684,LUM,MATN2,NID1,PXDN,UMODL1


			GO:MF			calcium ion binding			GO:0005509			0.0000666074			156			ACTN2,ADAM8,AGRN,ANXA11,ANXA2,ANXA8,ASPN,ATP2A1,BAIAP3,CALM1,CALR,CALU,CAMKK2,CAPN11,CAPN3,CASQ1,CASQ2,CBL,CBLB,CCDC47,CDH10,CDH11,CDH15,CDH2,CDH20,CDH22,CDH7,CELSR3,CEMIP2,CETN3,CIB1,CLSTN2,CLSTN3,CUBN,DCHS1,DCHS2,DLL1,DST,EDIL3,EFCAB7,EFHC1,EFHD2,EGF,EGFL6,EGFL7,EHD4,ENPP2,EPDR1,FBLN1,FBLN5,FBN1,FBN2,FBN3,FKBP10,FKBP7,FKBP9,GCA,GLCE,GPD2,GUCA1B,HABP2,HMCN2,HRC,ITSN1,KCNIP2,LETM1,LOC100625711,LPCAT1,LRP4,LRP8,LTBP1,LTBP3,MACF1,MAN1A1,MATN2,MCFD2,MELK,MYL1,MYL4,MYL5,MYLPF,NCALD,NECAB3,NID1,NID2,NIN,NINL,NOTCH2,NOTCH3,NUCB2,PAMR1,PCDH11X,PCDH12,PCDH17,PCDH7,PCDHGB1,PITPNM2,PKD2,PLA2G4A,PLCB1,PLCD1,PLCD4,PLCG1,PLS3,PPEF1,PPP3CB,PROS1,PRRG2,PRRG3,PVALB,RASGRP2,RCN1,RCN3,REPS2,RYR2,S100A4,S100A6,S100A7,SCUBE1,SELENON,SGCA,SLC25A12,SLC25A24,SLC25A25,SLIT1,SLIT2,SLIT3,SNED1,SPARC,SPARCL1,SPOCK3,SPTAN1,SRI,STAB1,STIM1,STIM2,SULF1,SULF2,SVEP1,SYT12,SYT2,SYT9,TBC1D8B,TENM2,THBS2,THBS3,THBS4,TM7SF2,TNNC2,TPD52,UMODL1,VCAN,VLDLR,VWCE,VWDE,WDR6


			GO:MF			ATP hydrolysis activity			GO:0016887			0.0000763655			73			ABCB6,ATAD1,ATAD2,ATP10A,ATP10D,ATP11B,ATP1A2,ATP2A1,ATP2A3,ATP2B2,ATP2B3,ATP2B4,ATP7A,ATP8B2,CARNS1,CCT6A,CHD1L,CHD6,CHTF18,CLPX,DDX3X,DDX58,DHX58,EIF4A2,FIGNL1,HSPA13,HSPA5,HSPA9,IFIH1,KIF12,KIF14,KIF15,KIF18A,KIF18B,KIF1A,KIF1C,KIF20A,KIF20B,KIF21B,KIF22,KIF23,KIF27,KIF2A,KIF2C,KIF3A,KIF3B,KIF5C,KIFC1,LOC100625134,LOC110255887,LONP2,MCM3,MCM4,MCM5,MSH2,MYH3,MYO9B,NAV2,NAV3,ORC1,PMS2,PSMC1,PSMC2,PSMC3,PSMC5,RECQL,RFC5,SMARCA5,SMC2,SMC4,SPG7,VCP,WRN


			GO:MF			calmodulin binding			GO:0005516			0.0000763655			39			ACE,ASPM,ATP2B4,CAMK2A,CAMK2G,CAMKV,CNN1,CNN3,DAPK1,DAPK2,FAS,IQCB1,IQGAP2,IQGAP3,KCNN1,KCNN2,KCNQ4,KCNQ5,MAP6,MAPKAPK2,MYO7A,MYO9B,NGFR,NOS1,NOS3,PHKA1,PHKA2,PHKB,PHKG1,PLCB1,PPP3CA,PPP3CB,RYR2,SCN5A,SLC8A3,SPHK1,SPTAN1,STRN,STRN4


			GO:MF			ATP-dependent activity			GO:0140657			0.0000872691			142			ABCA5,ABCA6,ABCB1,ABCB6,ABCC1,ABCC13,ABCC4,ABCC5,ABCC6,ACSBG1,ACSL1,ACSL4,ACSM4,ACSM5,ACTC1,AQR,ATAD1,ATAD2,ATP10A,ATP10D,ATP11B,ATP1A2,ATP2A1,ATP2A3,ATP2B2,ATP2B3,ATP2B4,ATP5F1B,ATP7A,ATP8B2,BLM,BRIP1,CARNS1,CCT6A,CENPE,CHD1L,CHD3,CHD6,CHTF18,CLPX,DDX1,DDX23,DDX3X,DDX50,DDX58,DHX16,DHX58,DNAH10,EIF4A2,ERCC6L,FANCM,FIGNL1,HELLS,HLTF,HSPA13,HSPA5,HSPA9,IFIH1,KIF11,KIF12,KIF14,KIF15,KIF18A,KIF18B,KIF1A,KIF1C,KIF20A,KIF20B,KIF21B,KIF22,KIF23,KIF24,KIF26B,KIF27,KIF2A,KIF2C,KIF3A,KIF3B,KIF4A,KIF5C,KIFC1,LOC100520512,LOC100625134,LOC100736765,LOC110255887,LONP2,MCM2,MCM3,MCM4,MCM5,MCM8,MFSD2A,MRE11,MSH2,MSH4,MSH6,MYH13,MYH14,MYH15,MYH2,MYH3,MYO10,MYO16,MYO1B,MYO7A,MYO9B,NAV2,NAV3,ORC1,PMS2,PSMC1,PSMC2,PSMC3,PSMC5,RAD51,RAD51B,RECQL,RFC3,RFC5,SLC27A1,SLC27A3,SMARCA1,SMARCA5,SMARCAD1,SMC2,SMC4,SMC6,SPG7,SUPV3L1,TAP1,TAP2,TCIRG1,TOP2A,TOP2B,TTF2,UBA6,UBA7,VCP,WRN,ZGRF1,ZNFX1,ZRANB3


			GO:MF			collagen binding			GO:0005518			0.000090655			26			ABI3BP,ADGRG1,AEBP1,ANO2,ANTXR1,ASPN,CTSL,DCN,DDR2,ECM2,HSD17B12,ITGA2,ITGB1,LOX,LUM,MRC2,MUSK,NID1,P3H4,PCOLCE,PCOLCE2,PDGFA,PODN,SPARC,SPARCL1,TGFBI


			GO:MF			phosphoprotein phosphatase activity			GO:0004721			0.0001087818			55			CDC14A,CDC14B,CDC25B,DUSP1,DUSP10,DUSP26,DUSP29,DUSP3,EYA2,EYA3,GFRA3,LCK,LOC100620540,LRRC2,LRRC39,LRRC40,LRRK2,MTM1,MTMR4,PDP1,PHLPP1,PPEF1,PPM1A,PPM1B,PPM1F,PPM1J,PPM1L,PPM1M,PPP1CB,PPP2R5A,PPP3CA,PPP3CB,PPP5C,PPP6C,PPTC7,PTPMT1,PTPN13,PTPN4,PTPN9,PTPRA,PTPRB,PTPRC,PTPRD,PTPRG,PTPRJ,PTPRK,PTPRN,PTPRS,PTPRZ1,SSH1,SSU72,STYXL2,TIMM50,TMEM120A,UBASH3B


			GO:MF			protein kinase binding			GO:0019901			0.0001357003			141			ABL1,ACE,ACTA2,ACVR1,ADCY4,ADCY6,ADRA2A,ANGPT2,ATF4,ATP1B1,CALM1,CASP9,CAV2,CAVIN3,CBL,CCDC88A,CCNB1,CCNB3,CDC25B,CDH2,CDK5R1,CENPJ,CEP152,CIT,CKB,CKS2,CNTLN,CPNE3,CRY2,CSPG4,DACT3,DNAJA3,DNM1,DUSP1,DUSP10,DUSP3,DVL1,EEF1A1,EPHA4,ESR1,EZR,FAM83D,FBXO5,FBXW5,FOXM1,GYS1,HCLS1,HSF1,IL12RB2,IRAK1,IRF5,ITGAV,ITGB1,KAT2B,KHDRBS1,KIAA1614,KIF11,KIF14,KIF20A,KLHL12,LCK,LOC100620540,LOC100736765,LRP4,MAP3K2,MAPK14,MAPK8IP1,MAPKAPK2,MAPRE1,MAPRE2,MAVS,MEF2A,MICAL1,MSH2,NBEAL2,NEK6,NR4A3,PARD6G,PIK3R2,PINK1,PITPNM2,PLCG1,PLCG2,PLK1,PPP1CB,PPP1R12B,PPP1R15A,PRDX3,PRKAB2,PRKAG1,PRKAG3,PRKAR1A,PRKAR1B,PRKAR2A,PRKCD,PRKG2,PTN,PTPRC,PTPRJ,PTPRK,RAC2,RACGAP1,RB1CC1,RCC2,RGCC,RHEB,RHOD,RHOF,RND2,ROR2,RPS6KA3,RYR2,SCN5A,SHC1,SOX9,SPG11,SPRED2,SPRY2,SQSTM1,STING1,SYN1,TCF3,TCF7L2,TEX14,TFRC,TJP2,TNIP1,TOP2A,TOP2B,TP73,TPCN2,TPRKB,TPX2,TRAF3,TUBA4A,TWF2,UTRN,VRK1,WDR45,YWHAG,YWHAZ


			GO:MF			protein homodimerization activity			GO:0042803			0.00022758			143			ACOT7,ACVR1,ADRA2A,ADRA2C,AOX1,APOE,ATF3,ATIC,ATP2A1,BARD1,BHLHB9,BHLHE41,BLM,BNIP3,BNIP3L,CALCOCO2,CAMK2A,CARNMT1,CAT,CAV2,CCDC88A,CENPF,CEP131,CITED1,CLN6,COQ9,CPOX,CPQ,CRYL1,CRYM,CUBN,CYP2R1,DNPH1,DPP4,DROSHA,DUSP29,ENDOG,ENG,EPHX2,EXT1,FAP,FBLN5,FGFR1,FIBIN,FLRT3,FMR1,FOXP2,FXR1,FXR2,FZD9,GALE,GBP1,GCA,GEN1,GHR,GLCE,GPD1,GRHPR,GSTA4,GSTM3,GYG1,HIP1,HSD11B1,HSPB8,IDE,IKBKG,IL6R,INPP5F,IRAK1,IRAK2,ISCU,JAM3,KIF20B,KIT,KYAT1,KYAT3,LHPP,LRP4,LRRK2,MAP3K13,MEF2D,MID1,MIGA1,MIGA2,MMUT,MSH2,MSTN,MTHFD1L,NECTIN3,NFS1,NQO2,NR0B2,NUDT5,PAFAH1B3,PANK3,PARK7,PDGFA,PDGFC,PDGFRA,PDK2,PHB2,PIP4K2A,PKD2,PRMT8,PRPS1,PSAP,PTH1R,S100A6,SARS1,SH3GLB1,SLIT2,SRF,SRGAP2,STAT1,STAT5B,STING1,STK10,STK26,STUB1,SUPV3L1,TCF3,TENM1,TENM2,TENM4,TFRC,TGFB2,TMEM266,TOP2A,TOX3,TP53I3,TPD52,TPD52L1,TPI1,TREX1,USF2,UXS1,VAPB,WRN,WWTR1,ZBTB1,ZBTB16,ZBTB7B,ZHX2


			GO:MF			protein serine/threonine kinase activity			GO:0004674			0.0002875074			106			ACVR1,AKAP13,AKT2,ALPK2,ARAF,ATM,ATR,AURKB,BCR,CAMK2A,CAMK2G,CAMKK2,CAMKV,CASK,CDC42BPG,CDK1,CDK14,CDK20,CHEK1,CIT,CLK3,CPNE3,CSNK1G3,CSNK2B,DAPK1,DAPK2,DYRK1B,FASTK,GRK2,GRK7,HIPK4,HTATIP2,HUNK,IRAK1,IRAK2,LIMK1,LMTK2,LOC110258060,LRRK1,LRRK2,MAK,MAP2K2,MAP3K10,MAP3K13,MAP3K14,MAP3K15,MAP3K20,MAP4K1,MAP4K4,MAPK14,MAPK4,MAPKAPK2,MAST3,MAST4,MASTL,MELK,MKNK2,MYLK2,MYLK4,NEK1,NEK2,NEK3,NEK6,PAK3,PAK4,PASK,PBK,PHKG1,PINK1,PLK1,PLK3,PRKAB2,PRKAG3,PRKCD,PRKCH,PRKCI,PRKCQ,PRKCZ,PRKD1,PRKG2,RAF1,ROCK2,RPS6KA1,RPS6KA3,RPS6KB2,SGK1,SIK3,STK10,STK11,STK17B,STK26,STK3,STT3A,TESK1,TESK2,TGFBR1,TGFBR2,TLK1,TRIO,TSSK3,TTK,ULK1,ULK3,VRK1,VRK3,WNK3


			GO:MF			protein tyrosine kinase activity			GO:0004713			0.000343875			39			ABL1,ABL2,CLK3,DDR2,DYRK1B,EPHA3,EPHA4,EPHA7,EPHB2,EPHB3,EPHB4,ERBB2,ERBB3,FER,FES,FGFR1,FGFR4,FLT1,FYN,HIPK4,INSR,KDR,KIT,LCK,LYN,MELK,MET,MUSK,NTRK3,PDGFRA,PKDCC,PTK2B,ROR2,ROS1,SRC,TEK,TWF1,TYRO3,WEE1


			GO:MF			glycosaminoglycan binding			GO:0005539			0.000343875			52			ABI3BP,ADAMTS15,ADGRG1,APLP1,APOE,APP,BGN,CD44,COL5A1,COL5A3,COLQ,DCN,ECM2,ENG,EVA1C,EXTL2,FBN1,FGF1,FGFR1,FGFR4,FN1,HBEGF,HK1,HMMR,HSD17B12,ICMT,LIPG,LRTM1,LYVE1,MDK,MSTN,NAV2,PCOLCE,PCOLCE2,PDCD5,POSTN,PTN,PTPRC,PTPRS,RSPO3,SERPINE2,SGSH,SLIT1,SLIT2,SLIT3,STAB1,TGFBR2,THBS2,THBS3,THBS4,VCAN,VEGFA


			GO:MF			protein C-terminus binding			GO:0008022			0.0004198775			43			ABL1,ATP1B1,ATXN1,BCAM,BRCA2,CALCOCO1,CDC20,CENPF,CITED1,DAB2,DLG4,DYNLL1,ERBB2,EZR,FBLN1,FBLN5,FN1,FOXN3,GPSM2,HOMER3,KPNA3,LCK,MID1IP1,MPDZ,MRE11,MSH2,NEFL,NEIL1,OPTN,PABPC1,PFKM,PHB2,PIAS3,PRDX3,PTK2B,RAD51,SDC1,SLC9A3R2,SRC,SREBF2,TCF4,TOP2A,TOP2B


			GO:MF			catalytic activity, acting on DNA			GO:0140097			0.0004451524			63			BLM,BRIP1,CHD1L,CHD3,CHD6,CHTF18,DDX1,DDX3X,DNMT1,DNMT3B,ENDOG,ERCC6L,EXO1,FANCM,FEN1,GEN1,HELLS,HLTF,LIG1,MCM3,MCM4,MCM5,MCM8,MEIOB,MGME1,MRE11,MSH2,MSH4,MSH6,MUTYH,N4BP2,NAV2,NEIL1,NEIL3,PMS2,POLA1,POLD1,POLG,POLH,POLL,PTGES3,RAD51,RAD51B,RBBP8,RECQL,REV3L,REXO2,RFC3,RFC5,SMARCA1,SMARCA5,SMARCAD1,SMC6,SUPV3L1,TDP1,TDP2,TOP2A,TOP2B,TREX1,TTF2,UNG,WRN,ZRANB3


			GO:MF			FAD binding			GO:0071949			0.0004673302			20			ACOX2,AIFM1,AOX1,COQ6,CRY2,DDO,DHCR24,ERO1A,KLHL12,LDHD,MICAL1,MICAL3,MTHFR,NQO2,PCYOX1,QSOX1,SQLE,SQOR,STEAP4,TXNRD1


			GO:MF			mismatch repair complex binding			GO:0032404			0.0004673302			8			ATR,MCM8,MSH2,MSH6,MUTYH,PMS2,TREX1,WRN


			GO:MF			oxidoreductase activity, acting on the aldehyde or oxo group of donors, NAD or NADP as acceptor			GO:0016620			0.0004981814			18			ALDH18A1,ALDH1A1,ALDH1A2,ALDH1L2,ALDH2,ALDH3B1,ALDH4A1,ALDH6A1,DLAT,DLD,FAR2,GAPDH,HSD17B12,OGDH,PDHA1,PDHB,PDHX,RDH11


			GO:MF			heparin binding			GO:0008201			0.0005464456			40			ABI3BP,ADAMTS15,ADGRG1,APLP1,APOE,APP,COL5A1,COL5A3,COLQ,ECM2,EVA1C,FBN1,FGF1,FGFR1,FGFR4,FN1,HBEGF,HSD17B12,ICMT,LIPG,LRTM1,MDK,MSTN,NAV2,PCOLCE,PCOLCE2,PDCD5,POSTN,PTN,PTPRC,PTPRS,RSPO3,SERPINE2,SLIT1,SLIT2,SLIT3,THBS2,THBS3,THBS4,VEGFA


			GO:MF			exopeptidase activity			GO:0008238			0.0006023019			34			ACE,AEBP1,ANPEP,CNDP2,CPA1,CPA4,CPE,CPQ,CPXM1,CPXM2,CTSA,CTSC,CTSZ,DNPEP,DPP4,DPP9,ERAP1,ERAP2,ERMP1,FAP,HPN,KDM8,LVRN,METAP1,MMP14,MMP16,NPEPL1,PRCP,RNPEPL1,SCRN2,SCRN3,TPP2,VASH1,VASH2


			GO:MF			oxidoreductase activity, acting on the aldehyde or oxo group of donors			GO:0016903			0.0006321874			21			ALDH18A1,ALDH1A1,ALDH1A2,ALDH1L2,ALDH2,ALDH3B1,ALDH4A1,ALDH6A1,AOX1,BCKDHA,BCKDHB,DLAT,DLD,FAR2,GAPDH,HSD17B12,OGDH,PDHA1,PDHB,PDHX,RDH11


			GO:MF			hydrolase activity, acting on acid anhydrides			GO:0016817			0.0007123911			146			ABCB6,ARL10,ARL8B,ARL9,ATAD1,ATAD2,ATL2,ATL3,ATP10A,ATP10D,ATP11B,ATP1A2,ATP2A1,ATP2A3,ATP2B2,ATP2B3,ATP2B4,ATP7A,ATP8B2,BLM,CARNS1,CBWD1,CCT6A,CHD1L,CHD6,CHTF18,CLPX,CPLANE2,DCP2,DCTPP1,DDX3X,DDX58,DHX58,DNM1,EEF1A1,EIF4A2,ENPP2,ENTPD5,ENTPD6,ENTPD7,FIGNL1,FITM1,GARS1,GBP1,GNAI1,GNAI3,GSPT2,HBS1L,HLTF,HSPA13,HSPA5,HSPA9,IFIH1,IFT27,KIF12,KIF14,KIF15,KIF18A,KIF18B,KIF1A,KIF1C,KIF20A,KIF20B,KIF21B,KIF22,KIF23,KIF27,KIF2A,KIF2C,KIF3A,KIF3B,KIF5C,KIFC1,LHPP,LOC100625134,LOC102161784,LOC110255887,LONP2,LRRK2,MCM3,MCM4,MCM5,MFN2,MMUT,MSH2,MTG1,MX1,MX2,MYH3,MYO9B,NAV2,NAV3,NKIRAS1,NUDT12,NUDT13,NUDT15,NUDT2,NUDT5,ORC1,PMS2,PSMC1,PSMC2,PSMC3,PSMC5,RAB10,RAB13,RAB29,RAB34,RAB3A,RAB3D,RAB7A,RAB8B,RAC2,RAP2C,RASL11B,RECQL,REM1,RFC5,RHEB,RHEBL1,RHOBTB1,RHOD,RHOF,RHOU,RND2,RRAGD,RRAS,SAR1B,SEPTIN1,SEPTIN11,SEPTIN2,SEPTIN3,SEPTIN4,SEPTIN5,SEPTIN6,SEPTIN7,SEPTIN9,SMARCA5,SMC2,SMC4,SPG7,SUPV3L1,TUBB,TUFM,VCP,WRN


			GO:MF			hydrolase activity, acting on acid anhydrides, in phosphorus-containing anhydrides			GO:0016818			0.0009890239			145			ABCB6,ARL10,ARL8B,ARL9,ATAD1,ATAD2,ATL2,ATL3,ATP10A,ATP10D,ATP11B,ATP1A2,ATP2A1,ATP2A3,ATP2B2,ATP2B3,ATP2B4,ATP7A,ATP8B2,BLM,CARNS1,CBWD1,CCT6A,CHD1L,CHD6,CHTF18,CLPX,CPLANE2,DCP2,DCTPP1,DDX3X,DDX58,DHX58,DNM1,EEF1A1,EIF4A2,ENPP2,ENTPD5,ENTPD6,ENTPD7,FIGNL1,FITM1,GARS1,GBP1,GNAI1,GNAI3,GSPT2,HBS1L,HLTF,HSPA13,HSPA5,HSPA9,IFIH1,IFT27,KIF12,KIF14,KIF15,KIF18A,KIF18B,KIF1A,KIF1C,KIF20A,KIF20B,KIF21B,KIF22,KIF23,KIF27,KIF2A,KIF2C,KIF3A,KIF3B,KIF5C,KIFC1,LHPP,LOC100625134,LOC102161784,LOC110255887,LONP2,LRRK2,MCM3,MCM4,MCM5,MFN2,MMUT,MSH2,MTG1,MX1,MX2,MYH3,MYO9B,NAV2,NAV3,NKIRAS1,NUDT12,NUDT13,NUDT15,NUDT2,NUDT5,ORC1,PMS2,PSMC1,PSMC2,PSMC3,PSMC5,RAB10,RAB13,RAB29,RAB34,RAB3A,RAB3D,RAB7A,RAB8B,RAC2,RAP2C,RASL11B,RECQL,REM1,RFC5,RHEB,RHEBL1,RHOBTB1,RHOD,RHOF,RHOU,RND2,RRAGD,RRAS,SAR1B,SEPTIN1,SEPTIN11,SEPTIN2,SEPTIN3,SEPTIN4,SEPTIN5,SEPTIN6,SEPTIN7,SEPTIN9,SMARCA5,SMC2,SMC4,SPG7,TUBB,TUFM,VCP,WRN


			GO:MF			nucleoside-triphosphatase regulator activity			GO:0060589			0.0010276552			105			ABR,ACAP3,ADGRB3,AKAP13,ALS2CL,ARHGAP1,ARHGAP12,ARHGAP20,ARHGAP23,ARHGAP27,ARHGAP32,ARHGAP39,ARHGAP42,ARHGAP44,ARHGAP5,ARHGEF10,ARHGEF10L,ARHGEF17,ARHGEF19,ARHGEF2,ARHGEF25,ARHGEF26,ARHGEF3,ARHGEF39,ARHGEF6,ARHGEF9,ASAP2,ASAP3,BCR,CCDC88A,CCDC88C,CHN2,DENND2A,DENND4B,DEPDC5,DLC1,DNAJA3,DOCK10,DOCK5,DOCK7,DOCK8,EGF,EIF2B3,EIF2B4,EPS8L2,FGD1,FNIP1,GARNL3,GBF1,GIT2,GNB5,GPSM2,IQGAP2,ITSN1,KNDC1,LRRK2,MCF2L2,MON1A,MYO9A,MYO9B,NET1,NF1,OPHN1,PLCB1,PLCE1,PLEKHG3,RAB3IL1,RABEP2,RABGAP1L,RACGAP1,RALGAPA2,RALGPS1,RALGPS2,RAP1GDS1,RAPGEF1,RAPGEF3,RAPGEF5,RAPGEFL1,RASA4B,RASGRF2,RASGRP2,RGL1,RGS12,RGS14,RGS7,RP2,RTKN,SBF2,SEC23A,SESN2,SH3BP5,SIPA1,SIPA1L1,SLIT2,SRGAP1,SRGAP2,STXBP5,TBC1D1,TBC1D17,TBCK,TIAM1,TRIO,USP6NL,VAV2,VPS9D1


			GO:MF			GTPase regulator activity			GO:0030695			0.0010276552			105			ABR,ACAP3,ADGRB3,AKAP13,ALS2CL,ARHGAP1,ARHGAP12,ARHGAP20,ARHGAP23,ARHGAP27,ARHGAP32,ARHGAP39,ARHGAP42,ARHGAP44,ARHGAP5,ARHGEF10,ARHGEF10L,ARHGEF17,ARHGEF19,ARHGEF2,ARHGEF25,ARHGEF26,ARHGEF3,ARHGEF39,ARHGEF6,ARHGEF9,ASAP2,ASAP3,BCR,CCDC88A,CCDC88C,CHN2,DENND2A,DENND4B,DEPDC5,DLC1,DNAJA3,DOCK10,DOCK5,DOCK7,DOCK8,EGF,EIF2B3,EIF2B4,EPS8L2,FGD1,FNIP1,GARNL3,GBF1,GIT2,GNB5,GPSM2,IQGAP2,ITSN1,KNDC1,LRRK2,MCF2L2,MON1A,MYO9A,MYO9B,NET1,NF1,OPHN1,PLCB1,PLCE1,PLEKHG3,RAB3IL1,RABEP2,RABGAP1L,RACGAP1,RALGAPA2,RALGPS1,RALGPS2,RAP1GDS1,RAPGEF1,RAPGEF3,RAPGEF5,RAPGEFL1,RASA4B,RASGRF2,RASGRP2,RGL1,RGS12,RGS14,RGS7,RP2,RTKN,SBF2,SEC23A,SESN2,SH3BP5,SIPA1,SIPA1L1,SLIT2,SRGAP1,SRGAP2,STXBP5,TBC1D1,TBC1D17,TBCK,TIAM1,TRIO,USP6NL,VAV2,VPS9D1


			GO:MF			microtubule motor activity			GO:0003777			0.0010768635			25			CENPE,DNAH10,KIF11,KIF12,KIF14,KIF15,KIF18A,KIF18B,KIF1A,KIF1C,KIF20A,KIF20B,KIF21B,KIF22,KIF23,KIF24,KIF26B,KIF27,KIF2A,KIF2C,KIF3A,KIF3B,KIF4A,KIF5C,KIFC1


			GO:MF			cell adhesion mediator activity			GO:0098631			0.0012247276			17			BCAM,CD200,CNTN1,CNTN4,EMB,EMILIN1,ESAM,IGSF9,ITGA2,ITGB1,JAM3,LRRC4C,MYOT,NEXN,NRCAM,PLXNB3,ROBO1


			GO:MF			transmembrane receptor protein tyrosine kinase activity			GO:0004714			0.0014254474			23			DDR2,EPHA3,EPHA4,EPHA7,EPHB2,EPHB3,EPHB4,ERBB2,ERBB3,FGFR1,FGFR4,FLT1,INSR,KDR,KIT,MET,MUSK,NTRK3,PDGFRA,ROR2,ROS1,TEK,TYRO3


			GO:MF			enzyme activator activity			GO:0008047			0.0014501055			108			ABR,ACAP3,ADGRB3,AFAP1L2,APAF1,APOE,ARHGAP1,ARHGAP12,ARHGAP20,ARHGAP23,ARHGAP27,ARHGAP32,ARHGAP39,ARHGAP42,ARHGAP44,ARHGAP5,ARHGEF10L,ASAP2,ASAP3,ATP2A3,AUP1,AZIN2,BCAS3,BCR,BTC,CAB39,CAB39L,CALM1,CCNB1,CCNT2,CD40LG,CDC20,CDK5R1,CHN2,CKS2,CLPX,COX17,CTSC,DBF4,DDX3X,DEPDC5,DLC1,DOCK5,EGF,ERBB3,FAM20A,FBLN1,FN1,FYN,GARNL3,GIT2,GNB5,GPRC5B,GUCA1B,HBEGF,IQGAP2,LCK,LRRK2,LTC4S,MAP2K2,MAP3K13,MYO9A,MYO9B,NCAPG2,NF1,OPHN1,PARK7,PARP16,PCOLCE,PCOLCE2,PDCD5,PLAA,PLCB1,PPP2R5A,PPP2R5B,PRKCD,PSMC3IP,PSMD14,RABEP2,RABGAP1L,RACGAP1,RALGAPA2,RASA4B,RGCC,RGS12,RGS14,RGS7,RP2,SEC23A,SFRP2,SH3PXD2A,SH3PXD2B,SIPA1,SIPA1L1,SPRY2,SRC,SRGAP1,SRGAP2,STK11,STXBP5,TBC1D1,TBC1D17,TBCK,TGFB1,TPX2,USP6NL,VCP,WDR48


			GO:MF			pyrophosphatase activity			GO:0016462			0.0014587164			143			ABCB6,ARL10,ARL8B,ARL9,ATAD1,ATAD2,ATL2,ATL3,ATP10A,ATP10D,ATP11B,ATP1A2,ATP2A1,ATP2A3,ATP2B2,ATP2B3,ATP2B4,ATP7A,ATP8B2,CARNS1,CBWD1,CCT6A,CHD1L,CHD6,CHTF18,CLPX,CPLANE2,DCP2,DCTPP1,DDX3X,DDX58,DHX58,DNM1,EEF1A1,EIF4A2,ENPP2,ENTPD5,ENTPD6,ENTPD7,FIGNL1,FITM1,GARS1,GBP1,GNAI1,GNAI3,GSPT2,HBS1L,HSPA13,HSPA5,HSPA9,IFIH1,IFT27,KIF12,KIF14,KIF15,KIF18A,KIF18B,KIF1A,KIF1C,KIF20A,KIF20B,KIF21B,KIF22,KIF23,KIF27,KIF2A,KIF2C,KIF3A,KIF3B,KIF5C,KIFC1,LHPP,LOC100625134,LOC102161784,LOC110255887,LONP2,LRRK2,MCM3,MCM4,MCM5,MFN2,MMUT,MSH2,MTG1,MX1,MX2,MYH3,MYO9B,NAV2,NAV3,NKIRAS1,NUDT12,NUDT13,NUDT15,NUDT2,NUDT5,ORC1,PMS2,PSMC1,PSMC2,PSMC3,PSMC5,RAB10,RAB13,RAB29,RAB34,RAB3A,RAB3D,RAB7A,RAB8B,RAC2,RAP2C,RASL11B,RECQL,REM1,RFC5,RHEB,RHEBL1,RHOBTB1,RHOD,RHOF,RHOU,RND2,RRAGD,RRAS,SAR1B,SEPTIN1,SEPTIN11,SEPTIN2,SEPTIN3,SEPTIN4,SEPTIN5,SEPTIN6,SEPTIN7,SEPTIN9,SMARCA5,SMC2,SMC4,SPG7,TUBB,TUFM,VCP,WRN


			GO:MF			transmembrane transporter binding			GO:0044325			0.0015409864			35			ACTN2,AKAP6,ANK3,ATP2A3,CALM1,CIB1,DIAPH1,FHL1,FMR1,FYN,HOMER1,HRC,KCNAB2,KCNB1,KCNC1,KCNIP2,LOC100519808,LRRK2,LYN,NEDD4L,PACS1,PDE4B,PDE4D,PKD2,RIMS1,RNF207,SCN1B,SCN3B,SCN4B,SCN5A,SRC,TCAP,TRDN,TSPO,YWHAZ


			GO:MF			protein serine/threonine phosphatase activity			GO:0004722			0.0015409864			31			CDC14A,CDC14B,DUSP1,DUSP10,DUSP26,DUSP29,DUSP3,LCK,LRRC2,LRRC39,LRRC40,LRRK2,MTMR4,PDP1,PHLPP1,PPEF1,PPM1A,PPM1B,PPM1F,PPM1J,PPM1L,PPM1M,PPP1CB,PPP3CA,PPP3CB,PPP5C,PPP6C,PPTC7,SSH1,SSU72,TIMM50


			GO:MF			ubiquitin-like protein ligase binding			GO:0044389			0.0015586636			77			ATXN3,AUP1,BID,BLZF1,BRCA1,CALR,CCNB1,CKB,CLU,CUL3,CUL4A,CUL4B,CUL5,CUL7,DDRGK1,DDX58,EGR2,ELOB,ERBB3,FOXO1,GABARAPL2,GPI,GPR37,HLTF,HSPA1L,HSPA5,HSPA9,IKBKG,MAP1LC3A,MAP1LC3B,MDM2,MFN2,MID1,MUL1,NDUFS2,NEK6,NFKBIA,NGFR,NPLOC4,PARP9,PATZ1,PDLIM2,PER1,PINK1,PPARGC1A,PRDX6,PRKAR1A,PRKAR2A,PRR5L,PSMA3,PSMD1,PTPRN,RPA2,SCN5A,SLF1,SMAD2,SMC6,SMG5,SPART,SQSTM1,STAT1,STING1,STUB1,TNFRSF1B,TPI1,TRAF3,TRAF5,TUBB,UBE2C,UBE2D4,UBXN1,UQCRC1,USP13,USP2,USP25,VCP,YWHAZ


			GO:MF			titin binding			GO:0031432			0.0017066523			7			ACTN2,ANKRD1,ANKRD23,CALM1,CAPN3,TCAP,TRIM63


			GO:MF			oxidized purine DNA binding			GO:0032357			0.0017066523			7			BLM,MSH2,MSH6,MUTYH,POT1,RECQL4,WRN


			GO:MF			ribonucleoside triphosphate phosphatase activity			GO:0017111			0.0017809611			130			ABCB6,ARL10,ARL8B,ARL9,ATAD1,ATAD2,ATL2,ATL3,ATP10A,ATP10D,ATP11B,ATP1A2,ATP2A1,ATP2A3,ATP2B2,ATP2B3,ATP2B4,ATP7A,ATP8B2,CARNS1,CBWD1,CCT6A,CHD1L,CHD6,CHTF18,CLPX,CPLANE2,DDX3X,DDX58,DHX58,DNM1,EEF1A1,EIF4A2,ENTPD7,FIGNL1,GBP1,GNAI1,GNAI3,GSPT2,HBS1L,HSPA13,HSPA5,HSPA9,IFIH1,IFT27,KIF12,KIF14,KIF15,KIF18A,KIF18B,KIF1A,KIF1C,KIF20A,KIF20B,KIF21B,KIF22,KIF23,KIF27,KIF2A,KIF2C,KIF3A,KIF3B,KIF5C,KIFC1,LOC100625134,LOC102161784,LOC110255887,LONP2,LRRK2,MCM3,MCM4,MCM5,MFN2,MMUT,MSH2,MTG1,MX1,MX2,MYH3,MYO9B,NAV2,NAV3,NKIRAS1,ORC1,PMS2,PSMC1,PSMC2,PSMC3,PSMC5,RAB10,RAB13,RAB29,RAB34,RAB3A,RAB3D,RAB7A,RAB8B,RAC2,RAP2C,RASL11B,RECQL,REM1,RFC5,RHEB,RHEBL1,RHOBTB1,RHOD,RHOF,RHOU,RND2,RRAGD,RRAS,SAR1B,SEPTIN1,SEPTIN11,SEPTIN2,SEPTIN3,SEPTIN4,SEPTIN5,SEPTIN6,SEPTIN7,SEPTIN9,SMARCA5,SMC2,SMC4,SPG7,TUBB,TUFM,VCP,WRN


			GO:MF			single-stranded DNA binding			GO:0003697			0.0019070996			36			BLM,BRCA2,CDC45,CRY2,CTC1,HMCES,MCM3,MCM4,MCM5,MCM8,MEIOB,MMS22L,MSH2,MYEF2,NABP2,NEIL3,PCBP1,PMS2,POLA1,POT1,RAD51,RAD51AP1,RAD51B,RECQL,RECQL4,RPA2,SAMHD1,SMC2,SMC4,SMC6,SSBP4,TDP1,TDP2,TREX1,WDR48,ZRANB3


			GO:MF			magnesium ion binding			GO:0000287			0.0019598153			58			AASDHPPT,ABL1,ABL2,ATP10A,ATP10D,ATP11B,ATP8B2,CDC42BPG,CIB1,DCTPP1,EFCAB7,ENDOG,ENO3,ENOSF1,EPHX2,EYA2,FEN1,GCLC,GEN1,IDH2,IDH3B,IDH3G,LOC100625134,LRRK2,MAP3K20,MAST3,MAST4,ME1,MSH2,MSH6,NEK6,NT5C1A,NT5C3A,NUDT5,PGM5,PINK1,PKM,PLK1,PPM1A,PPM1B,PRPS1,REXO2,RHEB,RP2,RPS6KA1,RPS6KA3,SPHK1,STK11,STK26,STK3,SUCLA2,SUCLG2,TDP2,TOP2A,TREX1,WEE1,WRN,XYLT2


			GO:MF			molecular function regulator activity			GO:0098772			0.002243925			341			ABR,ACAP3,ADGRB3,AFAP1L2,AGT,AKAP13,ALS2CL,ANGPTL4,ANOS1,ANXA2,APAF1,APBA3,APOE,APP,ARHGAP1,ARHGAP12,ARHGAP20,ARHGAP23,ARHGAP27,ARHGAP32,ARHGAP39,ARHGAP42,ARHGAP44,ARHGAP5,ARHGEF10,ARHGEF10L,ARHGEF17,ARHGEF19,ARHGEF2,ARHGEF25,ARHGEF26,ARHGEF3,ARHGEF39,ARHGEF6,ARHGEF9,ASAP2,ASAP3,ATP1B1,ATP1B3,ATP2A3,ATP2B4,ATP5IF1,AUP1,AZIN2,BAG3,BCAS3,BCR,BIN1,BLM,BMP5,BMP6,BMP7,BOD1,BTC,C3,C4A,CAB39,CAB39L,CACNG6,CACNG7,CALM1,CAPN3,CCDC88A,CCDC88C,CCL19,CCL5,CCNB1,CCNB2,CCNB3,CCNE1,CCNE2,CCNG1,CCNG2,CCNL1,CCNL2,CCNT2,CD109,CD40LG,CDC20,CDK5R1,CHN2,CIB1,CIT,CKS2,CLEC12B,CLPX,COL7A1,COX17,CPAMD8,CSF3,CSNK2B,CST6,CTF1,CTSC,CXCL2,DBF4,DDX3X,DENND2A,DENND4B,DEPDC5,DKK3,DLC1,DNAJA2,DNAJA3,DNAJB2,DNAJB4,DNAJC19,DNAJC24,DOCK10,DOCK5,DOCK7,DOCK8,DPP4,EDA,EGF,EID1,EIF2B3,EIF2B4,EPHA7,EPS8L2,ERBB3,FAM20A,FBLN1,FBXO5,FGD1,FGF1,FGF18,FGF21,FLRT3,FN1,FNIP1,FRY,FST,FXYD1,FXYD2,FXYD6,FYN,GAPDH,GARNL3,GBF1,GDF11,GDF9,GIT2,GMFB,GNB5,GOLT1B,GPC3,GPI,GPRC5B,GPSM2,GRM7,GUCA1B,HBEGF,HGF,HSF4,IGF1,IGSF1,IL15,IL16,IL17B,IL18,INCENP,IQGAP2,ITGB6,ITIH3,ITIH4,ITSN1,KAT2B,KCNAB2,KCNIP2,KNDC1,LCK,LGALS3,LMTK2,LOC100511937,LRRCC1,LRRK2,LTC4S,LXN,LYAR,LYPD6,MAP2K2,MAP3K13,MAP3K14,MCF2L2,MDK,METRNL,MGAT5,MON1A,MRAP2,MSTN,MYO9A,MYO9B,MYOZ1,NAMPT,NCAPG2,NEDD4L,NET1,NF1,NR0B2,NTF4,OPHN1,PABIR2,PACSIN3,PARK7,PARP16,PARP9,PARPBP,PARVA,PCOLCE,PCOLCE2,PCSK9,PDCD5,PDGFA,PDGFC,PDGFD,PENK,PHACTR3,PIK3R2,PKIG,PLAA,PLCB1,PLCE1,PLEKHG3,POT1,PPP1R12B,PPP1R14C,PPP1R15A,PPP1R1B,PPP1R3B,PPP2R2B,PPP2R5A,PPP2R5B,PPP3CA,PPP4R1,PPP6R2,PRDX3,PRKAG3,PRKAR1A,PRKAR1B,PRKAR2A,PRKCD,PRSS36,PSMC3IP,PSMD1,PSMD14,PSMD3,PTN,PTTG1,PYY,RAB3IL1,RABEP2,RABGAP1L,RAC2,RACGAP1,RALGAPA2,RALGPS1,RALGPS2,RAP1GDS1,RAP2C,RAPGEF1,RAPGEF3,RAPGEF5,RAPGEFL1,RASA4B,RASGRF2,RASGRP2,RCAN2,RECK,REM1,RGCC,RGL1,RGS12,RGS14,RGS7,RP2,RPS6KA1,RPS6KA3,RTKN,SBF2,SCN1B,SCN2B,SCN3B,SCN4B,SEC23A,SEMA3E,SEMA3G,SEMA4F,SEMA5B,SEMA6A,SEMA6C,SEMA7A,SERPINB1,SERPINE1,SERPINE2,SESN2,SFRP2,SH3BP5,SH3PXD2A,SH3PXD2B,SIPA1,SIPA1L1,SLIT2,SLN,SPRY2,SRC,SRGAP1,SRGAP2,STC1,STIM1,STIM2,STK11,STXBP5,TBC1D1,TBC1D17,TBCK,TFPI,TGFB1,TGFB2,TGFB3,TIAM1,TIMP1,TMEM35A,TPX2,TRIO,UBE2Z,UMODL1,USP6NL,VAMP8,VAV2,VCP,VEGFA,VPS9D1,WDR48,WDR91,WDTC1,WFIKKN2,WNK3,WNT4,WNT5B,ZFP91


			GO:MF			ATP-dependent activity, acting on DNA			GO:0008094			0.0023488823			37			BLM,BRIP1,CHD1L,CHD3,CHD6,CHTF18,DDX1,DDX3X,ERCC6L,FANCM,HELLS,HLTF,MCM3,MCM4,MCM5,MCM8,MRE11,MSH2,MSH4,MSH6,NAV2,PMS2,RAD51,RAD51B,RECQL,RFC3,RFC5,SMARCA1,SMARCA5,SMARCAD1,SMC6,SUPV3L1,TOP2A,TOP2B,TTF2,WRN,ZRANB3


			GO:MF			oxidoreductase activity, acting on the CH-CH group of donors			GO:0016627			0.0023488823			21			ACAD10,ACADL,ACADM,ACADS,ACADVL,ACOX2,BLVRB,CPOX,CRAT,DECR1,DHCR24,DHCR7,GCDH,LOC100525350,PECR,PTGR2,SDHA,SDHB,SDHC,SRD5A1,TM7SF2


			GO:MF			cell-cell adhesion mediator activity			GO:0098632			0.003000988			13			CD200,CNTN1,CNTN4,EMB,ESAM,IGSF9,JAM3,LRRC4C,MYOT,NEXN,NRCAM,PLXNB3,ROBO1


			GO:MF			DNA secondary structure binding			GO:0000217			0.003000988			14			ABL1,BLM,CLSPN,GEN1,LIN54,MEF2C,MSH2,MSH6,NEIL3,POT1,RAD51AP1,RAD51B,RECQL4,WRN


			GO:MF			phosphoric diester hydrolase activity			GO:0008081			0.0030867729			28			CDT1,CNP,ENPP2,ENPP6,PDE10A,PDE1C,PDE3A,PDE4B,PDE4D,PDE5A,PDE6A,PDE7B,PDE9A,PLCB1,PLCD1,PLCD4,PLCE1,PLCG1,PLCG2,PLCL1,PLCL2,PLD1,PLD2,SMPD1,SMPDL3A,SMPDL3B,TDP1,TDP2


			GO:MF			scaffold protein binding			GO:0097110			0.0036972863			20			CACNA1G,CAV2,CIT,DLG4,DLL1,FYN,GRID2,IL6ST,KRT18,LYN,MAP2K2,NLGN3,NOS3,PARK7,PDE4D,PLCG2,PSAP,SCN5A,SRC,VIM


			GO:MF			ubiquitin protein ligase binding			GO:0031625			0.0039281414			71			ATXN3,AUP1,BID,BLZF1,BRCA1,CALR,CKB,CLU,CUL3,CUL4A,CUL4B,CUL5,CUL7,DDX58,EGR2,ELOB,ERBB3,FOXO1,GABARAPL2,GPI,GPR37,HLTF,HSPA1L,HSPA5,HSPA9,IKBKG,MAP1LC3A,MAP1LC3B,MDM2,MFN2,MID1,MUL1,NDUFS2,NEK6,NFKBIA,NGFR,NPLOC4,PATZ1,PDLIM2,PER1,PINK1,PPARGC1A,PRDX6,PRKAR1A,PRKAR2A,PRR5L,PSMA3,PSMD1,RPA2,SCN5A,SLF1,SMAD2,SMC6,SMG5,SPART,SQSTM1,STING1,STUB1,TNFRSF1B,TPI1,TRAF3,TRAF5,TUBB,UBE2D4,UBXN1,UQCRC1,USP13,USP2,USP25,VCP,YWHAZ


			GO:MF			kinesin binding			GO:0019894			0.0040978143			16			ARHGEF10,CLSTN2,CLSTN3,CROCC,FAM83D,IFT88,KCNC1,KIF18B,KLC2,KTN1,MAPK8IP1,NEK6,PLEKHM2,RAB29,SHTN1,SYBU


			GO:MF			acid-thiol ligase activity			GO:0016878			0.0048598007			13			ACSBG1,ACSL1,ACSL4,ACSM4,ACSM5,ACSS1,ACSS2,ACSS3,SLC27A1,SLC27A3,SUCLA2,SUCLG1,SUCLG2


			GO:MF			chromatin binding			GO:0003682			0.0049442641			121			ADNP,AJUBA,APITD1,ARX,ASXL3,ATAD2,ATF4,ATF5,BCAS3,BCL6,BEND6,BRD3,CALCOCO1,CAMTA2,CBX2,CBX3,CBX4,CCNT2,CDC45,CDK1,CDT1,CHD1L,CHD6,CITED1,CKS2,CSNK2B,DDX1,DNMT1,EBF2,EGR1,EGR2,EHMT2,ELK4,ESR1,EZH1,EZH2,FANCM,FOS,GATA2,GLI2,GLI3,HMGN2,HR,HSF1,JMJD1C,KAT2B,KDM1A,KDM8,KLF4,KLHDC3,MBD2,MBD3,MBTD1,MCM8,MEF2A,MEIOB,MEIS3,MITF,MRNIP,MSH2,MSH6,MTA3,NCAPH,NCOA2,NOC2L,NONO,NPM3,NR1H2,NR5A2,NSD2,OBI1,OGT,ORC1,PATZ1,PCLAF,PER1,PHF1,PHF13,PHF21A,POLA1,POLD1,POLG,POLR3A,POLR3D,PPARGC1A,PRDM1,RAD21,RAD51,RBPJ,RCOR1,REST,RNF2,SCMH1,SCML2,SETD7,SFMBT2,SIRT2,SMAD2,SMARCA1,SMARCA5,SMC2,SMC4,SOX9,SPI1,SRF,STAT1,SUPT16H,SVEP1,TASOR,TBC1D14,TOP2A,TOP2B,TOX,TOX3,TP63,TSHZ3,TTC21B,TTC5,WDHD1,ZEB1,ZNF692


			GO:MF			oxidized DNA binding			GO:0032356			0.0054103435			7			BLM,MSH2,MSH6,MUTYH,POT1,RECQL4,WRN


			GO:MF			extracellular matrix binding			GO:0050840			0.005756633			19			ADAMTS15,ADGRG1,AGRN,BCAM,BGN,CCN1,DCN,ITGAV,ITGB1,LGALS3,NID1,OLFML2A,OLFML2B,PXDN,SLIT2,SPARC,SPARCL1,TGFBI,TINAGL1


			GO:MF			pyruvate dehydrogenase (NAD+) activity			GO:0034604			0.0058460605			5			DLAT,DLD,PDHA1,PDHB,PDHX


			GO:MF			pyruvate dehydrogenase [NAD(P)+] activity			GO:0034603			0.0058460605			5			DLAT,DLD,PDHA1,PDHB,PDHX


			GO:MF			pyruvate dehydrogenase activity			GO:0004738			0.0058460605			5			DLAT,DLD,PDHA1,PDHB,PDHX


			GO:MF			D-loop DNA binding			GO:0062037			0.0058460605			5			BLM,POT1,RAD51AP1,RECQL4,WRN


			GO:MF			MutLalpha complex binding			GO:0032405			0.0058460605			5			ATR,MSH2,MSH6,TREX1,WRN


			GO:MF			sulfur compound binding			GO:1901681			0.0060761867			51			ABI3BP,ACADVL,ACBD4,ACOT7,ADAMTS15,ADGRG1,APLP1,APOE,APP,CHST15,COL5A1,COL5A3,COLQ,ECM2,EVA1C,FBN1,FGF1,FGFR1,FGFR4,FN1,GSTM3,HBEGF,HSD17B12,ICMT,LANCL1,LIPG,LRTM1,MDK,MSTN,NAV2,OGDH,PANK3,PCOLCE,PCOLCE2,PDCD5,POSTN,PRMT8,PTN,PTPRC,PTPRS,RSPO3,RYR2,SERPINE2,SLIT1,SLIT2,SLIT3,SOAT1,THBS2,THBS3,THBS4,VEGFA


			GO:MF			NADP binding			GO:0050661			0.0062532982			18			CAT,CBR3,CRYM,DECR1,FMO1,FMO2,GAPDH,GMDS,GRHPR,GSR,HIBADH,HMGCR,HSD11B1,ME3,NNT,NOS1,NOS3,TP53I3


			GO:MF			ligase activity			GO:0016874			0.0063607392			49			AARS1,ACACA,ACSBG1,ACSL1,ACSL4,ACSM4,ACSM5,ACSS1,ACSS2,ACSS3,ASNS,ASS1,ATP5F1A,ATP5F1B,ATP5ME,ATP5PO,CARNS1,CARS1,CPS1,FARSA,GARS1,GART,GATB,GCLC,GLUL,LIG1,MARS1,MCCC2,MDM2,MIB1,MTHFD1L,PAICS,PC,PCCB,PIAS3,RIMKLA,RIMKLB,SARS1,SLC27A1,SLC27A3,SUCLA2,SUCLG1,SUCLG2,TTL,TTLL1,TTLL7,UBA6,UBA7,VARS2


			GO:MF			transmembrane receptor protein kinase activity			GO:0019199			0.0064285683			26			ACVR1,DDR2,EPHA3,EPHA4,EPHA7,EPHB2,EPHB3,EPHB4,ERBB2,ERBB3,FGFR1,FGFR4,FLT1,INSR,KDR,KIT,MET,MUSK,NTRK3,PDGFRA,ROR2,ROS1,TEK,TGFBR1,TGFBR2,TYRO3


			GO:MF			molecular function activator activity			GO:0140677			0.0064285683			225			ABR,ACAP3,ADGRB3,AFAP1L2,AKAP13,ALS2CL,APAF1,APOE,APP,ARHGAP1,ARHGAP12,ARHGAP20,ARHGAP23,ARHGAP27,ARHGAP32,ARHGAP39,ARHGAP42,ARHGAP44,ARHGAP5,ARHGEF10,ARHGEF10L,ARHGEF17,ARHGEF19,ARHGEF2,ARHGEF25,ARHGEF26,ARHGEF3,ARHGEF39,ARHGEF6,ARHGEF9,ASAP2,ASAP3,ATP1B1,ATP1B3,ATP2A3,AUP1,AZIN2,BCAS3,BCR,BLM,BMP5,BMP6,BMP7,BTC,CAB39,CAB39L,CALM1,CCDC88A,CCDC88C,CCL19,CCL5,CCNB1,CCNT2,CD40LG,CDC20,CDK5R1,CHN2,CKS2,CLPX,COX17,CSF3,CTF1,CTSC,CXCL2,DBF4,DDX3X,DENND2A,DENND4B,DEPDC5,DLC1,DNAJA2,DNAJB2,DNAJB4,DNAJC19,DNAJC24,DOCK10,DOCK5,DOCK7,DOCK8,DPP4,EDA,EGF,EIF2B3,EIF2B4,EPHA7,EPS8L2,ERBB3,FAM20A,FBLN1,FGD1,FGF1,FGF18,FGF21,FLRT3,FN1,FNIP1,FYN,GARNL3,GBF1,GDF11,GDF9,GIT2,GMFB,GNB5,GOLT1B,GPI,GPRC5B,GPSM2,GUCA1B,HBEGF,HGF,IGF1,IL15,IL16,IL17B,IL18,INCENP,IQGAP2,ITGB6,ITSN1,KNDC1,LCK,LGALS3,LRRK2,LTC4S,MAP2K2,MAP3K13,MCF2L2,MDK,METRNL,MON1A,MSTN,MYO9A,MYO9B,NAMPT,NCAPG2,NET1,NF1,NTF4,OPHN1,PARK7,PARP16,PARPBP,PCOLCE,PCOLCE2,PDCD5,PDGFA,PDGFC,PDGFD,PENK,PLAA,PLCB1,PLCE1,PLEKHG3,PPP2R5A,PPP2R5B,PPP3CA,PRKCD,PSMC3IP,PSMD14,PTN,PYY,RAB3IL1,RABEP2,RABGAP1L,RACGAP1,RALGAPA2,RALGPS1,RALGPS2,RAP1GDS1,RAPGEF1,RAPGEF3,RAPGEF5,RAPGEFL1,RASA4B,RASGRF2,RASGRP2,RGCC,RGL1,RGS12,RGS14,RGS7,RP2,SBF2,SEC23A,SEMA3E,SEMA3G,SEMA4F,SEMA5B,SEMA6A,SEMA6C,SEMA7A,SESN2,SFRP2,SH3BP5,SH3PXD2A,SH3PXD2B,SIPA1,SIPA1L1,SPRY2,SRC,SRGAP1,SRGAP2,STC1,STK11,STXBP5,TBC1D1,TBC1D17,TBCK,TGFB1,TGFB2,TGFB3,TIAM1,TIMP1,TPX2,TRIO,USP6NL,VAV2,VCP,VEGFA,VPS9D1,WDR48,WNT4,WNT5B,ZFP91


			GO:MF			oxidoreductase activity, acting on CH-OH group of donors			GO:0016614			0.0064285683			40			ADHFE1,AKR1A1,BCAT2,BDH1,CBR3,CRYL1,DHRS3,DHRS7,DHRS7C,GPD1,GPD2,GRHPR,HADH,HADHA,HAO2,HIBADH,HMGCR,HSD11B1,HSD11B2,HSD17B10,HSD3B1,IDH2,IDH3B,IDH3G,IMPDH1,KCNAB2,L2HGDH,LDHA,LDHB,LDHD,LOC100626199,MDH1,MDH2,ME1,ME3,PTGR2,RDH11,RDH12,SPR,UGDH


			GO:MF			protein domain specific binding			GO:0019904			0.0065259222			120			ABL1,ACTN2,ADAM15,AFAP1,AFAP1L1,AFAP1L2,APP,ARFIP2,ARHGAP5,ATF4,ATP2B2,ATP2B3,CALCOCO1,CALM1,CAPG,CASP9,CBL,CCDC88A,CCDC88C,CCT6A,CENPJ,CHAF1A,CHEK1,CIT,CITED1,CNTLN,CNTROB,CRADD,CSNK2B,CUL3,DLC1,DYNLL1,EFS,EHMT2,EPB41L2,EPHA4,ESRRA,EZR,FAM189B,FHOD1,FN1,FOXA3,FYN,FZD2,GAPDH,GATA2,GATA3,GPR37,GPSM2,GRID2,GUSB,HCLS1,HOMER3,HOXA3,HSF4,HSPA5,IKBKG,INSR,KEAP1,KHDRBS1,KIF14,KIF20B,KIT,LANCL1,LCK,LDB2,LOC110255205,LRRFIP2,LYN,MAP2K2,MAVS,MBD2,MDM2,MICAL1,MPP7,MYO7A,MYPN,NCOA2,NFE2L2,NR0B2,PDZK1,PINK1,PKD2,PLXNB3,PLXND1,PPARGC1B,PRKAR1A,PRKAR2A,RAPGEF3,RCC2,RNF2,ROBO1,SCN5A,SCNN1A,SDC2,SH3BP2,SLC26A6,SMAD2,SQSTM1,SRC,STK11,STRN,STRN4,STUB1,SYNJ2,TCAP,TCEAL8,TCF7L2,TEAD2,TJP2,TP63,TREX1,VAPB,VCP,VIM,WASF2,YWHAQ,YWHAZ,ZNF521,ZXDC


			GO:MF			oxidoreductase activity, acting on the CH-OH group of donors, NAD or NADP as acceptor			GO:0016616			0.0078636157			37			ADHFE1,AKR1A1,BCAT2,BDH1,CBR3,CRYL1,DHRS3,DHRS7,DHRS7C,GPD1,GRHPR,HADH,HADHA,HIBADH,HMGCR,HSD11B1,HSD11B2,HSD17B10,HSD3B1,IDH2,IDH3B,IDH3G,IMPDH1,KCNAB2,LDHA,LDHB,LDHD,LOC100626199,MDH1,MDH2,ME1,ME3,PTGR2,RDH11,RDH12,SPR,UGDH


			GO:MF			metallopeptidase activity			GO:0008237			0.0105709385			54			ACE,ADAM11,ADAM12,ADAM15,ADAM22,ADAM8,ADAMTS12,ADAMTS14,ADAMTS15,ADAMTS16,ADAMTS19,ADAMTS2,ADAMTS20,ADAMTS6,ADAMTS7,ADAMTS8,ADAMTS9,AEBP1,AFG3L2,ANPEP,CLCA1,CNDP2,COPS5,CPA1,CPA4,CPE,CPQ,CPXM1,CPXM2,DNPEP,ERAP1,ERAP2,ERMP1,IDE,LVRN,MBTPS2,METAP1,MMP14,MMP16,MMP2,MMP23,NLN,NPEPL1,NRDC,OMA1,PAPPA2,PHEX,PSMD14,RNPEPL1,SPG7,STAMBPL1,UQCRC2,VASH1,VASH2


			GO:MF			cAMP binding			GO:0030552			0.0105924035			9			BVES,PDE10A,PDE4B,PDE4D,POPDC2,POPDC3,PRKAR1A,PRKAR1B,PRKAR2A


			GO:MF			transforming growth factor beta binding			GO:0050431			0.0117912744			11			ACVR1,CD109,ENG,LTBP1,LTBP3,TGFB3,TGFBR1,TGFBR2,TSKU,VASN,WFIKKN2


			GO:MF			semaphorin receptor binding			GO:0030215			0.0117912744			11			SEMA3A,SEMA3D,SEMA3E,SEMA3G,SEMA4F,SEMA5A,SEMA5B,SEMA6A,SEMA6C,SEMA6D,SEMA7A


			GO:MF			lipid binding			GO:0008289			0.0143465291			146			ACADVL,ACBD4,ACOT7,ACOX2,ACTN2,ADORA2A,AMPH,ANKFY1,ANXA11,ANXA2,ANXA8,APOD,APOE,APOM,ARFIP2,ARHGAP32,ARHGAP44,ATP1A2,ATP5MC1,ATP5MC3,AVIL,BAIAP2L2,BAIAP3,BBS5,BCAS3,BIN1,C2CD2L,CCDC88A,CD1.1,CD14,CERKL,CLIP3,CLN6,COQ9,CPNE3,CRABP1,CRABP2,CYP2R1,DLC1,DROSHA,EPDR1,ESR1,ESRRA,ESRRG,F3,FABP5,FABP7,FCHSD1,FCHSD2,FER,FES,FITM1,FRMPD4,FUNDC2,GGA1,GGA2,GRAMD1C,GRAMD2A,GSDME,HIP1,IQGAP2,ITPR3,KLHL17,LDB3,LOC100625711,LOC100627175,LPAR4,LTC4S,MAP1LC3A,MTM1,MYO10,MYOF,NF1,NFE2L1,NME4,NPC1,NR5A2,OGT,OPHN1,OSBPL10,OSBPL8,PACSIN3,PASK,PCYT1B,PHB2,PHLDA1,PIK3C2A,PITPNA,PITPNM2,PLA2G4A,PLCB1,PLCD1,PLD1,PLD2,PLEKHA4,PLEKHA5,PLEKHA8,PLEKHF1,PLTP,PODN,PPARA,PPP1R1B,PRKCI,PROM1,PSAP,PXK,RACGAP1,RASA4B,RBP1,RORA,RUBCN,SBF2,SCARB1,SH3GL3,SH3GLB1,SH3PXD2A,SH3PXD2B,SIDT1,SNAP91,SNX30,SNX7,SOAT1,SPHK1,SPTB,STARD10,STARD5,STXBP6,SVIL,SYT12,SYT2,SYT9,SYTL2,TEX2,TLN2,TPCN2,TRIM72,TSPO,TULP3,TWF1,TWF2,VCP,VDAC2,VPS13B,WDFY3,WDR45,WIPI1


			GO:MF			protein phosphatase binding			GO:0019903			0.0161653873			35			ANK1,ATP2B4,BOD1,CDH2,CLEC12B,ERBB2,FER,LCK,LGALS3,MAPK14,MET,MTMR4,NEK2,PHACTR3,PIK3R2,PPME1,PPP1R15A,PPP1R3A,PPP1R3B,PPP1R3C,PPP1R3D,PPP1R3G,PPP3CB,PPP6R2,ROS1,RPA2,SH3RF2,SMG5,SMTNL2,SPHK1,STRN,STRN4,TRAF3,VCP,VRK3


			GO:MF			protein dimerization activity			GO:0046983			0.0162241776			199			ABTB2,ACOT7,ACVR1,ADRA2A,ADRA2C,AHR,AIFM1,ANO1,ANO2,ANO5,AOX1,APITD1,APOE,ARNTL,ATF3,ATF4,ATIC,ATOH8,ATP2A1,BARD1,BDKRB2,BHLHB9,BHLHE41,BLM,BMP6,BNIP3,BNIP3L,CALCOCO2,CAMK2A,CARNMT1,CAT,CAV2,CCDC88A,CENPF,CENPT,CEP131,CITED1,CLN6,CLPX,COQ9,CPOX,CPQ,CRYL1,CRYM,CUBN,CYP2R1,DNPH1,DPP4,DROSHA,DUSP29,E2F1,E2F6,ENDOG,ENG,EPAS1,EPHX2,ERBB2,ERBB3,EXT1,FAP,FBLN5,FGFR1,FIBIN,FLRT3,FMR1,FOXP2,FXR1,FXR2,FZD9,GALE,GARS1,GBP1,GCA,GEN1,GHR,GLCE,GPD1,GRHPR,GRM7,GSTA4,GSTM3,GYG1,HES6,HEY2,HIF3A,HIP1,HSD11B1,HSF1,HSPB8,IDE,IKBKG,IL6R,INPP5F,IRAK1,IRAK2,ISCU,ITGB1,JAM3,KIF20B,KIT,KYAT1,KYAT3,LHPP,LRP4,LRRK2,MAP3K13,MEF2A,MEF2C,MEF2D,MGA,MID1,MIGA1,MIGA2,MITF,MLXIP,MLXIPL,MMUT,MSC,MSH2,MSTN,MTHFD1L,MXD3,MYCN,MYF5,NCOA2,NECTIN3,NFS1,NPAS3,NQO2,NR0B2,NUDT5,PAFAH1B3,PANK3,PARK7,PDGFA,PDGFC,PDGFRA,PDK2,PHB2,PIK3R2,PIP4K2A,PKD2,POLR2J,PPP3CA,PPP3CB,PRMT8,PRPS1,PSAP,PTH1R,RILPL1,RRAGD,S100A6,SARS1,SH3GLB1,SLC3A1,SLIT2,SPEF2,SREBF2,SRF,SRGAP2,SRI,STAT1,STAT5B,STING1,STK10,STK26,STUB1,SUPV3L1,TAF11,TAF12,TAF9B,TCF12,TCF3,TCF4,TENM1,TENM2,TENM4,TFEB,TFRC,TGFB2,TMEM266,TMEM9B,TOP2A,TOP2B,TOX3,TP53I3,TPD52,TPD52L1,TPI1,TREX1,USF2,UXS1,VAPB,WRN,WWTR1,ZBTB1,ZBTB16,ZBTB7B,ZHX2


			GO:MF			phosphatase binding			GO:0019902			0.0172299646			44			ANK1,ATP2B4,BOD1,CDH2,CHCHD3,CLEC12B,CRY2,DZIP3,ERBB2,FER,LCK,LGALS3,MAPK14,MET,MTMR4,NEK2,NRM,PHACTR3,PIK3R2,PPME1,PPP1R15A,PPP1R3A,PPP1R3B,PPP1R3C,PPP1R3D,PPP1R3G,PPP3CB,PPP6R2,ROS1,RPA2,SBF2,SFI1,SH3RF2,SLC9A3R2,SMAD2,SMG5,SMTNL2,SPHK1,STRN,STRN4,SYTL2,TRAF3,VCP,VRK3


			GO:MF			chemorepellent activity			GO:0045499			0.0194860657			10			DPP4,EPHA7,FLRT3,SEMA3E,SEMA3G,SEMA4F,SEMA5B,SEMA6A,SEMA6C,SEMA7A


			GO:MF			protein kinase C binding			GO:0005080			0.0204802645			14			ABL1,ADCY4,ADCY6,CAVIN3,CCDC88A,DACT3,ITGAV,KIAA1614,PARD6G,SQSTM1,TOP2A,TOP2B,TWF2,YWHAG


			GO:MF			ubiquitin-like protein conjugating enzyme binding			GO:0044390			0.0231698794			13			ANKIB1,ARIH2,AUP1,DCUN1D2,DCUN1D4,PARK7,PPARA,RNF14,RNF144A,RNF217,TRIM72,UBE3D,ZMYM2


			GO:MF			microfilament motor activity			GO:0000146			0.0231698794			13			ACTC1,LOC100736765,LOC110255887,MYH13,MYH14,MYH15,MYH2,MYH3,MYO10,MYO16,MYO1B,MYO7A,MYO9B


			GO:MF			bubble DNA binding			GO:0000405			0.0237226516			5			ABL1,BLM,NEIL3,RECQL4,WRN


			GO:MF			intramolecular oxidoreductase activity, interconverting aldoses and ketoses			GO:0016861			0.0237226516			5			GPI,HYI,MPI,MRI1,TPI1


			GO:MF			axon guidance receptor activity			GO:0008046			0.0237226516			5			EPHA7,EPHB2,EPHB3,GFRA3,ROBO1


			GO:MF			ligase activity, forming carbon-sulfur bonds			GO:0016877			0.0237226516			15			ACSBG1,ACSL1,ACSL4,ACSM4,ACSM5,ACSS1,ACSS2,ACSS3,SLC27A1,SLC27A3,SUCLA2,SUCLG1,SUCLG2,UBA6,UBA7


			GO:MF			MutSalpha complex binding			GO:0032407			0.0237226516			5			ATR,MCM8,MUTYH,PMS2,TREX1


			GO:MF			metalloexopeptidase activity			GO:0008235			0.0242407027			21			ACE,AEBP1,ANPEP,CNDP2,CPA1,CPA4,CPE,CPQ,CPXM1,CPXM2,ERAP1,ERAP2,ERMP1,LVRN,METAP1,MMP14,MMP16,NPEPL1,RNPEPL1,VASH1,VASH2


			GO:MF			telomeric D-loop binding			GO:0061821			0.0246109134			4			BLM,POT1,RECQL4,WRN


			GO:MF			voltage-gated sodium channel activity involved in cardiac muscle cell action potential			GO:0086006			0.0246109134			4			SCN1B,SCN2B,SCN3B,SCN5A


			GO:MF			NAD binding			GO:0051287			0.0248666827			18			AOX1,CRYL1,GAPDH,GPD1,GRHPR,HADH,HADHA,HIBADH,IDH2,IDH3B,IDH3G,ME1,ME3,NDUFS2,NDUFV1,SIRT2,UGDH,UXS1


			GO:MF			lyase activity			GO:0016829			0.0254854511			49			ACO1,ACO2,ADCY2,ADCY3,ADCY4,ADCY6,ADCY9,ADSL,ALDOC,APIP,ASL,AUH,AZIN2,CA13,CA14,CA4,CYP1A1,E4F1,ECHDC3,ENO3,ENOSF1,FH,GLO1,GMDS,GOT1,GUCY1A1,HADHA,HCCS,KYAT1,KYAT3,LTC4S,ME1,MOCOS,MOCS1,NEIL1,NEIL3,ODC1,PAICS,PAM,PARK7,PCBD1,PCBD2,POLL,PTGES2,PXK,RNASET2,SGPL1,TPI1,UXS1


			GO:MF			amide binding			GO:0033218			0.0272007855			66			ACADVL,ACBD4,ACOT7,ADCYAP1R1,ANPEP,APBA3,APOE,C2CD2L,CALCRL,CAT,CD1.1,CD14,CLIP3,CLSTN2,CLSTN3,CLU,DHCR24,EPDR1,EPHB2,ERAP1,ERAP2,FKBP10,FKBP4,FKBP5,GHR,GPR37,GPRASP2,GSTM3,IDE,INSR,ITGA2,ITM2A,ITM2C,KDELR3,KPNA1,KPNA2,KPNA3,KPNA5,LANCL1,LDLRAD3,LEPR,LRP8,LVRN,NFKBIA,NLN,NQO2,PANK3,PCSK5,PHB2,PLA2G4A,PLEKHA8,PLTP,PPIF,PPP3CA,PSAP,PTH1R,RAMP1,RYR2,SCARB1,SEC61A1,SOAT1,TAP1,TAP2,TGFB2,TMEM158,VDAC2


			GO:MF			damaged DNA binding			GO:0003684			0.0282678613			20			BLM,BRCA1,CRY2,CUL4B,MSH2,MSH6,MUTYH,NEIL1,NEIL3,POLD1,POLH,POT1,RAD23A,RBBP8,RECQL4,RPA2,SMC6,TP63,UNG,WRN


			GO:MF			ADP binding			GO:0043531			0.0283790462			10			APAF1,COQ8A,GCLC,MSH2,MSH6,MYO9B,PGK1,PPP5C,TAP1,VCP


			GO:MF			NAD(P)H dehydrogenase (quinone) activity			GO:0003955			0.0283790462			10			CBR3,ND4,NDUFA10,NDUFS1,NDUFS2,NDUFS4,NDUFS7,NDUFV1,NQO1,NQO2


			GO:MF			plus-end-directed microtubule motor activity			GO:0008574			0.0283790462			8			KIF11,KIF14,KIF18A,KIF18B,KIF1A,KIF1C,KIF20B,KIF5C


			GO:MF			sphingolipid binding			GO:0046625			0.0286289125			9			CERKL,CLIP3,EPDR1,PHB2,PLA2G4A,PLEKHA8,PLTP,PSAP,VDAC2


			GO:MF			phosphatidylinositol phospholipase C activity			GO:0004435			0.0286289125			9			CDT1,PLCB1,PLCD1,PLCD4,PLCE1,PLCG1,PLCG2,PLCL1,PLCL2


			GO:MF			phospholipase C activity			GO:0004629			0.0286289125			9			CDT1,PLCB1,PLCD1,PLCD4,PLCE1,PLCG1,PLCG2,PLCL1,PLCL2


			GO:MF			phosphatidylinositol binding			GO:0035091			0.0302850654			63			ACTN2,ANKFY1,ANXA2,ARFIP2,ARHGAP32,AVIL,BBS5,BCAS3,C2CD2L,CCDC88A,FCHSD2,FES,FRMPD4,FUNDC2,GGA1,GGA2,GRAMD2A,GSDME,HIP1,IQGAP2,ITPR3,KLHL17,LOC100627175,MTM1,MYO10,OGT,OSBPL8,PASK,PHLDA1,PIK3C2A,PITPNA,PITPNM2,PLA2G4A,PLCB1,PLCD1,PLD1,PLD2,PLEKHA4,PLEKHA5,PLEKHA8,PLEKHF1,PXK,RACGAP1,RUBCN,SBF2,SH3PXD2A,SH3PXD2B,SNAP91,SNX30,SNX7,STXBP6,SVIL,SYT9,SYTL2,TLN2,TPCN2,TULP3,TWF1,TWF2,VPS13B,WDFY3,WDR45,WIPI1


			GO:MF			guanyl-nucleotide exchange factor activity			GO:0005085			0.0307546629			54			ABR,AKAP13,ALS2CL,ARHGEF10,ARHGEF10L,ARHGEF17,ARHGEF19,ARHGEF2,ARHGEF25,ARHGEF26,ARHGEF3,ARHGEF39,ARHGEF6,ARHGEF9,BCR,CCDC88A,CCDC88C,DENND2A,DENND4B,DOCK10,DOCK5,DOCK7,DOCK8,EGF,EIF2B3,EIF2B4,EPS8L2,FGD1,FNIP1,GBF1,ITSN1,KNDC1,MCF2L2,MON1A,NET1,PLCE1,PLEKHG3,RAB3IL1,RALGPS1,RALGPS2,RAP1GDS1,RAPGEF1,RAPGEF3,RAPGEF5,RAPGEFL1,RASGRF2,RASGRP2,RGL1,SBF2,SH3BP5,TIAM1,TRIO,VAV2,VPS9D1


			GO:MF			glycosyltransferase activity			GO:0016757			0.0345982372			68			ALG10,ALG8,ALG9,ART3,ART4,B3GALNT1,B3GALT2,B3GLCT,B3GNT3,B3GNT5,B4GALT4,CHPF,CHSY1,COLGALT2,DPY19L1,DPY19L3,DPY19L4,EXT1,EXT2,EXTL1,EXTL2,GALNT10,GALNT15,GALNT17,GALNT2,GALNT5,GALNT7,GBA2,GCNT1,GCNT4,GLT8D2,GXYLT2,GYG1,GYS1,LARGE1,LARGE2,LFNG,LOC100517735,LOC100737755,MFNG,MGAT5,NAMPT,OGT,PARP14,PARP16,PARP3,PARP8,PARP9,PIGA,PIGQ,PKM,POGLUT2,PPAT,PRTFDC1,PYGL,PYGM,SIRT2,ST3GAL5,ST6GALNAC2,ST6GALNAC3,STT3A,TMTC2,TMTC3,TMTC4,UGCG,UGGT1,UGGT2,XYLT2


			GO:MF			4 iron, 4 sulfur cluster binding			GO:0051539			0.0346803147			14			ACO1,ACO2,CIAO3,ETFDH,LIAS,MOCS1,MUTYH,NDUFS1,NDUFS2,NDUFS7,NDUFV1,POLD1,PRIM2,SDHB


			GO:MF			platelet-derived growth factor receptor binding			GO:0005161			0.0377201848			6			IL1R1,PDGFA,PDGFC,PDGFD,PDGFRA,PTPRJ


			GO:MF			ubiquitin conjugating enzyme binding			GO:0031624			0.0377201848			11			ANKIB1,ARIH2,AUP1,DCUN1D2,DCUN1D4,PPARA,RNF14,RNF144A,RNF217,TRIM72,ZMYM2


			GO:MF			carbohydrate binding			GO:0030246			0.0414077186			50			ADGRL1,ADGRL2,BSG,CALR,CD209,CHI3L1,CLEC2B,CNTN1,CRYBG3,EGLN1,EMC7,ENG,ENPP2,EVA1C,GALNT10,GALNT15,GALNT17,GALNT2,GALNT5,GALNT7,GANC,GRIFIN,GUSB,HK1,HK2,LGALS3,LGALS4,LGALS9,LGALSL,MAN2A1,MRC1,MRC2,P3H2,P3H3,P4HA3,PAM,PFKM,PLOD1,PLOD2,PPP1R3A,PPP1R3B,PPP1R3C,PPP1R3D,PPP1R3G,PRG4,PTPRB,PTX3,PYGL,VCAN,WDR6


			GO:MF			oxidoreductase activity, acting on a sulfur group of donors			GO:0016667			0.0419812749			20			DLD,ERO1A,GLRX5,GSR,MSRB3,PCYOX1,PCYOX1L,PDIA3,PDIA4,PDIA5,PDIA6,PGK1,QSOX1,SELENBP1,SESN2,SQOR,SUMF1,TMX4,TXNL1,TXNRD1


			GO:MF			glucosyltransferase activity			GO:0046527			0.0446397785			9			ALG10,ALG8,GBA2,GYG1,GYS1,POGLUT2,UGCG,UGGT1,UGGT2


			GO:MF			NADH dehydrogenase activity			GO:0003954			0.0446397785			9			ND4,NDUFA10,NDUFA9,NDUFS1,NDUFS2,NDUFS4,NDUFS7,NDUFV1,NQO1


			GO:MF			cytokine binding			GO:0019955			0.0456250299			36			ACKR3,ACKR4,ACVR1,CCR9,CD109,CHRD,COPS5,CX3CR1,CXCR6,ENG,GBP1,GHR,IL12RB2,IL1R1,IL2RA,IL2RB,IL6R,IL6ST,ITGA4,ITGAV,ITGB1,KIT,LEPR,LTBP1,LTBP3,PARK7,PDPN,TCAP,TGFB3,TGFBR1,TGFBR2,TNFRSF11A,TNFRSF1B,TSKU,VASN,WFIKKN2


			GO:MF			peptidase activator activity			GO:0016504			0.0459269984			12			APAF1,ATP2A3,CLPX,CTSC,FBLN1,FN1,PCOLCE,PCOLCE2,PSMD14,SFRP2,VCP,WDR48


			GO:MF			myosin phosphatase activity			GO:0017018			0.0477840874			18			CDC14A,CDC14B,DUSP1,DUSP10,DUSP26,DUSP29,DUSP3,PPEF1,PPM1A,PPM1B,PPP1CB,PPP3CA,PPP3CB,PPP5C,PPP6C,PPTC7,SSH1,SSU72
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			Table S10 Enrichment KEGG pathways of overlapping DEPs.


			Category			Term			Count			%			P Value			Genes


			KEGG_PATHWAY			ssc01200:Carbon metabolism			42			5.7692307692			7.43E-26			GPI, FH, PDHB, ENO2, ENO3, ACAT1, HK1, TKFC, ESD, IDH3B, PGK1, SHMT, PGK2, DLAT, ACADS, IDH3A, G6PD, PDHA1, TPI1, GOT1, IDH3G, GPT2, PGAM2, IDH2, GOT2, PGD, SDHB, CS, GLUD1, ALDH6A1, SUCLA2, PKM, OGDH, PGP, ALDOC, SUCLG1, ACO2, ALDOA, DLD, GAPDH, PFKM, FBP2


			KEGG_PATHWAY			ssc03010:Ribosome			41			5.6318681319			1.34E-19			RPL5, RPL30, RPL3, RPL10, RPL32, RPL34, RPL36A, RPL10A, RPL8, RPL9, RPL6, RPS16, RPS18, RPL14, RPS3, RPL36, RPL35, RPS4, RPL13, RPL38, RPS2, RPL37, RPL18, RPS10, RPL17, RPS13, RPS9, RPL21, RPS8, RPS5, RPL35A, RPS3A, MRPL24, RPS25, RPL24, RPL27, FAU, RPL29, RPL28


			KEGG_PATHWAY			ssc01100:Metabolic pathways			151			20.7417582418			3.21E-19			PGAP1, ACAA2, MPI, PLOD3, TXNDC12, ENO2, COX6A2, ENO3, SCP2, LCTHIO, ATP6V1E1, SEPHS2, GYG1, LOC100524613, GAMT, PDHX, GSTK1, G6PD, ACSL1, GPT2, ACYP2, CMBL, PGD, SDHB, COX7A2L, MTHFD2L, GAPDHS, UQCRC1, PGP, ND1, SUCLG1, ATP8, GLO1, AK1, COX17, COX7A1, ACAT1, ATP5B, TKFC, ATP5E, PMVK, ESD, PGK1, HMOX1, PGK2, NDUFV3, NDUFV2, PDHA1, GOT1, IDH2, GOT2, PRDX6, COQ5, CS, GLUD1, ALDH6A1, P4HA2, ADI1, P4HA3, OGDH, CYCS, DHCR7, ALDH18A1, ACO2, PYGB, GPI, ACADVL, ACY1, HIBADH, LOC100525869, ADK, AKR1B1, PYGM, SGSH, HK1, CA1, SPR, CA3, CA2, GMPPA, IDH3B, UQCRFS1, SHMT, ACADM, DLAT, GUSB, ACADS, PGM1, IDH3A, TPI1, CAD, PGAM2, SORD, GPX7, PGM2L1, UGDH, PKM, TST, NDUFS6, EHHADH, NDUFS3, ADSSL1, NDUFS2, BLVRB, NDUFS1, ALDOC, HAGH, L2HGDH, BCAT1, ALDOA, GAPDH, DLD, FBP2, PAFAH1B2, BCAT2, LOC100524873, FH, NDUFB7, GMPR2, GBA, NDUFB3, NDUFB1, PDHB, COX5B, COX5A, HSD17B10, PTS, AGPAT4, SELENBP1, CKMT2, BPNT1, CKB, NDUFA8, DUT, NDUFA6, NDUFA5, CKM, PTGES2, NDUFA4, IDH3G, NAGA, AKR1C4, COX6B, CYP8B1, ALDH4A1, NAGK, SUCLA2, GSTA4, NT5C1A, P4HA, PFKM


			KEGG_PATHWAY			ssc05415:Diabetic cardiomyopathy			43			5.9065934066			7.85E-16			LOC100524873, NDUFB7, LOC100525869, ATP8, NDUFB3, NDUFB1, ATP2A1, PDHB, COX5B, COX7A1, COX5A, COX6A2, ATP5B, PLN, ATP5E, UQCRFS1, AKT1, NDUFV3, NDUFV2, LOC100524613, NDUFA8, G6PD, PDHA1, NDUFA6, NDUFA5, NDUFA4, MMP2, SDHB, COX6B, PPP1CA, COX7A2L, COL3A1, COL1A2, NDUFS6, NDUFS3, UQCRC1, NDUFS2, VDAC2, NDUFS1, VDAC1, ND1, GAPDH, SLC25A4


			KEGG_PATHWAY			ssc01230:Biosynthesis of amino acids			25			3.4340659341			1.65E-14			ACY1, ENO2, ENO3, IDH3B, PGK1, SHMT, PGK2, IDH3A, TPI1, GOT1, IDH3G, GPT2, PGAM2, IDH2, GOT2, CS, PKM, ALDOC, ACO2, ALDH18A1, ALDOA, BCAT1, GAPDH, PFKM, BCAT2


			KEGG_PATHWAY			ssc00190:Oxidative phosphorylation			33			4.532967033			5.56E-14			LOC100524873, NDUFB7, LOC100525869, ATP8, COX17, NDUFB3, NDUFB1, COX5B, COX7A1, COX5A, COX6A2, ATP5B, ATP5E, UQCRFS1, NDUFV3, NDUFV2, ATP6V1E1, LOC100524613, NDUFA8, NDUFA6, NDUFA5, NDUFA4, SDHB, COX6B, COX7A2L, PPA2, NDUFS6, NDUFS3, UQCRC1, NDUFS2, CYCS, NDUFS1, ND1


			KEGG_PATHWAY			ssc05171:Coronavirus disease - COVID-19			45			6.1813186813			6.24E-14			RPL5, RPL30, RPL3, RPL10, RPL32, RPL34, RPL36A, RPL10A, RPL8, RPL9, RPL6, RPS16, RPS18, RPL14, RPS3, RPL36, RPL35, RPS4, RPL13, NLRP3, RPL38, RPS2, RPL37, RPL18, RPS10, RPL17, RPS13, FGB, RPS9, RPL21, RPS8, RPS5, RPL35A, ISG15, RPS3A, RPS25, RPL24, TLR7, RPL27, FAU, RPL29, RPL28


			KEGG_PATHWAY			ssc05016:Huntington disease			49			6.7307692308			4.26E-13			LOC100525869, CLTC, AP2A1, COX6A2, PSMD8, ACTR1B, PSMD2, UQCRFS1, LOC100524613, AP2M1, GPX7, SDHB, COX7A2L, TUBB2B, NDUFS6, NDUFS3, UQCRC1, NDUFS2, VDAC2, ND1, NDUFS1, VDAC1, SLC25A4, BECN1, LOC100524873, HDAC2, NDUFB7, ATP8, DCTN3, NDUFB3, NDUFB1, COX5B, COX7A1, COX5A, PSMA8, ATP5B, ATP5E, AP2S1, NDUFV3, NDUFV2, NDUFA8, NDUFA6, NDUFA5, NDUFA4, SOD2, COX6B, SOD1, CYCS, TUBA8


			KEGG_PATHWAY			ssc05012:Parkinson disease			45			6.1813186813			6.79E-13			LOC100524873, NDUFB7, LOC100525869, ATP8, NDUFB3, GNAI3, NDUFB1, PARK7, COX5B, COX7A1, COX5A, COX6A2, GNAI2, PSMA8, PSMD8, ATP5B, UCHL1, ATP5E, PSMD2, UQCRFS1, NDUFV3, NDUFV2, LOC100524613, NDUFA8, NDUFA6, NDUFA5, NDUFA4, SDHB, COX6B, SOD1, COX7A2L, TUBB2B, NDUFS6, GNAS, NDUFS3, UQCRC1, NDUFS2, VDAC2, CYCS, NDUFS1, VDAC1, ND1, MAPT, SLC25A4, TUBA8


			KEGG_PATHWAY			ssc00020:Citrate cycle (TCA cycle)			15			2.0604395604			1.42E-11			FH, PDHA1, IDH3G, IDH2, PDHB, SDHB, CS, SUCLA2, IDH3B, OGDH, SUCLG1, ACO2, DLAT, DLD, IDH3A


			KEGG_PATHWAY			ssc05208:Chemical carcinogenesis - reactive oxygen species			39			5.3571428571			1.53E-11			LOC100524873, NDUFB7, LOC100525869, ATP8, SRC, NDUFB3, NDUFB1, COX5B, COX7A1, COX5A, COX6A2, ATP5B, ATP5E, UQCRFS1, HMOX1, AKT1, NDUFV3, NDUFV2, LOC100524613, NDUFA8, NDUFA6, NDUFA5, NDUFA4, AKR1C4, SOD2, SDHB, COX6B, SOD1, COX7A2L, GSTA4, NDUFS6, NDUFS3, UQCRC1, NDUFS2, VDAC2, NDUFS1, VDAC1, ND1, SLC25A4


			KEGG_PATHWAY			ssc00010:Glycolysis / Gluconeogenesis			20			2.7472527473			5.08E-11			GPI, PDHA1, TPI1, PGAM2, PDHB, ENO2, ENO3, HK1, PKM, GAPDHS, PGK1, ALDOC, PGK2, DLAT, ALDOA, PFKM, DLD, GAPDH, PGM1, FBP2


			KEGG_PATHWAY			ssc01210:2-Oxocarboxylic acid metabolism			12			1.6483516484			7.80E-11			CS, GOT1, ACY1, IDH3G, GPT2, IDH2, GOT2, IDH3B, ACO2, BCAT1, IDH3A, BCAT2


			KEGG_PATHWAY			ssc05014:Amyotrophic lateral sclerosis			49			6.7307692308			1.96E-10			LOC100525869, COX6A2, PSMD8, ACTR1B, PSMD2, UQCRFS1, LOC100524613, GPX7, SDHB, ATXN2L, COX7A2L, TUBB2B, NDUFS6, NDUFS3, UQCRC1, NDUFS2, ND1, NDUFS1, VDAC1, BECN1, LOC100524873, NDUFB7, ATP8, RAB1B, DCTN3, NDUFB3, NDUFB1, COX5B, COX7A1, COX5A, PSMA8, ATP5B, ATP5E, NDUFV3, NDUFV2, HNRNPA1, NDUFA8, HNRNPA3, NDUFA6, NDUFA5, FUS, NDUFA4, NUP153, COX6B, SOD1, CHMP2B, HNRNPA2B1, CYCS, TUBA8


			KEGG_PATHWAY			ssc05020:Prion disease			41			5.6318681319			3.02E-10			LOC100524873, NDUFB7, LOC100525869, ATP8, NDUFB3, NDUFB1, COX5B, COX7A1, COX5A, COX6A2, PSMA8, PSMD8, ATP5B, ATP5E, PSMD2, UQCRFS1, NDUFV3, NDUFV2, LOC100524613, NDUFA8, NDUFA6, NDUFA5, NDUFA4, HSPA6, SDHB, COX6B, SOD1, COX7A2L, TUBB2B, NDUFS6, NDUFS3, UQCRC1, NDUFS2, VDAC2, CYCS, NDUFS1, VDAC1, ND1, SLC25A4, HSPA1B, TUBA8


			KEGG_PATHWAY			ssc04260:Cardiac muscle contraction			21			2.8846153846			4.43E-09			LOC100524873, TPM4, LOC100525869, TPM3, TNNC1, TPM2, TPM1, MLC2V, ATP2A1, COX5B, COX7A1, COX6B, COX6A2, COX5A, CACNB1, MYL4, COX7A2L, MYL3, UQCRC1, UQCRFS1, LOC100524613


			KEGG_PATHWAY			ssc05022:Pathways of neurodegeneration - multiple diseases			54			7.4175824176			8.86E-09			LOC100525869, ATP2A1, PARK7, COX6A2, PSMD8, UCHL1, ACTR1B, PSMD2, UQCRFS1, LOC100524613, GPX7, SDHB, ATXN2L, COX7A2L, TUBB2B, NDUFS6, NDUFS3, UQCRC1, NDUFS2, VDAC2, ND1, NDUFS1, VDAC1, MAPT, SLC25A4, BECN1, LOC100524873, NDUFB7, ATP8, RAB1B, DCTN3, NDUFB3, NDUFB1, COX5B, COX7A1, COX5A, HSD17B10, PSMA8, ATP5B, ATP5E, DVL2, NDUFV3, NDUFV2, NDUFA8, NDUFA6, NDUFA5, FUS, NDUFA4, COX6B, SOD1, CDK5, CHMP2B, CYCS, TUBA8


			KEGG_PATHWAY			ssc05010:Alzheimer disease			46			6.3186813187			3.14E-08			BECN1, LOC100524873, NDUFB7, LOC100525869, ATP8, NDUFB3, NDUFB1, ATP2A1, COX5B, COX7A1, COX5A, COX6A2, HSD17B10, PSMA8, PSMD8, ATP5B, ATP5E, PSMD2, DVL2, UQCRFS1, AKT1, NDUFV3, NDUFV2, LOC100524613, NDUFA8, NDUFA6, NDUFA5, NDUFA4, SDHB, COX6B, COX7A2L, TUBB2B, CDK5, NDUFS6, NDUFS3, UQCRC1, NDUFS2, VDAC2, CYCS, NDUFS1, VDAC1, ND1, MAPT, GAPDH, SLC25A4, TUBA8


			KEGG_PATHWAY			ssc04932:Non-alcoholic fatty liver disease			27			3.7087912088			4.00E-08			LOC100524873, NDUFB7, LOC100525869, NDUFB3, NDUFB1, COX5B, COX7A1, COX5A, COX6A2, UQCRFS1, AKT1, NDUFV3, NDUFV2, LOC100524613, NDUFA8, NDUFA6, NDUFA5, NDUFA4, SDHB, COX6B, COX7A2L, NDUFS6, NDUFS3, UQCRC1, NDUFS2, CYCS, NDUFS1


			KEGG_PATHWAY			ssc04714:Thermogenesis			32			4.3956043956			2.81E-07			LOC100524873, NDUFB7, LOC100525869, ATP8, COX17, NDUFB3, NDUFB1, COX5B, COX7A1, COX5A, COX6A2, ATP5B, ATP5E, UQCRFS1, NDUFV3, NDUFV2, LOC100524613, NDUFA8, NDUFA6, NDUFA5, ACSL1, NDUFA4, SDHB, COX6B, COX7A2L, NDUFS6, GNAS, NDUFS3, UQCRC1, NDUFS2, NDUFS1, ND1


			KEGG_PATHWAY			ssc00051:Fructose and mannose metabolism			11			1.510989011			1.71E-06			TKFC, TPI1, GMPPA, MPI, SORD, AKR1B1, ALDOC, ALDOA, PFKM, FBP2, HK1


			KEGG_PATHWAY			ssc04066:HIF-1 signaling pathway			18			2.4725274725			1.92E-05			PDHA1, ICA, PDHB, ENO2, ENO3, HK1, TF, EIF4EBP1, PGK1, HMOX1, AKT1, ALDOC, PGK2, ALDOA, PFKM, GAPDH, EIF4E


			KEGG_PATHWAY			ssc00280:Valine, leucine and isoleucine degradation			12			1.6483516484			3.27E-05			ALDH6A1, ACAA2, HIBADH, EHHADH, LCTHIO, ACADM, BCAT1, ACADS, HSD17B10, DLD, ACAT1, BCAT2


			KEGG_PATHWAY			ssc03040:Spliceosome			19			2.6098901099			3.34E-05			DDX5, HNRNPA3, FUS, HSPA6, LSM5, LSM2, HNRNPK, DDX39B, SNRPD2, SNRPG, ACIN1, SNRPD3, HNRNPC, HNRNPA1, SRSF6, TXNL4A, RBMX, SF3B1, HSPA1B


			KEGG_PATHWAY			ssc00330:Arginine and proline metabolism			11			1.510989011			1.47E-04			GAMT, CKMT2, ALDH4A1, GOT1, CKM, P4HA2, P4HA3, GOT2, P4HA, ALDH18A1, CKB


			KEGG_PATHWAY			ssc00620:Pyruvate metabolism			10			1.3736263736			1.86E-04			FH, PKM, PDHA1, GLO1, ACYP2, HAGH, PDHB, DLAT, DLD, ACAT1


			KEGG_PATHWAY			ssc00030:Pentose phosphate pathway			8			1.0989010989			3.87E-04			GPI, G6PD, ALDOC, ALDOA, PGD, PFKM, PGM1, FBP2


			KEGG_PATHWAY			ssc04723:Retrograde endocannabinoid signaling			18			2.4725274725			9.32E-04			NDUFA8, NDUFA6, NDUFB7, NDUFA5, NDUFA4, NDUFB3, GNAI3, NDUFB1, GNAI2, GNG2, GNG4, NDUFS6, NDUFS3, NDUFS2, NDUFS1, ND1, NDUFV3, NDUFV2


			KEGG_PATHWAY			ssc00071:Fatty acid degradation			9			1.2362637363			9.74E-04			ACADVL, ACAA2, ACSL1, ECI1, EHHADH, LCTHIO, ACADM, ACADS, ACAT1


			KEGG_PATHWAY			ssc04261:Adrenergic signaling in cardiomyocytes			17			2.3351648352			0.0018571696			TPM4, TPM3, TNNC1, TPM2, TPM1, ATP2B4, MLC2V, GNAI3, ATP2A1, PPP1CA, GNAI2, CACNB1, MYL4, PLN, MYL3, GNAS, AKT1


			KEGG_PATHWAY			ssc05414:Dilated cardiomyopathy			13			1.7857142857			0.0021747148			TPM4, TPM3, TNNC1, TPM2, TPM1, MLC2V, ATP2A1, TTN, CACNB1, PLN, MYL3, LMNA, GNAS


			KEGG_PATHWAY			ssc05134:Legionellosis			10			1.3736263736			0.0026322565			BCL2L13, SAR1B, RAB1B, EEF1A2, HSPA6, CYCS, EEF1A, SEC22B, HSPA1B


			KEGG_PATHWAY			ssc01240:Biosynthesis of cofactors			16			2.1978021978			0.0041477076			CAD, MPI, AK1, AK3, PTS, COQ5, UGDH, SPR, MTHFD2L, GMPPA, ADSSL1, SHMT, BCAT1, GUSB, DLD, BCAT2


			KEGG_PATHWAY			ssc00500:Starch and sucrose metabolism			7			0.9615384615			0.005503275			GPI, PYGB, PYGM, GYG1, PGM1, PGM2L1, HK1


			KEGG_PATHWAY			ssc01212:Fatty acid metabolism			9			1.2362637363			0.0061177326			ACADVL, ACAA2, SCP2, ACSL1, EHHADH, LCTHIO, ACADM, ACADS, ACAT1


			KEGG_PATHWAY			ssc04910:Insulin signaling pathway			15			2.0604395604			0.0065124649			PYGB, PPP1R3A, PHKB, PYGM, SORBS1, PPP1CA, HK1, EIF4EBP1, TRIP10, FLOT1, AKT1, FLOT2, EIF4E, FBP2


			KEGG_PATHWAY			ssc04146:Peroxisome			11			1.510989011			0.0088843863			GSTK1, SCP2, ACSL1, PEX6, EHHADH, ECH1, IDH2, PMVK, SOD2, TUBA8, SOD1


			KEGG_PATHWAY			ssc01250:Biosynthesis of nucleotide sugars			7			0.9615384615			0.0095864868			UGDH, GPI, NAGK, GMPPA, MPI, PGM1, HK1


			KEGG_PATHWAY			ssc00250:Alanine, aspartate and glutamate metabolism			7			0.9615384615			0.0108752119			ALDH4A1, GLUD1, GOT1, GPT2, CAD, GOT2, ADSSL1


			KEGG_PATHWAY			ssc05410:Hypertrophic cardiomyopathy			11			1.510989011			0.0120846908			CACNB1, TPM4, TPM3, TPM2, TNNC1, MYL3, TPM1, LMNA, MLC2V, ATP2A1, TTN


			KEGG_PATHWAY			ssc00220:Arginine biosynthesis			5			0.6868131868			0.014589326			GLUD1, GOT1, ACY1, GPT2, GOT2


			KEGG_PATHWAY			ssc05230:Central carbon metabolism in cancer			9			1.2362637363			0.0158334747			G6PD, PKM, PDHA1, IDH2, PGAM2, AKT1, PDHB, PFKM, HK1


			KEGG_PATHWAY			ssc00630:Glyoxylate and dicarboxylate metabolism			6			0.8241758242			0.0161463399			CS, PGP, SHMT, ACO2, DLD, ACAT1


			KEGG_PATHWAY			ssc00640:Propanoate metabolism			6			0.8241758242			0.0183907863			ALDH6A1, SUCLA2, EHHADH, SUCLG1, ACADS, DLD


			KEGG_PATHWAY			ssc00480:Glutathione metabolism			8			1.0989010989			0.0202690772			GSTK1, G6PD, GSTA4, IDH2, GPX7, TXNDC12, PGD, PRDX6


			KEGG_PATHWAY			ssc05132:Salmonella infection			21			2.8846153846			0.0228434153			CYFIP1, DYNC1I2, ROCK2, DCTN3, MLC2V, M6PR, ARPC4, RHOB, TUBB2B, ACTR1B, RRAS, RPS3, HSPCB, CYCS, AKT1, NLRP3, MYL10, FLNB, TAB1, GAPDH, TUBA8


			KEGG_PATHWAY			ssc04922:Glucagon signaling pathway			11			1.510989011			0.0253397066			PYGB, PKM, PDHA1, PGAM2, GNAS, AKT1, PYGM, PHKB, PDHB, PFKM, FBP2


			KEGG_PATHWAY			ssc04144:Endocytosis			20			2.7472527473			0.0267313949			ARF3, ARF4, IQSEC1, WIPF1, SRC, SH3KBP1, CLTC, HSPA6, SNX12, AP2A1, ARPC4, SNX2, CAPZB, CHMP2B, AP2S1, VPS35, HSPA1B, AP2M1, SPG20, CHMP5


			KEGG_PATHWAY			ssc00520:Amino sugar and nucleotide sugar metabolism			7			0.9615384615			0.0338750473			UGDH, GPI, NAGK, GMPPA, MPI, PGM1, HK1


			KEGG_PATHWAY			ssc04611:Platelet activation			12			1.6483516484			0.0359249476			FGB, COL3A1, COL1A2, RAP1A, ROCK2, SRC, SNAP23, GNAI3, GNAS, AKT1, PPP1CA, GNAI2


			KEGG_PATHWAY			ssc00910:Nitrogen metabolism			4			0.5494505495			0.0403506226			GLUD1, CA1, CA3, CA2
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			Table S11  SNPs harbored by common genes among DEGs and DEPs related to skeletal muslce development.


			Chrom			Position			SNP_type			Gene_name			Ref_allele			Alt_allele			Allele frequency of Alt allele						△AF


																					TIBP			LWP


			NC_010443.5			108986821			upstream_gene_variant			TPM1			G			C			0.89			0.11			0.78


			NC_010443.5			108987504			3_prime_UTR_variant			TPM1			T			C			0.91			0.11			0.81


			NC_010443.5			108990539			intron_variant			TPM1			A			G			0.89			0.08			0.81


			NC_010443.5			108990747			intron_variant			TPM1			T			G			0.92			0.08			0.84


			NC_010443.5			108991507			intron_variant			TPM1			T			C			0.90			0.08			0.82


			NC_010443.5			108993868			3_prime_UTR_variant			TPM1			C			T			0.64			0.11			0.53


			NC_010443.5			108993895			3_prime_UTR_variant			TPM1			A			C			0.56			0.03			0.53


			NC_010443.5			108998817			intron_variant			TPM1			G			A			0.89			0.11			0.78


			NC_010443.5			109002983			intron_variant			TPM1			C			A			0.93			0.29			0.64


			NC_010443.5			109003414			intron_variant			TPM1			G			T			0.65			0.03			0.62


			NC_010443.5			109004440			intron_variant			TPM1			T			A			0.91			0.21			0.70


			NC_010443.5			109011490			upstream_gene_variant			TPM1			T			C			0.89			0.33			0.55


			NC_010443.5			109011601			upstream_gene_variant			TPM1			C			A			0.67			0.03			0.64


			NC_010443.5			109012087			intron_variant			TPM1			C			T			0.88			0.34			0.54


			NC_010443.5			109012682			intron_variant			TPM1			A			G			0.91			0.34			0.57


			NC_010443.5			109012963			intron_variant			TPM1			T			G			0.66			0.03			0.63


			NC_010443.5			109016820			upstream_gene_variant			TPM1			A			C			0.89			0.32			0.57


			NC_010443.5			109021103			intergenic_region			TPM1-LOC102163170			T			C			0.90			0.32			0.58


			NC_010443.5			109022941			intergenic_region			TPM1-LOC102163170			T			A			0.89			0.22			0.66


			NC_010443.5			109026215			intergenic_region			TPM1-LOC102163170			T			C			0.89			0.37			0.52


			NC_010443.5			109027193			intergenic_region			TPM1-LOC102163170			G			A			0.87			0.37			0.50


			NC_010443.5			109033244			intergenic_region			TPM1-LOC102163170			C			A			0.08			0.76			0.68


			NC_010443.5			109038829			intergenic_region			TPM1-LOC102163170			C			T			0.07			0.62			0.55


			NC_010443.5			109039505			intergenic_region			TPM1-LOC102163170			C			T			0.09			0.74			0.65


			NC_010443.5			109040005			intergenic_region			TPM1-LOC102163170			C			T			0.06			0.69			0.63


			NC_010443.5			109040791			intergenic_region			TPM1-LOC102163170			G			A			0.23			0.75			0.52


			NC_010443.5			109040863			intergenic_region			TPM1-LOC102163170			T			A			0.19			0.71			0.52


			NC_010443.5			109041074			intergenic_region			TPM1-LOC102163170			A			G			0.23			0.74			0.50


			NC_010443.5			109042118			intergenic_region			TPM1-LOC102163170			G			A			0.72			0.03			0.69


			NC_010443.5			109042228			intergenic_region			TPM1-LOC102163170			A			G			0.92			0.05			0.87


			NC_010443.5			109046244			intergenic_region			TPM1-LOC102163170			G			A			0.06			0.63			0.57


			NC_010443.5			128960185			3_prime_UTR_variant			CAPN3			G			A			0.93			0.05			0.88


			NC_010443.5			128963691			intron_variant			CAPN3			T			C			0.90			0.26			0.64


			NC_010443.5			128963732			intron_variant			CAPN3			G			C			0.80			0.24			0.56


			NC_010443.5			128964496			intron_variant			CAPN3			C			A			0.90			0.32			0.58


			NC_010443.5			128965949			intron_variant			CAPN3			A			G			0.92			0.31			0.61


			NC_010443.5			128966764			missense_variant&splice_region_variant			CAPN3			C			T			0.90			0.29			0.62


			NC_010443.5			128966982			intron_variant			CAPN3			T			A			0.91			0.32			0.59


			NC_010443.5			128968065			intron_variant			CAPN3			G			A			0.54			0.00			0.54


			NC_010443.5			128968067			intron_variant			CAPN3			C			T			0.52			0.00			0.52


			NC_010443.5			128968125			intron_variant			CAPN3			T			C			0.93			0.29			0.64


			NC_010443.5			128968295			intron_variant			CAPN3			A			C			0.89			0.24			0.65


			NC_010443.5			128971374			intron_variant			CAPN3			C			T			0.61			0.03			0.58


			NC_010443.5			128971906			synonymous_variant			CAPN3			A			G			0.65			0.03			0.62


			NC_010443.5			128972283			intron_variant			CAPN3			A			G			0.64			0.00			0.64


			NC_010443.5			128972421			intron_variant			CAPN3			C			T			0.64			0.03			0.62


			NC_010443.5			128972526			intron_variant			CAPN3			A			G			0.65			0.03			0.63


			NC_010443.5			128972674			intron_variant			CAPN3			C			G			0.90			0.05			0.85


			NC_010443.5			128972861			5_prime_UTR_premature_start_codon_gain_variant			CAPN3			G			A			0.60			0.03			0.58


			NC_010443.5			128973170			intron_variant			CAPN3			G			A			0.75			0.08			0.67


			NC_010443.5			128973241			intron_variant			CAPN3			G			A			0.61			0.05			0.55


			NC_010443.5			128973681			intron_variant			CAPN3			T			C			0.76			0.21			0.55


			NC_010443.5			128974268			intron_variant			CAPN3			G			T			0.66			0.00			0.66


			NC_010443.5			128974345			intron_variant			CAPN3			C			T			0.71			0.00			0.71


			NC_010443.5			128974676			intron_variant			CAPN3			A			C			0.69			0.00			0.69


			NC_010443.5			128974915			intron_variant			CAPN3			G			T			0.64			0.00			0.64


			NC_010443.5			128976874			intron_variant			CAPN3			A			T			0.76			0.24			0.52


			NC_010443.5			128978522			intron_variant			CAPN3			A			C			0.93			0.29			0.64


			NC_010443.5			128979365			intron_variant			CAPN3			A			G			0.92			0.29			0.63


			NC_010443.5			128980433			intron_variant			CAPN3			T			G			0.92			0.32			0.60


			NC_010443.5			128982300			intron_variant			CAPN3			G			C			0.92			0.26			0.66


			NC_010443.5			128982392			intron_variant			CAPN3			A			T			0.92			0.22			0.70


			NC_010443.5			128982640			intron_variant			CAPN3			A			G			0.92			0.21			0.71


			NC_010443.5			128985090			intron_variant			CAPN3			A			G			0.90			0.32			0.59


			NC_010443.5			128987879			intron_variant			CAPN3			G			A			0.79			0.08			0.71


			NC_010443.5			128988322			intron_variant			CAPN3			A			G			0.85			0.03			0.82


			NC_010443.5			128988974			intron_variant			CAPN3			T			C			0.87			0.00			0.87


			NC_010443.5			128989147			intron_variant			CAPN3			T			C			0.85			0.00			0.85


			NC_010443.5			128989232			intron_variant			CAPN3			A			C			0.86			0.05			0.81


			NC_010443.5			128989235			intron_variant			CAPN3			C			T			0.86			0.05			0.81


			NC_010443.5			128989272			intron_variant			CAPN3			G			A			0.86			0.08			0.78


			NC_010443.5			128989605			intron_variant			CAPN3			T			G			0.85			0.03			0.82


			NC_010443.5			128989722			intron_variant			CAPN3			T			C			0.84			0.05			0.78


			NC_010443.5			128989985			intron_variant			CAPN3			T			C			0.82			0.05			0.77


			NC_010443.5			128990528			intron_variant			CAPN3			G			A			0.85			0.05			0.80


			NC_010443.5			128990592			intron_variant			CAPN3			C			T			0.85			0.05			0.80


			NC_010443.5			128990942			intron_variant			CAPN3			G			A			0.85			0.03			0.82


			NC_010443.5			128991001			intron_variant			CAPN3			A			G			0.85			0.00			0.85


			NC_010443.5			128991166			intron_variant			CAPN3			A			C			0.83			0.03			0.80


			NC_010443.5			128991363			intron_variant			CAPN3			T			C			0.83			0.00			0.83


			NC_010443.5			128991390			intron_variant			CAPN3			T			C			0.83			0.06			0.78


			NC_010443.5			128991427			intron_variant			CAPN3			A			G			0.85			0.05			0.80


			NC_010443.5			128991440			intron_variant			CAPN3			G			A			0.85			0.05			0.80


			NC_010443.5			128991657			intron_variant			CAPN3			G			A			0.85			0.03			0.82


			NC_010443.5			128991955			intron_variant			CAPN3			T			C			0.85			0.03			0.82


			NC_010443.5			128992333			intron_variant			CAPN3			T			C			0.82			0.05			0.77


			NC_010443.5			128992431			intron_variant			CAPN3			A			G			0.86			0.05			0.81


			NC_010443.5			128992535			intron_variant			CAPN3			G			A			0.83			0.05			0.78


			NC_010443.5			128992549			intron_variant			CAPN3			C			T			0.89			0.05			0.83


			NC_010443.5			128992676			intron_variant			CAPN3			T			C			0.92			0.37			0.55


			NC_010443.5			128992743			intron_variant			CAPN3			T			C			0.85			0.05			0.80


			NC_010443.5			128992869			intron_variant			CAPN3			A			G			0.86			0.05			0.81


			NC_010443.5			128994207			intron_variant			CAPN3			G			A			0.87			0.05			0.82


			NC_010443.5			128995306			intron_variant			CAPN3			T			A			0.86			0.05			0.81


			NC_010443.5			128995509			intron_variant			CAPN3			A			G			0.85			0.05			0.80


			NC_010443.5			128995715			intron_variant			CAPN3			T			C			0.83			0.05			0.77


			NC_010443.5			128995997			intron_variant			CAPN3			C			T			0.86			0.05			0.80


			NC_010443.5			128996211			intron_variant			CAPN3			C			T			0.86			0.05			0.80


			NC_010443.5			128996338			intron_variant			CAPN3			T			C			0.85			0.05			0.79


			NC_010443.5			128997044			intron_variant			CAPN3			A			G			0.86			0.05			0.80


			NC_010443.5			128997123			intron_variant			CAPN3			A			G			0.77			0.05			0.72


			NC_010443.5			128997891			intron_variant			CAPN3			T			C			0.88			0.05			0.82


			NC_010443.5			128998460			intron_variant			CAPN3			G			C			0.87			0.05			0.82


			NC_010443.5			128998502			intron_variant			CAPN3			G			T			0.82			0.00			0.82


			NC_010443.5			128999109			intron_variant			CAPN3			C			T			0.85			0.03			0.82


			NC_010443.5			128999172			intron_variant			CAPN3			G			C			0.78			0.03			0.76


			NC_010443.5			128999337			intron_variant			CAPN3			G			A			0.87			0.05			0.82


			NC_010443.5			128999394			intron_variant			CAPN3			A			G			0.86			0.03			0.83


			NC_010443.5			128999672			intron_variant			CAPN3			A			G			0.87			0.03			0.85


			NC_010443.5			129000592			intron_variant			CAPN3			C			T			0.53			0.03			0.51


			NC_010443.5			129000630			intron_variant			CAPN3			T			G			0.55			0.00			0.55


			NC_010443.5			129001124			intron_variant			CAPN3			T			C			0.84			0.00			0.84


			NC_010443.5			129001530			intron_variant			CAPN3			A			G			0.88			0.03			0.85


			NC_010443.5			129001898			intron_variant			CAPN3			T			G			0.90			0.05			0.85


			NC_010443.5			129002283			intron_variant			CAPN3			A			G			0.56			0.03			0.53


			NC_010443.5			129002336			intron_variant			CAPN3			A			C			0.88			0.06			0.82


			NC_010443.5			129002518			intron_variant			CAPN3			A			G			0.90			0.25			0.65


			NC_010443.5			129002771			intron_variant			CAPN3			T			C			0.88			0.05			0.83


			NC_010443.5			129002820			intron_variant			CAPN3			A			G			0.80			0.05			0.75


			NC_010443.5			129003561			intron_variant			CAPN3			T			C			0.89			0.05			0.83


			NC_010443.5			129003626			intron_variant			CAPN3			T			C			0.82			0.05			0.77


			NC_010443.5			129003660			intron_variant			CAPN3			T			C			0.81			0.05			0.76


			NC_010443.5			129003938			intron_variant			CAPN3			T			A			0.83			0.05			0.77


			NC_010443.5			129003943			intron_variant			CAPN3			C			T			0.83			0.05			0.77


			NC_010443.5			129004234			intron_variant			CAPN3			T			A			0.83			0.05			0.78


			NC_010443.5			129004339			intron_variant			CAPN3			C			T			0.81			0.03			0.79


			NC_010443.5			129004416			intron_variant			CAPN3			G			C			0.83			0.03			0.81


			NC_010443.5			129004496			intron_variant			CAPN3			T			A			0.86			0.00			0.86


			NC_010443.5			129004508			intron_variant			CAPN3			G			T			0.83			0.00			0.83


			NC_010443.5			129004615			intron_variant			CAPN3			G			A			0.80			0.06			0.74


			NC_010443.5			129004663			intron_variant			CAPN3			C			T			0.81			0.00			0.81


			NC_010443.5			129004786			intron_variant			CAPN3			T			A			0.81			0.00			0.81


			NC_010443.5			129005242			intron_variant			CAPN3			T			A			0.82			0.00			0.82


			NC_010443.5			129005275			intron_variant			CAPN3			T			C			0.81			0.03			0.79


			NC_010443.5			129005291			intron_variant			CAPN3			T			C			0.89			0.03			0.86


			NC_010443.5			129005299			intron_variant			CAPN3			G			T			0.83			0.03			0.80


			NC_010443.5			129005301			intron_variant			CAPN3			G			A			0.83			0.03			0.80


			NC_010443.5			129005307			intron_variant			CAPN3			C			T			0.78			0.00			0.78


			NC_010443.5			129005381			intron_variant			CAPN3			T			A			0.83			0.03			0.80


			NC_010443.5			129005399			intron_variant			CAPN3			C			T			0.79			0.03			0.76


			NC_010443.5			129005474			intron_variant			CAPN3			C			T			0.82			0.03			0.79


			NC_010443.5			129005531			intron_variant			CAPN3			T			G			0.82			0.05			0.77


			NC_010443.5			129005543			intron_variant			CAPN3			T			C			0.82			0.05			0.77


			NC_010443.5			129005578			intron_variant			CAPN3			G			A			0.84			0.05			0.78


			NC_010443.5			129005635			intron_variant			CAPN3			C			G			0.83			0.03			0.81


			NC_010443.5			129005786			intron_variant			CAPN3			A			G			0.82			0.05			0.77


			NC_010443.5			129005801			intron_variant			CAPN3			A			C			0.82			0.05			0.77


			NC_010443.5			129005809			intron_variant			CAPN3			A			G			0.82			0.05			0.77


			NC_010443.5			129005897			intron_variant			CAPN3			T			G			0.83			0.06			0.78


			NC_010443.5			129005915			intron_variant			CAPN3			G			A			0.83			0.05			0.78


			NC_010443.5			129005948			intron_variant			CAPN3			C			T			0.83			0.05			0.78


			NC_010443.5			129006070			intron_variant			CAPN3			G			C			0.81			0.03			0.78


			NC_010443.5			129006125			intron_variant			CAPN3			G			A			0.85			0.05			0.80


			NC_010443.5			129006252			intron_variant			CAPN3			C			T			0.83			0.05			0.77


			NC_010443.5			129006294			intron_variant			CAPN3			T			C			0.85			0.03			0.82


			NC_010443.5			129006305			intron_variant			CAPN3			C			T			0.83			0.03			0.81


			NC_010443.5			129006401			intron_variant			CAPN3			G			T			0.74			0.03			0.72


			NC_010443.5			129006433			intron_variant			CAPN3			C			T			0.80			0.05			0.75


			NC_010443.5			129006558			intron_variant			CAPN3			G			A			0.81			0.05			0.76


			NC_010443.5			129006578			intron_variant			CAPN3			C			T			0.80			0.05			0.74


			NC_010443.5			129006612			intron_variant			CAPN3			A			C			0.77			0.05			0.72


			NC_010443.5			129006780			intron_variant			CAPN3			C			T			0.81			0.05			0.76


			NC_010443.5			129006850			intron_variant			CAPN3			A			G			0.82			0.05			0.77


			NC_010443.5			129006883			intron_variant			CAPN3			G			A			0.81			0.05			0.76


			NC_010443.5			129006989			intron_variant			CAPN3			C			T			0.80			0.03			0.78


			NC_010443.5			129007037			intron_variant			CAPN3			T			C			0.82			0.05			0.76


			NC_010443.5			129007087			intron_variant			CAPN3			C			A			0.88			0.05			0.83


			NC_010443.5			129007209			intron_variant			CAPN3			C			T			0.82			0.05			0.77


			NC_010443.5			129007257			intron_variant			CAPN3			A			C			0.79			0.05			0.73


			NC_010443.5			129007295			intron_variant			CAPN3			T			C			0.81			0.05			0.76


			NC_010443.5			129007491			intron_variant			CAPN3			C			T			0.90			0.05			0.84


			NC_010443.5			129007502			intron_variant			CAPN3			G			A			0.70			0.03			0.68


			NC_010443.5			129007555			intron_variant			CAPN3			A			G			0.74			0.03			0.72


			NC_010443.5			129007717			intron_variant			CAPN3			A			G			0.74			0.00			0.74


			NC_010443.5			129007872			intron_variant			CAPN3			A			G			0.72			0.03			0.69


			NC_010443.5			129007879			intron_variant			CAPN3			C			T			0.72			0.03			0.69


			NC_010443.5			129008948			intron_variant			CAPN3			C			T			0.76			0.03			0.74


			NC_010443.5			129009360			intron_variant			CAPN3			T			G			0.86			0.03			0.84


			NC_010443.5			129009361			intron_variant			CAPN3			T			A			0.86			0.03			0.84


			NC_010443.5			129009390			intron_variant			CAPN3			C			T			0.90			0.03			0.87


			NC_010443.5			129009642			intron_variant			CAPN3			C			T			0.74			0.03			0.72


			NC_010443.5			129009661			intron_variant			CAPN3			C			T			0.73			0.03			0.70


			NC_010443.5			129009996			intron_variant			CAPN3			T			C			0.84			0.03			0.82


			NC_010443.5			129010050			intron_variant			CAPN3			T			C			0.83			0.05			0.78


			NC_010443.5			129010072			intron_variant			CAPN3			C			T			0.83			0.05			0.78


			NC_010443.5			129010442			intron_variant			CAPN3			T			C			0.83			0.05			0.78


			NC_010443.5			129010447			intron_variant			CAPN3			C			G			0.89			0.05			0.84


			NC_010443.5			129010620			intron_variant			CAPN3			G			T			0.90			0.05			0.85


			NC_010443.5			129010782			intron_variant			CAPN3			C			T			0.84			0.16			0.68


			NC_010443.5			129010849			intron_variant			CAPN3			A			T			0.90			0.05			0.84


			NC_010443.5			129011836			intron_variant			CAPN3			G			A			0.74			0.03			0.71


			NC_010443.5			129011844			intron_variant			CAPN3			C			T			0.78			0.03			0.75


			NC_010443.5			129012174			intron_variant			CAPN3			G			A			0.82			0.00			0.82


			NC_010443.5			129012190			intron_variant			CAPN3			A			T			0.83			0.00			0.83


			NC_010443.5			129012248			intron_variant			CAPN3			A			G			0.70			0.00			0.70


			NC_010443.5			129012282			intron_variant			CAPN3			C			A			0.89			0.03			0.86


			NC_010443.5			129012529			intron_variant			CAPN3			T			C			0.88			0.03			0.85


			NC_010443.5			129012641			intron_variant			CAPN3			G			A			0.90			0.03			0.88


			NC_010443.5			129012782			intron_variant			CAPN3			A			G			0.83			0.03			0.80


			NC_010443.5			129012944			synonymous_variant			CAPN3			C			A			0.87			0.03			0.85


			NC_010443.5			129013136			synonymous_variant			CAPN3			C			T			0.86			0.03			0.83


			NC_010443.5			129013139			synonymous_variant			CAPN3			T			C			0.86			0.03			0.83


			NC_010443.5			129013184			synonymous_variant			CAPN3			G			A			0.84			0.03			0.82


			NC_010443.5			129013317			5_prime_UTR_variant			CAPN3			T			C			0.89			0.03			0.86


			NC_010443.5			129013319			5_prime_UTR_variant			CAPN3			C			T			0.89			0.03			0.86


			NC_010443.5			129013515			upstream_gene_variant			CAPN3			G			T			0.89			0.03			0.86


			NC_010443.5			129013750			upstream_gene_variant			CAPN3			A			T			0.65			0.00			0.65


			NC_010443.5			129013788			upstream_gene_variant			CAPN3			G			T			0.85			0.03			0.83


			NC_010443.5			129014494			upstream_gene_variant			CAPN3			T			C			0.85			0.03			0.82


			NC_010443.5			129014676			intergenic_region			CAPN3-LOC110261287			C			T			0.71			0.03			0.68


			NC_010443.5			129014703			intergenic_region			CAPN3-LOC110261287			T			C			0.70			0.03			0.67


			NC_010443.5			129014907			intergenic_region			CAPN3-LOC110261287			C			T			0.63			0.03			0.60


			NC_010443.5			129014908			intergenic_region			CAPN3-LOC110261287			A			G			0.76			0.03			0.73


			NC_010443.5			129015145			intergenic_region			CAPN3-LOC110261287			G			T			0.86			0.03			0.84


			NC_010443.5			129015149			intergenic_region			CAPN3-LOC110261287			G			A			0.75			0.03			0.72


			NC_010443.5			129015155			intergenic_region			CAPN3-LOC110261287			G			T			0.75			0.03			0.72


			NC_010443.5			129015332			intergenic_region			CAPN3-LOC110261287			C			T			0.77			0.03			0.75


			NC_010443.5			129015485			intergenic_region			CAPN3-LOC110261287			C			T			0.74			0.03			0.71


			NC_010443.5			129015684			intergenic_region			CAPN3-LOC110261287			G			T			0.76			0.03			0.73


			NC_010443.5			129016086			intergenic_region			CAPN3-LOC110261287			A			G			0.70			0.00			0.70


			NC_010443.5			129016287			intergenic_region			CAPN3-LOC110261287			T			C			0.67			0.00			0.67


			NC_010443.5			129017075			intergenic_region			CAPN3-LOC110261287			G			A			0.67			0.00			0.67


			NC_010443.5			129017077			intergenic_region			CAPN3-LOC110261287			C			G			0.85			0.03			0.82


			NC_010443.5			129017164			intergenic_region			CAPN3-LOC110261287			C			A			0.68			0.00			0.68


			NC_010444.4			88172645			intron_variant			HOMER1			C			T			0.82			0.29			0.53


			NC_010444.4			88200558			intron_variant			HOMER1			T			G			0.79			0.08			0.71


			NC_010444.4			88206361			intron_variant			HOMER1			G			A			0.93			0.37			0.56


			NC_010444.4			88206745			intron_variant			HOMER1			T			C			0.94			0.39			0.55


			NC_010444.4			88207698			intron_variant			HOMER1			C			A			0.92			0.32			0.59


			NC_010444.4			88207967			intron_variant			HOMER1			G			A			0.96			0.44			0.52


			NC_010444.4			88209064			intron_variant			HOMER1			G			A			0.93			0.36			0.57


			NC_010444.4			88209498			intron_variant			HOMER1			T			G			0.92			0.07			0.85


			NC_010444.4			88209535			intron_variant			HOMER1			T			C			0.72			0.07			0.65


			NC_010444.4			88212216			intron_variant			HOMER1			A			G			0.90			0.36			0.54


			NC_010444.4			88212433			intron_variant			HOMER1			C			T			0.92			0.39			0.52


			NC_010444.4			88213696			intron_variant			HOMER1			A			T			0.93			0.39			0.54


			NC_010444.4			88217062			intron_variant			HOMER1			A			G			0.93			0.42			0.51


			NC_010444.4			88219353			intron_variant			HOMER1			C			T			0.02			0.58			0.56


			NC_010444.4			88223827			intron_variant			HOMER1			G			A			0.61			0.11			0.51


			NC_010444.4			88226746			intron_variant			HOMER1			C			T			0.11			0.79			0.68


			NC_010444.4			88232274			intron_variant			HOMER1			C			T			0.26			0.82			0.56


			NC_010444.4			88234186			intron_variant			HOMER1			T			G			0.73			0.13			0.59


			NC_010445.4			18551072			intron_variant			ATP2A1			T			C			0.74			0.13			0.60


			NC_010445.4			18551285			intron_variant			ATP2A1			G			A			0.68			0.13			0.55


			NC_010445.4			18555365			intron_variant			ATP2A1			A			C			0.10			0.62			0.52


			NC_010445.4			18556163			intron_variant			ATP2A1			T			G			0.52			0.00			0.52


			NC_010445.4			18556403			intron_variant			ATP2A1			C			T			0.68			0.05			0.63


			NC_010445.4			18556550			intron_variant			ATP2A1			T			C			0.75			0.08			0.67


			NC_010445.4			18558209			intron_variant			ATP2A1			G			A			0.88			0.37			0.51


			NC_010445.4			18558786			intron_variant			ATP2A1			G			A			0.57			0.03			0.54


			NC_010445.4			18559562			intron_variant			ATP2A1			G			A			0.55			0.00			0.55


			NC_010445.4			18564280			intron_variant			ATP2A1			T			C			0.85			0.33			0.51


			NC_010445.4			18564347			intron_variant			ATP2A1			T			C			0.86			0.32			0.54


			NC_010445.4			18564376			intron_variant			ATP2A1			A			G			0.86			0.28			0.57


			NC_010445.4			18564729			intron_variant			ATP2A1			C			T			0.88			0.23			0.65


			NC_010445.4			18565307			intron_variant			ATP2A1			G			C			0.70			0.08			0.61


			NC_010445.4			18565362			intron_variant			ATP2A1			G			A			0.70			0.08			0.62


			NC_010445.4			18565492			intron_variant			ATP2A1			T			C			0.88			0.30			0.58


			NC_010445.4			18565685			intron_variant			ATP2A1			C			A			0.65			0.00			0.65


			NC_010445.4			18569308			downstream_gene_variant			ATP2A1			T			C			0.05			0.59			0.54


			NC_010446.5			90277294			synonymous_variant			CASQ1			G			A			0.25			0.92			0.67


			NC_010446.5			90277403			intron_variant			CASQ1			G			A			0.16			0.95			0.78


			NC_010446.5			90277494			intron_variant			CASQ1			G			T			0.03			0.92			0.89


			NC_010446.5			90277673			intron_variant			CASQ1			C			T			0.41			0.92			0.51


			NC_010446.5			90277675			intron_variant			CASQ1			C			A			0.41			0.92			0.51


			NC_010446.5			90278094			intron_variant			CASQ1			C			T			0.25			0.91			0.66


			NC_010446.5			90278098			intron_variant			CASQ1			T			A			0.01			0.92			0.90


			NC_010446.5			90278108			intron_variant			CASQ1			C			T			0.01			0.92			0.90


			NC_010446.5			90278155			intron_variant			CASQ1			C			T			0.03			0.92			0.90


			NC_010446.5			90278170			intron_variant			CASQ1			A			T			0.04			0.80			0.76


			NC_010446.5			90278211			intron_variant			CASQ1			A			G			0.00			0.88


			NC_010446.5			90278236			intron_variant			CASQ1			C			T			0.00			0.60


			NC_010446.5			90278425			intron_variant			CASQ1			T			C			0.17			0.92			0.75


			NC_010446.5			90278537			intron_variant			CASQ1			G			A			0.01			0.92			0.91


			NC_010446.5			90278637			intron_variant			CASQ1			G			T			0.05			0.95			0.90


			NC_010446.5			90278643			intron_variant			CASQ1			T			C			0.05			0.95			0.90


			NC_010446.5			90278652			intron_variant			CASQ1			A			C			0.03			0.95			0.91


			NC_010446.5			90278656			intron_variant			CASQ1			A			G			0.03			0.95			0.91


			NC_010446.5			90278805			intron_variant			CASQ1			G			A			0.27			0.91			0.64


			NC_010446.5			90278881			intron_variant			CASQ1			A			C			0.05			0.89			0.85


			NC_010446.5			90279149			intron_variant			CASQ1			G			A			0.02			0.95			0.92


			NC_010446.5			90279300			intron_variant			CASQ1			C			T			0.00			0.89


			NC_010446.5			90279383			intron_variant			CASQ1			A			C			0.01			0.88			0.87


			NC_010446.5			90280782			intron_variant			CASQ1			G			A			0.00			0.91


			NC_010446.5			90281361			intron_variant			CASQ1			G			A			0.07			0.89			0.82


			NC_010446.5			90282587			intron_variant			CASQ1			G			A			0.01			0.89			0.88


			NC_010446.5			90283177			intron_variant			CASQ1			G			T			0.25			0.92			0.67


			NC_010446.5			90283334			intron_variant			CASQ1			G			A			0.04			0.89			0.86


			NC_010446.5			90285120			intron_variant			CASQ1			G			C			0.01			0.71			0.69


			NC_010446.5			90286756			intron_variant			CASQ1			C			T			0.05			0.71			0.67


			NC_010446.5			90289077			upstream_gene_variant			CASQ1			G			A			0.01			0.69			0.68


			NC_010447.5			22554007			intron_variant			STAC3			C			T			0.01			0.53			0.52


			NC_010447.5			22555443			intron_variant			STAC3			G			A			0.24			0.87			0.62


			NC_010447.5			22556611			upstream_gene_variant			STAC3			G			A			0.03			0.79			0.76


			NC_010447.5			22557113			upstream_gene_variant			STAC3			C			T			0.21			0.84			0.63


			NC_010447.5			22557347			intergenic_region			STAC3-R3HDM2			G			A			0.21			0.85			0.64


			NC_010447.5			22557412			intergenic_region			STAC3-R3HDM2			T			G			0.19			0.79			0.60


			NC_010447.5			22557421			intergenic_region			STAC3-R3HDM2			G			A			0.27			0.79			0.53


			NC_010447.5			74869839			3_prime_UTR_variant			TWF1			A			G			0.98			0.41			0.56


			NC_010447.5			74870259			3_prime_UTR_variant			TWF1			G			A			0.96			0.44			0.52


			NC_010447.5			74871138			intron_variant			TWF1			C			T			0.96			0.44			0.51


			NC_010447.5			74871200			intron_variant			TWF1			A			G			0.96			0.35			0.61


			NC_010447.5			74872254			intron_variant			TWF1			T			C			0.75			0.05			0.70


			NC_010447.5			74872256			intron_variant			TWF1			A			G			0.99			0.44			0.55


			NC_010447.5			74872299			intron_variant			TWF1			T			C			0.71			0.03			0.68


			NC_010447.5			74872940			intron_variant			TWF1			C			T			0.68			0.03			0.66


			NC_010447.5			74874769			intron_variant			TWF1			T			C			0.56			0.03			0.53


			NC_010447.5			74875232			intron_variant			TWF1			A			G			0.60			0.00			0.60


			NC_010447.5			74875557			intron_variant			TWF1			G			A			0.99			0.42			0.57


			NC_010447.5			74875975			intron_variant			TWF1			G			A			0.83			0.03			0.80


			NC_010447.5			74876210			splice_region_variant&intron_variant			TWF1			G			T			0.98			0.44			0.53


			NC_010447.5			74876905			intron_variant			TWF1			C			T			0.01			0.53			0.51


			NC_010447.5			74877326			intron_variant			TWF1			C			T			0.00			0.53


			NC_010447.5			74878267			intron_variant			TWF1			C			T			0.01			0.56			0.55


			NC_010447.5			74879528			intron_variant			TWF1			A			G			0.99			0.31			0.67


			NC_010447.5			74881996			upstream_gene_variant			TWF1			G			A			0.01			0.53			0.51


			NC_010447.5			74884681			intergenic_region			TWF1-TMEM117			A			G			0.67			0.05			0.62


			NC_010447.5			74893290			intergenic_region			TWF1-TMEM117			A			C			0.59			0.05			0.54


			NC_010447.5			74895146			intergenic_region			TWF1-TMEM117			T			C			0.87			0.37			0.50


			NC_010447.5			74895967			intergenic_region			TWF1-TMEM117			A			G			0.89			0.37			0.52


			NC_010447.5			74896339			intergenic_region			TWF1-TMEM117			T			C			0.63			0.00			0.63


			NC_010447.5			74896657			intergenic_region			TWF1-TMEM117			A			G			0.62			0.00			0.62


			NC_010447.5			74897021			intergenic_region			TWF1-TMEM117			A			G			0.63			0.00			0.63


			NC_010447.5			74897043			intergenic_region			TWF1-TMEM117			A			G			0.52			0.00			0.52


			NC_010447.5			74897322			intergenic_region			TWF1-TMEM117			A			G			0.52			0.00			0.52


			NC_010447.5			74897368			intergenic_region			TWF1-TMEM117			T			G			0.63			0.00			0.63


			NC_010447.5			74897405			intergenic_region			TWF1-TMEM117			G			A			0.60			0.00			0.60


			NC_010447.5			74897549			intergenic_region			TWF1-TMEM117			G			C			0.64			0.00			0.64


			NC_010447.5			74897566			intergenic_region			TWF1-TMEM117			G			A			0.62			0.00			0.62


			NC_010447.5			74897727			intergenic_region			TWF1-TMEM117			C			G			0.60			0.00			0.60


			NC_010447.5			74897764			intergenic_region			TWF1-TMEM117			A			G			0.67			0.00			0.67


			NC_010447.5			74897843			intergenic_region			TWF1-TMEM117			T			C			0.05			0.78			0.73


			NC_010447.5			74897855			intergenic_region			TWF1-TMEM117			G			T			0.62			0.00			0.62


			NC_010447.5			74898232			intergenic_region			TWF1-TMEM117			T			C			0.86			0.03			0.84


			NC_010447.5			74898309			intergenic_region			TWF1-TMEM117			A			T			0.73			0.05			0.68


			NC_010447.5			74898370			intergenic_region			TWF1-TMEM117			G			T			0.88			0.05			0.83


			NC_010447.5			74898410			intergenic_region			TWF1-TMEM117			G			A			0.88			0.05			0.83


			NC_010447.5			74898697			intergenic_region			TWF1-TMEM117			G			A			0.85			0.05			0.80


			NC_010447.5			74898833			intergenic_region			TWF1-TMEM117			C			G			0.81			0.05			0.75


			NC_010447.5			74898835			intergenic_region			TWF1-TMEM117			A			G			0.81			0.05			0.75


			NC_010447.5			74898882			intergenic_region			TWF1-TMEM117			T			G			0.74			0.05			0.69


			NC_010447.5			74899374			intergenic_region			TWF1-TMEM117			C			A			0.03			0.78			0.74


			NC_010447.5			74899669			intergenic_region			TWF1-TMEM117			G			A			0.75			0.03			0.72


			NC_010447.5			74899883			intergenic_region			TWF1-TMEM117			G			C			0.85			0.05			0.80


			NC_010447.5			74899903			intergenic_region			TWF1-TMEM117			C			T			0.88			0.05			0.82


			NC_010447.5			74900282			intergenic_region			TWF1-TMEM117			G			A			0.88			0.06			0.83


			NC_010447.5			74900378			intergenic_region			TWF1-TMEM117			T			C			0.86			0.05			0.80


			NC_010447.5			74900384			intergenic_region			TWF1-TMEM117			T			C			0.58			0.05			0.53


			NC_010447.5			74900523			intergenic_region			TWF1-TMEM117			T			A			0.74			0.05			0.69


			NC_010447.5			74900622			intergenic_region			TWF1-TMEM117			C			G			0.76			0.05			0.71


			NC_010447.5			74900820			intergenic_region			TWF1-TMEM117			T			C			0.84			0.00			0.84


			NC_010447.5			74901293			intergenic_region			TWF1-TMEM117			G			A			0.66			0.08			0.58


			NC_010447.5			74901397			intergenic_region			TWF1-TMEM117			G			A			0.68			0.05			0.63


			NC_010447.5			74901597			intergenic_region			TWF1-TMEM117			A			G			0.68			0.05			0.63


			NC_010447.5			74901802			intergenic_region			TWF1-TMEM117			G			A			0.70			0.05			0.65


			NC_010447.5			74902023			intergenic_region			TWF1-TMEM117			T			C			0.72			0.03			0.69


			NC_010447.5			74902064			intergenic_region			TWF1-TMEM117			G			T			0.65			0.05			0.60


			NC_010447.5			74902082			intergenic_region			TWF1-TMEM117			T			C			0.65			0.05			0.60


			NC_010447.5			74902090			intergenic_region			TWF1-TMEM117			A			G			0.71			0.05			0.66


			NC_010447.5			74902177			intergenic_region			TWF1-TMEM117			G			C			0.68			0.05			0.63


			NC_010447.5			74902178			intergenic_region			TWF1-TMEM117			G			A			0.68			0.05			0.63


			NC_010447.5			74902236			intergenic_region			TWF1-TMEM117			C			T			0.67			0.06			0.62


			NC_010447.5			74902288			intergenic_region			TWF1-TMEM117			T			C			0.66			0.06			0.60


			NC_010447.5			74902295			intergenic_region			TWF1-TMEM117			A			G			0.66			0.06			0.60


			NC_010447.5			74902350			intergenic_region			TWF1-TMEM117			C			G			0.69			0.05			0.63


			NC_010447.5			74902474			intergenic_region			TWF1-TMEM117			T			C			0.70			0.05			0.64


			NC_010447.5			74902477			intergenic_region			TWF1-TMEM117			A			G			0.70			0.05			0.64


			NC_010447.5			74902536			intergenic_region			TWF1-TMEM117			T			A			0.63			0.05			0.57


			NC_010447.5			74902565			intergenic_region			TWF1-TMEM117			A			G			0.62			0.05			0.57


			NC_010447.5			74902726			intergenic_region			TWF1-TMEM117			G			A			0.67			0.05			0.62


			NC_010447.5			74902918			intergenic_region			TWF1-TMEM117			C			A			0.67			0.05			0.62


			NC_010447.5			74903008			intergenic_region			TWF1-TMEM117			A			G			0.63			0.05			0.58


			NC_010447.5			74903033			intergenic_region			TWF1-TMEM117			T			G			0.63			0.03			0.60


			NC_010447.5			74903045			intergenic_region			TWF1-TMEM117			A			G			0.62			0.03			0.59


			NC_010447.5			74903708			intergenic_region			TWF1-TMEM117			G			A			0.70			0.05			0.65


			NC_010447.5			74903832			intergenic_region			TWF1-TMEM117			C			T			0.65			0.05			0.60


			NC_010447.5			74904141			intergenic_region			TWF1-TMEM117			G			A			0.65			0.05			0.60


			NC_010447.5			74904177			intergenic_region			TWF1-TMEM117			C			A			0.65			0.05			0.60


			NC_010447.5			74904201			intergenic_region			TWF1-TMEM117			C			T			0.66			0.05			0.61


			NC_010447.5			74904216			intergenic_region			TWF1-TMEM117			A			G			0.66			0.08			0.58


			NC_010447.5			74904234			intergenic_region			TWF1-TMEM117			A			G			0.81			0.08			0.73


			NC_010447.5			74905070			intergenic_region			TWF1-TMEM117			A			G			0.86			0.05			0.80


			NC_010447.5			74905549			intergenic_region			TWF1-TMEM117			C			T			0.85			0.03			0.82


			NC_010447.5			74905824			intergenic_region			TWF1-TMEM117			G			A			0.86			0.08			0.78


			NC_010447.5			74905841			intergenic_region			TWF1-TMEM117			G			T			0.72			0.08			0.64


			NC_010447.5			74905881			intergenic_region			TWF1-TMEM117			G			A			0.86			0.05			0.81


			NC_010447.5			74906281			intergenic_region			TWF1-TMEM117			T			A			0.73			0.03			0.70


			NC_010447.5			74906405			intergenic_region			TWF1-TMEM117			C			T			0.86			0.05			0.81


			NC_010447.5			74906463			intergenic_region			TWF1-TMEM117			A			G			0.64			0.05			0.59


			NC_010447.5			74906464			intergenic_region			TWF1-TMEM117			C			T			0.64			0.05			0.59


			NC_010447.5			74906607			intergenic_region			TWF1-TMEM117			A			G			0.65			0.05			0.60


			NC_010447.5			74906653			intergenic_region			TWF1-TMEM117			A			G			0.59			0.05			0.54


			NC_010447.5			74906772			intergenic_region			TWF1-TMEM117			A			G			0.72			0.03			0.69


			NC_010447.5			74906916			intergenic_region			TWF1-TMEM117			A			C			0.71			0.05			0.66


			NC_010447.5			74906933			intergenic_region			TWF1-TMEM117			C			A			0.69			0.05			0.63


			NC_010447.5			74907018			intergenic_region			TWF1-TMEM117			T			C			0.72			0.05			0.66


			NC_010447.5			74907092			intergenic_region			TWF1-TMEM117			C			T			0.69			0.05			0.64


			NC_010447.5			74907343			intergenic_region			TWF1-TMEM117			T			C			0.70			0.05			0.65


			NC_010447.5			74907393			intergenic_region			TWF1-TMEM117			A			T			0.85			0.05			0.80


			NC_010447.5			74907704			intergenic_region			TWF1-TMEM117			A			T			0.55			0.03			0.52


			NC_010447.5			74907834			intergenic_region			TWF1-TMEM117			C			G			0.85			0.05			0.80


			NC_010447.5			74907849			intergenic_region			TWF1-TMEM117			C			T			0.85			0.05			0.80


			NC_010447.5			74907887			intergenic_region			TWF1-TMEM117			A			G			0.85			0.05			0.80


			NC_010447.5			74907948			intergenic_region			TWF1-TMEM117			A			G			0.85			0.05			0.80


			NC_010447.5			74908030			intergenic_region			TWF1-TMEM117			A			G			0.86			0.03			0.83


			NC_010447.5			74908144			intergenic_region			TWF1-TMEM117			A			C			0.83			0.03			0.80


			NC_010447.5			74908224			intergenic_region			TWF1-TMEM117			T			C			0.78			0.06			0.72


			NC_010447.5			74908281			intergenic_region			TWF1-TMEM117			G			A			0.87			0.08			0.79


			NC_010447.5			74908289			intergenic_region			TWF1-TMEM117			G			C			0.87			0.08			0.79


			NC_010447.5			74908294			intergenic_region			TWF1-TMEM117			C			A			0.87			0.08			0.79


			NC_010447.5			74908313			intergenic_region			TWF1-TMEM117			T			C			0.85			0.05			0.79


			NC_010447.5			74908409			intergenic_region			TWF1-TMEM117			G			A			0.88			0.08			0.80


			NC_010447.5			74908517			intergenic_region			TWF1-TMEM117			G			T			0.85			0.05			0.80


			NC_010447.5			74908658			intergenic_region			TWF1-TMEM117			T			C			0.77			0.05			0.72


			NC_010447.5			74908665			intergenic_region			TWF1-TMEM117			G			A			0.85			0.05			0.80


			NC_010447.5			74908994			intergenic_region			TWF1-TMEM117			A			C			0.85			0.03			0.82


			NC_010447.5			74909013			intergenic_region			TWF1-TMEM117			T			C			0.85			0.03			0.82


			NC_010447.5			74909074			intergenic_region			TWF1-TMEM117			C			T			0.85			0.05			0.80


			NC_010447.5			74909112			intergenic_region			TWF1-TMEM117			A			G			0.85			0.05			0.80


			NC_010447.5			74909153			intergenic_region			TWF1-TMEM117			A			C			0.86			0.05			0.81


			NC_010447.5			74909173			intergenic_region			TWF1-TMEM117			G			T			0.86			0.05			0.81


			NC_010447.5			74909328			intergenic_region			TWF1-TMEM117			A			C			0.86			0.05			0.81


			NC_010447.5			74909392			intergenic_region			TWF1-TMEM117			C			T			0.80			0.05			0.75


			NC_010447.5			74909724			intergenic_region			TWF1-TMEM117			C			G			0.85			0.03			0.82


			NC_010447.5			74909955			intergenic_region			TWF1-TMEM117			G			C			0.86			0.05			0.81


			NC_010447.5			74909970			intergenic_region			TWF1-TMEM117			A			G			0.85			0.06			0.79


			NC_010447.5			74910011			intergenic_region			TWF1-TMEM117			T			A			0.83			0.03			0.80


			NC_010447.5			74910068			intergenic_region			TWF1-TMEM117			T			C			0.86			0.00			0.86


			NC_010447.5			74910112			intergenic_region			TWF1-TMEM117			T			C			0.63			0.05			0.58


			NC_010447.5			74910129			intergenic_region			TWF1-TMEM117			C			T			0.79			0.05			0.74


			NC_010447.5			74910279			intergenic_region			TWF1-TMEM117			T			C			0.85			0.05			0.80


			NC_010447.5			74910432			intergenic_region			TWF1-TMEM117			T			A			0.83			0.03			0.80


			NC_010447.5			74910636			intergenic_region			TWF1-TMEM117			T			G			0.71			0.05			0.65


			NC_010447.5			74910666			intergenic_region			TWF1-TMEM117			C			G			0.83			0.05			0.78


			NC_010447.5			74910767			intergenic_region			TWF1-TMEM117			A			G			0.84			0.05			0.78


			NC_010447.5			74910955			intergenic_region			TWF1-TMEM117			G			A			0.64			0.03			0.61


			NC_010447.5			74911008			intergenic_region			TWF1-TMEM117			A			C			0.63			0.03			0.60


			NC_010447.5			74911235			intergenic_region			TWF1-TMEM117			G			C			0.84			0.05			0.79


			NC_010447.5			74911618			intergenic_region			TWF1-TMEM117			A			C			0.88			0.05			0.82


			NC_010447.5			74911755			intergenic_region			TWF1-TMEM117			C			G			0.57			0.03			0.54


			NC_010447.5			74912143			intergenic_region			TWF1-TMEM117			T			C			0.87			0.05			0.82


			NC_010447.5			74912315			intergenic_region			TWF1-TMEM117			C			G			0.06			0.81			0.75


			NC_010447.5			74912653			intergenic_region			TWF1-TMEM117			T			A			0.85			0.05			0.80


			NC_010447.5			74912977			intergenic_region			TWF1-TMEM117			G			T			0.87			0.03			0.85


			NC_010447.5			74913410			intergenic_region			TWF1-TMEM117			A			G			0.86			0.05			0.81


			NC_010447.5			74913915			intergenic_region			TWF1-TMEM117			C			T			0.86			0.03			0.83


			NC_010447.5			74913973			intergenic_region			TWF1-TMEM117			G			A			0.85			0.05			0.80


			NC_010447.5			74915122			intergenic_region			TWF1-TMEM117			G			A			0.83			0.05			0.77


			NC_010447.5			74915155			intergenic_region			TWF1-TMEM117			G			A			0.60			0.00			0.60


			NC_010447.5			74915211			intergenic_region			TWF1-TMEM117			C			T			0.85			0.05			0.80


			NC_010447.5			74915268			intergenic_region			TWF1-TMEM117			C			T			0.63			0.00			0.63


			NC_010447.5			74915448			intergenic_region			TWF1-TMEM117			A			C			0.88			0.05			0.82


			NC_010447.5			74915457			intergenic_region			TWF1-TMEM117			T			C			0.88			0.05			0.82


			NC_010447.5			74915743			intergenic_region			TWF1-TMEM117			G			A			0.87			0.06			0.81


			NC_010447.5			74915796			intergenic_region			TWF1-TMEM117			C			T			0.87			0.05			0.82


			NC_010447.5			74915840			intergenic_region			TWF1-TMEM117			G			A			0.90			0.06			0.85


			NC_010447.5			74915909			intergenic_region			TWF1-TMEM117			C			T			0.90			0.03			0.87


			NC_010447.5			74915993			intergenic_region			TWF1-TMEM117			T			C			0.85			0.03			0.82


			NC_010450.4			121865845			upstream_gene_variant			RAP1GDS1			G			T			0.67			0.00			0.67


			NC_010450.4			121866237			upstream_gene_variant			RAP1GDS1			G			A			0.90			0.03			0.87


			NC_010450.4			121866622			upstream_gene_variant			RAP1GDS1			A			G			0.91			0.05			0.86


			NC_010450.4			121866645			upstream_gene_variant			RAP1GDS1			C			G			0.58			0.00			0.58


			NC_010450.4			121867490			3_prime_UTR_variant			RAP1GDS1			T			C			0.91			0.03			0.88


			NC_010450.4			121868433			3_prime_UTR_variant			RAP1GDS1			A			C			0.88			0.03			0.85


			NC_010450.4			121868639			intron_variant			RAP1GDS1			T			C			0.55			0.00			0.55


			NC_010450.4			121868644			intron_variant			RAP1GDS1			T			C			0.52			0.00			0.52


			NC_010450.4			121868709			intron_variant			RAP1GDS1			T			C			0.54			0.00			0.54


			NC_010450.4			121868804			intron_variant			RAP1GDS1			G			A			0.64			0.03			0.61


			NC_010450.4			121868856			intron_variant			RAP1GDS1			A			C			0.61			0.00			0.61


			NC_010450.4			121868889			intron_variant			RAP1GDS1			C			A			0.67			0.00			0.67


			NC_010450.4			121868908			intron_variant			RAP1GDS1			C			T			0.67			0.00			0.67


			NC_010450.4			121869100			intron_variant			RAP1GDS1			T			C			0.79			0.00			0.79


			NC_010450.4			121869113			intron_variant			RAP1GDS1			C			G			0.89			0.00			0.89


			NC_010450.4			121869242			intron_variant			RAP1GDS1			T			C			0.90			0.03			0.87


			NC_010450.4			121869565			intron_variant			RAP1GDS1			C			T			0.75			0.00			0.75


			NC_010450.4			121869622			intron_variant			RAP1GDS1			G			C			0.52			0.00			0.52


			NC_010450.4			121869652			intron_variant			RAP1GDS1			A			G			0.79			0.00			0.79


			NC_010450.4			121869782			intron_variant			RAP1GDS1			G			A			0.92			0.00			0.92


			NC_010450.4			121869862			intron_variant			RAP1GDS1			T			A			0.74			0.00			0.74


			NC_010450.4			121869885			intron_variant			RAP1GDS1			A			G			0.75			0.00			0.75


			NC_010450.4			121869997			intron_variant			RAP1GDS1			C			G			0.92			0.05			0.87


			NC_010450.4			121871866			intron_variant			RAP1GDS1			A			T			0.59			0.03			0.56


			NC_010450.4			121873404			intron_variant			RAP1GDS1			A			G			0.89			0.03			0.86


			NC_010450.4			121873768			intron_variant			RAP1GDS1			T			C			0.90			0.03			0.87


			NC_010450.4			121874892			intron_variant			RAP1GDS1			C			A			0.51			0.00			0.51


			NC_010450.4			121875049			intron_variant			RAP1GDS1			A			C			0.92			0.00			0.92


			NC_010450.4			121875358			intron_variant			RAP1GDS1			C			T			0.61			0.03			0.58


			NC_010450.4			121876189			intron_variant			RAP1GDS1			G			A			0.89			0.00			0.89


			NC_010450.4			121876287			intron_variant			RAP1GDS1			C			T			0.79			0.24			0.55


			NC_010450.4			121876288			intron_variant			RAP1GDS1			T			C			0.79			0.24			0.55


			NC_010450.4			121876461			intron_variant			RAP1GDS1			G			A			0.64			0.00			0.64


			NC_010450.4			121876568			intron_variant			RAP1GDS1			G			A			0.93			0.21			0.72


			NC_010450.4			121876599			intron_variant			RAP1GDS1			A			G			0.84			0.18			0.66


			NC_010450.4			121876684			intron_variant			RAP1GDS1			T			C			0.02			0.58			0.56


			NC_010450.4			121877447			intron_variant			RAP1GDS1			C			T			0.69			0.00			0.69


			NC_010450.4			121877646			intron_variant			RAP1GDS1			A			T			0.55			0.00			0.55


			NC_010450.4			121877836			intron_variant			RAP1GDS1			A			G			0.89			0.03			0.86


			NC_010450.4			121878138			intron_variant			RAP1GDS1			T			C			0.58			0.03			0.55


			NC_010450.4			121878296			intron_variant			RAP1GDS1			C			T			0.56			0.00			0.56


			NC_010450.4			121878521			intron_variant			RAP1GDS1			G			A			0.90			0.03			0.87


			NC_010450.4			121878644			intron_variant			RAP1GDS1			G			T			0.90			0.00			0.90


			NC_010450.4			121878903			intron_variant			RAP1GDS1			T			C			0.73			0.03			0.70


			NC_010450.4			121879004			intron_variant			RAP1GDS1			A			G			0.91			0.03			0.88


			NC_010450.4			121879043			intron_variant			RAP1GDS1			A			T			0.91			0.03			0.88


			NC_010450.4			121879244			intron_variant			RAP1GDS1			T			G			0.89			0.03			0.86


			NC_010450.4			121879682			intron_variant			RAP1GDS1			G			C			0.58			0.00			0.58


			NC_010450.4			121879742			intron_variant			RAP1GDS1			G			T			0.91			0.03			0.88


			NC_010450.4			121880131			intron_variant			RAP1GDS1			A			G			0.90			0.18			0.72


			NC_010450.4			121881392			intron_variant			RAP1GDS1			G			A			0.64			0.03			0.61


			NC_010450.4			121881462			intron_variant			RAP1GDS1			G			T			0.71			0.03			0.68


			NC_010450.4			121881929			intron_variant			RAP1GDS1			G			A			0.58			0.03			0.55


			NC_010450.4			121881954			intron_variant			RAP1GDS1			T			C			0.58			0.03			0.55


			NC_010450.4			121882081			intron_variant			RAP1GDS1			A			G			0.57			0.03			0.54


			NC_010450.4			121883321			intron_variant			RAP1GDS1			C			T			0.02			0.53			0.50


			NC_010450.4			121883419			intron_variant			RAP1GDS1			A			C			0.02			0.53			0.50


			NC_010450.4			121883946			intron_variant			RAP1GDS1			T			C			0.02			0.53			0.50


			NC_010450.4			121884241			intron_variant			RAP1GDS1			C			T			0.88			0.03			0.85


			NC_010450.4			121884324			intron_variant			RAP1GDS1			T			G			0.02			0.56			0.53


			NC_010450.4			121885173			intron_variant			RAP1GDS1			C			A			0.02			0.55			0.53


			NC_010450.4			121885754			intron_variant			RAP1GDS1			A			T			0.01			0.55			0.54


			NC_010450.4			121886092			intron_variant			RAP1GDS1			A			G			0.05			0.55			0.51


			NC_010450.4			121886093			intron_variant			RAP1GDS1			A			C			0.05			0.55			0.51


			NC_010450.4			121886096			intron_variant			RAP1GDS1			C			A			0.02			0.55			0.53


			NC_010450.4			121886683			intron_variant			RAP1GDS1			A			G			0.56			0.00			0.56


			NC_010450.4			121887349			intron_variant			RAP1GDS1			C			T			0.60			0.03			0.57


			NC_010450.4			121887603			intron_variant			RAP1GDS1			T			C			0.67			0.03			0.64


			NC_010450.4			121887841			intron_variant			RAP1GDS1			C			T			0.06			0.58			0.52


			NC_010450.4			121888342			intron_variant			RAP1GDS1			G			T			0.01			0.55			0.54


			NC_010450.4			121888400			intron_variant			RAP1GDS1			T			C			0.02			0.53			0.50


			NC_010450.4			121888452			intron_variant			RAP1GDS1			C			T			0.02			0.53			0.50


			NC_010450.4			121889376			intron_variant			RAP1GDS1			A			G			0.06			0.58			0.52


			NC_010450.4			121889473			intron_variant			RAP1GDS1			G			C			0.01			0.63			0.61


			NC_010450.4			121889630			intron_variant			RAP1GDS1			G			A			0.59			0.00			0.59


			NC_010450.4			121889787			intron_variant			RAP1GDS1			C			T			0.63			0.03			0.60


			NC_010450.4			121889994			intron_variant			RAP1GDS1			G			A			0.59			0.03			0.56


			NC_010450.4			121890082			intron_variant			RAP1GDS1			A			G			0.01			0.58			0.57


			NC_010450.4			121890206			intron_variant			RAP1GDS1			C			A			0.03			0.56			0.52


			NC_010450.4			121890736			intron_variant			RAP1GDS1			C			T			0.03			0.57			0.54


			NC_010450.4			121891303			intron_variant			RAP1GDS1			T			C			0.75			0.03			0.72


			NC_010450.4			121891366			intron_variant			RAP1GDS1			C			T			0.75			0.09			0.66


			NC_010450.4			121891422			intron_variant			RAP1GDS1			G			A			0.72			0.00			0.72


			NC_010450.4			121891432			intron_variant			RAP1GDS1			T			C			0.02			0.53			0.50


			NC_010450.4			121891463			intron_variant			RAP1GDS1			A			C			0.02			0.53			0.50


			NC_010450.4			121891676			intron_variant			RAP1GDS1			T			G			0.01			0.59			0.58


			NC_010450.4			121892251			intron_variant			RAP1GDS1			C			A			0.01			0.53			0.51


			NC_010450.4			121892356			intron_variant			RAP1GDS1			T			C			0.70			0.00			0.70


			NC_010450.4			121892556			intron_variant			RAP1GDS1			T			G			0.00			0.50


			NC_010450.4			121892631			intron_variant			RAP1GDS1			G			A			0.74			0.00			0.74


			NC_010450.4			121892635			intron_variant			RAP1GDS1			C			T			0.76			0.00			0.76


			NC_010450.4			121892701			intron_variant			RAP1GDS1			G			A			0.77			0.00			0.77


			NC_010450.4			121892823			intron_variant			RAP1GDS1			G			A			0.71			0.00			0.71


			NC_010450.4			121892851			intron_variant			RAP1GDS1			C			T			0.68			0.00			0.68


			NC_010450.4			121892878			intron_variant			RAP1GDS1			C			T			0.70			0.00			0.70


			NC_010450.4			121892919			intron_variant			RAP1GDS1			G			T			0.02			0.58			0.56


			NC_010450.4			121893025			intron_variant			RAP1GDS1			G			A			0.01			0.58			0.57


			NC_010450.4			121893069			intron_variant			RAP1GDS1			A			T			0.01			0.58			0.57


			NC_010450.4			121893090			intron_variant			RAP1GDS1			G			A			0.01			0.55			0.54


			NC_010450.4			121893302			intron_variant			RAP1GDS1			G			A			0.01			0.61			0.60


			NC_010450.4			121893320			intron_variant			RAP1GDS1			C			T			0.73			0.00			0.73


			NC_010450.4			121893392			intron_variant			RAP1GDS1			C			A			0.71			0.00			0.71


			NC_010450.4			121893418			intron_variant			RAP1GDS1			G			A			0.02			0.61			0.58


			NC_010450.4			121894901			intron_variant			RAP1GDS1			T			C			0.71			0.05			0.66


			NC_010450.4			121894942			intron_variant			RAP1GDS1			A			T			0.72			0.03			0.69


			NC_010450.4			121895162			intron_variant			RAP1GDS1			C			G			0.74			0.05			0.69


			NC_010450.4			121895277			intron_variant			RAP1GDS1			C			T			0.74			0.05			0.69


			NC_010450.4			121895565			intron_variant			RAP1GDS1			C			T			0.71			0.05			0.66


			NC_010450.4			121896073			intron_variant			RAP1GDS1			G			C			0.01			0.55			0.54


			NC_010450.4			121899675			intron_variant			RAP1GDS1			C			T			0.02			0.68			0.65


			NC_010450.4			121899796			intron_variant			RAP1GDS1			C			T			0.01			0.61			0.59


			NC_010450.4			121900450			intron_variant			RAP1GDS1			C			T			0.02			0.55			0.53


			NC_010450.4			121900735			intron_variant			RAP1GDS1			T			A			0.59			0.05			0.54


			NC_010450.4			121900940			intron_variant			RAP1GDS1			G			C			0.67			0.06			0.61


			NC_010450.4			121900985			intron_variant			RAP1GDS1			C			G			0.01			0.53			0.52


			NC_010450.4			121901525			intron_variant			RAP1GDS1			G			A			0.92			0.03			0.89


			NC_010450.4			121902117			intron_variant			RAP1GDS1			C			T			0.63			0.03			0.60


			NC_010450.4			121902240			intron_variant			RAP1GDS1			A			G			0.03			0.56			0.52


			NC_010450.4			121902275			intron_variant			RAP1GDS1			A			G			0.03			0.55			0.52


			NC_010450.4			121902318			intron_variant			RAP1GDS1			C			T			0.02			0.55			0.53


			NC_010450.4			121903393			intron_variant			RAP1GDS1			C			T			0.65			0.09			0.56


			NC_010450.4			121904190			intron_variant			RAP1GDS1			T			C			0.02			0.55			0.53


			NC_010450.4			121904221			intron_variant			RAP1GDS1			C			T			0.02			0.58			0.56


			NC_010450.4			121904289			intron_variant			RAP1GDS1			A			G			0.03			0.61			0.57


			NC_010450.4			121906247			intron_variant			RAP1GDS1			T			C			0.01			0.55			0.54


			NC_010450.4			121908099			intron_variant			RAP1GDS1			C			T			0.54			0.03			0.51


			NC_010450.4			121908424			intron_variant			RAP1GDS1			G			A			0.02			0.58			0.56


			NC_010450.4			121908983			intron_variant			RAP1GDS1			G			A			0.85			0.03			0.82


			NC_010450.4			121909110			intron_variant			RAP1GDS1			C			T			0.84			0.00			0.84


			NC_010450.4			121909384			intron_variant			RAP1GDS1			G			A			0.65			0.03			0.62


			NC_010450.4			121909412			intron_variant			RAP1GDS1			C			A			0.62			0.03			0.59


			NC_010450.4			121909451			intron_variant			RAP1GDS1			A			G			0.64			0.03			0.61


			NC_010450.4			121909712			intron_variant			RAP1GDS1			G			A			0.87			0.00			0.87


			NC_010450.4			121909894			intron_variant			RAP1GDS1			T			C			0.86			0.00			0.86


			NC_010450.4			121910102			intron_variant			RAP1GDS1			G			A			0.64			0.03			0.61


			NC_010450.4			121910157			intron_variant			RAP1GDS1			A			G			0.84			0.03			0.81


			NC_010450.4			121910210			intron_variant			RAP1GDS1			C			A			0.67			0.03			0.64


			NC_010450.4			121910244			intron_variant			RAP1GDS1			A			G			0.55			0.03			0.52


			NC_010450.4			121910258			intron_variant			RAP1GDS1			T			C			0.86			0.03			0.83


			NC_010450.4			121910864			intron_variant			RAP1GDS1			A			C			0.88			0.00			0.88


			NC_010450.4			121911100			intron_variant			RAP1GDS1			C			T			0.66			0.05			0.61


			NC_010450.4			121911114			intron_variant			RAP1GDS1			C			T			0.65			0.05			0.60


			NC_010450.4			121911295			intron_variant			RAP1GDS1			C			T			0.62			0.03			0.59


			NC_010450.4			121911312			intron_variant			RAP1GDS1			T			C			0.62			0.03			0.59


			NC_010450.4			121911397			intron_variant			RAP1GDS1			T			G			0.81			0.03			0.78


			NC_010450.4			121911422			intron_variant			RAP1GDS1			T			C			0.70			0.03			0.67


			NC_010450.4			121911432			intron_variant			RAP1GDS1			T			C			0.69			0.03			0.66


			NC_010450.4			121911555			intron_variant			RAP1GDS1			A			G			0.69			0.00			0.69


			NC_010450.4			121911976			intron_variant			RAP1GDS1			G			A			0.74			0.06			0.68


			NC_010450.4			121912002			intron_variant			RAP1GDS1			G			A			0.73			0.05			0.68


			NC_010450.4			121912013			intron_variant			RAP1GDS1			A			G			0.74			0.05			0.69


			NC_010450.4			121912076			intron_variant			RAP1GDS1			C			T			0.74			0.00			0.74


			NC_010450.4			121912086			intron_variant			RAP1GDS1			C			T			0.73			0.00			0.73


			NC_010450.4			121912098			intron_variant			RAP1GDS1			A			C			0.73			0.00			0.73


			NC_010450.4			121912465			intron_variant			RAP1GDS1			A			C			0.61			0.03			0.58


			NC_010450.4			121912607			intron_variant			RAP1GDS1			C			A			0.62			0.00			0.62


			NC_010450.4			121912622			intron_variant			RAP1GDS1			A			G			0.60			0.00			0.60


			NC_010450.4			121913090			intron_variant			RAP1GDS1			A			T			0.71			0.00			0.71


			NC_010450.4			121914706			intron_variant			RAP1GDS1			T			C			0.82			0.00			0.82


			NC_010450.4			121917016			intron_variant			RAP1GDS1			C			T			0.78			0.03			0.75


			NC_010450.4			121917276			intron_variant			RAP1GDS1			G			A			0.86			0.03			0.83


			NC_010450.4			121917537			intron_variant			RAP1GDS1			T			C			0.87			0.08			0.79


			NC_010450.4			121918049			intron_variant			RAP1GDS1			T			C			0.78			0.00			0.78


			NC_010450.4			121920006			intron_variant			RAP1GDS1			C			T			0.67			0.03			0.64


			NC_010450.4			121920465			intron_variant			RAP1GDS1			T			C			0.69			0.05			0.64


			NC_010450.4			121920602			intron_variant			RAP1GDS1			C			T			0.52			0.00			0.52


			NC_010450.4			121921289			intron_variant			RAP1GDS1			C			A			0.70			0.03			0.67


			NC_010450.4			121922025			intron_variant			RAP1GDS1			A			G			0.64			0.03			0.61


			NC_010450.4			121922340			intron_variant			RAP1GDS1			A			G			0.60			0.00			0.60


			NC_010450.4			121922758			intron_variant			RAP1GDS1			T			C			0.56			0.03			0.53


			NC_010450.4			121923498			intron_variant			RAP1GDS1			C			T			0.58			0.03			0.55


			NC_010450.4			121926497			intron_variant			RAP1GDS1			C			T			0.82			0.00			0.82


			NC_010450.4			121928854			intron_variant			RAP1GDS1			C			T			0.85			0.00			0.85


			NC_010450.4			121929602			intron_variant			RAP1GDS1			T			A			0.58			0.00			0.58


			NC_010450.4			121929758			intron_variant			RAP1GDS1			A			G			0.51			0.00			0.51


			NC_010450.4			121930463			intron_variant			RAP1GDS1			A			G			0.80			0.00			0.80


			NC_010450.4			121930843			intron_variant			RAP1GDS1			T			C			0.97			0.42			0.55


			NC_010450.4			121930967			intron_variant			RAP1GDS1			T			C			0.78			0.03			0.75


			NC_010450.4			121931321			intron_variant			RAP1GDS1			C			A			0.81			0.03			0.78


			NC_010450.4			121931760			intron_variant			RAP1GDS1			G			A			0.54			0.03			0.51


			NC_010450.4			121931769			intron_variant			RAP1GDS1			T			C			0.54			0.03			0.51


			NC_010450.4			121931860			intron_variant			RAP1GDS1			G			A			0.53			0.03			0.50


			NC_010450.4			121932777			intron_variant			RAP1GDS1			G			A			0.55			0.03			0.52


			NC_010450.4			121932785			intron_variant			RAP1GDS1			A			C			0.55			0.03			0.52


			NC_010450.4			121933352			intron_variant			RAP1GDS1			G			A			0.53			0.03			0.50


			NC_010450.4			121933399			intron_variant			RAP1GDS1			C			T			0.53			0.03			0.50


			NC_010450.4			121933418			intron_variant			RAP1GDS1			G			A			0.53			0.03			0.50


			NC_010450.4			121933501			intron_variant			RAP1GDS1			C			T			0.77			0.00			0.77


			NC_010450.4			121933863			intron_variant			RAP1GDS1			C			T			0.51			0.00			0.51


			NC_010450.4			121934200			intron_variant			RAP1GDS1			T			A			0.53			0.00			0.53


			NC_010450.4			122017833			intergenic_region			RAP1GDS1-LOC102160109			C			A			0.59			0.03			0.56


			NC_010450.4			122017874			intergenic_region			RAP1GDS1-LOC102160109			C			A			0.90			0.03			0.87


			NC_010450.4			122017980			intergenic_region			RAP1GDS1-LOC102160109			T			C			0.74			0.00			0.74


			NC_010450.4			122018163			intergenic_region			RAP1GDS1-LOC102160109			C			T			0.67			0.00			0.67


			NC_010450.4			122018326			intergenic_region			RAP1GDS1-LOC102160109			C			T			0.77			0.03			0.74


			NC_010450.4			122018447			intergenic_region			RAP1GDS1-LOC102160109			G			A			0.56			0.00			0.56


			NC_010450.4			122018725			intergenic_region			RAP1GDS1-LOC102160109			C			T			0.90			0.03			0.87


			NC_010450.4			122018773			intergenic_region			RAP1GDS1-LOC102160109			C			T			0.92			0.05			0.87


			NC_010450.4			122018782			intergenic_region			RAP1GDS1-LOC102160109			A			G			0.90			0.05			0.85


			NC_010450.4			122018873			intergenic_region			RAP1GDS1-LOC102160109			T			A			0.90			0.05			0.85


			NC_010450.4			122019216			intergenic_region			RAP1GDS1-LOC102160109			T			C			0.91			0.03			0.88


			NC_010450.4			122019236			intergenic_region			RAP1GDS1-LOC102160109			A			G			0.90			0.03			0.87


			NC_010450.4			122019306			intergenic_region			RAP1GDS1-LOC102160109			T			G			0.90			0.03			0.87


			NC_010450.4			122019965			intergenic_region			RAP1GDS1-LOC102160109			A			G			0.89			0.03			0.86


			NC_010450.4			122020029			intergenic_region			RAP1GDS1-LOC102160109			G			A			0.90			0.03			0.87


			NC_010450.4			122020135			intergenic_region			RAP1GDS1-LOC102160109			G			A			0.83			0.00			0.83


			NC_010450.4			122020179			intergenic_region			RAP1GDS1-LOC102160109			C			T			0.81			0.03			0.78


			NC_010450.4			122020956			intergenic_region			RAP1GDS1-LOC102160109			A			T			0.73			0.03			0.70


			NC_010450.4			122021028			intergenic_region			RAP1GDS1-LOC102160109			A			G			0.73			0.05			0.68


			NC_010450.4			122021240			intergenic_region			RAP1GDS1-LOC102160109			A			G			0.74			0.00			0.74


			NC_010450.4			122021241			intergenic_region			RAP1GDS1-LOC102160109			T			C			0.74			0.00			0.74


			NC_010450.4			122021326			intergenic_region			RAP1GDS1-LOC102160109			A			T			0.75			0.03			0.72


			NC_010450.4			122021440			intergenic_region			RAP1GDS1-LOC102160109			C			T			0.74			0.03			0.71


			NC_010450.4			122021599			intergenic_region			RAP1GDS1-LOC102160109			G			T			0.62			0.00			0.62


			NC_010450.4			122021601			intergenic_region			RAP1GDS1-LOC102160109			A			G			0.63			0.00			0.63


			NC_010450.4			122021735			intergenic_region			RAP1GDS1-LOC102160109			T			A			0.75			0.00			0.75


			NC_010450.4			122021817			intergenic_region			RAP1GDS1-LOC102160109			T			C			0.71			0.05			0.66


			NC_010450.4			122021919			intergenic_region			RAP1GDS1-LOC102160109			G			A			0.93			0.00			0.93


			NC_010450.4			122021929			intergenic_region			RAP1GDS1-LOC102160109			G			A			0.67			0.00			0.67


			NC_010450.4			122022332			intergenic_region			RAP1GDS1-LOC102160109			C			A			0.66			0.03			0.63


			NC_010450.4			122022741			intergenic_region			RAP1GDS1-LOC102160109			C			T			0.72			0.00			0.72


			NC_010450.4			122022768			intergenic_region			RAP1GDS1-LOC102160109			C			G			0.70			0.00			0.70


			NC_010450.4			122022816			intergenic_region			RAP1GDS1-LOC102160109			A			G			0.68			0.00			0.68


			NC_010450.4			122022831			intergenic_region			RAP1GDS1-LOC102160109			G			A			0.68			0.00			0.68


			NC_010450.4			122025409			intergenic_region			RAP1GDS1-LOC102160109			T			C			0.61			0.03			0.58


			NC_010450.4			122025520			intergenic_region			RAP1GDS1-LOC102160109			T			C			0.60			0.03			0.57


			NC_010450.4			122025925			intergenic_region			RAP1GDS1-LOC102160109			A			T			0.89			0.03			0.86


			NC_010450.4			122025934			intergenic_region			RAP1GDS1-LOC102160109			A			G			0.63			0.04			0.59


			NC_010450.4			122026263			intergenic_region			RAP1GDS1-LOC102160109			G			A			0.60			0.03			0.57


			NC_010450.4			122027065			intergenic_region			RAP1GDS1-LOC102160109			T			C			0.92			0.00			0.92


			NC_010450.4			122027236			intergenic_region			RAP1GDS1-LOC102160109			G			A			0.65			0.03			0.62


			NC_010450.4			122027274			intergenic_region			RAP1GDS1-LOC102160109			C			T			0.92			0.00			0.92


			NC_010450.4			122027284			intergenic_region			RAP1GDS1-LOC102160109			C			G			0.65			0.00			0.65


			NC_010450.4			122027775			intergenic_region			RAP1GDS1-LOC102160109			T			C			0.76			0.03			0.73


			NC_010450.4			122027808			intergenic_region			RAP1GDS1-LOC102160109			A			C			0.77			0.03			0.74


			NC_010450.4			122027843			intergenic_region			RAP1GDS1-LOC102160109			A			G			0.77			0.00			0.77


			NC_010450.4			122028003			intergenic_region			RAP1GDS1-LOC102160109			T			A			0.61			0.03			0.58


			NC_010450.4			122028031			intergenic_region			RAP1GDS1-LOC102160109			A			C			0.91			0.03			0.88


			NC_010450.4			122028058			intergenic_region			RAP1GDS1-LOC102160109			T			C			0.90			0.00			0.90


			NC_010450.4			122028138			intergenic_region			RAP1GDS1-LOC102160109			T			C			0.63			0.05			0.58


			NC_010450.4			122028648			intergenic_region			RAP1GDS1-LOC102160109			T			G			0.56			0.03			0.53


			NC_010450.4			122028915			intergenic_region			RAP1GDS1-LOC102160109			G			C			0.88			0.03			0.85


			NC_010450.4			122028934			intergenic_region			RAP1GDS1-LOC102160109			A			G			0.71			0.03			0.68


			NC_010450.4			122030283			intergenic_region			RAP1GDS1-LOC102160109			C			T			0.57			0.03			0.54


			NC_010450.4			122030868			intergenic_region			RAP1GDS1-LOC102160109			G			A			0.57			0.03			0.54


			NC_010450.4			122031206			intergenic_region			RAP1GDS1-LOC102160109			T			C			0.91			0.03			0.88


			NC_010450.4			122031852			intergenic_region			RAP1GDS1-LOC102160109			A			C			0.90			0.00			0.90


			NC_010450.4			122031882			intergenic_region			RAP1GDS1-LOC102160109			T			G			0.88			0.00			0.88


			NC_010450.4			122032201			intergenic_region			RAP1GDS1-LOC102160109			C			G			0.83			0.03			0.80


			NC_010450.4			122032207			intergenic_region			RAP1GDS1-LOC102160109			A			G			0.78			0.03			0.75


			NC_010450.4			122032236			intergenic_region			RAP1GDS1-LOC102160109			A			G			0.78			0.03			0.75


			NC_010450.4			122032995			intergenic_region			RAP1GDS1-LOC102160109			T			C			0.91			0.03			0.88


			NC_010450.4			122033025			intergenic_region			RAP1GDS1-LOC102160109			T			C			0.91			0.03			0.88


			NC_010450.4			122033655			intergenic_region			RAP1GDS1-LOC102160109			A			C			0.14			0.84			0.71


			NC_010450.4			122033837			intergenic_region			RAP1GDS1-LOC102160109			T			C			0.73			0.03			0.70


			NC_010450.4			122034755			intergenic_region			RAP1GDS1-LOC102160109			T			G			0.74			0.04			0.70


			NC_010450.4			122034773			intergenic_region			RAP1GDS1-LOC102160109			G			A			0.72			0.03			0.69


			NC_010450.4			122034785			intergenic_region			RAP1GDS1-LOC102160109			C			T			0.69			0.03			0.66


			NC_010450.4			122035050			intergenic_region			RAP1GDS1-LOC102160109			C			T			0.73			0.00			0.73


			NC_010450.4			122035098			intergenic_region			RAP1GDS1-LOC102160109			G			T			0.77			0.00			0.77


			NC_010450.4			122035363			intergenic_region			RAP1GDS1-LOC102160109			G			A			0.52			0.00			0.52


			NC_010450.4			122035460			intergenic_region			RAP1GDS1-LOC102160109			A			G			0.76			0.03			0.73


			NC_010450.4			122035750			intergenic_region			RAP1GDS1-LOC102160109			A			T			0.68			0.00			0.68


			NC_010450.4			122035814			intergenic_region			RAP1GDS1-LOC102160109			T			C			0.94			0.00			0.94


			NC_010450.4			122035868			intergenic_region			RAP1GDS1-LOC102160109			G			C			0.88			0.00			0.88


			NC_010450.4			122035954			intergenic_region			RAP1GDS1-LOC102160109			C			T			0.77			0.00			0.77


			NC_010450.4			122036011			intergenic_region			RAP1GDS1-LOC102160109			C			T			0.78			0.03			0.75


			NC_010450.4			122036316			intergenic_region			RAP1GDS1-LOC102160109			C			T			0.78			0.03			0.75


			NC_010450.4			122036502			intergenic_region			RAP1GDS1-LOC102160109			G			C			0.93			0.03			0.90


			NC_010450.4			122036746			intergenic_region			RAP1GDS1-LOC102160109			A			G			0.94			0.03			0.91


			NC_010450.4			122036966			intergenic_region			RAP1GDS1-LOC102160109			A			G			0.77			0.03			0.74


			NC_010450.4			122037068			intergenic_region			RAP1GDS1-LOC102160109			C			T			0.78			0.03			0.75


			NC_010450.4			122037171			intergenic_region			RAP1GDS1-LOC102160109			C			A			0.78			0.03			0.75


			NC_010450.4			122037179			intergenic_region			RAP1GDS1-LOC102160109			T			C			0.79			0.03			0.76


			NC_010450.4			122037402			intergenic_region			RAP1GDS1-LOC102160109			G			A			0.76			0.00			0.76


			NC_010450.4			122037553			intergenic_region			RAP1GDS1-LOC102160109			A			G			0.77			0.00			0.77


			NC_010450.4			122037817			intergenic_region			RAP1GDS1-LOC102160109			A			G			0.79			0.03			0.76


			NC_010450.4			122038003			intergenic_region			RAP1GDS1-LOC102160109			C			T			0.94			0.00			0.94


			NC_010450.4			122038030			intergenic_region			RAP1GDS1-LOC102160109			G			A			0.78			0.00			0.78


			NC_010450.4			122038438			intergenic_region			RAP1GDS1-LOC102160109			G			A			0.68			0.03			0.65


			NC_010450.4			122038455			intergenic_region			RAP1GDS1-LOC102160109			A			G			0.68			0.03			0.65


			NC_010450.4			122038660			intergenic_region			RAP1GDS1-LOC102160109			A			G			0.68			0.03			0.65


			NC_010450.4			122038738			intergenic_region			RAP1GDS1-LOC102160109			G			A			0.91			0.00			0.91


			NC_010450.4			122039047			intergenic_region			RAP1GDS1-LOC102160109			C			G			0.68			0.03			0.65


			NC_010450.4			122039127			intergenic_region			RAP1GDS1-LOC102160109			G			A			0.63			0.03			0.60


			NC_010450.4			122039157			intergenic_region			RAP1GDS1-LOC102160109			T			A			0.78			0.00			0.78


			NC_010450.4			122039527			intergenic_region			RAP1GDS1-LOC102160109			G			C			0.96			0.03			0.93


			NC_010450.4			122039710			intergenic_region			RAP1GDS1-LOC102160109			G			A			0.80			0.00			0.80


			NC_010450.4			122039783			intergenic_region			RAP1GDS1-LOC102160109			C			G			0.80			0.03			0.77


			NC_010450.4			122039857			intergenic_region			RAP1GDS1-LOC102160109			T			C			0.79			0.03			0.76


			NC_010450.4			122039876			intergenic_region			RAP1GDS1-LOC102160109			A			G			0.94			0.00			0.94


			NC_010450.4			122039889			intergenic_region			RAP1GDS1-LOC102160109			G			C			0.78			0.00			0.78


			NC_010450.4			122039936			intergenic_region			RAP1GDS1-LOC102160109			G			A			0.78			0.00			0.78


			NC_010450.4			122040325			intergenic_region			RAP1GDS1-LOC102160109			G			T			0.76			0.00			0.76


			NC_010450.4			122040349			intergenic_region			RAP1GDS1-LOC102160109			G			A			0.77			0.00			0.77


			NC_010450.4			122040437			intergenic_region			RAP1GDS1-LOC102160109			C			T			0.80			0.00			0.80


			NC_010450.4			122040514			intergenic_region			RAP1GDS1-LOC102160109			A			T			0.79			0.00			0.79


			NC_010450.4			122040579			intergenic_region			RAP1GDS1-LOC102160109			G			C			0.78			0.00			0.78


			NC_010450.4			122040623			intergenic_region			RAP1GDS1-LOC102160109			C			A			0.77			0.00			0.77


			NC_010450.4			122040854			intergenic_region			RAP1GDS1-LOC102160109			C			T			0.76			0.03			0.73


			NC_010450.4			122040918			intergenic_region			RAP1GDS1-LOC102160109			T			C			0.74			0.03			0.71


			NC_010450.4			122040930			intergenic_region			RAP1GDS1-LOC102160109			C			T			0.74			0.03			0.71


			NC_010450.4			122040946			intergenic_region			RAP1GDS1-LOC102160109			G			T			0.78			0.03			0.75


			NC_010450.4			122041088			intergenic_region			RAP1GDS1-LOC102160109			C			T			0.71			0.03			0.68


			NC_010450.4			122041163			intergenic_region			RAP1GDS1-LOC102160109			A			C			0.91			0.03			0.88


			NC_010450.4			122041240			intergenic_region			RAP1GDS1-LOC102160109			G			C			0.77			0.03			0.74


			NC_010450.4			122041280			intergenic_region			RAP1GDS1-LOC102160109			T			C			0.76			0.03			0.73


			NC_010450.4			122041295			intergenic_region			RAP1GDS1-LOC102160109			A			G			0.75			0.03			0.72


			NC_010450.4			122041561			intergenic_region			RAP1GDS1-LOC102160109			A			C			0.74			0.03			0.71


			NC_010450.4			122041943			intergenic_region			RAP1GDS1-LOC102160109			C			G			0.59			0.00			0.59


			NC_010450.4			122041979			intergenic_region			RAP1GDS1-LOC102160109			A			G			0.88			0.03			0.85


			NC_010450.4			122041980			intergenic_region			RAP1GDS1-LOC102160109			T			C			0.88			0.03			0.85


			NC_010450.4			122042128			intergenic_region			RAP1GDS1-LOC102160109			T			C			0.75			0.03			0.72


			NC_010450.4			122042176			intergenic_region			RAP1GDS1-LOC102160109			C			T			0.82			0.03			0.79


			NC_010450.4			122042229			intergenic_region			RAP1GDS1-LOC102160109			C			T			0.88			0.00			0.88


			NC_010450.4			122042252			intergenic_region			RAP1GDS1-LOC102160109			C			T			0.84			0.00			0.84


			NC_010450.4			122042295			intergenic_region			RAP1GDS1-LOC102160109			A			G			0.84			0.00			0.84


			NC_010450.4			122042306			intergenic_region			RAP1GDS1-LOC102160109			G			T			0.90			0.03			0.87


			NC_010450.4			122042338			intergenic_region			RAP1GDS1-LOC102160109			C			T			0.90			0.03			0.87


			NC_010450.4			122042346			intergenic_region			RAP1GDS1-LOC102160109			C			T			0.90			0.03			0.87


			NC_010450.4			122042905			intergenic_region			RAP1GDS1-LOC102160109			A			G			0.71			0.03			0.68


			NC_010450.4			122042977			intergenic_region			RAP1GDS1-LOC102160109			C			T			0.76			0.03			0.73


			NC_010450.4			122042996			intergenic_region			RAP1GDS1-LOC102160109			G			C			0.88			0.03			0.85


			NC_010450.4			122043056			intergenic_region			RAP1GDS1-LOC102160109			G			A			0.73			0.03			0.70


			NC_010450.4			122043125			intergenic_region			RAP1GDS1-LOC102160109			T			C			0.81			0.03			0.78


			NC_010450.4			122043972			intergenic_region			RAP1GDS1-LOC102160109			C			T			0.81			0.00			0.81


			NC_010450.4			122044556			intergenic_region			RAP1GDS1-LOC102160109			G			A			0.89			0.00			0.89


			NC_010450.4			122044697			intergenic_region			RAP1GDS1-LOC102160109			A			G			0.90			0.03			0.87


			NC_010450.4			122044847			intergenic_region			RAP1GDS1-LOC102160109			A			T			0.90			0.03			0.87


			NC_010450.4			122045179			intergenic_region			RAP1GDS1-LOC102160109			A			C			0.89			0.03			0.86


			NC_010450.4			122045221			intergenic_region			RAP1GDS1-LOC102160109			T			C			0.90			0.03			0.87


			NC_010450.4			122045242			intergenic_region			RAP1GDS1-LOC102160109			G			A			0.83			0.03			0.80


			NC_010450.4			122045272			intergenic_region			RAP1GDS1-LOC102160109			T			C			0.85			0.03			0.82


			NC_010450.4			122045318			intergenic_region			RAP1GDS1-LOC102160109			T			A			0.82			0.03			0.79


			NC_010450.4			122045342			intergenic_region			RAP1GDS1-LOC102160109			C			T			0.79			0.03			0.76


			NC_010450.4			122045383			intergenic_region			RAP1GDS1-LOC102160109			A			G			0.78			0.03			0.75


			NC_010450.4			122045431			intergenic_region			RAP1GDS1-LOC102160109			A			G			0.86			0.00			0.86


			NC_010450.4			122045488			intergenic_region			RAP1GDS1-LOC102160109			A			G			0.89			0.00			0.89


			NC_010450.4			122045503			intergenic_region			RAP1GDS1-LOC102160109			T			C			0.72			0.00			0.72


			NC_010450.4			122045665			intergenic_region			RAP1GDS1-LOC102160109			A			C			0.58			0.00			0.58


			NC_010450.4			122045974			intergenic_region			RAP1GDS1-LOC102160109			T			C			0.55			0.00			0.55


			NC_010450.4			122046044			intergenic_region			RAP1GDS1-LOC102160109			C			G			0.91			0.03			0.88


			NC_010450.4			122046057			intergenic_region			RAP1GDS1-LOC102160109			T			C			0.91			0.03			0.88


			NC_010450.4			122046457			intergenic_region			RAP1GDS1-LOC102160109			A			G			0.61			0.00			0.61


			NC_010450.4			122046545			intergenic_region			RAP1GDS1-LOC102160109			G			A			0.57			0.00			0.57


			NC_010450.4			122046606			intergenic_region			RAP1GDS1-LOC102160109			A			G			0.63			0.00			0.63


			NC_010450.4			122046776			intergenic_region			RAP1GDS1-LOC102160109			G			A			0.62			0.00			0.62


			NC_010450.4			122046874			intergenic_region			RAP1GDS1-LOC102160109			T			C			0.87			0.03			0.84


			NC_010450.4			122046879			intergenic_region			RAP1GDS1-LOC102160109			G			A			0.59			0.00			0.59


			NC_010450.4			122046883			intergenic_region			RAP1GDS1-LOC102160109			T			C			0.59			0.00			0.59


			NC_010450.4			122047151			intergenic_region			RAP1GDS1-LOC102160109			G			A			0.57			0.00			0.57


			NC_010450.4			122047153			intergenic_region			RAP1GDS1-LOC102160109			T			C			0.83			0.00			0.83


			NC_010450.4			122047163			intergenic_region			RAP1GDS1-LOC102160109			T			C			0.56			0.00			0.56


			NC_010450.4			122047212			intergenic_region			RAP1GDS1-LOC102160109			T			C			0.90			0.04			0.86


			NC_010450.4			122047276			intergenic_region			RAP1GDS1-LOC102160109			C			T			0.90			0.03			0.87


			NC_010450.4			122047302			intergenic_region			RAP1GDS1-LOC102160109			C			T			0.57			0.00			0.57


			NC_010450.4			122047328			intergenic_region			RAP1GDS1-LOC102160109			T			A			0.90			0.03			0.87


			NC_010450.4			122047469			intergenic_region			RAP1GDS1-LOC102160109			A			G			0.61			0.00			0.61


			NC_010450.4			122047501			intergenic_region			RAP1GDS1-LOC102160109			T			C			0.93			0.03			0.90


			NC_010450.4			122047537			intergenic_region			RAP1GDS1-LOC102160109			C			T			0.60			0.00			0.60


			NC_010450.4			122047633			intergenic_region			RAP1GDS1-LOC102160109			T			C			0.91			0.03			0.88


			NC_010450.4			122047852			intergenic_region			RAP1GDS1-LOC102160109			G			A			0.92			0.03			0.89


			NC_010450.4			122047965			intergenic_region			RAP1GDS1-LOC102160109			A			G			0.90			0.03			0.87


			NC_010450.4			122047967			intergenic_region			RAP1GDS1-LOC102160109			G			A			0.90			0.03			0.87


			NC_010450.4			122048243			intergenic_region			RAP1GDS1-LOC102160109			T			C			0.90			0.00			0.90


			NC_010450.4			122048398			intergenic_region			RAP1GDS1-LOC102160109			A			C			0.90			0.03			0.87


			NC_010450.4			122048479			intergenic_region			RAP1GDS1-LOC102160109			T			C			0.95			0.03			0.92


			NC_010450.4			122048632			intergenic_region			RAP1GDS1-LOC102160109			C			T			0.88			0.00			0.88


			NC_010450.4			122048853			intergenic_region			RAP1GDS1-LOC102160109			A			G			0.92			0.03			0.89


			NC_010450.4			122048950			intergenic_region			RAP1GDS1-LOC102160109			C			T			0.90			0.00			0.90


			NC_010450.4			122048951			intergenic_region			RAP1GDS1-LOC102160109			A			G			0.90			0.00			0.90


			NC_010450.4			122049011			intergenic_region			RAP1GDS1-LOC102160109			A			G			0.60			0.00			0.60


			NC_010450.4			122049020			intergenic_region			RAP1GDS1-LOC102160109			T			C			0.92			0.03			0.89


			NC_010450.4			122049021			intergenic_region			RAP1GDS1-LOC102160109			G			A			0.92			0.03			0.89


			NC_010450.4			122049084			intergenic_region			RAP1GDS1-LOC102160109			G			A			0.59			0.00			0.59


			NC_010450.4			122049104			intergenic_region			RAP1GDS1-LOC102160109			T			G			0.90			0.03			0.87


			NC_010450.4			122049149			intergenic_region			RAP1GDS1-LOC102160109			G			A			0.91			0.03			0.88


			NC_010450.4			122049315			intergenic_region			RAP1GDS1-LOC102160109			A			G			0.58			0.00			0.58


			NC_010450.4			122049365			intergenic_region			RAP1GDS1-LOC102160109			C			T			0.88			0.03			0.85


			NC_010450.4			122050245			intergenic_region			RAP1GDS1-LOC102160109			C			T			0.89			0.05			0.84


			NC_010450.4			122050291			intergenic_region			RAP1GDS1-LOC102160109			T			G			0.91			0.03			0.88


			NC_010450.4			122050330			intergenic_region			RAP1GDS1-LOC102160109			C			T			0.91			0.03			0.88


			NC_010450.4			122050380			intergenic_region			RAP1GDS1-LOC102160109			C			T			0.60			0.00			0.60


			NC_010450.4			122050444			intergenic_region			RAP1GDS1-LOC102160109			A			G			0.59			0.00			0.59


			NC_010450.4			122050469			intergenic_region			RAP1GDS1-LOC102160109			A			G			0.61			0.00			0.61


			NC_010450.4			122050475			intergenic_region			RAP1GDS1-LOC102160109			A			T			0.61			0.00			0.61


			NC_010450.4			122050878			intergenic_region			RAP1GDS1-LOC102160109			C			T			0.88			0.03			0.85


			NC_010450.4			122050975			intergenic_region			RAP1GDS1-LOC102160109			C			T			0.59			0.00			0.59


			NC_010450.4			122050995			intergenic_region			RAP1GDS1-LOC102160109			G			A			0.88			0.00			0.88


			NC_010450.4			122051191			intergenic_region			RAP1GDS1-LOC102160109			C			T			0.59			0.00			0.59


			NC_010450.4			122051366			intergenic_region			RAP1GDS1-LOC102160109			A			G			0.58			0.00			0.58


			NC_010450.4			122051947			intergenic_region			RAP1GDS1-LOC102160109			G			A			0.62			0.00			0.62


			NC_010450.4			122052000			intergenic_region			RAP1GDS1-LOC102160109			T			C			0.64			0.00			0.64


			NC_010450.4			122052023			intergenic_region			RAP1GDS1-LOC102160109			T			C			0.61			0.00			0.61


			NC_010450.4			122052043			intergenic_region			RAP1GDS1-LOC102160109			T			A			0.66			0.00			0.66


			NC_010450.4			122052237			intergenic_region			RAP1GDS1-LOC102160109			A			G			0.62			0.00			0.62


			NC_010450.4			122052258			intergenic_region			RAP1GDS1-LOC102160109			C			A			0.66			0.00			0.66


			NC_010450.4			122052295			intergenic_region			RAP1GDS1-LOC102160109			C			T			0.59			0.00			0.59


			NC_010450.4			122052331			intergenic_region			RAP1GDS1-LOC102160109			A			T			0.66			0.00			0.66


			NC_010450.4			122052389			intergenic_region			RAP1GDS1-LOC102160109			T			C			0.55			0.00			0.55


			NC_010450.4			122052423			intergenic_region			RAP1GDS1-LOC102160109			C			T			0.56			0.00			0.56


			NC_010450.4			122052491			intergenic_region			RAP1GDS1-LOC102160109			C			T			0.56			0.00			0.56


			NC_010450.4			122052510			intergenic_region			RAP1GDS1-LOC102160109			T			C			0.58			0.00			0.58


			NC_010450.4			122052524			intergenic_region			RAP1GDS1-LOC102160109			G			C			0.55			0.00			0.55


			NC_010450.4			122052539			intergenic_region			RAP1GDS1-LOC102160109			T			C			0.51			0.00			0.51


			NC_010450.4			122052541			intergenic_region			RAP1GDS1-LOC102160109			G			A			0.51			0.00			0.51


			NC_010450.4			122052560			intergenic_region			RAP1GDS1-LOC102160109			T			C			0.54			0.00			0.54


			NC_010450.4			122052564			intergenic_region			RAP1GDS1-LOC102160109			T			C			0.54			0.00			0.54


			NC_010450.4			122052738			intergenic_region			RAP1GDS1-LOC102160109			T			C			0.82			0.00			0.82


			NC_010450.4			122052739			intergenic_region			RAP1GDS1-LOC102160109			G			A			0.82			0.00			0.82


			NC_010450.4			122052879			intergenic_region			RAP1GDS1-LOC102160109			T			G			0.89			0.03			0.86


			NC_010450.4			122053184			intergenic_region			RAP1GDS1-LOC102160109			G			A			0.90			0.03			0.87


			NC_010450.4			122053346			intergenic_region			RAP1GDS1-LOC102160109			G			C			0.91			0.03			0.88


			NC_010450.4			122053575			intergenic_region			RAP1GDS1-LOC102160109			A			G			0.91			0.03			0.88


			NC_010450.4			122053642			intergenic_region			RAP1GDS1-LOC102160109			A			G			0.93			0.03			0.90


			NC_010450.4			122053697			intergenic_region			RAP1GDS1-LOC102160109			A			G			0.91			0.03			0.88


			NC_010450.4			122053749			intergenic_region			RAP1GDS1-LOC102160109			G			A			0.91			0.00			0.91


			NC_010450.4			122053817			intergenic_region			RAP1GDS1-LOC102160109			A			G			0.67			0.03			0.64


			NC_010450.4			122054110			intergenic_region			RAP1GDS1-LOC102160109			A			C			0.91			0.00			0.91


			NC_010450.4			122054160			intergenic_region			RAP1GDS1-LOC102160109			A			G			0.66			0.00			0.66


			NC_010450.4			122054176			intergenic_region			RAP1GDS1-LOC102160109			G			A			0.65			0.00			0.65


			NC_010450.4			122054192			intergenic_region			RAP1GDS1-LOC102160109			A			G			0.88			0.00			0.88


			NC_010450.4			122054318			intergenic_region			RAP1GDS1-LOC102160109			A			G			0.90			0.03			0.87


			NC_010450.4			122054418			intergenic_region			RAP1GDS1-LOC102160109			T			G			0.92			0.03			0.89


			NC_010450.4			122054435			intergenic_region			RAP1GDS1-LOC102160109			A			T			0.64			0.03			0.61


			NC_010450.4			122055030			intergenic_region			RAP1GDS1-LOC102160109			C			T			0.66			0.03			0.63


			NC_010450.4			122055169			intergenic_region			RAP1GDS1-LOC102160109			T			C			0.63			0.06			0.57


			NC_010450.4			122055255			intergenic_region			RAP1GDS1-LOC102160109			C			A			0.91			0.00			0.91


			NC_010450.4			122055283			intergenic_region			RAP1GDS1-LOC102160109			C			T			0.61			0.03			0.58


			NC_010450.4			122055297			intergenic_region			RAP1GDS1-LOC102160109			C			T			0.54			0.03			0.51


			NC_010450.4			122055424			intergenic_region			RAP1GDS1-LOC102160109			G			A			0.91			0.03			0.88


			NC_010450.4			122055493			intergenic_region			RAP1GDS1-LOC102160109			A			G			0.66			0.03			0.63


			NC_010450.4			122055624			intergenic_region			RAP1GDS1-LOC102160109			G			A			0.90			0.03			0.87


			NC_010450.4			122055809			intergenic_region			RAP1GDS1-LOC102160109			G			A			0.93			0.00			0.93


			NC_010450.4			122055893			intergenic_region			RAP1GDS1-LOC102160109			T			C			0.66			0.00			0.66


			NC_010450.4			122055992			intergenic_region			RAP1GDS1-LOC102160109			T			G			0.72			0.00			0.72


			NC_010450.4			122056259			intergenic_region			RAP1GDS1-LOC102160109			G			C			0.92			0.05			0.87


			NC_010450.4			122056718			intergenic_region			RAP1GDS1-LOC102160109			T			C			0.71			0.00			0.71


			NC_010450.4			122056764			intergenic_region			RAP1GDS1-LOC102160109			G			A			0.71			0.00			0.71


			NC_010450.4			122056773			intergenic_region			RAP1GDS1-LOC102160109			T			C			0.73			0.00			0.73


			NC_010450.4			122056827			intergenic_region			RAP1GDS1-LOC102160109			A			T			0.93			0.00			0.93


			NC_010450.4			122056850			intergenic_region			RAP1GDS1-LOC102160109			G			A			0.94			0.00			0.94


			NC_010450.4			122056912			intergenic_region			RAP1GDS1-LOC102160109			T			C			0.93			0.00			0.93


			NC_010450.4			122056922			intergenic_region			RAP1GDS1-LOC102160109			G			T			0.87			0.00			0.87


			NC_010450.4			122057275			intergenic_region			RAP1GDS1-LOC102160109			C			A			0.90			0.00			0.90


			NC_010450.4			122057681			intergenic_region			RAP1GDS1-LOC102160109			C			A			0.90			0.00			0.90


			NC_010450.4			122057842			intergenic_region			RAP1GDS1-LOC102160109			A			G			0.57			0.03			0.54


			NC_010450.4			122057846			intergenic_region			RAP1GDS1-LOC102160109			C			T			0.57			0.03			0.54


			NC_010450.4			122057906			intergenic_region			RAP1GDS1-LOC102160109			C			T			0.56			0.03			0.53


			NC_010450.4			122057953			intergenic_region			RAP1GDS1-LOC102160109			A			G			0.56			0.03			0.53


			NC_010450.4			122058014			intergenic_region			RAP1GDS1-LOC102160109			A			G			0.57			0.03			0.54


			NC_010450.4			122058015			intergenic_region			RAP1GDS1-LOC102160109			T			C			0.57			0.03			0.54


			NC_010450.4			122058115			intergenic_region			RAP1GDS1-LOC102160109			C			T			0.78			0.03			0.75


			NC_010450.4			122058258			intergenic_region			RAP1GDS1-LOC102160109			T			C			0.90			0.03			0.87


			NC_010450.4			122058263			intergenic_region			RAP1GDS1-LOC102160109			A			C			0.90			0.03			0.87


			NC_010450.4			122058671			intergenic_region			RAP1GDS1-LOC102160109			G			A			0.93			0.00			0.93


			NC_010450.4			122058691			intergenic_region			RAP1GDS1-LOC102160109			A			G			0.93			0.00			0.93


			NC_010450.4			122058726			intergenic_region			RAP1GDS1-LOC102160109			C			T			0.73			0.00			0.73


			NC_010450.4			122059121			intergenic_region			RAP1GDS1-LOC102160109			A			G			0.51			0.00			0.51


			NC_010450.4			122060436			intergenic_region			RAP1GDS1-LOC102160109			G			T			0.55			0.03			0.52


			NC_010450.4			122060452			intergenic_region			RAP1GDS1-LOC102160109			G			A			0.55			0.03			0.52


			NC_010450.4			122060720			intergenic_region			RAP1GDS1-LOC102160109			T			C			0.90			0.00			0.90


			NC_010450.4			122060721			intergenic_region			RAP1GDS1-LOC102160109			G			A			0.90			0.00			0.90


			NC_010450.4			122061531			intergenic_region			RAP1GDS1-LOC102160109			C			G			0.72			0.00			0.72


			NC_010450.4			122061830			intergenic_region			RAP1GDS1-LOC102160109			A			G			0.59			0.00			0.59


			NC_010450.4			122062087			intergenic_region			RAP1GDS1-LOC102160109			T			G			0.51			0.00			0.51


			NC_010450.4			122062109			intergenic_region			RAP1GDS1-LOC102160109			A			G			0.88			0.03			0.85


			NC_010450.4			122062133			intergenic_region			RAP1GDS1-LOC102160109			G			A			0.54			0.00			0.54


			NC_010450.4			122062183			intergenic_region			RAP1GDS1-LOC102160109			T			C			0.88			0.03			0.85


			NC_010450.4			122062197			intergenic_region			RAP1GDS1-LOC102160109			A			T			0.51			0.00			0.51


			NC_010450.4			122062370			intergenic_region			RAP1GDS1-LOC102160109			C			T			0.93			0.03			0.90


			NC_010450.4			122062440			intergenic_region			RAP1GDS1-LOC102160109			A			T			0.95			0.05			0.90


			NC_010450.4			122062684			intergenic_region			RAP1GDS1-LOC102160109			T			C			0.65			0.00			0.65


			NC_010450.4			122062726			intergenic_region			RAP1GDS1-LOC102160109			A			C			0.66			0.00			0.66


			NC_010450.4			122062780			intergenic_region			RAP1GDS1-LOC102160109			A			G			0.64			0.05			0.59


			NC_010450.4			122062892			intergenic_region			RAP1GDS1-LOC102160109			G			A			0.90			0.00			0.90


			NC_010450.4			122063090			intergenic_region			RAP1GDS1-LOC102160109			C			T			0.65			0.03			0.62


			NC_010450.4			122063109			intergenic_region			RAP1GDS1-LOC102160109			T			C			0.64			0.03			0.61


			NC_010450.4			122063171			intergenic_region			RAP1GDS1-LOC102160109			T			C			0.64			0.03			0.61


			NC_010450.4			122063234			intergenic_region			RAP1GDS1-LOC102160109			A			G			0.63			0.00			0.63


			NC_010450.4			122063352			intergenic_region			RAP1GDS1-LOC102160109			G			T			0.88			0.00			0.88


			NC_010450.4			122063818			intergenic_region			RAP1GDS1-LOC102160109			C			T			0.88			0.03			0.85


			NC_010450.4			122063878			intergenic_region			RAP1GDS1-LOC102160109			A			G			0.92			0.03			0.89


			NC_010450.4			122063928			intergenic_region			RAP1GDS1-LOC102160109			G			C			0.91			0.03			0.88


			NC_010450.4			122064107			intergenic_region			RAP1GDS1-LOC102160109			G			A			0.91			0.00			0.91


			NC_010450.4			122064254			intergenic_region			RAP1GDS1-LOC102160109			A			G			0.91			0.00			0.91


			NC_010450.4			122064261			intergenic_region			RAP1GDS1-LOC102160109			C			T			0.63			0.00			0.63


			NC_010450.4			122064446			intergenic_region			RAP1GDS1-LOC102160109			T			C			0.90			0.03			0.87


			NC_010450.4			122064673			intergenic_region			RAP1GDS1-LOC102160109			A			T			0.91			0.03			0.88


			NC_010450.4			122064728			intergenic_region			RAP1GDS1-LOC102160109			A			G			0.67			0.03			0.64


			NC_010450.4			122064765			intergenic_region			RAP1GDS1-LOC102160109			G			A			0.68			0.03			0.65


			NC_010450.4			122064956			intergenic_region			RAP1GDS1-LOC102160109			A			G			0.91			0.03			0.88


			NC_010450.4			122065435			intergenic_region			RAP1GDS1-LOC102160109			A			G			0.77			0.00			0.77


			NC_010450.4			122065531			intergenic_region			RAP1GDS1-LOC102160109			T			C			0.90			0.00			0.90


			NC_010450.4			122065638			intergenic_region			RAP1GDS1-LOC102160109			G			A			0.90			0.03			0.87


			NC_010450.4			122065991			intergenic_region			RAP1GDS1-LOC102160109			T			G			0.84			0.03			0.81


			NC_010450.4			122066007			intergenic_region			RAP1GDS1-LOC102160109			A			G			0.81			0.03			0.78


			NC_010450.4			122066175			intergenic_region			RAP1GDS1-LOC102160109			A			G			0.79			0.03			0.76


			NC_010450.4			122066267			intergenic_region			RAP1GDS1-LOC102160109			C			T			0.80			0.03			0.77


			NC_010450.4			122066282			intergenic_region			RAP1GDS1-LOC102160109			T			C			0.81			0.03			0.78


			NC_010450.4			122066322			intergenic_region			RAP1GDS1-LOC102160109			C			T			0.78			0.03			0.75


			NC_010450.4			122066973			intergenic_region			RAP1GDS1-LOC102160109			G			C			0.90			0.03			0.87


			NC_010450.4			122067027			intergenic_region			RAP1GDS1-LOC102160109			T			C			0.89			0.05			0.84


			NC_010450.4			122067032			intergenic_region			RAP1GDS1-LOC102160109			G			A			0.89			0.05			0.84


			NC_010450.4			122067101			intergenic_region			RAP1GDS1-LOC102160109			A			G			0.86			0.00			0.86


			NC_010450.4			122067144			intergenic_region			RAP1GDS1-LOC102160109			A			G			0.85			0.00			0.85


			NC_010450.4			122067471			intergenic_region			RAP1GDS1-LOC102160109			A			G			0.90			0.05			0.85


			NC_010450.4			122067517			intergenic_region			RAP1GDS1-LOC102160109			C			T			0.90			0.05			0.85


			NC_010450.4			122067612			intergenic_region			RAP1GDS1-LOC102160109			C			T			0.88			0.00			0.88


			NC_010450.4			122067636			intergenic_region			RAP1GDS1-LOC102160109			C			T			0.87			0.00			0.87


			NC_010450.4			122067637			intergenic_region			RAP1GDS1-LOC102160109			A			C			0.87			0.00			0.87


			NC_010450.4			122067708			intergenic_region			RAP1GDS1-LOC102160109			G			A			0.90			0.00			0.90


			NC_010450.4			122067753			intergenic_region			RAP1GDS1-LOC102160109			T			C			0.90			0.03			0.87


			NC_010450.4			122067903			intergenic_region			RAP1GDS1-LOC102160109			A			C			0.91			0.03			0.88


			NC_010450.4			122067980			intergenic_region			RAP1GDS1-LOC102160109			A			G			0.91			0.03			0.88


			NC_010450.4			122068051			intergenic_region			RAP1GDS1-LOC102160109			T			A			0.92			0.03			0.89


			NC_010450.4			122068114			intergenic_region			RAP1GDS1-LOC102160109			C			T			0.92			0.03			0.89


			NC_010450.4			122068141			intergenic_region			RAP1GDS1-LOC102160109			G			A			0.91			0.03			0.88


			NC_010450.4			122068156			intergenic_region			RAP1GDS1-LOC102160109			T			C			0.89			0.03			0.86


			NC_010450.4			122068189			intergenic_region			RAP1GDS1-LOC102160109			A			G			0.91			0.03			0.88


			NC_010450.4			122068297			intergenic_region			RAP1GDS1-LOC102160109			T			C			0.89			0.03			0.86


			NC_010450.4			122068411			intergenic_region			RAP1GDS1-LOC102160109			C			G			0.87			0.03			0.84


			NC_010450.4			122068564			intergenic_region			RAP1GDS1-LOC102160109			A			G			0.89			0.03			0.86


			NC_010450.4			122068605			intergenic_region			RAP1GDS1-LOC102160109			T			C			0.70			0.05			0.65


			NC_010450.4			122068982			intergenic_region			RAP1GDS1-LOC102160109			T			C			0.91			0.03			0.88


			NC_010450.4			122069099			intergenic_region			RAP1GDS1-LOC102160109			G			A			0.92			0.03			0.89


			NC_010450.4			122069136			intergenic_region			RAP1GDS1-LOC102160109			T			C			0.92			0.03			0.89


			NC_010450.4			122069222			intergenic_region			RAP1GDS1-LOC102160109			A			G			0.92			0.03			0.89


			NC_010450.4			122069337			intergenic_region			RAP1GDS1-LOC102160109			T			C			0.92			0.03			0.89


			NC_010450.4			122069603			intergenic_region			RAP1GDS1-LOC102160109			C			T			0.91			0.03			0.88


			NC_010450.4			122071409			intergenic_region			RAP1GDS1-LOC102160109			A			C			0.60			0.05			0.55


			NC_010450.4			122072362			intergenic_region			RAP1GDS1-LOC102160109			G			A			0.88			0.03			0.85


			NC_010450.4			122072428			intergenic_region			RAP1GDS1-LOC102160109			G			A			0.91			0.03			0.88


			NC_010450.4			122072463			intergenic_region			RAP1GDS1-LOC102160109			C			T			0.88			0.03			0.85


			NC_010450.4			122072471			intergenic_region			RAP1GDS1-LOC102160109			T			C			0.87			0.03			0.84


			NC_010450.4			122072475			intergenic_region			RAP1GDS1-LOC102160109			C			T			0.87			0.03			0.84


			NC_010450.4			122072724			intergenic_region			RAP1GDS1-LOC102160109			A			C			0.89			0.05			0.84


			NC_010450.4			122072961			intergenic_region			RAP1GDS1-LOC102160109			G			A			0.90			0.00			0.90


			NC_010450.4			122073055			intergenic_region			RAP1GDS1-LOC102160109			G			A			0.91			0.03			0.88


			NC_010450.4			122073138			intergenic_region			RAP1GDS1-LOC102160109			C			T			0.91			0.03			0.88


			NC_010450.4			122073141			intergenic_region			RAP1GDS1-LOC102160109			G			T			0.91			0.03			0.88


			NC_010450.4			122073250			intergenic_region			RAP1GDS1-LOC102160109			C			T			0.91			0.03			0.88


			NC_010450.4			122073265			intergenic_region			RAP1GDS1-LOC102160109			A			G			0.91			0.03			0.88


			NC_010450.4			122073362			intergenic_region			RAP1GDS1-LOC102160109			T			C			0.60			0.00			0.60


			NC_010450.4			122073422			intergenic_region			RAP1GDS1-LOC102160109			A			G			0.89			0.03			0.86


			NC_010450.4			122073538			intergenic_region			RAP1GDS1-LOC102160109			G			T			0.58			0.00			0.58


			NC_010450.4			122073558			intergenic_region			RAP1GDS1-LOC102160109			G			C			0.56			0.00			0.56


			NC_010450.4			122073720			intergenic_region			RAP1GDS1-LOC102160109			T			C			0.57			0.03			0.54


			NC_010450.4			122073810			intergenic_region			RAP1GDS1-LOC102160109			T			G			0.57			0.03			0.54


			NC_010450.4			122073863			intergenic_region			RAP1GDS1-LOC102160109			G			A			0.56			0.03			0.53


			NC_010450.4			122074221			intergenic_region			RAP1GDS1-LOC102160109			T			C			0.58			0.03			0.55


			NC_010450.4			122074564			intergenic_region			RAP1GDS1-LOC102160109			C			T			0.56			0.00			0.56


			NC_010450.4			122074616			intergenic_region			RAP1GDS1-LOC102160109			G			A			0.57			0.00			0.57


			NC_010450.4			122076282			intergenic_region			RAP1GDS1-LOC102160109			G			A			0.78			0.03			0.75


			NC_010450.4			122076292			intergenic_region			RAP1GDS1-LOC102160109			T			C			0.80			0.00			0.80


			NC_010450.4			122076485			intergenic_region			RAP1GDS1-LOC102160109			G			A			0.79			0.00			0.79


			NC_010450.4			122076545			intergenic_region			RAP1GDS1-LOC102160109			T			C			0.77			0.00			0.77


			NC_010450.4			122076552			intergenic_region			RAP1GDS1-LOC102160109			G			T			0.77			0.00			0.77


			NC_010450.4			122076586			intergenic_region			RAP1GDS1-LOC102160109			T			A			0.73			0.05			0.68


			NC_010450.4			122076593			intergenic_region			RAP1GDS1-LOC102160109			T			C			0.72			0.05			0.67


			NC_010450.4			122076826			intergenic_region			RAP1GDS1-LOC102160109			A			G			0.76			0.05			0.71


			NC_010450.4			122076904			intergenic_region			RAP1GDS1-LOC102160109			C			T			0.78			0.05			0.73


			NC_010450.4			122077006			intergenic_region			RAP1GDS1-LOC102160109			G			A			0.79			0.05			0.74


			NC_010450.4			122077027			intergenic_region			RAP1GDS1-LOC102160109			G			A			0.80			0.05			0.75


			NC_010450.4			122077035			intergenic_region			RAP1GDS1-LOC102160109			T			C			0.81			0.05			0.76


			NC_010450.4			122077193			intergenic_region			RAP1GDS1-LOC102160109			C			T			0.90			0.00			0.90


			NC_010450.4			122077203			intergenic_region			RAP1GDS1-LOC102160109			A			G			0.53			0.00			0.53


			NC_010450.4			122077382			intergenic_region			RAP1GDS1-LOC102160109			T			C			0.89			0.03			0.86


			NC_010450.4			122077427			intergenic_region			RAP1GDS1-LOC102160109			T			C			0.53			0.00			0.53


			NC_010450.4			122077572			intergenic_region			RAP1GDS1-LOC102160109			A			G			0.65			0.00			0.65


			NC_010450.4			122077597			intergenic_region			RAP1GDS1-LOC102160109			A			G			0.95			0.00			0.95


			NC_010451.4			64343821			intron_variant			ATP2B4			A			G			0.88			0.32			0.56


			NC_010451.4			64344186			intron_variant			ATP2B4			A			T			0.70			0.18			0.52


			NC_010451.4			64344596			intron_variant			ATP2B4			G			C			0.66			0.00			0.66


			NC_010451.4			64345929			intron_variant			ATP2B4			C			T			0.85			0.18			0.67


			NC_010451.4			64346315			intron_variant			ATP2B4			G			C			0.76			0.18			0.58


			NC_010451.4			64358897			intron_variant			ATP2B4			A			G			0.88			0.35			0.53


			NC_010451.4			64359976			intron_variant			ATP2B4			C			T			0.89			0.39			0.50


			NC_010451.4			64359987			intron_variant			ATP2B4			C			T			0.89			0.39			0.50


			NC_010451.4			64360104			intron_variant			ATP2B4			C			G			0.91			0.38			0.53


			NC_010451.4			64360125			intron_variant			ATP2B4			C			T			0.88			0.38			0.50


			NC_010451.4			64360175			intron_variant			ATP2B4			G			A			0.92			0.38			0.54


			NC_010451.4			64360189			intron_variant			ATP2B4			T			C			0.92			0.38			0.54


			NC_010451.4			64360608			intron_variant			ATP2B4			T			C			0.90			0.34			0.56


			NC_010451.4			64360609			intron_variant			ATP2B4			T			C			0.90			0.34			0.56


			NC_010451.4			64361079			intron_variant			ATP2B4			C			T			0.90			0.39			0.51


			NC_010451.4			64366063			intron_variant			ATP2B4			A			G			0.90			0.39			0.51


			NC_010451.4			64368628			intron_variant			ATP2B4			A			G			0.89			0.38			0.51


			NC_010451.4			64374357			intron_variant			ATP2B4			A			G			0.91			0.36			0.55


			NC_010451.4			64374981			intron_variant			ATP2B4			T			C			0.54			0.00			0.54


			NC_010451.4			64375012			intron_variant			ATP2B4			T			C			0.93			0.39			0.54


			NC_010451.4			64375320			intron_variant			ATP2B4			T			A			0.54			0.00			0.54


			NC_010451.4			64375590			intron_variant			ATP2B4			T			A			0.54			0.00			0.54


			NC_010451.4			64375669			intron_variant			ATP2B4			C			T			0.53			0.00			0.53


			NC_010451.4			64376347			intron_variant			ATP2B4			G			A			0.53			0.00			0.53


			NC_010451.4			64377209			intron_variant			ATP2B4			G			A			0.92			0.42			0.50


			NC_010451.4			64379691			intron_variant			ATP2B4			A			C			0.88			0.34			0.54


			NC_010451.4			64380678			intron_variant			ATP2B4			C			A			0.90			0.39			0.51


			NC_010451.4			64382681			intron_variant			ATP2B4			A			G			0.91			0.28			0.63


			NC_010451.4			64389351			intron_variant			ATP2B4			G			A			0.71			0.00			0.71


			NC_010451.4			64390160			intron_variant			ATP2B4			T			G			0.79			0.29			0.50


			NC_010451.4			64394256			intron_variant			ATP2B4			C			T			0.74			0.00			0.74


			NC_010451.4			64394459			intron_variant			ATP2B4			T			C			0.64			0.00			0.64


			NC_010451.4			64395892			intron_variant			ATP2B4			T			C			0.64			0.00			0.64


			NC_010451.4			64395947			intron_variant			ATP2B4			C			G			0.78			0.00			0.78


			NC_010451.4			64397240			intron_variant			ATP2B4			A			G			0.77			0.00			0.77


			NC_010451.4			64397411			intron_variant			ATP2B4			T			A			0.53			0.00			0.53


			NC_010451.4			64397687			intron_variant			ATP2B4			T			C			0.81			0.25			0.56


			NC_010451.4			64398142			intron_variant			ATP2B4			A			G			0.58			0.00			0.58


			NC_010451.4			64398602			intron_variant			ATP2B4			G			A			0.56			0.00			0.56


			NC_010451.4			64398811			intron_variant			ATP2B4			T			G			0.55			0.00			0.55


			NC_010451.4			64403684			intron_variant			ATP2B4			C			A			0.43			0.95			0.52


			NC_010451.4			64419424			intron_variant			ATP2B4			G			A			0.52			0.00			0.52


			NC_010451.4			64431182			intron_variant			ATP2B4			G			C			0.94			0.42			0.52


			NC_010454.4			16773804			upstream_gene_variant			MYL4			G			T			0.57			0.00			0.57


			NC_010454.4			16773847			upstream_gene_variant			MYL4			C			A			0.63			0.00			0.63


			NC_010454.4			16773925			upstream_gene_variant			MYL4			C			A			0.70			0.00			0.70


			NC_010454.4			16773937			upstream_gene_variant			MYL4			C			A			0.69			0.00			0.69


			NC_010454.4			16774101			upstream_gene_variant			MYL4			A			G			0.98			0.47			0.51


			NC_010454.4			16774380			upstream_gene_variant			MYL4			C			G			0.73			0.00			0.73


			NC_010454.4			16774564			upstream_gene_variant			MYL4			G			A			0.79			0.00			0.79


			NC_010454.4			16774568			upstream_gene_variant			MYL4			T			G			0.79			0.00			0.79


			NC_010454.4			16774572			upstream_gene_variant			MYL4			G			A			0.93			0.00			0.93


			NC_010454.4			16775011			upstream_gene_variant			MYL4			C			T			0.00			0.50


			NC_010454.4			16775101			upstream_gene_variant			MYL4			G			A			0.05			0.58			0.53


			NC_010454.4			16775966			intron_variant			MYL4			G			A			0.01			0.58			0.57


			NC_010454.4			16776945			intron_variant			MYL4			C			A			0.00			0.55


			NC_010454.4			16777014			intron_variant			MYL4			G			A			0.01			0.55			0.54


			NC_010454.4			16778383			intron_variant			MYL4			G			A			0.53			0.03			0.50


			NC_010454.4			16779667			5_prime_UTR_variant			MYL4			A			G			0.92			0.41			0.51


			NC_010454.4			16779867			upstream_gene_variant			MYL4			G			A			0.00			0.50


			NC_010454.4			16791341			intron_variant			MYL4			C			G			0.98			0.47			0.51


			NC_010454.4			16793814			intergenic_region			MYL4-CDC27			T			C			0.93			0.32			0.61


			NC_010454.4			16793822			intergenic_region			MYL4-CDC27			T			G			0.96			0.28			0.68


			NC_010454.4			16794239			intergenic_region			MYL4-CDC27			G			A			0.95			0.28			0.67


			NC_010454.4			16796340			intergenic_region			MYL4-CDC27			G			A			0.63			0.00			0.63


			NC_010454.4			16796364			intergenic_region			MYL4-CDC27			A			G			0.65			0.00			0.65


			NC_010454.4			16796395			intergenic_region			MYL4-CDC27			A			G			0.65			0.00			0.65


			NC_010454.4			16796560			intergenic_region			MYL4-CDC27			T			G			0.62			0.00			0.62


			NC_010454.4			16796723			intergenic_region			MYL4-CDC27			A			G			0.66			0.00			0.66


			NC_010454.4			16796738			intergenic_region			MYL4-CDC27			C			T			0.66			0.00			0.66


			NC_010454.4			16796748			intergenic_region			MYL4-CDC27			T			C			0.66			0.00			0.66


			NC_010454.4			16796810			intergenic_region			MYL4-CDC27			A			C			0.60			0.00			0.60


			NC_010454.4			16796981			intergenic_region			MYL4-CDC27			C			T			0.60			0.00			0.60


			NC_010454.4			16797008			intergenic_region			MYL4-CDC27			A			G			0.56			0.00			0.56


			NC_010454.4			16797029			intergenic_region			MYL4-CDC27			G			A			0.53			0.00			0.53


			NC_010454.4			16797058			intergenic_region			MYL4-CDC27			A			G			0.56			0.00			0.56


			NC_010454.4			16797121			intergenic_region			MYL4-CDC27			T			C			0.60			0.00			0.60


			NC_010454.4			16797171			intergenic_region			MYL4-CDC27			A			G			0.64			0.00			0.64


			NC_010454.4			16797292			intergenic_region			MYL4-CDC27			A			G			0.63			0.00			0.63


			NC_010454.4			16797369			intergenic_region			MYL4-CDC27			G			T			0.61			0.00			0.61


			NC_010454.4			16797411			intergenic_region			MYL4-CDC27			T			C			0.61			0.00			0.61


			NC_010454.4			16797445			intergenic_region			MYL4-CDC27			C			T			0.65			0.00			0.65


			NC_010454.4			16797551			intergenic_region			MYL4-CDC27			T			C			0.61			0.00			0.61


			NC_010454.4			16797638			intergenic_region			MYL4-CDC27			A			G			0.58			0.00			0.58


			NC_010454.4			16798246			intergenic_region			MYL4-CDC27			G			A			0.62			0.00			0.62


			NC_010454.4			16799072			intergenic_region			MYL4-CDC27			G			A			0.51			0.00			0.51


			NC_010454.4			16801135			intergenic_region			MYL4-CDC27			G			A			0.71			0.08			0.63


			NC_010454.4			16801148			intergenic_region			MYL4-CDC27			T			C			0.69			0.08			0.61


			NC_010454.4			16801168			intergenic_region			MYL4-CDC27			G			A			0.69			0.08			0.61


			NC_010454.4			22651795			3_prime_UTR_variant			TCAP			C			T			0.95			0.19			0.76


			NC_010454.4			22653233			upstream_gene_variant			TCAP			C			T			0.51			0.00			0.51


			NC_010454.4			22653495			upstream_gene_variant			TCAP			T			C			0.85			0.24			0.61


			NC_010455.5			64933742			5_prime_UTR_variant			LMCD1			A			C			0.93			0.41			0.52


			NC_010455.5			64934877			intron_variant			LMCD1			G			A			0.00			0.53


			NC_010455.5			64941994			intron_variant			LMCD1			G			C			0.02			0.53			0.50


			NC_010455.5			64942009			intron_variant			LMCD1			A			T			0.02			0.53			0.50


			NC_010455.5			64945827			intron_variant			LMCD1			A			G			0.58			0.06			0.52


			NC_010455.5			64956313			intron_variant			LMCD1			C			T			0.02			0.61			0.58


			NC_010455.5			64956864			intron_variant			LMCD1			A			G			0.20			0.92			0.72


			NC_010455.5			64998136			intergenic_region			LMCD1-SSUH2			G			A			0.88			0.38			0.50


			NC_010455.5			65004885			intergenic_region			LMCD1-SSUH2			A			G			0.96			0.44			0.52


			NC_010455.5			65014797			intergenic_region			LMCD1-SSUH2			C			G			0.00			0.50


			NC_010455.5			65016899			intergenic_region			LMCD1-SSUH2			T			C			0.34			0.91			0.57


			NC_010455.5			65019129			intergenic_region			LMCD1-SSUH2			G			A			0.09			0.92			0.83


			NC_010455.5			65031772			intergenic_region			LMCD1-SSUH2			A			G			0.06			0.92			0.86


			NC_010455.5			65032568			intergenic_region			LMCD1-SSUH2			A			C			0.08			0.89			0.81


			NC_010455.5			65032824			intergenic_region			LMCD1-SSUH2			G			A			0.05			0.55			0.51


			NC_010455.5			65039974			intergenic_region			LMCD1-SSUH2			G			A			0.03			0.58			0.54


			NC_010456.5			60419723			intergenic_region			ACTA1-CCSAP			T			A			0.84			0.21			0.63


			NC_010456.5			60421106			intergenic_region			ACTA1-CCSAP			T			C			0.98			0.34			0.64


			NC_010456.5			60421792			intergenic_region			ACTA1-CCSAP			T			G			0.02			0.69			0.67


			NC_010456.5			60422074			intergenic_region			ACTA1-CCSAP			T			C			0.02			0.66			0.64


			NC_010456.5			60423285			intergenic_region			ACTA1-CCSAP			G			A			0.01			0.68			0.67


			NC_010456.5			60423374			intergenic_region			ACTA1-CCSAP			G			A			0.01			0.69			0.68


			NC_010456.5			60423523			intergenic_region			ACTA1-CCSAP			G			C			0.02			0.63			0.61


			NC_010456.5			60423716			intergenic_region			ACTA1-CCSAP			T			G			0.02			0.68			0.66


			NC_010456.5			60424911			intergenic_region			ACTA1-CCSAP			G			A			0.02			0.67			0.64


			NC_010456.5			60425093			intergenic_region			ACTA1-CCSAP			C			G			0.02			0.78			0.76


			NC_010456.5			60425094			intergenic_region			ACTA1-CCSAP			T			G			0.02			0.78			0.76


			NC_010456.5			60428781			intergenic_region			ACTA1-CCSAP			C			T			0.13			0.66			0.53


			NC_010456.5			60428938			intergenic_region			ACTA1-CCSAP			C			T			0.08			0.74			0.65


			NC_010456.5			60429105			intergenic_region			ACTA1-CCSAP			C			T			0.06			0.61			0.55


			NC_010456.5			60430010			intergenic_region			ACTA1-CCSAP			A			G			0.30			0.81			0.51


			NC_010456.5			60430113			intergenic_region			ACTA1-CCSAP			G			A			0.18			0.78			0.60


			NC_010456.5			60430118			intergenic_region			ACTA1-CCSAP			G			A			0.02			0.59			0.56


			NC_010456.5			60430775			intergenic_region			ACTA1-CCSAP			C			G			0.15			0.75			0.60


			NC_010456.5			60431268			intergenic_region			ACTA1-CCSAP			T			G			0.23			0.82			0.59


			NC_010456.5			60431661			intergenic_region			ACTA1-CCSAP			T			C			0.25			0.83			0.58


			NC_010456.5			60431662			intergenic_region			ACTA1-CCSAP			G			A			0.25			0.83			0.58


			NC_010456.5			60431723			intergenic_region			ACTA1-CCSAP			C			G			0.19			0.75			0.56


			NC_010456.5			60431894			intergenic_region			ACTA1-CCSAP			T			C			0.23			0.81			0.57


			NC_010456.5			60431905			intergenic_region			ACTA1-CCSAP			C			T			0.24			0.82			0.57


			NC_010456.5			60431914			intergenic_region			ACTA1-CCSAP			T			C			0.26			0.82			0.56


			NC_010456.5			60432716			intergenic_region			ACTA1-CCSAP			C			T			0.02			0.68			0.65


			NC_010456.5			60434976			intergenic_region			ACTA1-CCSAP			G			T			0.02			0.64			0.62


			NC_010456.5			60435106			intergenic_region			ACTA1-CCSAP			G			A			0.65			0.14			0.51


			NC_010456.5			60436505			intergenic_region			ACTA1-CCSAP			G			T			0.02			0.58			0.56


			NC_010456.5			60436593			intergenic_region			ACTA1-CCSAP			C			T			0.02			0.63			0.61


			NC_010456.5			60437085			intergenic_region			ACTA1-CCSAP			C			T			0.02			0.58			0.56


			NC_010456.5			60437154			intergenic_region			ACTA1-CCSAP			C			T			0.01			0.58			0.57


			NC_010456.5			60439329			intergenic_region			ACTA1-CCSAP			C			G			0.02			0.59			0.56


			NC_010456.5			60439851			intergenic_region			ACTA1-CCSAP			G			A			0.02			0.55			0.53


			NC_010456.5			60440262			intergenic_region			ACTA1-CCSAP			C			T			0.01			0.64			0.63


			NC_010456.5			60440781			intergenic_region			ACTA1-CCSAP			G			A			0.02			0.63			0.61


			NC_010456.5			60440898			intergenic_region			ACTA1-CCSAP			G			T			0.02			0.61			0.59


			NC_010456.5			60441008			intergenic_region			ACTA1-CCSAP			T			A			0.01			0.63			0.62


			NC_010456.5			60441302			intergenic_region			ACTA1-CCSAP			T			A			0.02			0.64			0.62


			NC_010456.5			60442315			intergenic_region			ACTA1-CCSAP			G			A			0.02			0.64			0.62


			NC_010456.5			60443442			intergenic_region			ACTA1-CCSAP			T			C			0.02			0.63			0.61


			NC_010456.5			76449765			intron_variant			MYOZ1			G			T			0.03			1.00			0.97


			NC_010456.5			76450783			5_prime_UTR_variant			MYOZ1			T			C			0.24			0.97			0.74


			NC_010456.5			76452928			5_prime_UTR_variant			MYOZ1			A			C			0.06			0.97			0.91


			NC_010456.5			76453156			upstream_gene_variant			MYOZ1			G			A			0.03			0.82			0.78


			NC_010456.5			76453718			upstream_gene_variant			MYOZ1			G			C			0.23			0.95			0.72


			NC_010456.5			76453887			upstream_gene_variant			MYOZ1			A			T			0.24			0.97			0.74


			NC_010456.5			76454927			intergenic_region			MYOZ1-SYNPO2L			G			C			0.06			0.97			0.92


			NC_010456.5			76455130			intergenic_region			MYOZ1-SYNPO2L			A			G			0.55			0.00			0.55


			NC_010457.5			558433			intron_variant			NEB			G			T			0.85			0.30			0.55


			NC_010457.5			558444			intron_variant			NEB			G			A			0.86			0.30			0.56


			NC_010457.5			559663			intron_variant			NEB			C			T			0.78			0.13			0.65


			NC_010457.5			559934			intron_variant			NEB			T			C			0.76			0.00			0.76


			NC_010457.5			560081			intron_variant			NEB			C			G			0.93			0.42			0.51


			NC_010457.5			560133			intron_variant			NEB			T			C			0.70			0.20			0.50


			NC_010457.5			560280			intron_variant			NEB			G			A			0.56			0.05			0.51


			NC_010457.5			560553			intron_variant			NEB			G			T			0.56			0.00			0.56


			NC_010457.5			565479			intron_variant			NEB			T			G			0.93			0.42			0.51


			NC_010457.5			567449			intron_variant			NEB			A			G			0.72			0.19			0.53


			NC_010457.5			570482			intron_variant			NEB			T			C			0.98			0.29			0.69


			NC_010457.5			571673			intron_variant			NEB			G			A			0.94			0.32			0.62


			NC_010457.5			571729			intron_variant			NEB			G			A			0.93			0.14			0.79


			NC_010457.5			571730			intron_variant			NEB			G			A			0.95			0.31			0.64


			NC_010457.5			572142			intron_variant			NEB			C			T			0.89			0.13			0.76


			NC_010457.5			572263			intron_variant			NEB			C			A			0.67			0.00			0.67


			NC_010457.5			572418			intron_variant			NEB			G			A			0.89			0.13			0.76


			NC_010457.5			572455			intron_variant			NEB			T			C			0.90			0.11			0.79


			NC_010457.5			572471			intron_variant			NEB			A			T			0.95			0.22			0.73


			NC_010457.5			572802			intron_variant			NEB			A			G			0.92			0.10			0.82


			NC_010457.5			574207			intron_variant			NEB			T			C			0.95			0.26			0.69


			NC_010457.5			574626			intron_variant			NEB			G			A			0.96			0.24			0.72


			NC_010457.5			575162			intron_variant			NEB			A			C			0.91			0.19			0.72


			NC_010457.5			575239			intron_variant			NEB			A			T			0.80			0.04			0.76


			NC_010457.5			575309			intron_variant			NEB			C			T			0.65			0.00			0.65


			NC_010457.5			575454			intron_variant			NEB			G			A			0.85			0.00			0.85


			NC_010457.5			575483			intron_variant			NEB			A			G			0.57			0.00			0.57


			NC_010457.5			576465			intron_variant			NEB			C			T			0.65			0.00			0.65


			NC_010457.5			576568			intron_variant			NEB			C			G			0.70			0.00			0.70


			NC_010457.5			576574			intron_variant			NEB			A			T			0.91			0.13			0.78


			NC_010457.5			576684			intron_variant			NEB			A			T			0.89			0.13			0.76


			NC_010457.5			576718			intron_variant			NEB			T			C			0.74			0.13			0.61


			NC_010457.5			576928			intron_variant			NEB			C			T			0.98			0.26			0.72


			NC_010457.5			577159			missense_variant			NEB			T			A			0.93			0.31			0.62


			NC_010457.5			577787			intron_variant			NEB			C			T			0.72			0.14			0.58


			NC_010457.5			577812			intron_variant			NEB			A			G			0.71			0.13			0.58


			NC_010457.5			577880			intron_variant			NEB			C			A			0.71			0.11			0.60


			NC_010457.5			578350			intron_variant			NEB			T			C			0.71			0.03			0.68


			NC_010457.5			578424			intron_variant			NEB			A			G			0.87			0.32			0.55


			NC_010457.5			578489			intron_variant			NEB			G			A			0.68			0.11			0.57


			NC_010457.5			578564			intron_variant			NEB			T			A			0.74			0.11			0.63


			NC_010457.5			578960			intron_variant			NEB			C			A			0.84			0.14			0.70


			NC_010457.5			579201			intron_variant			NEB			G			T			0.82			0.29			0.53


			NC_010457.5			579207			intron_variant			NEB			C			T			0.76			0.13			0.63


			NC_010457.5			579231			intron_variant			NEB			A			T			0.76			0.13			0.63


			NC_010457.5			579504			synonymous_variant			NEB			A			T			0.83			0.28			0.55


			NC_010457.5			583173			intron_variant			NEB			T			G			0.00			0.71


			NC_010457.5			583431			intron_variant			NEB			C			T			0.51			0.00			0.51


			NC_010457.5			584170			intron_variant			NEB			C			A			0.73			0.16			0.57


			NC_010457.5			584212			intron_variant			NEB			G			T			0.73			0.11			0.62


			NC_010457.5			584228			intron_variant			NEB			T			C			0.73			0.08			0.65


			NC_010457.5			584680			intron_variant			NEB			A			C			0.70			0.13			0.57


			NC_010457.5			584831			intron_variant			NEB			G			T			0.77			0.13			0.64


			NC_010457.5			584885			intron_variant			NEB			T			C			0.77			0.13			0.64


			NC_010457.5			584966			intron_variant			NEB			T			A			0.75			0.13			0.62


			NC_010457.5			585116			intron_variant			NEB			G			A			0.66			0.13			0.53


			NC_010457.5			585356			intron_variant			NEB			A			G			0.03			0.66			0.62


			NC_010457.5			585379			intron_variant			NEB			G			C			0.72			0.13			0.59


			NC_010457.5			585396			intron_variant			NEB			C			T			0.72			0.13			0.59


			NC_010457.5			585584			intron_variant			NEB			A			C			0.74			0.08			0.66


			NC_010457.5			585585			intron_variant			NEB			G			A			0.74			0.08			0.66


			NC_010457.5			585624			intron_variant			NEB			C			T			0.71			0.08			0.63


			NC_010457.5			585726			intron_variant			NEB			A			G			0.80			0.08			0.72


			NC_010457.5			585765			intron_variant			NEB			A			G			0.74			0.11			0.63


			NC_010457.5			585825			intron_variant			NEB			T			C			0.76			0.11			0.65


			NC_010457.5			585910			intron_variant			NEB			G			A			0.71			0.13			0.58


			NC_010457.5			586004			intron_variant			NEB			G			T			0.73			0.11			0.62


			NC_010457.5			586027			intron_variant			NEB			A			G			0.77			0.11			0.66


			NC_010457.5			586048			intron_variant			NEB			C			T			0.75			0.11			0.64


			NC_010457.5			586187			intron_variant			NEB			A			C			0.76			0.14			0.62


			NC_010457.5			586189			intron_variant			NEB			G			C			0.76			0.14			0.62


			NC_010457.5			586204			intron_variant			NEB			G			C			0.76			0.16			0.60


			NC_010457.5			586268			intron_variant			NEB			G			A			0.73			0.13			0.60


			NC_010457.5			586333			intron_variant			NEB			T			G			0.76			0.16			0.60


			NC_010457.5			586374			intron_variant			NEB			A			T			0.76			0.13			0.63


			NC_010457.5			586408			intron_variant			NEB			A			C			0.77			0.11			0.66


			NC_010457.5			586561			intron_variant			NEB			G			T			0.72			0.13			0.59


			NC_010457.5			586593			intron_variant			NEB			A			T			0.02			0.63			0.61


			NC_010457.5			586623			intron_variant			NEB			C			T			0.77			0.13			0.64


			NC_010457.5			586817			intron_variant			NEB			T			A			0.73			0.09			0.64


			NC_010457.5			586895			intron_variant			NEB			C			T			0.74			0.00			0.74


			NC_010457.5			586986			intron_variant			NEB			C			T			0.76			0.08			0.68


			NC_010457.5			588249			intron_variant			NEB			A			G			0.75			0.06			0.69


			NC_010457.5			588262			intron_variant			NEB			G			A			0.07			0.58			0.51


			NC_010457.5			588314			intron_variant			NEB			T			C			0.06			0.90			0.84


			NC_010457.5			588339			intron_variant			NEB			C			T			0.73			0.05			0.68


			NC_010457.5			589112			intron_variant			NEB			A			G			0.02			0.64			0.62


			NC_010457.5			589213			intron_variant			NEB			T			C			0.02			0.58			0.56


			NC_010457.5			589293			intron_variant			NEB			G			*			0.02			0.62			0.59


			NC_010457.5			589406			intron_variant			NEB			C			T			0.02			0.61			0.59


			NC_010457.5			589445			intron_variant			NEB			C			T			0.02			0.64			0.62


			NC_010457.5			589516			intron_variant			NEB			A			T			0.70			0.17			0.53


			NC_010457.5			589585			intron_variant			NEB			G			C			0.69			0.17			0.52


			NC_010457.5			589589			intron_variant			NEB			C			T			0.69			0.17			0.52


			NC_010457.5			589810			intron_variant			NEB			A			T			0.04			0.58			0.54


			NC_010457.5			589932			intron_variant			NEB			C			A			0.03			0.61			0.58


			NC_010457.5			589989			intron_variant			NEB			A			T			0.68			0.11			0.57


			NC_010457.5			590432			intron_variant			NEB			A			G			0.70			0.05			0.65


			NC_010457.5			590470			intron_variant			NEB			A			T			0.02			0.63			0.61


			NC_010457.5			590477			intron_variant			NEB			T			C			0.73			0.13			0.60


			NC_010457.5			590521			intron_variant			NEB			A			G			0.06			0.64			0.58


			NC_010457.5			590554			intron_variant			NEB			T			G			0.77			0.19			0.58


			NC_010457.5			590603			intron_variant			NEB			T			C			0.07			0.60			0.53


			NC_010457.5			590848			intron_variant			NEB			T			G			0.11			0.68			0.57


			NC_010457.5			591183			intron_variant			NEB			G			A			0.07			0.68			0.61


			NC_010457.5			591290			intron_variant			NEB			T			C			0.67			0.17			0.50


			NC_010457.5			593193			intron_variant			NEB			T			C			0.02			0.61			0.58


			NC_010457.5			593207			intron_variant			NEB			G			A			0.75			0.06			0.69


			NC_010457.5			593321			intron_variant			NEB			G			A			0.86			0.09			0.77


			NC_010457.5			593340			intron_variant			NEB			T			C			0.02			0.59			0.57


			NC_010457.5			593408			intron_variant			NEB			G			A			0.00			0.61


			NC_010457.5			593422			intron_variant			NEB			G			A			0.00			0.64


			NC_010457.5			593872			intron_variant			NEB			T			A			0.03			0.55			0.52


			NC_010457.5			593874			intron_variant			NEB			T			C			0.06			0.75			0.69


			NC_010457.5			593996			intron_variant			NEB			A			T			0.88			0.26			0.62


			NC_010457.5			594012			intron_variant			NEB			T			C			0.10			0.66			0.56


			NC_010457.5			594243			intron_variant			NEB			C			T			0.03			0.61			0.58


			NC_010457.5			594378			intron_variant			NEB			C			T			0.77			0.13			0.64


			NC_010457.5			594468			intron_variant			NEB			T			C			0.77			0.15			0.62


			NC_010457.5			594649			intron_variant			NEB			A			G			0.74			0.16			0.58


			NC_010457.5			594854			intron_variant			NEB			G			T			0.27			0.82			0.55


			NC_010457.5			594879			intron_variant			NEB			A			G			0.05			0.67			0.62


			NC_010457.5			594974			intron_variant			NEB			T			C			0.68			0.13			0.55


			NC_010457.5			595170			intron_variant			NEB			C			T			0.04			0.66			0.61


			NC_010457.5			595195			intron_variant			NEB			G			T			0.03			0.63			0.60


			NC_010457.5			595400			intron_variant			NEB			G			A			0.08			0.58			0.50


			NC_010457.5			595403			intron_variant			NEB			G			A			0.08			0.58			0.50


			NC_010457.5			595551			intron_variant			NEB			C			T			0.68			0.08			0.60


			NC_010457.5			595552			intron_variant			NEB			A			G			0.68			0.08			0.60


			NC_010457.5			595576			intron_variant			NEB			G			T			0.90			0.28			0.62


			NC_010457.5			595613			intron_variant			NEB			T			C			0.73			0.06			0.67


			NC_010457.5			595681			intron_variant			NEB			C			A			0.68			0.00			0.68


			NC_010457.5			595731			intron_variant			NEB			A			G			0.02			0.54			0.51


			NC_010457.5			595804			intron_variant			NEB			A			C			0.08			0.61			0.53


			NC_010457.5			595918			synonymous_variant			NEB			G			T			0.74			0.00			0.74


			NC_010457.5			595953			splice_region_variant&intron_variant			NEB			C			T			0.03			0.69			0.65


			NC_010457.5			595954			intron_variant			NEB			G			A			0.94			0.10			0.84


			NC_010457.5			595974			intron_variant			NEB			A			G			0.79			0.00			0.79


			NC_010457.5			596100			synonymous_variant			NEB			C			T			0.03			0.61			0.57


			NC_010457.5			596179			intron_variant			NEB			C			G			0.03			0.55			0.52


			NC_010457.5			596181			intron_variant			NEB			G			T			0.03			0.55			0.52


			NC_010457.5			597955			intron_variant			NEB			G			A			0.22			0.78			0.56


			NC_010457.5			598944			intron_variant			NEB			G			A			0.94			0.19			0.75


			NC_010457.5			598959			intron_variant			NEB			G			A			0.03			0.70			0.67


			NC_010457.5			599013			intron_variant			NEB			C			T			0.03			0.63			0.59


			NC_010457.5			599016			intron_variant			NEB			A			T			0.53			0.00			0.53


			NC_010457.5			600021			intron_variant			NEB			T			G			0.13			0.63			0.51


			NC_010457.5			600429			intron_variant			NEB			A			C			0.61			0.08			0.53


			NC_010457.5			600551			intron_variant			NEB			A			T			0.21			0.72			0.51


			NC_010457.5			600612			intron_variant			NEB			G			A			0.03			0.71			0.67


			NC_010457.5			601235			intron_variant			NEB			G			A			0.11			0.75			0.64


			NC_010457.5			601287			intron_variant			NEB			C			T			0.14			0.72			0.58


			NC_010457.5			601491			intron_variant			NEB			G			A			0.00			0.56


			NC_010457.5			601830			intron_variant			NEB			G			A			0.09			0.62			0.52


			NC_010457.5			601869			intron_variant			NEB			C			G			0.81			0.08			0.73


			NC_010457.5			602246			intron_variant			NEB			A			C			0.96			0.21			0.75


			NC_010457.5			603732			intron_variant			NEB			C			T			0.64			0.00			0.64


			NC_010457.5			603790			intron_variant			NEB			T			C			0.87			0.11			0.76


			NC_010457.5			603920			intron_variant			NEB			G			A			0.56			0.00			0.56


			NC_010457.5			603978			intron_variant			NEB			C			A			0.60			0.00			0.60


			NC_010457.5			604056			intron_variant			NEB			A			G			0.87			0.11			0.76


			NC_010457.5			604087			intron_variant			NEB			C			T			0.88			0.08			0.80


			NC_010457.5			604216			intron_variant			NEB			T			G			0.59			0.00			0.59


			NC_010457.5			604407			intron_variant			NEB			G			A			0.60			0.00			0.60


			NC_010457.5			604569			intron_variant			NEB			A			G			0.88			0.13			0.75


			NC_010457.5			604588			intron_variant			NEB			T			C			0.86			0.13			0.73


			NC_010457.5			605238			intron_variant			NEB			G			A			0.57			0.00			0.57


			NC_010457.5			605312			intron_variant			NEB			A			G			0.60			0.00			0.60


			NC_010457.5			605426			intron_variant			NEB			A			G			0.67			0.00			0.67


			NC_010457.5			605687			intron_variant			NEB			G			C			0.64			0.00			0.64


			NC_010457.5			606301			intron_variant			NEB			A			G			0.91			0.21			0.70


			NC_010457.5			606311			intron_variant			NEB			T			C			0.91			0.21			0.70


			NC_010457.5			607171			intron_variant			NEB			A			G			0.54			0.00			0.54


			NC_010457.5			607187			intron_variant			NEB			T			C			0.88			0.13			0.75


			NC_010457.5			607189			intron_variant			NEB			A			C			0.88			0.13			0.75


			NC_010457.5			607410			intron_variant			NEB			G			A			0.97			0.21			0.76


			NC_010457.5			608648			intron_variant			NEB			G			C			0.72			0.08			0.64


			NC_010457.5			609310			intron_variant			NEB			G			A			0.80			0.16			0.64


			NC_010457.5			609655			intron_variant			NEB			A			T			0.87			0.14			0.73


			NC_010457.5			610587			intron_variant			NEB			T			C			0.96			0.12			0.84


			NC_010457.5			610643			intron_variant			NEB			C			T			0.62			0.06			0.56


			NC_010457.5			611923			intron_variant			NEB			C			T			0.51			0.00			0.51


			NC_010457.5			612254			intron_variant			NEB			G			T			0.66			0.13			0.53


			NC_010457.5			612967			intron_variant			NEB			T			G			0.77			0.18			0.59


			NC_010457.5			613723			intron_variant			NEB			A			G			0.95			0.29			0.66


			NC_010457.5			613780			intron_variant			NEB			T			G			0.95			0.32			0.63


			NC_010457.5			613951			intron_variant			NEB			C			T			0.83			0.32			0.51


			NC_010457.5			614010			intron_variant			NEB			A			G			0.92			0.29			0.63


			NC_010457.5			614175			intron_variant			NEB			C			A			0.94			0.29			0.65


			NC_010457.5			614508			synonymous_variant			NEB			T			C			0.83			0.32			0.51


			NC_010457.5			616164			intron_variant			NEB			G			A			0.58			0.08			0.50


			NC_010457.5			616183			intron_variant			NEB			T			C			0.60			0.08			0.52


			NC_010457.5			616353			intron_variant			NEB			T			C			0.74			0.13			0.61


			NC_010457.5			617310			intron_variant			NEB			A			G			0.51			0.00			0.51


			NC_010457.5			619252			intron_variant			NEB			C			T			0.99			0.41			0.58


			NC_010457.5			620251			intron_variant			NEB			G			A			0.68			0.05			0.63


			NC_010457.5			620279			intron_variant			NEB			C			T			0.72			0.05			0.67


			NC_010457.5			620326			intron_variant			NEB			G			A			0.80			0.11			0.69


			NC_010457.5			620620			intron_variant			NEB			G			A			0.63			0.13			0.50


			NC_010457.5			620672			intron_variant			NEB			G			A			0.64			0.11			0.53


			NC_010457.5			620732			intron_variant			NEB			G			A			0.57			0.00			0.57


			NC_010457.5			620981			intron_variant			NEB			A			G			0.86			0.13			0.73


			NC_010457.5			621136			missense_variant			NEB			G			A			0.64			0.11			0.53


			NC_010457.5			678193			intron_variant			NEB			C			A			0.03			0.74			0.70


			NC_010457.5			678234			intron_variant			NEB			G			C			0.23			0.74			0.50


			NC_010457.5			678313			intron_variant			NEB			C			A			0.01			0.53			0.52


			NC_010457.5			678631			intron_variant			NEB			G			A			0.13			0.69			0.57


			NC_010457.5			678651			intron_variant			NEB			C			G			0.03			0.71			0.68


			NC_010457.5			678898			intron_variant			NEB			T			A			0.03			0.72			0.69


			NC_010457.5			679072			intron_variant			NEB			G			T			0.11			0.75			0.64


			NC_010457.5			679152			intron_variant			NEB			C			T			0.15			0.71			0.56


			NC_010457.5			679266			intron_variant			NEB			T			C			0.14			0.83			0.69


			NC_010457.5			681302			intron_variant			NEB			T			C			0.03			0.77			0.74


			NC_010457.5			682679			intron_variant			NEB			A			C			0.08			0.72			0.65


			NC_010457.5			682691			intron_variant			NEB			A			T			0.05			0.72			0.67


			NC_010457.5			682701			intron_variant			NEB			A			G			0.06			0.72			0.66


			NC_010457.5			683872			intron_variant			NEB			C			T			0.20			0.89			0.69


			NC_010457.5			684596			intron_variant			NEB			T			C			0.03			0.87			0.83


			NC_010457.5			684634			intron_variant			NEB			C			T			0.02			0.71			0.69


			NC_010457.5			684915			intron_variant			NEB			T			G			0.86			0.00			0.86


			NC_010457.5			684958			intron_variant			NEB			C			T			0.85			0.00			0.85


			NC_010457.5			684981			intron_variant			NEB			A			C			0.85			0.00			0.85


			NC_010457.5			685065			intron_variant			NEB			G			A			0.76			0.15			0.61


			NC_010457.5			685091			intron_variant			NEB			T			C			0.08			0.71			0.63


			NC_010457.5			685127			intron_variant			NEB			G			T			0.65			0.00			0.65


			NC_010457.5			685188			intron_variant			NEB			A			G			0.55			0.00			0.55


			NC_010457.5			685202			intron_variant			NEB			A			G			0.27			0.87			0.60


			NC_010457.5			685277			synonymous_variant			NEB			G			A			0.17			0.87			0.70


			NC_010457.5			685455			intron_variant			NEB			C			T			0.77			0.11			0.66


			NC_010457.5			686066			intron_variant			NEB			A			G			0.17			0.68			0.51


			NC_010457.5			686266			synonymous_variant			NEB			C			T			0.10			0.71			0.61


			NC_010457.5			686495			missense_variant			NEB			G			A			0.35			0.86			0.51


			NC_010457.5			686937			intron_variant			NEB			G			A			0.15			0.74			0.59


			NC_010457.5			687431			synonymous_variant			NEB			C			T			0.11			0.74			0.62


			NC_010457.5			688213			intron_variant			NEB			C			T			0.68			0.00			0.68


			NC_010457.5			688218			intron_variant			NEB			A			G			0.68			0.00			0.68


			NC_010457.5			689550			intron_variant			NEB			G			A			0.83			0.25			0.58


			NC_010457.5			689614			intron_variant			NEB			A			G			0.84			0.25			0.59


			NC_010457.5			689666			intron_variant			NEB			T			A			0.86			0.25			0.61


			NC_010457.5			689683			intron_variant			NEB			C			G			0.86			0.21			0.65


			NC_010457.5			689947			splice_region_variant&synonymous_variant			NEB			C			T			0.78			0.00			0.78


			NC_010457.5			689968			intron_variant			NEB			C			T			0.77			0.00			0.77


			NC_010457.5			689969			intron_variant			NEB			A			G			0.77			0.00			0.77


			NC_010457.5			690148			intron_variant			NEB			G			A			0.85			0.13			0.72


			NC_010457.5			690195			intron_variant			NEB			T			A			0.92			0.13			0.79


			NC_010457.5			690223			intron_variant			NEB			A			G			0.80			0.11			0.69


			NC_010457.5			690253			intron_variant			NEB			G			A			0.85			0.11			0.74


			NC_010457.5			690257			intron_variant			NEB			A			G			0.85			0.11			0.74


			NC_010457.5			690265			intron_variant			NEB			G			A			0.03			0.75			0.72


			NC_010457.5			690329			intron_variant			NEB			C			G			0.92			0.37			0.55


			NC_010457.5			691079			intron_variant			NEB			C			A			0.56			0.00			0.56


			NC_010457.5			691085			intron_variant			NEB			C			T			0.65			0.00			0.65


			NC_010457.5			691086			intron_variant			NEB			G			A			0.00			0.53


			NC_010457.5			691415			intron_variant			NEB			G			A			0.56			0.00			0.56


			NC_010457.5			691427			intron_variant			NEB			C			A			0.56			0.00			0.56


			NC_010457.5			691635			intron_variant			NEB			T			C			0.03			0.55			0.52


			NC_010457.5			691686			intron_variant			NEB			G			A			0.00			0.53


			NC_010457.5			691759			intron_variant			NEB			C			G			0.00			0.56


			NC_010457.5			691977			intron_variant			NEB			T			C			0.51			0.00			0.51


			NC_010457.5			693596			intron_variant			NEB			A			G			0.16			0.74			0.58


			NC_010457.5			693706			intron_variant			NEB			C			A			0.16			0.74			0.58


			NC_010457.5			693781			synonymous_variant			NEB			C			T			0.52			0.00			0.52


			NC_010457.5			694034			intron_variant			NEB			G			T			0.10			0.74			0.64


			NC_010457.5			694039			intron_variant			NEB			T			C			0.01			0.61			0.59


			NC_010457.5			694186			intron_variant			NEB			T			C			0.59			0.00			0.59


			NC_010457.5			694252			intron_variant			NEB			C			T			0.19			0.74			0.55


			NC_010457.5			694683			synonymous_variant			NEB			G			A			0.07			0.71			0.64


			NC_010457.5			695910			intron_variant			NEB			C			T			0.59			0.00			0.59


			NC_010457.5			696917			intron_variant			NEB			T			C			0.02			0.58			0.56


			NC_010457.5			697652			intron_variant			NEB			C			T			0.59			0.00			0.59


			NC_010457.5			697905			intron_variant			NEB			T			A			0.56			0.00			0.56


			NC_010457.5			698156			intron_variant			NEB			G			A			0.01			0.58			0.57


			NC_010457.5			698157			intron_variant			NEB			C			G			0.60			0.00			0.60


			NC_010457.5			698424			intron_variant			NEB			C			T			0.07			0.75			0.68


			NC_010457.5			699371			intron_variant			NEB			C			G			0.58			0.00			0.58


			NC_010457.5			699437			intron_variant			NEB			A			G			0.12			0.69			0.58


			NC_010457.5			699551			intron_variant			NEB			G			T			0.30			0.85			0.55


			NC_010457.5			699606			intron_variant			NEB			T			A			0.07			0.58			0.51


			NC_010457.5			700187			synonymous_variant			NEB			A			G			0.63			0.13			0.50


			NC_010457.5			700389			intron_variant			NEB			G			A			0.07			0.58			0.51


			NC_010457.5			700445			intron_variant			NEB			A			G			0.71			0.13			0.58


			NC_010457.5			700608			intron_variant			NEB			C			T			0.52			0.00			0.52


			NC_010457.5			700638			intron_variant			NEB			G			A			0.01			0.61			0.59


			NC_010457.5			700922			intron_variant			NEB			G			A			0.55			0.00			0.55


			NC_010457.5			701054			intron_variant			NEB			G			A			0.07			0.61			0.54


			NC_010457.5			701207			intron_variant			NEB			T			G			0.20			0.74			0.53


			NC_010457.5			701223			intron_variant			NEB			A			G			0.07			0.61			0.54


			NC_010457.5			701721			intron_variant			NEB			C			T			0.06			0.58			0.52


			NC_010457.5			702363			synonymous_variant			NEB			G			A			0.07			0.61			0.54


			NC_010457.5			702591			intron_variant			NEB			C			T			0.09			0.74			0.65


			NC_010457.5			702622			intron_variant			NEB			A			G			0.51			0.00			0.51


			NC_010457.5			702721			intron_variant			NEB			A			G			0.10			0.74			0.63


			NC_010457.5			703110			intron_variant			NEB			G			A			0.10			0.71			0.61


			NC_010457.5			703122			intron_variant			NEB			C			T			0.52			0.00			0.52


			NC_010457.5			703604			synonymous_variant			NEB			C			G			0.58			0.00			0.58


			NC_010457.5			703715			intron_variant			NEB			A			G			0.66			0.00			0.66


			NC_010457.5			703734			intron_variant			NEB			G			C			0.61			0.00			0.61


			NC_010457.5			704244			intron_variant			NEB			T			C			0.57			0.00			0.57


			NC_010457.5			704245			intron_variant			NEB			G			A			0.57			0.00			0.57


			NC_010457.5			704283			intron_variant			NEB			A			C			0.70			0.13			0.57


			NC_010457.5			704449			intron_variant			NEB			A			G			0.53			0.00			0.53


			NC_010457.5			704531			intron_variant			NEB			G			A			0.56			0.00			0.56


			NC_010457.5			705371			intron_variant			NEB			A			C			0.64			0.13			0.51


			NC_010457.5			707308			intron_variant			NEB			T			C			0.26			0.87			0.61


			NC_010457.5			707395			intron_variant			NEB			C			G			0.68			0.11			0.57


			NC_010457.5			707989			intron_variant			NEB			T			C			0.20			0.74			0.53


			NC_010457.5			708996			intron_variant			NEB			A			G			0.17			0.74			0.57


			NC_010457.5			709044			intron_variant			NEB			A			G			0.19			0.76			0.58


			NC_010457.5			709249			intron_variant			NEB			G			A			0.19			0.74			0.54


			NC_010457.5			709443			intron_variant			NEB			A			C			0.19			0.74			0.55


			NC_010457.5			710616			intron_variant			NEB			A			G			0.77			0.11			0.66


			NC_010457.5			713329			intron_variant			NEB			T			C			0.98			0.37			0.61


			NC_010457.5			713531			intron_variant			NEB			A			G			0.23			0.76			0.54


			NC_010457.5			713638			intron_variant			NEB			A			G			0.65			0.13			0.52


			NC_010457.5			714056			intron_variant			NEB			C			T			0.01			0.55			0.54


			NC_010457.5			715774			intron_variant			NEB			G			T			0.02			0.58			0.56


			NC_010457.5			716035			intron_variant			NEB			T			C			0.95			0.33			0.62


			NC_010457.5			716036			intron_variant			NEB			C			A			0.02			0.69			0.66


			NC_010457.5			717112			intron_variant			NEB			A			G			0.65			0.13			0.52


			NC_010457.5			717950			intron_variant			NEB			G			C			0.61			0.11			0.50


			NC_010457.5			717951			intron_variant			NEB			T			C			0.76			0.11			0.65


			NC_010457.5			724411			intron_variant			NEB			G			A			0.57			0.00			0.57


			NC_010457.5			724489			intron_variant			NEB			A			C			0.59			0.00			0.59


			NC_010457.5			724848			intron_variant			NEB			T			C			0.62			0.00			0.62


			NC_010457.5			725336			intron_variant			NEB			A			C			0.69			0.15			0.54


			NC_010457.5			726382			intron_variant			NEB			T			C			0.85			0.26			0.59


			NC_010457.5			727046			intron_variant			NEB			A			G			0.88			0.24			0.64


			NC_010457.5			727123			intron_variant			NEB			C			T			0.87			0.21			0.66


			NC_010457.5			727272			intron_variant			NEB			C			A			0.87			0.16			0.71


			NC_010457.5			727326			intron_variant			NEB			A			G			0.87			0.24			0.63


			NC_010457.5			728313			intron_variant			NEB			T			C			0.52			0.00			0.52


			NC_010457.5			728884			intron_variant			NEB			A			T			0.90			0.34			0.56


			NC_010457.5			729175			intron_variant			NEB			T			C			0.59			0.00			0.59


			NC_010457.5			734263			intron_variant			NEB			A			C			0.71			0.21			0.50


			NC_010457.5			734294			intron_variant			NEB			G			C			0.93			0.38			0.55


			NC_010457.5			734913			intron_variant			NEB			G			T			0.82			0.00			0.82


			NC_010457.5			735145			intron_variant			NEB			G			A			0.72			0.11			0.61


			NC_010457.5			735357			intron_variant			NEB			G			A			0.52			0.00			0.52


			NC_010457.5			735364			intron_variant			NEB			G			A			0.52			0.00			0.52


			NC_010457.5			735999			intron_variant			NEB			A			C			0.63			0.00			0.63


			NC_010457.5			736534			intron_variant			NEB			T			C			0.78			0.11			0.67


			NC_010457.5			746043			intron_variant			NEB			C			T			0.74			0.00			0.74


			NC_010457.5			756455			intron_variant			NEB			G			A			0.73			0.13			0.60


			NC_010457.5			756608			intron_variant			NEB			C			T			0.63			0.13			0.50


			NC_010457.5			757225			intron_variant			NEB			A			G			0.69			0.15			0.54


			NC_010457.5			757711			intron_variant			NEB			T			C			0.51			0.00			0.51


			NC_010457.5			758023			intron_variant			NEB			A			G			0.61			0.11			0.50


			NC_010457.5			758029			intron_variant			NEB			A			G			0.61			0.11			0.50


			NC_010457.5			759342			intron_variant			NEB			A			G			0.65			0.13			0.52


			NC_010457.5			763287			intron_variant			NEB			G			A			0.06			0.58			0.52


			NC_010457.5			763485			intron_variant			NEB			C			T			0.78			0.00			0.78


			NC_010457.5			765267			intron_variant			NEB			A			C			0.78			0.13			0.65


			NC_010457.5			765635			3_prime_UTR_variant			NEB			G			A			0.02			0.55			0.53


			NC_010457.5			766241			downstream_gene_variant			NEB			G			A			0.69			0.00			0.69


			NC_010457.5			33532559			intron_variant			MYOM2			C			A			0.10			1.00			0.90


			NC_010457.5			33532992			intron_variant			MYOM2			A			G			0.72			0.00			0.72


			NC_010457.5			33533046			intron_variant			MYOM2			T			A			0.72			0.00			0.72


			NC_010457.5			33533329			intron_variant			MYOM2			C			T			0.09			0.86			0.77


			NC_010457.5			33537058			splice_region_variant&intron_variant			MYOM2			G			A			0.86			0.00			0.86


			NC_010457.5			33546654			intron_variant			MYOM2			C			A			0.83			0.00			0.83


			NC_010457.5			33547252			intron_variant			MYOM2			A			G			0.87			0.05			0.82


			NC_010457.5			33547531			intron_variant			MYOM2			T			C			0.80			0.06			0.74


			NC_010457.5			33547794			intron_variant			MYOM2			G			A			0.59			0.00			0.59


			NC_010457.5			33547957			intron_variant			MYOM2			A			G			0.86			0.07			0.79


			NC_010457.5			33548000			intron_variant			MYOM2			A			G			0.86			0.06			0.80


			NC_010457.5			33548466			intron_variant			MYOM2			C			G			0.66			0.00			0.66


			NC_010457.5			33548523			intron_variant			MYOM2			G			T			0.63			0.06			0.57


			NC_010457.5			33548587			intron_variant			MYOM2			T			C			0.68			0.05			0.63


			NC_010457.5			33549456			intron_variant			MYOM2			G			C			0.79			0.05			0.74


			NC_010457.5			33549855			intron_variant			MYOM2			A			G			0.17			1.00			0.83


			NC_010457.5			33549897			intron_variant			MYOM2			C			T			0.13			1.00			0.87


			NC_010457.5			33552442			intron_variant			MYOM2			A			G			0.58			0.05			0.53


			NC_010457.5			33552616			intron_variant			MYOM2			A			T			0.81			0.05			0.76


			NC_010457.5			33552837			intron_variant			MYOM2			G			A			0.82			0.06			0.76


			NC_010457.5			33552890			intron_variant			MYOM2			A			G			0.66			0.00			0.66


			NC_010457.5			33553173			intron_variant			MYOM2			C			A			0.82			0.05			0.77


			NC_010457.5			33553190			intron_variant			MYOM2			C			T			0.83			0.05			0.78


			NC_010457.5			33553406			intron_variant			MYOM2			G			A			0.88			0.05			0.83


			NC_010457.5			33553419			intron_variant			MYOM2			A			G			0.73			0.05			0.68


			NC_010457.5			33553442			intron_variant			MYOM2			T			C			1.00			0.47			0.53


			NC_010457.5			33553450			intron_variant			MYOM2			A			G			0.88			0.05			0.83


			NC_010457.5			33553533			intron_variant			MYOM2			G			T			0.88			0.05			0.83


			NC_010457.5			33553720			intron_variant			MYOM2			G			T			0.58			0.05			0.53


			NC_010457.5			33553807			intron_variant			MYOM2			A			C			0.88			0.00			0.88


			NC_010457.5			33553903			intron_variant			MYOM2			C			T			0.64			0.00			0.64


			NC_010457.5			33553941			intron_variant			MYOM2			C			A			0.87			0.05			0.82


			NC_010457.5			33554146			intron_variant			MYOM2			A			T			0.86			0.05			0.81


			NC_010457.5			33554158			intron_variant			MYOM2			C			T			0.65			0.05			0.60


			NC_010457.5			33554218			intron_variant			MYOM2			C			T			0.78			0.05			0.73


			NC_010457.5			33554897			intron_variant			MYOM2			C			T			0.82			0.05			0.77


			NC_010457.5			33555241			intron_variant			MYOM2			G			A			0.59			0.00			0.59


			NC_010457.5			33555429			intron_variant			MYOM2			C			T			0.66			0.06			0.60


			NC_010457.5			33555596			intron_variant			MYOM2			T			C			0.71			0.00			0.71


			NC_010457.5			33555853			intron_variant			MYOM2			T			C			0.84			0.06			0.78


			NC_010457.5			33555898			intron_variant			MYOM2			A			G			0.62			0.06			0.56


			NC_010457.5			33556032			intron_variant			MYOM2			C			T			0.67			0.00			0.67


			NC_010457.5			33556073			intron_variant			MYOM2			C			T			0.73			0.05			0.68


			NC_010457.5			33557145			intron_variant			MYOM2			A			G			0.28			0.95			0.67


			NC_010457.5			33557295			intron_variant			MYOM2			G			A			0.63			0.00			0.63


			NC_010457.5			33557390			intron_variant			MYOM2			C			A			0.84			0.05			0.79


			NC_010457.5			33557404			intron_variant			MYOM2			G			A			0.59			0.00			0.59


			NC_010457.5			33557411			intron_variant			MYOM2			G			C			0.83			0.05			0.78


			NC_010457.5			33557430			intron_variant			MYOM2			C			T			0.59			0.00			0.59


			NC_010457.5			33557477			intron_variant			MYOM2			A			G			0.83			0.05			0.78


			NC_010457.5			33557593			synonymous_variant			MYOM2			T			C			0.82			0.05			0.77


			NC_010457.5			33558114			intron_variant			MYOM2			T			C			0.81			0.05			0.76


			NC_010457.5			33559274			intron_variant			MYOM2			A			G			1.00			0.44			0.56


			NC_010457.5			33559300			intron_variant			MYOM2			A			G			0.77			0.06			0.71


			NC_010457.5			33559316			intron_variant			MYOM2			A			G			0.79			0.00			0.79


			NC_010457.5			33559336			intron_variant			MYOM2			T			C			0.80			0.00			0.80


			NC_010457.5			33559346			intron_variant			MYOM2			G			T			0.60			0.00			0.60


			NC_010457.5			33559362			intron_variant			MYOM2			T			C			0.65			0.00			0.65


			NC_010457.5			33559397			intron_variant			MYOM2			A			G			0.81			0.00			0.81


			NC_010457.5			33559535			intron_variant			MYOM2			G			A			0.81			0.00			0.81


			NC_010457.5			33559543			intron_variant			MYOM2			A			G			0.81			0.00			0.81


			NC_010457.5			33559564			intron_variant			MYOM2			G			A			0.81			0.00			0.81


			NC_010457.5			33559584			intron_variant			MYOM2			T			C			0.81			0.00			0.81


			NC_010457.5			33559739			intron_variant			MYOM2			C			T			0.53			0.00			0.53


			NC_010457.5			33559787			intron_variant			MYOM2			T			C			0.81			0.00			0.81


			NC_010457.5			33559939			intron_variant			MYOM2			C			T			0.61			0.00			0.61


			NC_010457.5			33559940			intron_variant			MYOM2			A			G			0.82			0.00			0.82


			NC_010457.5			33559972			intron_variant			MYOM2			G			T			0.86			0.05			0.81


			NC_010457.5			33559995			intron_variant			MYOM2			C			A			0.22			1.00			0.78


			NC_010457.5			33560109			intron_variant			MYOM2			A			G			0.84			0.00			0.84


			NC_010457.5			33560303			intron_variant			MYOM2			C			T			0.40			1.00			0.60


			NC_010457.5			33560416			splice_region_variant&synonymous_variant			MYOM2			T			G			0.36			1.00			0.64


			NC_010457.5			33560930			intron_variant			MYOM2			G			A			0.17			0.95			0.78


			NC_010457.5			33560955			intron_variant			MYOM2			G			C			0.39			0.95			0.56


			NC_010457.5			33561216			missense_variant			MYOM2			A			C			0.57			0.00			0.57


			NC_010457.5			33561269			intron_variant			MYOM2			T			G			0.36			1.00			0.64


			NC_010457.5			33561358			intron_variant			MYOM2			G			A			0.30			1.00			0.70


			NC_010457.5			33562164			intron_variant			MYOM2			T			C			0.33			1.00			0.68


			NC_010457.5			33562318			intron_variant			MYOM2			T			C			0.11			0.95			0.83


			NC_010457.5			33562330			intron_variant			MYOM2			A			G			0.18			1.00			0.82


			NC_010457.5			33562475			intron_variant			MYOM2			T			C			0.79			0.00			0.79


			NC_010457.5			33563387			intron_variant			MYOM2			A			G			0.80			0.00			0.80


			NC_010457.5			33563534			intron_variant			MYOM2			C			T			0.80			0.00			0.80


			NC_010457.5			33564586			intron_variant			MYOM2			A			G			0.78			0.00			0.78


			NC_010457.5			33564606			intron_variant			MYOM2			C			A			0.78			0.00			0.78


			NC_010457.5			33564650			intron_variant			MYOM2			C			T			0.77			0.00			0.77


			NC_010457.5			33564664			intron_variant			MYOM2			T			C			0.80			0.00			0.80


			NC_010457.5			33565364			intron_variant			MYOM2			G			A			0.84			0.00			0.84


			NC_010457.5			33565413			intron_variant			MYOM2			C			T			0.85			0.00			0.85


			NC_010457.5			33565430			intron_variant			MYOM2			G			C			0.85			0.00			0.85


			NC_010457.5			33565469			intron_variant			MYOM2			C			T			0.85			0.00			0.85


			NC_010457.5			33565735			intron_variant			MYOM2			A			G			0.83			0.05			0.78


			NC_010457.5			33566278			intron_variant			MYOM2			A			G			0.74			0.00			0.74


			NC_010457.5			33566518			intron_variant			MYOM2			C			T			0.88			0.11			0.77


			NC_010457.5			33566770			intron_variant			MYOM2			T			C			0.82			0.00			0.82


			NC_010457.5			33567583			intron_variant			MYOM2			C			A			0.82			0.08			0.74


			NC_010457.5			33567726			intron_variant			MYOM2			T			A			0.87			0.05			0.82


			NC_010457.5			33568162			intron_variant			MYOM2			G			A			0.81			0.00			0.81


			NC_010457.5			33568282			intron_variant			MYOM2			C			T			0.12			0.94			0.82


			NC_010457.5			33568283			intron_variant			MYOM2			A			G			0.12			0.94			0.82


			NC_010457.5			33568340			intron_variant			MYOM2			T			C			0.12			0.94			0.83


			NC_010457.5			33568367			intron_variant			MYOM2			C			A			0.88			0.05			0.83


			NC_010457.5			33568482			intron_variant			MYOM2			T			C			0.83			0.05			0.78


			NC_010457.5			33568582			intron_variant			MYOM2			T			C			0.65			0.05			0.60


			NC_010457.5			33568647			intron_variant			MYOM2			G			C			0.65			0.00			0.65


			NC_010457.5			33568661			intron_variant			MYOM2			A			C			0.66			0.05			0.61


			NC_010457.5			33568710			intron_variant			MYOM2			T			C			0.86			0.05			0.81


			NC_010457.5			33568726			intron_variant			MYOM2			G			C			0.79			0.05			0.74


			NC_010457.5			33568826			intron_variant			MYOM2			A			G			0.66			0.05			0.61


			NC_010457.5			33568920			intron_variant			MYOM2			G			A			0.77			0.05			0.72


			NC_010457.5			33568962			intron_variant			MYOM2			G			A			0.74			0.05			0.69


			NC_010457.5			33568968			intron_variant			MYOM2			A			G			0.74			0.05			0.69


			NC_010457.5			33568999			intron_variant			MYOM2			A			C			0.73			0.06			0.67


			NC_010457.5			33569069			intron_variant			MYOM2			T			C			0.87			0.05			0.82


			NC_010457.5			33569756			intron_variant			MYOM2			A			G			0.85			0.05			0.80


			NC_010457.5			33569787			intron_variant			MYOM2			A			G			0.86			0.05			0.81


			NC_010457.5			33569852			synonymous_variant			MYOM2			T			C			0.86			0.05			0.81


			NC_010457.5			33569933			synonymous_variant			MYOM2			T			C			0.79			0.05			0.74


			NC_010457.5			33570490			intron_variant			MYOM2			T			C			0.10			0.95			0.85


			NC_010457.5			33570517			intron_variant			MYOM2			T			C			0.48			1.00			0.52


			NC_010457.5			33570518			intron_variant			MYOM2			G			C			0.48			1.00			0.52


			NC_010457.5			33570561			intron_variant			MYOM2			A			G			0.23			0.95			0.72


			NC_010457.5			33570570			intron_variant			MYOM2			A			G			0.14			0.95			0.81


			NC_010457.5			33570587			intron_variant			MYOM2			G			A			0.10			0.94			0.85


			NC_010457.5			33571099			intron_variant			MYOM2			T			C			0.85			0.06			0.79


			NC_010457.5			33571112			intron_variant			MYOM2			C			T			0.21			0.95			0.74


			NC_010457.5			33571155			intron_variant			MYOM2			G			A			0.12			1.00			0.88


			NC_010457.5			33571189			intron_variant			MYOM2			G			A			0.20			0.94			0.74


			NC_010457.5			33571637			intron_variant			MYOM2			T			C			0.91			0.05			0.86


			NC_010457.5			33572018			intron_variant			MYOM2			T			C			0.90			0.05			0.85


			NC_010457.5			33572268			intron_variant			MYOM2			T			C			0.55			0.00			0.55


			NC_010457.5			33572294			intron_variant			MYOM2			T			G			0.10			0.94			0.84


			NC_010457.5			33572527			intron_variant			MYOM2			A			C			0.67			0.00			0.67


			NC_010457.5			33572667			intron_variant			MYOM2			C			T			0.56			0.05			0.51


			NC_010457.5			33573342			intron_variant			MYOM2			G			A			0.51			0.00			0.51


			NC_010457.5			33573810			intron_variant			MYOM2			G			T			0.70			0.06			0.64


			NC_010457.5			33574054			intron_variant			MYOM2			C			G			0.71			0.05			0.66


			NC_010457.5			33574365			intron_variant			MYOM2			A			G			0.86			0.00			0.86


			NC_010457.5			33574636			synonymous_variant			MYOM2			T			C			0.86			0.05			0.81


			NC_010457.5			33574718			missense_variant			MYOM2			A			C			0.77			0.05			0.72


			NC_010457.5			33574833			intron_variant			MYOM2			T			G			0.32			1.00			0.68


			NC_010457.5			33574908			intron_variant			MYOM2			G			A			0.64			0.00			0.64


			NC_010457.5			33574927			intron_variant			MYOM2			C			T			0.54			0.00			0.54


			NC_010457.5			33575071			intron_variant			MYOM2			A			C			0.61			0.00			0.61


			NC_010457.5			33575589			intron_variant			MYOM2			T			C			0.57			0.05			0.52


			NC_010457.5			33575620			intron_variant			MYOM2			T			C			0.56			0.05			0.51


			NC_010457.5			33575641			intron_variant			MYOM2			G			A			0.54			0.00			0.54


			NC_010457.5			33575658			intron_variant			MYOM2			T			C			0.55			0.05			0.50


			NC_010457.5			33575664			intron_variant			MYOM2			T			C			0.56			0.05			0.51


			NC_010457.5			33575805			intron_variant			MYOM2			T			C			0.88			0.05			0.83


			NC_010457.5			33575960			intron_variant			MYOM2			A			G			0.86			0.05			0.81


			NC_010457.5			33577205			intron_variant			MYOM2			A			G			0.13			0.94			0.81


			NC_010457.5			33577271			intron_variant			MYOM2			T			C			0.55			0.00			0.55


			NC_010457.5			33577747			missense_variant			MYOM2			G			C			0.59			0.05			0.54


			NC_010457.5			33577752			synonymous_variant			MYOM2			T			C			0.86			0.05			0.81


			NC_010457.5			33577812			synonymous_variant			MYOM2			C			T			0.93			0.11			0.82


			NC_010457.5			33578129			intron_variant			MYOM2			T			G			0.92			0.11			0.81


			NC_010457.5			33578157			intron_variant			MYOM2			T			C			0.72			0.05			0.67


			NC_010457.5			33578239			intron_variant			MYOM2			C			A			0.90			0.12			0.78


			NC_010457.5			33578354			intron_variant			MYOM2			A			G			0.88			0.08			0.80


			NC_010457.5			33578452			intron_variant			MYOM2			T			G			0.63			0.05			0.58


			NC_010457.5			33578686			intron_variant			MYOM2			A			G			0.51			0.00			0.51


			NC_010457.5			33579338			intron_variant			MYOM2			T			G			0.55			0.00			0.55


			NC_010457.5			33583181			intron_variant			MYOM2			A			G			0.51			0.00			0.51


			NC_010457.5			33583248			intron_variant			MYOM2			T			A			0.53			0.03			0.50


			NC_010457.5			33586317			intron_variant			MYOM2			T			C			0.99			0.47			0.52


			NC_010457.5			33588649			intron_variant			MYOM2			A			G			0.65			0.00			0.65


			NC_010457.5			33588742			intron_variant			MYOM2			A			G			0.74			0.11			0.63


			NC_010457.5			33588774			intron_variant			MYOM2			A			G			0.60			0.05			0.55


			NC_010457.5			33589298			intron_variant			MYOM2			T			C			0.58			0.00			0.58


			NC_010457.5			33590189			intron_variant			MYOM2			T			G			0.63			0.11			0.52


			NC_010457.5			33590390			intron_variant			MYOM2			A			T			0.74			0.11			0.63


			NC_010457.5			33591260			intron_variant			MYOM2			T			G			0.76			0.11			0.65


			NC_010457.5			33592718			intron_variant			MYOM2			G			A			0.78			0.11			0.67


			NC_010457.5			33592889			intron_variant			MYOM2			T			G			0.73			0.11			0.62


			NC_010457.5			33593276			intron_variant			MYOM2			G			A			0.74			0.11			0.63


			NC_010457.5			33593419			intron_variant			MYOM2			G			A			0.27			0.89			0.63


			NC_010457.5			33593499			intron_variant			MYOM2			G			T			0.33			0.89			0.56


			NC_010457.5			33593630			intron_variant			MYOM2			A			T			0.79			0.11			0.68


			NC_010457.5			33593733			intron_variant			MYOM2			A			G			0.71			0.08			0.63


			NC_010457.5			33593979			intron_variant			MYOM2			A			G			0.71			0.11			0.60


			NC_010457.5			33594200			intron_variant			MYOM2			A			G			0.74			0.11			0.63


			NC_010457.5			33594642			intron_variant			MYOM2			G			A			0.72			0.08			0.64


			NC_010457.5			33594682			intron_variant			MYOM2			T			C			0.80			0.05			0.75


			NC_010457.5			33594731			intron_variant			MYOM2			A			G			0.87			0.05			0.82


			NC_010457.5			33594757			intron_variant			MYOM2			T			C			0.83			0.11			0.72


			NC_010457.5			33594785			intron_variant			MYOM2			G			A			0.65			0.05			0.60


			NC_010457.5			33595324			intron_variant			MYOM2			G			C			0.51			0.00			0.51


			NC_010457.5			33595551			intron_variant			MYOM2			A			G			0.79			0.11			0.68


			NC_010457.5			33595571			intron_variant			MYOM2			C			T			0.65			0.00			0.65


			NC_010457.5			33595572			intron_variant			MYOM2			G			A			0.61			0.00			0.61


			NC_010457.5			33595855			intron_variant			MYOM2			A			G			0.69			0.00			0.69


			NC_010457.5			33595991			intron_variant			MYOM2			T			C			0.67			0.00			0.67


			NC_010457.5			33596009			intron_variant			MYOM2			C			T			0.69			0.00			0.69


			NC_010457.5			33596133			intron_variant			MYOM2			C			T			0.57			0.00			0.57


			NC_010457.5			33596134			intron_variant			MYOM2			T			G			0.78			0.11			0.67


			NC_010457.5			33596178			intron_variant			MYOM2			T			C			0.91			0.08			0.83


			NC_010457.5			33596283			intron_variant			MYOM2			A			G			0.81			0.08			0.73


			NC_010457.5			33596411			intron_variant			MYOM2			A			T			0.82			0.05			0.77


			NC_010457.5			33597582			intron_variant			MYOM2			A			G			0.64			0.00			0.64


			NC_010457.5			33597672			intron_variant			MYOM2			T			C			0.68			0.00			0.68


			NC_010457.5			33597682			intron_variant			MYOM2			C			T			0.67			0.00			0.67


			NC_010457.5			33597733			intron_variant			MYOM2			G			A			0.53			0.00			0.53


			NC_010457.5			33597840			intron_variant			MYOM2			A			T			0.62			0.00			0.62


			NC_010457.5			33597981			intron_variant			MYOM2			T			C			0.65			0.06			0.59


			NC_010457.5			33598609			intron_variant			MYOM2			T			C			0.55			0.05			0.50


			NC_010457.5			33598982			intron_variant			MYOM2			T			C			0.90			0.08			0.82


			NC_010457.5			33599562			intron_variant			MYOM2			A			C			0.76			0.08			0.68


			NC_010457.5			33599606			intron_variant			MYOM2			G			A			0.90			0.08			0.82


			NC_010457.5			33604226			intron_variant			MYOM2			A			G			0.28			1.00			0.72


			NC_010457.5			33604836			intron_variant			MYOM2			T			C			0.56			0.00			0.56


			NC_010457.5			33606405			synonymous_variant			MYOM2			T			C			0.87			0.05			0.82


			NC_010457.5			33607063			downstream_gene_variant			MYOM2			G			A			0.88			0.05			0.83


			NC_010457.5			33607382			downstream_gene_variant			MYOM2			G			A			0.81			0.05			0.76


			NC_010457.5			33607421			downstream_gene_variant			MYOM2			C			A			0.62			0.00			0.62


			NC_010457.5			33607569			downstream_gene_variant			MYOM2			A			G			0.80			0.05			0.75


			NC_010457.5			33607640			downstream_gene_variant			MYOM2			C			T			0.70			0.05			0.65


			NC_010457.5			33607653			downstream_gene_variant			MYOM2			C			A			0.74			0.06			0.68


			NC_010457.5			33607687			downstream_gene_variant			MYOM2			C			T			0.73			0.00			0.73


			NC_010457.5			33607728			downstream_gene_variant			MYOM2			T			C			0.83			0.05			0.78


			NC_010457.5			33607735			downstream_gene_variant			MYOM2			G			A			0.73			0.05			0.68


			NC_010457.5			33607875			downstream_gene_variant			MYOM2			C			T			0.89			0.06			0.83


			NC_010457.5			33608021			intergenic_region			MYOM2-LOC110257104			G			A			0.76			0.07			0.69


			NC_010457.5			33608087			intergenic_region			MYOM2-LOC110257104			T			C			0.76			0.05			0.71


			NC_010457.5			33608097			intergenic_region			MYOM2-LOC110257104			A			G			0.87			0.05			0.82


			NC_010457.5			33608368			intergenic_region			MYOM2-LOC110257104			T			G			0.88			0.05			0.83


			NC_010457.5			33608373			intergenic_region			MYOM2-LOC110257104			A			C			0.88			0.05			0.83


			NC_010457.5			33609372			intergenic_region			MYOM2-LOC110257104			C			A			0.10			0.88			0.78


			NC_010457.5			33609436			intergenic_region			MYOM2-LOC110257104			G			A			0.90			0.08			0.82


			NC_010457.5			33609621			intergenic_region			MYOM2-LOC110257104			T			G			0.98			0.19			0.79


			NC_010457.5			33609672			intergenic_region			MYOM2-LOC110257104			C			T			0.53			0.00			0.53


			NC_010457.5			33609749			intergenic_region			MYOM2-LOC110257104			C			T			0.52			0.00			0.52


			NC_010457.5			33610369			intergenic_region			MYOM2-LOC110257104			G			A			0.69			0.03			0.66


			NC_010457.5			33610373			intergenic_region			MYOM2-LOC110257104			T			C			0.70			0.00			0.70


			NC_010457.5			33610381			intergenic_region			MYOM2-LOC110257104			G			A			0.70			0.00			0.70


			NC_010457.5			33610409			intergenic_region			MYOM2-LOC110257104			C			T			0.59			0.00			0.59


			NC_010457.5			33610491			intergenic_region			MYOM2-LOC110257104			A			C			0.35			1.00			0.65


			NC_010457.5			33610543			intergenic_region			MYOM2-LOC110257104			T			C			0.74			0.11			0.63


			NC_010457.5			33610568			intergenic_region			MYOM2-LOC110257104			C			T			0.53			0.00			0.53


			NC_010457.5			33610603			intergenic_region			MYOM2-LOC110257104			G			T			0.71			0.11			0.60


			NC_010457.5			33610915			intergenic_region			MYOM2-LOC110257104			A			T			0.55			0.00			0.55


			NC_010457.5			33611076			intergenic_region			MYOM2-LOC110257104			T			C			0.69			0.05			0.64


			NC_010457.5			33612109			intergenic_region			MYOM2-LOC110257104			A			C			0.85			0.05			0.80


			NC_010457.5			33613607			intergenic_region			MYOM2-LOC110257104			T			C			0.71			0.05			0.66


			NC_010457.5			33613692			intergenic_region			MYOM2-LOC110257104			C			T			0.74			0.00			0.74


			NC_010457.5			33613819			intergenic_region			MYOM2-LOC110257104			C			T			0.88			0.05			0.83


			NC_010457.5			33613892			intergenic_region			MYOM2-LOC110257104			T			C			0.87			0.05			0.82


			NC_010457.5			33614000			intergenic_region			MYOM2-LOC110257104			C			T			0.76			0.00			0.76


			NC_010457.5			33614109			intergenic_region			MYOM2-LOC110257104			G			A			0.85			0.00			0.85


			NC_010457.5			33614121			intergenic_region			MYOM2-LOC110257104			G			A			0.86			0.00			0.86


			NC_010457.5			33614151			intergenic_region			MYOM2-LOC110257104			C			A			0.75			0.00			0.75


			NC_010457.5			33614152			intergenic_region			MYOM2-LOC110257104			C			T			0.75			0.00			0.75


			NC_010457.5			33614190			intergenic_region			MYOM2-LOC110257104			T			C			0.77			0.06			0.71


			NC_010457.5			33614193			intergenic_region			MYOM2-LOC110257104			T			C			0.84			0.00			0.84


			NC_010457.5			33614221			intergenic_region			MYOM2-LOC110257104			T			C			0.66			0.00			0.66


			NC_010457.5			33614297			intergenic_region			MYOM2-LOC110257104			A			G			0.78			0.06			0.72


			NC_010457.5			33614300			intergenic_region			MYOM2-LOC110257104			T			C			0.78			0.06			0.72


			NC_010457.5			33614325			intergenic_region			MYOM2-LOC110257104			T			C			0.74			0.06			0.68


			NC_010457.5			33614404			intergenic_region			MYOM2-LOC110257104			A			G			0.90			0.05			0.85


			NC_010457.5			33614462			intergenic_region			MYOM2-LOC110257104			G			A			0.88			0.06			0.82


			NC_010457.5			33614475			intergenic_region			MYOM2-LOC110257104			T			A			0.83			0.06			0.77


			NC_010457.5			33614516			intergenic_region			MYOM2-LOC110257104			C			T			0.74			0.00			0.74


			NC_010457.5			33614885			intergenic_region			MYOM2-LOC110257104			T			C			0.84			0.00			0.84


			NC_010457.5			33615199			intergenic_region			MYOM2-LOC110257104			T			A			0.78			0.00			0.78


			NC_010457.5			33615210			intergenic_region			MYOM2-LOC110257104			A			G			0.84			0.05			0.79


			NC_010457.5			33615231			intergenic_region			MYOM2-LOC110257104			G			A			0.83			0.05			0.78


			NC_010457.5			33615552			intergenic_region			MYOM2-LOC110257104			C			A			0.84			0.05			0.79


			NC_010457.5			33615556			intergenic_region			MYOM2-LOC110257104			T			C			0.84			0.05			0.79


			NC_010457.5			33615798			intergenic_region			MYOM2-LOC110257104			C			T			0.83			0.00			0.83


			NC_010457.5			33616637			intergenic_region			MYOM2-LOC110257104			T			C			0.90			0.11			0.79


			NC_010457.5			33617064			intergenic_region			MYOM2-LOC110257104			C			A			0.88			0.26			0.62


			NC_010457.5			33617835			intergenic_region			MYOM2-LOC110257104			A			C			0.88			0.14			0.74


			NC_010457.5			33617885			intergenic_region			MYOM2-LOC110257104			G			T			0.88			0.13			0.75


			NC_010457.5			33617964			intergenic_region			MYOM2-LOC110257104			A			G			0.71			0.08			0.63


			NC_010457.5			33618826			intergenic_region			MYOM2-LOC110257104			A			G			0.84			0.14			0.70


			NC_010457.5			33618832			intergenic_region			MYOM2-LOC110257104			A			C			0.86			0.13			0.73


			NC_010457.5			33618977			intergenic_region			MYOM2-LOC110257104			A			G			0.57			0.05			0.52


			NC_010457.5			33619068			intergenic_region			MYOM2-LOC110257104			T			C			0.77			0.16			0.61


			NC_010457.5			33619151			intergenic_region			MYOM2-LOC110257104			G			C			0.21			0.87			0.66


			NC_010457.5			33619242			intergenic_region			MYOM2-LOC110257104			G			C			0.05			0.84			0.80


			NC_010457.5			33619248			intergenic_region			MYOM2-LOC110257104			A			G			0.57			0.05			0.52


			NC_010457.5			33619385			intergenic_region			MYOM2-LOC110257104			T			C			0.89			0.13			0.76


			NC_010457.5			33619427			intergenic_region			MYOM2-LOC110257104			A			G			0.56			0.05			0.51


			NC_010457.5			33620214			intergenic_region			MYOM2-LOC110257104			C			T			0.20			0.89			0.69


			NC_010457.5			33622170			intergenic_region			MYOM2-LOC110257104			G			A			0.42			0.92			0.50


			NC_010457.5			33624043			intergenic_region			MYOM2-LOC110257104			T			A			0.09			0.66			0.56


			NC_010457.5			33626084			intergenic_region			MYOM2-LOC110257104			G			A			0.08			0.92			0.84


			NC_010457.5			33626725			intergenic_region			MYOM2-LOC110257104			C			G			0.52			0.00			0.52


			NC_010457.5			33626792			intergenic_region			MYOM2-LOC110257104			T			C			0.09			0.92			0.83


			NC_010457.5			33628322			intergenic_region			MYOM2-LOC110257104			C			T			0.10			0.89			0.79


			NC_010457.5			33637982			intergenic_region			MYOM2-LOC110257104			G			A			0.24			0.94			0.71


			NC_010457.5			33638659			intergenic_region			MYOM2-LOC110257104			T			C			0.51			0.00			0.51


			NC_010457.5			33639921			intergenic_region			MYOM2-LOC110257104			A			G			0.20			0.77			0.57


			NC_010457.5			33639993			intergenic_region			MYOM2-LOC110257104			G			A			0.08			0.61			0.53


			NC_010457.5			33643253			intergenic_region			MYOM2-LOC110257104			C			T			0.06			0.58			0.52


			NC_010457.5			33643438			intergenic_region			MYOM2-LOC110257104			C			G			0.90			0.39			0.51


			NC_010457.5			33643478			intergenic_region			MYOM2-LOC110257104			A			G			0.08			0.61			0.52


			NC_010457.5			33644184			intergenic_region			MYOM2-LOC110257104			A			G			0.01			0.56			0.54


			NC_010457.5			33644738			intergenic_region			MYOM2-LOC110257104			C			G			0.93			0.32			0.61


			NC_010457.5			33644818			intergenic_region			MYOM2-LOC110257104			T			C			0.06			0.66			0.60


			NC_010457.5			33644969			intergenic_region			MYOM2-LOC110257104			C			G			0.88			0.37			0.51


			NC_010457.5			33644994			intergenic_region			MYOM2-LOC110257104			G			T			0.33			0.97			0.65


			NC_010457.5			33645431			intergenic_region			MYOM2-LOC110257104			A			G			0.91			0.33			0.58


			NC_010457.5			33645489			intergenic_region			MYOM2-LOC110257104			T			C			0.89			0.39			0.50


			NC_010457.5			33646866			intergenic_region			MYOM2-LOC110257104			C			A			0.92			0.34			0.58


			NC_010457.5			33647185			intergenic_region			MYOM2-LOC110257104			T			C			0.88			0.37			0.51


			NC_010457.5			33647349			intergenic_region			MYOM2-LOC110257104			T			C			0.90			0.34			0.56


			NC_010457.5			33647442			intergenic_region			MYOM2-LOC110257104			A			C			0.63			0.08			0.55


			NC_010457.5			33648128			intergenic_region			MYOM2-LOC110257104			C			A			0.56			0.05			0.51


			NC_010457.5			33648201			intergenic_region			MYOM2-LOC110257104			T			C			0.53			0.00			0.53


			NC_010457.5			33648311			intergenic_region			MYOM2-LOC110257104			T			G			0.58			0.08			0.50


			NC_010457.5			33648531			intergenic_region			MYOM2-LOC110257104			T			C			0.58			0.08			0.50


			NC_010457.5			33648672			intergenic_region			MYOM2-LOC110257104			T			C			0.85			0.29			0.56


			NC_010457.5			33648736			intergenic_region			MYOM2-LOC110257104			A			G			0.90			0.32			0.58


			NC_010457.5			33648741			intergenic_region			MYOM2-LOC110257104			G			A			0.65			0.08			0.57


			NC_010457.5			33648788			intergenic_region			MYOM2-LOC110257104			A			T			0.11			0.63			0.52


			NC_010457.5			33648850			intergenic_region			MYOM2-LOC110257104			T			C			0.68			0.14			0.54


			NC_010457.5			33648987			intergenic_region			MYOM2-LOC110257104			G			T			0.67			0.17			0.50


			NC_010457.5			33649337			intergenic_region			MYOM2-LOC110257104			G			A			0.07			0.66			0.59


			NC_010457.5			33649537			intergenic_region			MYOM2-LOC110257104			G			C			0.07			0.61			0.53


			NC_010457.5			33650695			intergenic_region			MYOM2-LOC110257104			T			C			0.62			0.11			0.51


			NC_010457.5			33651422			intergenic_region			MYOM2-LOC110257104			C			T			0.93			0.34			0.59


			NC_010457.5			33651588			intergenic_region			MYOM2-LOC110257104			G			A			0.64			0.13			0.51


			NC_010457.5			33651620			intergenic_region			MYOM2-LOC110257104			T			A			0.61			0.06			0.55


			NC_010457.5			33651634			intergenic_region			MYOM2-LOC110257104			T			C			0.61			0.06			0.55


			NC_010457.5			33651655			intergenic_region			MYOM2-LOC110257104			T			G			0.61			0.06			0.55


			NC_010457.5			33651784			intergenic_region			MYOM2-LOC110257104			G			T			0.64			0.11			0.53


			NC_010457.5			33652586			intergenic_region			MYOM2-LOC110257104			G			A			0.92			0.39			0.53


			NC_010457.5			33653133			intergenic_region			MYOM2-LOC110257104			G			A			0.05			0.77			0.72


			NC_010457.5			33653424			intergenic_region			MYOM2-LOC110257104			A			C			0.92			0.26			0.66


			NC_010457.5			33653479			intergenic_region			MYOM2-LOC110257104			T			A			0.83			0.25			0.58


			NC_010457.5			33654133			intergenic_region			MYOM2-LOC110257104			C			T			0.85			0.31			0.54


			NC_010457.5			33654134			intergenic_region			MYOM2-LOC110257104			A			G			0.85			0.31			0.54


			NC_010457.5			33654162			intergenic_region			MYOM2-LOC110257104			G			A			0.85			0.33			0.52


			NC_010457.5			33654190			intergenic_region			MYOM2-LOC110257104			G			T			0.85			0.32			0.53


			NC_010457.5			33654198			intergenic_region			MYOM2-LOC110257104			G			A			0.85			0.32			0.53


			NC_010457.5			33654723			intergenic_region			MYOM2-LOC110257104			G			A			0.89			0.34			0.55


			NC_010457.5			33654728			intergenic_region			MYOM2-LOC110257104			T			C			0.82			0.29			0.53


			NC_010457.5			33655085			intergenic_region			MYOM2-LOC110257104			T			C			0.90			0.39			0.51


			NC_010457.5			33655105			intergenic_region			MYOM2-LOC110257104			A			G			0.87			0.34			0.53


			NC_010457.5			33655215			intergenic_region			MYOM2-LOC110257104			G			T			0.91			0.37			0.54


			NC_010457.5			33655426			intergenic_region			MYOM2-LOC110257104			A			G			0.86			0.36			0.50


			NC_010457.5			33658205			intergenic_region			MYOM2-LOC110257104			T			C			0.75			0.22			0.53


			NC_010457.5			33658433			intergenic_region			MYOM2-LOC110257104			C			G			0.85			0.32			0.53


			NC_010457.5			33658604			intergenic_region			MYOM2-LOC110257104			T			C			0.87			0.29			0.58


			NC_010457.5			33658811			intergenic_region			MYOM2-LOC110257104			A			G			0.89			0.29			0.60


			NC_010457.5			33659201			intergenic_region			MYOM2-LOC110257104			T			G			0.60			0.00			0.60


			NC_010457.5			33659215			intergenic_region			MYOM2-LOC110257104			C			T			0.63			0.00			0.63


			NC_010457.5			33659229			intergenic_region			MYOM2-LOC110257104			C			G			0.88			0.26			0.62


			NC_010457.5			33659235			intergenic_region			MYOM2-LOC110257104			G			A			0.64			0.00			0.64


			NC_010457.5			33659253			intergenic_region			MYOM2-LOC110257104			G			A			0.62			0.00			0.62


			NC_010457.5			33659457			intergenic_region			MYOM2-LOC110257104			A			T			0.87			0.29			0.58


			NC_010457.5			33659776			intergenic_region			MYOM2-LOC110257104			C			A			0.83			0.28			0.55


			NC_010457.5			33659952			intergenic_region			MYOM2-LOC110257104			C			T			0.91			0.29			0.62


			NC_010457.5			33660160			intergenic_region			MYOM2-LOC110257104			G			T			0.88			0.32			0.56


			NC_010457.5			33660247			intergenic_region			MYOM2-LOC110257104			T			C			0.87			0.29			0.58


			NC_010457.5			33660261			intergenic_region			MYOM2-LOC110257104			A			G			0.87			0.26			0.61


			NC_010457.5			33660372			intergenic_region			MYOM2-LOC110257104			T			C			0.89			0.32			0.57


			NC_010457.5			33660384			intergenic_region			MYOM2-LOC110257104			C			T			0.90			0.32			0.58


			NC_010457.5			33660404			intergenic_region			MYOM2-LOC110257104			A			C			0.90			0.32			0.58


			NC_010457.5			33660498			intergenic_region			MYOM2-LOC110257104			T			C			0.88			0.32			0.56


			NC_010457.5			33660928			intergenic_region			MYOM2-LOC110257104			C			T			0.60			0.06			0.54


			NC_010457.5			33661060			intergenic_region			MYOM2-LOC110257104			T			C			0.86			0.26			0.60


			NC_010457.5			33661061			intergenic_region			MYOM2-LOC110257104			G			A			0.86			0.26			0.60


			NC_010457.5			33661244			intergenic_region			MYOM2-LOC110257104			A			G			0.85			0.31			0.54


			NC_010457.5			33661266			intergenic_region			MYOM2-LOC110257104			T			C			0.85			0.31			0.54


			NC_010457.5			33661908			intergenic_region			MYOM2-LOC110257104			A			G			0.14			0.92			0.78


			NC_010457.5			33662243			intergenic_region			MYOM2-LOC110257104			G			A			0.87			0.34			0.53


			NC_010457.5			33662439			intergenic_region			MYOM2-LOC110257104			G			A			0.88			0.03			0.85


			NC_010457.5			33662465			intergenic_region			MYOM2-LOC110257104			T			C			0.81			0.08			0.73


			NC_010457.5			33662475			intergenic_region			MYOM2-LOC110257104			T			A			0.81			0.08			0.73


			NC_010457.5			33662659			intergenic_region			MYOM2-LOC110257104			T			C			0.69			0.08			0.61


			NC_010457.5			33663160			intergenic_region			MYOM2-LOC110257104			C			T			0.89			0.22			0.67


			NC_010457.5			33663215			intergenic_region			MYOM2-LOC110257104			G			A			0.85			0.29			0.56


			NC_010457.5			33663411			intergenic_region			MYOM2-LOC110257104			T			C			0.88			0.26			0.62


			NC_010457.5			33663427			intergenic_region			MYOM2-LOC110257104			T			C			0.86			0.26			0.60


			NC_010457.5			33663540			intergenic_region			MYOM2-LOC110257104			T			C			0.85			0.18			0.67


			NC_010457.5			33663840			intergenic_region			MYOM2-LOC110257104			G			A			0.08			0.74			0.65


			NC_010457.5			33663862			intergenic_region			MYOM2-LOC110257104			G			A			0.92			0.24			0.68


			NC_010457.5			33664125			intergenic_region			MYOM2-LOC110257104			T			C			0.85			0.28			0.57


			NC_010457.5			33664130			intergenic_region			MYOM2-LOC110257104			T			A			0.86			0.28			0.58


			NC_010457.5			33664408			intergenic_region			MYOM2-LOC110257104			T			C			0.87			0.29			0.58


			NC_010457.5			33664606			intergenic_region			MYOM2-LOC110257104			A			G			0.88			0.22			0.66


			NC_010457.5			33664783			intergenic_region			MYOM2-LOC110257104			C			T			0.51			0.00			0.51


			NC_010457.5			33665021			intergenic_region			MYOM2-LOC110257104			G			A			0.87			0.32			0.55


			NC_010457.5			33665347			intergenic_region			MYOM2-LOC110257104			T			C			0.85			0.32			0.53


			NC_010457.5			33665393			intergenic_region			MYOM2-LOC110257104			G			A			0.10			0.68			0.58


			NC_010457.5			33665414			intergenic_region			MYOM2-LOC110257104			T			C			0.88			0.32			0.56


			NC_010457.5			33665431			intergenic_region			MYOM2-LOC110257104			A			G			0.89			0.29			0.60


			NC_010457.5			33665608			intergenic_region			MYOM2-LOC110257104			C			T			0.24			0.78			0.54


			NC_010457.5			33665689			intergenic_region			MYOM2-LOC110257104			G			C			0.87			0.28			0.59


			NC_010457.5			33665904			intergenic_region			MYOM2-LOC110257104			T			G			0.53			0.00			0.53


			NC_010457.5			33665967			intergenic_region			MYOM2-LOC110257104			T			C			0.55			0.00			0.55


			NC_010457.5			33666004			intergenic_region			MYOM2-LOC110257104			T			C			0.84			0.26			0.58


			NC_010457.5			33666119			intergenic_region			MYOM2-LOC110257104			A			G			0.84			0.19			0.65


			NC_010457.5			33666205			intergenic_region			MYOM2-LOC110257104			C			T			0.86			0.28			0.58


			NC_010457.5			33666284			intergenic_region			MYOM2-LOC110257104			T			C			0.79			0.26			0.53


			NC_010457.5			33666406			intergenic_region			MYOM2-LOC110257104			T			G			0.86			0.18			0.68


			NC_010457.5			33666408			intergenic_region			MYOM2-LOC110257104			C			T			0.88			0.18			0.70


			NC_010457.5			33666523			intergenic_region			MYOM2-LOC110257104			C			T			0.87			0.32			0.55


			NC_010457.5			33667049			intergenic_region			MYOM2-LOC110257104			A			C			0.88			0.29			0.59


			NC_010457.5			33667522			intergenic_region			MYOM2-LOC110257104			A			G			0.88			0.32			0.56


			NC_010457.5			33668039			intergenic_region			MYOM2-LOC110257104			A			G			0.88			0.32			0.56


			NC_010457.5			33668241			intergenic_region			MYOM2-LOC110257104			G			C			0.10			0.69			0.59


			NC_010457.5			33668859			intergenic_region			MYOM2-LOC110257104			G			C			0.88			0.32			0.56


			NC_010457.5			33669266			intergenic_region			MYOM2-LOC110257104			T			C			0.89			0.33			0.56


			NC_010457.5			33669315			intergenic_region			MYOM2-LOC110257104			A			G			0.90			0.29			0.61


			NC_010457.5			33669375			intergenic_region			MYOM2-LOC110257104			T			C			0.88			0.26			0.62


			NC_010457.5			33669444			intergenic_region			MYOM2-LOC110257104			A			G			0.41			0.92			0.51


			NC_010457.5			33669746			intergenic_region			MYOM2-LOC110257104			T			C			0.42			0.92			0.50


			NC_010457.5			33670681			intergenic_region			MYOM2-LOC110257104			G			C			0.11			0.68			0.57


			NC_010457.5			33671034			intergenic_region			MYOM2-LOC110257104			T			C			0.90			0.28			0.62


			NC_010457.5			33671115			intergenic_region			MYOM2-LOC110257104			C			T			0.89			0.29			0.60


			NC_010457.5			33671158			intergenic_region			MYOM2-LOC110257104			G			A			0.88			0.32			0.56


			NC_010457.5			33671299			intergenic_region			MYOM2-LOC110257104			G			A			0.92			0.31			0.61


			NC_010457.5			33671335			intergenic_region			MYOM2-LOC110257104			T			C			0.91			0.32			0.59


			NC_010457.5			33671340			intergenic_region			MYOM2-LOC110257104			A			G			0.91			0.32			0.59


			NC_010457.5			33671421			intergenic_region			MYOM2-LOC110257104			A			G			0.88			0.32			0.56


			NC_010457.5			33671456			intergenic_region			MYOM2-LOC110257104			A			G			0.84			0.32			0.52


			NC_010457.5			33671586			intergenic_region			MYOM2-LOC110257104			T			C			0.89			0.29			0.60


			NC_010457.5			33671622			intergenic_region			MYOM2-LOC110257104			T			C			0.89			0.32			0.57


			NC_010457.5			33671694			intergenic_region			MYOM2-LOC110257104			C			T			0.88			0.28			0.60


			NC_010457.5			33671876			intergenic_region			MYOM2-LOC110257104			T			A			0.62			0.09			0.53


			NC_010457.5			33672293			intergenic_region			MYOM2-LOC110257104			A			G			0.15			0.89			0.74


			NC_010457.5			33672306			intergenic_region			MYOM2-LOC110257104			T			A			0.84			0.08			0.76


			NC_010457.5			33672325			intergenic_region			MYOM2-LOC110257104			A			G			0.88			0.09			0.79


			NC_010457.5			33672408			intergenic_region			MYOM2-LOC110257104			T			G			0.86			0.26			0.60


			NC_010457.5			33673486			intergenic_region			MYOM2-LOC110257104			C			A			0.10			0.66			0.56


			NC_010457.5			33673489			intergenic_region			MYOM2-LOC110257104			A			G			0.10			0.68			0.59


			NC_010457.5			33673491			intergenic_region			MYOM2-LOC110257104			A			C			0.10			0.68			0.59


			NC_010457.5			33673914			intergenic_region			MYOM2-LOC110257104			A			G			0.52			0.00			0.52


			NC_010457.5			33673997			intergenic_region			MYOM2-LOC110257104			A			G			0.10			0.92			0.82


			NC_010457.5			33674010			intergenic_region			MYOM2-LOC110257104			G			A			0.10			0.68			0.58


			NC_010457.5			33674476			intergenic_region			MYOM2-LOC110257104			A			G			0.25			0.95			0.70


			NC_010457.5			33674720			intergenic_region			MYOM2-LOC110257104			A			G			0.10			0.63			0.53


			NC_010457.5			33675041			intergenic_region			MYOM2-LOC110257104			G			A			0.42			0.97			0.55


			NC_010457.5			33675351			intergenic_region			MYOM2-LOC110257104			G			T			0.10			0.67			0.56


			NC_010457.5			33675753			intergenic_region			MYOM2-LOC110257104			G			A			0.37			0.89			0.52


			NC_010457.5			33675802			intergenic_region			MYOM2-LOC110257104			G			A			0.31			0.89			0.59


			NC_010457.5			33675803			intergenic_region			MYOM2-LOC110257104			T			C			0.33			0.89			0.57


			NC_010457.5			33675811			intergenic_region			MYOM2-LOC110257104			C			T			0.28			0.89			0.62


			NC_010457.5			33675981			intergenic_region			MYOM2-LOC110257104			T			A			0.59			0.05			0.54


			NC_010457.5			33675984			intergenic_region			MYOM2-LOC110257104			G			C			0.06			0.61			0.55


			NC_010457.5			33676024			intergenic_region			MYOM2-LOC110257104			G			A			0.64			0.05			0.59


			NC_010457.5			33676435			intergenic_region			MYOM2-LOC110257104			G			A			0.08			0.61			0.53


			NC_010457.5			33676888			intergenic_region			MYOM2-LOC110257104			C			T			0.19			0.92			0.73


			NC_010457.5			33677339			intergenic_region			MYOM2-LOC110257104			C			A			0.14			0.92			0.78


			NC_010457.5			33677345			intergenic_region			MYOM2-LOC110257104			G			T			0.11			0.69			0.58


			NC_010457.5			33677351			intergenic_region			MYOM2-LOC110257104			T			C			0.14			0.92			0.78


			NC_010457.5			33678403			intergenic_region			MYOM2-LOC110257104			C			T			0.09			0.67			0.57


			NC_010457.5			33678456			intergenic_region			MYOM2-LOC110257104			C			T			0.11			0.66			0.55


			NC_010457.5			33678753			intergenic_region			MYOM2-LOC110257104			A			G			0.09			0.61			0.51


			NC_010457.5			33679105			intergenic_region			MYOM2-LOC110257104			G			A			0.22			0.89			0.68


			NC_010457.5			33679138			intergenic_region			MYOM2-LOC110257104			C			T			0.08			0.61			0.53


			NC_010457.5			33679270			intergenic_region			MYOM2-LOC110257104			G			A			0.64			0.05			0.59


			NC_010457.5			33679513			intergenic_region			MYOM2-LOC110257104			T			C			0.58			0.05			0.53


			NC_010457.5			33679682			intergenic_region			MYOM2-LOC110257104			T			A			0.20			0.89			0.69


			NC_010457.5			33679939			intergenic_region			MYOM2-LOC110257104			A			C			0.35			0.92			0.57


			NC_010457.5			33679941			intergenic_region			MYOM2-LOC110257104			G			A			0.35			0.92			0.57


			NC_010457.5			33679983			intergenic_region			MYOM2-LOC110257104			C			T			0.36			0.92			0.56


			NC_010457.5			33680061			intergenic_region			MYOM2-LOC110257104			C			A			0.36			0.95			0.58


			NC_010457.5			33680125			intergenic_region			MYOM2-LOC110257104			A			G			0.56			0.05			0.51


			NC_010457.5			33681304			intergenic_region			MYOM2-LOC110257104			C			T			0.08			0.61			0.53


			NC_010457.5			33682452			intergenic_region			MYOM2-LOC110257104			A			G			0.40			0.92			0.52


			NC_010457.5			33682703			intergenic_region			MYOM2-LOC110257104			C			T			0.08			0.66			0.58


			NC_010457.5			33682942			intergenic_region			MYOM2-LOC110257104			A			G			0.07			0.63			0.56


			NC_010457.5			33683080			intergenic_region			MYOM2-LOC110257104			G			A			0.19			0.92			0.73


			NC_010457.5			33683188			intergenic_region			MYOM2-LOC110257104			G			A			0.18			0.92			0.74


			NC_010457.5			33683924			intergenic_region			MYOM2-LOC110257104			A			G			0.20			0.92			0.72


			NC_010457.5			33684389			intergenic_region			MYOM2-LOC110257104			C			T			0.43			0.94			0.51


			NC_010457.5			33684835			intergenic_region			MYOM2-LOC110257104			C			T			0.09			0.92			0.83


			NC_010457.5			33684951			intergenic_region			MYOM2-LOC110257104			A			G			0.27			0.95			0.67


			NC_010457.5			33685024			intergenic_region			MYOM2-LOC110257104			G			A			0.10			0.89			0.79


			NC_010457.5			33685025			intergenic_region			MYOM2-LOC110257104			A			T			0.10			0.89			0.79


			NC_010457.5			33685039			intergenic_region			MYOM2-LOC110257104			C			T			0.10			0.89			0.79


			NC_010457.5			33685049			intergenic_region			MYOM2-LOC110257104			T			G			0.17			0.89			0.72


			NC_010457.5			33685263			intergenic_region			MYOM2-LOC110257104			G			A			0.52			0.00			0.52


			NC_010457.5			33685527			intergenic_region			MYOM2-LOC110257104			G			T			0.38			0.97			0.59


			NC_010457.5			33685648			intergenic_region			MYOM2-LOC110257104			G			A			0.74			0.05			0.69


			NC_010457.5			33686054			intergenic_region			MYOM2-LOC110257104			A			G			0.56			0.03			0.53


			NC_010457.5			33686073			intergenic_region			MYOM2-LOC110257104			T			C			0.22			0.95			0.73


			NC_010457.5			33686246			intergenic_region			MYOM2-LOC110257104			A			G			0.57			0.05			0.52


			NC_010457.5			33686260			intergenic_region			MYOM2-LOC110257104			A			C			0.35			0.91			0.56


			NC_010457.5			33686467			intergenic_region			MYOM2-LOC110257104			C			G			0.24			0.92			0.68


			NC_010457.5			33686794			intergenic_region			MYOM2-LOC110257104			A			G			0.74			0.05			0.69


			NC_010457.5			33686839			intergenic_region			MYOM2-LOC110257104			A			G			0.76			0.11			0.65


			NC_010457.5			33686872			intergenic_region			MYOM2-LOC110257104			T			C			0.10			0.89			0.79


			NC_010457.5			33686895			intergenic_region			MYOM2-LOC110257104			A			G			0.14			0.92			0.78


			NC_010457.5			33687280			intergenic_region			MYOM2-LOC110257104			C			T			0.79			0.00			0.79


			NC_010457.5			33687370			intergenic_region			MYOM2-LOC110257104			G			A			0.11			0.92			0.81


			NC_010457.5			33688263			intergenic_region			MYOM2-LOC110257104			G			C			0.10			0.97			0.88


			NC_010457.5			33690218			intergenic_region			MYOM2-LOC110257104			C			T			0.83			0.08			0.75


			NC_010457.5			33690501			intergenic_region			MYOM2-LOC110257104			C			T			0.78			0.08			0.70


			NC_010457.5			33690651			intergenic_region			MYOM2-LOC110257104			T			C			0.62			0.05			0.57


			NC_010457.5			33691901			intergenic_region			MYOM2-LOC110257104			A			G			0.62			0.05			0.57


			NC_010457.5			33692009			intergenic_region			MYOM2-LOC110257104			A			G			0.66			0.00			0.66


			NC_010457.5			33692322			intergenic_region			MYOM2-LOC110257104			A			G			0.63			0.00			0.63


			NC_010457.5			33692327			intergenic_region			MYOM2-LOC110257104			C			T			0.63			0.00			0.63


			NC_010457.5			33692334			intergenic_region			MYOM2-LOC110257104			A			G			0.63			0.00			0.63


			NC_010457.5			33692569			intergenic_region			MYOM2-LOC110257104			C			T			0.70			0.06			0.64


			NC_010457.5			33692598			intergenic_region			MYOM2-LOC110257104			G			C			0.11			1.00			0.89


			NC_010457.5			33692600			intergenic_region			MYOM2-LOC110257104			T			G			0.90			0.00			0.90


			NC_010457.5			33692643			intergenic_region			MYOM2-LOC110257104			G			A			0.70			0.00			0.70


			NC_010457.5			33692730			intergenic_region			MYOM2-LOC110257104			C			T			0.57			0.06			0.51


			NC_010457.5			33693060			intergenic_region			MYOM2-LOC110257104			A			G			0.55			0.00			0.55


			NC_010457.5			33693077			intergenic_region			MYOM2-LOC110257104			G			A			0.68			0.00			0.68


			NC_010457.5			33693140			intergenic_region			MYOM2-LOC110257104			T			A			0.73			0.00			0.73


			NC_010457.5			33693147			intergenic_region			MYOM2-LOC110257104			T			G			0.78			0.03			0.75


			NC_010457.5			33693372			intergenic_region			MYOM2-LOC110257104			T			G			0.76			0.03			0.73


			NC_010457.5			33693515			intergenic_region			MYOM2-LOC110257104			C			T			0.74			0.00			0.74


			NC_010457.5			33693627			intergenic_region			MYOM2-LOC110257104			C			A			0.67			0.00			0.67


			NC_010457.5			33693692			intergenic_region			MYOM2-LOC110257104			C			G			0.65			0.00			0.65


			NC_010457.5			33694029			intergenic_region			MYOM2-LOC110257104			A			G			0.88			0.05			0.83


			NC_010457.5			33694259			intergenic_region			MYOM2-LOC110257104			G			A			0.60			0.05			0.55


			NC_010457.5			33694286			intergenic_region			MYOM2-LOC110257104			C			G			0.52			0.00			0.52


			NC_010457.5			33694288			intergenic_region			MYOM2-LOC110257104			A			G			0.51			0.00			0.51


			NC_010457.5			33694483			intergenic_region			MYOM2-LOC110257104			T			C			0.85			0.03			0.82


			NC_010457.5			33694620			intergenic_region			MYOM2-LOC110257104			T			C			0.71			0.08			0.63


			NC_010457.5			33694855			intergenic_region			MYOM2-LOC110257104			T			C			0.65			0.00			0.65


			NC_010457.5			33695185			intergenic_region			MYOM2-LOC110257104			C			A			0.87			0.05			0.82


			NC_010457.5			33695272			intergenic_region			MYOM2-LOC110257104			C			T			0.88			0.08			0.80


			NC_010457.5			33696129			intergenic_region			MYOM2-LOC110257104			T			C			0.81			0.08			0.73


			NC_010457.5			33696228			intergenic_region			MYOM2-LOC110257104			A			G			0.81			0.07			0.74


			NC_010457.5			33696236			intergenic_region			MYOM2-LOC110257104			C			T			0.75			0.11			0.64


			NC_010457.5			33696501			intergenic_region			MYOM2-LOC110257104			G			A			0.55			0.00			0.55


			NC_010457.5			33696566			intergenic_region			MYOM2-LOC110257104			C			T			0.76			0.05			0.71


			NC_010457.5			33696724			intergenic_region			MYOM2-LOC110257104			A			G			0.84			0.08			0.76


			NC_010457.5			33696766			intergenic_region			MYOM2-LOC110257104			G			A			0.56			0.03			0.53


			NC_010457.5			33696812			intergenic_region			MYOM2-LOC110257104			A			G			0.79			0.03			0.76


			NC_010457.5			33696815			intergenic_region			MYOM2-LOC110257104			G			C			0.76			0.03			0.73


			NC_010457.5			33696844			intergenic_region			MYOM2-LOC110257104			T			C			0.58			0.03			0.55


			NC_010457.5			33696919			intergenic_region			MYOM2-LOC110257104			G			T			0.63			0.03			0.60


			NC_010457.5			33696927			intergenic_region			MYOM2-LOC110257104			A			T			0.57			0.03			0.54


			NC_010457.5			33696997			intergenic_region			MYOM2-LOC110257104			A			T			0.55			0.03			0.52


			NC_010457.5			33697009			intergenic_region			MYOM2-LOC110257104			C			T			0.82			0.08			0.74


			NC_010457.5			33697297			intergenic_region			MYOM2-LOC110257104			T			C			0.83			0.05			0.78


			NC_010457.5			33697347			intergenic_region			MYOM2-LOC110257104			A			G			0.84			0.08			0.76


			NC_010457.5			33697424			intergenic_region			MYOM2-LOC110257104			C			T			0.65			0.00			0.65


			NC_010457.5			33697495			intergenic_region			MYOM2-LOC110257104			T			C			0.81			0.05			0.76


			NC_010457.5			33697653			intergenic_region			MYOM2-LOC110257104			T			C			0.75			0.06			0.69


			NC_010457.5			33697743			intergenic_region			MYOM2-LOC110257104			T			C			0.64			0.00			0.64


			NC_010457.5			33697940			intergenic_region			MYOM2-LOC110257104			A			T			0.78			0.05			0.73


			NC_010457.5			33698144			intergenic_region			MYOM2-LOC110257104			G			A			0.87			0.08			0.79


			NC_010457.5			33698281			intergenic_region			MYOM2-LOC110257104			G			T			0.71			0.05			0.66


			NC_010457.5			33698338			intergenic_region			MYOM2-LOC110257104			T			C			0.67			0.00			0.67


			NC_010457.5			33698360			intergenic_region			MYOM2-LOC110257104			G			C			0.77			0.05			0.72


			NC_010457.5			33698429			intergenic_region			MYOM2-LOC110257104			G			A			0.67			0.00			0.67


			NC_010457.5			33698483			intergenic_region			MYOM2-LOC110257104			A			G			0.90			0.03			0.87


			NC_010457.5			33698502			intergenic_region			MYOM2-LOC110257104			G			C			0.90			0.03			0.87


			NC_010457.5			33698822			intergenic_region			MYOM2-LOC110257104			C			T			0.67			0.05			0.62


			NC_010457.5			33698864			intergenic_region			MYOM2-LOC110257104			G			A			0.63			0.00			0.63


			NC_010457.5			33699043			intergenic_region			MYOM2-LOC110257104			G			A			0.56			0.00			0.56


			NC_010457.5			33699124			intergenic_region			MYOM2-LOC110257104			T			C			0.85			0.05			0.80


			NC_010457.5			33699222			intergenic_region			MYOM2-LOC110257104			T			C			0.79			0.03			0.76


			NC_010457.5			33699271			intergenic_region			MYOM2-LOC110257104			G			A			0.61			0.00			0.61


			NC_010457.5			33699506			intergenic_region			MYOM2-LOC110257104			A			G			0.64			0.05			0.59


			NC_010457.5			33699527			intergenic_region			MYOM2-LOC110257104			T			C			0.56			0.00			0.56


			NC_010457.5			33699551			intergenic_region			MYOM2-LOC110257104			C			T			0.56			0.00			0.56


			NC_010457.5			33699725			intergenic_region			MYOM2-LOC110257104			C			A			0.60			0.00			0.60


			NC_010457.5			33699728			intergenic_region			MYOM2-LOC110257104			G			A			0.81			0.00			0.81


			NC_010457.5			33700104			intergenic_region			MYOM2-LOC110257104			G			A			0.63			0.00			0.63


			NC_010457.5			33700273			intergenic_region			MYOM2-LOC110257104			G			A			0.54			0.00			0.54


			NC_010457.5			33700399			intergenic_region			MYOM2-LOC110257104			T			G			0.52			0.00			0.52


			NC_010457.5			33700621			intergenic_region			MYOM2-LOC110257104			G			A			0.54			0.00			0.54


			NC_010457.5			33700915			intergenic_region			MYOM2-LOC110257104			G			A			0.85			0.11			0.74


			NC_010457.5			33700939			intergenic_region			MYOM2-LOC110257104			A			T			0.58			0.00			0.58


			NC_010457.5			33701198			intergenic_region			MYOM2-LOC110257104			A			T			0.57			0.00			0.57


			NC_010457.5			33701263			intergenic_region			MYOM2-LOC110257104			T			C			0.71			0.05			0.66


			NC_010457.5			33701375			intergenic_region			MYOM2-LOC110257104			T			C			0.70			0.05			0.65


			NC_010457.5			33701602			intergenic_region			MYOM2-LOC110257104			A			G			0.73			0.05			0.68


			NC_010457.5			33701889			intergenic_region			MYOM2-LOC110257104			C			T			0.72			0.05			0.67


			NC_010457.5			33701966			intergenic_region			MYOM2-LOC110257104			T			C			0.85			0.05			0.80


			NC_010457.5			33702231			intergenic_region			MYOM2-LOC110257104			G			A			0.57			0.00			0.57


			NC_010457.5			33702581			intergenic_region			MYOM2-LOC110257104			C			T			0.65			0.00			0.65


			NC_010457.5			33702914			intergenic_region			MYOM2-LOC110257104			C			G			0.85			0.05			0.80


			NC_010457.5			33703600			intergenic_region			MYOM2-LOC110257104			T			C			0.68			0.00			0.68


			NC_010457.5			33703977			intergenic_region			MYOM2-LOC110257104			A			G			0.85			0.05			0.80


			NC_010457.5			33704074			intergenic_region			MYOM2-LOC110257104			G			A			0.77			0.05			0.72


			NC_010457.5			33704166			intergenic_region			MYOM2-LOC110257104			C			T			0.77			0.00			0.77


			NC_010457.5			33704204			intergenic_region			MYOM2-LOC110257104			A			T			0.78			0.00			0.78


			NC_010457.5			33704468			intergenic_region			MYOM2-LOC110257104			C			T			0.78			0.05			0.73


			NC_010457.5			33704470			intergenic_region			MYOM2-LOC110257104			T			A			0.78			0.05			0.73


			NC_010457.5			33704863			intergenic_region			MYOM2-LOC110257104			A			G			0.78			0.05			0.73


			NC_010457.5			33704876			intergenic_region			MYOM2-LOC110257104			C			T			0.78			0.05			0.73


			NC_010457.5			33705116			intergenic_region			MYOM2-LOC110257104			C			T			0.79			0.05			0.74


			NC_010457.5			33705452			intergenic_region			MYOM2-LOC110257104			G			T			0.83			0.05			0.78


			NC_010457.5			33705582			intergenic_region			MYOM2-LOC110257104			G			T			0.79			0.05			0.74


			NC_010457.5			33705622			intergenic_region			MYOM2-LOC110257104			C			T			0.80			0.05			0.75


			NC_010457.5			33705877			intergenic_region			MYOM2-LOC110257104			A			T			0.83			0.05			0.78


			NC_010457.5			33707034			intergenic_region			MYOM2-LOC110257104			T			C			0.59			0.00			0.59


			NC_010457.5			33707098			intergenic_region			MYOM2-LOC110257104			C			T			0.54			0.00			0.54


			NC_010457.5			33707151			intergenic_region			MYOM2-LOC110257104			T			C			0.73			0.00			0.73


			NC_010457.5			33707238			intergenic_region			MYOM2-LOC110257104			A			G			0.80			0.05			0.75


			NC_010457.5			33707271			intergenic_region			MYOM2-LOC110257104			T			C			0.74			0.05			0.69


			NC_010457.5			33707307			intergenic_region			MYOM2-LOC110257104			A			G			0.78			0.05			0.73


			NC_010457.5			33707430			intergenic_region			MYOM2-LOC110257104			G			A			0.61			0.00			0.61


			NC_010457.5			33707575			intergenic_region			MYOM2-LOC110257104			G			A			0.51			0.00			0.51


			NC_010457.5			33707626			intergenic_region			MYOM2-LOC110257104			A			G			0.52			0.00			0.52


			NC_010457.5			33707634			intergenic_region			MYOM2-LOC110257104			A			G			0.54			0.00			0.54


			NC_010457.5			33707752			intergenic_region			MYOM2-LOC110257104			T			G			0.71			0.00			0.71


			NC_010457.5			33707783			intergenic_region			MYOM2-LOC110257104			C			G			0.83			0.00			0.83


			NC_010457.5			33708218			intergenic_region			MYOM2-LOC110257104			C			T			0.58			0.00			0.58


			NC_010457.5			33728092			intergenic_region			MYOM2-LOC110257104			G			T			0.88			0.03			0.85


			NC_010457.5			33729664			intergenic_region			MYOM2-LOC110257104			T			C			0.38			0.95			0.57


			NC_010457.5			33732235			intergenic_region			MYOM2-LOC110257104			A			G			0.62			0.11			0.51


			NC_010457.5			33732792			intergenic_region			MYOM2-LOC110257104			T			C			0.82			0.08			0.74


			NC_010457.5			33732816			intergenic_region			MYOM2-LOC110257104			C			T			0.15			0.89			0.74


			NC_010457.5			33733044			intergenic_region			MYOM2-LOC110257104			T			C			0.89			0.08			0.81


			NC_010457.5			33733171			intergenic_region			MYOM2-LOC110257104			A			G			0.81			0.08			0.73


			NC_010457.5			33733182			intergenic_region			MYOM2-LOC110257104			C			A			0.90			0.08			0.82


			NC_010457.5			33733321			intergenic_region			MYOM2-LOC110257104			T			C			0.83			0.08			0.75


			NC_010457.5			33733340			intergenic_region			MYOM2-LOC110257104			A			G			0.62			0.08			0.54


			NC_010457.5			33733471			intergenic_region			MYOM2-LOC110257104			G			A			0.31			0.94			0.64


			NC_010457.5			33733714			intergenic_region			MYOM2-LOC110257104			T			A			0.74			0.00			0.74


			NC_010457.5			33733875			intergenic_region			MYOM2-LOC110257104			C			A			0.66			0.05			0.61


			NC_010457.5			33733912			intergenic_region			MYOM2-LOC110257104			A			G			0.64			0.05			0.59


			NC_010457.5			33733920			intergenic_region			MYOM2-LOC110257104			A			C			0.64			0.05			0.59


			NC_010457.5			33733925			intergenic_region			MYOM2-LOC110257104			A			G			0.64			0.05			0.59


			NC_010457.5			33734114			intergenic_region			MYOM2-LOC110257104			T			C			0.61			0.05			0.56


			NC_010457.5			33734148			intergenic_region			MYOM2-LOC110257104			C			A			0.65			0.05			0.60


			NC_010457.5			33734259			intergenic_region			MYOM2-LOC110257104			C			T			0.69			0.05			0.64


			NC_010457.5			33734395			intergenic_region			MYOM2-LOC110257104			A			G			0.89			0.04			0.85


			NC_010457.5			33734948			intergenic_region			MYOM2-LOC110257104			T			C			0.60			0.05			0.55


			NC_010457.5			33734983			intergenic_region			MYOM2-LOC110257104			T			C			0.63			0.05			0.58


			NC_010457.5			33735407			intergenic_region			MYOM2-LOC110257104			A			G			0.69			0.05			0.64


			NC_010457.5			33735816			intergenic_region			MYOM2-LOC110257104			C			T			0.56			0.03			0.53


			NC_010457.5			33735909			intergenic_region			MYOM2-LOC110257104			G			A			0.59			0.03			0.56


			NC_010457.5			33736010			intergenic_region			MYOM2-LOC110257104			A			T			0.79			0.11			0.68


			NC_010457.5			33736278			intergenic_region			MYOM2-LOC110257104			T			C			0.68			0.08			0.60


			NC_010457.5			33736569			intergenic_region			MYOM2-LOC110257104			T			C			0.77			0.08			0.69


			NC_010457.5			33736808			intergenic_region			MYOM2-LOC110257104			T			C			0.90			0.08			0.82


			NC_010457.5			33737319			intergenic_region			MYOM2-LOC110257104			C			T			0.73			0.08			0.65


			NC_010457.5			33737327			intergenic_region			MYOM2-LOC110257104			A			C			0.72			0.08			0.64


			NC_010457.5			33737356			intergenic_region			MYOM2-LOC110257104			G			A			0.70			0.08			0.62


			NC_010457.5			33737416			intergenic_region			MYOM2-LOC110257104			T			C			0.26			0.95			0.69


			NC_010457.5			33739644			intergenic_region			MYOM2-LOC110257104			G			A			0.97			0.47			0.50


			NC_010457.5			33741056			intergenic_region			MYOM2-LOC110257104			C			G			0.95			0.38			0.57


			NC_010457.5			33741664			intergenic_region			MYOM2-LOC110257104			A			G			0.97			0.45			0.52


			NC_010457.5			33741789			intergenic_region			MYOM2-LOC110257104			C			T			0.96			0.44			0.52


			NC_010457.5			33742170			intergenic_region			MYOM2-LOC110257104			A			G			0.95			0.42			0.53


			NC_010457.5			33742750			intergenic_region			MYOM2-LOC110257104			G			A			0.94			0.31			0.63


			NC_010457.5			33742791			intergenic_region			MYOM2-LOC110257104			T			C			0.93			0.25			0.68


			NC_010457.5			33743511			intergenic_region			MYOM2-LOC110257104			C			T			0.96			0.39			0.57


			NC_010457.5			33743516			intergenic_region			MYOM2-LOC110257104			C			G			0.96			0.39			0.57


			NC_010457.5			33744097			intergenic_region			MYOM2-LOC110257104			G			A			0.95			0.45			0.50


			NC_010457.5			33751765			intergenic_region			MYOM2-LOC110257104			A			G			0.09			0.83			0.74


			NC_010457.5			33751771			intergenic_region			MYOM2-LOC110257104			T			C			0.09			0.83			0.74


			NC_010457.5			33752156			intergenic_region			MYOM2-LOC110257104			T			C			0.30			0.89			0.59


			NC_010457.5			33752203			intergenic_region			MYOM2-LOC110257104			G			A			0.35			0.89			0.55


			NC_010457.5			33753047			intergenic_region			MYOM2-LOC110257104			A			G			0.46			0.97			0.51


			NC_010457.5			33753685			intergenic_region			MYOM2-LOC110257104			A			G			0.95			0.44			0.51


			NC_010457.5			33754055			intergenic_region			MYOM2-LOC110257104			A			G			0.55			0.05			0.50


			NC_010457.5			33756436			intergenic_region			MYOM2-LOC110257104			G			C			0.61			0.05			0.56


			NC_010457.5			33756446			intergenic_region			MYOM2-LOC110257104			A			G			0.61			0.05			0.56


			NC_010457.5			33756524			intergenic_region			MYOM2-LOC110257104			C			T			0.76			0.05			0.71


			NC_010457.5			33756525			intergenic_region			MYOM2-LOC110257104			A			G			0.76			0.05			0.71


			NC_010457.5			33756636			intergenic_region			MYOM2-LOC110257104			T			G			0.82			0.08			0.74


			NC_010457.5			33757006			intergenic_region			MYOM2-LOC110257104			T			C			0.57			0.05			0.52


			NC_010457.5			33757028			intergenic_region			MYOM2-LOC110257104			A			G			0.60			0.05			0.55


			NC_010457.5			33757172			intergenic_region			MYOM2-LOC110257104			T			C			0.56			0.05			0.51


			NC_010457.5			33757185			intergenic_region			MYOM2-LOC110257104			G			A			0.57			0.05			0.52


			NC_010457.5			33757260			intergenic_region			MYOM2-LOC110257104			G			A			0.61			0.05			0.56


			NC_010457.5			33757265			intergenic_region			MYOM2-LOC110257104			C			A			0.62			0.05			0.57


			NC_010457.5			33757268			intergenic_region			MYOM2-LOC110257104			G			C			0.61			0.05			0.56


			NC_010457.5			33757288			intergenic_region			MYOM2-LOC110257104			A			G			0.63			0.05			0.58


			NC_010457.5			33757370			intergenic_region			MYOM2-LOC110257104			T			C			0.61			0.05			0.56


			NC_010457.5			33757634			intergenic_region			MYOM2-LOC110257104			G			A			0.69			0.05			0.64


			NC_010457.5			33758503			intergenic_region			MYOM2-LOC110257104			T			A			0.95			0.44			0.51


			NC_010457.5			33759991			intergenic_region			MYOM2-LOC110257104			T			C			0.89			0.08			0.81


			NC_010457.5			33761445			intergenic_region			MYOM2-LOC110257104			A			G			0.88			0.08			0.80


			NC_010457.5			33762190			intergenic_region			MYOM2-LOC110257104			T			C			0.68			0.06			0.62


			NC_010457.5			33763865			intergenic_region			MYOM2-LOC110257104			C			G			0.85			0.10			0.75


			NC_010457.5			33763872			intergenic_region			MYOM2-LOC110257104			A			C			0.87			0.10			0.77


			NC_010457.5			33765703			intergenic_region			MYOM2-LOC110257104			T			A			0.39			0.97			0.59


			NC_010457.5			33765742			intergenic_region			MYOM2-LOC110257104			T			G			0.25			0.97			0.72


			NC_010457.5			33765756			intergenic_region			MYOM2-LOC110257104			G			T			0.36			0.97			0.61


			NC_010457.5			33766804			intergenic_region			MYOM2-LOC110257104			G			A			0.80			0.05			0.75


			NC_010457.5			33766844			intergenic_region			MYOM2-LOC110257104			C			A			0.83			0.05			0.78


			NC_010457.5			33766847			intergenic_region			MYOM2-LOC110257104			A			G			0.83			0.05			0.78


			NC_010457.5			33766925			intergenic_region			MYOM2-LOC110257104			T			G			0.85			0.05			0.80


			NC_010457.5			33767185			intergenic_region			MYOM2-LOC110257104			T			C			0.24			1.00			0.76


			NC_010457.5			33767431			intergenic_region			MYOM2-LOC110257104			A			G			0.31			0.92			0.61


			NC_010457.5			33767633			intergenic_region			MYOM2-LOC110257104			G			A			0.63			0.03			0.60


			NC_010457.5			33767724			intergenic_region			MYOM2-LOC110257104			T			C			0.33			1.00			0.67


			NC_010457.5			33768166			intergenic_region			MYOM2-LOC110257104			T			C			0.12			0.92			0.80


			NC_010457.5			33768251			intergenic_region			MYOM2-LOC110257104			T			A			0.14			0.92			0.78


			NC_010457.5			33768362			intergenic_region			MYOM2-LOC110257104			C			T			0.13			0.92			0.80


			NC_010457.5			33768384			intergenic_region			MYOM2-LOC110257104			C			T			0.14			0.92			0.78


			NC_010457.5			33768432			intergenic_region			MYOM2-LOC110257104			T			C			0.31			0.97			0.67


			NC_010457.5			33768658			intergenic_region			MYOM2-LOC110257104			T			C			0.49			1.00			0.51


			NC_010457.5			33768784			intergenic_region			MYOM2-LOC110257104			A			G			0.70			0.06			0.64


			NC_010457.5			33769146			intergenic_region			MYOM2-LOC110257104			C			T			0.77			0.08			0.69


			NC_010457.5			33770673			intergenic_region			MYOM2-LOC110257104			C			A			0.60			0.08			0.52


			NC_010457.5			33771724			intergenic_region			MYOM2-LOC110257104			T			C			0.61			0.08			0.53


			NC_010457.5			33772010			intergenic_region			MYOM2-LOC110257104			T			A			0.33			0.92			0.59


			NC_010457.5			33772661			intergenic_region			MYOM2-LOC110257104			C			G			0.34			0.92			0.58


			NC_010457.5			33772895			intergenic_region			MYOM2-LOC110257104			T			A			0.31			0.94			0.64


			NC_010457.5			33773203			intergenic_region			MYOM2-LOC110257104			C			T			0.31			0.92			0.61


			NC_010457.5			33774246			intergenic_region			MYOM2-LOC110257104			C			T			0.49			1.00			0.51


			NC_010457.5			33774267			intergenic_region			MYOM2-LOC110257104			C			T			0.25			1.00			0.75


			NC_010457.5			33774534			intergenic_region			MYOM2-LOC110257104			C			T			0.46			1.00			0.54


			NC_010457.5			33774562			intergenic_region			MYOM2-LOC110257104			C			A			0.41			1.00			0.59


			NC_010457.5			33774588			intergenic_region			MYOM2-LOC110257104			A			G			0.43			1.00			0.57


			NC_010457.5			33774593			intergenic_region			MYOM2-LOC110257104			G			A			0.43			1.00			0.57


			NC_010457.5			33774639			intergenic_region			MYOM2-LOC110257104			A			G			0.40			1.00			0.60


			NC_010457.5			33774680			intergenic_region			MYOM2-LOC110257104			A			G			0.45			1.00			0.55


			NC_010457.5			33774698			intergenic_region			MYOM2-LOC110257104			T			G			0.37			1.00			0.63


			NC_010457.5			33774762			intergenic_region			MYOM2-LOC110257104			G			A			0.30			0.89			0.60


			NC_010457.5			33774814			intergenic_region			MYOM2-LOC110257104			C			T			0.46			1.00			0.54


			NC_010457.5			33774883			intergenic_region			MYOM2-LOC110257104			C			T			0.40			1.00			0.60


			NC_010457.5			33774911			intergenic_region			MYOM2-LOC110257104			T			C			0.37			1.00			0.63


			NC_010457.5			33780593			intergenic_region			MYOM2-LOC110257104			G			C			0.49			1.00			0.51


			NC_010457.5			33781390			intergenic_region			MYOM2-LOC110257104			C			T			0.92			0.42			0.50


			NC_010457.5			33787842			intergenic_region			MYOM2-LOC110257104			A			G			0.49			1.00			0.51


			NC_010457.5			33789574			intergenic_region			MYOM2-LOC110257104			G			C			0.51			0.00			0.51


			NC_010457.5			33789843			intergenic_region			MYOM2-LOC110257104			A			G			0.51			0.00			0.51


			NC_010457.5			33790055			intergenic_region			MYOM2-LOC110257104			T			C			0.53			0.00			0.53


			NC_010457.5			33790061			intergenic_region			MYOM2-LOC110257104			C			G			0.32			1.00			0.68


			NC_010457.5			33790504			intergenic_region			MYOM2-LOC110257104			T			A			0.56			0.00			0.56


			NC_010457.5			33790676			intergenic_region			MYOM2-LOC110257104			A			T			0.51			0.00			0.51


			NC_010457.5			33790790			intergenic_region			MYOM2-LOC110257104			C			G			0.32			1.00			0.68


			NC_010457.5			33791539			intergenic_region			MYOM2-LOC110257104			A			G			0.34			1.00			0.66


			NC_010457.5			33791612			intergenic_region			MYOM2-LOC110257104			A			G			0.27			1.00			0.73


			NC_010457.5			33791642			intergenic_region			MYOM2-LOC110257104			A			T			0.68			0.00			0.68


			NC_010457.5			33791686			intergenic_region			MYOM2-LOC110257104			G			A			0.64			0.00			0.64


			NC_010457.5			33794348			intergenic_region			MYOM2-LOC110257104			C			T			0.98			0.41			0.57


			NC_010457.5			33801332			intergenic_region			MYOM2-LOC110257104			C			T			0.63			0.00			0.63


			NC_010457.5			33802215			intergenic_region			MYOM2-LOC110257104			A			G			0.57			0.05			0.52


			NC_010457.5			33803169			intergenic_region			MYOM2-LOC110257104			A			G			0.59			0.08			0.51


			NC_010457.5			33807718			intergenic_region			MYOM2-LOC110257104			T			C			0.98			0.42			0.56


			NC_010457.5			33808780			intergenic_region			MYOM2-LOC110257104			A			G			0.96			0.44			0.52


			NC_010457.5			33809357			intergenic_region			MYOM2-LOC110257104			T			C			0.64			0.08			0.56


			NC_010457.5			33809641			intergenic_region			MYOM2-LOC110257104			G			A			0.61			0.00			0.61


			NC_010457.5			33809646			intergenic_region			MYOM2-LOC110257104			A			G			0.61			0.00			0.61


			NC_010457.5			33809705			intergenic_region			MYOM2-LOC110257104			C			T			0.88			0.08			0.80


			NC_010457.5			33809746			intergenic_region			MYOM2-LOC110257104			C			T			0.89			0.08			0.81


			NC_010457.5			33811370			intergenic_region			MYOM2-LOC110257104			C			T			0.78			0.00			0.78


			NC_010457.5			33812387			intergenic_region			MYOM2-LOC110257104			T			C			0.86			0.08			0.78


			NC_010457.5			33813420			intergenic_region			MYOM2-LOC110257104			A			T			0.88			0.00			0.88


			NC_010457.5			33816073			intergenic_region			MYOM2-LOC110257104			G			T			0.89			0.08			0.81


			NC_010457.5			33816733			intergenic_region			MYOM2-LOC110257104			T			C			0.73			0.08			0.65


			NC_010457.5			33816988			intergenic_region			MYOM2-LOC110257104			G			A			0.69			0.08			0.61


			NC_010457.5			33819474			intergenic_region			MYOM2-LOC110257104			C			T			0.95			0.38			0.57


			NC_010457.5			33821054			intergenic_region			MYOM2-LOC110257104			A			C			0.25			0.95			0.70


			NC_010457.5			33822133			intergenic_region			MYOM2-LOC110257104			C			T			0.02			0.55			0.53


			NC_010457.5			33823095			intergenic_region			MYOM2-LOC110257104			T			C			0.22			1.00			0.78


			NC_010457.5			33823176			intergenic_region			MYOM2-LOC110257104			C			T			0.02			0.53			0.51


			NC_010457.5			33823440			intergenic_region			MYOM2-LOC110257104			T			C			0.00			0.63


			NC_010457.5			33823443			intergenic_region			MYOM2-LOC110257104			T			C			0.00			0.63


			NC_010457.5			33823451			intergenic_region			MYOM2-LOC110257104			A			G			0.00			0.50


			NC_010457.5			33823460			intergenic_region			MYOM2-LOC110257104			C			T			0.02			0.53			0.51


			NC_010457.5			33823472			intergenic_region			MYOM2-LOC110257104			T			G			0.02			0.59			0.57


			NC_010457.5			33823512			intergenic_region			MYOM2-LOC110257104			A			G			0.02			0.63			0.61


			NC_010457.5			33823549			intergenic_region			MYOM2-LOC110257104			G			A			0.02			0.61			0.58


			NC_010457.5			33823735			intergenic_region			MYOM2-LOC110257104			T			C			0.02			0.61			0.59


			NC_010457.5			33823824			intergenic_region			MYOM2-LOC110257104			G			T			0.01			0.60			0.59


			NC_010457.5			33823835			intergenic_region			MYOM2-LOC110257104			C			T			0.02			0.77			0.74


			NC_010457.5			33823873			intergenic_region			MYOM2-LOC110257104			C			T			0.27			0.86			0.59


			NC_010457.5			33823953			intergenic_region			MYOM2-LOC110257104			C			T			0.01			0.54			0.53


			NC_010457.5			33824119			intergenic_region			MYOM2-LOC110257104			G			A			0.00			0.54


			NC_010457.5			33824538			intergenic_region			MYOM2-LOC110257104			G			A			0.02			0.63			0.61


			NC_010457.5			33824648			intergenic_region			MYOM2-LOC110257104			G			A			0.02			0.61			0.58


			NC_010457.5			33824789			intergenic_region			MYOM2-LOC110257104			T			A			0.02			0.56			0.53


			NC_010457.5			33824792			intergenic_region			MYOM2-LOC110257104			G			A			0.02			0.56			0.53


			NC_010457.5			33825211			intergenic_region			MYOM2-LOC110257104			A			G			0.02			0.63			0.61


			NC_010457.5			33825298			intergenic_region			MYOM2-LOC110257104			C			A			0.02			0.61			0.59


			NC_010457.5			33825333			intergenic_region			MYOM2-LOC110257104			A			G			0.02			0.61			0.58


			NC_010457.5			33825470			intergenic_region			MYOM2-LOC110257104			G			A			0.02			0.63			0.61


			NC_010457.5			33825495			intergenic_region			MYOM2-LOC110257104			C			T			0.09			0.66			0.57


			NC_010457.5			33825797			intergenic_region			MYOM2-LOC110257104			T			C			0.02			0.58			0.56


			NC_010457.5			33826731			intergenic_region			MYOM2-LOC110257104			T			A			0.39			1.00			0.61


			NC_010457.5			33829837			intergenic_region			MYOM2-LOC110257104			T			C			0.00			0.50


			NC_010457.5			33830598			intergenic_region			MYOM2-LOC110257104			T			C			0.08			0.76			0.68


			NC_010457.5			33830610			intergenic_region			MYOM2-LOC110257104			T			C			0.73			0.19			0.54


			NC_010457.5			33830858			intergenic_region			MYOM2-LOC110257104			C			T			0.80			0.21			0.59


			NC_010457.5			33831049			intergenic_region			MYOM2-LOC110257104			A			C			0.08			0.79			0.71


			NC_010457.5			33831082			intergenic_region			MYOM2-LOC110257104			T			A			0.08			0.76			0.68


			NC_010457.5			33831131			intergenic_region			MYOM2-LOC110257104			T			A			0.09			0.76			0.67


			NC_010457.5			33831305			intergenic_region			MYOM2-LOC110257104			T			A			0.16			0.82			0.65


			NC_010457.5			33834218			intergenic_region			MYOM2-LOC110257104			T			C			0.57			0.06			0.51


			NC_010457.5			33834458			intergenic_region			MYOM2-LOC110257104			A			G			0.57			0.06			0.51


			NC_010457.5			33839774			intergenic_region			MYOM2-LOC110257104			A			T			0.09			0.74			0.65


			NC_010457.5			33839804			intergenic_region			MYOM2-LOC110257104			A			G			0.08			0.74			0.66


			NC_010457.5			33839861			intergenic_region			MYOM2-LOC110257104			A			G			0.09			0.74			0.64


			NC_010457.5			33839967			intergenic_region			MYOM2-LOC110257104			C			T			0.09			0.74			0.65


			NC_010457.5			33840920			intergenic_region			MYOM2-LOC110257104			G			A			0.15			0.74			0.59


			NC_010457.5			33841158			intergenic_region			MYOM2-LOC110257104			G			A			0.09			0.79			0.70


			NC_010457.5			33841228			intergenic_region			MYOM2-LOC110257104			T			A			0.07			0.71			0.64


			NC_010457.5			33841286			intergenic_region			MYOM2-LOC110257104			C			T			0.07			0.75			0.68


			NC_010457.5			33841358			intergenic_region			MYOM2-LOC110257104			C			T			0.06			0.74			0.68


			NC_010457.5			33841393			intergenic_region			MYOM2-LOC110257104			C			T			0.17			0.76			0.59


			NC_010457.5			33841430			intergenic_region			MYOM2-LOC110257104			C			T			0.08			0.76			0.68


			NC_010457.5			33841457			intergenic_region			MYOM2-LOC110257104			A			C			0.33			0.84			0.52


			NC_010457.5			33841470			intergenic_region			MYOM2-LOC110257104			C			T			0.08			0.76			0.68


			NC_010457.5			33841485			intergenic_region			MYOM2-LOC110257104			A			T			0.34			0.84			0.50


			NC_010457.5			33841556			intergenic_region			MYOM2-LOC110257104			G			T			0.09			0.74			0.65


			NC_010457.5			33841582			intergenic_region			MYOM2-LOC110257104			G			T			0.34			0.84			0.50


			NC_010457.5			33841633			intergenic_region			MYOM2-LOC110257104			A			G			0.03			0.68			0.65


			NC_010457.5			33842014			intergenic_region			MYOM2-LOC110257104			A			T			0.09			0.65			0.56


			NC_010457.5			33842045			intergenic_region			MYOM2-LOC110257104			G			A			0.09			0.64			0.55


			NC_010457.5			33842153			intergenic_region			MYOM2-LOC110257104			G			A			0.07			0.69			0.63


			NC_010457.5			33842334			intergenic_region			MYOM2-LOC110257104			A			G			0.32			0.83			0.52


			NC_010457.5			33842534			intergenic_region			MYOM2-LOC110257104			C			A			0.32			0.86			0.54


			NC_010457.5			33842636			intergenic_region			MYOM2-LOC110257104			T			A			0.28			0.86			0.58


			NC_010457.5			33842645			intergenic_region			MYOM2-LOC110257104			A			G			0.27			0.86			0.59


			NC_010457.5			33842654			intergenic_region			MYOM2-LOC110257104			G			A			0.27			0.88			0.61


			NC_010457.5			33842667			intergenic_region			MYOM2-LOC110257104			T			C			0.26			0.86			0.60


			NC_010457.5			33842677			intergenic_region			MYOM2-LOC110257104			T			C			0.25			0.92			0.67


			NC_010457.5			33842678			intergenic_region			MYOM2-LOC110257104			A			G			0.25			0.92			0.67


			NC_010457.5			33842686			intergenic_region			MYOM2-LOC110257104			T			C			0.08			0.85			0.77


			NC_010457.5			33842688			intergenic_region			MYOM2-LOC110257104			C			T			0.24			0.85			0.60


			NC_010457.5			33842693			intergenic_region			MYOM2-LOC110257104			A			G			0.22			0.92			0.70


			NC_010457.5			33842726			intergenic_region			MYOM2-LOC110257104			A			G			0.25			0.81			0.56


			NC_010457.5			33842952			intergenic_region			MYOM2-LOC110257104			A			C			0.08			0.81			0.73


			NC_010457.5			33843071			intergenic_region			MYOM2-LOC110257104			C			T			0.11			0.95			0.84


			NC_010457.5			33843113			intergenic_region			MYOM2-LOC110257104			T			C			0.09			0.95			0.86


			NC_010457.5			33843171			intergenic_region			MYOM2-LOC110257104			C			T			0.09			0.93			0.84


			NC_010457.5			33843250			intergenic_region			MYOM2-LOC110257104			A			C			0.09			0.65			0.56


			NC_010457.5			33843255			intergenic_region			MYOM2-LOC110257104			T			C			0.09			0.65			0.56


			NC_010457.5			33843363			intergenic_region			MYOM2-LOC110257104			A			G			0.09			0.69			0.60


			NC_010457.5			33843462			intergenic_region			MYOM2-LOC110257104			G			T			0.08			0.88			0.80


			NC_010457.5			33843625			intergenic_region			MYOM2-LOC110257104			C			T			0.09			0.72			0.63


			NC_010457.5			33843676			intergenic_region			MYOM2-LOC110257104			A			T			0.08			0.73			0.65


			NC_010457.5			33843763			intergenic_region			MYOM2-LOC110257104			T			C			0.90			0.23			0.67


			NC_010457.5			33843773			intergenic_region			MYOM2-LOC110257104			G			A			0.08			0.71			0.63


			NC_010457.5			33843834			intergenic_region			MYOM2-LOC110257104			A			T			0.03			0.67			0.63


			NC_010457.5			33843873			intergenic_region			MYOM2-LOC110257104			C			T			0.34			0.89			0.55


			NC_010457.5			33844200			intergenic_region			MYOM2-LOC110257104			C			T			0.34			0.84			0.50


			NC_010457.5			33844235			intergenic_region			MYOM2-LOC110257104			T			C			0.09			0.79			0.70


			NC_010457.5			33844265			intergenic_region			MYOM2-LOC110257104			A			G			0.09			0.75			0.66


			NC_010457.5			33844348			intergenic_region			MYOM2-LOC110257104			G			T			0.09			0.67			0.58


			NC_010457.5			33844376			intergenic_region			MYOM2-LOC110257104			T			C			0.10			0.67			0.56


			NC_010457.5			33844561			intergenic_region			MYOM2-LOC110257104			C			A			0.03			0.74			0.70


			NC_010457.5			33844734			intergenic_region			MYOM2-LOC110257104			G			T			0.10			0.67			0.56


			NC_010457.5			33844907			intergenic_region			MYOM2-LOC110257104			C			T			0.06			0.61			0.55


			NC_010457.5			33845042			intergenic_region			MYOM2-LOC110257104			A			G			0.31			0.85			0.55


			NC_010457.5			33845068			intergenic_region			MYOM2-LOC110257104			C			T			0.06			0.74			0.68


			NC_010457.5			33845139			intergenic_region			MYOM2-LOC110257104			T			C			0.07			0.69			0.63


			NC_010457.5			33845157			intergenic_region			MYOM2-LOC110257104			A			C			0.07			0.69			0.63


			NC_010457.5			33845256			intergenic_region			MYOM2-LOC110257104			T			C			0.06			0.59			0.53


			NC_010457.5			33845315			intergenic_region			MYOM2-LOC110257104			A			G			0.08			0.81			0.73


			NC_010457.5			33845322			intergenic_region			MYOM2-LOC110257104			G			C			0.08			0.85			0.77


			NC_010457.5			33845345			intergenic_region			MYOM2-LOC110257104			A			G			0.08			0.81			0.73


			NC_010457.5			33845385			intergenic_region			MYOM2-LOC110257104			C			G			0.09			0.76			0.67


			NC_010457.5			33845411			intergenic_region			MYOM2-LOC110257104			C			G			0.08			0.74			0.66


			NC_010457.5			33845624			intergenic_region			MYOM2-LOC110257104			C			T			0.09			0.71			0.62


			NC_010457.5			33845729			intergenic_region			MYOM2-LOC110257104			G			T			0.09			0.73			0.64


			NC_010457.5			33845770			intergenic_region			MYOM2-LOC110257104			G			T			0.09			0.76			0.67


			NC_010457.5			33845795			intergenic_region			MYOM2-LOC110257104			C			G			0.09			0.78			0.69


			NC_010457.5			33845797			intergenic_region			MYOM2-LOC110257104			G			A			0.09			0.78			0.69


			NC_010457.5			33845812			intergenic_region			MYOM2-LOC110257104			C			A			0.33			0.83			0.50


			NC_010457.5			33845843			intergenic_region			MYOM2-LOC110257104			C			T			0.35			0.88			0.53


			NC_010457.5			33845846			intergenic_region			MYOM2-LOC110257104			C			G			0.08			0.75			0.67


			NC_010457.5			33845866			intergenic_region			MYOM2-LOC110257104			A			C			0.08			0.68			0.60


			NC_010457.5			33845933			intergenic_region			MYOM2-LOC110257104			C			A			0.09			0.74			0.65


			NC_010457.5			33845955			intergenic_region			MYOM2-LOC110257104			T			G			0.09			0.74			0.65


			NC_010457.5			33846011			intergenic_region			MYOM2-LOC110257104			C			G			0.08			0.74			0.66


			NC_010457.5			33846057			intergenic_region			MYOM2-LOC110257104			A			T			0.08			0.79			0.71


			NC_010457.5			33846060			intergenic_region			MYOM2-LOC110257104			G			C			0.08			0.73			0.65


			NC_010457.5			33846167			intergenic_region			MYOM2-LOC110257104			C			G			0.07			0.74			0.67


			NC_010457.5			33846291			intergenic_region			MYOM2-LOC110257104			T			C			0.07			0.81			0.74


			NC_010457.5			33846329			intergenic_region			MYOM2-LOC110257104			A			C			0.33			0.83			0.50


			NC_010457.5			33846420			intergenic_region			MYOM2-LOC110257104			T			C			0.08			0.71			0.63


			NC_010457.5			33846502			intergenic_region			MYOM2-LOC110257104			G			A			0.07			0.78			0.71


			NC_010457.5			33846571			intergenic_region			MYOM2-LOC110257104			T			G			0.07			0.79			0.72


			NC_010457.5			33846589			intergenic_region			MYOM2-LOC110257104			T			C			0.03			0.71			0.68


			NC_010457.5			33846590			intergenic_region			MYOM2-LOC110257104			G			A			0.20			0.79			0.59


			NC_010457.5			33846653			intergenic_region			MYOM2-LOC110257104			A			T			0.07			0.70			0.63


			NC_010457.5			33846699			intergenic_region			MYOM2-LOC110257104			C			T			0.05			0.73			0.69


			NC_010457.5			33846982			intergenic_region			MYOM2-LOC110257104			T			C			0.09			0.73			0.64


			NC_010457.5			33846990			intergenic_region			MYOM2-LOC110257104			G			A			0.09			0.73			0.64


			NC_010457.5			33847064			intergenic_region			MYOM2-LOC110257104			T			A			0.08			0.74			0.66


			NC_010457.5			33847100			intergenic_region			MYOM2-LOC110257104			A			C			0.33			0.84			0.51


			NC_010457.5			33847188			intergenic_region			MYOM2-LOC110257104			T			C			0.08			0.72			0.64


			NC_010457.5			33847295			intergenic_region			MYOM2-LOC110257104			C			A			0.08			0.78			0.70


			NC_010457.5			33847439			intergenic_region			MYOM2-LOC110257104			C			A			0.07			0.76			0.69


			NC_010457.5			33847470			intergenic_region			MYOM2-LOC110257104			A			T			0.07			0.76			0.69


			NC_010457.5			33847471			intergenic_region			MYOM2-LOC110257104			C			A			0.07			0.76			0.69


			NC_010457.5			33847517			intergenic_region			MYOM2-LOC110257104			C			T			0.07			0.66			0.59


			NC_010457.5			33847561			intergenic_region			MYOM2-LOC110257104			C			T			0.09			0.71			0.62


			NC_010457.5			33847806			intergenic_region			MYOM2-LOC110257104			G			C			0.05			0.67			0.62


			NC_010457.5			33847837			intergenic_region			MYOM2-LOC110257104			G			C			0.09			0.78			0.68


			NC_010457.5			33847881			intergenic_region			MYOM2-LOC110257104			T			A			0.10			0.79			0.68


			NC_010457.5			33847902			intergenic_region			MYOM2-LOC110257104			C			A			0.09			0.78			0.69


			NC_010457.5			33847956			intergenic_region			MYOM2-LOC110257104			T			C			0.10			0.72			0.63


			NC_010457.5			33848022			intergenic_region			MYOM2-LOC110257104			A			G			0.03			0.68			0.65


			NC_010457.5			33848248			intergenic_region			MYOM2-LOC110257104			A			*			0.01			0.55			0.54


			NC_010457.5			33848313			intergenic_region			MYOM2-LOC110257104			G			A			0.08			0.71			0.63


			NC_010457.5			33848501			intergenic_region			MYOM2-LOC110257104			C			T			0.08			0.76			0.68


			NC_010457.5			33848546			intergenic_region			MYOM2-LOC110257104			A			G			0.28			0.84			0.56


			NC_010457.5			33848583			intergenic_region			MYOM2-LOC110257104			G			T			0.08			0.68			0.60


			NC_010457.5			33848629			intergenic_region			MYOM2-LOC110257104			T			C			0.29			0.84			0.55


			NC_010457.5			33848655			intergenic_region			MYOM2-LOC110257104			C			T			0.09			0.74			0.65


			NC_010457.5			33848866			intergenic_region			MYOM2-LOC110257104			T			A			0.07			0.74			0.67


			NC_010457.5			33848892			intergenic_region			MYOM2-LOC110257104			A			G			0.28			0.79			0.51


			NC_010457.5			33848902			intergenic_region			MYOM2-LOC110257104			C			T			0.27			0.79			0.52


			NC_010457.5			33849223			intergenic_region			MYOM2-LOC110257104			A			G			0.32			0.84			0.53


			NC_010457.5			33849653			intergenic_region			MYOM2-LOC110257104			A			G			0.02			0.69			0.67


			NC_010457.5			33849796			intergenic_region			MYOM2-LOC110257104			A			G			0.06			0.76			0.70


			NC_010457.5			33850011			intergenic_region			MYOM2-LOC110257104			C			T			0.09			0.74			0.65


			NC_010457.5			33850194			intergenic_region			MYOM2-LOC110257104			G			A			0.08			0.76			0.68


			NC_010457.5			33850275			intergenic_region			MYOM2-LOC110257104			A			G			0.09			0.76			0.67


			NC_010457.5			33850716			intergenic_region			MYOM2-LOC110257104			C			T			0.09			0.76			0.67


			NC_010457.5			33850726			intergenic_region			MYOM2-LOC110257104			T			C			0.09			0.76			0.67


			NC_010457.5			33850727			intergenic_region			MYOM2-LOC110257104			G			A			0.09			0.76			0.67


			NC_010457.5			33850730			intergenic_region			MYOM2-LOC110257104			C			T			0.09			0.76			0.67


			NC_010457.5			33850738			intergenic_region			MYOM2-LOC110257104			G			A			0.09			0.74			0.65


			NC_010457.5			33850861			intergenic_region			MYOM2-LOC110257104			C			T			0.09			0.76			0.67


			NC_010457.5			33850901			intergenic_region			MYOM2-LOC110257104			T			C			0.08			0.75			0.67


			NC_010457.5			33850945			intergenic_region			MYOM2-LOC110257104			C			T			0.08			0.71			0.63


			NC_010457.5			33852906			intergenic_region			MYOM2-LOC110257104			C			A			0.03			0.63			0.60


			NC_010457.5			33853680			intergenic_region			MYOM2-LOC110257104			C			A			0.09			0.76			0.67


			NC_010457.5			33853705			intergenic_region			MYOM2-LOC110257104			G			A			0.09			0.75			0.66


			NC_010457.5			33853814			intergenic_region			MYOM2-LOC110257104			T			C			0.10			0.76			0.66


			NC_010457.5			33853967			intergenic_region			MYOM2-LOC110257104			A			G			0.09			0.74			0.65


			NC_010457.5			33854020			intergenic_region			MYOM2-LOC110257104			T			C			0.09			0.74			0.65


			NC_010457.5			33854306			intergenic_region			MYOM2-LOC110257104			G			A			0.07			0.68			0.62


			NC_010457.5			33854422			intergenic_region			MYOM2-LOC110257104			C			A			0.07			0.71			0.64


			NC_010457.5			33855367			intergenic_region			MYOM2-LOC110257104			T			A			0.09			0.76			0.67


			NC_010457.5			33855387			intergenic_region			MYOM2-LOC110257104			T			C			0.03			0.71			0.68


			NC_010457.5			33856047			intergenic_region			MYOM2-LOC110257104			G			T			0.08			0.76			0.68


			NC_010457.5			33856471			intergenic_region			MYOM2-LOC110257104			A			G			0.14			0.79			0.65


			NC_010457.5			33856480			intergenic_region			MYOM2-LOC110257104			T			C			0.08			0.79			0.71


			NC_010457.5			33856831			intergenic_region			MYOM2-LOC110257104			A			G			0.08			0.74			0.66


			NC_010457.5			33857373			intergenic_region			MYOM2-LOC110257104			A			T			0.03			0.68			0.65


			NC_010457.5			33857705			intergenic_region			MYOM2-LOC110257104			G			A			0.43			0.94			0.51


			NC_010457.5			33857988			intergenic_region			MYOM2-LOC110257104			T			A			0.08			0.74			0.66


			NC_010457.5			33858015			intergenic_region			MYOM2-LOC110257104			A			G			0.08			0.76			0.68


			NC_010457.5			33858053			intergenic_region			MYOM2-LOC110257104			G			A			0.10			0.76			0.66


			NC_010457.5			33858446			intergenic_region			MYOM2-LOC110257104			T			A			0.08			0.76			0.68


			NC_010457.5			33858631			intergenic_region			MYOM2-LOC110257104			A			G			0.07			0.74			0.67


			NC_010457.5			33858635			intergenic_region			MYOM2-LOC110257104			T			A			0.07			0.74			0.67


			NC_010457.5			33858684			intergenic_region			MYOM2-LOC110257104			C			T			0.13			0.75			0.63


			NC_010457.5			33858852			intergenic_region			MYOM2-LOC110257104			T			C			0.05			0.71			0.66


			NC_010457.5			33859337			intergenic_region			MYOM2-LOC110257104			G			C			0.19			0.75			0.56


			NC_010457.5			33859402			intergenic_region			MYOM2-LOC110257104			A			T			0.10			0.76			0.66


			NC_010457.5			33859432			intergenic_region			MYOM2-LOC110257104			G			A			0.08			0.71			0.63


			NC_010457.5			33859436			intergenic_region			MYOM2-LOC110257104			A			G			0.08			0.75			0.67


			NC_010457.5			33859446			intergenic_region			MYOM2-LOC110257104			T			C			0.08			0.75			0.67


			NC_010457.5			33859595			intergenic_region			MYOM2-LOC110257104			A			G			0.06			0.79			0.73


			NC_010457.5			33859616			intergenic_region			MYOM2-LOC110257104			T			A			0.07			0.76			0.69


			NC_010457.5			33859619			intergenic_region			MYOM2-LOC110257104			T			C			0.07			0.76			0.69


			NC_010457.5			33859692			intergenic_region			MYOM2-LOC110257104			A			T			0.07			0.76			0.69


			NC_010457.5			33859738			intergenic_region			MYOM2-LOC110257104			C			T			0.08			0.74			0.66


			NC_010457.5			33859764			intergenic_region			MYOM2-LOC110257104			G			A			0.08			0.76			0.68


			NC_010457.5			33859779			intergenic_region			MYOM2-LOC110257104			A			C			0.07			0.76			0.69


			NC_010457.5			33859817			intergenic_region			MYOM2-LOC110257104			T			C			0.08			0.74			0.65


			NC_010457.5			33860093			intergenic_region			MYOM2-LOC110257104			A			G			0.04			0.71			0.67


			NC_010457.5			33860176			intergenic_region			MYOM2-LOC110257104			T			A			0.07			0.70			0.63


			NC_010457.5			33860245			intergenic_region			MYOM2-LOC110257104			A			G			0.08			0.74			0.65


			NC_010457.5			33860255			intergenic_region			MYOM2-LOC110257104			T			A			0.07			0.74			0.67


			NC_010457.5			33860383			intergenic_region			MYOM2-LOC110257104			A			G			0.03			0.74			0.70


			NC_010457.5			33860594			intergenic_region			MYOM2-LOC110257104			G			A			0.09			0.76			0.67


			NC_010457.5			33860627			intergenic_region			MYOM2-LOC110257104			T			C			0.09			0.72			0.63


			NC_010457.5			33860754			intergenic_region			MYOM2-LOC110257104			G			A			0.07			0.76			0.69


			NC_010457.5			33860891			intergenic_region			MYOM2-LOC110257104			C			T			0.08			0.78			0.70


			NC_010457.5			33860894			intergenic_region			MYOM2-LOC110257104			C			T			0.08			0.78			0.70


			NC_010457.5			33861163			intergenic_region			MYOM2-LOC110257104			C			T			0.10			0.74			0.63


			NC_010457.5			33861329			intergenic_region			MYOM2-LOC110257104			G			A			0.08			0.75			0.67


			NC_010457.5			33861341			intergenic_region			MYOM2-LOC110257104			T			C			0.08			0.75			0.67


			NC_010457.5			33861368			intergenic_region			MYOM2-LOC110257104			G			C			0.10			0.74			0.63


			NC_010457.5			33861441			intergenic_region			MYOM2-LOC110257104			G			C			0.31			0.83			0.53


			NC_010457.5			33861571			intergenic_region			MYOM2-LOC110257104			G			A			0.08			0.75			0.67


			NC_010457.5			33861620			intergenic_region			MYOM2-LOC110257104			G			A			0.09			0.75			0.66


			NC_010457.5			33861675			intergenic_region			MYOM2-LOC110257104			T			C			0.81			0.24			0.57


			NC_010457.5			33861752			intergenic_region			MYOM2-LOC110257104			T			C			0.08			0.76			0.68


			NC_010457.5			33861846			intergenic_region			MYOM2-LOC110257104			A			G			0.33			0.97			0.65


			NC_010457.5			33862137			intergenic_region			MYOM2-LOC110257104			A			G			0.05			0.71			0.67


			NC_010457.5			33862153			intergenic_region			MYOM2-LOC110257104			C			G			0.05			0.71			0.67


			NC_010457.5			33862541			intergenic_region			MYOM2-LOC110257104			G			A			0.16			0.71			0.55


			NC_010457.5			33862625			intergenic_region			MYOM2-LOC110257104			T			C			0.15			0.71			0.56


			NC_010457.5			33862686			intergenic_region			MYOM2-LOC110257104			C			G			0.03			0.74			0.70


			NC_010457.5			33862769			intergenic_region			MYOM2-LOC110257104			A			G			0.15			0.68			0.53


			NC_010457.5			33862774			intergenic_region			MYOM2-LOC110257104			C			T			0.15			0.68			0.53


			NC_010457.5			33862782			intergenic_region			MYOM2-LOC110257104			C			T			0.15			0.68			0.54


			NC_010457.5			33862822			intergenic_region			MYOM2-LOC110257104			C			T			0.03			0.71			0.68


			NC_010457.5			33862841			intergenic_region			MYOM2-LOC110257104			T			C			0.14			0.68			0.55


			NC_010457.5			33862942			intergenic_region			MYOM2-LOC110257104			G			A			0.03			0.68			0.65


			NC_010457.5			33863693			intergenic_region			MYOM2-LOC110257104			G			A			0.16			0.71			0.55


			NC_010457.5			33864178			intergenic_region			MYOM2-LOC110257104			T			C			0.16			0.69			0.54


			NC_010457.5			33864305			intergenic_region			MYOM2-LOC110257104			C			T			0.13			0.65			0.52


			NC_010457.5			33864338			intergenic_region			MYOM2-LOC110257104			T			A			0.03			0.67			0.63


			NC_010457.5			33864354			intergenic_region			MYOM2-LOC110257104			A			G			0.03			0.69			0.65


			NC_010457.5			33864388			intergenic_region			MYOM2-LOC110257104			G			T			0.03			0.69			0.65


			NC_010457.5			33864420			intergenic_region			MYOM2-LOC110257104			C			G			0.03			0.72			0.68


			NC_010457.5			33864694			intergenic_region			MYOM2-LOC110257104			C			T			0.03			0.62			0.58


			NC_010457.5			33864837			intergenic_region			MYOM2-LOC110257104			A			G			0.03			0.60			0.57


			NC_010457.5			33864956			intergenic_region			MYOM2-LOC110257104			A			T			0.03			0.61			0.58


			NC_010457.5			33865009			intergenic_region			MYOM2-LOC110257104			T			G			0.13			0.68			0.56


			NC_010457.5			33865064			intergenic_region			MYOM2-LOC110257104			C			T			0.05			0.56			0.51


			NC_010457.5			33865328			intergenic_region			MYOM2-LOC110257104			A			G			0.14			0.71			0.57


			NC_010457.5			33865340			intergenic_region			MYOM2-LOC110257104			A			G			0.13			0.71			0.59


			NC_010457.5			33865415			intergenic_region			MYOM2-LOC110257104			A			C			0.03			0.63			0.60


			NC_010457.5			33865433			intergenic_region			MYOM2-LOC110257104			G			A			0.03			0.63			0.60


			NC_010457.5			33865444			intergenic_region			MYOM2-LOC110257104			A			G			0.12			0.69			0.58


			NC_010457.5			33865450			intergenic_region			MYOM2-LOC110257104			T			A			0.12			0.69			0.58


			NC_010457.5			33865479			intergenic_region			MYOM2-LOC110257104			G			A			0.04			0.74			0.70


			NC_010457.5			33865523			intergenic_region			MYOM2-LOC110257104			G			A			0.04			0.71			0.67


			NC_010457.5			33865667			intergenic_region			MYOM2-LOC110257104			G			A			0.03			0.71			0.68


			NC_010457.5			33865725			intergenic_region			MYOM2-LOC110257104			A			G			0.02			0.68			0.66


			NC_010457.5			33865809			intergenic_region			MYOM2-LOC110257104			G			T			0.02			0.74			0.71


			NC_010457.5			33865976			intergenic_region			MYOM2-LOC110257104			T			C			0.03			0.68			0.65


			NC_010457.5			33866071			intergenic_region			MYOM2-LOC110257104			C			A			0.05			0.57			0.52


			NC_010457.5			33866225			intergenic_region			MYOM2-LOC110257104			C			T			0.03			0.74			0.70


			NC_010457.5			33866362			intergenic_region			MYOM2-LOC110257104			T			C			0.04			0.68			0.65


			NC_010457.5			33866427			intergenic_region			MYOM2-LOC110257104			G			A			0.03			0.71			0.68


			NC_010457.5			33866510			intergenic_region			MYOM2-LOC110257104			C			T			0.03			0.66			0.62


			NC_010457.5			33866591			intergenic_region			MYOM2-LOC110257104			G			A			0.03			0.68			0.65


			NC_010457.5			33867103			intergenic_region			MYOM2-LOC110257104			A			G			0.03			0.68			0.65


			NC_010457.5			33867388			intergenic_region			MYOM2-LOC110257104			A			G			0.03			0.71			0.68


			NC_010457.5			33867834			intergenic_region			MYOM2-LOC110257104			T			G			0.03			0.71			0.68


			NC_010457.5			33867895			intergenic_region			MYOM2-LOC110257104			G			A			0.03			0.71			0.68


			NC_010457.5			33867972			intergenic_region			MYOM2-LOC110257104			C			T			0.09			0.69			0.60


			NC_010457.5			33868071			intergenic_region			MYOM2-LOC110257104			G			C			0.03			0.71			0.68


			NC_010457.5			33868102			intergenic_region			MYOM2-LOC110257104			C			T			0.10			0.71			0.61


			NC_010457.5			33868302			intergenic_region			MYOM2-LOC110257104			G			T			0.14			0.71			0.57


			NC_010457.5			33868391			intergenic_region			MYOM2-LOC110257104			T			C			0.14			0.66			0.52


			NC_010457.5			33868429			intergenic_region			MYOM2-LOC110257104			T			C			0.14			0.68			0.53


			NC_010457.5			33868438			intergenic_region			MYOM2-LOC110257104			G			A			0.15			0.66			0.51


			NC_010457.5			33868459			intergenic_region			MYOM2-LOC110257104			G			A			0.01			0.63			0.62


			NC_010457.5			33868545			intergenic_region			MYOM2-LOC110257104			T			C			0.03			0.67			0.64


			NC_010457.5			33868689			intergenic_region			MYOM2-LOC110257104			C			T			0.02			0.75			0.73


			NC_010457.5			33868720			intergenic_region			MYOM2-LOC110257104			C			A			0.02			0.69			0.66


			NC_010457.5			33868727			intergenic_region			MYOM2-LOC110257104			G			A			0.02			0.66			0.63


			NC_010457.5			33868758			intergenic_region			MYOM2-LOC110257104			C			G			0.02			0.74			0.71


			NC_010457.5			33868889			intergenic_region			MYOM2-LOC110257104			T			C			0.03			0.68			0.65


			NC_010457.5			33868972			intergenic_region			MYOM2-LOC110257104			C			A			0.02			0.71			0.69


			NC_010457.5			33868974			intergenic_region			MYOM2-LOC110257104			T			G			0.82			0.24			0.58


			NC_010457.5			33869143			intergenic_region			MYOM2-LOC110257104			C			T			0.01			0.63			0.61


			NC_010457.5			33869276			intergenic_region			MYOM2-LOC110257104			C			T			0.03			0.63			0.60


			NC_010457.5			33869434			intergenic_region			MYOM2-LOC110257104			A			C			0.19			0.71			0.52


			NC_010457.5			33869490			intergenic_region			MYOM2-LOC110257104			G			A			0.03			0.69			0.66


			NC_010457.5			33869707			intergenic_region			MYOM2-LOC110257104			A			T			0.15			0.71			0.56


			NC_010457.5			33869862			intergenic_region			MYOM2-LOC110257104			C			A			0.17			0.68			0.51


			NC_010457.5			33870261			intergenic_region			MYOM2-LOC110257104			A			G			0.03			0.86			0.82


			NC_010457.5			33872370			intergenic_region			MYOM2-LOC110257104			G			A			0.03			0.58			0.55


			NC_010457.5			33872486			intergenic_region			MYOM2-LOC110257104			T			C			0.03			0.67			0.63


			NC_010457.5			33872595			intergenic_region			MYOM2-LOC110257104			T			C			0.03			0.71			0.67


			NC_010457.5			33872805			intergenic_region			MYOM2-LOC110257104			A			C			0.20			1.00			0.80


			NC_010457.5			33873050			intergenic_region			MYOM2-LOC110257104			G			A			0.12			0.71			0.59


			NC_010457.5			33873054			intergenic_region			MYOM2-LOC110257104			T			C			0.03			0.71			0.68


			NC_010457.5			33873216			intergenic_region			MYOM2-LOC110257104			T			C			0.03			0.74			0.70


			NC_010457.5			33873226			intergenic_region			MYOM2-LOC110257104			T			C			0.03			0.74			0.70


			NC_010457.5			33873344			intergenic_region			MYOM2-LOC110257104			T			A			0.64			0.00			0.64


			NC_010457.5			33873395			intergenic_region			MYOM2-LOC110257104			G			A			0.63			0.00			0.63


			NC_010457.5			33873408			intergenic_region			MYOM2-LOC110257104			C			T			0.62			0.00			0.62


			NC_010457.5			33873442			intergenic_region			MYOM2-LOC110257104			G			T			0.10			0.94			0.84


			NC_010457.5			33873557			intergenic_region			MYOM2-LOC110257104			C			T			0.13			0.97			0.85


			NC_010457.5			33873600			intergenic_region			MYOM2-LOC110257104			C			T			0.32			0.97			0.66


			NC_010457.5			33873698			intergenic_region			MYOM2-LOC110257104			A			G			0.80			0.26			0.54


			NC_010457.5			33873812			intergenic_region			MYOM2-LOC110257104			A			C			0.02			0.74			0.71


			NC_010457.5			33873846			intergenic_region			MYOM2-LOC110257104			T			C			0.78			0.26			0.52


			NC_010457.5			33874552			intergenic_region			MYOM2-LOC110257104			G			C			0.01			0.74			0.72


			NC_010457.5			33874556			intergenic_region			MYOM2-LOC110257104			C			T			0.24			0.97			0.73


			NC_010457.5			33874661			intergenic_region			MYOM2-LOC110257104			A			C			0.01			0.68			0.66


			NC_010457.5			33875146			intergenic_region			MYOM2-LOC110257104			T			C			0.03			0.69			0.65


			NC_010457.5			33875502			intergenic_region			MYOM2-LOC110257104			A			G			0.02			0.68			0.66


			NC_010457.5			33875829			intergenic_region			MYOM2-LOC110257104			C			A			0.01			0.67			0.65


			NC_010457.5			33876011			intergenic_region			MYOM2-LOC110257104			C			A			0.02			0.74			0.71


			NC_010457.5			33876023			intergenic_region			MYOM2-LOC110257104			A			G			0.19			1.00			0.81


			NC_010457.5			33876080			intergenic_region			MYOM2-LOC110257104			T			C			0.57			0.00			0.57


			NC_010457.5			33876328			intergenic_region			MYOM2-LOC110257104			C			T			0.06			0.71			0.65


			NC_010457.5			33876435			intergenic_region			MYOM2-LOC110257104			T			C			0.09			0.71			0.62


			NC_010457.5			33876653			intergenic_region			MYOM2-LOC110257104			G			A			0.07			0.66			0.59


			NC_010457.5			33876994			intergenic_region			MYOM2-LOC110257104			C			T			0.03			0.71			0.68


			NC_010457.5			33877130			intergenic_region			MYOM2-LOC110257104			T			C			0.03			0.66			0.62


			NC_010457.5			33877679			intergenic_region			MYOM2-LOC110257104			C			T			0.09			0.72			0.63


			NC_010457.5			33877681			intergenic_region			MYOM2-LOC110257104			T			C			0.02			0.72			0.70


			NC_010457.5			33877761			intergenic_region			MYOM2-LOC110257104			T			C			0.03			0.75			0.72


			NC_010457.5			33877780			intergenic_region			MYOM2-LOC110257104			G			A			0.02			0.69			0.67


			NC_010457.5			33877943			intergenic_region			MYOM2-LOC110257104			C			T			0.03			0.68			0.65


			NC_010457.5			33879341			intergenic_region			MYOM2-LOC110257104			T			A			0.03			0.58			0.55


			NC_010457.5			33879416			intergenic_region			MYOM2-LOC110257104			G			C			0.02			0.65			0.63


			NC_010457.5			33879764			intergenic_region			MYOM2-LOC110257104			C			T			0.02			0.69			0.66


			NC_010457.5			33879895			intergenic_region			MYOM2-LOC110257104			T			G			0.03			0.61			0.58


			NC_010457.5			33880241			intergenic_region			MYOM2-LOC110257104			G			A			0.03			0.66			0.62


			NC_010457.5			33880435			intergenic_region			MYOM2-LOC110257104			G			A			0.02			0.59			0.57


			NC_010457.5			33880602			intergenic_region			MYOM2-LOC110257104			G			A			0.02			0.66			0.63


			NC_010457.5			33880887			intergenic_region			MYOM2-LOC110257104			G			A			0.02			0.66			0.63


			NC_010457.5			33880897			intergenic_region			MYOM2-LOC110257104			G			A			0.02			0.61			0.59


			NC_010457.5			33882938			intergenic_region			MYOM2-LOC110257104			T			G			0.29			0.97			0.69


			NC_010457.5			33882969			intergenic_region			MYOM2-LOC110257104			A			G			0.43			0.97			0.55


			NC_010457.5			33883470			intergenic_region			MYOM2-LOC110257104			C			T			0.08			0.79			0.71


			NC_010457.5			33883708			intergenic_region			MYOM2-LOC110257104			G			A			0.08			0.76			0.68


			NC_010457.5			33883806			intergenic_region			MYOM2-LOC110257104			C			G			0.07			0.61			0.54


			NC_010457.5			33884924			intergenic_region			MYOM2-LOC110257104			T			C			0.22			0.79			0.57


			NC_010457.5			33884978			intergenic_region			MYOM2-LOC110257104			G			A			0.09			0.79			0.70


			NC_010457.5			33885098			intergenic_region			MYOM2-LOC110257104			G			A			0.76			0.13			0.63


			NC_010457.5			33885138			intergenic_region			MYOM2-LOC110257104			T			C			0.09			0.79			0.71


			NC_010457.5			33885443			intergenic_region			MYOM2-LOC110257104			T			C			0.08			0.76			0.68


			NC_010457.5			33885773			intergenic_region			MYOM2-LOC110257104			G			A			0.08			0.83			0.75


			NC_010457.5			33885853			intergenic_region			MYOM2-LOC110257104			G			C			0.09			0.79			0.70


			NC_010457.5			33885986			intergenic_region			MYOM2-LOC110257104			T			G			0.29			0.83			0.55


			NC_010457.5			33886049			intergenic_region			MYOM2-LOC110257104			C			T			0.09			0.79			0.70


			NC_010457.5			33886423			intergenic_region			MYOM2-LOC110257104			T			A			0.18			0.84			0.66


			NC_010457.5			33886490			intergenic_region			MYOM2-LOC110257104			G			A			0.10			0.84			0.74


			NC_010457.5			33886617			intergenic_region			MYOM2-LOC110257104			C			T			0.16			0.76			0.60


			NC_010457.5			33886825			intergenic_region			MYOM2-LOC110257104			A			G			0.09			0.81			0.72


			NC_010457.5			33886832			intergenic_region			MYOM2-LOC110257104			C			T			0.09			0.81			0.72


			NC_010457.5			33886910			intergenic_region			MYOM2-LOC110257104			A			G			0.08			0.74			0.65


			NC_010457.5			33887234			intergenic_region			MYOM2-LOC110257104			G			T			0.31			0.82			0.50


			NC_010457.5			33887467			intergenic_region			MYOM2-LOC110257104			T			G			0.19			0.76			0.57


			NC_010457.5			33888095			intergenic_region			MYOM2-LOC110257104			A			T			0.10			0.74			0.63


			NC_010457.5			33888096			intergenic_region			MYOM2-LOC110257104			T			C			0.90			0.18			0.72


			NC_010457.5			33889200			intergenic_region			MYOM2-LOC110257104			C			T			0.91			0.21			0.70


			NC_010457.5			33889417			intergenic_region			MYOM2-LOC110257104			G			A			0.72			0.00			0.72


			NC_010457.5			33889534			intergenic_region			MYOM2-LOC110257104			T			C			0.90			0.24			0.66


			NC_010457.5			33889740			intergenic_region			MYOM2-LOC110257104			T			A			0.77			0.18			0.59


			NC_010457.5			33889741			intergenic_region			MYOM2-LOC110257104			C			A			0.77			0.18			0.59


			NC_010457.5			33889745			intergenic_region			MYOM2-LOC110257104			C			T			0.77			0.18			0.59


			NC_010457.5			33889894			intergenic_region			MYOM2-LOC110257104			A			G			0.90			0.21			0.69


			NC_010457.5			33890823			intergenic_region			MYOM2-LOC110257104			A			G			0.54			0.00			0.54


			NC_010457.5			33891990			intergenic_region			MYOM2-LOC110257104			G			A			0.90			0.18			0.72


			NC_010457.5			33892026			intergenic_region			MYOM2-LOC110257104			G			A			0.91			0.18			0.73


			NC_010457.5			33892043			intergenic_region			MYOM2-LOC110257104			C			T			0.90			0.18			0.72


			NC_010457.5			33892173			intergenic_region			MYOM2-LOC110257104			T			A			0.89			0.18			0.71


			NC_010457.5			33892181			intergenic_region			MYOM2-LOC110257104			C			T			0.11			0.82			0.70


			NC_010457.5			33892196			intergenic_region			MYOM2-LOC110257104			C			T			0.88			0.11			0.77


			NC_010457.5			33892266			intergenic_region			MYOM2-LOC110257104			C			T			0.87			0.11			0.76


			NC_010457.5			33892585			intergenic_region			MYOM2-LOC110257104			C			T			0.08			0.83			0.75


			NC_010457.5			33893038			intergenic_region			MYOM2-LOC110257104			A			G			0.85			0.18			0.67


			NC_010457.5			33893104			intergenic_region			MYOM2-LOC110257104			C			T			0.91			0.21			0.70


			NC_010457.5			33893373			intergenic_region			MYOM2-LOC110257104			A			T			0.89			0.18			0.71


			NC_010457.5			33893408			intergenic_region			MYOM2-LOC110257104			G			A			0.08			0.79			0.71


			NC_010457.5			33893583			intergenic_region			MYOM2-LOC110257104			A			G			0.90			0.21			0.69


			NC_010457.5			33893906			intergenic_region			MYOM2-LOC110257104			T			C			0.08			0.81			0.73


			NC_010457.5			33894002			intergenic_region			MYOM2-LOC110257104			T			C			0.08			0.63			0.55


			NC_010457.5			33894082			intergenic_region			MYOM2-LOC110257104			T			C			0.10			0.76			0.67


			NC_010457.5			33894145			intergenic_region			MYOM2-LOC110257104			C			A			0.14			0.84			0.70


			NC_010457.5			33894375			intergenic_region			MYOM2-LOC110257104			A			G			0.09			0.81			0.71


			NC_010457.5			33894385			intergenic_region			MYOM2-LOC110257104			G			A			0.86			0.13			0.73


			NC_010457.5			33895059			intergenic_region			MYOM2-LOC110257104			G			A			0.14			0.84			0.70


			NC_010457.5			33895064			intergenic_region			MYOM2-LOC110257104			C			T			0.15			0.84			0.70


			NC_010457.5			33895376			intergenic_region			MYOM2-LOC110257104			A			G			0.10			0.78			0.68


			NC_010457.5			33895384			intergenic_region			MYOM2-LOC110257104			C			T			0.14			0.84			0.71


			NC_010457.5			33895732			intergenic_region			MYOM2-LOC110257104			G			A			0.85			0.07			0.78


			NC_010457.5			33896719			intergenic_region			MYOM2-LOC110257104			T			C			0.11			0.72			0.61


			NC_010457.5			33896964			intergenic_region			MYOM2-LOC110257104			C			T			0.10			0.78			0.68


			NC_010457.5			33896969			intergenic_region			MYOM2-LOC110257104			C			A			0.14			0.81			0.67


			NC_010457.5			33897494			intergenic_region			MYOM2-LOC110257104			T			C			0.86			0.18			0.68


			NC_010457.5			33897562			intergenic_region			MYOM2-LOC110257104			T			C			0.10			0.84			0.74


			NC_010457.5			33897959			intergenic_region			MYOM2-LOC110257104			G			A			0.11			0.82			0.70


			NC_010457.5			33898039			intergenic_region			MYOM2-LOC110257104			A			C			0.07			0.79			0.72


			NC_010457.5			33898550			intergenic_region			MYOM2-LOC110257104			G			T			0.10			0.69			0.59


			NC_010457.5			33899088			intergenic_region			MYOM2-LOC110257104			A			C			0.89			0.21			0.68


			NC_010457.5			33899148			intergenic_region			MYOM2-LOC110257104			T			A			0.09			0.82			0.72


			NC_010457.5			33899608			intergenic_region			MYOM2-LOC110257104			A			T			0.09			0.74			0.65


			NC_010457.5			33900501			intergenic_region			MYOM2-LOC110257104			T			C			0.08			0.76			0.68


			NC_010457.5			33900745			intergenic_region			MYOM2-LOC110257104			G			T			0.10			0.87			0.77


			NC_010457.5			33901009			intergenic_region			MYOM2-LOC110257104			C			G			0.91			0.26			0.65


			NC_010457.5			33901253			intergenic_region			MYOM2-LOC110257104			T			C			0.09			0.74			0.64


			NC_010457.5			33901480			intergenic_region			MYOM2-LOC110257104			C			T			0.10			0.71			0.61


			NC_010457.5			33901559			intergenic_region			MYOM2-LOC110257104			T			C			0.10			0.76			0.67


			NC_010457.5			33901562			intergenic_region			MYOM2-LOC110257104			T			C			0.10			0.76			0.67


			NC_010457.5			33901634			intergenic_region			MYOM2-LOC110257104			T			G			0.07			0.78			0.72


			NC_010457.5			33901965			intergenic_region			MYOM2-LOC110257104			C			T			0.08			0.81			0.73


			NC_010457.5			33901972			intergenic_region			MYOM2-LOC110257104			C			G			0.08			0.81			0.73


			NC_010457.5			33902186			intergenic_region			MYOM2-LOC110257104			A			G			0.07			0.79			0.72


			NC_010457.5			33902402			intergenic_region			MYOM2-LOC110257104			G			A			0.09			0.79			0.70


			NC_010457.5			33902651			intergenic_region			MYOM2-LOC110257104			T			C			0.11			0.79			0.68


			NC_010457.5			33902949			intergenic_region			MYOM2-LOC110257104			T			C			0.88			0.21			0.67


			NC_010457.5			33903232			intergenic_region			MYOM2-LOC110257104			C			T			0.70			0.18			0.52


			NC_010457.5			33903248			intergenic_region			MYOM2-LOC110257104			C			T			0.68			0.18			0.50


			NC_010457.5			33903301			intergenic_region			MYOM2-LOC110257104			A			G			0.69			0.09			0.60


			NC_010457.5			33903421			intergenic_region			MYOM2-LOC110257104			T			C			0.88			0.24			0.64


			NC_010457.5			33903457			intergenic_region			MYOM2-LOC110257104			A			C			0.90			0.21			0.69


			NC_010457.5			33903465			intergenic_region			MYOM2-LOC110257104			T			G			0.90			0.21			0.69


			NC_010457.5			33903784			intergenic_region			MYOM2-LOC110257104			A			G			0.45			0.97			0.52


			NC_010457.5			33903839			intergenic_region			MYOM2-LOC110257104			C			T			0.10			0.76			0.66


			NC_010457.5			33903879			intergenic_region			MYOM2-LOC110257104			A			C			0.09			0.89			0.80


			NC_010457.5			33903891			intergenic_region			MYOM2-LOC110257104			A			G			0.89			0.19			0.70


			NC_010457.5			33903901			intergenic_region			MYOM2-LOC110257104			T			C			0.89			0.19			0.70


			NC_010457.5			33903905			intergenic_region			MYOM2-LOC110257104			A			C			0.89			0.19			0.70


			NC_010457.5			33904363			intergenic_region			MYOM2-LOC110257104			G			A			0.08			0.68			0.60


			NC_010457.5			33904437			intergenic_region			MYOM2-LOC110257104			A			G			0.08			0.62			0.54


			NC_010457.5			33904992			intergenic_region			MYOM2-LOC110257104			C			T			0.08			0.68			0.60


			NC_010457.5			33905248			intergenic_region			MYOM2-LOC110257104			A			T			0.17			0.68			0.51


			NC_010457.5			33905439			intergenic_region			MYOM2-LOC110257104			C			T			0.07			0.68			0.61


			NC_010457.5			33905527			intergenic_region			MYOM2-LOC110257104			T			C			0.05			0.68			0.64


			NC_010457.5			33905706			intergenic_region			MYOM2-LOC110257104			C			T			0.56			0.05			0.51


			NC_010457.5			33905839			intergenic_region			MYOM2-LOC110257104			T			C			0.63			0.05			0.58


			NC_010457.5			33906259			intergenic_region			MYOM2-LOC110257104			T			C			0.77			0.03			0.74


			NC_010457.5			33907224			intergenic_region			MYOM2-LOC110257104			A			G			0.08			0.89			0.82


			NC_010457.5			33909818			intergenic_region			MYOM2-LOC110257104			C			A			0.42			0.97			0.55


			NC_010457.5			33909902			intergenic_region			MYOM2-LOC110257104			G			T			0.42			0.97			0.55


			NC_010457.5			33909925			intergenic_region			MYOM2-LOC110257104			A			T			0.36			0.97			0.61


			NC_010457.5			33911581			intergenic_region			MYOM2-LOC110257104			C			T			0.08			0.97			0.89


			NC_010457.5			33911779			intergenic_region			MYOM2-LOC110257104			C			T			0.08			0.97			0.89


			NC_010457.5			33913605			intergenic_region			MYOM2-LOC110257104			G			A			0.09			0.97			0.88


			NC_010457.5			33914413			intergenic_region			MYOM2-LOC110257104			A			G			0.08			0.94			0.86


			NC_010457.5			33914496			intergenic_region			MYOM2-LOC110257104			C			A			0.08			0.95			0.87


			NC_010457.5			33914741			intergenic_region			MYOM2-LOC110257104			T			C			0.08			0.97			0.89


			NC_010457.5			33914754			intergenic_region			MYOM2-LOC110257104			G			T			0.08			0.94			0.86


			NC_010457.5			33914936			intergenic_region			MYOM2-LOC110257104			G			A			0.09			0.97			0.88


			NC_010457.5			33914958			intergenic_region			MYOM2-LOC110257104			A			T			0.08			0.97			0.89


			NC_010457.5			33915096			intergenic_region			MYOM2-LOC110257104			G			A			0.06			0.68			0.63


			NC_010457.5			33915130			intergenic_region			MYOM2-LOC110257104			A			G			0.08			0.95			0.87


			NC_010457.5			33915143			intergenic_region			MYOM2-LOC110257104			C			T			0.08			0.94			0.86


			NC_010457.5			33915146			intergenic_region			MYOM2-LOC110257104			C			T			0.08			0.94			0.86


			NC_010457.5			33915158			intergenic_region			MYOM2-LOC110257104			G			A			0.09			0.94			0.85


			NC_010457.5			33915160			intergenic_region			MYOM2-LOC110257104			T			C			0.09			0.94			0.85


			NC_010457.5			33915333			intergenic_region			MYOM2-LOC110257104			T			A			0.06			0.97			0.91


			NC_010457.5			33915399			intergenic_region			MYOM2-LOC110257104			G			T			0.05			0.55			0.50


			NC_010457.5			33915562			intergenic_region			MYOM2-LOC110257104			C			T			0.08			0.97			0.89


			NC_010457.5			33915574			intergenic_region			MYOM2-LOC110257104			A			T			0.08			1.00			0.92


			NC_010457.5			33915668			intergenic_region			MYOM2-LOC110257104			G			A			0.09			0.97			0.88


			NC_010457.5			33915684			intergenic_region			MYOM2-LOC110257104			C			T			0.09			0.97			0.88


			NC_010457.5			33915742			intergenic_region			MYOM2-LOC110257104			G			A			0.08			0.97			0.89


			NC_010457.5			33915754			intergenic_region			MYOM2-LOC110257104			G			A			0.08			0.97			0.89


			NC_010457.5			33915916			intergenic_region			MYOM2-LOC110257104			T			G			0.22			0.95			0.73


			NC_010457.5			33915986			intergenic_region			MYOM2-LOC110257104			T			C			0.20			0.97			0.77


			NC_010457.5			33915999			intergenic_region			MYOM2-LOC110257104			T			C			0.21			0.97			0.76


			NC_010457.5			33916062			intergenic_region			MYOM2-LOC110257104			A			G			0.10			0.97			0.87


			NC_010457.5			33916109			intergenic_region			MYOM2-LOC110257104			C			T			0.20			0.97			0.78


			NC_010457.5			33916207			intergenic_region			MYOM2-LOC110257104			T			G			0.10			0.97			0.87


			NC_010457.5			33916274			intergenic_region			MYOM2-LOC110257104			C			A			0.19			0.97			0.79


			NC_010457.5			33916303			intergenic_region			MYOM2-LOC110257104			C			A			0.08			0.97			0.89


			NC_010457.5			33916340			intergenic_region			MYOM2-LOC110257104			C			T			0.09			0.97			0.88


			NC_010457.5			33916851			intergenic_region			MYOM2-LOC110257104			C			T			0.10			0.63			0.53


			NC_010457.5			33917274			intergenic_region			MYOM2-LOC110257104			T			G			0.45			0.97			0.52


			NC_010457.5			33918547			intergenic_region			MYOM2-LOC110257104			C			T			0.04			0.54			0.50


			NC_010457.5			33919097			intergenic_region			MYOM2-LOC110257104			A			G			0.74			0.19			0.55


			NC_010457.5			33919325			intergenic_region			MYOM2-LOC110257104			G			C			0.06			0.66			0.60


			NC_010457.5			33919496			intergenic_region			MYOM2-LOC110257104			T			A			0.80			0.26			0.54


			NC_010457.5			33921065			intergenic_region			MYOM2-LOC110257104			G			A			0.74			0.24			0.50


			NC_010457.5			33921177			intergenic_region			MYOM2-LOC110257104			T			C			0.07			0.74			0.67


			NC_010457.5			33922105			intergenic_region			MYOM2-LOC110257104			T			C			0.89			0.25			0.64


			NC_010457.5			33922416			intergenic_region			MYOM2-LOC110257104			G			A			0.06			0.78			0.72


			NC_010457.5			33922652			intergenic_region			MYOM2-LOC110257104			G			A			0.39			0.97			0.59


			NC_010457.5			33922708			intergenic_region			MYOM2-LOC110257104			C			T			0.09			0.66			0.57


			NC_010457.5			33922770			intergenic_region			MYOM2-LOC110257104			G			T			0.09			0.72			0.63


			NC_010457.5			33922790			intergenic_region			MYOM2-LOC110257104			A			G			0.09			0.75			0.66


			NC_010457.5			33923562			intergenic_region			MYOM2-LOC110257104			A			G			0.12			0.83			0.72


			NC_010457.5			33924750			intergenic_region			MYOM2-LOC110257104			T			C			0.27			0.97			0.70


			NC_010457.5			33924782			intergenic_region			MYOM2-LOC110257104			C			A			0.25			0.97			0.72


			NC_010457.5			33924911			intergenic_region			MYOM2-LOC110257104			C			G			0.28			0.97			0.69


			NC_010457.5			33924950			intergenic_region			MYOM2-LOC110257104			C			T			0.30			0.97			0.68


			NC_010457.5			33925000			intergenic_region			MYOM2-LOC110257104			A			G			0.27			0.97			0.70


			NC_010457.5			33925102			intergenic_region			MYOM2-LOC110257104			G			A			0.27			0.97			0.70


			NC_010457.5			33925212			intergenic_region			MYOM2-LOC110257104			T			C			0.24			0.94			0.71


			NC_010457.5			33925309			intergenic_region			MYOM2-LOC110257104			G			T			0.17			0.95			0.77


			NC_010457.5			33925868			intergenic_region			MYOM2-LOC110257104			T			C			0.29			0.97			0.68


			NC_010457.5			33926376			intergenic_region			MYOM2-LOC110257104			T			C			0.30			1.00			0.70


			NC_010457.5			33926551			intergenic_region			MYOM2-LOC110257104			G			T			0.27			0.97			0.70


			NC_010457.5			33926558			intergenic_region			MYOM2-LOC110257104			G			A			0.26			0.97			0.71


			NC_010457.5			33926564			intergenic_region			MYOM2-LOC110257104			G			A			0.27			0.97			0.70


			NC_010457.5			33926600			intergenic_region			MYOM2-LOC110257104			T			A			0.13			0.87			0.74


			NC_010457.5			33926921			intergenic_region			MYOM2-LOC110257104			G			A			0.42			1.00			0.58


			NC_010457.5			33927068			intergenic_region			MYOM2-LOC110257104			T			C			0.24			0.97			0.73


			NC_010457.5			33927140			intergenic_region			MYOM2-LOC110257104			T			C			0.22			1.00			0.78


			NC_010457.5			33927190			intergenic_region			MYOM2-LOC110257104			G			A			0.16			1.00			0.84


			NC_010457.5			33927232			intergenic_region			MYOM2-LOC110257104			A			T			0.23			1.00			0.77


			NC_010457.5			33927286			intergenic_region			MYOM2-LOC110257104			A			G			0.21			1.00			0.79


			NC_010457.5			33927676			intergenic_region			MYOM2-LOC110257104			A			G			0.24			0.94			0.70


			NC_010457.5			33928003			intergenic_region			MYOM2-LOC110257104			C			T			0.23			0.94			0.71


			NC_010457.5			33928290			intergenic_region			MYOM2-LOC110257104			C			T			0.23			0.87			0.64


			NC_010457.5			33928317			intergenic_region			MYOM2-LOC110257104			A			G			0.20			0.84			0.64


			NC_010457.5			33928347			intergenic_region			MYOM2-LOC110257104			T			C			0.29			0.97			0.68


			NC_010457.5			33928381			intergenic_region			MYOM2-LOC110257104			G			A			0.22			0.82			0.60


			NC_010457.5			33928504			intergenic_region			MYOM2-LOC110257104			G			T			0.22			0.81			0.58


			NC_010457.5			33928736			intergenic_region			MYOM2-LOC110257104			A			G			0.21			0.82			0.61


			NC_010457.5			33929080			intergenic_region			MYOM2-LOC110257104			G			A			0.19			0.84			0.66


			NC_010457.5			33929090			intergenic_region			MYOM2-LOC110257104			G			A			0.22			0.84			0.63


			NC_010457.5			33929205			intergenic_region			MYOM2-LOC110257104			C			T			0.22			0.87			0.65


			NC_010457.5			33929322			intergenic_region			MYOM2-LOC110257104			G			A			0.18			0.89			0.71


			NC_010457.5			33929333			intergenic_region			MYOM2-LOC110257104			G			T			0.27			0.97			0.70


			NC_010457.5			33929458			intergenic_region			MYOM2-LOC110257104			A			C			0.22			0.79			0.56


			NC_010457.5			33929472			intergenic_region			MYOM2-LOC110257104			G			A			0.18			0.82			0.64


			NC_010457.5			33930223			intergenic_region			MYOM2-LOC110257104			C			T			0.21			0.82			0.62


			NC_010457.5			33930615			intergenic_region			MYOM2-LOC110257104			G			T			0.20			0.87			0.67


			NC_010457.5			33930648			intergenic_region			MYOM2-LOC110257104			T			C			0.19			0.87			0.68


			NC_010457.5			33930694			intergenic_region			MYOM2-LOC110257104			G			A			0.23			0.89			0.66


			NC_010457.5			33930915			intergenic_region			MYOM2-LOC110257104			T			C			0.25			0.89			0.64


			NC_010457.5			33930926			intergenic_region			MYOM2-LOC110257104			A			C			0.20			0.86			0.66


			NC_010457.5			33930968			intergenic_region			MYOM2-LOC110257104			C			G			0.20			0.89			0.69


			NC_010457.5			33930969			intergenic_region			MYOM2-LOC110257104			A			G			0.20			0.89			0.69


			NC_010457.5			33931321			intergenic_region			MYOM2-LOC110257104			G			A			0.44			0.95			0.50


			NC_010457.5			33931971			intergenic_region			MYOM2-LOC110257104			T			A			0.05			0.67			0.62


			NC_010457.5			33932166			intergenic_region			MYOM2-LOC110257104			A			C			0.07			0.68			0.62


			NC_010457.5			33933687			intergenic_region			MYOM2-LOC110257104			C			A			0.07			0.68			0.62


			NC_010457.5			33933934			intergenic_region			MYOM2-LOC110257104			G			A			0.47			1.00			0.53


			NC_010457.5			33935488			intergenic_region			MYOM2-LOC110257104			G			A			0.16			0.84			0.68


			NC_010457.5			33937621			intergenic_region			MYOM2-LOC110257104			T			A			0.44			1.00			0.56


			NC_010457.5			33937630			intergenic_region			MYOM2-LOC110257104			C			T			0.44			1.00			0.56


			NC_010457.5			33937690			intergenic_region			MYOM2-LOC110257104			G			C			0.43			1.00			0.57


			NC_010457.5			33937693			intergenic_region			MYOM2-LOC110257104			A			G			0.44			1.00			0.56


			NC_010457.5			33937777			intergenic_region			MYOM2-LOC110257104			T			C			0.45			1.00			0.55


			NC_010459.5			48024811			upstream_gene_variant			TNNC2			G			A			0.65			0.05			0.60


			NC_010459.5			48024876			upstream_gene_variant			TNNC2			C			T			0.70			0.08			0.62


			NC_010459.5			48025031			upstream_gene_variant			TNNC2			C			G			0.73			0.08			0.65


			NC_010459.5			48025075			upstream_gene_variant			TNNC2			G			A			0.70			0.08			0.62


			NC_010459.5			48025164			upstream_gene_variant			TNNC2			G			A			0.73			0.08			0.65


			NC_010459.5			48025173			upstream_gene_variant			TNNC2			C			A			0.67			0.08			0.59


			NC_010459.5			48025196			upstream_gene_variant			TNNC2			C			T			0.64			0.08			0.56


			NC_010459.5			48027243			upstream_gene_variant			TNNC2			T			C			0.58			0.05			0.53


			NC_010459.5			48027251			upstream_gene_variant			TNNC2			A			G			0.58			0.05			0.53


			NC_010459.5			48027423			upstream_gene_variant			TNNC2			C			T			0.73			0.05			0.68


			NC_010459.5			48027600			upstream_gene_variant			TNNC2			A			G			0.59			0.05			0.54


			NC_010459.5			48027602			upstream_gene_variant			TNNC2			T			A			0.59			0.05			0.54


			NC_010459.5			48027615			upstream_gene_variant			TNNC2			T			G			0.56			0.05			0.51


			NC_010460.4			48694220			5_prime_UTR_variant			PGAM2			G			A			0.72			0.00			0.72


			NC_010460.4			48694221			5_prime_UTR_premature_start_codon_gain_variant			PGAM2			G			A			0.83			0.00			0.83


			NC_010460.4			48694249			5_prime_UTR_variant			PGAM2			A			G			0.86			0.00			0.86


			NC_010460.4			48694283			5_prime_UTR_variant			PGAM2			T			A			0.82			0.00			0.82


			NC_010460.4			48696531			intron_variant			PGAM2			T			C			0.70			0.00			0.70


			NC_010460.4			48696666			intron_variant			PGAM2			T			C			0.91			0.11			0.80


			NC_010460.4			48696675			intron_variant			PGAM2			A			C			0.86			0.00			0.86


			NC_010460.4			48696740			intron_variant			PGAM2			G			T			0.82			0.00			0.82


			NC_010460.4			48696962			intron_variant			PGAM2			T			C			0.83			0.00			0.83


			NC_010460.4			48697241			intron_variant			PGAM2			T			G			0.09			0.97			0.88


			NC_010460.4			48697518			intron_variant			PGAM2			A			G			0.85			0.00			0.85


			NC_010460.4			48697580			intron_variant			PGAM2			C			T			0.19			0.83			0.65


			NC_010460.4			48697836			intron_variant			PGAM2			G			A			0.65			0.00			0.65


			NC_010460.4			48698319			intron_variant			PGAM2			G			A			0.00			0.95


			NC_010460.4			48698531			intron_variant			PGAM2			C			T			0.23			0.97			0.74


			NC_010460.4			48698601			intron_variant			PGAM2			C			T			0.12			0.97			0.85


			NC_010460.4			48698665			intron_variant			PGAM2			T			C			0.60			0.00			0.60


			NC_010460.4			48698680			intron_variant			PGAM2			A			G			0.58			0.00			0.58


			NC_010460.4			48698683			intron_variant			PGAM2			G			A			0.58			0.00			0.58


			NC_010460.4			48698754			intron_variant			PGAM2			G			T			0.15			0.95			0.80


			NC_010460.4			48698829			intron_variant			PGAM2			A			G			0.27			0.97			0.70


			NC_010460.4			48698982			intron_variant			PGAM2			C			A			0.10			0.97			0.87


			NC_010460.4			48699058			intron_variant			PGAM2			C			T			0.59			0.00			0.59


			NC_010460.4			48699064			intron_variant			PGAM2			C			T			0.58			0.00			0.58


			NC_010460.4			48699069			intron_variant			PGAM2			C			T			0.59			0.00			0.59


			NC_010460.4			48699125			intron_variant			PGAM2			T			C			0.78			0.00			0.78


			NC_010460.4			48699133			intron_variant			PGAM2			T			C			0.78			0.00			0.78


			NC_010460.4			48699154			intron_variant			PGAM2			G			A			0.10			0.94			0.84


			NC_010460.4			48699160			intron_variant			PGAM2			A			G			0.78			0.00			0.78


			NC_010460.4			48699176			intron_variant			PGAM2			A			G			0.75			0.00			0.75


			NC_010460.4			48699454			intron_variant			PGAM2			A			G			0.58			0.00			0.58


			NC_010460.4			48699747			intron_variant			PGAM2			G			A			0.11			0.97			0.86


			NC_010460.4			48699774			intron_variant			PGAM2			T			C			0.54			0.00			0.54


			NC_010460.4			48699795			intron_variant			PGAM2			C			T			0.09			0.97			0.88


			NC_010460.4			48700465			intron_variant			PGAM2			G			A			0.08			0.97			0.89


			NC_010460.4			48700509			intron_variant			PGAM2			T			C			0.09			0.97			0.88


			NC_010460.4			48700977			intron_variant			PGAM2			A			T			0.03			1.00			0.97


			NC_010460.4			48701219			intron_variant			PGAM2			C			T			0.00			0.83


			NC_010460.4			48701220			intron_variant			PGAM2			A			G			0.03			0.97			0.94


			NC_010460.4			48701379			intron_variant			PGAM2			C			T			0.32			0.97			0.65


			NC_010460.4			48701506			intron_variant			PGAM2			G			A			0.44			1.00			0.56


			NC_010460.4			48701831			5_prime_UTR_variant			PGAM2			T			C			0.72			0.00			0.72


			NC_010460.4			48701839			5_prime_UTR_premature_start_codon_gain_variant			PGAM2			T			C			0.34			0.97			0.64


			NC_010460.4			48701904			5_prime_UTR_variant			PGAM2			C			A			0.03			0.95			0.91


			NC_010460.4			48702075			intron_variant			PGAM2			G			A			0.03			0.97			0.94


			NC_010460.4			48702251			intron_variant			PGAM2			A			G			0.23			0.97			0.74


			NC_010460.4			48702600			intron_variant			PGAM2			A			G			0.04			0.91			0.87


			NC_010460.4			48702778			intron_variant			PGAM2			A			T			0.03			0.97			0.94


			NC_010460.4			48702793			intron_variant			PGAM2			C			A			0.06			0.97			0.92


			NC_010460.4			48702863			intron_variant			PGAM2			T			C			0.04			0.97			0.94


			NC_010460.4			48702918			intron_variant			PGAM2			G			C			0.00			0.77


			NC_010460.4			48702943			intron_variant			PGAM2			T			G			0.02			0.90			0.88


			NC_010460.4			48702945			intron_variant			PGAM2			C			T			0.11			0.90			0.79


			NC_010460.4			48703017			intron_variant			PGAM2			A			G			0.36			0.97			0.62


			NC_010460.4			48703039			intron_variant			PGAM2			T			C			0.41			0.97			0.56


			NC_010460.4			48703085			intron_variant			PGAM2			C			T			0.55			0.00			0.55


			NC_010460.4			48703163			intron_variant			PGAM2			G			C			0.06			0.97			0.91


			NC_010460.4			48703260			intron_variant			PGAM2			C			T			0.10			0.97			0.88


			NC_010460.4			48703423			intron_variant			PGAM2			T			C			0.40			0.97			0.57


			NC_010460.4			48704720			intron_variant			PGAM2			A			C			0.05			1.00			0.95


			NC_010460.4			48704845			intron_variant			PGAM2			A			C			0.71			0.00			0.71


			NC_010460.4			48705873			intron_variant			PGAM2			A			G			0.04			0.95			0.91


			NC_010460.4			48706536			intron_variant			PGAM2			C			T			0.02			0.95			0.92


			NC_010460.4			48706809			intron_variant			PGAM2			T			C			0.05			0.97			0.93


			NC_010460.4			48707009			intron_variant			PGAM2			A			G			0.80			0.00			0.80


			NC_010460.4			48707093			intron_variant			PGAM2			G			A			0.81			0.00			0.81


			NC_010460.4			48707127			intron_variant			PGAM2			C			T			0.82			0.00			0.82


			NC_010460.4			48707180			intron_variant			PGAM2			G			A			0.06			0.97			0.92


			NC_010460.4			48707380			intron_variant			PGAM2			C			T			0.46			0.97			0.51


			NC_010460.4			48707386			intron_variant			PGAM2			A			G			0.41			0.97			0.56


			NC_010460.4			48707475			intron_variant			PGAM2			A			G			0.61			0.00			0.61


			NC_010460.4			48707504			intron_variant			PGAM2			G			A			0.06			0.92			0.86


			NC_010460.4			48707537			intron_variant			PGAM2			C			T			0.05			0.92			0.87


			NC_010460.4			48707547			intron_variant			PGAM2			G			A			0.06			0.92			0.86


			NC_010460.4			48707606			intron_variant			PGAM2			G			A			0.05			0.94			0.90


			NC_010460.4			48707613			intron_variant			PGAM2			A			G			0.06			0.97			0.91


			NC_010460.4			48707657			intron_variant			PGAM2			G			T			0.06			0.96			0.90


			NC_010460.4			48707849			intron_variant			PGAM2			C			A			0.04			0.97			0.94


			NC_010460.4			48707875			intron_variant			PGAM2			G			A			0.05			0.97			0.93


			NC_010460.4			48707877			intron_variant			PGAM2			C			A			0.05			0.97			0.93


			NC_010460.4			48708013			intron_variant			PGAM2			C			T			0.10			0.97			0.87


			NC_010460.4			48708197			intron_variant			PGAM2			T			A			0.17			0.97			0.80


			NC_010460.4			48708257			intron_variant			PGAM2			C			T			0.03			0.97			0.94


			NC_010460.4			48709001			5_prime_UTR_premature_start_codon_gain_variant			PGAM2			C			T			0.59			0.00			0.59


			NC_010460.4			48709016			5_prime_UTR_variant			PGAM2			G			A			0.04			0.97			0.93


			NC_010460.4			48709414			5_prime_UTR_variant			PGAM2			C			G			0.02			0.94			0.92


			NC_010460.4			48710042			5_prime_UTR_premature_start_codon_gain_variant			PGAM2			C			T			0.04			0.84			0.81


			NC_010460.4			48710267			5_prime_UTR_variant			PGAM2			C			G			0.04			0.97			0.93


			NC_010460.4			48711609			intron_variant			PGAM2			A			G			0.04			0.97			0.93


			NC_010460.4			48712707			synonymous_variant			PGAM2			C			A			0.04			0.94			0.90
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			Table S2 SNPs harbored by overlapping DEGs involved in the biological processes of skeletal muscle development


			Chrom			Position			SNP_type			Gene_name			Ref_allele			Alt_allele			Allele frequency of Alt allele						△AF


																					TIBP			LWP


			NC_010443.5			37227283			intron_variant			HEY2			G			C			0.55			0.00


			NC_010443.5			202312			intron_variant			DLL1			C			T			0.67			0.11			0.56


			NC_010443.5			202558			intron_variant			DLL1			C			G			0.08			0.66			0.57


			NC_010443.5			202857			intron_variant			DLL1			C			T			0.09			0.61			0.52


			NC_010443.5			204180			intron_variant			DLL1			C			T			0.76			0.14			0.62


			NC_010443.5			206165			intron_variant			DLL1			T			C			0.86			0.32			0.54


			NC_010450.4			81211330			3_prime_UTR_variant			EDNRA			C			T			1.00			0.17			0.83


			NC_010450.4			81211382			3_prime_UTR_variant			EDNRA			T			C			1.00			0.37			0.63


			NC_010454.4			15036002			missense_variant			SCN4A			C			A			1.00			0.19			0.81


			NC_010454.4			15037904			synonymous_variant			SCN4A			T			C			1.00			0.19			0.81


			NC_010454.4			15041062			synonymous_variant			SCN4A			T			C			1.00			0.26			0.74


			NC_010454.4			15047318			3_prime_UTR_variant			SCN4A			T			C			1.00			0.31			0.69


			NC_010443.5			214948			intergenic_region			DLL1-LOC110259813			A			G			0.78			0.11			0.67


			NC_010443.5			220815			intergenic_region			DLL1-LOC110259813			C			G			0.04			0.68			0.64


			NC_010443.5			220816			intergenic_region			DLL1-LOC110259813			A			T			0.04			0.68			0.64


			NC_010443.5			220817			intergenic_region			DLL1-LOC110259813			C			G			0.04			0.68			0.64


			NC_010443.5			37223967			intron_variant			HEY2			T			C			0.92			0.32			0.60


			NC_010443.5			37227323			intron_variant			HEY2			T			G			0.54			0.00


			NC_010443.5			37227343			intron_variant			HEY2			T			A			0.53			0.00


			NC_010443.5			37228227			intron_variant			HEY2			C			T			0.70			0.00


			NC_010443.5			37228970			intron_variant			HEY2			G			A			0.65			0.00


			NC_010443.5			37229732			intron_variant			HEY2			A			G			0.64			0.00


			NC_010443.5			48894789			intron_variant			ADGRB3			T			C			0.89			0.00


			NC_010443.5			37229960			intron_variant			HEY2			G			A			0.64			0.11			0.53


			NC_010450.4			41019124			3_prime_UTR_variant			PDGFRA			G			A			0.99			0.21			0.78


			NC_010443.5			48890512			intron_variant			ADGRB3			G			A			0.11			0.84			0.73


			NC_010443.5			48891978			intron_variant			ADGRB3			G			A			0.18			0.84			0.66


			NC_010443.5			48893012			intron_variant			ADGRB3			G			A			0.16			0.82			0.66


			NC_010443.5			48893287			intron_variant			ADGRB3			T			C			0.15			0.86			0.71


			NC_010443.5			48894313			intron_variant			ADGRB3			A			T			0.10			0.79			0.68


			NC_010443.5			48896739			intron_variant			ADGRB3			G			A			0.60			0.00


			NC_010443.5			48894872			intron_variant			ADGRB3			A			C			0.17			0.82			0.65


			NC_010443.5			48896671			intron_variant			ADGRB3			G			A			0.15			0.79			0.64


			NC_010443.5			48896673			intron_variant			ADGRB3			T			G			0.15			0.79			0.64


			NC_010443.5			48897239			intron_variant			ADGRB3			T			C			0.64			0.00


			NC_010443.5			48897762			intron_variant			ADGRB3			C			T			0.61			0.00


			NC_010443.5			48898655			intron_variant			ADGRB3			T			C			0.65			0.00


			NC_010443.5			48898250			intron_variant			ADGRB3			A			T			0.14			0.82			0.68


			NC_010443.5			48900675			intron_variant			ADGRB3			C			T			0.59			0.00


			NC_010443.5			48898909			intron_variant			ADGRB3			G			A			0.13			0.81			0.67


			NC_010443.5			48899414			intron_variant			ADGRB3			G			A			0.22			0.81			0.59


			NC_010443.5			48899509			intron_variant			ADGRB3			C			G			0.23			0.82			0.60


			NC_010443.5			48899518			intron_variant			ADGRB3			T			C			0.23			0.82			0.60


			NC_010443.5			48899558			intron_variant			ADGRB3			C			T			0.26			0.79			0.53


			NC_010443.5			48899596			intron_variant			ADGRB3			A			C			0.23			0.81			0.58


			NC_010443.5			48899685			intron_variant			ADGRB3			A			G			0.12			0.82			0.69


			NC_010443.5			48899704			intron_variant			ADGRB3			G			A			0.24			0.84			0.60


			NC_010443.5			48899705			intron_variant			ADGRB3			A			T			0.24			0.84			0.60


			NC_010443.5			48900024			intron_variant			ADGRB3			A			C			0.27			0.84			0.57


			NC_010443.5			48900066			intron_variant			ADGRB3			G			A			0.16			0.82			0.65


			NC_010443.5			48900085			intron_variant			ADGRB3			A			G			0.26			0.84			0.58


			NC_010443.5			48900161			intron_variant			ADGRB3			A			G			0.20			0.82			0.61


			NC_010443.5			48900271			intron_variant			ADGRB3			T			C			0.24			0.84			0.60


			NC_010443.5			48900290			intron_variant			ADGRB3			T			C			0.24			0.84			0.60


			NC_010443.5			48900364			intron_variant			ADGRB3			C			A			0.22			0.83			0.62


			NC_010443.5			48900458			intron_variant			ADGRB3			A			C			0.13			0.67			0.54


			NC_010443.5			48900485			intron_variant			ADGRB3			A			T			0.13			0.66			0.53


			NC_010443.5			48900730			intron_variant			ADGRB3			C			T			0.61			0.00


			NC_010443.5			48901345			intron_variant			ADGRB3			A			T			0.60			0.00


			NC_010443.5			48900804			intron_variant			ADGRB3			C			T			0.14			0.82			0.69


			NC_010443.5			48901188			intron_variant			ADGRB3			G			A			0.16			0.82			0.66


			NC_010443.5			48901262			intron_variant			ADGRB3			G			A			0.17			0.84			0.67


			NC_010443.5			48901500			intron_variant			ADGRB3			A			G			0.62			0.00


			NC_010443.5			48901572			intron_variant			ADGRB3			G			A			0.58			0.00


			NC_010443.5			48901600			intron_variant			ADGRB3			C			T			0.57			0.00


			NC_010443.5			48901652			intron_variant			ADGRB3			G			A			0.63			0.00


			NC_010443.5			48901731			intron_variant			ADGRB3			T			A			0.63			0.00


			NC_010443.5			48902791			intron_variant			ADGRB3			G			T			0.59			0.00


			NC_010443.5			48902256			intron_variant			ADGRB3			G			A			0.16			0.82			0.66


			NC_010443.5			48902347			intron_variant			ADGRB3			C			T			0.17			0.84			0.67


			NC_010443.5			48903822			intron_variant			ADGRB3			G			A			0.56			0.00


			NC_010443.5			48903313			intron_variant			ADGRB3			C			A			0.13			0.63			0.50


			NC_010443.5			48903823			intron_variant			ADGRB3			T			G			0.57			0.00


			NC_010443.5			48967994			intron_variant			ADGRB3			A			G			0.61			0.00


			NC_010443.5			48905238			intron_variant			ADGRB3			C			G			0.11			0.67			0.55


			NC_010443.5			48911822			intron_variant			ADGRB3			C			T			0.08			0.67			0.58


			NC_010443.5			48912491			intron_variant			ADGRB3			G			A			0.13			0.68			0.56


			NC_010443.5			48927091			intron_variant			ADGRB3			C			A			0.13			0.66			0.53


			NC_010443.5			48928222			intron_variant			ADGRB3			C			A			0.73			0.08			0.64


			NC_010443.5			48930237			intron_variant			ADGRB3			T			C			0.11			0.63			0.52


			NC_010443.5			48930299			intron_variant			ADGRB3			C			A			0.15			0.68			0.53


			NC_010443.5			48930434			intron_variant			ADGRB3			T			A			0.15			0.66			0.51


			NC_010443.5			48933113			intron_variant			ADGRB3			G			A			0.73			0.11			0.62


			NC_010443.5			48933307			intron_variant			ADGRB3			A			C			0.15			0.68			0.54


			NC_010443.5			48949450			intron_variant			ADGRB3			A			T			0.34			0.84			0.50


			NC_010443.5			48978907			intron_variant			ADGRB3			T			G			0.70			0.00


			NC_010443.5			48968164			intron_variant			ADGRB3			G			A			0.25			0.84			0.59


			NC_010443.5			48968956			intron_variant			ADGRB3			T			G			0.22			0.83			0.61


			NC_010443.5			48969599			intron_variant			ADGRB3			G			A			0.25			0.84			0.59


			NC_010443.5			48971881			intron_variant			ADGRB3			G			A			0.24			0.84			0.60


			NC_010443.5			48972822			intron_variant			ADGRB3			A			T			0.20			0.78			0.57


			NC_010443.5			48973032			intron_variant			ADGRB3			A			C			0.24			0.81			0.58


			NC_010443.5			48973143			intron_variant			ADGRB3			A			G			0.22			0.79			0.56


			NC_010443.5			48973445			intron_variant			ADGRB3			C			T			0.26			0.79			0.53


			NC_010443.5			48974230			intron_variant			ADGRB3			C			T			0.24			0.84			0.60


			NC_010443.5			48975059			intron_variant			ADGRB3			T			C			0.20			0.84			0.64


			NC_010443.5			48975146			intron_variant			ADGRB3			G			A			0.21			0.84			0.63


			NC_010443.5			48975870			intron_variant			ADGRB3			T			C			0.24			0.82			0.58


			NC_010443.5			48976015			intron_variant			ADGRB3			T			C			0.27			0.84			0.57


			NC_010443.5			48976058			intron_variant			ADGRB3			G			A			0.26			0.84			0.58


			NC_010443.5			48976503			intron_variant			ADGRB3			T			C			0.27			0.82			0.56


			NC_010443.5			48976577			intron_variant			ADGRB3			T			C			0.24			0.82			0.58


			NC_010443.5			48976915			intron_variant			ADGRB3			G			A			0.27			0.81			0.54


			NC_010443.5			48977011			intron_variant			ADGRB3			T			C			0.26			0.82			0.55


			NC_010443.5			48977032			intron_variant			ADGRB3			T			C			0.25			0.82			0.57


			NC_010443.5			48977059			intron_variant			ADGRB3			C			G			0.27			0.86			0.59


			NC_010443.5			48977060			intron_variant			ADGRB3			A			G			0.30			0.86			0.56


			NC_010443.5			48977099			intron_variant			ADGRB3			C			T			0.26			0.83			0.58


			NC_010443.5			48977120			intron_variant			ADGRB3			C			T			0.33			0.84			0.52


			NC_010443.5			48977290			intron_variant			ADGRB3			G			A			0.27			0.84			0.57


			NC_010443.5			48977358			intron_variant			ADGRB3			C			T			0.28			0.84			0.56


			NC_010443.5			48977392			intron_variant			ADGRB3			G			A			0.27			0.84			0.57


			NC_010443.5			48977423			intron_variant			ADGRB3			G			C			0.26			0.82			0.55


			NC_010443.5			48977530			intron_variant			ADGRB3			C			G			0.26			0.82			0.55


			NC_010443.5			48977664			intron_variant			ADGRB3			T			G			0.28			0.84			0.56


			NC_010443.5			48979154			intron_variant			ADGRB3			G			A			0.63			0.00


			NC_010443.5			48987033			intron_variant			ADGRB3			A			G			0.61			0.00


			NC_010443.5			48979173			intron_variant			ADGRB3			G			T			0.24			0.84			0.60


			NC_010443.5			48981080			intron_variant			ADGRB3			C			A			0.21			0.75			0.54


			NC_010443.5			48981303			intron_variant			ADGRB3			A			G			0.24			0.79			0.55


			NC_010443.5			48981813			intron_variant			ADGRB3			A			G			0.22			0.84			0.63


			NC_010443.5			48982134			intron_variant			ADGRB3			C			T			0.08			0.64			0.56


			NC_010443.5			48983361			intron_variant			ADGRB3			C			T			0.23			0.84			0.61


			NC_010443.5			48984137			intron_variant			ADGRB3			A			C			0.19			0.83			0.64


			NC_010443.5			48984653			intron_variant			ADGRB3			G			T			0.24			0.86			0.62


			NC_010443.5			48986068			intron_variant			ADGRB3			G			C			0.25			0.78			0.53


			NC_010443.5			48986167			intron_variant			ADGRB3			G			C			0.25			0.79			0.54


			NC_010443.5			48987035			intron_variant			ADGRB3			C			T			0.61			0.00


			NC_010443.5			48992434			intron_variant			ADGRB3			C			T			0.61			0.00


			NC_010443.5			48987901			intron_variant			ADGRB3			C			T			0.23			0.89			0.66


			NC_010443.5			48990019			intron_variant			ADGRB3			T			C			0.25			0.75			0.50


			NC_010443.5			48993284			intron_variant			ADGRB3			T			C			0.63			0.00


			NC_010443.5			49004571			intron_variant			ADGRB3			C			A			0.73			0.00


			NC_010443.5			48996569			intron_variant			ADGRB3			C			T			0.29			0.84			0.56


			NC_010443.5			48996997			intron_variant			ADGRB3			C			G			0.25			0.84			0.59


			NC_010443.5			49000150			intron_variant			ADGRB3			A			C			0.14			0.71			0.57


			NC_010443.5			49000445			intron_variant			ADGRB3			G			A			0.14			0.69			0.55


			NC_010443.5			49000683			intron_variant			ADGRB3			G			C			0.15			0.67			0.52


			NC_010443.5			49138736			intron_variant			ADGRB3			T			C			0.57			0.00


			NC_010443.5			49005759			intron_variant			ADGRB3			G			A			0.08			0.73			0.65


			NC_010443.5			49018530			intron_variant			ADGRB3			T			C			0.18			0.68			0.50


			NC_010443.5			49038626			intron_variant			ADGRB3			A			C			0.27			0.84			0.57


			NC_010443.5			49042054			intron_variant			ADGRB3			C			T			0.13			0.67			0.54


			NC_010443.5			49045341			intron_variant			ADGRB3			G			A			0.34			0.85			0.52


			NC_010443.5			49046158			intron_variant			ADGRB3			T			G			0.30			0.82			0.51


			NC_010443.5			49046986			intron_variant			ADGRB3			A			T			0.31			0.84			0.53


			NC_010443.5			49064016			intron_variant			ADGRB3			G			A			0.14			0.71			0.57


			NC_010443.5			49065835			intron_variant			ADGRB3			T			C			0.19			0.72			0.53


			NC_010443.5			49072536			intron_variant			ADGRB3			C			T			0.15			0.84			0.69


			NC_010443.5			49072615			intron_variant			ADGRB3			T			C			0.27			0.84			0.57


			NC_010443.5			49072995			intron_variant			ADGRB3			G			A			0.28			0.83			0.55


			NC_010443.5			49074191			intron_variant			ADGRB3			T			G			0.29			0.84			0.55


			NC_010443.5			49076819			intron_variant			ADGRB3			C			T			0.18			0.81			0.64


			NC_010443.5			49082293			intron_variant			ADGRB3			G			A			0.24			0.82			0.58


			NC_010443.5			49083993			intron_variant			ADGRB3			A			T			0.25			0.85			0.60


			NC_010443.5			49086098			intron_variant			ADGRB3			A			G			0.29			0.82			0.54


			NC_010443.5			49086527			intron_variant			ADGRB3			G			T			0.27			0.83			0.56


			NC_010443.5			49087219			intron_variant			ADGRB3			T			C			0.29			0.81			0.52


			NC_010443.5			49087363			intron_variant			ADGRB3			T			G			0.33			0.84			0.51


			NC_010443.5			49087589			intron_variant			ADGRB3			A			G			0.28			0.82			0.54


			NC_010443.5			49087809			intron_variant			ADGRB3			T			C			0.25			0.82			0.57


			NC_010443.5			49087959			intron_variant			ADGRB3			C			A			0.25			0.83			0.58


			NC_010443.5			49087964			intron_variant			ADGRB3			G			C			0.25			0.83			0.58


			NC_010443.5			49088019			intron_variant			ADGRB3			C			T			0.26			0.82			0.56


			NC_010443.5			49088082			intron_variant			ADGRB3			A			T			0.27			0.82			0.54


			NC_010443.5			49088216			intron_variant			ADGRB3			G			T			0.30			0.82			0.52


			NC_010443.5			49088261			intron_variant			ADGRB3			G			T			0.28			0.82			0.54


			NC_010443.5			49088312			intron_variant			ADGRB3			T			C			0.29			0.84			0.56


			NC_010443.5			49088377			intron_variant			ADGRB3			A			G			0.26			0.83			0.57


			NC_010443.5			49089106			intron_variant			ADGRB3			T			C			0.31			0.84			0.53


			NC_010443.5			49089155			intron_variant			ADGRB3			A			G			0.33			0.84			0.51


			NC_010443.5			49089539			intron_variant			ADGRB3			G			C			0.18			0.69			0.50


			NC_010443.5			49089854			intron_variant			ADGRB3			A			T			0.28			0.83			0.55


			NC_010443.5			49089866			intron_variant			ADGRB3			A			G			0.27			0.83			0.57


			NC_010443.5			49089878			intron_variant			ADGRB3			G			C			0.26			0.83			0.57


			NC_010443.5			49089957			intron_variant			ADGRB3			A			C			0.29			0.86			0.58


			NC_010443.5			49089959			intron_variant			ADGRB3			A			T			0.29			0.86			0.58


			NC_010443.5			49090054			intron_variant			ADGRB3			T			A			0.32			0.84			0.52


			NC_010443.5			49090094			intron_variant			ADGRB3			T			C			0.34			0.84			0.50


			NC_010443.5			49090110			intron_variant			ADGRB3			G			T			0.34			0.87			0.53


			NC_010443.5			49090460			intron_variant			ADGRB3			G			T			0.31			0.89			0.58


			NC_010443.5			49090476			intron_variant			ADGRB3			G			C			0.38			0.89			0.52


			NC_010443.5			49090637			intron_variant			ADGRB3			A			C			0.34			0.84			0.50


			NC_010443.5			49090638			intron_variant			ADGRB3			G			A			0.28			0.84			0.56


			NC_010443.5			49090732			intron_variant			ADGRB3			C			A			0.33			0.84			0.51


			NC_010443.5			49090742			intron_variant			ADGRB3			T			G			0.33			0.84			0.51


			NC_010443.5			49090768			intron_variant			ADGRB3			G			T			0.29			0.84			0.55


			NC_010443.5			49090855			intron_variant			ADGRB3			T			C			0.28			0.84			0.56


			NC_010443.5			49090856			intron_variant			ADGRB3			T			A			0.28			0.84			0.56


			NC_010443.5			49090874			intron_variant			ADGRB3			A			G			0.29			0.84			0.56


			NC_010443.5			49091039			intron_variant			ADGRB3			T			C			0.32			0.84			0.52


			NC_010443.5			49091100			intron_variant			ADGRB3			A			G			0.34			0.84			0.50


			NC_010443.5			49092804			intron_variant			ADGRB3			C			G			0.33			0.86			0.53


			NC_010443.5			49104706			intron_variant			ADGRB3			C			T			0.01			0.67			0.65


			NC_010443.5			49112313			intron_variant			ADGRB3			G			A			0.34			0.88			0.53


			NC_010443.5			49136946			intron_variant			ADGRB3			G			A			0.18			0.68			0.50


			NC_010443.5			49138873			intron_variant			ADGRB3			T			A			0.55			0.00


			NC_010443.5			49139069			intron_variant			ADGRB3			T			C			0.56			0.00


			NC_010443.5			49139080			intron_variant			ADGRB3			A			G			0.56			0.00


			NC_010443.5			49139275			intron_variant			ADGRB3			A			G			0.60			0.00


			NC_010443.5			49139754			intron_variant			ADGRB3			G			A			0.51			0.00


			NC_010443.5			49139813			intron_variant			ADGRB3			G			T			0.56			0.00


			NC_010443.5			49218458			intron_variant			ADGRB3			G			A			0.56			0.00


			NC_010443.5			49141286			intron_variant			ADGRB3			A			C			0.13			0.68			0.56


			NC_010443.5			49142350			intron_variant			ADGRB3			A			G			0.12			0.68			0.57


			NC_010443.5			49149627			intron_variant			ADGRB3			C			T			0.19			0.69			0.51


			NC_010443.5			49149635			intron_variant			ADGRB3			T			C			0.19			0.69			0.50


			NC_010443.5			49150077			intron_variant			ADGRB3			A			G			0.18			0.68			0.51


			NC_010443.5			49150114			intron_variant			ADGRB3			A			G			0.17			0.68			0.51


			NC_010443.5			49150615			intron_variant			ADGRB3			A			G			0.15			0.67			0.52


			NC_010443.5			49150691			intron_variant			ADGRB3			A			G			0.15			0.66			0.51


			NC_010443.5			49150946			intron_variant			ADGRB3			G			A			0.17			0.68			0.51


			NC_010443.5			49151042			intron_variant			ADGRB3			G			T			0.16			0.68			0.52


			NC_010443.5			49153585			intron_variant			ADGRB3			G			A			0.18			0.68			0.50


			NC_010443.5			49169792			intron_variant			ADGRB3			G			A			0.29			0.82			0.53


			NC_010443.5			49170593			intron_variant			ADGRB3			T			G			0.01			0.67			0.66


			NC_010443.5			49170795			intron_variant			ADGRB3			T			C			0.01			0.67			0.66


			NC_010443.5			49170907			intron_variant			ADGRB3			A			G			0.01			0.64			0.63


			NC_010443.5			49175279			intron_variant			ADGRB3			C			T			0.13			0.65			0.52


			NC_010443.5			49175971			intron_variant			ADGRB3			T			C			0.14			0.69			0.56


			NC_010443.5			49177424			intron_variant			ADGRB3			C			T			0.01			0.67			0.66


			NC_010443.5			49177519			intron_variant			ADGRB3			C			G			0.01			0.66			0.65


			NC_010443.5			49180068			intron_variant			ADGRB3			C			G			0.14			0.68			0.55


			NC_010443.5			49181646			intron_variant			ADGRB3			G			A			0.00			0.67


			NC_010443.5			49184133			intron_variant			ADGRB3			T			C			0.14			0.68			0.54


			NC_010443.5			49184235			intron_variant			ADGRB3			T			C			0.01			0.63			0.62


			NC_010443.5			49185027			intron_variant			ADGRB3			C			T			0.00			0.68


			NC_010443.5			49185211			intron_variant			ADGRB3			G			T			0.03			0.64			0.60


			NC_010443.5			49185963			intron_variant			ADGRB3			C			T			0.02			0.63			0.60


			NC_010443.5			49186028			intron_variant			ADGRB3			G			A			0.01			0.60			0.59


			NC_010443.5			49186657			intron_variant			ADGRB3			A			G			0.01			0.68			0.67


			NC_010443.5			49186790			intron_variant			ADGRB3			G			A			0.01			0.68			0.67


			NC_010443.5			49187108			intron_variant			ADGRB3			G			A			0.01			0.68			0.67


			NC_010443.5			49187649			intron_variant			ADGRB3			C			G			0.14			0.68			0.55


			NC_010443.5			49188243			intron_variant			ADGRB3			A			G			0.00			0.67


			NC_010443.5			49188377			intron_variant			ADGRB3			T			G			0.01			0.68			0.67


			NC_010443.5			49188438			intron_variant			ADGRB3			A			G			0.01			0.68			0.67


			NC_010443.5			49188801			intron_variant			ADGRB3			A			G			0.01			0.67			0.66


			NC_010443.5			49190251			intron_variant			ADGRB3			G			T			0.01			0.63			0.62


			NC_010443.5			49190737			intron_variant			ADGRB3			G			A			0.01			0.63			0.62


			NC_010443.5			49190774			intron_variant			ADGRB3			G			C			0.01			0.68			0.67


			NC_010443.5			49190780			intron_variant			ADGRB3			G			T			0.01			0.68			0.67


			NC_010443.5			49190805			intron_variant			ADGRB3			T			C			0.01			0.68			0.67


			NC_010443.5			49190912			intron_variant			ADGRB3			A			C			0.01			0.68			0.67


			NC_010443.5			49191122			intron_variant			ADGRB3			G			C			0.01			0.69			0.68


			NC_010443.5			49191604			intron_variant			ADGRB3			T			C			0.05			0.67			0.62


			NC_010443.5			49191639			intron_variant			ADGRB3			G			C			0.05			0.74			0.69


			NC_010443.5			49191715			intron_variant			ADGRB3			G			T			0.05			0.69			0.64


			NC_010443.5			49191969			intron_variant			ADGRB3			G			A			0.01			0.54			0.53


			NC_010443.5			49192380			intron_variant			ADGRB3			G			A			0.08			0.62			0.54


			NC_010443.5			49192384			intron_variant			ADGRB3			A			C			0.08			0.62			0.54


			NC_010443.5			49192527			intron_variant			ADGRB3			G			A			0.93			0.11			0.81


			NC_010443.5			49192618			intron_variant			ADGRB3			G			A			0.07			0.75			0.68


			NC_010443.5			49192844			intron_variant			ADGRB3			G			A			0.01			0.65			0.63


			NC_010443.5			49192997			intron_variant			ADGRB3			T			C			0.01			0.68			0.67


			NC_010443.5			49193021			intron_variant			ADGRB3			C			T			0.05			0.69			0.65


			NC_010443.5			49193116			intron_variant			ADGRB3			T			C			0.01			0.68			0.67


			NC_010443.5			49193181			intron_variant			ADGRB3			A			G			0.01			0.68			0.67


			NC_010443.5			49193196			intron_variant			ADGRB3			C			G			0.07			0.71			0.64


			NC_010443.5			49193471			intron_variant			ADGRB3			C			A			0.01			0.59			0.58


			NC_010443.5			49193493			intron_variant			ADGRB3			A			G			0.06			0.64			0.58


			NC_010443.5			49193545			intron_variant			ADGRB3			T			A			0.01			0.54			0.53


			NC_010443.5			49193546			intron_variant			ADGRB3			A			T			0.01			0.54			0.53


			NC_010443.5			49193845			intron_variant			ADGRB3			A			G			0.03			0.64			0.60


			NC_010443.5			49194535			intron_variant			ADGRB3			C			T			0.04			0.65			0.61


			NC_010443.5			49194760			intron_variant			ADGRB3			C			T			0.03			0.62			0.58


			NC_010443.5			49195225			intron_variant			ADGRB3			T			G			0.04			0.69			0.65


			NC_010443.5			49196311			intron_variant			ADGRB3			A			G			0.03			0.64			0.60


			NC_010443.5			49197160			intron_variant			ADGRB3			G			A			0.04			0.64			0.60


			NC_010443.5			49198302			intron_variant			ADGRB3			G			A			0.03			0.68			0.65


			NC_010443.5			49200814			intron_variant			ADGRB3			C			A			0.10			0.68			0.58


			NC_010443.5			49203251			intron_variant			ADGRB3			T			C			0.83			0.13			0.70


			NC_010443.5			49203657			intron_variant			ADGRB3			C			T			0.86			0.08			0.78


			NC_010443.5			49203843			intron_variant			ADGRB3			A			G			0.86			0.18			0.68


			NC_010443.5			49204520			intron_variant			ADGRB3			T			C			0.90			0.16			0.74


			NC_010443.5			49204553			intron_variant			ADGRB3			T			A			0.91			0.11			0.80


			NC_010443.5			49204687			intron_variant			ADGRB3			A			G			0.84			0.11			0.73


			NC_010443.5			49205050			intron_variant			ADGRB3			A			G			0.84			0.11			0.74


			NC_010443.5			49205413			intron_variant			ADGRB3			C			T			0.84			0.11			0.73


			NC_010443.5			49205635			intron_variant			ADGRB3			C			T			0.85			0.11			0.73


			NC_010443.5			49205693			intron_variant			ADGRB3			T			C			0.82			0.05			0.77


			NC_010443.5			49205771			intron_variant			ADGRB3			G			A			0.84			0.11			0.74


			NC_010443.5			49205780			intron_variant			ADGRB3			C			A			0.84			0.11			0.74


			NC_010443.5			49206636			intron_variant			ADGRB3			C			T			0.91			0.16			0.75


			NC_010443.5			49206847			intron_variant			ADGRB3			G			A			0.90			0.18			0.72


			NC_010443.5			49206923			intron_variant			ADGRB3			A			G			0.90			0.17			0.74


			NC_010443.5			49206963			intron_variant			ADGRB3			A			G			0.92			0.13			0.79


			NC_010443.5			49207059			intron_variant			ADGRB3			C			T			0.92			0.11			0.81


			NC_010443.5			49207138			intron_variant			ADGRB3			G			A			0.92			0.11			0.81


			NC_010443.5			49207140			intron_variant			ADGRB3			G			A			0.88			0.08			0.80


			NC_010443.5			49207144			intron_variant			ADGRB3			T			C			0.92			0.11			0.81


			NC_010443.5			49207405			intron_variant			ADGRB3			G			A			0.84			0.13			0.71


			NC_010443.5			49207453			intron_variant			ADGRB3			A			G			0.84			0.08			0.76


			NC_010443.5			49207789			intron_variant			ADGRB3			A			G			0.91			0.16			0.75


			NC_010443.5			49207793			intron_variant			ADGRB3			G			A			0.91			0.16			0.75


			NC_010443.5			49207965			intron_variant			ADGRB3			T			C			0.76			0.18			0.57


			NC_010443.5			49208124			intron_variant			ADGRB3			T			A			0.63			0.03			0.60


			NC_010443.5			49208196			intron_variant			ADGRB3			T			*			0.02			0.69			0.66


			NC_010443.5			49208239			intron_variant			ADGRB3			A			C			0.88			0.14			0.74


			NC_010443.5			49208276			intron_variant			ADGRB3			A			T			0.90			0.14			0.77


			NC_010443.5			49208321			intron_variant			ADGRB3			G			T			0.64			0.03			0.61


			NC_010443.5			49208422			intron_variant			ADGRB3			A			G			0.65			0.03			0.63


			NC_010443.5			49208444			intron_variant			ADGRB3			G			A			0.89			0.16			0.73


			NC_010443.5			49208500			intron_variant			ADGRB3			C			A			0.90			0.13			0.77


			NC_010443.5			49209363			intron_variant			ADGRB3			A			G			0.14			0.68			0.55


			NC_010443.5			49209627			intron_variant			ADGRB3			C			T			0.03			0.63			0.60


			NC_010443.5			49209829			intron_variant			ADGRB3			C			T			0.03			0.68			0.65


			NC_010443.5			49209873			intron_variant			ADGRB3			C			T			0.03			0.68			0.65


			NC_010443.5			49210668			intron_variant			ADGRB3			T			A			0.03			0.59			0.55


			NC_010443.5			49211157			intron_variant			ADGRB3			A			T			0.04			0.68			0.65


			NC_010443.5			49211185			intron_variant			ADGRB3			C			T			0.65			0.11			0.54


			NC_010443.5			49211508			intron_variant			ADGRB3			A			G			0.88			0.16			0.73


			NC_010443.5			49212904			intron_variant			ADGRB3			A			G			0.03			0.68			0.65


			NC_010443.5			49213031			intron_variant			ADGRB3			A			T			0.66			0.13			0.53


			NC_010443.5			49213374			intron_variant			ADGRB3			C			G			0.20			0.71			0.51


			NC_010443.5			49213438			intron_variant			ADGRB3			T			C			0.03			0.66			0.62


			NC_010443.5			49213664			intron_variant			ADGRB3			C			T			0.03			0.68			0.65


			NC_010443.5			49213669			intron_variant			ADGRB3			A			C			0.03			0.68			0.65


			NC_010443.5			49214013			intron_variant			ADGRB3			C			A			0.03			0.66			0.62


			NC_010443.5			49214655			intron_variant			ADGRB3			C			T			0.03			0.68			0.65


			NC_010443.5			49214988			intron_variant			ADGRB3			T			C			0.91			0.16			0.75


			NC_010443.5			49215047			intron_variant			ADGRB3			C			A			0.90			0.13			0.77


			NC_010443.5			49215098			intron_variant			ADGRB3			G			A			0.91			0.16			0.75


			NC_010443.5			49215143			intron_variant			ADGRB3			T			C			0.88			0.16			0.73


			NC_010450.4			41019974			3_prime_UTR_variant			PDGFRA			A			C			0.99			0.29			0.70


			NC_010443.5			49215448			intron_variant			ADGRB3			T			G			0.04			0.69			0.66


			NC_010443.5			49217543			intron_variant			ADGRB3			G			C			0.76			0.16			0.60


			NC_010443.5			49218110			intron_variant			ADGRB3			C			T			0.91			0.08			0.83


			NC_010443.5			49218447			intron_variant			ADGRB3			G			A			0.90			0.13			0.77


			NC_010443.5			49220626			intron_variant			ADGRB3			A			G			0.60			0.00


			NC_010443.5			49218785			intron_variant			ADGRB3			A			C			0.92			0.17			0.75


			NC_010443.5			49218786			intron_variant			ADGRB3			G			T			0.92			0.17			0.75


			NC_010443.5			49219987			intron_variant			ADGRB3			T			C			0.90			0.13			0.77


			NC_010443.5			49220513			intron_variant			ADGRB3			A			G			0.92			0.16			0.76


			NC_010443.5			49221115			intron_variant			ADGRB3			T			G			0.54			0.00


			NC_010443.5			49220846			intron_variant			ADGRB3			C			T			0.91			0.06			0.85


			NC_010443.5			49221383			intron_variant			ADGRB3			T			C			0.58			0.00


			NC_010443.5			49221491			intron_variant			ADGRB3			C			T			0.63			0.00


			NC_010443.5			49221636			intron_variant			ADGRB3			T			C			0.51			0.00


			NC_010443.5			49221518			intron_variant			ADGRB3			C			T			0.02			0.71			0.69


			NC_010443.5			49229104			intron_variant			ADGRB3			A			G			0.51			0.00


			NC_010443.5			49224553			intron_variant			ADGRB3			T			A			0.30			0.84			0.54


			NC_010443.5			49231439			intron_variant			ADGRB3			G			A			0.53			0.00


			NC_010443.5			49260269			intron_variant			ADGRB3			T			C			0.56			0.00


			NC_010443.5			49236381			intron_variant			ADGRB3			C			T			0.08			0.66			0.58


			NC_010443.5			49240815			intron_variant			ADGRB3			T			C			0.17			0.78			0.61


			NC_010443.5			49241760			intron_variant			ADGRB3			T			C			0.14			0.88			0.74


			NC_010443.5			49241828			intron_variant			ADGRB3			G			A			0.12			0.82			0.71


			NC_010443.5			49242953			intron_variant			ADGRB3			A			G			0.13			0.79			0.66


			NC_010443.5			49243752			intron_variant			ADGRB3			C			T			0.13			0.79			0.66


			NC_010443.5			49244304			intron_variant			ADGRB3			A			T			0.14			0.81			0.67


			NC_010443.5			49244349			intron_variant			ADGRB3			C			T			0.15			0.79			0.64


			NC_010443.5			49245280			intron_variant			ADGRB3			G			A			0.14			0.82			0.67


			NC_010443.5			49245717			intron_variant			ADGRB3			A			C			0.16			0.83			0.67


			NC_010443.5			49245979			intron_variant			ADGRB3			A			G			0.17			0.79			0.62


			NC_010443.5			49246248			intron_variant			ADGRB3			A			T			0.14			0.79			0.65


			NC_010443.5			49246379			intron_variant			ADGRB3			C			T			0.11			0.76			0.65


			NC_010443.5			49246733			intron_variant			ADGRB3			A			G			0.12			0.63			0.52


			NC_010443.5			49251444			intron_variant			ADGRB3			A			G			0.58			0.03			0.55


			NC_010443.5			49251724			intron_variant			ADGRB3			A			G			0.58			0.03			0.55


			NC_010443.5			49256499			intron_variant			ADGRB3			C			T			0.03			0.79			0.75


			NC_010443.5			49258858			intron_variant			ADGRB3			T			G			0.03			0.81			0.77


			NC_010443.5			49258967			intron_variant			ADGRB3			G			A			0.04			0.84			0.81


			NC_010443.5			49259780			intron_variant			ADGRB3			G			A			0.03			0.84			0.81


			NC_010443.5			49260199			intron_variant			ADGRB3			A			T			0.03			0.84			0.81


			NC_010443.5			49260657			intron_variant			ADGRB3			A			G			0.58			0.00


			NC_010443.5			49260472			intron_variant			ADGRB3			G			A			0.10			0.79			0.69


			NC_010443.5			49260813			intron_variant			ADGRB3			A			G			0.58			0.00


			NC_010443.5			49359123			intron_variant			ADGRB3			C			A			0.54			0.00


			NC_010443.5			49261418			intron_variant			ADGRB3			A			G			0.05			0.82			0.77


			NC_010443.5			49261765			intron_variant			ADGRB3			C			T			0.05			0.59			0.55


			NC_010443.5			49334289			intron_variant			ADGRB3			T			C			0.14			0.67			0.53


			NC_010443.5			49335062			intron_variant			ADGRB3			C			T			0.11			0.68			0.57


			NC_010443.5			49335271			intron_variant			ADGRB3			G			T			0.10			0.66			0.56


			NC_010443.5			49335997			intron_variant			ADGRB3			G			A			0.13			0.67			0.54


			NC_010443.5			49336753			intron_variant			ADGRB3			T			A			0.10			0.81			0.70


			NC_010443.5			49337015			intron_variant			ADGRB3			A			G			0.09			0.68			0.60


			NC_010443.5			49337229			intron_variant			ADGRB3			A			C			0.22			0.82			0.60


			NC_010443.5			49338869			intron_variant			ADGRB3			C			A			0.14			0.79			0.65


			NC_010443.5			49339018			intron_variant			ADGRB3			T			C			0.15			0.79			0.64


			NC_010443.5			49340275			intron_variant			ADGRB3			T			A			0.08			0.65			0.57


			NC_010443.5			49341511			intron_variant			ADGRB3			G			A			0.33			0.88			0.55


			NC_010443.5			49341639			intron_variant			ADGRB3			C			T			0.20			0.78			0.57


			NC_010443.5			49343848			intron_variant			ADGRB3			C			T			0.10			0.69			0.59


			NC_010443.5			49344801			intron_variant			ADGRB3			A			G			0.10			0.68			0.58


			NC_010443.5			49347414			intron_variant			ADGRB3			C			T			0.16			0.79			0.63


			NC_010443.5			49349620			intron_variant			ADGRB3			G			A			0.14			0.67			0.53


			NC_010443.5			49355863			intron_variant			ADGRB3			A			G			0.57			0.03			0.54


			NC_010443.5			49356135			intron_variant			ADGRB3			T			C			0.55			0.03			0.52


			NC_010443.5			49356765			intron_variant			ADGRB3			C			T			0.54			0.03			0.51


			NC_010443.5			49357079			intron_variant			ADGRB3			A			G			0.56			0.03			0.53


			NC_010443.5			49357563			intron_variant			ADGRB3			G			A			0.15			0.68			0.54


			NC_010443.5			49359116			intron_variant			ADGRB3			G			A			0.17			0.67			0.50


			NC_010443.5			49359161			intron_variant			ADGRB3			T			G			0.51			0.00


			NC_010443.5			49359174			intron_variant			ADGRB3			C			T			0.51			0.00


			NC_010443.5			49359437			intron_variant			ADGRB3			A			G			0.51			0.00


			NC_010443.5			49360514			intron_variant			ADGRB3			G			A			0.54			0.00


			NC_010443.5			49369872			intron_variant			ADGRB3			A			G			0.55			0.00


			NC_010443.5			49361122			intron_variant			ADGRB3			A			G			0.58			0.03			0.55


			NC_010443.5			49363595			intron_variant			ADGRB3			C			T			0.13			0.68			0.56


			NC_010443.5			49366093			intron_variant			ADGRB3			G			A			0.01			0.67			0.66


			NC_010443.5			49367960			intron_variant			ADGRB3			C			T			0.14			0.66			0.52


			NC_010443.5			49368650			intron_variant			ADGRB3			A			G			0.13			0.66			0.53


			NC_010443.5			49371329			intron_variant			ADGRB3			G			A			0.51			0.00


			NC_010443.5			49370864			intron_variant			ADGRB3			C			T			0.07			0.64			0.57


			NC_010443.5			49523156			intron_variant			ADGRB3			C			A			0.52			0.00


			NC_010443.5			49372409			intron_variant			ADGRB3			C			A			0.08			0.68			0.60


			NC_010443.5			49373813			intron_variant			ADGRB3			A			G			0.19			0.69			0.51


			NC_010443.5			49373892			intron_variant			ADGRB3			G			C			0.13			0.67			0.54


			NC_010443.5			49374143			intron_variant			ADGRB3			T			G			0.66			0.16			0.50


			NC_010443.5			49374956			intron_variant			ADGRB3			T			C			0.72			0.13			0.59


			NC_010443.5			49375081			intron_variant			ADGRB3			C			T			0.65			0.14			0.51


			NC_010443.5			49376254			intron_variant			ADGRB3			C			T			0.67			0.16			0.51


			NC_010443.5			49376485			intron_variant			ADGRB3			A			G			0.76			0.16			0.60


			NC_010443.5			49380076			intron_variant			ADGRB3			C			G			0.66			0.16			0.50


			NC_010443.5			49381182			intron_variant			ADGRB3			C			T			0.64			0.13			0.51


			NC_010443.5			49386743			intron_variant			ADGRB3			C			T			0.15			0.68			0.54


			NC_010443.5			49392289			intron_variant			ADGRB3			C			T			0.15			0.71			0.56


			NC_010443.5			49394180			intron_variant			ADGRB3			A			T			0.12			0.71			0.59


			NC_010443.5			49395728			intron_variant			ADGRB3			G			A			0.15			0.68			0.53


			NC_010443.5			49396793			intron_variant			ADGRB3			T			C			0.13			0.68			0.56


			NC_010443.5			49399320			intron_variant			ADGRB3			T			C			0.10			0.74			0.63


			NC_010443.5			49400676			intron_variant			ADGRB3			G			A			0.13			0.67			0.54


			NC_010443.5			49401130			intron_variant			ADGRB3			G			T			0.12			0.68			0.56


			NC_010443.5			49401233			intron_variant			ADGRB3			A			C			0.15			0.68			0.53


			NC_010443.5			49402231			intron_variant			ADGRB3			A			T			0.17			0.68			0.52


			NC_010443.5			49405423			intron_variant			ADGRB3			A			T			0.15			0.68			0.53


			NC_010443.5			49406547			intron_variant			ADGRB3			A			G			0.15			0.69			0.54


			NC_010443.5			49407008			intron_variant			ADGRB3			C			A			0.09			0.60			0.51


			NC_010443.5			49408740			intron_variant			ADGRB3			C			A			0.15			0.68			0.54


			NC_010443.5			49410698			intron_variant			ADGRB3			G			A			0.15			0.68			0.54


			NC_010443.5			49411577			intron_variant			ADGRB3			T			C			0.13			0.66			0.53


			NC_010443.5			49412966			intron_variant			ADGRB3			C			T			0.13			0.63			0.50


			NC_010443.5			49413489			intron_variant			ADGRB3			T			C			0.14			0.68			0.54


			NC_010443.5			49414052			intron_variant			ADGRB3			T			C			0.14			0.68			0.54


			NC_010443.5			49414565			intron_variant			ADGRB3			C			T			0.14			0.68			0.55


			NC_010443.5			49414877			intron_variant			ADGRB3			T			C			0.14			0.65			0.51


			NC_010443.5			49415032			intron_variant			ADGRB3			C			A			0.14			0.69			0.55


			NC_010443.5			49415967			intron_variant			ADGRB3			A			C			0.09			0.68			0.59


			NC_010443.5			49416847			intron_variant			ADGRB3			T			C			0.13			0.68			0.56


			NC_010443.5			49417199			intron_variant			ADGRB3			C			T			0.11			0.68			0.57


			NC_010443.5			49418993			intron_variant			ADGRB3			A			G			0.16			0.68			0.53


			NC_010443.5			49429592			intron_variant			ADGRB3			T			A			0.62			0.03			0.59


			NC_010443.5			49433567			intron_variant			ADGRB3			C			T			0.15			0.66			0.51


			NC_010443.5			49438161			intron_variant			ADGRB3			C			T			0.03			0.63			0.60


			NC_010443.5			49439026			intron_variant			ADGRB3			A			G			0.15			0.66			0.51


			NC_010443.5			49450293			intron_variant			ADGRB3			G			A			0.13			0.63			0.51


			NC_010443.5			49461229			intron_variant			ADGRB3			T			A			0.01			0.69			0.68


			NC_010443.5			49474793			intron_variant			ADGRB3			C			A			0.14			0.64			0.50


			NC_010443.5			49474949			intron_variant			ADGRB3			T			C			0.13			0.64			0.51


			NC_010443.5			49477229			intron_variant			ADGRB3			A			G			0.15			0.71			0.56


			NC_010443.5			49477319			intron_variant			ADGRB3			A			G			0.15			0.68			0.53


			NC_010443.5			49477375			intron_variant			ADGRB3			T			C			0.15			0.69			0.55


			NC_010443.5			49477938			intron_variant			ADGRB3			A			C			0.15			0.68			0.53


			NC_010443.5			49478024			intron_variant			ADGRB3			G			C			0.14			0.68			0.54


			NC_010443.5			49478419			intron_variant			ADGRB3			A			G			0.15			0.68			0.54


			NC_010443.5			49478497			intron_variant			ADGRB3			A			C			0.14			0.68			0.55


			NC_010443.5			49478568			intron_variant			ADGRB3			T			A			0.12			0.68			0.56


			NC_010443.5			49478816			intron_variant			ADGRB3			T			C			0.11			0.68			0.56


			NC_010443.5			49478911			intron_variant			ADGRB3			T			C			0.10			0.64			0.54


			NC_010443.5			49479383			intron_variant			ADGRB3			A			G			0.12			0.63			0.50


			NC_010443.5			49480130			intron_variant			ADGRB3			G			A			0.16			0.68			0.52


			NC_010443.5			49481007			intron_variant			ADGRB3			T			C			0.14			0.68			0.54


			NC_010443.5			49481182			intron_variant			ADGRB3			G			C			0.18			0.68			0.50


			NC_010443.5			49481361			intron_variant			ADGRB3			C			T			0.12			0.66			0.54


			NC_010443.5			49481563			intron_variant			ADGRB3			C			T			0.13			0.63			0.50


			NC_010443.5			49481679			intron_variant			ADGRB3			A			T			0.17			0.68			0.51


			NC_010443.5			49482093			intron_variant			ADGRB3			C			T			0.14			0.66			0.52


			NC_010443.5			49482440			intron_variant			ADGRB3			G			A			0.17			0.72			0.55


			NC_010443.5			49482865			intron_variant			ADGRB3			A			G			0.15			0.68			0.54


			NC_010443.5			49508053			intron_variant			ADGRB3			G			A			0.15			0.68			0.53


			NC_010443.5			49514997			intron_variant			ADGRB3			T			C			0.67			0.11			0.57


			NC_010443.5			49530209			intron_variant			ADGRB3			C			T			0.54			0.00


			NC_010443.5			53843658			intron_variant			TBX18			G			A			0.59			0.00


			NC_010443.5			49551130			intron_variant			ADGRB3			G			A			0.00			0.68


			NC_010443.5			49560647			intron_variant			ADGRB3			C			T			0.14			0.68			0.55


			NC_010443.5			53844782			intron_variant			TBX18			A			G			0.58			0.00


			NC_010443.5			53844892			intron_variant			TBX18			T			C			0.61			0.00


			NC_010443.5			53844991			intron_variant			TBX18			T			A			0.60			0.00


			NC_010443.5			53845094			intron_variant			TBX18			C			T			0.61			0.00


			NC_010443.5			53845341			intron_variant			TBX18			T			G			0.59			0.00


			NC_010443.5			53845459			intron_variant			TBX18			C			G			0.54			0.00


			NC_010443.5			53845602			intron_variant			TBX18			T			C			0.61			0.00


			NC_010443.5			53845653			intron_variant			TBX18			T			C			0.59			0.00


			NC_010443.5			53846007			intron_variant			TBX18			T			C			0.60			0.00


			NC_010443.5			53845698			intron_variant			TBX18			G			A			0.07			0.61			0.54


			NC_010443.5			53904750			intergenic_region			TBX18-LOC102157437			T			G			0.64			0.00


			NC_010443.5			53846612			intron_variant			TBX18			A			G			0.11			0.63			0.52


			NC_010443.5			53855859			intron_variant			TBX18			C			T			0.08			0.71			0.62


			NC_010443.5			53856337			intron_variant			TBX18			G			A			0.08			0.67			0.58


			NC_010443.5			53857819			intron_variant			TBX18			G			C			0.10			0.67			0.56


			NC_010443.5			53858549			intron_variant			TBX18			T			C			0.09			0.69			0.60


			NC_010443.5			53861505			intron_variant			TBX18			C			G			0.11			0.64			0.53


			NC_010451.4			68493178			3_prime_UTR_variant			SRI			T			C			0.99			0.33			0.66


			NC_010443.5			53863273			intron_variant			TBX18			T			C			0.08			0.67			0.59


			NC_010443.5			53864240			intron_variant			TBX18			G			A			0.10			0.63			0.53


			NC_010443.5			53864814			intron_variant			TBX18			C			T			0.07			0.66			0.59


			NC_010443.5			53864961			intron_variant			TBX18			T			C			0.09			0.64			0.55


			NC_010443.5			53866116			intron_variant			TBX18			G			C			0.12			0.65			0.53


			NC_010443.5			53869409			intergenic_region			TBX18-LOC102157437			A			C			0.05			0.59			0.54


			NC_010443.5			53869782			intergenic_region			TBX18-LOC102157437			T			G			0.08			0.65			0.57


			NC_010443.5			53875427			intergenic_region			TBX18-LOC102157437			G			A			0.05			0.59			0.54


			NC_010443.5			53878098			intergenic_region			TBX18-LOC102157437			A			G			0.13			0.63			0.51


			NC_010443.5			53878812			intergenic_region			TBX18-LOC102157437			G			A			0.16			0.68			0.53


			NC_010443.5			53879063			intergenic_region			TBX18-LOC102157437			T			C			0.12			0.66			0.54


			NC_010443.5			53879179			intergenic_region			TBX18-LOC102157437			T			C			0.12			0.66			0.54


			NC_010443.5			53880107			intergenic_region			TBX18-LOC102157437			C			T			0.14			0.68			0.54


			NC_010443.5			53880408			intergenic_region			TBX18-LOC102157437			C			A			0.02			0.67			0.64


			NC_010443.5			53880643			intergenic_region			TBX18-LOC102157437			C			T			0.14			0.66			0.52


			NC_010443.5			53883109			intergenic_region			TBX18-LOC102157437			C			T			0.15			0.68			0.53


			NC_010443.5			53883204			intergenic_region			TBX18-LOC102157437			G			A			0.14			0.66			0.52


			NC_010443.5			53883300			intergenic_region			TBX18-LOC102157437			C			T			0.15			0.68			0.54


			NC_010443.5			53883439			intergenic_region			TBX18-LOC102157437			G			A			0.13			0.68			0.56


			NC_010443.5			53884116			intergenic_region			TBX18-LOC102157437			A			C			0.14			0.67			0.53


			NC_010443.5			53887284			intergenic_region			TBX18-LOC102157437			G			A			0.11			0.66			0.54


			NC_010443.5			53887361			intergenic_region			TBX18-LOC102157437			T			G			0.16			0.67			0.51


			NC_010443.5			53889213			intergenic_region			TBX18-LOC102157437			G			A			0.12			0.63			0.51


			NC_010443.5			53893372			intergenic_region			TBX18-LOC102157437			T			A			0.10			0.63			0.53


			NC_010443.5			53895275			intergenic_region			TBX18-LOC102157437			T			C			0.11			0.63			0.52


			NC_010443.5			53895859			intergenic_region			TBX18-LOC102157437			G			A			0.13			0.68			0.56


			NC_010443.5			53896060			intergenic_region			TBX18-LOC102157437			C			G			0.15			0.68			0.54


			NC_010443.5			53896413			intergenic_region			TBX18-LOC102157437			A			G			0.13			0.66			0.53


			NC_010443.5			53896417			intergenic_region			TBX18-LOC102157437			C			T			0.13			0.66			0.53


			NC_010443.5			53896531			intergenic_region			TBX18-LOC102157437			G			A			0.15			0.68			0.54


			NC_010443.5			53897132			intergenic_region			TBX18-LOC102157437			C			T			0.13			0.68			0.56


			NC_010443.5			53897512			intergenic_region			TBX18-LOC102157437			C			T			0.13			0.66			0.53


			NC_010443.5			53904668			intergenic_region			TBX18-LOC102157437			A			G			0.15			0.71			0.56


			NC_010443.5			53904772			intergenic_region			TBX18-LOC102157437			T			A			0.64			0.00


			NC_010443.5			53904911			intergenic_region			TBX18-LOC102157437			G			A			0.63			0.00


			NC_010443.5			53904919			intergenic_region			TBX18-LOC102157437			T			C			0.58			0.00


			NC_010443.5			53904956			intergenic_region			TBX18-LOC102157437			T			A			0.58			0.00


			NC_010443.5			53904961			intergenic_region			TBX18-LOC102157437			A			G			0.57			0.00


			NC_010443.5			53905283			intergenic_region			TBX18-LOC102157437			T			C			0.67			0.00


			NC_010443.5			53905401			intergenic_region			TBX18-LOC102157437			G			C			0.65			0.00


			NC_010443.5			53905627			intergenic_region			TBX18-LOC102157437			C			T			0.67			0.00


			NC_010443.5			53905472			intergenic_region			TBX18-LOC102157437			G			A			0.08			0.66			0.57


			NC_010443.5			53905629			intergenic_region			TBX18-LOC102157437			T			C			0.67			0.00


			NC_010443.5			53905732			intergenic_region			TBX18-LOC102157437			C			G			0.66			0.00


			NC_010443.5			53905745			intergenic_region			TBX18-LOC102157437			G			A			0.68			0.00


			NC_010443.5			53905737			intergenic_region			TBX18-LOC102157437			C			T			0.66			0.03			0.63


			NC_010443.5			53905747			intergenic_region			TBX18-LOC102157437			A			G			0.68			0.00


			NC_010443.5			53905776			intergenic_region			TBX18-LOC102157437			A			G			0.66			0.00


			NC_010443.5			53905858			intergenic_region			TBX18-LOC102157437			G			A			0.67			0.00


			NC_010443.5			53905877			intergenic_region			TBX18-LOC102157437			G			A			0.68			0.00


			NC_010443.5			53905946			intergenic_region			TBX18-LOC102157437			C			A			0.62			0.00


			NC_010443.5			53905887			intergenic_region			TBX18-LOC102157437			C			T			0.08			0.67			0.59


			NC_010443.5			53906079			intergenic_region			TBX18-LOC102157437			C			T			0.63			0.00


			NC_010443.5			53906039			intergenic_region			TBX18-LOC102157437			T			G			0.11			0.68			0.57


			NC_010443.5			53906069			intergenic_region			TBX18-LOC102157437			C			T			0.11			0.68			0.58


			NC_010443.5			53906142			intergenic_region			TBX18-LOC102157437			C			T			0.65			0.00


			NC_010443.5			53906890			intergenic_region			TBX18-LOC102157437			C			A			0.65			0.00


			NC_010443.5			53906263			intergenic_region			TBX18-LOC102157437			A			G			0.11			0.64			0.53


			NC_010443.5			53906556			intergenic_region			TBX18-LOC102157437			T			C			0.08			0.68			0.60


			NC_010443.5			53906875			intergenic_region			TBX18-LOC102157437			G			C			0.10			0.66			0.55


			NC_010443.5			53906926			intergenic_region			TBX18-LOC102157437			G			C			0.66			0.00


			NC_010443.5			53906925			intergenic_region			TBX18-LOC102157437			A			G			0.08			0.63			0.55


			NC_010443.5			53906967			intergenic_region			TBX18-LOC102157437			G			T			0.63			0.00


			NC_010443.5			53906940			intergenic_region			TBX18-LOC102157437			G			A			0.07			0.66			0.59


			NC_010443.5			53906944			intergenic_region			TBX18-LOC102157437			G			A			0.07			0.66			0.59


			NC_010443.5			53907618			intergenic_region			TBX18-LOC102157437			G			T			0.61			0.00


			NC_010443.5			53907292			intergenic_region			TBX18-LOC102157437			T			C			0.10			0.63			0.53


			NC_010443.5			53907485			intergenic_region			TBX18-LOC102157437			C			T			0.09			0.66			0.57


			NC_010443.5			53910676			intergenic_region			TBX18-LOC102157437			G			C			0.85			0.00


			NC_010443.5			53907855			intergenic_region			TBX18-LOC102157437			G			A			0.08			0.68			0.60


			NC_010443.5			53907931			intergenic_region			TBX18-LOC102157437			C			T			0.11			0.68			0.57


			NC_010443.5			53908255			intergenic_region			TBX18-LOC102157437			G			A			0.10			0.68			0.58


			NC_010443.5			53908345			intergenic_region			TBX18-LOC102157437			G			C			0.16			0.68			0.53


			NC_010443.5			53908502			intergenic_region			TBX18-LOC102157437			G			A			0.10			0.66			0.55


			NC_010443.5			53908531			intergenic_region			TBX18-LOC102157437			A			G			0.13			0.68			0.56


			NC_010443.5			53908548			intergenic_region			TBX18-LOC102157437			A			C			0.13			0.68			0.56


			NC_010443.5			53908618			intergenic_region			TBX18-LOC102157437			C			T			0.11			0.68			0.57


			NC_010443.5			53909014			intergenic_region			TBX18-LOC102157437			T			C			0.13			0.66			0.53


			NC_010443.5			53909306			intergenic_region			TBX18-LOC102157437			A			G			0.10			0.64			0.53


			NC_010443.5			53909332			intergenic_region			TBX18-LOC102157437			A			C			0.11			0.62			0.50


			NC_010443.5			53909363			intergenic_region			TBX18-LOC102157437			T			C			0.10			0.66			0.56


			NC_010443.5			53909388			intergenic_region			TBX18-LOC102157437			G			A			0.09			0.66			0.57


			NC_010443.5			53909503			intergenic_region			TBX18-LOC102157437			T			C			0.11			0.66			0.54


			NC_010443.5			53909526			intergenic_region			TBX18-LOC102157437			A			G			0.13			0.66			0.53


			NC_010443.5			53909939			intergenic_region			TBX18-LOC102157437			T			C			0.13			0.66			0.53


			NC_010443.5			53909948			intergenic_region			TBX18-LOC102157437			G			A			0.13			0.68			0.56


			NC_010443.5			53910016			intergenic_region			TBX18-LOC102157437			A			G			0.13			0.67			0.54


			NC_010443.5			53910236			intergenic_region			TBX18-LOC102157437			G			A			0.18			0.71			0.53


			NC_010443.5			53910264			intergenic_region			TBX18-LOC102157437			A			G			0.10			0.71			0.61


			NC_010443.5			53910362			intergenic_region			TBX18-LOC102157437			C			A			0.11			0.68			0.57


			NC_010443.5			53910407			intergenic_region			TBX18-LOC102157437			A			G			0.10			0.68			0.58


			NC_010443.5			53910489			intergenic_region			TBX18-LOC102157437			C			T			0.11			0.68			0.57


			NC_010443.5			53915315			intergenic_region			TBX18-LOC102157437			G			T			0.61			0.00


			NC_010443.5			53910783			intergenic_region			TBX18-LOC102157437			T			C			0.11			0.66			0.54


			NC_010443.5			53910954			intergenic_region			TBX18-LOC102157437			G			A			0.13			0.68			0.55


			NC_010443.5			53911079			intergenic_region			TBX18-LOC102157437			A			G			0.10			0.64			0.54


			NC_010443.5			53911879			intergenic_region			TBX18-LOC102157437			C			G			0.10			0.66			0.55


			NC_010443.5			53912150			intergenic_region			TBX18-LOC102157437			G			T			0.09			0.66			0.57


			NC_010443.5			53912352			intergenic_region			TBX18-LOC102157437			A			C			0.11			0.66			0.54


			NC_010443.5			53912596			intergenic_region			TBX18-LOC102157437			A			G			0.06			0.66			0.60


			NC_010443.5			53912620			intergenic_region			TBX18-LOC102157437			A			G			0.07			0.66			0.59


			NC_010443.5			53912745			intergenic_region			TBX18-LOC102157437			C			G			0.12			0.66			0.54


			NC_010443.5			53912748			intergenic_region			TBX18-LOC102157437			A			C			0.12			0.66			0.54


			NC_010443.5			53912854			intergenic_region			TBX18-LOC102157437			C			T			0.09			0.59			0.50


			NC_010443.5			53912855			intergenic_region			TBX18-LOC102157437			C			A			0.09			0.59			0.50


			NC_010443.5			53912864			intergenic_region			TBX18-LOC102157437			G			A			0.09			0.59			0.50


			NC_010443.5			53926668			intergenic_region			TBX18-LOC102157437			G			T			0.70			0.00


			NC_010443.5			53916692			intergenic_region			TBX18-LOC102157437			G			A			0.16			0.67			0.50


			NC_010443.5			53916693			intergenic_region			TBX18-LOC102157437			T			C			0.16			0.67			0.50


			NC_010443.5			53918958			intergenic_region			TBX18-LOC102157437			C			T			0.11			0.62			0.51


			NC_010443.5			53921505			intergenic_region			TBX18-LOC102157437			G			A			0.16			0.68			0.52


			NC_010443.5			53921961			intergenic_region			TBX18-LOC102157437			G			A			0.16			0.67			0.51


			NC_010443.5			53922080			intergenic_region			TBX18-LOC102157437			G			C			0.18			0.69			0.52


			NC_010443.5			53924184			intergenic_region			TBX18-LOC102157437			G			A			0.05			0.66			0.61


			NC_010443.5			53925210			intergenic_region			TBX18-LOC102157437			C			T			0.06			0.67			0.61


			NC_010443.5			53925372			intergenic_region			TBX18-LOC102157437			T			G			0.06			0.74			0.68


			NC_010443.5			53926473			intergenic_region			TBX18-LOC102157437			C			A			0.07			0.68			0.62


			NC_010443.5			53927903			intergenic_region			TBX18-LOC102157437			C			T			0.61			0.00


			NC_010443.5			53927388			intergenic_region			TBX18-LOC102157437			C			A			0.03			0.61			0.57


			NC_010443.5			53928712			intergenic_region			TBX18-LOC102157437			G			T			0.65			0.00


			NC_010443.5			53928728			intergenic_region			TBX18-LOC102157437			G			A			0.62			0.00


			NC_010443.5			53928933			intergenic_region			TBX18-LOC102157437			T			C			0.76			0.00


			NC_010443.5			53928965			intergenic_region			TBX18-LOC102157437			A			T			0.65			0.00


			NC_010443.5			53929259			intergenic_region			TBX18-LOC102157437			T			C			0.77			0.00


			NC_010443.5			53929022			intergenic_region			TBX18-LOC102157437			C			T			0.06			0.69			0.63


			NC_010443.5			53929677			intergenic_region			TBX18-LOC102157437			T			C			0.71			0.00


			NC_010443.5			53929871			intergenic_region			TBX18-LOC102157437			T			C			0.71			0.00


			NC_010443.5			53929953			intergenic_region			TBX18-LOC102157437			T			A			0.73			0.00


			NC_010443.5			53930463			intergenic_region			TBX18-LOC102157437			A			G			0.73			0.00


			NC_010443.5			53930699			intergenic_region			TBX18-LOC102157437			G			T			0.76			0.00


			NC_010443.5			53931534			intergenic_region			TBX18-LOC102157437			C			T			0.65			0.00


			NC_010443.5			53931471			intergenic_region			TBX18-LOC102157437			A			C			0.08			0.67			0.59


			NC_010443.5			53931727			intergenic_region			TBX18-LOC102157437			G			A			0.65			0.00


			NC_010443.5			53932111			intergenic_region			TBX18-LOC102157437			A			G			0.66			0.00


			NC_010443.5			53932122			intergenic_region			TBX18-LOC102157437			C			T			0.66			0.00


			NC_010443.5			53932511			intergenic_region			TBX18-LOC102157437			G			A			0.65			0.00


			NC_010443.5			53932204			intergenic_region			TBX18-LOC102157437			C			T			0.06			0.66			0.60


			NC_010443.5			53932552			intergenic_region			TBX18-LOC102157437			T			C			0.64			0.00


			NC_010443.5			53932589			intergenic_region			TBX18-LOC102157437			A			G			0.65			0.00


			NC_010443.5			53932624			intergenic_region			TBX18-LOC102157437			A			C			0.65			0.00


			NC_010443.5			53932672			intergenic_region			TBX18-LOC102157437			C			T			0.67			0.00


			NC_010443.5			53933089			intergenic_region			TBX18-LOC102157437			A			G			0.64			0.00


			NC_010443.5			53933199			intergenic_region			TBX18-LOC102157437			G			A			0.62			0.00


			NC_010443.5			53933373			intergenic_region			TBX18-LOC102157437			A			C			0.67			0.00


			NC_010443.5			53933708			intergenic_region			TBX18-LOC102157437			A			G			0.66			0.00


			NC_010443.5			53933935			intergenic_region			TBX18-LOC102157437			A			G			0.65			0.00


			NC_010443.5			53933733			intergenic_region			TBX18-LOC102157437			G			A			0.02			0.68			0.66


			NC_010443.5			53934044			intergenic_region			TBX18-LOC102157437			G			A			0.65			0.00


			NC_010443.5			53934247			intergenic_region			TBX18-LOC102157437			A			T			0.66			0.00


			NC_010443.5			53934231			intergenic_region			TBX18-LOC102157437			T			C			0.06			0.68			0.63


			NC_010443.5			53934342			intergenic_region			TBX18-LOC102157437			A			G			0.69			0.00


			NC_010443.5			53934333			intergenic_region			TBX18-LOC102157437			C			A			0.07			0.66			0.59


			NC_010443.5			53935480			intergenic_region			TBX18-LOC102157437			G			A			0.71			0.00


			NC_010443.5			53942541			intergenic_region			TBX18-LOC102157437			C			T			0.79			0.00


			NC_010443.5			53938602			intergenic_region			TBX18-LOC102157437			G			T			0.08			0.68			0.60


			NC_010443.5			53939606			intergenic_region			TBX18-LOC102157437			C			T			0.09			0.71			0.62


			NC_010443.5			53939960			intergenic_region			TBX18-LOC102157437			A			C			0.06			0.66			0.60


			NC_010443.5			53940624			intergenic_region			TBX18-LOC102157437			C			A			0.07			0.67			0.60


			NC_010443.5			53944535			intergenic_region			TBX18-LOC102157437			A			C			0.83			0.00


			NC_010443.5			53943265			intergenic_region			TBX18-LOC102157437			G			C			0.15			0.69			0.54


			NC_010443.5			53944689			intergenic_region			TBX18-LOC102157437			C			T			0.52			0.00


			NC_010443.5			53944695			intergenic_region			TBX18-LOC102157437			C			T			0.85			0.00


			NC_010443.5			53948725			intergenic_region			TBX18-LOC102157437			G			A			0.55			0.00


			NC_010443.5			53945261			intergenic_region			TBX18-LOC102157437			A			G			0.09			0.66			0.57


			NC_010443.5			53945308			intergenic_region			TBX18-LOC102157437			A			G			0.04			0.66			0.62


			NC_010443.5			53945341			intergenic_region			TBX18-LOC102157437			C			T			0.06			0.64			0.58


			NC_010443.5			53945787			intergenic_region			TBX18-LOC102157437			A			G			0.02			0.68			0.66


			NC_010443.5			53945803			intergenic_region			TBX18-LOC102157437			G			A			0.03			0.68			0.65


			NC_010443.5			53951885			intergenic_region			TBX18-LOC102157437			G			A			0.61			0.00


			NC_010443.5			53948748			intergenic_region			TBX18-LOC102157437			T			C			0.05			0.66			0.61


			NC_010443.5			53949907			intergenic_region			TBX18-LOC102157437			T			C			0.03			0.68			0.65


			NC_010443.5			53950671			intergenic_region			TBX18-LOC102157437			G			A			0.03			0.63			0.60


			NC_010443.5			53951686			intergenic_region			TBX18-LOC102157437			G			A			0.05			0.66			0.61


			NC_010443.5			53953266			intergenic_region			TBX18-LOC102157437			A			G			0.55			0.00


			NC_010443.5			53954140			intergenic_region			TBX18-LOC102157437			G			A			0.53			0.00


			NC_010443.5			53958634			intergenic_region			TBX18-LOC102157437			A			T			0.56			0.00


			NC_010443.5			53955463			intergenic_region			TBX18-LOC102157437			C			T			0.03			0.67			0.63


			NC_010443.5			53959784			intergenic_region			TBX18-LOC102157437			A			G			0.58			0.00


			NC_010443.5			53962408			intergenic_region			TBX18-LOC102157437			T			C			0.61			0.00


			NC_010443.5			53964638			intergenic_region			TBX18-LOC102157437			C			T			0.53			0.00


			NC_010443.5			53963865			intergenic_region			TBX18-LOC102157437			A			G			0.01			0.67			0.65


			NC_010443.5			53964385			intergenic_region			TBX18-LOC102157437			C			G			0.03			0.68			0.65


			NC_010443.5			53964996			intergenic_region			TBX18-LOC102157437			G			C			0.58			0.00


			NC_010443.5			53966642			intergenic_region			TBX18-LOC102157437			A			G			0.69			0.00


			NC_010443.5			53965840			intergenic_region			TBX18-LOC102157437			A			G			0.15			0.71			0.55


			NC_010443.5			53965841			intergenic_region			TBX18-LOC102157437			T			C			0.15			0.71			0.55


			NC_010443.5			53981686			intergenic_region			TBX18-LOC102157437			G			T			0.81			0.00


			NC_010443.5			53967386			intergenic_region			TBX18-LOC102157437			A			G			0.97			0.20			0.77


			NC_010443.5			53968000			intergenic_region			TBX18-LOC102157437			T			G			0.14			0.66			0.52


			NC_010443.5			53968152			intergenic_region			TBX18-LOC102157437			G			A			0.14			0.68			0.54


			NC_010443.5			53969682			intergenic_region			TBX18-LOC102157437			C			T			0.15			0.71			0.56


			NC_010443.5			53969744			intergenic_region			TBX18-LOC102157437			A			C			0.02			0.61			0.59


			NC_010443.5			53971801			intergenic_region			TBX18-LOC102157437			A			C			0.05			0.68			0.64


			NC_010443.5			53972436			intergenic_region			TBX18-LOC102157437			C			T			0.05			0.61			0.56


			NC_010443.5			53981499			intergenic_region			TBX18-LOC102157437			G			A			0.02			0.68			0.65


			NC_010443.5			53996835			intergenic_region			TBX18-LOC102157437			C			T			0.63			0.00


			NC_010443.5			53981980			intergenic_region			TBX18-LOC102157437			C			T			0.06			0.63			0.57


			NC_010443.5			53982371			intergenic_region			TBX18-LOC102157437			T			C			0.06			0.68			0.63


			NC_010443.5			53982778			intergenic_region			TBX18-LOC102157437			G			A			0.03			0.68			0.66


			NC_010443.5			53983746			intergenic_region			TBX18-LOC102157437			A			G			0.06			0.61			0.55


			NC_010443.5			53986804			intergenic_region			TBX18-LOC102157437			C			T			0.06			0.68			0.63


			NC_010443.5			53988372			intergenic_region			TBX18-LOC102157437			C			T			0.08			0.67			0.59


			NC_010443.5			53992906			intergenic_region			TBX18-LOC102157437			G			A			0.00			0.66


			NC_010443.5			53995403			intergenic_region			TBX18-LOC102157437			T			C			0.09			0.63			0.54


			NC_010443.5			53995577			intergenic_region			TBX18-LOC102157437			G			A			0.09			0.63			0.54


			NC_010443.5			71317046			3_prime_UTR_variant			BVES			T			C			0.54			0.00


			NC_010443.5			53997114			intergenic_region			TBX18-LOC102157437			G			A			0.04			0.67			0.63


			NC_010443.5			53997680			intergenic_region			TBX18-LOC102157437			C			T			0.06			0.71			0.65


			NC_010443.5			53998155			intergenic_region			TBX18-LOC102157437			G			T			0.13			0.66			0.53


			NC_010443.5			53998923			intergenic_region			TBX18-LOC102157437			A			G			0.13			0.66			0.53


			NC_010443.5			53999393			intergenic_region			TBX18-LOC102157437			A			C			0.05			0.68			0.64


			NC_010443.5			53999689			intergenic_region			TBX18-LOC102157437			C			A			0.09			0.63			0.54


			NC_010443.5			54000164			intergenic_region			TBX18-LOC102157437			G			A			0.06			0.68			0.63


			NC_010443.5			54001368			intergenic_region			TBX18-LOC102157437			C			T			0.07			0.65			0.58


			NC_010443.5			54003385			intergenic_region			TBX18-LOC102157437			G			A			0.05			0.64			0.59


			NC_010443.5			54003824			intergenic_region			TBX18-LOC102157437			T			C			0.03			0.68			0.65


			NC_010443.5			54003960			intergenic_region			TBX18-LOC102157437			C			T			0.03			0.68			0.65


			NC_010443.5			54004034			intergenic_region			TBX18-LOC102157437			C			T			0.05			0.66			0.61


			NC_010443.5			54004096			intergenic_region			TBX18-LOC102157437			T			A			0.06			0.69			0.64


			NC_010443.5			54005127			intergenic_region			TBX18-LOC102157437			A			G			0.03			0.68			0.65


			NC_010443.5			54005167			intergenic_region			TBX18-LOC102157437			T			A			0.04			0.68			0.65


			NC_010443.5			54005237			intergenic_region			TBX18-LOC102157437			G			A			0.03			0.63			0.60


			NC_010443.5			54005256			intergenic_region			TBX18-LOC102157437			C			G			0.03			0.64			0.60


			NC_010443.5			54005263			intergenic_region			TBX18-LOC102157437			T			G			0.03			0.64			0.60


			NC_010443.5			54005267			intergenic_region			TBX18-LOC102157437			T			A			0.03			0.64			0.60


			NC_010443.5			54005331			intergenic_region			TBX18-LOC102157437			A			C			0.05			0.62			0.57


			NC_010443.5			54005361			intergenic_region			TBX18-LOC102157437			G			A			0.05			0.67			0.62


			NC_010443.5			54006225			intergenic_region			TBX18-LOC102157437			G			T			0.05			0.64			0.59


			NC_010443.5			54007405			intergenic_region			TBX18-LOC102157437			G			A			0.01			0.63			0.62


			NC_010443.5			54007617			intergenic_region			TBX18-LOC102157437			T			C			0.01			0.56			0.55


			NC_010443.5			54010711			intergenic_region			TBX18-LOC102157437			C			T			0.03			0.55			0.52


			NC_010443.5			54011064			intergenic_region			TBX18-LOC102157437			C			T			0.09			0.62			0.52


			NC_010443.5			54012669			intergenic_region			TBX18-LOC102157437			A			G			0.05			0.63			0.59


			NC_010443.5			54013721			intergenic_region			TBX18-LOC102157437			T			C			0.06			0.68			0.63


			NC_010443.5			54014134			intergenic_region			TBX18-LOC102157437			A			G			0.06			0.71			0.65


			NC_010451.4			68509359			upstream_gene_variant			SRI			A			G			0.99			0.34			0.65


			NC_010451.4			68509467			upstream_gene_variant			SRI			C			G			0.99			0.26			0.73


			NC_010452.4			23749190			upstream_gene_variant			TNNT2			T			C			0.99			0.47			0.52


			NC_010452.4			23750462			splice_region_variant&intron_variant			TNNT2			A			G			0.99			0.09			0.90


			NC_010458.4			67114957			5_prime_UTR_variant			SGCD			T			C			0.99			0.45			0.54


			NC_010443.5			71319339			intron_variant			BVES			C			T			0.06			0.58			0.52


			NC_010443.5			71333308			intron_variant			BVES			T			C			0.23			0.97			0.75


			NC_010443.5			71335109			intron_variant			BVES			G			C			0.13			0.63			0.51


			NC_010443.5			71336654			intron_variant			BVES			A			G			0.51			0.00


			NC_010443.5			71344454			intron_variant			BVES			A			G			0.47			0.97			0.51


			NC_010443.5			71345621			intron_variant			BVES			G			A			0.47			0.97			0.51


			NC_010443.5			71345771			intron_variant			BVES			C			T			0.48			1.00			0.52


			NC_010443.5			71345799			intron_variant			BVES			A			G			0.45			0.97			0.52


			NC_010443.5			71345906			intron_variant			BVES			A			G			0.45			0.97			0.52


			NC_010443.5			71346019			intron_variant			BVES			T			C			0.44			0.95			0.51


			NC_010443.5			71346043			intron_variant			BVES			A			G			0.44			0.97			0.53


			NC_010443.5			71346086			intron_variant			BVES			A			G			0.44			0.97			0.53


			NC_010443.5			71346135			intron_variant			BVES			T			C			0.43			0.97			0.54


			NC_010443.5			71346201			intron_variant			BVES			C			A			0.44			0.97			0.53


			NC_010443.5			71346225			intron_variant			BVES			G			A			0.44			0.97			0.53


			NC_010443.5			71346437			intron_variant			BVES			T			C			0.40			0.97			0.57


			NC_010443.5			71346468			intron_variant			BVES			T			G			0.41			0.95			0.54


			NC_010443.5			71350282			intron_variant			BVES			A			G			0.33			0.97			0.64


			NC_010443.5			71350315			intron_variant			BVES			A			G			0.33			0.97			0.65


			NC_010443.5			71350339			intron_variant			BVES			T			C			0.34			0.97			0.63


			NC_010443.5			71350344			intron_variant			BVES			T			C			0.35			0.97			0.62


			NC_010443.5			71350345			intron_variant			BVES			G			A			0.35			0.97			0.62


			NC_010443.5			71350392			intron_variant			BVES			A			G			0.38			0.95			0.56


			NC_010443.5			71353436			intron_variant			BVES			A			C			0.84			0.25			0.59


			NC_010443.5			71353491			intron_variant			BVES			A			G			0.82			0.26			0.56


			NC_010443.5			71358127			intron_variant			BVES			C			T			0.00			0.53


			NC_010458.4			67114971			5_prime_UTR_premature_start_codon_gain_variant			SGCD			C			A			0.99			0.45			0.54


			NC_010443.5			113946750			intron_variant			ALDH1A2			T			C			0.57			0.00


			NC_010443.5			108990539			intron_variant			TPM1			A			G			0.89			0.08			0.81


			NC_010443.5			108990747			intron_variant			TPM1			T			G			0.92			0.08			0.84


			NC_010443.5			108991507			intron_variant			TPM1			T			C			0.90			0.08			0.82


			NC_010448.4			65176693			upstream_gene_variant			TP73			T			C			0.99			0.42			0.57


			NC_010452.4			8338655			5_prime_UTR_premature_start_codon_gain_variant			TGFB2			A			G			0.98			0.39			0.59


			NC_010443.5			108998817			intron_variant			TPM1			G			A			0.89			0.11			0.78


			NC_010443.5			109002983			intron_variant			TPM1			C			A			0.93			0.29			0.64


			NC_010443.5			109003414			intron_variant			TPM1			G			T			0.65			0.03			0.62


			NC_010443.5			109004440			intron_variant			TPM1			T			A			0.91			0.21			0.70


			NC_010454.4			16774101			upstream_gene_variant			MYL4			A			G			0.98			0.47			0.51


			NC_010454.4			51935131			5_prime_UTR_variant			CAMTA2			G			A			0.98			0.47			0.51


			NC_010443.5			109012087			intron_variant			TPM1			C			T			0.88			0.34			0.54


			NC_010443.5			109012682			intron_variant			TPM1			A			G			0.91			0.34			0.57


			NC_010443.5			109012963			intron_variant			TPM1			T			G			0.66			0.03			0.63


			NC_010454.4			51935569			upstream_gene_variant			CAMTA2			G			T			0.98			0.47			0.51


			NC_010443.5			109021103			intergenic_region			TPM1-LOC102163170			T			C			0.90			0.32			0.58


			NC_010443.5			109022941			intergenic_region			TPM1-LOC102163170			T			A			0.89			0.22			0.66


			NC_010443.5			109026215			intergenic_region			TPM1-LOC102163170			T			C			0.89			0.37			0.52


			NC_010443.5			109027193			intergenic_region			TPM1-LOC102163170			G			A			0.87			0.37			0.50


			NC_010443.5			109033244			intergenic_region			TPM1-LOC102163170			C			A			0.08			0.76			0.68


			NC_010443.5			109038829			intergenic_region			TPM1-LOC102163170			C			T			0.07			0.62			0.55


			NC_010443.5			109039505			intergenic_region			TPM1-LOC102163170			C			T			0.09			0.74			0.65


			NC_010443.5			109040005			intergenic_region			TPM1-LOC102163170			C			T			0.06			0.69			0.63


			NC_010443.5			109040791			intergenic_region			TPM1-LOC102163170			G			A			0.23			0.75			0.52


			NC_010443.5			109040863			intergenic_region			TPM1-LOC102163170			T			A			0.19			0.71			0.52


			NC_010443.5			109041074			intergenic_region			TPM1-LOC102163170			A			G			0.23			0.74			0.50


			NC_010443.5			109042118			intergenic_region			TPM1-LOC102163170			G			A			0.72			0.03			0.69


			NC_010443.5			109042228			intergenic_region			TPM1-LOC102163170			A			G			0.92			0.05			0.87


			NC_010443.5			109046244			intergenic_region			TPM1-LOC102163170			G			A			0.06			0.63			0.57


			NC_010454.4			51935572			upstream_gene_variant			CAMTA2			A			G			0.98			0.47			0.51


			NC_010455.5			35763029			synonymous_variant			CACNA1D			T			C			0.98			0.47			0.51


			NC_010456.5			53876089			missense_variant			RYR2			A			G			0.98			0.18			0.80


			NC_010456.5			54002584			synonymous_variant			RYR2			A			G			0.98			0.19			0.79


			NC_010456.5			54683933			synonymous_variant			ACTN2			A			G			0.98			0.45			0.53


			NC_010443.5			113933631			intron_variant			ALDH1A2			C			G			0.80			0.03			0.77


			NC_010443.5			113934074			intron_variant			ALDH1A2			G			A			0.91			0.03			0.89


			NC_010443.5			113934095			intron_variant			ALDH1A2			A			G			0.60			0.03			0.57


			NC_010443.5			113934942			intron_variant			ALDH1A2			C			T			0.91			0.05			0.86


			NC_010443.5			113935684			intron_variant			ALDH1A2			C			T			0.81			0.05			0.76


			NC_010443.5			113936348			intron_variant			ALDH1A2			A			T			0.88			0.03			0.85


			NC_010443.5			113936507			intron_variant			ALDH1A2			C			T			0.93			0.03			0.90


			NC_010443.5			113938226			intron_variant			ALDH1A2			C			T			0.82			0.05			0.77


			NC_010443.5			113938408			intron_variant			ALDH1A2			G			T			0.83			0.06			0.77


			NC_010443.5			113939704			intron_variant			ALDH1A2			G			A			0.57			0.05			0.52


			NC_010443.5			113939778			intron_variant			ALDH1A2			A			C			0.91			0.06			0.85


			NC_010443.5			113940413			intron_variant			ALDH1A2			A			G			0.90			0.05			0.85


			NC_010443.5			113940647			intron_variant			ALDH1A2			T			C			0.57			0.05			0.52


			NC_010443.5			113940913			intron_variant			ALDH1A2			G			A			0.81			0.05			0.76


			NC_010443.5			113940915			intron_variant			ALDH1A2			G			C			0.81			0.05			0.76


			NC_010443.5			113941352			intron_variant			ALDH1A2			G			A			0.83			0.05			0.78


			NC_010443.5			113941368			intron_variant			ALDH1A2			C			T			0.83			0.05			0.78


			NC_010443.5			113941430			intron_variant			ALDH1A2			T			C			0.83			0.06			0.77


			NC_010443.5			113941691			intron_variant			ALDH1A2			T			C			0.65			0.05			0.60


			NC_010443.5			113941848			intron_variant			ALDH1A2			T			G			0.91			0.05			0.86


			NC_010443.5			113942313			intron_variant			ALDH1A2			C			T			0.91			0.06			0.85


			NC_010443.5			113943019			intron_variant			ALDH1A2			G			A			0.93			0.08			0.85


			NC_010443.5			113943088			intron_variant			ALDH1A2			C			A			0.88			0.05			0.83


			NC_010443.5			113943286			intron_variant			ALDH1A2			C			G			0.94			0.06			0.88


			NC_010443.5			113944731			intron_variant			ALDH1A2			A			G			0.90			0.05			0.85


			NC_010443.5			113945509			intron_variant			ALDH1A2			C			G			0.63			0.05			0.58


			NC_010443.5			113946720			intron_variant			ALDH1A2			G			A			0.54			0.03			0.51


			NC_010443.5			113976032			intron_variant			ALDH1A2			T			G			0.65			0.00


			NC_010443.5			113947121			intron_variant			ALDH1A2			T			G			0.57			0.03			0.54


			NC_010443.5			113947632			intron_variant			ALDH1A2			T			C			0.84			0.04			0.81


			NC_010443.5			113967739			intron_variant			ALDH1A2			T			C			0.88			0.08			0.80


			NC_010443.5			113968092			intron_variant			ALDH1A2			A			G			0.82			0.13			0.69


			NC_010443.5			113972892			intron_variant			ALDH1A2			A			G			0.81			0.05			0.76


			NC_010457.5			73694054			upstream_gene_variant			XIRP2			A			C			0.98			0.11			0.87


			NC_010443.5			113974565			intron_variant			ALDH1A2			A			G			0.82			0.03			0.79


			NC_010443.5			113975751			intron_variant			ALDH1A2			A			G			0.73			0.05			0.68


			NC_010443.5			113979927			intron_variant			ALDH1A2			A			G			0.64			0.00


			NC_010443.5			113976389			intron_variant			ALDH1A2			A			G			0.83			0.03			0.80


			NC_010443.5			113979121			intron_variant			ALDH1A2			T			C			0.91			0.06			0.85


			NC_010443.5			113981103			intron_variant			ALDH1A2			C			A			0.63			0.00


			NC_010443.5			113981722			intron_variant			ALDH1A2			C			T			0.52			0.00


			NC_010443.5			113981850			intron_variant			ALDH1A2			A			G			0.64			0.00


			NC_010443.5			113983227			intron_variant			ALDH1A2			A			G			0.63			0.00


			NC_010443.5			113983506			intron_variant			ALDH1A2			T			C			0.65			0.00


			NC_010443.5			113985984			intron_variant			ALDH1A2			C			T			0.64			0.00


			NC_010443.5			113983854			intron_variant			ALDH1A2			G			A			0.89			0.06			0.83


			NC_010443.5			113984022			intron_variant			ALDH1A2			T			C			0.83			0.03			0.80


			NC_010443.5			113986545			intron_variant			ALDH1A2			A			C			0.51			0.00


			NC_010443.5			113986518			intron_variant			ALDH1A2			A			G			0.67			0.07			0.60


			NC_010443.5			113988282			intron_variant			ALDH1A2			G			T			0.51			0.00


			NC_010443.5			113996836			intron_variant			ALDH1A2			A			G			0.51			0.00


			NC_010443.5			113994743			intron_variant			ALDH1A2			A			G			0.89			0.03			0.86


			NC_010443.5			113997597			intron_variant			ALDH1A2			T			C			0.53			0.00


			NC_010443.5			113997077			intron_variant			ALDH1A2			C			T			0.85			0.06			0.79


			NC_010443.5			113998749			intron_variant			ALDH1A2			C			G			0.52			0.00


			NC_010443.5			113997680			intron_variant			ALDH1A2			T			C			0.94			0.03			0.91


			NC_010443.5			113999702			intron_variant			ALDH1A2			C			A			0.64			0.00


			NC_010443.5			114002166			intron_variant			ALDH1A2			G			T			0.60			0.00


			NC_010443.5			114006269			intron_variant			ALDH1A2			T			C			0.58			0.00


			NC_010443.5			114002576			intron_variant			ALDH1A2			T			C			0.83			0.05			0.78


			NC_010443.5			114005759			intron_variant			ALDH1A2			A			G			0.90			0.05			0.85


			NC_010443.5			114009352			intron_variant			ALDH1A2			G			A			0.65			0.00


			NC_010443.5			114006381			intron_variant			ALDH1A2			G			A			0.89			0.05			0.83


			NC_010443.5			114007229			intron_variant			ALDH1A2			A			C			0.81			0.05			0.76


			NC_010443.5			114008872			intron_variant			ALDH1A2			A			G			0.94			0.13			0.81


			NC_010443.5			114009364			intron_variant			ALDH1A2			G			A			0.65			0.00


			NC_010443.5			114010792			intron_variant			ALDH1A2			G			A			0.61			0.00


			NC_010443.5			114010311			intron_variant			ALDH1A2			G			A			0.94			0.11			0.84


			NC_010443.5			114015977			intron_variant			ALDH1A2			A			G			0.63			0.00


			NC_010443.5			114013121			intron_variant			ALDH1A2			C			A			0.92			0.05			0.87


			NC_010443.5			114013969			intron_variant			ALDH1A2			T			C			0.94			0.13			0.81


			NC_010443.5			114014820			intron_variant			ALDH1A2			A			G			0.93			0.13			0.80


			NC_010443.5			114015704			intron_variant			ALDH1A2			T			C			0.94			0.13			0.81


			NC_010443.5			114017250			intron_variant			ALDH1A2			A			G			0.63			0.00


			NC_010443.5			114018227			intron_variant			ALDH1A2			T			C			0.57			0.00


			NC_010443.5			114018838			intron_variant			ALDH1A2			T			C			0.65			0.00


			NC_010443.5			114020215			intron_variant			ALDH1A2			T			C			0.55			0.00


			NC_010443.5			114019504			intron_variant			ALDH1A2			T			G			0.92			0.13			0.79


			NC_010443.5			114021612			intron_variant			ALDH1A2			C			T			0.63			0.00


			NC_010443.5			114022090			intron_variant			ALDH1A2			A			G			0.68			0.00


			NC_010443.5			114022126			intron_variant			ALDH1A2			C			T			0.59			0.00


			NC_010443.5			114022724			intron_variant			ALDH1A2			G			T			0.67			0.00


			NC_010443.5			114024435			intron_variant			ALDH1A2			T			C			0.74			0.00


			NC_010443.5			114030002			intron_variant			ALDH1A2			G			C			0.73			0.00


			NC_010443.5			114030514			intron_variant			ALDH1A2			A			T			0.72			0.00


			NC_010443.5			114030644			intron_variant			ALDH1A2			T			G			0.73			0.00


			NC_010443.5			114030830			intron_variant			ALDH1A2			T			G			0.74			0.00


			NC_010443.5			114030898			intron_variant			ALDH1A2			A			G			0.73			0.00


			NC_010443.5			114031453			intron_variant			ALDH1A2			A			C			0.52			0.00


			NC_010443.5			114032538			intron_variant			ALDH1A2			C			T			0.69			0.00


			NC_010443.5			114032516			intron_variant			ALDH1A2			T			C			0.91			0.11			0.80


			NC_010443.5			114036217			3_prime_UTR_variant			ALDH1A2			T			C			0.58			0.00


			NC_010458.4			67114958			5_prime_UTR_variant			SGCD			G			A			0.98			0.45			0.53


			NC_010458.4			67115048			5_prime_UTR_variant			SGCD			T			C			0.98			0.45			0.53


			NC_010459.5			57787089			5_prime_UTR_variant			RBM38			C			G			0.98			0.26			0.72


			NC_010447.5			74876210			splice_region_variant&intron_variant			TWF1			G			T			0.98			0.44			0.53


			NC_010443.5			114038473			intergenic_region			ALDH1A2-LOC102160341			A			G			0.93			0.11			0.82


			NC_010443.5			114036507			3_prime_UTR_variant			ALDH1A2			T			G			0.71			0.00


			NC_010443.5			114036727			3_prime_UTR_variant			ALDH1A2			A			G			0.69			0.00


			NC_010443.5			114039070			intergenic_region			ALDH1A2-LOC102160341			A			G			0.92			0.05			0.86


			NC_010443.5			114037104			downstream_gene_variant			ALDH1A2			C			A			0.61			0.00


			NC_010443.5			114040075			intergenic_region			ALDH1A2-LOC102160341			T			G			0.90			0.05			0.85


			NC_010443.5			114040670			intergenic_region			ALDH1A2-LOC102160341			C			T			0.93			0.13			0.80


			NC_010443.5			114038685			intergenic_region			ALDH1A2-LOC102160341			G			A			0.53			0.00


			NC_010443.5			114038731			intergenic_region			ALDH1A2-LOC102160341			G			A			0.52			0.00


			NC_010443.5			114040994			intergenic_region			ALDH1A2-LOC102160341			A			C			0.88			0.08			0.81


			NC_010443.5			114039538			intergenic_region			ALDH1A2-LOC102160341			G			C			0.57			0.00


			NC_010443.5			114040804			intergenic_region			ALDH1A2-LOC102160341			T			C			0.59			0.00


			NC_010443.5			114040897			intergenic_region			ALDH1A2-LOC102160341			G			C			0.55			0.00


			NC_010443.5			114040999			intergenic_region			ALDH1A2-LOC102160341			T			C			0.56			0.00


			NC_010443.5			114041070			intergenic_region			ALDH1A2-LOC102160341			G			A			0.61			0.00


			NC_010443.5			114042679			intergenic_region			ALDH1A2-LOC102160341			G			C			0.80			0.05			0.75


			NC_010443.5			114042724			intergenic_region			ALDH1A2-LOC102160341			A			G			0.80			0.05			0.75


			NC_010443.5			114041282			intergenic_region			ALDH1A2-LOC102160341			T			A			0.63			0.00


			NC_010443.5			114041349			intergenic_region			ALDH1A2-LOC102160341			T			C			0.60			0.00


			NC_010443.5			114043870			intergenic_region			ALDH1A2-LOC102160341			C			G			0.81			0.05			0.76


			NC_010443.5			114041401			intergenic_region			ALDH1A2-LOC102160341			T			C			0.65			0.00


			NC_010443.5			114042815			intergenic_region			ALDH1A2-LOC102160341			G			A			0.66			0.00


			NC_010443.5			114043747			intergenic_region			ALDH1A2-LOC102160341			A			G			0.63			0.00


			NC_010443.5			114044042			intergenic_region			ALDH1A2-LOC102160341			C			A			0.65			0.00


			NC_010443.5			114045341			intergenic_region			ALDH1A2-LOC102160341			A			G			0.66			0.00


			NC_010443.5			114046800			intergenic_region			ALDH1A2-LOC102160341			G			A			0.60			0.00


			NC_010443.5			114048556			intergenic_region			ALDH1A2-LOC102160341			A			C			0.82			0.05			0.76


			NC_010443.5			114048637			intergenic_region			ALDH1A2-LOC102160341			C			T			0.82			0.05			0.77


			NC_010443.5			114047049			intergenic_region			ALDH1A2-LOC102160341			C			T			0.63			0.00


			NC_010443.5			114047832			intergenic_region			ALDH1A2-LOC102160341			A			G			0.61			0.00


			NC_010443.5			114047895			intergenic_region			ALDH1A2-LOC102160341			T			G			0.61			0.00


			NC_010443.5			114051557			intergenic_region			ALDH1A2-LOC102160341			G			A			0.64			0.00


			NC_010443.5			114051880			intergenic_region			ALDH1A2-LOC102160341			G			A			0.63			0.00


			NC_010443.5			114052068			intergenic_region			ALDH1A2-LOC102160341			G			C			0.68			0.00


			NC_010443.5			114053061			intergenic_region			ALDH1A2-LOC102160341			T			C			0.87			0.06			0.81


			NC_010443.5			114052220			intergenic_region			ALDH1A2-LOC102160341			C			G			0.69			0.00


			NC_010443.5			114052289			intergenic_region			ALDH1A2-LOC102160341			T			C			0.63			0.00


			NC_010443.5			114053375			intergenic_region			ALDH1A2-LOC102160341			T			C			0.90			0.05			0.85


			NC_010443.5			114053025			intergenic_region			ALDH1A2-LOC102160341			C			T			0.67			0.00


			NC_010443.5			114055142			intergenic_region			ALDH1A2-LOC102160341			T			A			0.84			0.03			0.81


			NC_010443.5			114055788			intergenic_region			ALDH1A2-LOC102160341			G			A			0.88			0.03			0.85


			NC_010443.5			114053202			intergenic_region			ALDH1A2-LOC102160341			A			G			0.70			0.00


			NC_010443.5			114056838			intergenic_region			ALDH1A2-LOC102160341			A			T			0.83			0.05			0.78


			NC_010443.5			114057149			intergenic_region			ALDH1A2-LOC102160341			A			G			0.90			0.05			0.85


			NC_010443.5			114057375			intergenic_region			ALDH1A2-LOC102160341			A			G			0.88			0.06			0.82


			NC_010443.5			114057508			intergenic_region			ALDH1A2-LOC102160341			A			C			0.87			0.06			0.81


			NC_010443.5			114057960			intergenic_region			ALDH1A2-LOC102160341			T			C			0.81			0.05			0.76


			NC_010443.5			114058002			intergenic_region			ALDH1A2-LOC102160341			C			T			0.82			0.05			0.77


			NC_010443.5			114058157			intergenic_region			ALDH1A2-LOC102160341			T			G			0.84			0.05			0.78


			NC_010443.5			114058565			intergenic_region			ALDH1A2-LOC102160341			G			C			0.85			0.03			0.82


			NC_010443.5			114058693			intergenic_region			ALDH1A2-LOC102160341			A			G			0.90			0.06			0.84


			NC_010443.5			114053228			intergenic_region			ALDH1A2-LOC102160341			A			G			0.72			0.00


			NC_010443.5			114059206			intergenic_region			ALDH1A2-LOC102160341			A			T			0.83			0.05			0.78


			NC_010443.5			114059744			intergenic_region			ALDH1A2-LOC102160341			C			G			0.92			0.05			0.87


			NC_010443.5			114059769			intergenic_region			ALDH1A2-LOC102160341			A			T			0.82			0.05			0.77


			NC_010443.5			114059804			intergenic_region			ALDH1A2-LOC102160341			G			A			0.83			0.05			0.78


			NC_010443.5			114060018			intergenic_region			ALDH1A2-LOC102160341			A			G			0.83			0.05			0.77


			NC_010443.5			114060145			intergenic_region			ALDH1A2-LOC102160341			T			C			0.83			0.05			0.77


			NC_010443.5			114061598			intergenic_region			ALDH1A2-LOC102160341			T			A			0.93			0.13			0.80


			NC_010443.5			114062837			intergenic_region			ALDH1A2-LOC102160341			G			A			0.84			0.05			0.79


			NC_010443.5			114062905			intergenic_region			ALDH1A2-LOC102160341			G			C			0.80			0.05			0.75


			NC_010443.5			114063007			intergenic_region			ALDH1A2-LOC102160341			G			A			0.83			0.05			0.78


			NC_010443.5			114063750			intergenic_region			ALDH1A2-LOC102160341			G			T			0.82			0.05			0.77


			NC_010443.5			114063944			intergenic_region			ALDH1A2-LOC102160341			C			T			0.83			0.05			0.78


			NC_010443.5			114064642			intergenic_region			ALDH1A2-LOC102160341			A			G			0.83			0.03			0.80


			NC_010443.5			114065033			intergenic_region			ALDH1A2-LOC102160341			G			A			0.83			0.05			0.78


			NC_010447.5			74869839			3_prime_UTR_variant			TWF1			A			G			0.98			0.41			0.56


			NC_010443.5			126918892			intron_variant			SPG11			G			A			0.85			0.03			0.83


			NC_010443.5			114053720			intergenic_region			ALDH1A2-LOC102160341			T			C			0.68			0.00


			NC_010443.5			126923499			intron_variant			SPG11			T			C			0.68			0.05			0.63


			NC_010443.5			126926144			intron_variant			SPG11			A			G			0.58			0.08			0.50


			NC_010443.5			126926439			intron_variant			SPG11			G			C			0.71			0.05			0.65


			NC_010443.5			126926500			intron_variant			SPG11			A			G			0.58			0.05			0.53


			NC_010443.5			126928121			intron_variant			SPG11			A			G			0.83			0.08			0.75


			NC_010443.5			126932250			intron_variant			SPG11			A			G			0.59			0.08			0.51


			NC_010449.5			19609559			3_prime_UTR_variant			RIPOR2			T			C			0.98			0.19			0.78


			NC_010443.5			126937137			intron_variant			SPG11			T			C			0.70			0.08			0.63


			NC_010443.5			126938311			intron_variant			SPG11			G			A			0.67			0.08			0.60


			NC_010443.5			114056033			intergenic_region			ALDH1A2-LOC102160341			T			C			0.65			0.00


			NC_010443.5			126939829			intron_variant			SPG11			G			A			0.81			0.08			0.74


			NC_010443.5			126941166			intron_variant			SPG11			A			G			0.58			0.08			0.50


			NC_010443.5			126943140			intron_variant			SPG11			G			A			0.85			0.05			0.80


			NC_010443.5			126950530			intron_variant			SPG11			G			A			0.70			0.05			0.65


			NC_010443.5			126950556			intron_variant			SPG11			A			G			0.85			0.06			0.80


			NC_010443.5			126951835			intron_variant			SPG11			A			G			0.70			0.05			0.64


			NC_010443.5			126953943			intron_variant			SPG11			T			C			0.71			0.05			0.66


			NC_010443.5			126957026			intron_variant			SPG11			A			C			0.66			0.08			0.58


			NC_010443.5			126959559			intron_variant			SPG11			A			C			0.71			0.08			0.64


			NC_010443.5			126959715			intron_variant			SPG11			G			A			0.71			0.05			0.66


			NC_010443.5			126960486			intron_variant			SPG11			T			A			0.73			0.08			0.65


			NC_010443.5			126960617			intron_variant			SPG11			A			G			0.71			0.06			0.66


			NC_010443.5			126960787			intron_variant			SPG11			C			G			0.78			0.06			0.72


			NC_010443.5			126964783			intron_variant			SPG11			T			C			0.82			0.06			0.76


			NC_010443.5			126964850			intron_variant			SPG11			T			C			0.65			0.05			0.60


			NC_010443.5			126966432			intron_variant			SPG11			C			A			0.73			0.05			0.67


			NC_010443.5			126966999			intron_variant			SPG11			T			C			0.74			0.08			0.66


			NC_010443.5			126968577			intron_variant			SPG11			A			G			0.70			0.03			0.68


			NC_010443.5			126968751			intron_variant			SPG11			A			G			0.71			0.05			0.66


			NC_010443.5			126970788			intron_variant			SPG11			T			C			0.71			0.08			0.63


			NC_010443.5			126972003			intron_variant			SPG11			C			T			0.73			0.03			0.70


			NC_010443.5			126993107			intron_variant			SPG11			A			G			0.61			0.08			0.53


			NC_010443.5			126993749			intron_variant			SPG11			T			C			0.83			0.06			0.77


			NC_010443.5			126996428			intron_variant			SPG11			T			G			0.56			0.06			0.51


			NC_010451.4			57145731			splice_region_variant&intron_variant			ADAMTS15			T			C			0.97			0.21			0.76


			NC_010443.5			128963691			intron_variant			CAPN3			T			C			0.90			0.26			0.64


			NC_010443.5			128963732			intron_variant			CAPN3			G			C			0.80			0.24			0.56


			NC_010443.5			128964496			intron_variant			CAPN3			C			A			0.90			0.32			0.58


			NC_010443.5			128965949			intron_variant			CAPN3			A			G			0.92			0.31			0.61


			NC_010454.4			15003070			5_prime_UTR_variant			SCN4A			T			C			0.97			0.31			0.66


			NC_010443.5			128966982			intron_variant			CAPN3			T			A			0.91			0.32			0.59


			NC_010443.5			114058696			intergenic_region			ALDH1A2-LOC102160341			G			C			0.80			0.00


			NC_010443.5			126920085			intron_variant			SPG11			G			A			0.57			0.00


			NC_010443.5			128968125			intron_variant			CAPN3			T			C			0.93			0.29			0.64


			NC_010443.5			128968295			intron_variant			CAPN3			A			C			0.89			0.24			0.65


			NC_010443.5			128971374			intron_variant			CAPN3			C			T			0.61			0.03			0.58


			NC_010454.4			15006578			upstream_gene_variant			SCN4A			C			T			0.97			0.17			0.80


			NC_010443.5			126938964			intron_variant			SPG11			A			G			0.62			0.00


			NC_010443.5			128972421			intron_variant			CAPN3			C			T			0.64			0.03			0.62


			NC_010443.5			128972526			intron_variant			CAPN3			A			G			0.65			0.03			0.63


			NC_010443.5			128972674			intron_variant			CAPN3			C			G			0.90			0.05			0.85


			NC_010454.4			51934302			upstream_gene_variant			CAMTA2			A			G			0.97			0.39			0.58


			NC_010443.5			128973170			intron_variant			CAPN3			G			A			0.75			0.08			0.67


			NC_010443.5			128973241			intron_variant			CAPN3			G			A			0.61			0.05			0.55


			NC_010443.5			128973681			intron_variant			CAPN3			T			C			0.76			0.21			0.55


			NC_010443.5			128968065			intron_variant			CAPN3			G			A			0.54			0.00


			NC_010443.5			128968067			intron_variant			CAPN3			C			T			0.52			0.00


			NC_010443.5			128972283			intron_variant			CAPN3			A			G			0.64			0.00


			NC_010443.5			128974268			intron_variant			CAPN3			G			T			0.66			0.00


			NC_010443.5			128976874			intron_variant			CAPN3			A			T			0.76			0.24			0.52


			NC_010443.5			128978522			intron_variant			CAPN3			A			C			0.93			0.29			0.64


			NC_010443.5			128979365			intron_variant			CAPN3			A			G			0.92			0.29			0.63


			NC_010443.5			128980433			intron_variant			CAPN3			T			G			0.92			0.32			0.60


			NC_010443.5			128982300			intron_variant			CAPN3			G			C			0.92			0.26			0.66


			NC_010443.5			128982392			intron_variant			CAPN3			A			T			0.92			0.22			0.70


			NC_010443.5			128982640			intron_variant			CAPN3			A			G			0.92			0.21			0.71


			NC_010443.5			128985090			intron_variant			CAPN3			A			G			0.90			0.32			0.59


			NC_010443.5			128987879			intron_variant			CAPN3			G			A			0.79			0.08			0.71


			NC_010443.5			128988322			intron_variant			CAPN3			A			G			0.85			0.03			0.82


			NC_010443.5			128974345			intron_variant			CAPN3			C			T			0.71			0.00


			NC_010443.5			128974676			intron_variant			CAPN3			A			C			0.69			0.00


			NC_010443.5			128989232			intron_variant			CAPN3			A			C			0.86			0.05			0.81


			NC_010443.5			128989235			intron_variant			CAPN3			C			T			0.86			0.05			0.81


			NC_010443.5			128989272			intron_variant			CAPN3			G			A			0.86			0.08			0.78


			NC_010443.5			128989605			intron_variant			CAPN3			T			G			0.85			0.03			0.82


			NC_010443.5			128989722			intron_variant			CAPN3			T			C			0.84			0.05			0.78


			NC_010443.5			128989985			intron_variant			CAPN3			T			C			0.82			0.05			0.77


			NC_010443.5			128990528			intron_variant			CAPN3			G			A			0.85			0.05			0.80


			NC_010443.5			128990592			intron_variant			CAPN3			C			T			0.85			0.05			0.80


			NC_010443.5			128990942			intron_variant			CAPN3			G			A			0.85			0.03			0.82


			NC_010443.5			128974915			intron_variant			CAPN3			G			T			0.64			0.00


			NC_010443.5			128991166			intron_variant			CAPN3			A			C			0.83			0.03			0.80


			NC_010443.5			128988974			intron_variant			CAPN3			T			C			0.87			0.00


			NC_010443.5			128991390			intron_variant			CAPN3			T			C			0.83			0.06			0.78


			NC_010443.5			128991427			intron_variant			CAPN3			A			G			0.85			0.05			0.80


			NC_010443.5			128991440			intron_variant			CAPN3			G			A			0.85			0.05			0.80


			NC_010443.5			128991657			intron_variant			CAPN3			G			A			0.85			0.03			0.82


			NC_010443.5			128991955			intron_variant			CAPN3			T			C			0.85			0.03			0.82


			NC_010443.5			128992333			intron_variant			CAPN3			T			C			0.82			0.05			0.77


			NC_010443.5			128992431			intron_variant			CAPN3			A			G			0.86			0.05			0.81


			NC_010443.5			128992535			intron_variant			CAPN3			G			A			0.83			0.05			0.78


			NC_010443.5			128992549			intron_variant			CAPN3			C			T			0.89			0.05			0.83


			NC_010443.5			128992676			intron_variant			CAPN3			T			C			0.92			0.37			0.55


			NC_010443.5			128992743			intron_variant			CAPN3			T			C			0.85			0.05			0.80


			NC_010443.5			128992869			intron_variant			CAPN3			A			G			0.86			0.05			0.81


			NC_010443.5			128994207			intron_variant			CAPN3			G			A			0.87			0.05			0.82


			NC_010443.5			128995306			intron_variant			CAPN3			T			A			0.86			0.05			0.81


			NC_010443.5			128995509			intron_variant			CAPN3			A			G			0.85			0.05			0.80


			NC_010443.5			128995715			intron_variant			CAPN3			T			C			0.83			0.05			0.77


			NC_010443.5			128995997			intron_variant			CAPN3			C			T			0.86			0.05			0.80


			NC_010443.5			128996211			intron_variant			CAPN3			C			T			0.86			0.05			0.80


			NC_010443.5			128996338			intron_variant			CAPN3			T			C			0.85			0.05			0.79


			NC_010443.5			128997044			intron_variant			CAPN3			A			G			0.86			0.05			0.80


			NC_010443.5			128997123			intron_variant			CAPN3			A			G			0.77			0.05			0.72


			NC_010443.5			128997891			intron_variant			CAPN3			T			C			0.88			0.05			0.82


			NC_010443.5			128998460			intron_variant			CAPN3			G			C			0.87			0.05			0.82


			NC_010443.5			128989147			intron_variant			CAPN3			T			C			0.85			0.00


			NC_010443.5			128999109			intron_variant			CAPN3			C			T			0.85			0.03			0.82


			NC_010443.5			128999172			intron_variant			CAPN3			G			C			0.78			0.03			0.76


			NC_010443.5			128999337			intron_variant			CAPN3			G			A			0.87			0.05			0.82


			NC_010443.5			128999394			intron_variant			CAPN3			A			G			0.86			0.03			0.83


			NC_010443.5			128999672			intron_variant			CAPN3			A			G			0.87			0.03			0.85


			NC_010443.5			129000592			intron_variant			CAPN3			C			T			0.53			0.03			0.51


			NC_010443.5			128991001			intron_variant			CAPN3			A			G			0.85			0.00


			NC_010443.5			128991363			intron_variant			CAPN3			T			C			0.83			0.00


			NC_010443.5			129001530			intron_variant			CAPN3			A			G			0.88			0.03			0.85


			NC_010443.5			129001898			intron_variant			CAPN3			T			G			0.90			0.05			0.85


			NC_010443.5			129002283			intron_variant			CAPN3			A			G			0.56			0.03			0.53


			NC_010443.5			129002336			intron_variant			CAPN3			A			C			0.88			0.06			0.82


			NC_010443.5			129002518			intron_variant			CAPN3			A			G			0.90			0.25			0.65


			NC_010443.5			129002771			intron_variant			CAPN3			T			C			0.88			0.05			0.83


			NC_010443.5			129002820			intron_variant			CAPN3			A			G			0.80			0.05			0.75


			NC_010443.5			129003561			intron_variant			CAPN3			T			C			0.89			0.05			0.83


			NC_010443.5			129003626			intron_variant			CAPN3			T			C			0.82			0.05			0.77


			NC_010443.5			129003660			intron_variant			CAPN3			T			C			0.81			0.05			0.76


			NC_010443.5			129003938			intron_variant			CAPN3			T			A			0.83			0.05			0.77


			NC_010443.5			129003943			intron_variant			CAPN3			C			T			0.83			0.05			0.77


			NC_010443.5			129004234			intron_variant			CAPN3			T			A			0.83			0.05			0.78


			NC_010443.5			129004339			intron_variant			CAPN3			C			T			0.81			0.03			0.79


			NC_010443.5			129004416			intron_variant			CAPN3			G			C			0.83			0.03			0.81


			NC_010443.5			128998502			intron_variant			CAPN3			G			T			0.82			0.00


			NC_010443.5			129000630			intron_variant			CAPN3			T			G			0.55			0.00


			NC_010443.5			129004615			intron_variant			CAPN3			G			A			0.80			0.06			0.74


			NC_010443.5			129001124			intron_variant			CAPN3			T			C			0.84			0.00


			NC_010443.5			129004496			intron_variant			CAPN3			T			A			0.86			0.00


			NC_010443.5			129004508			intron_variant			CAPN3			G			T			0.83			0.00


			NC_010443.5			129005275			intron_variant			CAPN3			T			C			0.81			0.03			0.79


			NC_010443.5			129005291			intron_variant			CAPN3			T			C			0.89			0.03			0.86


			NC_010443.5			129005299			intron_variant			CAPN3			G			T			0.83			0.03			0.80


			NC_010443.5			129005301			intron_variant			CAPN3			G			A			0.83			0.03			0.80


			NC_010443.5			129004663			intron_variant			CAPN3			C			T			0.81			0.00


			NC_010443.5			129005381			intron_variant			CAPN3			T			A			0.83			0.03			0.80


			NC_010443.5			129005399			intron_variant			CAPN3			C			T			0.79			0.03			0.76


			NC_010443.5			129005474			intron_variant			CAPN3			C			T			0.82			0.03			0.79


			NC_010443.5			129005531			intron_variant			CAPN3			T			G			0.82			0.05			0.77


			NC_010443.5			129005543			intron_variant			CAPN3			T			C			0.82			0.05			0.77


			NC_010443.5			129005578			intron_variant			CAPN3			G			A			0.84			0.05			0.78


			NC_010443.5			129005635			intron_variant			CAPN3			C			G			0.83			0.03			0.81


			NC_010443.5			129005786			intron_variant			CAPN3			A			G			0.82			0.05			0.77


			NC_010443.5			129005801			intron_variant			CAPN3			A			C			0.82			0.05			0.77


			NC_010443.5			129005809			intron_variant			CAPN3			A			G			0.82			0.05			0.77


			NC_010443.5			129005897			intron_variant			CAPN3			T			G			0.83			0.06			0.78


			NC_010443.5			129005915			intron_variant			CAPN3			G			A			0.83			0.05			0.78


			NC_010443.5			129005948			intron_variant			CAPN3			C			T			0.83			0.05			0.78


			NC_010443.5			129006070			intron_variant			CAPN3			G			C			0.81			0.03			0.78


			NC_010443.5			129006125			intron_variant			CAPN3			G			A			0.85			0.05			0.80


			NC_010443.5			129006252			intron_variant			CAPN3			C			T			0.83			0.05			0.77


			NC_010443.5			129006294			intron_variant			CAPN3			T			C			0.85			0.03			0.82


			NC_010443.5			129006305			intron_variant			CAPN3			C			T			0.83			0.03			0.81


			NC_010443.5			129006401			intron_variant			CAPN3			G			T			0.74			0.03			0.72


			NC_010443.5			129006433			intron_variant			CAPN3			C			T			0.80			0.05			0.75


			NC_010443.5			129006558			intron_variant			CAPN3			G			A			0.81			0.05			0.76


			NC_010443.5			129006578			intron_variant			CAPN3			C			T			0.80			0.05			0.74


			NC_010443.5			129006612			intron_variant			CAPN3			A			C			0.77			0.05			0.72


			NC_010443.5			129006780			intron_variant			CAPN3			C			T			0.81			0.05			0.76


			NC_010443.5			129006850			intron_variant			CAPN3			A			G			0.82			0.05			0.77


			NC_010443.5			129006883			intron_variant			CAPN3			G			A			0.81			0.05			0.76


			NC_010443.5			129006989			intron_variant			CAPN3			C			T			0.80			0.03			0.78


			NC_010443.5			129007037			intron_variant			CAPN3			T			C			0.82			0.05			0.76


			NC_010443.5			129007087			intron_variant			CAPN3			C			A			0.88			0.05			0.83


			NC_010443.5			129007209			intron_variant			CAPN3			C			T			0.82			0.05			0.77


			NC_010443.5			129007257			intron_variant			CAPN3			A			C			0.79			0.05			0.73


			NC_010443.5			129007295			intron_variant			CAPN3			T			C			0.81			0.05			0.76


			NC_010443.5			129007491			intron_variant			CAPN3			C			T			0.90			0.05			0.84


			NC_010443.5			129007502			intron_variant			CAPN3			G			A			0.70			0.03			0.68


			NC_010443.5			129007555			intron_variant			CAPN3			A			G			0.74			0.03			0.72


			NC_010443.5			129004786			intron_variant			CAPN3			T			A			0.81			0.00


			NC_010443.5			129007872			intron_variant			CAPN3			A			G			0.72			0.03			0.69


			NC_010443.5			129007879			intron_variant			CAPN3			C			T			0.72			0.03			0.69


			NC_010443.5			129008948			intron_variant			CAPN3			C			T			0.76			0.03			0.74


			NC_010443.5			129009360			intron_variant			CAPN3			T			G			0.86			0.03			0.84


			NC_010443.5			129009361			intron_variant			CAPN3			T			A			0.86			0.03			0.84


			NC_010443.5			129009390			intron_variant			CAPN3			C			T			0.90			0.03			0.87


			NC_010443.5			129009642			intron_variant			CAPN3			C			T			0.74			0.03			0.72


			NC_010443.5			129009661			intron_variant			CAPN3			C			T			0.73			0.03			0.70


			NC_010443.5			129009996			intron_variant			CAPN3			T			C			0.84			0.03			0.82


			NC_010443.5			129010050			intron_variant			CAPN3			T			C			0.83			0.05			0.78


			NC_010443.5			129010072			intron_variant			CAPN3			C			T			0.83			0.05			0.78


			NC_010443.5			129010442			intron_variant			CAPN3			T			C			0.83			0.05			0.78


			NC_010443.5			129010447			intron_variant			CAPN3			C			G			0.89			0.05			0.84


			NC_010443.5			129010620			intron_variant			CAPN3			G			T			0.90			0.05			0.85


			NC_010443.5			129010782			intron_variant			CAPN3			C			T			0.84			0.16			0.68


			NC_010443.5			129010849			intron_variant			CAPN3			A			T			0.90			0.05			0.84


			NC_010443.5			129011836			intron_variant			CAPN3			G			A			0.74			0.03			0.71


			NC_010443.5			129011844			intron_variant			CAPN3			C			T			0.78			0.03			0.75


			NC_010443.5			129005242			intron_variant			CAPN3			T			A			0.82			0.00


			NC_010443.5			129005307			intron_variant			CAPN3			C			T			0.78			0.00


			NC_010443.5			129007717			intron_variant			CAPN3			A			G			0.74			0.00


			NC_010443.5			129012282			intron_variant			CAPN3			C			A			0.89			0.03			0.86


			NC_010443.5			129012529			intron_variant			CAPN3			T			C			0.88			0.03			0.85


			NC_010443.5			129012641			intron_variant			CAPN3			G			A			0.90			0.03			0.88


			NC_010443.5			129012782			intron_variant			CAPN3			A			G			0.83			0.03			0.80


			NC_010455.5			140600943			upstream_gene_variant			POPDC2			T			G			0.97			0.03			0.94


			NC_010455.5			206001035			5_prime_UTR_variant			PDE9A			A			G			0.97			0.28			0.69


			NC_010457.5			73694267			upstream_gene_variant			XIRP2			T			C			0.97			0.06			0.91


			NC_010458.4			39369600			upstream_gene_variant			PDE4D			C			T			0.97			0.11			0.86


			NC_010458.4			67115108			5_prime_UTR_variant			SGCD			A			G			0.97			0.45			0.52


			NC_010458.4			67115249			upstream_gene_variant			SGCD			G			A			0.97			0.42			0.55


			NC_010459.5			57641952			synonymous_variant			BMP7			A			G			0.97			0.26			0.71


			NC_010443.5			129012174			intron_variant			CAPN3			G			A			0.82			0.00


			NC_010447.5			74870259			3_prime_UTR_variant			TWF1			G			A			0.96			0.44			0.52


			NC_010449.5			19699775			5_prime_UTR_variant			RIPOR2			C			T			0.96			0.21			0.76


			NC_010443.5			129014676			intergenic_region			CAPN3-LOC110261287			C			T			0.71			0.03			0.68


			NC_010443.5			129014703			intergenic_region			CAPN3-LOC110261287			T			C			0.70			0.03			0.67


			NC_010443.5			129014907			intergenic_region			CAPN3-LOC110261287			C			T			0.63			0.03			0.60


			NC_010443.5			129014908			intergenic_region			CAPN3-LOC110261287			A			G			0.76			0.03			0.73


			NC_010443.5			129015145			intergenic_region			CAPN3-LOC110261287			G			T			0.86			0.03			0.84


			NC_010443.5			129015149			intergenic_region			CAPN3-LOC110261287			G			A			0.75			0.03			0.72


			NC_010443.5			129015155			intergenic_region			CAPN3-LOC110261287			G			T			0.75			0.03			0.72


			NC_010443.5			129015332			intergenic_region			CAPN3-LOC110261287			C			T			0.77			0.03			0.75


			NC_010443.5			129015485			intergenic_region			CAPN3-LOC110261287			C			T			0.74			0.03			0.71


			NC_010443.5			129015684			intergenic_region			CAPN3-LOC110261287			G			T			0.76			0.03			0.73


			NC_010443.5			129012190			intron_variant			CAPN3			A			T			0.83			0.00


			NC_010443.5			129012248			intron_variant			CAPN3			A			G			0.70			0.00


			NC_010443.5			129013750			upstream_gene_variant			CAPN3			A			T			0.65			0.00


			NC_010443.5			129017077			intergenic_region			CAPN3-LOC110261287			C			G			0.85			0.03			0.82


			NC_010443.5			129016086			intergenic_region			CAPN3-LOC110261287			A			G			0.70			0.00


			NC_010443.5			129016287			intergenic_region			CAPN3-LOC110261287			T			C			0.67			0.00


			NC_010443.5			129017075			intergenic_region			CAPN3-LOC110261287			G			A			0.67			0.00


			NC_010443.5			129017164			intergenic_region			CAPN3-LOC110261287			C			A			0.68			0.00


			NC_010443.5			136287655			intergenic_region			ACTC1-GJD2			T			G			0.80			0.00


			NC_010443.5			136295841			intergenic_region			ACTC1-GJD2			T			C			0.86			0.00


			NC_010443.5			136296721			intergenic_region			ACTC1-GJD2			A			G			0.86			0.00


			NC_010443.5			136299913			intergenic_region			ACTC1-GJD2			C			G			0.84			0.00


			NC_010443.5			136300215			intergenic_region			ACTC1-GJD2			C			T			0.67			0.00


			NC_010443.5			136300687			intergenic_region			ACTC1-GJD2			T			C			0.70			0.00


			NC_010443.5			136301396			intergenic_region			ACTC1-GJD2			T			C			0.74			0.00


			NC_010443.5			136301463			intergenic_region			ACTC1-GJD2			T			G			0.73			0.00


			NC_010443.5			136301560			intergenic_region			ACTC1-GJD2			C			T			0.73			0.00


			NC_010443.5			136301595			intergenic_region			ACTC1-GJD2			G			A			0.88			0.00


			NC_010443.5			136301782			intergenic_region			ACTC1-GJD2			A			G			0.69			0.00


			NC_010443.5			136301930			intergenic_region			ACTC1-GJD2			C			G			0.74			0.00


			NC_010443.5			136302513			intergenic_region			ACTC1-GJD2			C			T			0.72			0.00


			NC_010443.5			136305334			intergenic_region			ACTC1-GJD2			T			C			0.71			0.00


			NC_010443.5			136306574			intergenic_region			ACTC1-GJD2			A			G			0.91			0.18			0.72


			NC_010443.5			136305634			intergenic_region			ACTC1-GJD2			T			A			0.73			0.00


			NC_010443.5			136305911			intergenic_region			ACTC1-GJD2			G			A			0.70			0.00


			NC_010443.5			136306027			intergenic_region			ACTC1-GJD2			C			G			0.84			0.00


			NC_010443.5			136306586			intergenic_region			ACTC1-GJD2			C			T			0.70			0.00


			NC_010443.5			136307603			intergenic_region			ACTC1-GJD2			A			G			0.84			0.00


			NC_010443.5			136308144			intergenic_region			ACTC1-GJD2			G			A			0.62			0.00


			NC_010443.5			136308464			intergenic_region			ACTC1-GJD2			G			A			0.69			0.00


			NC_010443.5			136308552			intergenic_region			ACTC1-GJD2			G			A			0.66			0.00


			NC_010443.5			136308605			intergenic_region			ACTC1-GJD2			C			A			0.68			0.00


			NC_010443.5			136308630			intergenic_region			ACTC1-GJD2			T			C			0.84			0.00


			NC_010443.5			136309163			intergenic_region			ACTC1-GJD2			G			A			0.71			0.00


			NC_010443.5			136309304			intergenic_region			ACTC1-GJD2			G			C			0.69			0.00


			NC_010443.5			136309306			intergenic_region			ACTC1-GJD2			T			C			0.76			0.00


			NC_010443.5			136309429			intergenic_region			ACTC1-GJD2			C			A			0.70			0.00


			NC_010443.5			136309430			intergenic_region			ACTC1-GJD2			T			C			0.70			0.00


			NC_010443.5			136309467			intergenic_region			ACTC1-GJD2			C			T			0.74			0.00


			NC_010443.5			138404710			intron_variant			MEF2A			C			G			0.93			0.08			0.85


			NC_010443.5			138405572			intron_variant			MEF2A			C			A			0.91			0.03			0.88


			NC_010443.5			138418752			intron_variant			MEF2A			G			C			0.90			0.08			0.81


			NC_010443.5			138423287			intron_variant			MEF2A			C			G			0.91			0.06			0.86


			NC_010443.5			138430602			intron_variant			MEF2A			T			A			0.90			0.03			0.88


			NC_010443.5			138434082			intron_variant			MEF2A			A			G			0.95			0.03			0.92


			NC_010443.5			138434445			intron_variant			MEF2A			T			C			0.90			0.03			0.87


			NC_010443.5			138434998			intron_variant			MEF2A			A			G			0.93			0.11			0.82


			NC_010443.5			138435175			intron_variant			MEF2A			G			T			0.91			0.11			0.81


			NC_010443.5			138455198			intron_variant			MEF2A			G			A			0.90			0.03			0.87


			NC_010443.5			136309595			intergenic_region			ACTC1-GJD2			C			T			0.69			0.00


			NC_010443.5			136309644			intergenic_region			ACTC1-GJD2			C			G			0.72			0.00


			NC_010443.5			138461033			intron_variant			MEF2A			A			G			0.89			0.14			0.75


			NC_010443.5			136309723			intergenic_region			ACTC1-GJD2			C			A			0.73			0.00


			NC_010443.5			138462377			intron_variant			MEF2A			A			G			0.93			0.11			0.82


			NC_010443.5			138462389			intron_variant			MEF2A			A			G			0.91			0.11			0.80


			NC_010443.5			138458810			intron_variant			MEF2A			G			A			0.55			0.00


			NC_010443.5			138460940			intron_variant			MEF2A			C			A			0.57			0.00


			NC_010443.5			138461895			intron_variant			MEF2A			G			A			0.55			0.00


			NC_010443.5			138464242			intron_variant			MEF2A			T			C			0.55			0.00


			NC_010443.5			138464288			intron_variant			MEF2A			G			T			0.55			0.00


			NC_010443.5			138466453			intron_variant			MEF2A			C			A			0.57			0.00


			NC_010443.5			138475505			intron_variant			MEF2A			T			C			0.88			0.05			0.83


			NC_010443.5			138476832			intron_variant			MEF2A			G			A			0.91			0.06			0.85


			NC_010443.5			138482920			intron_variant			MEF2A			C			A			0.91			0.06			0.85


			NC_010443.5			138469778			intron_variant			MEF2A			A			G			0.55			0.00


			NC_010443.5			138471377			intron_variant			MEF2A			A			G			0.55			0.00


			NC_010443.5			138473259			intron_variant			MEF2A			T			C			0.59			0.00


			NC_010443.5			138500023			intron_variant			MEF2A			G			A			0.90			0.08			0.83


			NC_010443.5			138492821			intron_variant			MEF2A			A			G			0.58			0.00


			NC_010443.5			138496639			intron_variant			MEF2A			G			A			0.55			0.00


			NC_010443.5			138513695			intergenic_region			MEF2A-LYSMD4			C			T			0.90			0.05			0.84


			NC_010443.5			138514871			intergenic_region			MEF2A-LYSMD4			A			G			0.91			0.06			0.85


			NC_010443.5			138498696			intron_variant			MEF2A			T			C			0.55			0.00


			NC_010443.5			138503987			intron_variant			MEF2A			T			C			0.57			0.00


			NC_010443.5			138520084			intergenic_region			MEF2A-LYSMD4			T			C			0.92			0.08			0.84


			NC_010443.5			138513330			intergenic_region			MEF2A-LYSMD4			A			G			0.57			0.00


			NC_010443.5			138515223			intergenic_region			MEF2A-LYSMD4			C			G			0.54			0.00


			NC_010443.5			138518226			intergenic_region			MEF2A-LYSMD4			A			T			0.54			0.00


			NC_010443.5			138520492			intergenic_region			MEF2A-LYSMD4			G			A			0.52			0.00


			NC_010443.5			138534463			intergenic_region			MEF2A-LYSMD4			A			C			0.93			0.03			0.89


			NC_010443.5			138532150			intergenic_region			MEF2A-LYSMD4			C			T			0.52			0.00


			NC_010443.5			138532986			intergenic_region			MEF2A-LYSMD4			A			C			0.56			0.00


			NC_010443.5			138537400			intergenic_region			MEF2A-LYSMD4			C			T			0.61			0.08			0.53


			NC_010443.5			138539099			intergenic_region			MEF2A-LYSMD4			C			T			0.89			0.05			0.84


			NC_010443.5			138539989			intergenic_region			MEF2A-LYSMD4			A			T			0.90			0.08			0.82


			NC_010443.5			138533336			intergenic_region			MEF2A-LYSMD4			T			A			0.58			0.00


			NC_010443.5			138550011			intergenic_region			MEF2A-LYSMD4			G			A			0.61			0.03			0.58


			NC_010443.5			138558211			intergenic_region			MEF2A-LYSMD4			A			G			0.58			0.05			0.53


			NC_010443.5			138558717			intergenic_region			MEF2A-LYSMD4			G			A			0.61			0.08			0.53


			NC_010446.5			83325019			3_prime_UTR_variant			RCSD1			G			A			0.96			0.16			0.80


			NC_010451.4			57150440			3_prime_UTR_variant			ADAMTS15			G			A			0.96			0.19			0.77


			NC_010454.4			51934336			upstream_gene_variant			CAMTA2			T			C			0.96			0.38			0.58


			NC_010455.5			23376016			synonymous_variant			SCN5A			A			G			0.96			0.29			0.67


			NC_010443.5			268309962			3_prime_UTR_variant			ENG			T			C			0.96			0.12			0.84


			NC_010443.5			162176291			intron_variant			ALPK2			G			A			0.57			0.05			0.52


			NC_010443.5			162176327			intron_variant			ALPK2			C			T			0.59			0.05			0.54


			NC_010443.5			162177102			intron_variant			ALPK2			G			T			0.85			0.32			0.53


			NC_010443.5			162177383			intron_variant			ALPK2			A			G			0.57			0.03			0.55


			NC_010443.5			162177397			intron_variant			ALPK2			T			C			0.84			0.18			0.66


			NC_010443.5			162177697			intron_variant			ALPK2			G			A			0.86			0.32			0.54


			NC_010443.5			271268126			upstream_gene_variant			PLPP7			T			C			0.96			0.22			0.73


			NC_010446.5			31607908			upstream_gene_variant			ZFPM2			G			A			0.95			0.08			0.88


			NC_010443.5			138535257			intergenic_region			MEF2A-LYSMD4			C			A			0.58			0.00


			NC_010443.5			271268716			upstream_gene_variant			PLPP7			G			A			0.95			0.17			0.79


			NC_010449.5			19608741			upstream_gene_variant			RIPOR2			T			C			0.95			0.29			0.66


			NC_010449.5			19639481			3_prime_UTR_variant			RIPOR2			A			G			0.95			0.26			0.69


			NC_010443.5			162179289			intron_variant			ALPK2			T			A			0.89			0.26			0.63


			NC_010443.5			162179662			intron_variant			ALPK2			A			T			0.89			0.26			0.63


			NC_010443.5			162180321			intron_variant			ALPK2			A			C			0.85			0.31			0.54


			NC_010443.5			162180987			intron_variant			ALPK2			T			C			0.85			0.34			0.51


			NC_010443.5			162180992			intron_variant			ALPK2			A			G			0.85			0.34			0.51


			NC_010443.5			162181136			intron_variant			ALPK2			A			G			0.85			0.17			0.69


			NC_010443.5			162181146			intron_variant			ALPK2			G			A			0.85			0.11			0.74


			NC_010443.5			162181252			intron_variant			ALPK2			G			A			0.86			0.25			0.61


			NC_010443.5			162181339			intron_variant			ALPK2			A			G			0.64			0.06			0.58


			NC_010443.5			162181343			intron_variant			ALPK2			G			A			0.65			0.06			0.59


			NC_010443.5			162181344			intron_variant			ALPK2			C			A			0.65			0.06			0.59


			NC_010443.5			162181349			intron_variant			ALPK2			T			C			0.65			0.06			0.59


			NC_010443.5			162181369			intron_variant			ALPK2			A			G			0.65			0.06			0.60


			NC_010443.5			162181542			intron_variant			ALPK2			A			G			0.86			0.21			0.65


			NC_010443.5			162181553			intron_variant			ALPK2			T			C			0.85			0.24			0.61


			NC_010443.5			162181738			intron_variant			ALPK2			A			G			0.84			0.32			0.52


			NC_010443.5			162181812			intron_variant			ALPK2			T			C			0.85			0.29			0.56


			NC_010443.5			162182215			intron_variant			ALPK2			T			C			0.86			0.32			0.54


			NC_010443.5			162182258			intron_variant			ALPK2			C			T			0.85			0.29			0.56


			NC_010443.5			162182593			intron_variant			ALPK2			T			C			0.85			0.21			0.64


			NC_010443.5			162182905			intron_variant			ALPK2			G			A			0.82			0.28			0.54


			NC_010443.5			162184781			intron_variant			ALPK2			A			G			0.85			0.32			0.54


			NC_010443.5			162184980			intron_variant			ALPK2			G			A			0.80			0.24			0.56


			NC_010443.5			162184997			intron_variant			ALPK2			A			G			0.81			0.25			0.56


			NC_010443.5			162185327			intron_variant			ALPK2			C			G			0.82			0.29			0.53


			NC_010443.5			162186145			intron_variant			ALPK2			G			T			0.85			0.32			0.53


			NC_010443.5			162188424			intron_variant			ALPK2			T			C			0.86			0.14			0.72


			NC_010443.5			162190518			intron_variant			ALPK2			A			G			0.88			0.17			0.71


			NC_010443.5			162192878			intron_variant			ALPK2			G			A			0.86			0.34			0.52


			NC_010443.5			162193126			intron_variant			ALPK2			A			G			0.65			0.03			0.62


			NC_010443.5			162193338			intron_variant			ALPK2			A			G			0.86			0.32			0.55


			NC_010443.5			162193441			intron_variant			ALPK2			C			T			0.67			0.03			0.64


			NC_010443.5			138536266			intergenic_region			MEF2A-LYSMD4			G			C			0.51			0.00


			NC_010443.5			138545196			intergenic_region			MEF2A-LYSMD4			T			C			0.58			0.00


			NC_010443.5			162194168			intron_variant			ALPK2			G			A			0.64			0.03			0.61


			NC_010443.5			162194278			intron_variant			ALPK2			A			G			0.69			0.03			0.66


			NC_010443.5			162194503			intron_variant			ALPK2			G			A			0.60			0.03			0.57


			NC_010443.5			162194514			intron_variant			ALPK2			C			G			0.58			0.03			0.56


			NC_010443.5			162194524			intron_variant			ALPK2			G			T			0.57			0.03			0.55


			NC_010443.5			162194542			intron_variant			ALPK2			C			T			0.62			0.03			0.59


			NC_010443.5			162193775			intron_variant			ALPK2			C			T			0.65			0.00


			NC_010443.5			162195263			intron_variant			ALPK2			G			A			0.65			0.03			0.62


			NC_010443.5			162193829			intron_variant			ALPK2			T			A			0.66			0.00


			NC_010443.5			162195020			intron_variant			ALPK2			T			G			0.60			0.00


			NC_010443.5			162195422			intron_variant			ALPK2			T			A			0.64			0.03			0.61


			NC_010443.5			162195485			intron_variant			ALPK2			G			A			0.66			0.03			0.63


			NC_010443.5			162195587			intron_variant			ALPK2			T			C			0.66			0.03			0.64


			NC_010443.5			162195588			intron_variant			ALPK2			G			A			0.66			0.03			0.64


			NC_010443.5			162195326			intron_variant			ALPK2			A			C			0.65			0.00


			NC_010443.5			162195355			intron_variant			ALPK2			G			A			0.67			0.00


			NC_010443.5			162195876			intron_variant			ALPK2			A			G			0.59			0.00


			NC_010443.5			162195971			intron_variant			ALPK2			A			G			0.56			0.00


			NC_010443.5			162196029			intron_variant			ALPK2			C			T			0.65			0.00


			NC_010443.5			162196042			intron_variant			ALPK2			A			C			0.62			0.00


			NC_010443.5			162196167			intron_variant			ALPK2			G			A			0.66			0.00


			NC_010443.5			162196178			intron_variant			ALPK2			G			A			0.65			0.00


			NC_010443.5			162196339			intron_variant			ALPK2			T			G			0.64			0.03			0.61


			NC_010443.5			162196427			intron_variant			ALPK2			C			A			0.63			0.03			0.60


			NC_010443.5			162196438			intron_variant			ALPK2			C			T			0.68			0.03			0.65


			NC_010443.5			162196472			intron_variant			ALPK2			A			G			0.66			0.03			0.63


			NC_010443.5			162196489			intron_variant			ALPK2			G			A			0.67			0.03			0.65


			NC_010443.5			162196660			intron_variant			ALPK2			A			T			0.85			0.31			0.55


			NC_010443.5			162196679			intron_variant			ALPK2			C			T			0.83			0.31			0.53


			NC_010443.5			162196711			intron_variant			ALPK2			A			G			0.88			0.33			0.54


			NC_010443.5			162196847			intron_variant			ALPK2			C			T			0.87			0.32			0.55


			NC_010443.5			162196875			intron_variant			ALPK2			G			A			0.87			0.32			0.56


			NC_010443.5			162197060			intron_variant			ALPK2			A			T			0.81			0.13			0.68


			NC_010443.5			162197091			intron_variant			ALPK2			A			G			0.84			0.26			0.58


			NC_010443.5			162197249			intron_variant			ALPK2			T			C			0.81			0.18			0.63


			NC_010443.5			162197270			intron_variant			ALPK2			G			A			0.80			0.18			0.62


			NC_010443.5			162197298			intron_variant			ALPK2			T			C			0.81			0.26			0.55


			NC_010443.5			162197300			intron_variant			ALPK2			A			G			0.82			0.26			0.56


			NC_010443.5			162197394			intron_variant			ALPK2			T			C			0.85			0.29			0.56


			NC_010443.5			162197463			intron_variant			ALPK2			T			C			0.83			0.18			0.65


			NC_010443.5			162197471			intron_variant			ALPK2			G			A			0.73			0.11			0.62


			NC_010443.5			162197485			intron_variant			ALPK2			C			T			0.83			0.21			0.62


			NC_010443.5			162197576			intron_variant			ALPK2			T			C			0.88			0.22			0.65


			NC_010443.5			162197614			intron_variant			ALPK2			G			A			0.86			0.24			0.63


			NC_010443.5			162197640			intron_variant			ALPK2			T			C			0.88			0.29			0.59


			NC_010443.5			162197652			intron_variant			ALPK2			G			A			0.87			0.29			0.58


			NC_010443.5			162197705			intron_variant			ALPK2			G			A			0.80			0.18			0.62


			NC_010443.5			162197732			intron_variant			ALPK2			T			C			0.83			0.29			0.54


			NC_010443.5			162197741			intron_variant			ALPK2			A			G			0.83			0.29			0.54


			NC_010443.5			162197840			intron_variant			ALPK2			G			C			0.86			0.28			0.58


			NC_010443.5			162197850			intron_variant			ALPK2			T			C			0.82			0.28			0.54


			NC_010443.5			162198093			intron_variant			ALPK2			A			G			0.89			0.32			0.57


			NC_010443.5			162198213			intron_variant			ALPK2			A			G			0.86			0.31			0.56


			NC_010443.5			162198361			intron_variant			ALPK2			A			G			0.89			0.24			0.66


			NC_010443.5			162196288			intron_variant			ALPK2			G			T			0.61			0.00


			NC_010443.5			162199599			intron_variant			ALPK2			A			G			0.85			0.32			0.54


			NC_010443.5			162200051			intron_variant			ALPK2			C			G			0.87			0.32			0.56


			NC_010443.5			162200126			intron_variant			ALPK2			C			T			0.88			0.24			0.64


			NC_010443.5			162200163			intron_variant			ALPK2			A			G			0.86			0.25			0.61


			NC_010443.5			162200355			intron_variant			ALPK2			A			G			0.87			0.18			0.68


			NC_010443.5			162200459			intron_variant			ALPK2			T			C			0.86			0.16			0.70


			NC_010443.5			162200592			intron_variant			ALPK2			G			A			0.68			0.08			0.60


			NC_010443.5			162200881			intron_variant			ALPK2			A			C			0.83			0.14			0.69


			NC_010443.5			162200895			intron_variant			ALPK2			G			A			0.80			0.14			0.67


			NC_010443.5			162201388			intron_variant			ALPK2			G			A			0.86			0.28			0.58


			NC_010443.5			162201579			intron_variant			ALPK2			T			C			0.87			0.26			0.61


			NC_010443.5			162201638			intron_variant			ALPK2			T			C			0.83			0.26			0.57


			NC_010443.5			162201925			intron_variant			ALPK2			G			A			0.83			0.26			0.56


			NC_010443.5			162202812			intron_variant			ALPK2			T			C			0.76			0.18			0.58


			NC_010443.5			162202978			intron_variant			ALPK2			T			C			0.87			0.25			0.62


			NC_010443.5			162203027			intron_variant			ALPK2			G			C			0.86			0.19			0.68


			NC_010443.5			162203109			intron_variant			ALPK2			A			G			0.85			0.34			0.51


			NC_010443.5			162203505			intron_variant			ALPK2			C			T			0.86			0.29			0.56


			NC_010443.5			162203936			intron_variant			ALPK2			T			C			0.87			0.11			0.76


			NC_010443.5			162204460			intron_variant			ALPK2			C			T			0.82			0.13			0.69


			NC_010443.5			162205094			intron_variant			ALPK2			G			A			0.69			0.08			0.61


			NC_010443.5			162205303			intron_variant			ALPK2			C			T			0.84			0.18			0.66


			NC_010443.5			162208068			intron_variant			ALPK2			T			C			0.85			0.21			0.64


			NC_010443.5			162209103			intron_variant			ALPK2			A			G			0.78			0.17			0.61


			NC_010443.5			162209142			intron_variant			ALPK2			A			T			0.58			0.03			0.55


			NC_010443.5			162209429			intron_variant			ALPK2			G			A			0.88			0.18			0.69


			NC_010443.5			162209447			intron_variant			ALPK2			T			G			0.84			0.18			0.66


			NC_010443.5			162209719			intron_variant			ALPK2			T			C			0.82			0.13			0.69


			NC_010443.5			162210117			intron_variant			ALPK2			T			C			0.86			0.13			0.73


			NC_010443.5			162211715			intron_variant			ALPK2			C			A			0.65			0.08			0.57


			NC_010443.5			162211725			intron_variant			ALPK2			A			G			0.66			0.08			0.58


			NC_010443.5			162212140			intron_variant			ALPK2			C			T			0.82			0.18			0.63


			NC_010443.5			162212323			intron_variant			ALPK2			T			C			0.70			0.13			0.57


			NC_010443.5			162213551			intron_variant			ALPK2			T			G			0.80			0.13			0.67


			NC_010443.5			162213788			intron_variant			ALPK2			G			A			0.70			0.18			0.52


			NC_010443.5			162213959			intron_variant			ALPK2			A			G			0.81			0.16			0.66


			NC_010443.5			162214012			intron_variant			ALPK2			A			G			0.82			0.16			0.66


			NC_010443.5			162217106			intron_variant			ALPK2			A			G			0.82			0.18			0.64


			NC_010443.5			162196296			intron_variant			ALPK2			C			T			0.63			0.00


			NC_010443.5			162217943			intron_variant			ALPK2			C			T			0.84			0.11			0.73


			NC_010443.5			162217980			intron_variant			ALPK2			A			G			0.80			0.08			0.73


			NC_010443.5			162198437			intron_variant			ALPK2			G			T			0.56			0.00


			NC_010443.5			162218871			intron_variant			ALPK2			T			C			0.84			0.13			0.71


			NC_010443.5			162219858			intron_variant			ALPK2			G			T			0.85			0.18			0.67


			NC_010443.5			162220172			intron_variant			ALPK2			T			C			0.86			0.18			0.68


			NC_010443.5			162220738			intron_variant			ALPK2			T			C			0.81			0.18			0.63


			NC_010443.5			162220899			intron_variant			ALPK2			C			T			0.83			0.16			0.67


			NC_010443.5			162221922			intron_variant			ALPK2			A			G			0.88			0.18			0.70


			NC_010443.5			162225934			intron_variant			ALPK2			A			T			0.82			0.14			0.68


			NC_010443.5			162225998			intron_variant			ALPK2			C			T			0.70			0.13			0.57


			NC_010443.5			162226937			intron_variant			ALPK2			T			C			0.80			0.16			0.64


			NC_010443.5			162227133			intron_variant			ALPK2			C			T			0.83			0.15			0.68


			NC_010443.5			162227339			intron_variant			ALPK2			A			G			0.83			0.16			0.67


			NC_010443.5			162227429			intron_variant			ALPK2			C			G			0.80			0.18			0.62


			NC_010443.5			162227656			intron_variant			ALPK2			G			A			0.83			0.17			0.66


			NC_010443.5			162227710			intron_variant			ALPK2			G			A			0.80			0.22			0.58


			NC_010443.5			162227715			intron_variant			ALPK2			G			T			0.79			0.22			0.57


			NC_010443.5			162227717			intron_variant			ALPK2			G			A			0.78			0.22			0.56


			NC_010443.5			162227801			intron_variant			ALPK2			A			C			0.80			0.21			0.59


			NC_010443.5			162228140			intron_variant			ALPK2			A			G			0.80			0.06			0.75


			NC_010443.5			162228371			intron_variant			ALPK2			C			T			0.88			0.26			0.62


			NC_010443.5			162231029			intron_variant			ALPK2			G			A			0.79			0.13			0.66


			NC_010443.5			162233211			intron_variant			ALPK2			T			C			0.78			0.10			0.68


			NC_010443.5			162235253			intron_variant			ALPK2			A			G			0.80			0.16			0.64


			NC_010443.5			162217696			intron_variant			ALPK2			T			C			0.52			0.00


			NC_010443.5			162218027			intron_variant			ALPK2			G			A			0.84			0.00


			NC_010443.5			162235276			intron_variant			ALPK2			T			C			0.59			0.00


			NC_010443.5			162235487			intron_variant			ALPK2			T			C			0.88			0.19			0.70


			NC_010443.5			162235287			intron_variant			ALPK2			A			T			0.56			0.00


			NC_010443.5			162235328			intron_variant			ALPK2			T			G			0.53			0.00


			NC_010443.5			162235615			intron_variant			ALPK2			T			G			0.83			0.14			0.69


			NC_010443.5			162235567			intron_variant			ALPK2			A			C			0.55			0.00


			NC_010443.5			162235608			intron_variant			ALPK2			G			A			0.60			0.00


			NC_010443.5			162235733			intron_variant			ALPK2			G			A			0.81			0.21			0.60


			NC_010443.5			162235703			intron_variant			ALPK2			A			G			0.56			0.00


			NC_010443.5			162235795			intron_variant			ALPK2			A			C			0.81			0.24			0.57


			NC_010443.5			162235824			intron_variant			ALPK2			T			C			0.79			0.19			0.59


			NC_010443.5			162235723			intron_variant			ALPK2			G			T			0.56			0.00


			NC_010443.5			162235943			intron_variant			ALPK2			T			C			0.82			0.18			0.63


			NC_010443.5			162235969			intron_variant			ALPK2			A			G			0.81			0.18			0.62


			NC_010443.5			162235737			intron_variant			ALPK2			A			G			0.55			0.00


			NC_010443.5			162236109			intron_variant			ALPK2			A			G			0.80			0.18			0.61


			NC_010443.5			162235825			intron_variant			ALPK2			G			A			0.55			0.00


			NC_010443.5			162236576			intron_variant			ALPK2			G			A			0.86			0.17			0.69


			NC_010443.5			162235984			intron_variant			ALPK2			C			A			0.51			0.00


			NC_010443.5			162237719			intron_variant			ALPK2			T			A			0.85			0.18			0.66


			NC_010443.5			162239380			intron_variant			ALPK2			A			T			0.86			0.18			0.67


			NC_010443.5			162240116			intron_variant			ALPK2			G			C			0.83			0.16			0.68


			NC_010443.5			162242524			intron_variant			ALPK2			T			C			0.78			0.16			0.62


			NC_010443.5			162242559			intron_variant			ALPK2			A			G			0.83			0.24			0.59


			NC_010443.5			162243655			intron_variant			ALPK2			G			A			0.84			0.15			0.70


			NC_010443.5			162236376			intron_variant			ALPK2			G			A			0.55			0.00


			NC_010443.5			162243927			intron_variant			ALPK2			T			C			0.86			0.24			0.63


			NC_010443.5			162244523			intron_variant			ALPK2			G			A			0.75			0.24			0.51


			NC_010443.5			162244551			intron_variant			ALPK2			G			C			0.86			0.21			0.65


			NC_010443.5			162236979			intron_variant			ALPK2			T			C			0.53			0.00


			NC_010443.5			162243791			intron_variant			ALPK2			T			C			0.54			0.00


			NC_010443.5			162244572			intron_variant			ALPK2			A			G			0.59			0.00


			NC_010443.5			162245434			intron_variant			ALPK2			G			A			0.59			0.00


			NC_010443.5			162245496			intron_variant			ALPK2			C			A			0.59			0.00


			NC_010443.5			162245606			intron_variant			ALPK2			A			G			0.56			0.00


			NC_010443.5			162245794			intron_variant			ALPK2			A			C			0.54			0.00


			NC_010443.5			162245929			intron_variant			ALPK2			G			A			0.52			0.00


			NC_010443.5			162245948			intron_variant			ALPK2			C			T			0.53			0.00


			NC_010443.5			162246124			intron_variant			ALPK2			G			A			0.57			0.00


			NC_010443.5			162246139			intron_variant			ALPK2			G			A			0.55			0.00


			NC_010443.5			162246178			intron_variant			ALPK2			G			A			0.61			0.00


			NC_010443.5			162246180			intron_variant			ALPK2			C			T			0.61			0.00


			NC_010443.5			162246182			intron_variant			ALPK2			A			G			0.61			0.00


			NC_010443.5			162246367			intron_variant			ALPK2			G			C			0.51			0.00


			NC_010443.5			162246407			intron_variant			ALPK2			C			T			0.56			0.00


			NC_010443.5			162246654			intron_variant			ALPK2			G			A			0.56			0.05			0.51


			NC_010443.5			162246414			intron_variant			ALPK2			C			T			0.56			0.00


			NC_010443.5			162246446			intron_variant			ALPK2			A			G			0.57			0.00


			NC_010443.5			162247125			intron_variant			ALPK2			C			G			0.54			0.03			0.51


			NC_010443.5			162247126			intron_variant			ALPK2			A			G			0.54			0.03			0.51


			NC_010443.5			162247331			intron_variant			ALPK2			T			G			0.63			0.05			0.58


			NC_010443.5			162247741			intron_variant			ALPK2			A			G			0.83			0.09			0.74


			NC_010443.5			162248577			intron_variant			ALPK2			A			G			0.81			0.15			0.67


			NC_010443.5			162246735			intron_variant			ALPK2			G			A			0.81			0.00


			NC_010443.5			162250112			intron_variant			ALPK2			A			T			0.88			0.17			0.71


			NC_010443.5			162250616			intron_variant			ALPK2			A			G			0.86			0.13			0.73


			NC_010443.5			162250706			intron_variant			ALPK2			A			G			0.84			0.18			0.66


			NC_010443.5			162250733			intron_variant			ALPK2			A			G			0.86			0.18			0.68


			NC_010443.5			162250885			intron_variant			ALPK2			G			A			0.84			0.16			0.68


			NC_010443.5			162250933			intron_variant			ALPK2			G			C			0.84			0.13			0.71


			NC_010443.5			162250979			intron_variant			ALPK2			T			C			0.84			0.18			0.66


			NC_010443.5			162251126			intron_variant			ALPK2			T			C			0.85			0.18			0.66


			NC_010443.5			162251166			intron_variant			ALPK2			G			C			0.84			0.18			0.66


			NC_010443.5			162251178			intron_variant			ALPK2			T			G			0.84			0.18			0.65


			NC_010443.5			162251216			intron_variant			ALPK2			A			G			0.83			0.18			0.65


			NC_010443.5			162251455			intron_variant			ALPK2			G			A			0.81			0.18			0.63


			NC_010443.5			162252436			intron_variant			ALPK2			G			T			0.83			0.13			0.70


			NC_010443.5			162252437			intron_variant			ALPK2			T			C			0.83			0.13			0.70


			NC_010443.5			162252478			intron_variant			ALPK2			C			T			0.83			0.16			0.67


			NC_010443.5			162252488			intron_variant			ALPK2			A			G			0.83			0.16			0.67


			NC_010443.5			162252493			intron_variant			ALPK2			C			A			0.83			0.16			0.67


			NC_010443.5			162252497			intron_variant			ALPK2			A			C			0.66			0.16			0.50


			NC_010443.5			162252513			intron_variant			ALPK2			C			G			0.86			0.16			0.70


			NC_010443.5			162252584			intron_variant			ALPK2			C			T			0.88			0.22			0.66


			NC_010443.5			162252602			intron_variant			ALPK2			A			G			0.77			0.21			0.57


			NC_010443.5			162252635			intron_variant			ALPK2			C			T			0.76			0.14			0.62


			NC_010443.5			162252644			intron_variant			ALPK2			G			T			0.82			0.16			0.66


			NC_010443.5			162252871			intron_variant			ALPK2			G			A			0.78			0.14			0.64


			NC_010443.5			162252884			intron_variant			ALPK2			G			T			0.75			0.09			0.66


			NC_010443.5			162252948			intron_variant			ALPK2			T			A			0.79			0.18			0.62


			NC_010443.5			162253427			intron_variant			ALPK2			C			G			0.84			0.14			0.70


			NC_010443.5			162253814			intron_variant			ALPK2			A			G			0.84			0.16			0.68


			NC_010443.5			162253815			intron_variant			ALPK2			T			G			0.84			0.16			0.68


			NC_010443.5			162253852			intron_variant			ALPK2			C			T			0.85			0.16			0.69


			NC_010443.5			162253966			intron_variant			ALPK2			A			G			0.86			0.22			0.64


			NC_010443.5			162254063			intron_variant			ALPK2			C			T			0.83			0.14			0.69


			NC_010443.5			162254126			intron_variant			ALPK2			T			C			0.80			0.19			0.60


			NC_010443.5			162254285			intron_variant			ALPK2			C			T			0.84			0.18			0.66


			NC_010443.5			162254447			intron_variant			ALPK2			T			C			0.84			0.13			0.71


			NC_010443.5			162254477			intron_variant			ALPK2			T			A			0.81			0.16			0.66


			NC_010443.5			162254589			intron_variant			ALPK2			C			G			0.83			0.16			0.67


			NC_010443.5			162254688			intron_variant			ALPK2			G			A			0.85			0.18			0.67


			NC_010443.5			162254741			intron_variant			ALPK2			G			A			0.84			0.18			0.66


			NC_010443.5			162254770			intron_variant			ALPK2			G			A			0.84			0.18			0.65


			NC_010443.5			162254836			intron_variant			ALPK2			G			A			0.85			0.17			0.69


			NC_010443.5			162255026			intron_variant			ALPK2			A			G			0.85			0.18			0.66


			NC_010443.5			162255107			intron_variant			ALPK2			C			T			0.70			0.18			0.51


			NC_010443.5			162255539			intron_variant			ALPK2			A			G			0.81			0.21			0.60


			NC_010443.5			162255578			intron_variant			ALPK2			A			G			0.83			0.18			0.65


			NC_010443.5			162255580			intron_variant			ALPK2			A			G			0.82			0.18			0.63


			NC_010443.5			162255582			intron_variant			ALPK2			T			C			0.82			0.18			0.63


			NC_010443.5			162255586			intron_variant			ALPK2			C			T			0.84			0.18			0.65


			NC_010443.5			162255917			intron_variant			ALPK2			C			A			0.86			0.16			0.70


			NC_010443.5			162255935			intron_variant			ALPK2			A			G			0.85			0.16			0.69


			NC_010443.5			162255939			intron_variant			ALPK2			A			G			0.86			0.16			0.70


			NC_010443.5			162255941			intron_variant			ALPK2			C			A			0.85			0.16			0.69


			NC_010443.5			162256010			intron_variant			ALPK2			T			C			0.84			0.16			0.68


			NC_010443.5			162256125			intron_variant			ALPK2			A			T			0.71			0.16			0.55


			NC_010443.5			162256213			intron_variant			ALPK2			T			C			0.72			0.18			0.54


			NC_010443.5			162256234			intron_variant			ALPK2			G			T			0.73			0.18			0.54


			NC_010443.5			162256331			intron_variant			ALPK2			T			C			0.83			0.16			0.67


			NC_010443.5			162256455			intron_variant			ALPK2			T			C			0.85			0.18			0.66


			NC_010443.5			162256505			intron_variant			ALPK2			T			C			0.80			0.18			0.62


			NC_010443.5			162256581			intron_variant			ALPK2			C			T			0.80			0.16			0.64


			NC_010443.5			162256611			intron_variant			ALPK2			A			G			0.81			0.18			0.63


			NC_010443.5			162256861			intron_variant			ALPK2			G			A			0.80			0.18			0.61


			NC_010443.5			162256910			intron_variant			ALPK2			T			C			0.70			0.18			0.52


			NC_010443.5			162256997			intron_variant			ALPK2			C			T			0.72			0.13			0.59


			NC_010443.5			162257113			intron_variant			ALPK2			G			A			0.75			0.16			0.59


			NC_010443.5			162257226			intron_variant			ALPK2			A			G			0.80			0.17			0.64


			NC_010443.5			162257366			intron_variant			ALPK2			G			C			0.85			0.18			0.67


			NC_010443.5			162257648			intron_variant			ALPK2			G			A			0.81			0.18			0.63


			NC_010443.5			162257770			intron_variant			ALPK2			A			G			0.87			0.11			0.76


			NC_010443.5			162257988			intron_variant			ALPK2			G			T			0.83			0.16			0.68


			NC_010443.5			162258012			intron_variant			ALPK2			A			G			0.84			0.16			0.68


			NC_010443.5			162258272			intron_variant			ALPK2			T			C			0.87			0.13			0.73


			NC_010443.5			162259369			intron_variant			ALPK2			G			A			0.83			0.18			0.64


			NC_010443.5			162259380			intron_variant			ALPK2			A			C			0.77			0.18			0.58


			NC_010443.5			162259884			intron_variant			ALPK2			C			T			0.74			0.12			0.63


			NC_010443.5			162260476			intron_variant			ALPK2			T			C			0.85			0.16			0.69


			NC_010443.5			162260520			intron_variant			ALPK2			A			G			0.83			0.16			0.68


			NC_010443.5			162260852			intron_variant			ALPK2			C			G			0.83			0.18			0.64


			NC_010443.5			162260900			intron_variant			ALPK2			G			A			0.83			0.18			0.64


			NC_010443.5			162260927			intron_variant			ALPK2			G			A			0.84			0.18			0.65


			NC_010443.5			162261032			intron_variant			ALPK2			G			A			0.84			0.16			0.68


			NC_010443.5			162261469			intron_variant			ALPK2			A			G			0.83			0.21			0.62


			NC_010443.5			162261528			intron_variant			ALPK2			T			C			0.84			0.21			0.63


			NC_010443.5			162261718			intron_variant			ALPK2			T			C			0.85			0.21			0.64


			NC_010443.5			162246795			intron_variant			ALPK2			A			G			0.51			0.00


			NC_010443.5			162261871			intron_variant			ALPK2			A			G			0.85			0.18			0.66


			NC_010443.5			162261969			intron_variant			ALPK2			A			G			0.83			0.13			0.70


			NC_010443.5			162262015			intron_variant			ALPK2			T			C			0.82			0.18			0.63


			NC_010443.5			162262111			intron_variant			ALPK2			C			T			0.85			0.18			0.66


			NC_010443.5			162262123			intron_variant			ALPK2			A			G			0.85			0.18			0.66


			NC_010443.5			162262303			intron_variant			ALPK2			T			A			0.82			0.21			0.61


			NC_010443.5			162262397			intron_variant			ALPK2			G			C			0.86			0.18			0.68


			NC_010443.5			162262406			intron_variant			ALPK2			G			A			0.82			0.18			0.63


			NC_010443.5			162262554			intron_variant			ALPK2			C			T			0.83			0.18			0.64


			NC_010443.5			162262995			intron_variant			ALPK2			A			G			0.82			0.18			0.63


			NC_010443.5			162263115			intron_variant			ALPK2			A			G			0.85			0.16			0.69


			NC_010449.5			32600532			upstream_gene_variant			PI16			T			A			0.95			0.39			0.56


			NC_010450.4			119428263			upstream_gene_variant			PPP3CA			A			C			0.95			0.21			0.74


			NC_010451.4			57150991			3_prime_UTR_variant			ADAMTS15			A			G			0.95			0.24			0.71


			NC_010451.4			68493235			3_prime_UTR_variant			SRI			T			A			0.95			0.05			0.90


			NC_010454.4			15024235			synonymous_variant			SCN4A			T			C			0.95			0.32			0.63


			NC_010454.4			22651795			3_prime_UTR_variant			TCAP			C			T			0.95			0.19			0.76


			NC_010443.5			162267529			intron_variant			ALPK2			G			T			0.69			0.11			0.58


			NC_010443.5			162267541			intron_variant			ALPK2			C			T			0.71			0.11			0.60


			NC_010443.5			162249313			intron_variant			ALPK2			C			G			0.53			0.00


			NC_010443.5			162261838			intron_variant			ALPK2			T			C			0.86			0.00


			NC_010443.5			162267911			intron_variant			ALPK2			A			G			0.72			0.14			0.58


			NC_010443.5			162267951			intron_variant			ALPK2			T			C			0.73			0.14			0.59


			NC_010443.5			162268094			intron_variant			ALPK2			A			G			0.75			0.13			0.62


			NC_010443.5			162268303			intron_variant			ALPK2			T			C			0.73			0.14			0.59


			NC_010443.5			162266075			missense_variant			ALPK2			T			C			0.62			0.00


			NC_010443.5			162267543			intron_variant			ALPK2			C			T			0.51			0.00


			NC_010443.5			162267855			intron_variant			ALPK2			T			C			0.53			0.00


			NC_010443.5			162268573			intron_variant			ALPK2			A			G			0.77			0.18			0.59


			NC_010443.5			162268597			intron_variant			ALPK2			G			T			0.77			0.18			0.59


			NC_010443.5			162268402			intron_variant			ALPK2			T			C			0.57			0.00


			NC_010443.5			162268495			intron_variant			ALPK2			G			A			0.58			0.00


			NC_010443.5			162268734			intron_variant			ALPK2			C			T			0.72			0.14			0.58


			NC_010443.5			162268765			intron_variant			ALPK2			C			G			0.74			0.18			0.55


			NC_010443.5			162268825			intron_variant			ALPK2			C			T			0.76			0.16			0.60


			NC_010443.5			162268513			intron_variant			ALPK2			A			G			0.57			0.00


			NC_010443.5			162269332			intron_variant			ALPK2			C			T			0.72			0.18			0.54


			NC_010454.4			51934592			5_prime_UTR_variant			CAMTA2			G			C			0.95			0.44			0.51


			NC_010443.5			162269699			intron_variant			ALPK2			A			G			0.85			0.05			0.79


			NC_010443.5			162269803			intron_variant			ALPK2			T			C			0.84			0.11			0.73


			NC_010443.5			162270481			intron_variant			ALPK2			C			T			0.86			0.19			0.67


			NC_010443.5			162268664			intron_variant			ALPK2			A			G			0.53			0.00


			NC_010443.5			162270858			intron_variant			ALPK2			A			G			0.83			0.18			0.64


			NC_010443.5			162271002			intron_variant			ALPK2			T			C			0.81			0.18			0.62


			NC_010443.5			162271010			intron_variant			ALPK2			C			A			0.81			0.18			0.62


			NC_010443.5			162271169			intron_variant			ALPK2			A			G			0.82			0.18			0.63


			NC_010443.5			162271187			intron_variant			ALPK2			G			T			0.82			0.18			0.63


			NC_010443.5			162271291			intron_variant			ALPK2			T			C			0.82			0.18			0.63


			NC_010443.5			162271455			intron_variant			ALPK2			C			G			0.82			0.16			0.66


			NC_010443.5			162271460			intron_variant			ALPK2			A			T			0.82			0.16			0.66


			NC_010443.5			162271461			intron_variant			ALPK2			G			T			0.82			0.16			0.66


			NC_010443.5			162271856			intron_variant			ALPK2			T			C			0.84			0.16			0.68


			NC_010443.5			162272498			intron_variant			ALPK2			A			G			0.79			0.12			0.68


			NC_010443.5			162273381			intron_variant			ALPK2			C			T			0.81			0.16			0.65


			NC_010443.5			162273547			intron_variant			ALPK2			G			A			0.70			0.18			0.52


			NC_010443.5			162274183			intron_variant			ALPK2			C			G			0.76			0.16			0.60


			NC_010455.5			23336405			3_prime_UTR_variant			SCN5A			T			C			0.95			0.14			0.81


			NC_010455.5			23342657			splice_region_variant&intron_variant			SCN5A			A			G			0.95			0.32			0.63


			NC_010443.5			162274302			intron_variant			ALPK2			G			A			0.77			0.17			0.61


			NC_010443.5			162274390			intron_variant			ALPK2			T			C			0.72			0.18			0.54


			NC_010443.5			162274499			intron_variant			ALPK2			G			A			0.73			0.18			0.55


			NC_010443.5			162275577			intron_variant			ALPK2			C			G			0.81			0.16			0.65


			NC_010443.5			162275850			intron_variant			ALPK2			G			A			0.84			0.24			0.60


			NC_010455.5			140601669			5_prime_UTR_variant			POPDC2			T			C			0.95			0.35			0.60


			NC_010456.5			71388754			downstream_gene_variant			MYPN			A			G			0.95			0.05			0.90


			NC_010443.5			162278100			intron_variant			ALPK2			T			C			0.84			0.18			0.65


			NC_010443.5			162278260			intron_variant			ALPK2			G			A			0.88			0.18			0.69


			NC_010443.5			162278444			intron_variant			ALPK2			G			C			0.87			0.18			0.68


			NC_010443.5			162268688			intron_variant			ALPK2			G			A			0.57			0.00


			NC_010443.5			162268990			intron_variant			ALPK2			C			T			0.56			0.00


			NC_010443.5			162278621			intron_variant			ALPK2			C			G			0.83			0.18			0.64


			NC_010443.5			162269476			synonymous_variant			ALPK2			C			T			0.56			0.00


			NC_010443.5			162270557			intron_variant			ALPK2			T			C			0.55			0.00


			NC_010443.5			162277700			missense_variant			ALPK2			A			C			0.63			0.00


			NC_010443.5			162278512			intron_variant			ALPK2			A			G			0.66			0.00


			NC_010443.5			162278522			intron_variant			ALPK2			C			A			0.68			0.00


			NC_010443.5			162278772			intron_variant			ALPK2			A			T			0.69			0.00


			NC_010443.5			162278828			intron_variant			ALPK2			T			C			0.67			0.00


			NC_010443.5			162279904			intron_variant			ALPK2			A			G			0.83			0.18			0.65


			NC_010443.5			162279919			intron_variant			ALPK2			A			G			0.84			0.18			0.66


			NC_010443.5			162279926			intron_variant			ALPK2			T			C			0.84			0.18			0.66


			NC_010443.5			162278850			intron_variant			ALPK2			C			A			0.69			0.00


			NC_010443.5			162280014			intron_variant			ALPK2			A			G			0.82			0.16			0.66


			NC_010443.5			162279526			intron_variant			ALPK2			C			T			0.64			0.00


			NC_010443.5			162279575			intron_variant			ALPK2			C			T			0.65			0.00


			NC_010443.5			162280123			intron_variant			ALPK2			T			C			0.85			0.21			0.64


			NC_010443.5			162279606			intron_variant			ALPK2			C			G			0.64			0.00


			NC_010443.5			162280238			intron_variant			ALPK2			T			C			0.83			0.21			0.62


			NC_010443.5			162280276			intron_variant			ALPK2			T			G			0.83			0.17			0.66


			NC_010443.5			162280315			intron_variant			ALPK2			A			T			0.89			0.37			0.52


			NC_010443.5			162279641			intron_variant			ALPK2			A			G			0.65			0.00


			NC_010443.5			162280437			intron_variant			ALPK2			A			C			0.81			0.16			0.65


			NC_010443.5			162280438			intron_variant			ALPK2			C			T			0.81			0.16			0.65


			NC_010443.5			162280013			intron_variant			ALPK2			C			T			0.70			0.00


			NC_010443.5			162280029			intron_variant			ALPK2			G			A			0.73			0.00


			NC_010443.5			162280034			intron_variant			ALPK2			C			A			0.73			0.00


			NC_010443.5			162280158			intron_variant			ALPK2			G			A			0.70			0.00


			NC_010443.5			162280425			intron_variant			ALPK2			C			T			0.70			0.00


			NC_010443.5			162280472			intron_variant			ALPK2			T			C			0.73			0.00


			NC_010443.5			162280526			intron_variant			ALPK2			A			G			0.73			0.00


			NC_010443.5			162281153			intron_variant			ALPK2			A			G			0.85			0.21			0.63


			NC_010443.5			162280558			intron_variant			ALPK2			C			T			0.67			0.00


			NC_010443.5			162281004			intron_variant			ALPK2			A			C			0.74			0.00


			NC_010443.5			162281314			intron_variant			ALPK2			C			T			0.85			0.21			0.64


			NC_010443.5			162281030			intron_variant			ALPK2			T			C			0.73			0.00


			NC_010443.5			162281063			intron_variant			ALPK2			G			A			0.72			0.00


			NC_010443.5			162281584			intron_variant			ALPK2			T			C			0.85			0.16			0.69


			NC_010443.5			162281067			intron_variant			ALPK2			A			C			0.71			0.00


			NC_010443.5			162281716			intron_variant			ALPK2			A			G			0.85			0.18			0.66


			NC_010443.5			162281717			intron_variant			ALPK2			A			G			0.85			0.18			0.66


			NC_010443.5			162281725			intron_variant			ALPK2			G			A			0.86			0.18			0.68


			NC_010443.5			162281220			intron_variant			ALPK2			C			T			0.70			0.00


			NC_010443.5			162281816			intron_variant			ALPK2			A			G			0.84			0.16			0.68


			NC_010443.5			162281817			intron_variant			ALPK2			T			G			0.84			0.16			0.68


			NC_010443.5			162281286			intron_variant			ALPK2			G			A			0.69			0.00


			NC_010443.5			162281358			intron_variant			ALPK2			T			G			0.69			0.00


			NC_010443.5			162281933			intron_variant			ALPK2			T			C			0.81			0.11			0.71


			NC_010443.5			162281549			intron_variant			ALPK2			C			T			0.71			0.00


			NC_010443.5			162281585			intron_variant			ALPK2			C			T			0.78			0.00


			NC_010443.5			162281754			intron_variant			ALPK2			A			G			0.72			0.00


			NC_010443.5			162281834			intron_variant			ALPK2			C			T			0.72			0.00


			NC_010443.5			162282185			intron_variant			ALPK2			A			C			0.84			0.11			0.73


			NC_010443.5			162281894			intron_variant			ALPK2			G			A			0.71			0.00


			NC_010443.5			162281972			intron_variant			ALPK2			C			A			0.72			0.00


			NC_010443.5			162281980			intron_variant			ALPK2			G			C			0.73			0.00


			NC_010443.5			162282030			intron_variant			ALPK2			T			C			0.74			0.00


			NC_010443.5			162282168			intron_variant			ALPK2			A			G			0.77			0.00


			NC_010443.5			162282805			intron_variant			ALPK2			A			G			0.83			0.18			0.65


			NC_010443.5			162283008			intron_variant			ALPK2			T			C			0.83			0.14			0.69


			NC_010443.5			162282344			intron_variant			ALPK2			A			G			0.75			0.00


			NC_010443.5			162282369			intron_variant			ALPK2			C			T			0.74			0.00


			NC_010443.5			162282454			intron_variant			ALPK2			G			A			0.70			0.00


			NC_010443.5			162284004			intron_variant			ALPK2			T			G			0.85			0.18			0.66


			NC_010443.5			162284038			intron_variant			ALPK2			C			G			0.80			0.18			0.61


			NC_010443.5			162282509			intron_variant			ALPK2			G			A			0.72			0.00


			NC_010443.5			162284351			intron_variant			ALPK2			C			G			0.80			0.18			0.62


			NC_010443.5			162282623			intron_variant			ALPK2			C			T			0.70			0.00


			NC_010443.5			162284406			intron_variant			ALPK2			G			A			0.78			0.18			0.60


			NC_010443.5			162284479			intron_variant			ALPK2			C			T			0.83			0.18			0.65


			NC_010443.5			162283401			intron_variant			ALPK2			G			A			0.70			0.00


			NC_010443.5			162283457			intron_variant			ALPK2			G			A			0.67			0.00


			NC_010443.5			162283717			intron_variant			ALPK2			C			T			0.64			0.00


			NC_010443.5			162284175			intron_variant			ALPK2			C			T			0.69			0.00


			NC_010443.5			162284870			intron_variant			ALPK2			A			G			0.78			0.13			0.65


			NC_010443.5			162284398			intron_variant			ALPK2			G			A			0.71			0.00


			NC_010443.5			162285251			intron_variant			ALPK2			T			C			0.84			0.11			0.73


			NC_010443.5			162285336			intron_variant			ALPK2			C			T			0.82			0.18			0.64


			NC_010443.5			162284536			intron_variant			ALPK2			A			G			0.72			0.00


			NC_010443.5			162285660			intron_variant			ALPK2			A			C			0.76			0.16			0.60


			NC_010443.5			162285664			intron_variant			ALPK2			C			T			0.74			0.16			0.59


			NC_010443.5			162285665			intron_variant			ALPK2			A			G			0.74			0.16			0.59


			NC_010443.5			162284671			intron_variant			ALPK2			T			G			0.68			0.00


			NC_010443.5			162284734			intron_variant			ALPK2			C			T			0.63			0.00


			NC_010443.5			162285717			intron_variant			ALPK2			A			G			0.76			0.16			0.60


			NC_010443.5			162285744			intron_variant			ALPK2			A			G			0.75			0.16			0.59


			NC_010457.5			73666031			5_prime_UTR_variant			XIRP2			A			G			0.95			0.11			0.84


			NC_010443.5			162286030			intron_variant			ALPK2			T			C			0.80			0.21			0.59


			NC_010443.5			162286282			intron_variant			ALPK2			A			G			0.85			0.21			0.63


			NC_010443.5			162286304			intron_variant			ALPK2			G			A			0.83			0.18			0.64


			NC_010443.5			162286421			intron_variant			ALPK2			C			T			0.80			0.16			0.65


			NC_010443.5			162284778			intron_variant			ALPK2			C			T			0.60			0.00


			NC_010443.5			162284908			intron_variant			ALPK2			A			C			0.55			0.00


			NC_010443.5			162286762			intron_variant			ALPK2			A			C			0.85			0.11			0.75


			NC_010443.5			162285418			intron_variant			ALPK2			C			A			0.67			0.00


			NC_010443.5			162287244			intron_variant			ALPK2			T			C			0.80			0.18			0.62


			NC_010443.5			162285686			intron_variant			ALPK2			C			G			0.63			0.00


			NC_010443.5			162285716			intron_variant			ALPK2			C			T			0.62			0.00


			NC_010443.5			162289594			intron_variant			ALPK2			T			C			0.83			0.18			0.64


			NC_010443.5			162290132			intron_variant			ALPK2			C			T			0.80			0.11			0.69


			NC_010443.5			162290938			intron_variant			ALPK2			A			G			0.82			0.16			0.66


			NC_010443.5			162286519			intron_variant			ALPK2			G			C			0.55			0.00


			NC_010443.5			162290963			intron_variant			ALPK2			T			C			0.82			0.16			0.66


			NC_010443.5			162291014			intron_variant			ALPK2			T			C			0.82			0.18			0.64


			NC_010443.5			162291383			intron_variant			ALPK2			T			C			0.81			0.18			0.63


			NC_010443.5			162291932			intron_variant			ALPK2			A			T			0.79			0.13			0.66


			NC_010443.5			162286523			intron_variant			ALPK2			A			G			0.56			0.00


			NC_010443.5			162292750			intron_variant			ALPK2			A			G			0.84			0.16			0.68


			NC_010443.5			162293582			intron_variant			ALPK2			T			C			0.82			0.18			0.64


			NC_010443.5			162293859			intron_variant			ALPK2			T			C			0.80			0.19			0.61


			NC_010443.5			162294523			intron_variant			ALPK2			A			G			0.85			0.14			0.71


			NC_010443.5			162286956			intron_variant			ALPK2			T			G			0.55			0.00


			NC_010443.5			162295325			intron_variant			ALPK2			C			G			0.82			0.21			0.61


			NC_010443.5			162295964			intron_variant			ALPK2			C			T			0.72			0.18			0.54


			NC_010443.5			162300338			intron_variant			ALPK2			A			G			0.88			0.21			0.67


			NC_010443.5			162302564			intron_variant			ALPK2			C			T			0.73			0.21			0.52


			NC_010443.5			162302619			intron_variant			ALPK2			T			C			0.75			0.16			0.59


			NC_010443.5			162302923			intron_variant			ALPK2			A			G			0.71			0.18			0.53


			NC_010458.4			39373696			upstream_gene_variant			PDE4D			A			G			0.95			0.08			0.87


			NC_010459.5			57641997			synonymous_variant			BMP7			A			G			0.95			0.24			0.71


			NC_010459.5			57801351			non_coding_transcript_exon_variant			RBM38			T			C			0.95			0.26			0.69


			NC_010449.5			75679845			synonymous_variant			LOC100736765			T			C			0.95			0.45			0.50


			NC_010448.4			72229283			3_prime_UTR_variant			TNFRSF1B			A			G			0.95			0.18			0.76


			NC_010445.4			11653740			3_prime_UTR_variant			GTF2IRD1			C			G			0.94			0.32			0.62


			NC_010443.5			162287533			intron_variant			ALPK2			T			C			0.58			0.00


			NC_010443.5			162309917			intergenic_region			ALPK2-MIR122			T			C			0.85			0.21			0.64


			NC_010443.5			162310532			intergenic_region			ALPK2-MIR122			A			T			0.85			0.18			0.66


			NC_010443.5			162310759			intergenic_region			ALPK2-MIR122			C			A			0.83			0.18			0.64


			NC_010443.5			162288298			intron_variant			ALPK2			C			G			0.60			0.00


			NC_010443.5			162310813			intergenic_region			ALPK2-MIR122			T			C			0.63			0.03			0.61


			NC_010443.5			162310932			intergenic_region			ALPK2-MIR122			T			C			0.74			0.03			0.71


			NC_010443.5			162310999			intergenic_region			ALPK2-MIR122			C			T			0.69			0.03			0.66


			NC_010443.5			162311036			intergenic_region			ALPK2-MIR122			T			C			0.72			0.03			0.69


			NC_010443.5			162311152			intergenic_region			ALPK2-MIR122			A			G			0.86			0.16			0.70


			NC_010443.5			162311874			intergenic_region			ALPK2-MIR122			T			G			0.90			0.22			0.68


			NC_010443.5			162312015			intergenic_region			ALPK2-MIR122			A			G			0.85			0.18			0.66


			NC_010443.5			162312126			intergenic_region			ALPK2-MIR122			G			A			0.86			0.18			0.68


			NC_010443.5			162312471			intergenic_region			ALPK2-MIR122			C			T			0.88			0.18			0.70


			NC_010443.5			162312530			intergenic_region			ALPK2-MIR122			G			T			0.74			0.03			0.71


			NC_010443.5			162313050			intergenic_region			ALPK2-MIR122			C			G			0.86			0.18			0.68


			NC_010443.5			162314727			intergenic_region			ALPK2-MIR122			A			T			0.88			0.17			0.72


			NC_010443.5			162314884			intergenic_region			ALPK2-MIR122			T			C			0.88			0.13			0.76


			NC_010443.5			162314997			intergenic_region			ALPK2-MIR122			A			G			0.83			0.14			0.69


			NC_010443.5			162315622			intergenic_region			ALPK2-MIR122			T			C			0.83			0.21			0.62


			NC_010443.5			162315822			intergenic_region			ALPK2-MIR122			A			C			0.84			0.13			0.71


			NC_010443.5			162316031			intergenic_region			ALPK2-MIR122			T			C			0.70			0.18			0.52


			NC_010443.5			162316181			intergenic_region			ALPK2-MIR122			A			G			0.86			0.21			0.65


			NC_010443.5			162317192			intergenic_region			ALPK2-MIR122			A			C			0.82			0.24			0.59


			NC_010443.5			162317725			intergenic_region			ALPK2-MIR122			C			G			0.78			0.16			0.62


			NC_010443.5			162317804			intergenic_region			ALPK2-MIR122			A			G			0.74			0.09			0.65


			NC_010443.5			162317836			intergenic_region			ALPK2-MIR122			T			C			0.74			0.06			0.68


			NC_010443.5			162290955			intron_variant			ALPK2			G			A			0.68			0.00


			NC_010443.5			162292228			intron_variant			ALPK2			G			A			0.54			0.00


			NC_010443.5			162318393			intergenic_region			ALPK2-MIR122			G			C			0.79			0.17			0.62


			NC_010443.5			162318720			intergenic_region			ALPK2-MIR122			A			G			0.76			0.21			0.55


			NC_010443.5			162320505			intergenic_region			ALPK2-MIR122			T			C			0.82			0.16			0.66


			NC_010443.5			162321397			intergenic_region			ALPK2-MIR122			A			G			0.73			0.13			0.60


			NC_010443.5			162321480			intergenic_region			ALPK2-MIR122			G			A			0.67			0.13			0.54


			NC_010443.5			162321551			intergenic_region			ALPK2-MIR122			C			G			0.72			0.18			0.53


			NC_010443.5			162321784			intergenic_region			ALPK2-MIR122			C			T			0.73			0.19			0.53


			NC_010443.5			162321863			intergenic_region			ALPK2-MIR122			T			C			0.80			0.18			0.61


			NC_010443.5			162322148			intergenic_region			ALPK2-MIR122			T			C			0.84			0.13			0.71


			NC_010443.5			162322588			intergenic_region			ALPK2-MIR122			C			A			0.70			0.16			0.54


			NC_010443.5			162322798			intergenic_region			ALPK2-MIR122			T			C			0.84			0.18			0.66


			NC_010443.5			162294532			intron_variant			ALPK2			T			C			0.55			0.00


			NC_010443.5			162323077			intergenic_region			ALPK2-MIR122			C			T			0.84			0.11			0.73


			NC_010443.5			162323176			intergenic_region			ALPK2-MIR122			A			G			0.85			0.11			0.74


			NC_010443.5			162323304			intergenic_region			ALPK2-MIR122			T			C			0.86			0.18			0.68


			NC_010443.5			162323318			intergenic_region			ALPK2-MIR122			C			G			0.86			0.18			0.68


			NC_010443.5			162323358			intergenic_region			ALPK2-MIR122			A			G			0.84			0.16			0.68


			NC_010443.5			162323378			intergenic_region			ALPK2-MIR122			T			C			0.86			0.18			0.67


			NC_010443.5			162323379			intergenic_region			ALPK2-MIR122			G			A			0.86			0.18			0.67


			NC_010443.5			162310804			intergenic_region			ALPK2-MIR122			G			A			0.63			0.00


			NC_010443.5			162318065			intergenic_region			ALPK2-MIR122			A			G			0.58			0.00


			NC_010443.5			162323577			intergenic_region			ALPK2-MIR122			A			G			0.86			0.18			0.67


			NC_010443.5			162323631			intergenic_region			ALPK2-MIR122			G			A			0.84			0.14			0.70


			NC_010443.5			162323642			intergenic_region			ALPK2-MIR122			G			A			0.83			0.14			0.69


			NC_010443.5			162323671			intergenic_region			ALPK2-MIR122			C			A			0.82			0.14			0.68


			NC_010443.5			162323672			intergenic_region			ALPK2-MIR122			A			G			0.82			0.14			0.68


			NC_010443.5			162323924			intergenic_region			ALPK2-MIR122			G			T			0.85			0.11			0.74


			NC_010443.5			162324058			intergenic_region			ALPK2-MIR122			G			A			0.85			0.18			0.67


			NC_010443.5			162324674			intergenic_region			ALPK2-MIR122			C			T			0.71			0.13			0.58


			NC_010443.5			162324709			intergenic_region			ALPK2-MIR122			G			A			0.68			0.14			0.54


			NC_010443.5			162324758			intergenic_region			ALPK2-MIR122			T			C			0.78			0.08			0.70


			NC_010443.5			162324842			intergenic_region			ALPK2-MIR122			T			C			0.85			0.22			0.63


			NC_010443.5			162324969			intergenic_region			ALPK2-MIR122			A			G			0.84			0.13			0.71


			NC_010443.5			162325026			intergenic_region			ALPK2-MIR122			T			G			0.85			0.09			0.75


			NC_010443.5			162325403			intergenic_region			ALPK2-MIR122			G			T			0.87			0.11			0.76


			NC_010443.5			162325413			intergenic_region			ALPK2-MIR122			A			G			0.82			0.05			0.77


			NC_010443.5			162325770			intergenic_region			ALPK2-MIR122			T			C			0.82			0.13			0.69


			NC_010443.5			162327652			intergenic_region			ALPK2-MIR122			A			G			0.89			0.31			0.58


			NC_010443.5			162318130			intergenic_region			ALPK2-MIR122			C			G			0.57			0.00


			NC_010443.5			180435755			intergenic_region			SAV1-LOC102161650			C			A			0.94			0.37			0.57


			NC_010443.5			180437513			intergenic_region			SAV1-LOC102161650			G			A			0.95			0.39			0.56


			NC_010446.5			83334850			synonymous_variant			RCSD1			A			G			0.94			0.13			0.81


			NC_010445.4			11869568			missense_variant			LOC100620992			G			A			0.94			0.34			0.60


			NC_010449.5			19639581			3_prime_UTR_variant			RIPOR2			G			T			0.94			0.26			0.68


			NC_010449.5			19639872			3_prime_UTR_variant			RIPOR2			A			G			0.94			0.24			0.71


			NC_010449.5			19639875			3_prime_UTR_variant			RIPOR2			C			T			0.94			0.24			0.71


			NC_010449.5			19660537			synonymous_variant			RIPOR2			G			A			0.94			0.24			0.71


			NC_010449.5			19698976			5_prime_UTR_variant			RIPOR2			T			C			0.94			0.24			0.71


			NC_010449.5			75704527			downstream_gene_variant			LOC100736765			T			C			0.94			0.24			0.71


			NC_010443.5			221635958			intron_variant			PGM5			G			A			0.05			0.74			0.69


			NC_010443.5			221636200			intron_variant			PGM5			C			T			0.08			0.92			0.84


			NC_010443.5			221636267			intron_variant			PGM5			T			G			0.06			0.71			0.65


			NC_010443.5			221636794			intron_variant			PGM5			T			A			0.10			0.89			0.79


			NC_010443.5			221637533			intron_variant			PGM5			G			C			0.32			0.97			0.66


			NC_010443.5			221637736			intron_variant			PGM5			T			C			0.43			0.97			0.54


			NC_010443.5			221637750			intron_variant			PGM5			A			*			0.09			0.97			0.88


			NC_010443.5			221637821			intron_variant			PGM5			C			A			0.11			0.97			0.86


			NC_010443.5			221638205			intron_variant			PGM5			C			A			0.40			1.00			0.60


			NC_010443.5			221638422			intron_variant			PGM5			A			T			0.13			0.94			0.81


			NC_010443.5			221638692			intron_variant			PGM5			A			C			0.20			0.92			0.72


			NC_010443.5			221638746			intron_variant			PGM5			A			T			0.19			0.89			0.70


			NC_010443.5			221638782			intron_variant			PGM5			T			C			0.10			0.92			0.82


			NC_010443.5			221638897			intron_variant			PGM5			A			G			0.19			0.89			0.70


			NC_010443.5			221639088			intron_variant			PGM5			C			T			0.19			0.95			0.76


			NC_010443.5			221639240			intron_variant			PGM5			G			T			0.09			0.94			0.85


			NC_010443.5			221639246			intron_variant			PGM5			T			G			0.21			0.94			0.74


			NC_010443.5			221639279			intron_variant			PGM5			A			T			0.17			0.91			0.75


			NC_010443.5			221639409			intron_variant			PGM5			C			G			0.09			0.89			0.80


			NC_010443.5			221639556			intron_variant			PGM5			T			A			0.19			0.89			0.71


			NC_010443.5			221640221			intron_variant			PGM5			T			A			0.19			0.87			0.68


			NC_010443.5			221640315			intron_variant			PGM5			C			T			0.14			0.72			0.58


			NC_010443.5			221640385			intron_variant			PGM5			A			G			0.15			0.92			0.77


			NC_010443.5			221640427			intron_variant			PGM5			A			G			0.16			0.94			0.78


			NC_010443.5			221640536			intron_variant			PGM5			T			C			0.16			0.91			0.74


			NC_010443.5			221640541			intron_variant			PGM5			T			C			0.16			0.91			0.74


			NC_010443.5			221640542			intron_variant			PGM5			G			A			0.09			0.91			0.81


			NC_010443.5			221640608			intron_variant			PGM5			G			C			0.14			0.77			0.63


			NC_010443.5			221640635			intron_variant			PGM5			T			A			0.17			0.87			0.70


			NC_010443.5			221640703			intron_variant			PGM5			C			T			0.16			0.92			0.76


			NC_010443.5			221640763			intron_variant			PGM5			G			A			0.07			0.92			0.85


			NC_010443.5			221640797			intron_variant			PGM5			G			A			0.17			0.92			0.75


			NC_010443.5			221641222			intron_variant			PGM5			A			G			0.17			0.71			0.54


			NC_010443.5			221641262			intron_variant			PGM5			G			A			0.03			0.74			0.70


			NC_010443.5			221641362			intron_variant			PGM5			T			C			0.19			0.92			0.73


			NC_010443.5			221641402			intron_variant			PGM5			A			G			0.19			0.92			0.73


			NC_010443.5			221641681			intron_variant			PGM5			G			A			0.18			0.92			0.74


			NC_010443.5			221641837			intron_variant			PGM5			G			T			0.16			0.92			0.75


			NC_010443.5			221642264			intron_variant			PGM5			C			G			0.16			0.92			0.76


			NC_010443.5			221642598			intron_variant			PGM5			G			T			0.10			0.92			0.82


			NC_010443.5			221642752			intron_variant			PGM5			T			C			0.09			0.94			0.86


			NC_010443.5			221642817			intron_variant			PGM5			C			G			0.10			0.94			0.84


			NC_010443.5			221642888			intron_variant			PGM5			A			G			0.10			0.94			0.84


			NC_010443.5			221643006			intron_variant			PGM5			C			T			0.10			0.89			0.79


			NC_010443.5			221643025			intron_variant			PGM5			G			T			0.10			0.89			0.79


			NC_010443.5			221643162			intron_variant			PGM5			G			A			0.09			0.92			0.83


			NC_010443.5			221643288			intron_variant			PGM5			C			T			0.10			0.92			0.82


			NC_010443.5			221643299			intron_variant			PGM5			G			A			0.10			0.92			0.82


			NC_010443.5			221643541			intron_variant			PGM5			G			A			0.09			0.92			0.83


			NC_010443.5			221643606			intron_variant			PGM5			A			G			0.09			0.92			0.83


			NC_010443.5			221643701			intron_variant			PGM5			A			T			0.06			0.74			0.68


			NC_010443.5			221643729			intron_variant			PGM5			C			T			0.05			0.74			0.69


			NC_010443.5			221643970			intron_variant			PGM5			T			C			0.06			0.76			0.71


			NC_010443.5			221644052			intron_variant			PGM5			G			A			0.06			0.68			0.63


			NC_010443.5			221644125			intron_variant			PGM5			C			T			0.06			0.91			0.84


			NC_010443.5			221644133			intron_variant			PGM5			T			G			0.05			0.66			0.61


			NC_010443.5			221644911			intron_variant			PGM5			G			T			0.09			0.71			0.62


			NC_010443.5			221645010			intron_variant			PGM5			A			C			0.08			0.76			0.68


			NC_010443.5			221645061			intron_variant			PGM5			G			A			0.06			0.74			0.67


			NC_010443.5			221645206			intron_variant			PGM5			T			C			0.06			0.78			0.72


			NC_010443.5			221646507			intron_variant			PGM5			C			A			0.10			1.00			0.90


			NC_010443.5			221646529			intron_variant			PGM5			G			C			0.39			1.00			0.61


			NC_010443.5			221650764			intron_variant			PGM5			C			T			0.43			0.93			0.50


			NC_010443.5			221651007			intron_variant			PGM5			C			T			0.42			0.97			0.56


			NC_010443.5			221651204			intron_variant			PGM5			T			G			0.06			0.89			0.84


			NC_010443.5			221651651			intron_variant			PGM5			C			T			0.06			0.92			0.86


			NC_010443.5			221651674			intron_variant			PGM5			A			T			0.03			0.82			0.78


			NC_010443.5			221651698			intron_variant			PGM5			T			C			0.42			0.97			0.56


			NC_010443.5			221651748			intron_variant			PGM5			T			C			0.40			0.95			0.55


			NC_010443.5			221651787			intron_variant			PGM5			T			C			0.39			0.95			0.56


			NC_010443.5			221651864			intron_variant			PGM5			G			T			0.42			0.95			0.53


			NC_010443.5			162322901			intergenic_region			ALPK2-MIR122			C			T			0.73			0.00


			NC_010443.5			221652066			intron_variant			PGM5			T			C			0.39			0.95			0.56


			NC_010443.5			221652318			intron_variant			PGM5			G			T			0.13			0.87			0.74


			NC_010443.5			221653103			intron_variant			PGM5			T			C			0.85			0.05			0.79


			NC_010443.5			221653318			intron_variant			PGM5			G			C			0.83			0.05			0.78


			NC_010443.5			221654699			intron_variant			PGM5			T			C			0.57			0.05			0.52


			NC_010443.5			221654925			intron_variant			PGM5			G			T			0.58			0.08			0.50


			NC_010443.5			221655185			intron_variant			PGM5			T			C			0.82			0.05			0.77


			NC_010443.5			221655209			intron_variant			PGM5			A			G			0.85			0.06			0.80


			NC_010443.5			221655613			intron_variant			PGM5			T			C			0.49			1.00			0.51


			NC_010443.5			221655895			intron_variant			PGM5			A			G			0.92			0.37			0.55


			NC_010443.5			221656059			intron_variant			PGM5			G			T			0.92			0.34			0.58


			NC_010443.5			221656353			intron_variant			PGM5			A			G			0.92			0.29			0.63


			NC_010443.5			221656630			intron_variant			PGM5			T			C			0.96			0.26			0.70


			NC_010443.5			221656706			intron_variant			PGM5			A			G			0.98			0.33			0.64


			NC_010443.5			221656870			intron_variant			PGM5			T			C			0.86			0.32			0.55


			NC_010443.5			221657051			intron_variant			PGM5			T			C			0.99			0.32			0.67


			NC_010443.5			221657493			intron_variant			PGM5			T			G			0.99			0.34			0.65


			NC_010443.5			221657871			intron_variant			PGM5			G			A			0.98			0.32			0.66


			NC_010443.5			221658584			intron_variant			PGM5			T			A			0.99			0.32			0.67


			NC_010443.5			221658600			intron_variant			PGM5			A			G			0.98			0.34			0.64


			NC_010443.5			221658685			intron_variant			PGM5			C			G			0.99			0.29			0.70


			NC_010443.5			221658690			intron_variant			PGM5			G			A			0.99			0.29			0.70


			NC_010443.5			221658691			intron_variant			PGM5			C			T			0.99			0.29			0.70


			NC_010443.5			221658802			intron_variant			PGM5			A			G			0.98			0.34			0.64


			NC_010443.5			221659286			intron_variant			PGM5			T			G			0.98			0.32			0.66


			NC_010443.5			162323492			intergenic_region			ALPK2-MIR122			A			C			0.82			0.00


			NC_010443.5			221659617			intron_variant			PGM5			T			C			0.99			0.34			0.65


			NC_010443.5			221660200			intron_variant			PGM5			A			G			0.68			0.03			0.65


			NC_010443.5			221661333			intron_variant			PGM5			G			A			0.98			0.32			0.66


			NC_010443.5			221664103			intron_variant			PGM5			T			C			0.98			0.34			0.63


			NC_010443.5			221664542			intron_variant			PGM5			T			G			0.99			0.25			0.74


			NC_010443.5			221664632			intron_variant			PGM5			T			C			0.99			0.24			0.75


			NC_010443.5			221666103			intron_variant			PGM5			T			G			0.99			0.33			0.65


			NC_010443.5			221668114			intron_variant			PGM5			A			G			0.64			0.03			0.62


			NC_010443.5			221668529			intron_variant			PGM5			T			G			0.54			0.03			0.51


			NC_010443.5			221673293			intron_variant			PGM5			G			A			0.07			0.97			0.90


			NC_010443.5			221673666			intron_variant			PGM5			T			G			0.47			0.97			0.51


			NC_010443.5			221673774			intron_variant			PGM5			A			T			0.01			0.66			0.65


			NC_010443.5			221674215			intron_variant			PGM5			C			G			0.01			0.67			0.65


			NC_010443.5			221674221			intron_variant			PGM5			C			G			0.44			0.97			0.53


			NC_010443.5			221674864			intron_variant			PGM5			C			T			0.65			0.05			0.60


			NC_010443.5			221675050			intron_variant			PGM5			C			T			0.01			0.63			0.62


			NC_010443.5			221675168			intron_variant			PGM5			C			A			0.64			0.03			0.62


			NC_010443.5			221675169			intron_variant			PGM5			G			A			0.01			0.69			0.68


			NC_010443.5			221675722			intron_variant			PGM5			T			A			0.61			0.03			0.59


			NC_010443.5			221675738			intron_variant			PGM5			A			G			0.64			0.03			0.61


			NC_010443.5			221675784			intron_variant			PGM5			A			G			0.64			0.03			0.61


			NC_010443.5			221675906			intron_variant			PGM5			A			T			0.53			0.03			0.51


			NC_010443.5			221675978			intron_variant			PGM5			C			G			0.61			0.03			0.59


			NC_010443.5			221676888			intron_variant			PGM5			C			T			0.60			0.03			0.58


			NC_010443.5			221676980			intron_variant			PGM5			G			A			0.90			0.03			0.87


			NC_010443.5			221677061			intron_variant			PGM5			G			A			0.90			0.03			0.87


			NC_010443.5			221677080			intron_variant			PGM5			A			G			0.89			0.03			0.87


			NC_010443.5			221677772			intron_variant			PGM5			T			G			0.94			0.03			0.91


			NC_010443.5			162323501			intergenic_region			ALPK2-MIR122			C			G			0.84			0.00


			NC_010443.5			221680549			intron_variant			PGM5			G			A			0.86			0.03			0.83


			NC_010443.5			180422667			intron_variant			SAV1			A			G			0.89			0.00


			NC_010443.5			221652065			intron_variant			PGM5			C			T			0.53			0.00


			NC_010443.5			221682781			intron_variant			PGM5			A			G			0.88			0.03			0.85


			NC_010443.5			221659530			intron_variant			PGM5			T			C			0.67			0.00


			NC_010443.5			221683596			intron_variant			PGM5			G			C			0.90			0.09			0.81


			NC_010443.5			221683615			intron_variant			PGM5			A			G			0.89			0.12			0.78


			NC_010443.5			221678116			intron_variant			PGM5			C			T			0.90			0.00


			NC_010443.5			221684494			intron_variant			PGM5			G			C			0.89			0.05			0.83


			NC_010443.5			221681553			intron_variant			PGM5			T			C			0.58			0.00


			NC_010443.5			221687865			intron_variant			PGM5			C			G			0.90			0.03			0.88


			NC_010443.5			221687885			intron_variant			PGM5			G			A			0.89			0.03			0.87


			NC_010443.5			221692260			intron_variant			PGM5			T			G			0.90			0.03			0.87


			NC_010443.5			221694170			intron_variant			PGM5			G			A			0.05			0.72			0.68


			NC_010443.5			221694476			intron_variant			PGM5			G			T			0.10			0.97			0.87


			NC_010443.5			221694477			intron_variant			PGM5			A			T			0.10			0.97			0.87


			NC_010443.5			221694561			intron_variant			PGM5			T			C			0.53			0.03			0.51


			NC_010443.5			221697230			intron_variant			PGM5			C			T			0.13			0.97			0.85


			NC_010443.5			221698151			intron_variant			PGM5			C			G			0.09			0.97			0.88


			NC_010443.5			221698660			intron_variant			PGM5			C			A			0.01			0.61			0.59


			NC_010443.5			221698969			intron_variant			PGM5			C			T			0.08			0.97			0.89


			NC_010443.5			221699057			intron_variant			PGM5			G			A			0.08			0.97			0.89


			NC_010443.5			221700181			intron_variant			PGM5			T			A			0.08			0.97			0.89


			NC_010443.5			221701634			intron_variant			PGM5			G			A			0.01			0.58			0.57


			NC_010443.5			221701941			intron_variant			PGM5			C			T			0.01			0.66			0.65


			NC_010443.5			221703918			intron_variant			PGM5			T			A			0.02			0.66			0.63


			NC_010443.5			221704060			intron_variant			PGM5			C			G			0.03			0.68			0.65


			NC_010443.5			221704235			intron_variant			PGM5			G			A			0.02			0.63			0.60


			NC_010443.5			221705227			intron_variant			PGM5			C			G			0.01			0.67			0.66


			NC_010443.5			221705371			intron_variant			PGM5			G			A			0.03			0.74			0.70


			NC_010443.5			221705518			intron_variant			PGM5			T			G			0.01			0.61			0.59


			NC_010443.5			221705588			intron_variant			PGM5			T			C			0.39			0.89			0.50


			NC_010443.5			221706603			intron_variant			PGM5			T			C			0.09			0.89			0.80


			NC_010443.5			221708168			intron_variant			PGM5			G			A			0.17			0.95			0.77


			NC_010443.5			221708294			intron_variant			PGM5			A			G			0.08			0.92			0.84


			NC_010443.5			221708590			intron_variant			PGM5			C			T			0.16			0.97			0.81


			NC_010443.5			221709061			intron_variant			PGM5			A			C			0.09			0.89			0.81


			NC_010443.5			221711090			intron_variant			PGM5			A			G			0.11			0.97			0.86


			NC_010443.5			221711976			intron_variant			PGM5			A			G			0.47			1.00			0.53


			NC_010443.5			221712218			intron_variant			PGM5			T			A			0.45			1.00			0.55


			NC_010443.5			221713603			intron_variant			PGM5			T			A			0.47			1.00			0.53


			NC_010443.5			221714489			intron_variant			PGM5			T			C			0.77			0.03			0.74


			NC_010443.5			221715548			intron_variant			PGM5			G			A			0.07			0.89			0.82


			NC_010443.5			221717734			intron_variant			PGM5			C			T			0.08			0.85			0.77


			NC_010443.5			221682551			intron_variant			PGM5			G			A			0.89			0.00


			NC_010443.5			221718602			intron_variant			PGM5			A			G			0.58			0.08			0.50


			NC_010443.5			221721533			intron_variant			PGM5			C			T			0.74			0.11			0.64


			NC_010443.5			221721537			intron_variant			PGM5			G			C			0.74			0.08			0.67


			NC_010443.5			221721721			intron_variant			PGM5			A			G			0.83			0.08			0.75


			NC_010443.5			221721845			intron_variant			PGM5			T			A			0.84			0.08			0.76


			NC_010443.5			221722817			intron_variant			PGM5			A			T			0.71			0.03			0.68


			NC_010443.5			221722959			intron_variant			PGM5			T			C			0.56			0.03			0.53


			NC_010443.5			221724240			intron_variant			PGM5			C			T			0.88			0.08			0.80


			NC_010443.5			221724856			intron_variant			PGM5			A			G			0.59			0.08			0.51


			NC_010443.5			221725377			intron_variant			PGM5			G			A			0.86			0.11			0.76


			NC_010443.5			221726229			intron_variant			PGM5			A			G			0.12			0.92			0.80


			NC_010443.5			221727012			intron_variant			PGM5			T			G			0.90			0.11			0.80


			NC_010443.5			221727258			intron_variant			PGM5			G			A			0.06			0.86			0.80


			NC_010443.5			221728326			intron_variant			PGM5			G			A			0.59			0.06			0.53


			NC_010443.5			221728566			intron_variant			PGM5			T			C			0.13			0.83			0.71


			NC_010443.5			221728839			intron_variant			PGM5			C			T			0.09			0.91			0.82


			NC_010443.5			221733153			intron_variant			PGM5			A			G			0.82			0.13			0.69


			NC_010443.5			221733231			intron_variant			PGM5			G			A			0.89			0.11			0.79


			NC_010443.5			221736169			intron_variant			PGM5			C			T			0.55			0.03			0.52


			NC_010443.5			221738712			intron_variant			PGM5			A			G			0.88			0.08			0.80


			NC_010443.5			221739351			intron_variant			PGM5			C			T			0.65			0.08			0.57


			NC_010443.5			221739478			intron_variant			PGM5			T			C			0.64			0.08			0.56


			NC_010443.5			221739543			intron_variant			PGM5			A			G			0.86			0.11			0.76


			NC_010443.5			221739806			intron_variant			PGM5			A			G			0.66			0.11			0.56


			NC_010443.5			221741253			intron_variant			PGM5			T			C			0.60			0.05			0.54


			NC_010443.5			221742580			intron_variant			PGM5			A			G			0.35			0.89			0.54


			NC_010443.5			221742635			intron_variant			PGM5			A			G			0.82			0.08			0.74


			NC_010443.5			221743161			intron_variant			PGM5			A			G			0.83			0.11			0.72


			NC_010443.5			221743565			intron_variant			PGM5			A			G			0.90			0.11			0.79


			NC_010443.5			221743749			intron_variant			PGM5			G			C			0.86			0.11			0.76


			NC_010443.5			221744158			intron_variant			PGM5			A			C			0.10			0.89			0.80


			NC_010443.5			221744223			intron_variant			PGM5			T			C			0.80			0.03			0.77


			NC_010443.5			221744461			intron_variant			PGM5			T			C			0.84			0.11			0.73


			NC_010443.5			221744637			intron_variant			PGM5			G			T			0.80			0.03			0.77


			NC_010443.5			221744730			intron_variant			PGM5			C			T			0.66			0.03			0.64


			NC_010443.5			221744744			intron_variant			PGM5			C			T			0.75			0.08			0.67


			NC_010443.5			221744784			intron_variant			PGM5			G			A			0.89			0.13			0.75


			NC_010443.5			221744847			intron_variant			PGM5			G			A			0.76			0.11			0.65


			NC_010443.5			221745119			intron_variant			PGM5			C			T			0.70			0.11			0.59


			NC_010443.5			221683096			intron_variant			PGM5			A			G			0.87			0.00


			NC_010443.5			221745576			intron_variant			PGM5			C			T			0.80			0.08			0.72


			NC_010443.5			221745594			intron_variant			PGM5			G			A			0.80			0.05			0.75


			NC_010443.5			221745676			intron_variant			PGM5			C			G			0.77			0.11			0.67


			NC_010443.5			221745720			intron_variant			PGM5			A			G			0.77			0.11			0.66


			NC_010443.5			221745819			intron_variant			PGM5			T			A			0.05			0.84			0.80


			NC_010443.5			221746198			intron_variant			PGM5			T			C			0.86			0.13			0.73


			NC_010443.5			221746619			intron_variant			PGM5			A			C			0.89			0.11			0.78


			NC_010443.5			221746707			intron_variant			PGM5			G			A			0.85			0.11			0.74


			NC_010443.5			221747310			intron_variant			PGM5			G			T			0.88			0.08			0.80


			NC_010443.5			221747501			intron_variant			PGM5			A			G			0.90			0.13			0.77


			NC_010443.5			221747604			intron_variant			PGM5			A			T			0.77			0.03			0.75


			NC_010443.5			221747787			intron_variant			PGM5			G			A			0.90			0.08			0.82


			NC_010443.5			221747829			intron_variant			PGM5			G			C			0.77			0.05			0.72


			NC_010443.5			221747903			intron_variant			PGM5			G			A			0.80			0.08			0.72


			NC_010443.5			221683663			intron_variant			PGM5			C			T			0.87			0.00


			NC_010443.5			221684966			intron_variant			PGM5			G			C			0.88			0.00


			NC_010443.5			221748302			intron_variant			PGM5			G			A			0.77			0.03			0.74


			NC_010443.5			221748311			intron_variant			PGM5			A			G			0.77			0.03			0.74


			NC_010443.5			221748692			intron_variant			PGM5			A			G			0.79			0.03			0.76


			NC_010443.5			221748906			intron_variant			PGM5			G			T			0.83			0.06			0.78


			NC_010443.5			221749108			intron_variant			PGM5			C			T			0.83			0.11			0.72


			NC_010443.5			221749123			intron_variant			PGM5			A			T			0.77			0.03			0.74


			NC_010443.5			221749133			intron_variant			PGM5			G			T			0.83			0.11			0.72


			NC_010443.5			221749143			intron_variant			PGM5			C			G			0.83			0.08			0.75


			NC_010443.5			221749174			intron_variant			PGM5			C			G			0.83			0.08			0.75


			NC_010443.5			221749998			intron_variant			PGM5			G			A			0.87			0.08			0.79


			NC_010443.5			221749999			intron_variant			PGM5			G			A			0.83			0.03			0.80


			NC_010443.5			221752209			intron_variant			PGM5			A			G			0.88			0.11			0.77


			NC_010443.5			221752779			intron_variant			PGM5			A			G			0.61			0.08			0.53


			NC_010443.5			221753446			intron_variant			PGM5			T			C			0.75			0.08			0.67


			NC_010443.5			221753993			intron_variant			PGM5			G			A			0.91			0.11			0.80


			NC_010443.5			221755253			intron_variant			PGM5			G			A			0.89			0.11			0.79


			NC_010443.5			221718549			intron_variant			PGM5			A			G			0.78			0.00


			NC_010443.5			221757096			intron_variant			PGM5			T			C			0.84			0.11			0.74


			NC_010443.5			221757331			intron_variant			PGM5			A			G			0.66			0.05			0.61


			NC_010443.5			221757466			intron_variant			PGM5			C			A			0.64			0.08			0.56


			NC_010443.5			221758084			intron_variant			PGM5			A			G			0.60			0.03			0.57


			NC_010443.5			221745280			intron_variant			PGM5			G			A			0.75			0.00


			NC_010443.5			221758630			intron_variant			PGM5			A			T			0.89			0.06			0.83


			NC_010443.5			221759130			intron_variant			PGM5			C			A			0.74			0.03			0.72


			NC_010443.5			221759426			intron_variant			PGM5			G			A			0.69			0.03			0.67


			NC_010443.5			221760442			intron_variant			PGM5			T			C			0.68			0.03			0.66


			NC_010443.5			221760461			intron_variant			PGM5			A			G			0.70			0.03			0.68


			NC_010443.5			221760508			intron_variant			PGM5			A			G			0.91			0.11			0.80


			NC_010443.5			221760799			intron_variant			PGM5			C			T			0.90			0.11			0.79


			NC_010443.5			221761354			intron_variant			PGM5			G			A			0.71			0.03			0.68


			NC_010443.5			221761608			intron_variant			PGM5			T			C			0.94			0.11			0.83


			NC_010443.5			221761658			intron_variant			PGM5			T			C			0.70			0.03			0.67


			NC_010443.5			221761704			intron_variant			PGM5			C			T			0.65			0.08			0.57


			NC_010443.5			221761708			intron_variant			PGM5			A			G			0.65			0.03			0.62


			NC_010443.5			221761718			intron_variant			PGM5			T			C			0.66			0.05			0.61


			NC_010443.5			221762242			intron_variant			PGM5			C			T			0.67			0.03			0.64


			NC_010443.5			221762255			intron_variant			PGM5			G			T			0.67			0.03			0.64


			NC_010443.5			221762384			intron_variant			PGM5			T			C			0.64			0.03			0.62


			NC_010443.5			221762410			intron_variant			PGM5			G			A			0.90			0.08			0.82


			NC_010443.5			221762423			intron_variant			PGM5			G			A			0.66			0.03			0.64


			NC_010443.5			221762478			intron_variant			PGM5			G			T			0.93			0.03			0.90


			NC_010443.5			221764220			intron_variant			PGM5			A			T			0.89			0.08			0.81


			NC_010443.5			221764493			intron_variant			PGM5			A			G			0.82			0.03			0.79


			NC_010443.5			221748263			intron_variant			PGM5			A			C			0.74			0.00


			NC_010443.5			221748267			intron_variant			PGM5			A			C			0.74			0.00


			NC_010443.5			221756436			intron_variant			PGM5			T			C			0.91			0.00


			NC_010443.5			221764597			intron_variant			PGM5			C			T			0.56			0.03			0.53


			NC_010443.5			221764646			intron_variant			PGM5			C			T			0.57			0.03			0.55


			NC_010443.5			221764741			intron_variant			PGM5			A			G			0.90			0.11			0.79


			NC_010443.5			221764806			intron_variant			PGM5			A			G			0.57			0.03			0.54


			NC_010443.5			221764877			intron_variant			PGM5			A			G			0.53			0.03			0.51


			NC_010443.5			221764880			intron_variant			PGM5			T			C			0.53			0.03			0.51


			NC_010443.5			221765003			intron_variant			PGM5			G			A			0.57			0.03			0.54


			NC_010443.5			221765080			intron_variant			PGM5			T			G			0.57			0.03			0.54


			NC_010443.5			221765122			intron_variant			PGM5			G			T			0.57			0.03			0.54


			NC_010443.5			221765668			intron_variant			PGM5			C			T			0.85			0.11			0.75


			NC_010443.5			221766041			intron_variant			PGM5			A			C			0.85			0.03			0.83


			NC_010443.5			221766480			intron_variant			PGM5			T			G			0.89			0.03			0.86


			NC_010443.5			221766640			intron_variant			PGM5			C			A			0.92			0.03			0.89


			NC_010443.5			221758619			intron_variant			PGM5			T			G			0.83			0.00


			NC_010443.5			221764498			intron_variant			PGM5			T			C			0.53			0.00


			NC_010443.5			221767807			intron_variant			PGM5			C			T			0.87			0.03			0.84


			NC_010443.5			221767854			intron_variant			PGM5			T			C			0.77			0.03			0.75


			NC_010443.5			221767878			intron_variant			PGM5			T			G			0.86			0.03			0.84


			NC_010443.5			221764499			intron_variant			PGM5			G			A			0.53			0.00


			NC_010443.5			221764514			intron_variant			PGM5			A			G			0.53			0.00


			NC_010443.5			221766965			intron_variant			PGM5			C			T			0.87			0.00


			NC_010443.5			221768903			intron_variant			PGM5			T			C			0.86			0.03			0.83


			NC_010443.5			221768904			intron_variant			PGM5			C			T			0.82			0.03			0.80


			NC_010443.5			221768951			intron_variant			PGM5			G			T			0.83			0.03			0.80


			NC_010443.5			221768980			intron_variant			PGM5			G			C			0.81			0.03			0.78


			NC_010443.5			221768981			intron_variant			PGM5			G			A			0.81			0.03			0.78


			NC_010443.5			221768990			intron_variant			PGM5			T			C			0.85			0.03			0.82


			NC_010443.5			221768991			intron_variant			PGM5			G			T			0.85			0.03			0.82


			NC_010443.5			221768999			intron_variant			PGM5			C			A			0.81			0.03			0.79


			NC_010443.5			221769044			intron_variant			PGM5			T			A			0.81			0.03			0.78


			NC_010443.5			221769185			intron_variant			PGM5			T			C			0.86			0.03			0.83


			NC_010443.5			221769186			intron_variant			PGM5			G			A			0.82			0.03			0.79


			NC_010443.5			221769274			intron_variant			PGM5			A			T			0.83			0.03			0.80


			NC_010443.5			221769332			intron_variant			PGM5			G			A			0.82			0.03			0.79


			NC_010443.5			221769642			intron_variant			PGM5			A			G			0.85			0.03			0.82


			NC_010443.5			221769667			intron_variant			PGM5			T			C			0.86			0.03			0.83


			NC_010443.5			221767335			intron_variant			PGM5			G			A			0.81			0.00


			NC_010443.5			221767996			intron_variant			PGM5			T			C			0.85			0.00


			NC_010443.5			221768030			intron_variant			PGM5			A			G			0.85			0.00


			NC_010443.5			221770163			intron_variant			PGM5			C			T			0.79			0.03			0.76


			NC_010443.5			221770237			intron_variant			PGM5			G			T			0.87			0.03			0.84


			NC_010443.5			221768062			intron_variant			PGM5			G			A			0.87			0.00


			NC_010443.5			221769876			intron_variant			PGM5			A			C			0.81			0.00


			NC_010443.5			221770079			intron_variant			PGM5			C			T			0.78			0.00


			NC_010443.5			221770080			intron_variant			PGM5			A			G			0.78			0.00


			NC_010443.5			221770302			intron_variant			PGM5			A			T			0.78			0.00


			NC_010443.5			221770314			intron_variant			PGM5			A			T			0.78			0.00


			NC_010443.5			221770639			intron_variant			PGM5			T			C			0.85			0.09			0.76


			NC_010443.5			221770425			intron_variant			PGM5			A			G			0.89			0.00


			NC_010443.5			221771027			intron_variant			PGM5			T			C			0.91			0.08			0.82


			NC_010443.5			221771688			intron_variant			PGM5			C			T			0.81			0.03			0.78


			NC_010443.5			221770447			intron_variant			PGM5			T			C			0.88			0.00


			NC_010443.5			221773068			intron_variant			PGM5			G			A			0.80			0.03			0.77


			NC_010443.5			221773130			intron_variant			PGM5			A			G			0.90			0.11			0.79


			NC_010443.5			221773795			intron_variant			PGM5			C			T			0.89			0.08			0.81


			NC_010443.5			221774239			intron_variant			PGM5			T			A			0.91			0.11			0.80


			NC_010443.5			221776150			intron_variant			PGM5			A			G			0.90			0.05			0.85


			NC_010443.5			221776155			intron_variant			PGM5			G			C			0.81			0.03			0.78


			NC_010443.5			221777045			intron_variant			PGM5			A			G			0.90			0.08			0.82


			NC_010443.5			221777110			intron_variant			PGM5			G			A			0.81			0.03			0.78


			NC_010443.5			221777403			intron_variant			PGM5			C			T			0.91			0.11			0.80


			NC_010443.5			221777475			intron_variant			PGM5			A			G			0.91			0.11			0.80


			NC_010443.5			221777624			intron_variant			PGM5			A			G			0.83			0.11			0.72


			NC_010443.5			221778541			intron_variant			PGM5			G			A			0.90			0.11			0.79


			NC_010443.5			221778726			intron_variant			PGM5			G			C			0.80			0.03			0.78


			NC_010443.5			221779375			intron_variant			PGM5			C			T			0.83			0.03			0.80


			NC_010443.5			221779446			intron_variant			PGM5			A			G			0.83			0.03			0.80


			NC_010443.5			221780215			intron_variant			PGM5			A			G			0.93			0.06			0.88


			NC_010443.5			221780491			intron_variant			PGM5			T			G			0.90			0.08			0.82


			NC_010443.5			221780852			intron_variant			PGM5			G			A			0.80			0.03			0.78


			NC_010443.5			221781009			intron_variant			PGM5			G			C			0.07			0.83			0.77


			NC_010443.5			221770484			intron_variant			PGM5			G			A			0.55			0.00


			NC_010443.5			221785189			intron_variant			PGM5			T			C			0.68			0.03			0.66


			NC_010443.5			221786062			intron_variant			PGM5			C			A			0.91			0.08			0.83


			NC_010443.5			221786529			intron_variant			PGM5			T			C			0.90			0.11			0.79


			NC_010443.5			221787677			intron_variant			PGM5			A			G			0.91			0.08			0.83


			NC_010443.5			221790993			intron_variant			PGM5			T			C			0.84			0.08			0.76


			NC_010443.5			221795142			intron_variant			PGM5			T			C			0.90			0.11			0.79


			NC_010443.5			221796810			intron_variant			PGM5			A			G			0.89			0.11			0.78


			NC_010443.5			221799384			intron_variant			PGM5			A			G			0.91			0.06			0.85


			NC_010443.5			221800605			intron_variant			PGM5			T			C			0.26			0.95			0.69


			NC_010443.5			221801683			intron_variant			PGM5			T			C			0.26			1.00			0.74


			NC_010443.5			221802318			intron_variant			PGM5			C			T			0.21			1.00			0.79


			NC_010443.5			221770573			intron_variant			PGM5			G			A			0.81			0.00


			NC_010443.5			221803961			intron_variant			PGM5			A			G			0.91			0.08			0.83


			NC_010443.5			221770642			intron_variant			PGM5			G			A			0.85			0.00


			NC_010443.5			221804240			intron_variant			PGM5			C			G			0.91			0.11			0.80


			NC_010443.5			221804242			intron_variant			PGM5			G			A			0.91			0.11			0.80


			NC_010443.5			221804266			intron_variant			PGM5			G			A			0.88			0.11			0.77


			NC_010443.5			221804447			intron_variant			PGM5			C			T			0.08			0.89			0.82


			NC_010443.5			221804752			intron_variant			PGM5			A			G			0.94			0.06			0.88


			NC_010443.5			221804902			intron_variant			PGM5			A			G			0.85			0.11			0.74


			NC_010443.5			221772308			intron_variant			PGM5			A			G			0.59			0.00


			NC_010443.5			221805262			intron_variant			PGM5			T			C			0.08			0.89			0.82


			NC_010443.5			221805575			intron_variant			PGM5			G			A			0.91			0.11			0.80


			NC_010443.5			221781986			intron_variant			PGM5			G			C			0.73			0.00


			NC_010443.5			221803852			intron_variant			PGM5			C			T			0.54			0.00


			NC_010443.5			221805869			intron_variant			PGM5			A			G			0.91			0.11			0.80


			NC_010443.5			221805913			intron_variant			PGM5			A			G			0.90			0.08			0.82


			NC_010443.5			221803997			intron_variant			PGM5			G			C			0.90			0.00


			NC_010443.5			221806602			intron_variant			PGM5			G			A			0.91			0.08			0.82


			NC_010443.5			221806698			intron_variant			PGM5			G			C			0.92			0.06			0.86


			NC_010443.5			221805098			intron_variant			PGM5			G			A			0.55			0.00


			NC_010443.5			221806910			intron_variant			PGM5			C			G			0.91			0.06			0.85


			NC_010443.5			221808114			intron_variant			PGM5			C			T			0.77			0.05			0.72


			NC_010443.5			221808123			intron_variant			PGM5			A			G			0.90			0.08			0.82


			NC_010443.5			221808521			intron_variant			PGM5			G			A			0.01			0.68			0.67


			NC_010443.5			221808549			intron_variant			PGM5			T			C			0.74			0.09			0.65


			NC_010443.5			221808605			intron_variant			PGM5			G			A			0.70			0.05			0.65


			NC_010443.5			221805587			intron_variant			PGM5			C			A			0.55			0.00


			NC_010443.5			221808908			intron_variant			PGM5			A			G			0.68			0.03			0.65


			NC_010443.5			221808998			intron_variant			PGM5			A			G			0.73			0.08			0.64


			NC_010443.5			221809097			intron_variant			PGM5			T			G			0.72			0.06			0.66


			NC_010443.5			221809125			intron_variant			PGM5			C			G			0.88			0.06			0.83


			NC_010443.5			221809738			intron_variant			PGM5			A			G			0.88			0.08			0.80


			NC_010443.5			221809772			intron_variant			PGM5			T			C			0.89			0.11			0.79


			NC_010443.5			221810825			intron_variant			PGM5			A			G			0.91			0.11			0.80


			NC_010443.5			221811013			intron_variant			PGM5			A			G			0.90			0.05			0.85


			NC_010443.5			221811132			intron_variant			PGM5			C			G			0.91			0.09			0.83


			NC_010443.5			221812180			intron_variant			PGM5			C			A			0.07			0.84			0.77


			NC_010443.5			221812410			intron_variant			PGM5			G			A			0.65			0.11			0.54


			NC_010443.5			221812416			intron_variant			PGM5			T			A			0.74			0.08			0.66


			NC_010443.5			221812563			intron_variant			PGM5			T			C			0.77			0.08			0.69


			NC_010443.5			221812597			intron_variant			PGM5			C			A			0.77			0.05			0.72


			NC_010443.5			221812962			intron_variant			PGM5			G			A			0.01			0.61			0.59


			NC_010443.5			221813201			intron_variant			PGM5			C			A			0.90			0.08			0.82


			NC_010443.5			221813732			intron_variant			PGM5			A			G			0.89			0.08			0.81


			NC_010443.5			221814248			intron_variant			PGM5			A			C			0.93			0.08			0.85


			NC_010443.5			221814479			intron_variant			PGM5			T			C			0.90			0.11			0.79


			NC_010443.5			221814719			intron_variant			PGM5			T			C			0.76			0.11			0.66


			NC_010443.5			221816343			intron_variant			PGM5			C			T			0.90			0.11			0.79


			NC_010443.5			221817216			intron_variant			PGM5			A			G			0.89			0.13			0.76


			NC_010443.5			221817218			intron_variant			PGM5			G			C			0.89			0.13			0.76


			NC_010443.5			221817417			intron_variant			PGM5			A			G			0.91			0.11			0.80


			NC_010443.5			221817665			intron_variant			PGM5			A			G			0.91			0.08			0.83


			NC_010443.5			221818210			intron_variant			PGM5			G			A			0.88			0.08			0.80


			NC_010443.5			221818414			intron_variant			PGM5			C			A			0.88			0.13			0.75


			NC_010443.5			221818539			intron_variant			PGM5			G			A			0.91			0.11			0.80


			NC_010443.5			221818576			intron_variant			PGM5			T			C			0.84			0.08			0.76


			NC_010443.5			221818864			intron_variant			PGM5			T			C			0.82			0.05			0.76


			NC_010443.5			221818898			intron_variant			PGM5			T			C			0.87			0.03			0.84


			NC_010443.5			221819966			intron_variant			PGM5			T			C			0.05			0.73			0.68


			NC_010443.5			221820487			intron_variant			PGM5			G			T			0.57			0.05			0.52


			NC_010443.5			221820715			intron_variant			PGM5			A			G			0.90			0.08			0.81


			NC_010443.5			221820792			intron_variant			PGM5			A			C			0.85			0.08			0.77


			NC_010443.5			221821344			intron_variant			PGM5			T			C			0.88			0.08			0.80


			NC_010443.5			221821564			intron_variant			PGM5			T			C			0.73			0.05			0.68


			NC_010443.5			221821779			intron_variant			PGM5			C			T			0.91			0.08			0.83


			NC_010443.5			221822266			intron_variant			PGM5			C			G			0.56			0.03			0.53


			NC_010443.5			221822475			intron_variant			PGM5			T			G			0.91			0.08			0.83


			NC_010443.5			221822568			intron_variant			PGM5			A			G			0.90			0.05			0.85


			NC_010443.5			221822619			intron_variant			PGM5			C			T			0.07			0.89			0.83


			NC_010443.5			221822660			intron_variant			PGM5			A			G			0.88			0.08			0.80


			NC_010443.5			221822879			intron_variant			PGM5			A			G			0.57			0.03			0.55


			NC_010443.5			221822882			intron_variant			PGM5			G			T			0.56			0.03			0.53


			NC_010443.5			221822944			intron_variant			PGM5			A			G			0.90			0.11			0.79


			NC_010443.5			221823079			intron_variant			PGM5			T			C			0.90			0.05			0.84


			NC_010443.5			221823113			intron_variant			PGM5			T			G			0.88			0.08			0.80


			NC_010443.5			221823200			intron_variant			PGM5			T			C			0.88			0.11			0.77


			NC_010443.5			221823205			intron_variant			PGM5			T			C			0.88			0.11			0.77


			NC_010443.5			221823245			intron_variant			PGM5			C			T			0.73			0.08			0.65


			NC_010443.5			221823246			intron_variant			PGM5			A			G			0.77			0.08			0.69


			NC_010443.5			221823417			intron_variant			PGM5			G			C			0.88			0.06			0.82


			NC_010443.5			221823572			intron_variant			PGM5			A			G			0.09			0.89			0.80


			NC_010443.5			221823723			intron_variant			PGM5			C			T			0.90			0.11			0.80


			NC_010443.5			221823877			intron_variant			PGM5			C			T			0.65			0.11			0.55


			NC_010443.5			221823989			intron_variant			PGM5			T			C			0.86			0.11			0.76


			NC_010443.5			221824199			intron_variant			PGM5			A			G			0.61			0.03			0.58


			NC_010443.5			221824367			intron_variant			PGM5			C			G			0.89			0.08			0.80


			NC_010443.5			221824716			intron_variant			PGM5			G			A			0.08			0.87			0.79


			NC_010443.5			221824914			intron_variant			PGM5			C			T			0.90			0.06			0.84


			NC_010443.5			221824934			intron_variant			PGM5			G			T			0.85			0.06			0.80


			NC_010443.5			221825266			intron_variant			PGM5			C			T			0.09			0.89			0.80


			NC_010443.5			221825574			intron_variant			PGM5			G			A			0.09			0.89			0.80


			NC_010443.5			221826064			intron_variant			PGM5			C			G			0.09			0.92			0.82


			NC_010443.5			221826262			intron_variant			PGM5			A			G			0.88			0.11			0.77


			NC_010443.5			221826338			intron_variant			PGM5			A			G			0.35			1.00			0.65


			NC_010443.5			221826388			intron_variant			PGM5			A			G			0.34			1.00			0.66


			NC_010443.5			221826439			intron_variant			PGM5			G			A			0.33			1.00			0.67


			NC_010443.5			221826468			intron_variant			PGM5			A			G			0.35			1.00			0.65


			NC_010443.5			221826488			intron_variant			PGM5			C			T			0.29			1.00			0.71


			NC_010443.5			221826521			intron_variant			PGM5			A			G			0.32			1.00			0.68


			NC_010443.5			221826547			intron_variant			PGM5			C			G			0.29			1.00			0.71


			NC_010443.5			221826565			intron_variant			PGM5			G			A			0.27			1.00			0.73


			NC_010443.5			221826926			intron_variant			PGM5			A			G			0.41			1.00			0.59


			NC_010443.5			221827022			intron_variant			PGM5			C			T			0.42			1.00			0.58


			NC_010443.5			221827296			intron_variant			PGM5			C			T			0.09			0.91			0.82


			NC_010443.5			221827483			intron_variant			PGM5			G			A			0.43			1.00			0.57


			NC_010443.5			221827685			intron_variant			PGM5			C			T			0.07			0.89			0.82


			NC_010443.5			221827706			intron_variant			PGM5			A			G			0.43			1.00			0.57


			NC_010443.5			221827743			intron_variant			PGM5			T			C			0.40			1.00			0.60


			NC_010443.5			221827877			intron_variant			PGM5			G			A			0.07			0.84			0.77


			NC_010443.5			221828075			intron_variant			PGM5			A			G			0.44			1.00			0.56


			NC_010443.5			221828089			intron_variant			PGM5			C			T			0.42			1.00			0.58


			NC_010443.5			221828113			intron_variant			PGM5			T			C			0.43			1.00			0.57


			NC_010443.5			221828239			intron_variant			PGM5			T			C			0.42			1.00			0.58


			NC_010443.5			221828428			intron_variant			PGM5			T			C			0.90			0.05			0.85


			NC_010443.5			221828676			intron_variant			PGM5			C			T			0.08			0.89			0.82


			NC_010443.5			221828678			intron_variant			PGM5			A			T			0.08			0.89			0.82


			NC_010443.5			221829350			intron_variant			PGM5			G			A			0.08			0.87			0.79


			NC_010443.5			221829552			intron_variant			PGM5			G			A			0.09			0.89			0.80


			NC_010443.5			221830022			intron_variant			PGM5			C			T			0.33			0.87			0.54


			NC_010443.5			221830089			intron_variant			PGM5			T			C			0.33			0.87			0.54


			NC_010443.5			221830166			intron_variant			PGM5			C			T			0.40			0.92			0.52


			NC_010443.5			221830208			intron_variant			PGM5			T			G			0.30			0.92			0.63


			NC_010443.5			221830224			intron_variant			PGM5			C			T			0.31			0.92			0.61


			NC_010443.5			221830330			intron_variant			PGM5			A			G			0.34			0.87			0.53


			NC_010443.5			221830331			intron_variant			PGM5			T			G			0.34			0.87			0.53


			NC_010443.5			221830572			intron_variant			PGM5			T			G			0.28			0.89			0.61


			NC_010443.5			221830839			intron_variant			PGM5			T			G			0.26			0.93			0.67


			NC_010443.5			221805851			intron_variant			PGM5			C			G			0.56			0.00


			NC_010443.5			221830899			intron_variant			PGM5			G			A			0.26			0.97			0.71


			NC_010443.5			221830927			intron_variant			PGM5			G			A			0.24			1.00			0.76


			NC_010443.5			221831021			intron_variant			PGM5			C			T			0.59			0.06			0.53


			NC_010443.5			221831250			intron_variant			PGM5			A			G			0.37			0.95			0.58


			NC_010443.5			221831262			intron_variant			PGM5			G			A			0.06			0.94			0.88


			NC_010443.5			221832028			intron_variant			PGM5			G			A			0.08			0.87			0.79


			NC_010443.5			221832704			intron_variant			PGM5			T			C			0.11			0.87			0.76


			NC_010443.5			221833147			intron_variant			PGM5			A			G			0.08			0.87			0.79


			NC_010443.5			221833331			intron_variant			PGM5			A			G			0.06			0.89			0.84


			NC_010443.5			221806407			intron_variant			PGM5			T			G			0.52			0.00


			NC_010443.5			221834497			intron_variant			PGM5			G			A			0.02			0.97			0.94


			NC_010443.5			221834524			intron_variant			PGM5			A			G			0.04			0.91			0.87


			NC_010443.5			221835487			intron_variant			PGM5			G			A			0.09			0.87			0.78


			NC_010443.5			221835853			intron_variant			PGM5			T			G			0.07			0.97			0.91


			NC_010443.5			221836047			intron_variant			PGM5			C			T			0.07			0.97			0.90


			NC_010449.5			19639842			3_prime_UTR_variant			RIPOR2			A			C			0.94			0.29			0.65


			NC_010443.5			240830208			intergenic_region			COL15A1-TGFBR1			A			G			0.89			0.37			0.52


			NC_010443.5			221806863			intron_variant			PGM5			A			T			0.55			0.00


			NC_010443.5			221808848			intron_variant			PGM5			C			G			0.68			0.00


			NC_010443.5			221830888			intron_variant			PGM5			A			G			0.64			0.00


			NC_010443.5			221834477			intron_variant			PGM5			T			C			0.79			0.00


			NC_010443.5			240830485			intergenic_region			COL15A1-TGFBR1			A			G			0.84			0.00


			NC_010443.5			240830521			intergenic_region			COL15A1-TGFBR1			T			G			0.85			0.00


			NC_010443.5			240830524			intergenic_region			COL15A1-TGFBR1			A			G			0.84			0.00


			NC_010443.5			240830526			intergenic_region			COL15A1-TGFBR1			T			A			0.84			0.00


			NC_010443.5			240830578			intergenic_region			COL15A1-TGFBR1			G			A			0.77			0.00


			NC_010443.5			240830592			intergenic_region			COL15A1-TGFBR1			T			C			0.80			0.00


			NC_010443.5			240830644			intergenic_region			COL15A1-TGFBR1			A			T			0.76			0.00


			NC_010443.5			240830808			intergenic_region			COL15A1-TGFBR1			A			G			0.80			0.00


			NC_010443.5			240830814			intergenic_region			COL15A1-TGFBR1			G			A			0.54			0.00


			NC_010443.5			240830995			intergenic_region			COL15A1-TGFBR1			G			A			0.51			0.00


			NC_010443.5			240831107			intergenic_region			COL15A1-TGFBR1			C			T			0.79			0.00


			NC_010443.5			240831229			intergenic_region			COL15A1-TGFBR1			C			T			0.79			0.00


			NC_010443.5			240831230			intergenic_region			COL15A1-TGFBR1			T			G			0.79			0.00


			NC_010443.5			240831231			intergenic_region			COL15A1-TGFBR1			A			G			0.79			0.00


			NC_010443.5			240831266			intergenic_region			COL15A1-TGFBR1			C			G			0.79			0.00


			NC_010443.5			240831308			intergenic_region			COL15A1-TGFBR1			C			T			0.52			0.00


			NC_010443.5			240831402			intergenic_region			COL15A1-TGFBR1			C			A			0.84			0.00


			NC_010443.5			240832617			intergenic_region			COL15A1-TGFBR1			A			G			0.66			0.03			0.63


			NC_010443.5			240832661			intergenic_region			COL15A1-TGFBR1			A			G			0.67			0.03			0.64


			NC_010443.5			240833251			intergenic_region			COL15A1-TGFBR1			C			T			0.64			0.03			0.61


			NC_010443.5			240833464			intergenic_region			COL15A1-TGFBR1			C			T			0.74			0.03			0.72


			NC_010443.5			240833490			intergenic_region			COL15A1-TGFBR1			A			T			0.71			0.03			0.69


			NC_010443.5			240831435			intergenic_region			COL15A1-TGFBR1			A			G			0.81			0.00


			NC_010443.5			240833621			intergenic_region			COL15A1-TGFBR1			G			A			0.73			0.03			0.70


			NC_010443.5			240833997			intergenic_region			COL15A1-TGFBR1			A			C			0.67			0.03			0.65


			NC_010443.5			240834043			intergenic_region			COL15A1-TGFBR1			A			G			0.71			0.03			0.68


			NC_010443.5			240834136			intergenic_region			COL15A1-TGFBR1			T			G			0.60			0.03			0.57


			NC_010443.5			240834351			intergenic_region			COL15A1-TGFBR1			T			G			0.66			0.03			0.63


			NC_010443.5			240834352			intergenic_region			COL15A1-TGFBR1			T			C			0.66			0.03			0.63


			NC_010443.5			240831624			intergenic_region			COL15A1-TGFBR1			A			C			0.67			0.00


			NC_010443.5			240831650			intergenic_region			COL15A1-TGFBR1			T			C			0.78			0.00


			NC_010443.5			240831675			intergenic_region			COL15A1-TGFBR1			T			A			0.77			0.00


			NC_010443.5			240833510			intergenic_region			COL15A1-TGFBR1			A			T			0.55			0.00


			NC_010443.5			240834763			intergenic_region			COL15A1-TGFBR1			G			A			0.65			0.00


			NC_010443.5			240834947			intergenic_region			COL15A1-TGFBR1			G			C			0.64			0.00


			NC_010443.5			240835016			intergenic_region			COL15A1-TGFBR1			T			G			0.63			0.00


			NC_010443.5			240835055			intergenic_region			COL15A1-TGFBR1			A			T			0.66			0.00


			NC_010443.5			240835119			intergenic_region			COL15A1-TGFBR1			C			T			0.68			0.00


			NC_010443.5			240835125			intergenic_region			COL15A1-TGFBR1			T			G			0.68			0.00


			NC_010443.5			240835217			intergenic_region			COL15A1-TGFBR1			T			C			0.68			0.00


			NC_010443.5			240835347			intergenic_region			COL15A1-TGFBR1			C			T			0.68			0.00


			NC_010443.5			240835431			intergenic_region			COL15A1-TGFBR1			A			G			0.68			0.00


			NC_010443.5			240836766			intergenic_region			COL15A1-TGFBR1			A			G			0.67			0.03			0.65


			NC_010443.5			240835482			intergenic_region			COL15A1-TGFBR1			C			T			0.63			0.00


			NC_010443.5			240835527			intergenic_region			COL15A1-TGFBR1			G			A			0.51			0.00


			NC_010443.5			240837194			intergenic_region			COL15A1-TGFBR1			T			C			0.67			0.03			0.64


			NC_010443.5			240835625			intergenic_region			COL15A1-TGFBR1			A			G			0.65			0.00


			NC_010443.5			240838018			intergenic_region			COL15A1-TGFBR1			T			C			0.68			0.03			0.66


			NC_010443.5			240838019			intergenic_region			COL15A1-TGFBR1			C			T			0.68			0.03			0.66


			NC_010443.5			240835811			intergenic_region			COL15A1-TGFBR1			A			T			0.67			0.00


			NC_010443.5			240837026			intergenic_region			COL15A1-TGFBR1			T			C			0.51			0.00


			NC_010443.5			240837042			intergenic_region			COL15A1-TGFBR1			T			C			0.52			0.00


			NC_010443.5			240837576			intergenic_region			COL15A1-TGFBR1			G			A			0.57			0.00


			NC_010443.5			240838094			intergenic_region			COL15A1-TGFBR1			C			G			0.59			0.00


			NC_010443.5			240838111			intergenic_region			COL15A1-TGFBR1			T			A			0.58			0.00


			NC_010443.5			240838370			intergenic_region			COL15A1-TGFBR1			A			C			0.52			0.00


			NC_010443.5			240838373			intergenic_region			COL15A1-TGFBR1			A			C			0.56			0.00


			NC_010443.5			240838581			intergenic_region			COL15A1-TGFBR1			G			A			0.60			0.00


			NC_010443.5			240839077			intergenic_region			COL15A1-TGFBR1			T			C			0.60			0.00


			NC_010443.5			240840140			intergenic_region			COL15A1-TGFBR1			G			A			0.67			0.03			0.64


			NC_010443.5			240840565			intergenic_region			COL15A1-TGFBR1			T			C			0.65			0.03			0.62


			NC_010443.5			240839274			intergenic_region			COL15A1-TGFBR1			G			A			0.53			0.00


			NC_010443.5			240839398			intergenic_region			COL15A1-TGFBR1			T			C			0.52			0.00


			NC_010449.5			19699235			5_prime_UTR_variant			RIPOR2			A			C			0.94			0.26			0.68


			NC_010449.5			19704526			upstream_gene_variant			RIPOR2			T			C			0.94			0.26			0.68


			NC_010449.5			19744719			upstream_gene_variant			RIPOR2			A			T			0.94			0.25			0.69


			NC_010443.5			240839409			intergenic_region			COL15A1-TGFBR1			A			T			0.52			0.00


			NC_010452.4			8335545			upstream_gene_variant			TGFB2			T			C			0.94			0.26			0.68


			NC_010452.4			8338059			5_prime_UTR_premature_start_codon_gain_variant			TGFB2			C			T			0.94			0.29			0.65


			NC_010443.5			240839637			intergenic_region			COL15A1-TGFBR1			T			C			0.55			0.00


			NC_010443.5			240843481			intron_variant			TGFBR1			T			A			0.90			0.15			0.76


			NC_010443.5			240843591			intron_variant			TGFBR1			T			C			0.88			0.09			0.80


			NC_010443.5			240844435			intron_variant			TGFBR1			T			C			0.91			0.11			0.80


			NC_010443.5			240841417			intergenic_region			COL15A1-TGFBR1			C			A			0.58			0.00


			NC_010443.5			240841656			intergenic_region			COL15A1-TGFBR1			C			G			0.60			0.00


			NC_010443.5			240845109			intron_variant			TGFBR1			T			C			0.88			0.11			0.78


			NC_010443.5			240842119			upstream_gene_variant			TGFBR1			C			T			0.81			0.00


			NC_010443.5			240843158			intron_variant			TGFBR1			G			T			0.51			0.00


			NC_010443.5			240844540			intron_variant			TGFBR1			C			T			0.55			0.00


			NC_010443.5			240844559			intron_variant			TGFBR1			G			T			0.53			0.00


			NC_010443.5			240845182			intron_variant			TGFBR1			C			T			0.53			0.00


			NC_010443.5			240845240			intron_variant			TGFBR1			C			T			0.55			0.00


			NC_010443.5			240846514			intron_variant			TGFBR1			C			G			0.87			0.11			0.76


			NC_010443.5			240846020			intron_variant			TGFBR1			G			T			0.52			0.00


			NC_010443.5			240846364			intron_variant			TGFBR1			A			G			0.52			0.00


			NC_010443.5			240846438			intron_variant			TGFBR1			C			T			0.54			0.00


			NC_010443.5			240847560			intron_variant			TGFBR1			C			T			0.10			0.89			0.79


			NC_010443.5			240846472			intron_variant			TGFBR1			G			C			0.52			0.00


			NC_010443.5			240846929			intron_variant			TGFBR1			A			G			0.53			0.00


			NC_010443.5			240847383			intron_variant			TGFBR1			C			T			0.55			0.00


			NC_010443.5			240847534			intron_variant			TGFBR1			G			A			0.53			0.00


			NC_010443.5			240847656			intron_variant			TGFBR1			T			A			0.53			0.00


			NC_010443.5			240847661			intron_variant			TGFBR1			C			T			0.53			0.00


			NC_010443.5			240847682			intron_variant			TGFBR1			C			T			0.51			0.00


			NC_010443.5			240847685			intron_variant			TGFBR1			C			T			0.51			0.00


			NC_010443.5			240848672			intron_variant			TGFBR1			C			T			0.09			0.95			0.86


			NC_010443.5			240847725			intron_variant			TGFBR1			C			T			0.52			0.00


			NC_010443.5			240849753			intron_variant			TGFBR1			C			T			0.84			0.08			0.76


			NC_010443.5			240853167			intron_variant			TGFBR1			A			G			0.99			0.14			0.85


			NC_010457.5			73665049			upstream_gene_variant			XIRP2			T			C			0.94			0.11			0.83


			NC_010443.5			240862279			intron_variant			TGFBR1			C			T			0.79			0.11			0.68


			NC_010443.5			240847997			intron_variant			TGFBR1			G			A			0.52			0.00


			NC_010443.5			240875476			intron_variant			TGFBR1			C			T			0.88			0.05			0.82


			NC_010458.4			39369194			upstream_gene_variant			PDE4D			C			T			0.94			0.11			0.83


			NC_010458.4			39370044			upstream_gene_variant			PDE4D			A			G			0.94			0.11			0.83


			NC_010443.5			268310889			intron_variant			ENG			C			T			0.91			0.16			0.76


			NC_010443.5			268311109			intron_variant			ENG			C			G			0.70			0.03			0.67


			NC_010443.5			240848046			intron_variant			TGFBR1			G			A			0.53			0.00


			NC_010443.5			268312053			intron_variant			ENG			A			G			0.05			0.78			0.73


			NC_010443.5			268312607			intron_variant			ENG			C			T			0.97			0.39			0.58


			NC_010443.5			268312994			intron_variant			ENG			C			T			0.96			0.18			0.78


			NC_010443.5			240848562			intron_variant			TGFBR1			C			G			0.55			0.00


			NC_010443.5			268313983			intron_variant			ENG			G			C			0.53			0.03			0.50


			NC_010443.5			268314532			intron_variant			ENG			G			T			0.98			0.21			0.77


			NC_010443.5			268314533			intron_variant			ENG			C			T			0.87			0.21			0.66


			NC_010443.5			268314750			intron_variant			ENG			G			T			0.66			0.03			0.64


			NC_010443.5			268316649			intron_variant			ENG			A			T			0.75			0.18			0.57


			NC_010443.5			268316724			intron_variant			ENG			T			C			0.77			0.17			0.60


			NC_010443.5			268316822			intron_variant			ENG			C			G			0.75			0.14			0.61


			NC_010443.5			268318688			intron_variant			ENG			G			A			0.91			0.36			0.55


			NC_010443.5			268318740			intron_variant			ENG			C			T			0.88			0.11			0.77


			NC_010443.5			268318844			intron_variant			ENG			C			G			0.96			0.28			0.68


			NC_010443.5			268318856			intron_variant			ENG			T			C			0.78			0.14			0.64


			NC_010443.5			268318869			intron_variant			ENG			T			C			0.95			0.26			0.68


			NC_010443.5			268319076			intron_variant			ENG			A			G			0.92			0.11			0.82


			NC_010443.5			268319808			intron_variant			ENG			C			T			0.93			0.13			0.80


			NC_010443.5			268319822			intron_variant			ENG			A			T			0.88			0.13			0.75


			NC_010443.5			268319866			intron_variant			ENG			T			A			0.92			0.13			0.79


			NC_010443.5			268320092			intron_variant			ENG			T			C			0.94			0.32			0.63


			NC_010443.5			268321846			intron_variant			ENG			C			G			0.74			0.21			0.54


			NC_010443.5			268322216			intron_variant			ENG			A			G			0.70			0.09			0.61


			NC_010443.5			268322627			intron_variant			ENG			T			C			0.84			0.11			0.73


			NC_010443.5			268326641			intron_variant			ENG			C			A			0.85			0.08			0.76


			NC_010443.5			268326874			intron_variant			ENG			C			T			0.82			0.13			0.69


			NC_010443.5			268327473			intron_variant			ENG			A			G			0.66			0.03			0.63


			NC_010443.5			268329566			intron_variant			ENG			G			T			0.94			0.22			0.72


			NC_010443.5			268329615			intron_variant			ENG			C			T			0.03			0.66			0.62


			NC_010443.5			268329635			intron_variant			ENG			A			G			0.68			0.11			0.57


			NC_010443.5			268329832			intron_variant			ENG			G			C			0.95			0.33			0.62


			NC_010443.5			268330191			intron_variant			ENG			G			A			0.08			0.64			0.56


			NC_010443.5			268330859			intron_variant			ENG			A			G			0.95			0.29			0.67


			NC_010443.5			268331234			intron_variant			ENG			T			C			0.96			0.32			0.63


			NC_010443.5			268331369			intron_variant			ENG			T			C			0.94			0.12			0.82


			NC_010443.5			268331886			intron_variant			ENG			C			G			0.96			0.34			0.62


			NC_010443.5			268331899			intron_variant			ENG			A			G			0.95			0.37			0.59


			NC_010443.5			268332299			intron_variant			ENG			A			G			0.96			0.39			0.57


			NC_010443.5			268332709			intron_variant			ENG			A			C			0.95			0.39			0.56


			NC_010443.5			268333038			intron_variant			ENG			G			A			0.65			0.11			0.54


			NC_010443.5			268333213			intron_variant			ENG			C			T			0.83			0.32			0.51


			NC_010443.5			268333273			intron_variant			ENG			T			C			0.96			0.39			0.57


			NC_010443.5			268333438			intron_variant			ENG			T			C			0.79			0.24			0.55


			NC_010443.5			268333571			intron_variant			ENG			C			G			0.88			0.32			0.57


			NC_010443.5			268334454			intron_variant			ENG			T			C			0.96			0.44			0.52


			NC_010443.5			268334856			intron_variant			ENG			A			G			0.89			0.25			0.64


			NC_010443.5			268334903			intron_variant			ENG			G			T			0.88			0.21			0.67


			NC_010443.5			268336889			intron_variant			ENG			G			A			0.04			0.63			0.60


			NC_010443.5			268336890			intron_variant			ENG			A			C			0.08			0.70			0.62


			NC_010443.5			268337558			intron_variant			ENG			A			G			0.06			0.58			0.52


			NC_010443.5			268337737			intron_variant			ENG			A			T			0.05			0.58			0.54


			NC_010443.5			268337855			intron_variant			ENG			A			C			0.14			0.64			0.50


			NC_010443.5			268337873			intron_variant			ENG			A			T			0.06			0.61			0.55


			NC_010443.5			268337883			intron_variant			ENG			G			A			0.06			0.61			0.55


			NC_010443.5			268337902			intron_variant			ENG			C			T			0.07			0.61			0.54


			NC_010443.5			268337938			intron_variant			ENG			A			T			0.07			0.69			0.62


			NC_010443.5			268338185			intron_variant			ENG			C			T			0.03			0.55			0.52


			NC_010443.5			268338215			intron_variant			ENG			G			A			0.10			0.61			0.50


			NC_010443.5			268338240			intron_variant			ENG			G			T			0.02			0.64			0.62


			NC_010443.5			268338248			intron_variant			ENG			A			G			0.02			0.61			0.58


			NC_010443.5			268338276			intron_variant			ENG			A			G			0.12			0.66			0.54


			NC_010443.5			268338691			intron_variant			ENG			G			T			0.09			0.61			0.51


			NC_010443.5			268339053			intron_variant			ENG			C			T			0.07			0.66			0.59


			NC_010443.5			268339168			intron_variant			ENG			C			T			0.16			0.68			0.52


			NC_010443.5			268339435			intron_variant			ENG			T			G			0.13			0.75			0.62


			NC_010443.5			268339565			intron_variant			ENG			C			T			0.12			0.64			0.52


			NC_010443.5			268339582			intron_variant			ENG			A			G			0.85			0.12			0.73


			NC_010443.5			268339611			intron_variant			ENG			T			C			0.86			0.08			0.77


			NC_010443.5			268339632			intron_variant			ENG			C			G			0.13			0.75			0.62


			NC_010443.5			268339645			intron_variant			ENG			A			G			0.95			0.13			0.81


			NC_010443.5			268339669			intron_variant			ENG			T			C			0.69			0.05			0.64


			NC_010443.5			268339738			intron_variant			ENG			T			C			0.94			0.12			0.82


			NC_010443.5			268339792			intron_variant			ENG			C			T			0.92			0.11			0.81


			NC_010443.5			268339816			intron_variant			ENG			C			A			0.92			0.06			0.86


			NC_010443.5			268339833			intron_variant			ENG			A			T			0.96			0.06			0.90


			NC_010443.5			268339877			intron_variant			ENG			C			T			0.72			0.08			0.64


			NC_010443.5			268339930			intron_variant			ENG			C			T			0.03			0.58			0.54


			NC_010443.5			268340187			intron_variant			ENG			T			C			0.78			0.16			0.62


			NC_010443.5			268340259			intron_variant			ENG			T			C			0.77			0.13			0.64


			NC_010443.5			268340285			intron_variant			ENG			A			T			0.95			0.16			0.80


			NC_010443.5			268340339			intron_variant			ENG			T			C			0.90			0.11			0.79


			NC_010443.5			268340383			intron_variant			ENG			G			A			0.88			0.05			0.83


			NC_010443.5			268340505			intron_variant			ENG			T			C			0.74			0.11			0.63


			NC_010443.5			268340554			intron_variant			ENG			T			A			0.94			0.18			0.75


			NC_010443.5			268340592			intron_variant			ENG			A			G			0.95			0.08			0.87


			NC_010443.5			268340629			intron_variant			ENG			A			G			0.96			0.17			0.80


			NC_010443.5			268340726			intron_variant			ENG			T			C			0.85			0.15			0.70


			NC_010443.5			268340734			intron_variant			ENG			C			T			0.85			0.13			0.73


			NC_010443.5			268340736			intron_variant			ENG			G			A			0.77			0.13			0.64


			NC_010443.5			268340747			intron_variant			ENG			T			C			0.85			0.11			0.74


			NC_010443.5			268340823			intron_variant			ENG			T			C			0.95			0.27			0.68


			NC_010443.5			268340854			intron_variant			ENG			C			T			0.95			0.19			0.75


			NC_010443.5			268341018			intron_variant			ENG			G			A			0.85			0.14			0.71


			NC_010443.5			268341151			intron_variant			ENG			A			G			0.95			0.19			0.76


			NC_010443.5			268341193			intron_variant			ENG			C			A			0.95			0.24			0.72


			NC_010443.5			268341263			intron_variant			ENG			A			G			0.82			0.21			0.61


			NC_010443.5			268341319			intron_variant			ENG			C			G			0.95			0.11			0.85


			NC_010443.5			268341351			intron_variant			ENG			C			T			0.86			0.11			0.76


			NC_010443.5			268341366			intron_variant			ENG			G			A			0.74			0.11			0.64


			NC_010443.5			268341372			intron_variant			ENG			A			G			0.88			0.11			0.78


			NC_010443.5			268341431			intron_variant			ENG			T			C			0.89			0.24			0.65


			NC_010443.5			268341460			intron_variant			ENG			G			A			0.71			0.13			0.58


			NC_010443.5			268341604			intron_variant			ENG			A			C			0.90			0.24			0.67


			NC_010443.5			268341826			intron_variant			ENG			G			T			0.85			0.24			0.61


			NC_010443.5			268341839			intron_variant			ENG			G			A			0.74			0.21			0.53


			NC_010443.5			268342076			intron_variant			ENG			A			G			0.78			0.16			0.62


			NC_010443.5			268342536			intron_variant			ENG			C			T			0.94			0.16			0.78


			NC_010443.5			268342543			intron_variant			ENG			G			A			0.94			0.13			0.80


			NC_010443.5			268342590			intron_variant			ENG			A			G			0.94			0.36			0.57


			NC_010443.5			268342643			intron_variant			ENG			T			C			0.97			0.25			0.72


			NC_010443.5			268342708			intron_variant			ENG			T			C			0.72			0.08			0.63


			NC_010443.5			268342716			intron_variant			ENG			G			T			0.74			0.08			0.65


			NC_010443.5			268343146			intron_variant			ENG			C			T			0.99			0.33			0.65


			NC_010443.5			268343374			intron_variant			ENG			T			C			0.04			0.63			0.59


			NC_010459.5			57584595			upstream_gene_variant			BMP7			T			C			0.94			0.29			0.65


			NC_010459.5			57584619			upstream_gene_variant			BMP7			T			C			0.94			0.26			0.68


			NC_010459.5			57584991			3_prime_UTR_variant			BMP7			A			C			0.94			0.24			0.70


			NC_010459.5			57593078			splice_region_variant&intron_variant			BMP7			T			A			0.94			0.21			0.73


			NC_010460.4			19768258			synonymous_variant			FLNC			A			G			0.94			0.03			0.91


			NC_010443.5			268344999			intergenic_region			ENG-AK1			C			T			0.63			0.09			0.54


			NC_010443.5			268345115			intergenic_region			ENG-AK1			G			A			0.60			0.09			0.51


			NC_010443.5			268345117			intergenic_region			ENG-AK1			G			T			0.61			0.08			0.53


			NC_010443.5			268345227			intergenic_region			ENG-AK1			C			T			0.69			0.06			0.63


			NC_010443.5			268345376			intergenic_region			ENG-AK1			T			A			0.90			0.16			0.75


			NC_010443.5			268345558			intergenic_region			ENG-AK1			G			A			0.68			0.03			0.65


			NC_010443.5			268346601			intergenic_region			ENG-AK1			C			T			0.73			0.03			0.70


			NC_010443.5			268346928			intergenic_region			ENG-AK1			G			A			0.58			0.03			0.55


			NC_010443.5			268347014			intergenic_region			ENG-AK1			T			G			0.91			0.09			0.83


			NC_010443.5			240848878			intron_variant			TGFBR1			G			A			0.55			0.00


			NC_010443.5			268347451			intergenic_region			ENG-AK1			C			T			0.79			0.08			0.70


			NC_010443.5			268347494			intergenic_region			ENG-AK1			T			G			0.83			0.13			0.70


			NC_010443.5			268347819			intergenic_region			ENG-AK1			T			C			0.76			0.21			0.55


			NC_010443.5			268347879			intergenic_region			ENG-AK1			A			G			0.90			0.22			0.67


			NC_010443.5			268348100			intergenic_region			ENG-AK1			G			A			0.59			0.03			0.56


			NC_010443.5			268348113			intergenic_region			ENG-AK1			A			G			0.80			0.03			0.77


			NC_010443.5			268348190			intergenic_region			ENG-AK1			T			C			0.87			0.03			0.85


			NC_010443.5			268348194			intergenic_region			ENG-AK1			A			G			0.68			0.03			0.65


			NC_010443.5			268348234			intergenic_region			ENG-AK1			C			G			0.81			0.03			0.78


			NC_010443.5			268348839			intergenic_region			ENG-AK1			C			T			0.55			0.03			0.52


			NC_010443.5			268349096			intergenic_region			ENG-AK1			A			C			0.94			0.16			0.78


			NC_010443.5			268349307			intergenic_region			ENG-AK1			G			A			0.91			0.13			0.78


			NC_010443.5			268349409			intergenic_region			ENG-AK1			A			G			0.93			0.16			0.77


			NC_010443.5			268349488			intergenic_region			ENG-AK1			C			T			0.59			0.03			0.55


			NC_010443.5			268349609			intergenic_region			ENG-AK1			A			T			0.62			0.03			0.59


			NC_010443.5			268349770			intergenic_region			ENG-AK1			T			C			0.91			0.16			0.75


			NC_010443.5			268350109			intergenic_region			ENG-AK1			G			C			0.92			0.13			0.79


			NC_010443.5			268350232			intergenic_region			ENG-AK1			C			A			0.66			0.04			0.63


			NC_010443.5			268350590			intergenic_region			ENG-AK1			C			T			0.70			0.03			0.67


			NC_010443.5			268350774			intergenic_region			ENG-AK1			T			C			0.92			0.18			0.73


			NC_010443.5			268350787			intergenic_region			ENG-AK1			T			C			0.77			0.03			0.75


			NC_010443.5			268351447			intergenic_region			ENG-AK1			T			C			0.82			0.13			0.69


			NC_010443.5			268352280			intergenic_region			ENG-AK1			G			A			0.74			0.08			0.66


			NC_010443.5			268352829			intergenic_region			ENG-AK1			C			G			0.71			0.03			0.68


			NC_010443.5			268352876			intergenic_region			ENG-AK1			T			C			0.85			0.11			0.75


			NC_010443.5			240859344			upstream_gene_variant			TGFBR1			G			A			0.56			0.00


			NC_010443.5			240867978			intron_variant			TGFBR1			G			A			0.53			0.00


			NC_010443.5			268353906			intergenic_region			ENG-AK1			G			C			0.77			0.11			0.66


			NC_010443.5			268353917			intergenic_region			ENG-AK1			T			A			0.54			0.03			0.51


			NC_010460.4			19775321			synonymous_variant			FLNC			A			G			0.94			0.11			0.83


			NC_010448.4			72231643			downstream_gene_variant			TNFRSF1B			T			C			0.94			0.14			0.80


			NC_010449.5			19699245			5_prime_UTR_variant			RIPOR2			T			C			0.94			0.26			0.68


			NC_010443.5			128960185			3_prime_UTR_variant			CAPN3			G			A			0.93			0.05			0.88


			NC_010446.5			117070701			upstream_gene_variant			S1PR1			C			T			0.93			0.11			0.83


			NC_010443.5			268312045			intron_variant			ENG			A			T			0.71			0.00


			NC_010445.4			11869588			splice_region_variant&intron_variant			LOC100620992			G			A			0.93			0.37			0.56


			NC_010446.5			83323813			3_prime_UTR_variant			RCSD1			G			A			0.93			0.16			0.77


			NC_010446.5			115729477			synonymous_variant			COL11A1			G			C			0.93			0.24			0.69


			NC_010443.5			268313496			intron_variant			ENG			C			T			0.58			0.00


			NC_010449.5			19704735			upstream_gene_variant			RIPOR2			A			G			0.93			0.29			0.64


			NC_010449.5			19733509			5_prime_UTR_premature_start_codon_gain_variant			RIPOR2			T			C			0.93			0.32			0.61


			NC_010443.5			268344132			upstream_gene_variant			ENG			T			C			0.63			0.00


			NC_010443.5			271270650			intron_variant			PLPP7			A			G			0.38			0.97			0.60


			NC_010443.5			271270705			intron_variant			PLPP7			G			C			0.17			0.89			0.72


			NC_010443.5			271272553			intron_variant			PLPP7			T			A			0.07			0.81			0.75


			NC_010443.5			271272625			intron_variant			PLPP7			A			G			0.06			0.86			0.80


			NC_010443.5			271272647			intron_variant			PLPP7			T			C			0.06			0.84			0.78


			NC_010443.5			271272665			intron_variant			PLPP7			T			A			0.11			0.89			0.78


			NC_010443.5			271272671			intron_variant			PLPP7			A			G			0.06			0.84			0.78


			NC_010443.5			271272712			intron_variant			PLPP7			A			C			0.07			0.78			0.71


			NC_010443.5			271272744			intron_variant			PLPP7			T			C			0.06			0.78			0.72


			NC_010443.5			271272747			intron_variant			PLPP7			A			G			0.06			0.78			0.72


			NC_010443.5			271272749			intron_variant			PLPP7			A			C			0.06			0.78			0.72


			NC_010443.5			271273090			intron_variant			PLPP7			C			T			0.05			0.58			0.53


			NC_010443.5			271273399			intron_variant			PLPP7			A			G			0.13			0.79			0.66


			NC_010443.5			271293864			intergenic_region			PLPP7-PRRC2B			G			A			0.28			0.97			0.70


			NC_010443.5			271293985			intergenic_region			PLPP7-PRRC2B			C			T			0.32			0.97			0.65


			NC_010443.5			271294173			intergenic_region			PLPP7-PRRC2B			A			G			0.30			0.94			0.64


			NC_010443.5			271294210			intergenic_region			PLPP7-PRRC2B			A			G			0.29			0.97			0.68


			NC_010443.5			271294487			intergenic_region			PLPP7-PRRC2B			C			T			0.05			0.68			0.64


			NC_010443.5			271294940			intergenic_region			PLPP7-PRRC2B			G			T			0.10			0.97			0.87


			NC_010443.5			271295274			intergenic_region			PLPP7-PRRC2B			C			G			0.63			0.09			0.54


			NC_010443.5			271295417			intergenic_region			PLPP7-PRRC2B			C			T			0.05			0.71			0.66


			NC_010443.5			271295617			intergenic_region			PLPP7-PRRC2B			C			T			0.05			0.73			0.68


			NC_010443.5			271295627			intergenic_region			PLPP7-PRRC2B			G			A			0.47			1.00			0.53


			NC_010443.5			271295632			intergenic_region			PLPP7-PRRC2B			G			C			0.03			0.78			0.74


			NC_010443.5			271298874			intergenic_region			PLPP7-PRRC2B			G			A			0.18			0.71			0.53


			NC_010443.5			271299362			intergenic_region			PLPP7-PRRC2B			G			C			0.03			0.68			0.65


			NC_010443.5			271299658			intergenic_region			PLPP7-PRRC2B			T			G			0.24			0.97			0.73


			NC_010443.5			271301494			intergenic_region			PLPP7-PRRC2B			C			A			0.03			0.53			0.51


			NC_010443.5			271301632			intergenic_region			PLPP7-PRRC2B			T			A			0.45			0.97			0.52


			NC_010443.5			271301684			intergenic_region			PLPP7-PRRC2B			G			A			0.08			0.61			0.52


			NC_010443.5			271302497			intergenic_region			PLPP7-PRRC2B			C			T			0.05			0.63			0.59


			NC_010443.5			271303371			intergenic_region			PLPP7-PRRC2B			A			G			0.02			0.53			0.50


			NC_010443.5			271303551			intergenic_region			PLPP7-PRRC2B			G			A			0.03			0.66			0.62


			NC_010443.5			271305263			intergenic_region			PLPP7-PRRC2B			G			C			0.04			0.55			0.51


			NC_010443.5			271305454			intergenic_region			PLPP7-PRRC2B			A			G			0.10			0.79			0.69


			NC_010443.5			271305498			intergenic_region			PLPP7-PRRC2B			G			A			0.15			0.84			0.70


			NC_010443.5			271315524			intergenic_region			PLPP7-PRRC2B			T			C			0.32			0.88			0.57


			NC_010443.5			271318026			intergenic_region			PLPP7-PRRC2B			T			C			0.01			0.64			0.63


			NC_010443.5			271318103			intergenic_region			PLPP7-PRRC2B			T			G			0.06			0.79			0.73


			NC_010443.5			271318127			intergenic_region			PLPP7-PRRC2B			A			T			0.06			0.73			0.68


			NC_010443.5			271318184			intergenic_region			PLPP7-PRRC2B			G			T			0.05			0.75			0.70


			NC_010443.5			271318186			intergenic_region			PLPP7-PRRC2B			T			C			0.05			0.75			0.70


			NC_010443.5			271318218			intergenic_region			PLPP7-PRRC2B			G			T			0.05			0.71			0.66


			NC_010443.5			271318248			intergenic_region			PLPP7-PRRC2B			C			T			0.06			0.61			0.55


			NC_010443.5			271319508			intergenic_region			PLPP7-PRRC2B			G			A			0.03			0.82			0.79


			NC_010443.5			271320025			intergenic_region			PLPP7-PRRC2B			T			C			0.06			0.76			0.71


			NC_010443.5			271320349			intergenic_region			PLPP7-PRRC2B			C			T			0.08			0.78			0.70


			NC_010443.5			271320442			intergenic_region			PLPP7-PRRC2B			T			C			0.05			0.76			0.72


			NC_010443.5			271320447			intergenic_region			PLPP7-PRRC2B			A			G			0.17			0.76			0.59


			NC_010443.5			268344138			upstream_gene_variant			ENG			C			G			0.62			0.00


			NC_010443.5			271328009			intergenic_region			PLPP7-PRRC2B			A			G			0.05			0.83			0.79


			NC_010443.5			271328015			intergenic_region			PLPP7-PRRC2B			G			A			0.05			0.83			0.79


			NC_010443.5			271328366			intergenic_region			PLPP7-PRRC2B			C			G			0.03			0.84			0.81


			NC_010443.5			271328767			intergenic_region			PLPP7-PRRC2B			A			C			0.05			0.79			0.74


			NC_010443.5			271328946			intergenic_region			PLPP7-PRRC2B			A			G			0.08			0.97			0.89


			NC_010443.5			271328972			intergenic_region			PLPP7-PRRC2B			C			T			0.06			0.81			0.75


			NC_010443.5			271331638			intergenic_region			PLPP7-PRRC2B			C			T			0.05			0.75			0.70


			NC_010443.5			271331677			intergenic_region			PLPP7-PRRC2B			A			C			0.02			0.75			0.73


			NC_010443.5			271331769			intergenic_region			PLPP7-PRRC2B			C			A			0.03			0.81			0.77


			NC_010443.5			271331786			intergenic_region			PLPP7-PRRC2B			G			A			0.05			0.74			0.69


			NC_010443.5			271334230			intergenic_region			PLPP7-PRRC2B			T			C			0.04			0.84			0.81


			NC_010451.4			57150509			3_prime_UTR_variant			ADAMTS15			G			A			0.93			0.22			0.71


			NC_010443.5			273102545			intron_variant			MYMK			A			G			0.82			0.18			0.63


			NC_010443.5			273102555			intron_variant			MYMK			T			C			0.84			0.18			0.66


			NC_010443.5			273102641			intron_variant			MYMK			T			C			0.88			0.22			0.66


			NC_010443.5			273102798			intron_variant			MYMK			A			G			0.90			0.22			0.67


			NC_010443.5			273103922			intron_variant			MYMK			T			C			0.88			0.19			0.69


			NC_010443.5			268344431			upstream_gene_variant			ENG			G			A			0.59			0.00


			NC_010443.5			273105740			intron_variant			MYMK			A			G			0.79			0.17			0.63


			NC_010443.5			273105917			intron_variant			MYMK			T			C			0.59			0.06			0.53


			NC_010443.5			273106724			intron_variant			MYMK			C			T			0.86			0.18			0.67


			NC_010443.5			273106727			intron_variant			MYMK			T			C			0.54			0.03			0.51


			NC_010443.5			273107010			intron_variant			MYMK			A			G			0.92			0.21			0.71


			NC_010443.5			273107117			intron_variant			MYMK			C			T			0.85			0.18			0.66


			NC_010443.5			273107246			intron_variant			MYMK			A			G			0.88			0.05			0.83


			NC_010443.5			273107270			intron_variant			MYMK			T			C			0.94			0.19			0.74


			NC_010443.5			273107289			intron_variant			MYMK			G			T			0.69			0.08			0.60


			NC_010443.5			273107294			intron_variant			MYMK			C			T			0.88			0.08			0.80


			NC_010443.5			273107325			intron_variant			MYMK			A			G			0.89			0.19			0.70


			NC_010443.5			268344526			upstream_gene_variant			ENG			G			T			0.58			0.00


			NC_010443.5			268347366			intergenic_region			ENG-AK1			C			T			0.54			0.00


			NC_010443.5			268353291			intergenic_region			ENG-AK1			G			A			0.86			0.00


			NC_010451.4			57151172			3_prime_UTR_variant			ADAMTS15			A			G			0.93			0.21			0.72


			NC_010452.4			8335644			upstream_gene_variant			TGFB2			T			C			0.93			0.32			0.61


			NC_010452.4			8335721			upstream_gene_variant			TGFB2			A			G			0.93			0.29			0.64


			NC_010452.4			8392871			downstream_gene_variant			TGFB2			T			A			0.93			0.28			0.65


			NC_010443.5			273116344			intergenic_region			MYMK-ADAMTSL2			T			C			0.87			0.15			0.72


			NC_010443.5			273116624			intergenic_region			MYMK-ADAMTSL2			G			A			0.80			0.13			0.67


			NC_010443.5			273117461			intergenic_region			MYMK-ADAMTSL2			G			A			0.65			0.11			0.54


			NC_010443.5			273117507			intergenic_region			MYMK-ADAMTSL2			C			A			0.84			0.25			0.59


			NC_010443.5			273117593			intergenic_region			MYMK-ADAMTSL2			G			T			0.72			0.12			0.60


			NC_010443.5			273117622			intergenic_region			MYMK-ADAMTSL2			C			T			0.76			0.12			0.65


			NC_010443.5			273117733			intergenic_region			MYMK-ADAMTSL2			A			G			0.76			0.13			0.63


			NC_010443.5			273117797			intergenic_region			MYMK-ADAMTSL2			G			A			0.06			0.82			0.76


			NC_010443.5			273118446			intergenic_region			MYMK-ADAMTSL2			T			G			0.87			0.19			0.67


			NC_010443.5			268353594			intergenic_region			ENG-AK1			C			T			0.82			0.00


			NC_010452.4			8392872			downstream_gene_variant			TGFB2			T			A			0.93			0.28			0.65


			NC_010452.4			8392876			downstream_gene_variant			TGFB2			A			T			0.93			0.28			0.65


			NC_010452.4			8392997			downstream_gene_variant			TGFB2			T			A			0.93			0.29			0.64


			NC_010444.4			5212759			intron_variant			GRK2			A			G			0.71			0.13			0.57


			NC_010452.4			8393011			downstream_gene_variant			TGFB2			T			C			0.93			0.29			0.64


			NC_010444.4			5216738			intron_variant			GRK2			C			G			0.82			0.11			0.72


			NC_010444.4			5217138			intron_variant			GRK2			A			G			0.79			0.06			0.73


			NC_010454.4			18561068			downstream_gene_variant			GJC1			T			G			0.93			0.30			0.63


			NC_010455.5			35567650			upstream_gene_variant			CACNA1D			T			A			0.93			0.32			0.61


			NC_010455.5			64933742			5_prime_UTR_variant			LMCD1			A			C			0.93			0.41			0.52


			NC_010456.5			129667973			synonymous_variant			INPP5F			T			C			0.93			0.16			0.77


			NC_010444.4			5225801			intron_variant			GRK2			C			A			0.91			0.37			0.54


			NC_010457.5			577159			missense_variant			NEB			T			A			0.93			0.31			0.62


			NC_010444.4			5229736			intergenic_region			GRK2-KDM2A			T			C			0.72			0.21			0.51


			NC_010444.4			5229920			intergenic_region			GRK2-KDM2A			G			A			0.86			0.18			0.67


			NC_010444.4			5232522			intergenic_region			GRK2-KDM2A			T			C			0.89			0.29			0.60


			NC_010444.4			5232563			intergenic_region			GRK2-KDM2A			T			C			0.90			0.29			0.62


			NC_010444.4			5233439			intergenic_region			GRK2-KDM2A			A			C			0.85			0.16			0.69


			NC_010444.4			5234326			intergenic_region			GRK2-KDM2A			G			A			0.82			0.08			0.74


			NC_010444.4			5236022			intergenic_region			GRK2-KDM2A			G			A			0.80			0.03			0.77


			NC_010444.4			5236272			intergenic_region			GRK2-KDM2A			C			T			0.84			0.13			0.71


			NC_010444.4			5236288			intergenic_region			GRK2-KDM2A			A			G			0.85			0.13			0.72


			NC_010444.4			5236289			intergenic_region			GRK2-KDM2A			A			T			0.55			0.03			0.52


			NC_010444.4			5236367			intergenic_region			GRK2-KDM2A			C			T			0.86			0.13			0.73


			NC_010444.4			5237414			intergenic_region			GRK2-KDM2A			C			T			0.69			0.03			0.66


			NC_010457.5			33577812			synonymous_variant			MYOM2			C			T			0.93			0.11			0.82


			NC_010457.5			73665217			upstream_gene_variant			XIRP2			A			G			0.93			0.11			0.82


			NC_010458.4			38801566			5_prime_UTR_variant			PDE4D			C			T			0.93			0.13			0.80


			NC_010458.4			39147362			upstream_gene_variant			PDE4D			A			G			0.93			0.11			0.82


			NC_010459.5			49016712			upstream_gene_variant			EYA2			T			C			0.93			0.16			0.77


			NC_010459.5			57584266			upstream_gene_variant			BMP7			T			C			0.93			0.37			0.56


			NC_010459.5			57584633			upstream_gene_variant			BMP7			T			C			0.93			0.28			0.65


			NC_010459.5			57584682			upstream_gene_variant			BMP7			T			G			0.93			0.21			0.72


			NC_010444.4			15248266			intron_variant			MYBPC3			G			A			0.93			0.29			0.64


			NC_010444.4			15249001			intron_variant			MYBPC3			A			G			0.93			0.39			0.54


			NC_010444.4			15249256			intron_variant			MYBPC3			G			A			0.93			0.37			0.56


			NC_010444.4			15249311			intron_variant			MYBPC3			T			A			0.91			0.34			0.56


			NC_010444.4			15253075			intron_variant			MYBPC3			C			A			0.86			0.36			0.50


			NC_010444.4			15253834			intron_variant			MYBPC3			C			T			0.86			0.32			0.54


			NC_010444.4			15254109			intron_variant			MYBPC3			G			T			0.87			0.21			0.66


			NC_010459.5			57584754			upstream_gene_variant			BMP7			T			G			0.93			0.18			0.75


			NC_010444.4			15265310			intron_variant			MYBPC3			G			T			0.69			0.03			0.66


			NC_010444.4			15265867			intron_variant			MYBPC3			A			G			0.85			0.28			0.57


			NC_010459.5			57584814			upstream_gene_variant			BMP7			A			G			0.93			0.21			0.72


			NC_010459.5			57799275			non_coding_transcript_exon_variant			RBM38			T			C			0.93			0.28			0.65


			NC_010459.5			57801296			non_coding_transcript_exon_variant			RBM38			A			G			0.93			0.22			0.71


			NC_010445.4			11653646			3_prime_UTR_variant			GTF2IRD1			G			A			0.93			0.42			0.51


			NC_010446.5			104968070			missense_variant			CASQ2			A			G			0.93			0.03			0.90


			NC_010443.5			271268483			upstream_gene_variant			PLPP7			C			T			0.63			0.00


			NC_010449.5			19729784			synonymous_variant			RIPOR2			A			G			0.93			0.32			0.61


			NC_010444.4			60930653			intron_variant			TMEM38A			G			A			0.69			0.08			0.61


			NC_010444.4			60932223			intron_variant			TMEM38A			T			C			0.83			0.08			0.75


			NC_010444.4			60933173			intron_variant			TMEM38A			T			C			0.72			0.08			0.64


			NC_010444.4			60933611			intron_variant			TMEM38A			A			T			0.95			0.29			0.66


			NC_010444.4			60935803			intron_variant			TMEM38A			T			C			0.70			0.08			0.63


			NC_010444.4			60937423			intron_variant			TMEM38A			T			G			0.81			0.05			0.76


			NC_010444.4			60937427			intron_variant			TMEM38A			A			T			0.82			0.05			0.77


			NC_010444.4			60938093			intron_variant			TMEM38A			C			G			0.59			0.03			0.56


			NC_010444.4			60938448			intron_variant			TMEM38A			C			T			0.61			0.08			0.53


			NC_010444.4			60938868			intron_variant			TMEM38A			C			T			0.94			0.11			0.83


			NC_010444.4			60939056			intron_variant			TMEM38A			T			C			0.60			0.05			0.55


			NC_010444.4			60939118			intron_variant			TMEM38A			G			T			0.65			0.08			0.57


			NC_010444.4			60939178			intron_variant			TMEM38A			A			G			0.65			0.08			0.57


			NC_010444.4			60939433			intron_variant			TMEM38A			G			A			0.62			0.08			0.54


			NC_010444.4			60939624			intron_variant			TMEM38A			T			C			0.70			0.08			0.63


			NC_010444.4			60939730			intron_variant			TMEM38A			T			C			0.74			0.08			0.66


			NC_010444.4			60940488			intron_variant			TMEM38A			C			T			0.65			0.08			0.57


			NC_010444.4			60940538			intron_variant			TMEM38A			G			T			0.03			0.68			0.65


			NC_010444.4			60940620			intron_variant			TMEM38A			C			T			0.65			0.05			0.59


			NC_010444.4			60941135			intron_variant			TMEM38A			A			G			0.95			0.11			0.85


			NC_010444.4			60942449			intron_variant			TMEM38A			T			A			0.65			0.11			0.54


			NC_010444.4			60942591			intron_variant			TMEM38A			G			A			0.65			0.11			0.55


			NC_010444.4			60943149			intron_variant			TMEM38A			A			T			0.62			0.08			0.54


			NC_010443.5			271327999			intergenic_region			PLPP7-PRRC2B			C			A			0.73			0.00


			NC_010444.4			60945048			intron_variant			TMEM38A			A			G			0.69			0.08			0.61


			NC_010444.4			60945609			intron_variant			TMEM38A			G			A			0.62			0.08			0.54


			NC_010444.4			60945687			intron_variant			TMEM38A			C			T			0.80			0.08			0.72


			NC_010444.4			60945848			intron_variant			TMEM38A			C			T			0.65			0.08			0.57


			NC_010444.4			60945854			intron_variant			TMEM38A			C			T			0.73			0.08			0.65


			NC_010444.4			60946096			intron_variant			TMEM38A			C			T			0.63			0.08			0.55


			NC_010444.4			60946321			intron_variant			TMEM38A			C			G			0.64			0.08			0.56


			NC_010444.4			60946912			intron_variant			TMEM38A			T			C			0.76			0.08			0.68


			NC_010444.4			60947678			intron_variant			TMEM38A			G			A			0.63			0.08			0.55


			NC_010444.4			60948784			intron_variant			TMEM38A			A			G			0.70			0.05			0.65


			NC_010443.5			273105626			intron_variant			MYMK			A			T			0.57			0.00


			NC_010444.4			60949061			intron_variant			TMEM38A			A			G			0.93			0.03			0.90


			NC_010444.4			60949303			intron_variant			TMEM38A			G			A			0.59			0.08			0.51


			NC_010443.5			273108151			intron_variant			MYMK			T			C			0.68			0.00


			NC_010443.5			273109236			intron_variant			MYMK			C			T			0.54			0.00


			NC_010444.4			60950316			intron_variant			TMEM38A			T			C			0.78			0.08			0.70


			NC_010444.4			60951026			intron_variant			TMEM38A			C			T			0.64			0.08			0.56


			NC_010444.4			60951080			intron_variant			TMEM38A			T			C			0.63			0.05			0.58


			NC_010444.4			60951753			intron_variant			TMEM38A			G			A			0.62			0.08			0.54


			NC_010444.4			60952025			intron_variant			TMEM38A			A			T			0.59			0.05			0.53


			NC_010444.4			60952596			intron_variant			TMEM38A			T			A			0.61			0.08			0.53


			NC_010444.4			60955149			intron_variant			TMEM38A			A			G			0.83			0.07			0.75


			NC_010444.4			60956934			intron_variant			TMEM38A			A			C			0.95			0.08			0.87


			NC_010444.4			88172645			intron_variant			HOMER1			C			T			0.82			0.29			0.53


			NC_010444.4			88200558			intron_variant			HOMER1			T			G			0.79			0.08			0.71


			NC_010444.4			88206361			intron_variant			HOMER1			G			A			0.93			0.37			0.56


			NC_010444.4			88206745			intron_variant			HOMER1			T			C			0.94			0.39			0.55


			NC_010444.4			88207698			intron_variant			HOMER1			C			A			0.92			0.32			0.59


			NC_010444.4			88207967			intron_variant			HOMER1			G			A			0.96			0.44			0.52


			NC_010444.4			88209064			intron_variant			HOMER1			G			A			0.93			0.36			0.57


			NC_010444.4			88209498			intron_variant			HOMER1			T			G			0.92			0.07			0.85


			NC_010444.4			88209535			intron_variant			HOMER1			T			C			0.72			0.07			0.65


			NC_010444.4			88212216			intron_variant			HOMER1			A			G			0.90			0.36			0.54


			NC_010444.4			88212433			intron_variant			HOMER1			C			T			0.92			0.39			0.52


			NC_010444.4			88213696			intron_variant			HOMER1			A			T			0.93			0.39			0.54


			NC_010444.4			88217062			intron_variant			HOMER1			A			G			0.93			0.42			0.51


			NC_010444.4			88219353			intron_variant			HOMER1			C			T			0.02			0.58			0.56


			NC_010444.4			88223827			intron_variant			HOMER1			G			A			0.61			0.11			0.51


			NC_010444.4			88226746			intron_variant			HOMER1			C			T			0.11			0.79			0.68


			NC_010444.4			88232274			intron_variant			HOMER1			C			T			0.26			0.82			0.56


			NC_010444.4			88234186			intron_variant			HOMER1			T			G			0.73			0.13			0.59


			NC_010444.4			96157800			intron_variant			MEF2C			C			T			0.01			0.53			0.52


			NC_010443.5			273109240			intron_variant			MYMK			C			T			0.54			0.00


			NC_010444.4			96165731			intron_variant			MEF2C			C			T			0.69			0.05			0.64


			NC_010444.4			96167410			intron_variant			MEF2C			T			G			0.67			0.05			0.62


			NC_010444.4			96169558			intron_variant			MEF2C			T			C			0.66			0.12			0.54


			NC_010444.4			96169613			intron_variant			MEF2C			T			G			0.62			0.08			0.54


			NC_010444.4			96177454			intron_variant			MEF2C			T			A			0.94			0.42			0.52


			NC_010444.4			96177487			intron_variant			MEF2C			A			G			0.94			0.39			0.55


			NC_010444.4			96177570			intron_variant			MEF2C			A			G			0.94			0.42			0.52


			NC_010443.5			273112101			upstream_gene_variant			MYMK			G			A			0.53			0.00


			NC_010444.4			96231049			intron_variant			MEF2C			C			T			0.72			0.05			0.67


			NC_010444.4			96232211			intron_variant			MEF2C			C			T			0.68			0.05			0.63


			NC_010444.4			96232556			intron_variant			MEF2C			A			G			0.66			0.03			0.64


			NC_010444.4			96234394			intron_variant			MEF2C			T			G			0.67			0.08			0.60


			NC_010444.4			96234803			intron_variant			MEF2C			G			A			0.61			0.03			0.58


			NC_010443.5			273118449			intergenic_region			MYMK-ADAMTSL2			C			T			0.65			0.00


			NC_010444.4			96269175			intron_variant			MEF2C			G			A			0.95			0.45			0.51


			NC_010444.4			96278496			intron_variant			MEF2C			T			A			0.60			0.08			0.52


			NC_010444.4			96293723			intron_variant			MEF2C			C			T			0.92			0.39			0.53


			NC_010444.4			118440949			intron_variant			KCNN2			G			A			0.31			0.84			0.54


			NC_010444.4			118441025			intron_variant			KCNN2			C			A			0.70			0.16			0.55


			NC_010444.4			118441068			intron_variant			KCNN2			A			G			0.70			0.16			0.55


			NC_010444.4			118441109			intron_variant			KCNN2			G			T			0.28			0.83			0.55


			NC_010444.4			118441733			intron_variant			KCNN2			A			G			0.23			0.82			0.58


			NC_010444.4			118441798			intron_variant			KCNN2			G			A			0.32			0.84			0.52


			NC_010444.4			118441813			intron_variant			KCNN2			C			G			0.32			0.84			0.52


			NC_010444.4			118441817			intron_variant			KCNN2			C			G			0.32			0.84			0.52


			NC_010444.4			118441844			intron_variant			KCNN2			T			C			0.29			0.82			0.53


			NC_010444.4			118441887			intron_variant			KCNN2			C			T			0.31			0.84			0.54


			NC_010444.4			118441935			intron_variant			KCNN2			G			A			0.31			0.84			0.54


			NC_010444.4			118441961			intron_variant			KCNN2			G			A			0.29			0.84			0.55


			NC_010444.4			118441982			intron_variant			KCNN2			A			G			0.06			0.63			0.57


			NC_010444.4			118442362			intron_variant			KCNN2			G			A			0.27			0.79			0.53


			NC_010444.4			118444873			intron_variant			KCNN2			A			G			0.87			0.17			0.70


			NC_010444.4			118445405			intron_variant			KCNN2			T			A			0.85			0.16			0.69


			NC_010444.4			118452137			intron_variant			KCNN2			C			T			0.47			1.00			0.53


			NC_010444.4			118452165			intron_variant			KCNN2			C			T			0.44			1.00			0.56


			NC_010444.4			118454684			intron_variant			KCNN2			A			G			0.73			0.18			0.55


			NC_010444.4			118455110			intron_variant			KCNN2			A			G			0.16			0.84			0.68


			NC_010444.4			118456967			intron_variant			KCNN2			G			A			0.30			0.82			0.51


			NC_010444.4			118460483			intron_variant			KCNN2			G			A			0.86			0.33			0.53


			NC_010444.4			118460686			intron_variant			KCNN2			T			C			0.86			0.32			0.54


			NC_010444.4			118461020			intron_variant			KCNN2			C			A			0.85			0.32			0.54


			NC_010444.4			118462588			intron_variant			KCNN2			A			G			0.09			0.61			0.52


			NC_010444.4			118465158			intron_variant			KCNN2			A			G			0.07			0.63			0.56


			NC_010444.4			5208908			upstream_gene_variant			GRK2			T			C			0.83			0.00


			NC_010444.4			5208922			upstream_gene_variant			GRK2			T			C			0.82			0.00


			NC_010444.4			5208923			upstream_gene_variant			GRK2			G			A			0.82			0.00


			NC_010444.4			5218631			5_prime_UTR_variant			GRK2			G			C			0.73			0.00


			NC_010444.4			5218812			5_prime_UTR_variant			GRK2			C			T			0.65			0.00


			NC_010444.4			5218813			5_prime_UTR_variant			GRK2			A			G			0.65			0.00


			NC_010444.4			118474872			intron_variant			KCNN2			G			A			0.01			0.66			0.65


			NC_010444.4			118474881			intron_variant			KCNN2			C			A			0.34			1.00			0.66


			NC_010444.4			118475207			intron_variant			KCNN2			A			G			0.27			1.00			0.73


			NC_010444.4			118475443			intron_variant			KCNN2			G			A			0.02			0.63			0.61


			NC_010444.4			118475572			intron_variant			KCNN2			A			C			0.01			0.63			0.62


			NC_010444.4			118476008			intron_variant			KCNN2			G			A			0.01			0.58			0.57


			NC_010444.4			118478026			intron_variant			KCNN2			T			C			0.02			0.59			0.57


			NC_010444.4			118479866			intron_variant			KCNN2			T			G			0.83			0.29			0.54


			NC_010444.4			118479884			intron_variant			KCNN2			C			T			0.83			0.29			0.54


			NC_010444.4			118480233			intron_variant			KCNN2			T			C			0.02			0.86			0.83


			NC_010444.4			118481230			intron_variant			KCNN2			G			A			0.80			0.29			0.51


			NC_010444.4			118481859			intron_variant			KCNN2			A			G			0.00			0.56


			NC_010444.4			118482744			intron_variant			KCNN2			C			T			0.01			0.61			0.60


			NC_010444.4			118483514			intron_variant			KCNN2			G			A			0.01			0.63			0.62


			NC_010444.4			118484658			intron_variant			KCNN2			A			G			0.03			0.62			0.58


			NC_010444.4			118515090			intron_variant			KCNN2			C			T			0.60			0.05			0.55


			NC_010444.4			118525837			intron_variant			KCNN2			T			C			0.91			0.34			0.57


			NC_010444.4			118604347			intron_variant			KCNN2			T			C			0.05			0.59			0.55


			NC_010444.4			118604348			intron_variant			KCNN2			G			A			0.05			0.59			0.55


			NC_010444.4			5228512			upstream_gene_variant			GRK2			G			C			0.56			0.00


			NC_010444.4			60944761			intron_variant			TMEM38A			A			G			0.73			0.00


			NC_010444.4			118620980			intron_variant			KCNN2			G			A			0.17			0.76			0.59


			NC_010444.4			118621025			intron_variant			KCNN2			C			T			0.69			0.11			0.58


			NC_010444.4			118624817			intron_variant			KCNN2			A			G			0.92			0.36			0.56


			NC_010444.4			118624899			intron_variant			KCNN2			A			G			0.59			0.07			0.52


			NC_010444.4			118629652			intron_variant			KCNN2			A			G			0.36			0.92			0.56


			NC_010444.4			118692275			intron_variant			KCNN2			A			G			0.06			0.56			0.50


			NC_010444.4			118710473			intron_variant			KCNN2			C			T			0.62			0.11			0.51


			NC_010444.4			118710630			intron_variant			KCNN2			G			C			0.59			0.05			0.54


			NC_010444.4			118710756			intron_variant			KCNN2			G			A			0.58			0.05			0.53


			NC_010444.4			118710759			intron_variant			KCNN2			G			C			0.59			0.05			0.54


			NC_010444.4			118710786			intron_variant			KCNN2			T			C			0.58			0.08			0.50


			NC_010444.4			118710970			intron_variant			KCNN2			T			C			0.58			0.08			0.50


			NC_010444.4			118710996			intron_variant			KCNN2			G			A			0.59			0.08			0.51


			NC_010444.4			118711018			intron_variant			KCNN2			A			G			0.58			0.08			0.50


			NC_010444.4			118711072			intron_variant			KCNN2			A			G			0.58			0.08			0.50


			NC_010444.4			118711090			intron_variant			KCNN2			T			C			0.56			0.05			0.51


			NC_010444.4			60949009			intron_variant			TMEM38A			A			G			0.63			0.00


			NC_010444.4			118781421			intron_variant			KCNN2			A			T			0.62			0.11			0.51


			NC_010444.4			118801443			intron_variant			KCNN2			C			G			0.06			0.62			0.56


			NC_010444.4			118853544			intron_variant			KCNN2			C			T			0.59			0.08			0.51


			NC_010444.4			118915636			intergenic_region			KCNN2-LOC110259442			A			G			0.85			0.32			0.53


			NC_010444.4			118922311			intergenic_region			KCNN2-LOC110259442			T			G			0.89			0.32			0.57


			NC_010444.4			118932919			intergenic_region			KCNN2-LOC110259442			C			A			0.85			0.34			0.51


			NC_010444.4			118937756			intergenic_region			KCNN2-LOC110259442			C			T			0.83			0.31			0.52


			NC_010444.4			118943605			intergenic_region			KCNN2-LOC110259442			C			T			0.74			0.08			0.66


			NC_010444.4			118949553			intergenic_region			KCNN2-LOC110259442			T			C			0.56			0.03			0.53


			NC_010444.4			60949844			intron_variant			TMEM38A			G			A			0.63			0.00


			NC_010444.4			60949890			intron_variant			TMEM38A			T			C			0.57			0.00


			NC_010444.4			118952382			intergenic_region			KCNN2-LOC110259442			A			T			0.55			0.03			0.52


			NC_010444.4			118952912			intergenic_region			KCNN2-LOC110259442			A			G			0.56			0.03			0.53


			NC_010444.4			118952952			intergenic_region			KCNN2-LOC110259442			G			T			0.56			0.03			0.53


			NC_010444.4			118952953			intergenic_region			KCNN2-LOC110259442			C			T			0.56			0.03			0.53


			NC_010444.4			118958351			intergenic_region			KCNN2-LOC110259442			A			C			0.21			0.72			0.51


			NC_010444.4			118959026			intergenic_region			KCNN2-LOC110259442			T			A			0.35			0.96			0.61


			NC_010444.4			118959069			intergenic_region			KCNN2-LOC110259442			C			T			0.02			0.92			0.89


			NC_010444.4			118959113			intergenic_region			KCNN2-LOC110259442			C			T			0.29			0.82			0.53


			NC_010444.4			118959738			intergenic_region			KCNN2-LOC110259442			T			C			0.34			0.91			0.57


			NC_010444.4			118967617			intergenic_region			KCNN2-LOC110259442			C			T			0.69			0.13			0.56


			NC_010444.4			118967863			intergenic_region			KCNN2-LOC110259442			C			T			0.74			0.14			0.61


			NC_010444.4			118968087			intergenic_region			KCNN2-LOC110259442			G			C			0.71			0.11			0.60


			NC_010444.4			96163442			intron_variant			MEF2C			C			T			0.63			0.00


			NC_010444.4			96212286			intron_variant			MEF2C			T			C			0.52			0.00


			NC_010444.4			96246545			intron_variant			MEF2C			G			A			0.61			0.00


			NC_010444.4			118968884			intergenic_region			KCNN2-LOC110259442			C			T			0.73			0.13			0.60


			NC_010444.4			118968938			intergenic_region			KCNN2-LOC110259442			T			C			0.72			0.13			0.58


			NC_010444.4			118969064			intergenic_region			KCNN2-LOC110259442			C			G			0.72			0.05			0.66


			NC_010444.4			118969133			intergenic_region			KCNN2-LOC110259442			C			A			0.72			0.08			0.64


			NC_010444.4			118969136			intergenic_region			KCNN2-LOC110259442			A			C			0.73			0.08			0.65


			NC_010444.4			118969383			intergenic_region			KCNN2-LOC110259442			T			C			0.75			0.08			0.67


			NC_010444.4			118969658			intergenic_region			KCNN2-LOC110259442			C			T			0.73			0.05			0.68


			NC_010444.4			118969668			intergenic_region			KCNN2-LOC110259442			C			T			0.72			0.06			0.67


			NC_010444.4			118970033			intergenic_region			KCNN2-LOC110259442			T			C			0.74			0.11			0.63


			NC_010444.4			118970084			intergenic_region			KCNN2-LOC110259442			G			A			0.77			0.13			0.64


			NC_010444.4			118970508			intergenic_region			KCNN2-LOC110259442			A			G			0.76			0.08			0.68


			NC_010444.4			118970557			intergenic_region			KCNN2-LOC110259442			A			G			0.75			0.13			0.62


			NC_010444.4			118970567			intergenic_region			KCNN2-LOC110259442			T			C			0.75			0.13			0.62


			NC_010444.4			118970652			intergenic_region			KCNN2-LOC110259442			C			A			0.75			0.11			0.64


			NC_010444.4			118971128			intergenic_region			KCNN2-LOC110259442			A			G			0.05			0.59			0.54


			NC_010444.4			118971238			intergenic_region			KCNN2-LOC110259442			T			A			0.77			0.11			0.66


			NC_010444.4			118971240			intergenic_region			KCNN2-LOC110259442			A			G			0.77			0.11			0.66


			NC_010444.4			118971331			intergenic_region			KCNN2-LOC110259442			A			G			0.76			0.13			0.62


			NC_010444.4			118971459			intergenic_region			KCNN2-LOC110259442			G			C			0.74			0.09			0.66


			NC_010444.4			118971572			intergenic_region			KCNN2-LOC110259442			A			G			0.73			0.13			0.60


			NC_010444.4			118971636			intergenic_region			KCNN2-LOC110259442			A			G			0.75			0.14			0.61


			NC_010444.4			118971637			intergenic_region			KCNN2-LOC110259442			G			A			0.75			0.14			0.61


			NC_010444.4			118971645			intergenic_region			KCNN2-LOC110259442			G			A			0.77			0.14			0.63


			NC_010444.4			118971649			intergenic_region			KCNN2-LOC110259442			A			T			0.79			0.14			0.65


			NC_010444.4			118971803			intergenic_region			KCNN2-LOC110259442			T			C			0.76			0.13			0.63


			NC_010444.4			118971828			intergenic_region			KCNN2-LOC110259442			A			C			0.73			0.14			0.59


			NC_010444.4			118971868			intergenic_region			KCNN2-LOC110259442			C			T			0.75			0.13			0.62


			NC_010444.4			118971976			intergenic_region			KCNN2-LOC110259442			A			G			0.73			0.13			0.60


			NC_010444.4			118972063			intergenic_region			KCNN2-LOC110259442			T			C			0.76			0.13			0.62


			NC_010444.4			118972096			intergenic_region			KCNN2-LOC110259442			T			A			0.76			0.11			0.65


			NC_010444.4			118972124			intergenic_region			KCNN2-LOC110259442			T			C			0.74			0.11			0.64


			NC_010444.4			118972154			intergenic_region			KCNN2-LOC110259442			G			A			0.75			0.08			0.67


			NC_010444.4			118972161			intergenic_region			KCNN2-LOC110259442			G			A			0.75			0.08			0.67


			NC_010444.4			118972195			intergenic_region			KCNN2-LOC110259442			G			T			0.73			0.11			0.62


			NC_010444.4			118972200			intergenic_region			KCNN2-LOC110259442			T			C			0.73			0.11			0.62


			NC_010444.4			118972203			intergenic_region			KCNN2-LOC110259442			A			T			0.73			0.11			0.62


			NC_010444.4			118972376			intergenic_region			KCNN2-LOC110259442			G			A			0.73			0.13			0.60


			NC_010444.4			118972394			intergenic_region			KCNN2-LOC110259442			A			G			0.66			0.13			0.53


			NC_010444.4			118972449			intergenic_region			KCNN2-LOC110259442			C			T			0.72			0.11			0.62


			NC_010444.4			118972468			intergenic_region			KCNN2-LOC110259442			C			T			0.74			0.11			0.63


			NC_010444.4			118972497			intergenic_region			KCNN2-LOC110259442			C			G			0.71			0.08			0.63


			NC_010444.4			118972549			intergenic_region			KCNN2-LOC110259442			A			T			0.73			0.11			0.62


			NC_010444.4			118972729			intergenic_region			KCNN2-LOC110259442			C			T			0.74			0.11			0.64


			NC_010444.4			118471044			intron_variant			KCNN2			A			G			0.55			0.00


			NC_010444.4			118973244			intergenic_region			KCNN2-LOC110259442			G			A			0.69			0.03			0.67


			NC_010444.4			118974733			intergenic_region			KCNN2-LOC110259442			T			C			0.79			0.09			0.70


			NC_010444.4			118974769			intergenic_region			KCNN2-LOC110259442			A			G			0.83			0.31			0.52


			NC_010444.4			118975083			intergenic_region			KCNN2-LOC110259442			A			G			0.56			0.03			0.53


			NC_010444.4			119000758			intergenic_region			KCNN2-LOC110259442			G			T			0.61			0.07			0.55


			NC_010444.4			119000846			intergenic_region			KCNN2-LOC110259442			G			A			0.96			0.45			0.52


			NC_010444.4			119001988			intergenic_region			KCNN2-LOC110259442			A			G			0.97			0.42			0.54


			NC_010444.4			119003158			intergenic_region			KCNN2-LOC110259442			A			G			0.97			0.34			0.62


			NC_010444.4			119003332			intergenic_region			KCNN2-LOC110259442			T			C			0.97			0.37			0.60


			NC_010444.4			119003591			intergenic_region			KCNN2-LOC110259442			T			C			0.96			0.37			0.60


			NC_010444.4			119005982			intergenic_region			KCNN2-LOC110259442			C			T			0.93			0.42			0.51


			NC_010444.4			119006008			intergenic_region			KCNN2-LOC110259442			A			G			0.93			0.42			0.51


			NC_010444.4			119006236			intergenic_region			KCNN2-LOC110259442			G			A			0.95			0.37			0.58


			NC_010444.4			119006358			intergenic_region			KCNN2-LOC110259442			C			T			0.95			0.42			0.53


			NC_010444.4			119008852			intergenic_region			KCNN2-LOC110259442			C			T			0.95			0.39			0.56


			NC_010444.4			119011008			intergenic_region			KCNN2-LOC110259442			C			T			0.89			0.39			0.50


			NC_010444.4			119012143			intergenic_region			KCNN2-LOC110259442			A			C			0.92			0.39			0.52


			NC_010444.4			119013122			intergenic_region			KCNN2-LOC110259442			G			A			0.95			0.34			0.61


			NC_010444.4			119014011			intergenic_region			KCNN2-LOC110259442			T			C			0.90			0.39			0.51


			NC_010444.4			119014279			intergenic_region			KCNN2-LOC110259442			A			G			0.95			0.39			0.56


			NC_010444.4			119021054			intergenic_region			KCNN2-LOC110259442			G			A			0.95			0.42			0.53


			NC_010444.4			119023611			intergenic_region			KCNN2-LOC110259442			A			T			0.95			0.42			0.53


			NC_010444.4			119065412			intergenic_region			KCNN2-LOC110259442			T			C			0.73			0.18			0.55


			NC_010444.4			119080273			intergenic_region			KCNN2-LOC110259442			A			G			0.93			0.34			0.59


			NC_010444.4			119081244			intergenic_region			KCNN2-LOC110259442			T			C			0.94			0.42			0.52


			NC_010444.4			119111448			intergenic_region			KCNN2-LOC110259442			G			C			0.69			0.12			0.57


			NC_010444.4			119113042			intergenic_region			KCNN2-LOC110259442			C			T			0.78			0.26			0.52


			NC_010444.4			119113211			intergenic_region			KCNN2-LOC110259442			T			G			0.82			0.25			0.57


			NC_010444.4			118471163			intron_variant			KCNN2			G			A			0.53			0.00


			NC_010444.4			119131560			intergenic_region			KCNN2-LOC110259442			G			A			0.05			0.58			0.53


			NC_010444.4			119134092			intergenic_region			KCNN2-LOC110259442			A			G			0.60			0.04			0.57


			NC_010444.4			119134127			intergenic_region			KCNN2-LOC110259442			C			T			0.06			0.58			0.52


			NC_010444.4			119137216			intergenic_region			KCNN2-LOC110259442			T			A			0.05			0.86			0.81


			NC_010444.4			119142832			intergenic_region			KCNN2-LOC110259442			A			C			0.05			0.55			0.51


			NC_010444.4			119143916			intergenic_region			KCNN2-LOC110259442			A			G			0.88			0.28			0.60


			NC_010444.4			119143939			intergenic_region			KCNN2-LOC110259442			C			A			0.58			0.03			0.56


			NC_010444.4			119143954			intergenic_region			KCNN2-LOC110259442			G			A			0.55			0.03			0.52


			NC_010444.4			119144070			intergenic_region			KCNN2-LOC110259442			G			C			0.11			0.63			0.52


			NC_010444.4			119145698			intergenic_region			KCNN2-LOC110259442			C			A			0.59			0.03			0.56


			NC_010444.4			119145727			intergenic_region			KCNN2-LOC110259442			C			T			0.89			0.26			0.63


			NC_010444.4			119145770			intergenic_region			KCNN2-LOC110259442			A			T			0.55			0.03			0.52


			NC_010444.4			119146171			intergenic_region			KCNN2-LOC110259442			C			T			0.80			0.05			0.74


			NC_010444.4			119146756			intergenic_region			KCNN2-LOC110259442			C			G			0.76			0.24			0.52


			NC_010444.4			119146830			intergenic_region			KCNN2-LOC110259442			A			G			0.79			0.21			0.58


			NC_010444.4			119149106			intergenic_region			KCNN2-LOC110259442			A			G			0.55			0.03			0.52


			NC_010444.4			119150296			intergenic_region			KCNN2-LOC110259442			G			A			0.74			0.24			0.51


			NC_010444.4			119161072			intergenic_region			KCNN2-LOC110259442			G			A			0.02			0.55			0.52


			NC_010444.4			119161551			intergenic_region			KCNN2-LOC110259442			A			C			0.56			0.05			0.51


			NC_010444.4			119161560			intergenic_region			KCNN2-LOC110259442			G			T			0.57			0.05			0.52


			NC_010444.4			119168357			intergenic_region			KCNN2-LOC110259442			C			A			0.87			0.26			0.61


			NC_010445.4			11654004			downstream_gene_variant			GTF2IRD1			A			G			0.93			0.16			0.77


			NC_010445.4			7005586			intron_variant			MYH11			T			C			0.67			0.16			0.51


			NC_010445.4			7005716			intron_variant			MYH11			C			G			0.17			1.00			0.83


			NC_010445.4			7005801			intron_variant			MYH11			A			G			0.89			0.21			0.68


			NC_010445.4			7014081			intron_variant			MYH11			A			G			0.14			0.82			0.68


			NC_010445.4			7014190			intron_variant			MYH11			C			G			0.07			0.73			0.66


			NC_010445.4			7016060			intron_variant			MYH11			T			A			0.01			0.59			0.58


			NC_010445.4			7017296			intron_variant			MYH11			A			G			0.39			1.00			0.61


			NC_010445.4			7017461			intron_variant			MYH11			T			C			0.41			1.00			0.59


			NC_010445.4			7017862			intron_variant			MYH11			G			T			0.32			0.97			0.66


			NC_010445.4			7017882			intron_variant			MYH11			A			C			0.38			1.00			0.62


			NC_010444.4			118471421			intron_variant			KCNN2			G			A			0.52			0.00


			NC_010445.4			7022250			intron_variant			MYH11			T			A			0.02			0.55			0.53


			NC_010445.4			7022251			intron_variant			MYH11			G			A			0.02			0.55			0.53


			NC_010445.4			7022262			intron_variant			MYH11			T			C			0.02			0.55			0.53


			NC_010445.4			7022301			intron_variant			MYH11			C			A			0.02			0.55			0.53


			NC_010445.4			7022782			intron_variant			MYH11			T			G			0.01			0.56			0.54


			NC_010445.4			7022854			intron_variant			MYH11			C			T			0.09			0.75			0.66


			NC_010445.4			7024802			intron_variant			MYH11			C			T			0.02			0.55			0.53


			NC_010445.4			7027423			intron_variant			MYH11			G			T			0.90			0.36			0.54


			NC_010445.4			7027657			intron_variant			MYH11			C			A			0.59			0.08			0.51


			NC_010445.4			7028647			intron_variant			MYH11			A			G			0.14			0.76			0.63


			NC_010445.4			7029255			intron_variant			MYH11			G			A			0.30			0.89			0.59


			NC_010445.4			7031094			intron_variant			MYH11			T			C			0.98			0.23			0.75


			NC_010445.4			7031147			intron_variant			MYH11			A			G			0.97			0.39			0.58


			NC_010444.4			118471553			intron_variant			KCNN2			G			T			0.55			0.00


			NC_010445.4			7034212			intron_variant			MYH11			A			G			0.87			0.09			0.78


			NC_010445.4			7034239			intron_variant			MYH11			C			T			0.87			0.12			0.75


			NC_010445.4			7034483			intron_variant			MYH11			C			T			0.87			0.24			0.64


			NC_010445.4			7034556			intron_variant			MYH11			T			C			0.87			0.24			0.63


			NC_010445.4			7034579			intron_variant			MYH11			C			T			0.07			0.66			0.59


			NC_010445.4			7034831			intron_variant			MYH11			A			G			0.86			0.24			0.62


			NC_010445.4			7036590			intron_variant			MYH11			A			G			0.91			0.21			0.70


			NC_010445.4			7036898			intron_variant			MYH11			C			T			0.92			0.21			0.71


			NC_010445.4			7055173			intron_variant			MYH11			C			A			0.02			0.53			0.50


			NC_010445.4			7064047			intron_variant			MYH11			C			T			0.02			0.58			0.56


			NC_010445.4			7064048			intron_variant			MYH11			C			G			0.02			0.58			0.56


			NC_010445.4			7065638			intron_variant			MYH11			A			G			0.23			0.86			0.63


			NC_010445.4			7069567			intron_variant			MYH11			T			C			0.19			0.75			0.56


			NC_010445.4			7071426			intron_variant			MYH11			C			G			0.02			0.58			0.56


			NC_010445.4			7074259			intron_variant			MYH11			G			C			0.02			0.53			0.51


			NC_010445.4			7080088			intron_variant			MYH11			G			T			0.37			0.91			0.55


			NC_010445.4			7080834			intron_variant			MYH11			G			A			0.02			0.54			0.52


			NC_010445.4			7082269			intron_variant			MYH11			T			C			0.29			0.84			0.56


			NC_010445.4			7096783			intron_variant			MYH11			G			A			0.17			0.86			0.69


			NC_010445.4			7096801			intron_variant			MYH11			T			C			0.17			0.76			0.59


			NC_010445.4			7096845			intron_variant			MYH11			A			C			0.07			0.81			0.74


			NC_010445.4			7114469			intron_variant			MYH11			C			G			0.80			0.17			0.64


			NC_010445.4			11654209			downstream_gene_variant			GTF2IRD1			T			C			0.93			0.33			0.59


			NC_010445.4			7116110			intron_variant			MYH11			G			A			0.67			0.12			0.55


			NC_010445.4			7116910			intron_variant			MYH11			T			C			0.72			0.16			0.57


			NC_010445.4			7116936			intron_variant			MYH11			C			T			0.72			0.16			0.57


			NC_010445.4			7116980			intron_variant			MYH11			G			A			0.74			0.07			0.67


			NC_010445.4			7117187			intron_variant			MYH11			G			A			0.70			0.05			0.65


			NC_010445.4			7117209			intron_variant			MYH11			G			A			0.71			0.13			0.58


			NC_010445.4			7117225			intron_variant			MYH11			G			A			0.71			0.13			0.58


			NC_010445.4			7118790			intron_variant			MYH11			T			G			0.65			0.13			0.53


			NC_010445.4			7120956			intron_variant			MYH11			A			C			0.74			0.16			0.59


			NC_010445.4			7123137			intron_variant			MYH11			T			A			0.94			0.32			0.62


			NC_010446.5			83323750			3_prime_UTR_variant			RCSD1			C			T			0.93			0.21			0.71


			NC_010445.4			7124966			intron_variant			MYH11			G			A			0.78			0.04			0.74


			NC_010445.4			7126145			intron_variant			MYH11			A			C			0.16			0.75			0.59


			NC_010445.4			7128329			intron_variant			MYH11			T			A			0.39			0.89			0.51


			NC_010445.4			7131804			intron_variant			MYH11			C			T			0.01			0.53			0.51


			NC_010445.4			7133856			intron_variant			MYH11			A			G			0.99			0.39			0.59


			NC_010445.4			7137771			intron_variant			MYH11			A			T			0.84			0.18			0.65


			NC_010445.4			7138630			intron_variant			MYH11			C			T			0.69			0.16			0.53


			NC_010445.4			7138661			intron_variant			MYH11			C			T			0.97			0.42			0.54


			NC_010445.4			7139423			intron_variant			MYH11			G			A			0.84			0.18			0.65


			NC_010445.4			7140032			intron_variant			MYH11			T			C			0.95			0.42			0.52


			NC_010445.4			7140274			intron_variant			MYH11			A			G			0.99			0.42			0.57


			NC_010445.4			7141472			intron_variant			MYH11			T			C			0.04			0.58			0.54


			NC_010449.5			19743414			5_prime_UTR_variant			RIPOR2			C			T			0.93			0.24			0.69


			NC_010446.5			104917703			upstream_gene_variant			CASQ2			A			G			0.92			0.08			0.84


			NC_010445.4			11539404			intron_variant			GTF2IRD1			T			C			0.77			0.03			0.74


			NC_010445.4			11540305			intron_variant			GTF2IRD1			T			C			0.81			0.18			0.62


			NC_010445.4			11540324			intron_variant			GTF2IRD1			A			G			0.94			0.18			0.76


			NC_010445.4			11541212			intron_variant			GTF2IRD1			T			C			0.87			0.12			0.75


			NC_010444.4			118471691			intron_variant			KCNN2			A			T			0.56			0.00


			NC_010445.4			11541994			intron_variant			GTF2IRD1			T			C			0.73			0.08			0.65


			NC_010445.4			11542438			intron_variant			GTF2IRD1			C			T			0.70			0.05			0.64


			NC_010444.4			118471720			intron_variant			KCNN2			G			A			0.53			0.00


			NC_010444.4			118617354			intron_variant			KCNN2			T			C			0.67			0.00


			NC_010445.4			11542798			intron_variant			GTF2IRD1			T			C			0.76			0.08			0.68


			NC_010444.4			118617964			intron_variant			KCNN2			G			A			0.68			0.00


			NC_010445.4			11543730			intron_variant			GTF2IRD1			A			G			0.79			0.08			0.71


			NC_010445.4			11544725			intron_variant			GTF2IRD1			A			G			0.76			0.11			0.66


			NC_010445.4			11544750			intron_variant			GTF2IRD1			G			A			0.70			0.14			0.56


			NC_010445.4			11544839			intron_variant			GTF2IRD1			T			C			0.84			0.14			0.70


			NC_010445.4			11545757			intron_variant			GTF2IRD1			C			T			0.59			0.08			0.52


			NC_010445.4			11545874			intron_variant			GTF2IRD1			C			T			0.66			0.06			0.61


			NC_010445.4			11545916			intron_variant			GTF2IRD1			A			G			0.83			0.12			0.71


			NC_010445.4			11545950			intron_variant			GTF2IRD1			C			A			0.84			0.13			0.71


			NC_010445.4			11546930			intron_variant			GTF2IRD1			T			G			0.84			0.24			0.61


			NC_010445.4			11546996			intron_variant			GTF2IRD1			A			G			0.85			0.28			0.58


			NC_010445.4			11547270			intron_variant			GTF2IRD1			T			C			0.82			0.18			0.64


			NC_010445.4			11547299			intron_variant			GTF2IRD1			T			A			0.76			0.12			0.64


			NC_010444.4			118711832			intron_variant			KCNN2			C			T			0.61			0.00


			NC_010445.4			11547331			intron_variant			GTF2IRD1			A			G			0.76			0.13			0.62


			NC_010445.4			11547372			intron_variant			GTF2IRD1			T			G			0.85			0.12			0.74


			NC_010445.4			11547401			intron_variant			GTF2IRD1			T			C			0.76			0.16			0.60


			NC_010445.4			11547427			intron_variant			GTF2IRD1			T			C			0.80			0.28			0.52


			NC_010445.4			11548306			intron_variant			GTF2IRD1			T			C			0.81			0.31			0.50


			NC_010445.4			11549155			intron_variant			GTF2IRD1			G			A			0.80			0.16			0.64


			NC_010445.4			11550586			intron_variant			GTF2IRD1			T			C			0.84			0.32			0.52


			NC_010445.4			11550711			intron_variant			GTF2IRD1			A			G			0.88			0.32			0.57


			NC_010445.4			11551874			intron_variant			GTF2IRD1			T			C			0.85			0.31			0.55


			NC_010445.4			11552006			intron_variant			GTF2IRD1			T			C			0.76			0.22			0.54


			NC_010445.4			11552065			intron_variant			GTF2IRD1			A			G			0.84			0.31			0.54


			NC_010445.4			11552069			intron_variant			GTF2IRD1			C			T			0.84			0.25			0.59


			NC_010445.4			11552139			intron_variant			GTF2IRD1			G			A			0.65			0.12			0.54


			NC_010445.4			11552333			intron_variant			GTF2IRD1			T			C			0.96			0.25			0.71


			NC_010445.4			11557537			intron_variant			GTF2IRD1			T			C			0.62			0.12			0.50


			NC_010445.4			11558809			intron_variant			GTF2IRD1			G			A			0.74			0.15			0.58


			NC_010445.4			11560830			intron_variant			GTF2IRD1			G			C			0.70			0.05			0.64


			NC_010445.4			11561251			intron_variant			GTF2IRD1			G			A			0.64			0.08			0.57


			NC_010445.4			11569330			intron_variant			GTF2IRD1			C			T			0.07			0.60			0.53


			NC_010445.4			11570089			intron_variant			GTF2IRD1			G			T			0.03			0.53			0.50


			NC_010444.4			118950478			intergenic_region			KCNN2-LOC110259442			G			A			0.53			0.00


			NC_010445.4			11570820			intron_variant			GTF2IRD1			C			T			0.06			0.56			0.50


			NC_010445.4			11571129			intron_variant			GTF2IRD1			C			T			0.81			0.21			0.60


			NC_010445.4			11571130			intron_variant			GTF2IRD1			G			A			0.11			0.68			0.57


			NC_010445.4			11571658			intron_variant			GTF2IRD1			A			G			0.08			0.59			0.51


			NC_010445.4			7124764			synonymous_variant			MYH11			T			C			0.92			0.07			0.85


			NC_010446.5			110765007			synonymous_variant			SORT1			C			T			0.92			0.13			0.79


			NC_010445.4			11573009			intron_variant			GTF2IRD1			A			G			0.08			0.73			0.65


			NC_010445.4			11573060			intron_variant			GTF2IRD1			G			A			0.05			0.59			0.54


			NC_010445.4			11573522			intron_variant			GTF2IRD1			C			A			0.76			0.21			0.55


			NC_010445.4			11573545			intron_variant			GTF2IRD1			C			T			0.77			0.26			0.51


			NC_010445.4			11573583			intron_variant			GTF2IRD1			G			A			0.74			0.18			0.56


			NC_010445.4			11573795			intron_variant			GTF2IRD1			G			A			0.80			0.29			0.52


			NC_010445.4			11573804			intron_variant			GTF2IRD1			G			A			0.80			0.29			0.52


			NC_010445.4			11574006			intron_variant			GTF2IRD1			C			G			0.74			0.15			0.60


			NC_010445.4			11575249			intron_variant			GTF2IRD1			C			T			0.06			0.56			0.50


			NC_010445.4			11576003			intron_variant			GTF2IRD1			C			G			0.86			0.24			0.63


			NC_010445.4			11576075			intron_variant			GTF2IRD1			G			A			0.06			0.58			0.52


			NC_010445.4			11576149			intron_variant			GTF2IRD1			A			G			0.91			0.37			0.54


			NC_010445.4			11576233			intron_variant			GTF2IRD1			C			A			0.88			0.32			0.55


			NC_010445.4			11576331			intron_variant			GTF2IRD1			C			A			0.91			0.33			0.58


			NC_010445.4			11576339			intron_variant			GTF2IRD1			A			G			0.91			0.33			0.58


			NC_010445.4			11576357			intron_variant			GTF2IRD1			T			C			0.93			0.28			0.65


			NC_010445.4			11576389			intron_variant			GTF2IRD1			T			C			0.84			0.28			0.56


			NC_010445.4			11576408			intron_variant			GTF2IRD1			A			G			0.86			0.20			0.66


			NC_010444.4			118950836			intergenic_region			KCNN2-LOC110259442			T			C			0.55			0.00


			NC_010445.4			11578908			intron_variant			GTF2IRD1			A			G			0.94			0.39			0.55


			NC_010445.4			11579197			intron_variant			GTF2IRD1			A			G			0.57			0.03			0.54


			NC_010445.4			11579215			intron_variant			GTF2IRD1			T			C			0.57			0.03			0.54


			NC_010445.4			11579272			intron_variant			GTF2IRD1			T			C			0.59			0.08			0.52


			NC_010445.4			11579279			intron_variant			GTF2IRD1			T			C			0.61			0.08			0.53


			NC_010445.4			11595303			intron_variant			GTF2IRD1			G			A			0.29			0.84			0.55


			NC_010445.4			11603627			intron_variant			GTF2IRD1			C			T			1.00			0.44			0.56


			NC_010445.4			11603956			intron_variant			GTF2IRD1			G			A			0.00			0.50


			NC_010445.4			11604311			intron_variant			GTF2IRD1			G			A			0.03			0.53			0.50


			NC_010445.4			11607554			intron_variant			GTF2IRD1			C			T			0.25			0.83			0.58


			NC_010445.4			11607731			intron_variant			GTF2IRD1			A			G			0.73			0.21			0.51


			NC_010445.4			11609062			intron_variant			GTF2IRD1			T			C			0.12			0.65			0.53


			NC_010445.4			11615707			intron_variant			GTF2IRD1			G			A			0.06			0.61			0.55


			NC_010445.4			11620458			intron_variant			GTF2IRD1			C			T			0.75			0.22			0.53


			NC_010445.4			11624073			intron_variant			GTF2IRD1			T			G			0.90			0.21			0.69


			NC_010445.4			11624102			intron_variant			GTF2IRD1			A			G			0.89			0.21			0.68


			NC_010445.4			11624105			intron_variant			GTF2IRD1			T			C			0.89			0.21			0.68


			NC_010445.4			11624127			intron_variant			GTF2IRD1			G			A			0.88			0.24			0.64


			NC_010445.4			11624266			intron_variant			GTF2IRD1			C			T			0.83			0.18			0.65


			NC_010445.4			11624274			intron_variant			GTF2IRD1			C			T			0.83			0.18			0.65


			NC_010445.4			11624344			intron_variant			GTF2IRD1			G			A			0.86			0.24			0.63


			NC_010445.4			11624353			intron_variant			GTF2IRD1			G			A			0.86			0.21			0.65


			NC_010445.4			11624377			intron_variant			GTF2IRD1			A			G			0.84			0.21			0.63


			NC_010445.4			11624506			intron_variant			GTF2IRD1			G			A			0.85			0.25			0.60


			NC_010445.4			11624508			intron_variant			GTF2IRD1			A			G			0.85			0.25			0.60


			NC_010445.4			11624542			intron_variant			GTF2IRD1			T			C			0.82			0.24			0.58


			NC_010445.4			11624617			intron_variant			GTF2IRD1			G			A			0.83			0.14			0.69


			NC_010445.4			11624626			intron_variant			GTF2IRD1			C			T			0.81			0.14			0.68


			NC_010445.4			11624703			intron_variant			GTF2IRD1			C			T			0.86			0.28			0.58


			NC_010445.4			11624896			intron_variant			GTF2IRD1			C			T			0.81			0.24			0.57


			NC_010445.4			11624905			intron_variant			GTF2IRD1			T			C			0.79			0.24			0.56


			NC_010445.4			11624910			intron_variant			GTF2IRD1			A			G			0.79			0.24			0.55


			NC_010445.4			11624928			intron_variant			GTF2IRD1			C			T			0.77			0.24			0.53


			NC_010445.4			11625522			intron_variant			GTF2IRD1			A			G			0.82			0.17			0.66


			NC_010445.4			11625553			intron_variant			GTF2IRD1			A			T			0.78			0.22			0.56


			NC_010445.4			11625724			intron_variant			GTF2IRD1			C			T			0.75			0.24			0.51


			NC_010445.4			11625962			intron_variant			GTF2IRD1			G			A			0.83			0.24			0.59


			NC_010445.4			11626497			intron_variant			GTF2IRD1			T			C			0.80			0.24			0.57


			NC_010445.4			11626584			intron_variant			GTF2IRD1			A			G			0.80			0.19			0.61


			NC_010445.4			11626715			intron_variant			GTF2IRD1			G			A			0.90			0.21			0.69


			NC_010445.4			11626806			intron_variant			GTF2IRD1			C			A			0.81			0.19			0.62


			NC_010445.4			11626827			intron_variant			GTF2IRD1			T			A			0.81			0.19			0.62


			NC_010445.4			11626946			intron_variant			GTF2IRD1			G			A			0.83			0.24			0.60


			NC_010445.4			11626953			intron_variant			GTF2IRD1			G			A			0.80			0.24			0.56


			NC_010445.4			11626982			intron_variant			GTF2IRD1			C			A			0.83			0.17			0.67


			NC_010445.4			11626985			intron_variant			GTF2IRD1			A			C			0.83			0.17			0.67


			NC_010445.4			11626996			intron_variant			GTF2IRD1			T			C			0.85			0.26			0.58


			NC_010445.4			11627138			intron_variant			GTF2IRD1			A			G			0.81			0.24			0.58


			NC_010445.4			11627172			intron_variant			GTF2IRD1			G			C			0.78			0.24			0.55


			NC_010445.4			11627173			intron_variant			GTF2IRD1			C			G			0.78			0.24			0.55


			NC_010445.4			11627302			intron_variant			GTF2IRD1			T			C			0.85			0.21			0.64


			NC_010445.4			11627430			intron_variant			GTF2IRD1			T			C			0.79			0.24			0.55


			NC_010445.4			11627502			intron_variant			GTF2IRD1			A			G			0.79			0.22			0.57


			NC_010445.4			11627543			intron_variant			GTF2IRD1			A			G			0.80			0.21			0.59


			NC_010445.4			11627595			intron_variant			GTF2IRD1			A			T			0.78			0.21			0.57


			NC_010445.4			11627769			intron_variant			GTF2IRD1			A			G			0.77			0.21			0.56


			NC_010445.4			11627784			intron_variant			GTF2IRD1			A			G			0.77			0.22			0.55


			NC_010445.4			11627825			intron_variant			GTF2IRD1			G			A			0.77			0.21			0.56


			NC_010445.4			11628726			intron_variant			GTF2IRD1			T			C			0.82			0.25			0.57


			NC_010445.4			11630585			intron_variant			GTF2IRD1			C			T			0.96			0.19			0.77


			NC_010445.4			11634178			intron_variant			GTF2IRD1			T			G			0.79			0.22			0.57


			NC_010445.4			11634724			intron_variant			GTF2IRD1			A			G			0.85			0.03			0.81


			NC_010445.4			11641170			intron_variant			GTF2IRD1			G			C			0.74			0.19			0.55


			NC_010445.4			11644547			intron_variant			GTF2IRD1			T			G			0.97			0.36			0.61


			NC_010444.4			118968678			intergenic_region			KCNN2-LOC110259442			T			C			0.68			0.00


			NC_010451.4			57150557			3_prime_UTR_variant			ADAMTS15			A			G			0.92			0.05			0.87


			NC_010452.4			8392816			downstream_gene_variant			TGFB2			C			G			0.92			0.28			0.64


			NC_010452.4			8393158			downstream_gene_variant			TGFB2			G			A			0.92			0.32			0.60


			NC_010454.4			16779667			5_prime_UTR_variant			MYL4			A			G			0.92			0.41			0.51


			NC_010456.5			129668201			synonymous_variant			INPP5F			G			A			0.92			0.16			0.76


			NC_010458.4			37921459			5_prime_UTR_variant			PDE4D			T			C			0.92			0.11			0.81


			NC_010458.4			38182773			5_prime_UTR_variant			PDE4D			C			T			0.92			0.03			0.89


			NC_010459.5			49016634			upstream_gene_variant			EYA2			C			T			0.92			0.16			0.76


			NC_010459.5			57799882			non_coding_transcript_exon_variant			RBM38			A			G			0.92			0.32			0.60


			NC_010459.5			57801006			non_coding_transcript_exon_variant			RBM38			A			G			0.92			0.25			0.67


			NC_010446.5			110790183			3_prime_UTR_variant			SORT1			G			A			0.92			0.13			0.79


			NC_010449.5			19656273			synonymous_variant			RIPOR2			T			C			0.92			0.32			0.60


			NC_010444.4			15247398			upstream_gene_variant			MYBPC3			C			T			0.92			0.39			0.52


			NC_010445.4			11847597			intron_variant			LOC100620992			C			T			0.83			0.16			0.67


			NC_010449.5			19704446			upstream_gene_variant			RIPOR2			G			T			0.92			0.24			0.68


			NC_010445.4			11849009			intron_variant			LOC100620992			T			A			0.83			0.17			0.66


			NC_010445.4			11850027			intron_variant			LOC100620992			C			A			0.83			0.26			0.57


			NC_010445.4			11850408			intron_variant			LOC100620992			C			A			0.81			0.26			0.54


			NC_010445.4			11850781			intron_variant			LOC100620992			C			G			0.86			0.24			0.63


			NC_010445.4			11852603			intron_variant			LOC100620992			G			A			0.79			0.13			0.66


			NC_010445.4			11852689			intron_variant			LOC100620992			A			G			0.95			0.26			0.69


			NC_010445.4			11852812			intron_variant			LOC100620992			A			G			0.95			0.21			0.74


			NC_010445.4			11852897			intron_variant			LOC100620992			T			C			0.83			0.13			0.70


			NC_010445.4			11852907			intron_variant			LOC100620992			A			G			0.81			0.13			0.68


			NC_010445.4			11853494			intron_variant			LOC100620992			A			G			0.72			0.19			0.53


			NC_010445.4			11853618			intron_variant			LOC100620992			T			G			0.89			0.15			0.74


			NC_010444.4			118968704			intergenic_region			KCNN2-LOC110259442			C			T			0.71			0.00


			NC_010445.4			11854465			intron_variant			LOC100620992			T			C			0.95			0.22			0.73


			NC_010445.4			11854501			intron_variant			LOC100620992			A			T			0.75			0.13			0.62


			NC_010445.4			11854805			intron_variant			LOC100620992			T			C			0.93			0.24			0.69


			NC_010445.4			11855221			intron_variant			LOC100620992			T			C			0.92			0.26			0.66


			NC_010445.4			11855401			intron_variant			LOC100620992			G			A			0.93			0.24			0.69


			NC_010444.4			118968722			intergenic_region			KCNN2-LOC110259442			C			A			0.71			0.00


			NC_010444.4			118973222			intergenic_region			KCNN2-LOC110259442			C			G			0.69			0.00


			NC_010444.4			119114359			intergenic_region			KCNN2-LOC110259442			G			A			0.58			0.00


			NC_010445.4			7021950			intron_variant			MYH11			G			A			0.59			0.00


			NC_010445.4			7031215			intron_variant			MYH11			G			A			0.71			0.00


			NC_010445.4			11861941			intron_variant			LOC100620992			T			C			0.72			0.13			0.59


			NC_010445.4			11867136			intron_variant			LOC100620992			A			C			0.94			0.39			0.55


			NC_010445.4			11867655			intron_variant			LOC100620992			G			T			0.88			0.34			0.54


			NC_010445.4			11867686			intron_variant			LOC100620992			C			G			0.93			0.36			0.56


			NC_010445.4			11867715			intron_variant			LOC100620992			A			G			0.87			0.34			0.53


			NC_010445.4			11867783			intron_variant			LOC100620992			G			T			0.93			0.34			0.58


			NC_010445.4			11868586			intron_variant			LOC100620992			A			G			0.93			0.39			0.54


			NC_010445.4			11869040			intron_variant			LOC100620992			G			A			0.91			0.34			0.56


			NC_010445.4			11869281			intron_variant			LOC100620992			A			G			0.91			0.34			0.57


			NC_010445.4			11541521			intron_variant			GTF2IRD1			T			A			0.67			0.00


			NC_010443.5			108987504			3_prime_UTR_variant			TPM1			T			C			0.91			0.11			0.81


			NC_010445.4			11870950			intron_variant			LOC100620992			T			C			0.92			0.34			0.58


			NC_010445.4			11871048			intron_variant			LOC100620992			T			C			0.92			0.34			0.58


			NC_010445.4			11871147			intron_variant			LOC100620992			A			C			0.94			0.37			0.57


			NC_010445.4			11871181			intron_variant			LOC100620992			A			G			0.93			0.37			0.56


			NC_010445.4			11871268			intron_variant			LOC100620992			T			C			0.92			0.31			0.61


			NC_010445.4			11871562			intron_variant			LOC100620992			G			A			0.91			0.31			0.60


			NC_010445.4			11872004			intron_variant			LOC100620992			G			A			0.93			0.37			0.56


			NC_010445.4			11872215			intron_variant			LOC100620992			A			G			0.92			0.32			0.61


			NC_010445.4			11873253			intron_variant			LOC100620992			A			G			0.92			0.36			0.56


			NC_010445.4			11884106			intron_variant			LOC100620992			C			T			0.90			0.39			0.51


			NC_010445.4			11885641			intron_variant			LOC100620992			A			C			0.82			0.31			0.52


			NC_010445.4			11885765			intron_variant			LOC100620992			T			G			0.83			0.32			0.51


			NC_010445.4			11887728			intron_variant			LOC100620992			A			G			0.90			0.26			0.64


			NC_010445.4			11887965			intron_variant			LOC100620992			A			G			0.90			0.34			0.56


			NC_010445.4			11888348			intron_variant			LOC100620992			A			G			0.90			0.37			0.53


			NC_010445.4			11888830			intron_variant			LOC100620992			A			G			0.79			0.29			0.50


			NC_010445.4			11889815			intron_variant			LOC100620992			T			C			0.90			0.39			0.52


			NC_010445.4			11889852			intron_variant			LOC100620992			T			C			0.84			0.32			0.51


			NC_010445.4			11890095			intron_variant			LOC100620992			G			A			0.86			0.34			0.52


			NC_010445.4			17287420			3_prime_UTR_variant			TRIM72			A			G			0.91			0.03			0.89


			NC_010446.5			83323605			3_prime_UTR_variant			RCSD1			T			C			0.91			0.09			0.82


			NC_010446.5			110787381			3_prime_UTR_variant			SORT1			A			T			0.91			0.11			0.81


			NC_010446.5			110788801			3_prime_UTR_variant			SORT1			T			C			0.91			0.11			0.81


			NC_010446.5			115750012			synonymous_variant			COL11A1			T			C			0.91			0.25			0.66


			NC_010449.5			76186531			upstream_gene_variant			MMP14			A			G			0.91			0.37			0.54


			NC_010443.5			268344266			upstream_gene_variant			ENG			C			T			0.91			0.11			0.80


			NC_010446.5			110789015			3_prime_UTR_variant			SORT1			G			A			0.91			0.11			0.80


			NC_010449.5			75685408			synonymous_variant			LOC100736765			T			C			0.91			0.05			0.86


			NC_010450.4			121866622			upstream_gene_variant			RAP1GDS1			A			G			0.91			0.05			0.86


			NC_010450.4			121867490			3_prime_UTR_variant			RAP1GDS1			T			C			0.91			0.03			0.88


			NC_010451.4			57127133			upstream_gene_variant			ADAMTS15			A			G			0.91			0.03			0.88


			NC_010452.4			8337243			5_prime_UTR_variant			TGFB2			G			A			0.91			0.24			0.67


			NC_010452.4			8337379			5_prime_UTR_variant			TGFB2			T			C			0.91			0.26			0.65


			NC_010452.4			8390717			3_prime_UTR_variant			TGFB2			T			C			0.91			0.29			0.62


			NC_010454.4			15035860			synonymous_variant			SCN4A			T			C			0.91			0.17			0.74


			NC_010455.5			23335349			upstream_gene_variant			SCN5A			T			C			0.91			0.05			0.86


			NC_010458.4			38103286			5_prime_UTR_variant			PDE4D			C			T			0.91			0.11			0.80


			NC_010445.4			17290329			intron_variant			TRIM72			T			C			0.96			0.39			0.57


			NC_010445.4			17290564			intron_variant			TRIM72			A			G			0.88			0.03			0.85


			NC_010445.4			11542665			intron_variant			GTF2IRD1			G			A			0.58			0.00


			NC_010445.4			11542704			intron_variant			GTF2IRD1			A			T			0.61			0.00


			NC_010445.4			17291146			intron_variant			TRIM72			A			G			0.88			0.03			0.85


			NC_010445.4			11542823			intron_variant			GTF2IRD1			C			G			0.81			0.00


			NC_010445.4			11547327			intron_variant			GTF2IRD1			A			G			0.59			0.00


			NC_010445.4			11570486			intron_variant			GTF2IRD1			A			C			0.63			0.00


			NC_010445.4			11578270			intron_variant			GTF2IRD1			T			A			0.56			0.00


			NC_010445.4			11854152			intron_variant			LOC100620992			A			T			0.59			0.00


			NC_010445.4			17291846			intron_variant			TRIM72			A			G			0.75			0.03			0.72


			NC_010445.4			17291864			intron_variant			TRIM72			A			G			0.72			0.03			0.70


			NC_010445.4			17291875			intron_variant			TRIM72			A			C			0.72			0.05			0.67


			NC_010445.4			17291899			intron_variant			TRIM72			T			C			0.87			0.05			0.82


			NC_010445.4			17291910			intron_variant			TRIM72			A			C			0.80			0.05			0.74


			NC_010445.4			11859624			intron_variant			LOC100620992			G			A			0.60			0.00


			NC_010445.4			11861380			intron_variant			LOC100620992			G			A			0.56			0.00


			NC_010445.4			17293253			intron_variant			TRIM72			A			G			0.88			0.03			0.85


			NC_010445.4			11861428			intron_variant			LOC100620992			C			T			0.53			0.00


			NC_010445.4			17293457			intron_variant			TRIM72			C			A			0.75			0.05			0.70


			NC_010445.4			17293648			intron_variant			TRIM72			A			G			0.68			0.03			0.65


			NC_010445.4			17293862			intron_variant			TRIM72			G			C			0.85			0.03			0.82


			NC_010445.4			17293993			intron_variant			TRIM72			T			C			0.68			0.05			0.62


			NC_010445.4			17294125			intron_variant			TRIM72			C			G			0.69			0.05			0.64


			NC_010445.4			11861437			intron_variant			LOC100620992			A			G			0.54			0.00


			NC_010445.4			17294433			intron_variant			TRIM72			T			C			0.68			0.03			0.65


			NC_010445.4			17294473			intron_variant			TRIM72			T			A			0.63			0.03			0.61


			NC_010445.4			11861861			intron_variant			LOC100620992			G			T			0.65			0.00


			NC_010445.4			17285574			upstream_gene_variant			TRIM72			T			G			0.54			0.00


			NC_010445.4			17286121			upstream_gene_variant			TRIM72			A			G			0.65			0.00


			NC_010445.4			17286525			3_prime_UTR_variant			TRIM72			T			C			0.53			0.00


			NC_010445.4			17295806			intron_variant			TRIM72			A			T			0.77			0.08			0.69


			NC_010445.4			17295846			intron_variant			TRIM72			G			A			0.72			0.03			0.69


			NC_010445.4			17296273			intron_variant			TRIM72			C			T			0.71			0.03			0.68


			NC_010459.5			49016165			upstream_gene_variant			EYA2			C			T			0.91			0.08			0.83


			NC_010459.5			49054048			missense_variant			EYA2			G			C			0.91			0.24			0.67


			NC_010459.5			57585489			3_prime_UTR_variant			BMP7			A			G			0.91			0.21			0.70


			NC_010459.5			57800721			non_coding_transcript_exon_variant			RBM38			A			G			0.91			0.28			0.63


			NC_010459.5			57800727			non_coding_transcript_exon_variant			RBM38			T			C			0.91			0.28			0.63


			NC_010445.4			18551072			intron_variant			ATP2A1			T			C			0.74			0.13			0.60


			NC_010445.4			18551285			intron_variant			ATP2A1			G			A			0.68			0.13			0.55


			NC_010445.4			18555365			intron_variant			ATP2A1			A			C			0.10			0.62			0.52


			NC_010445.4			17286686			3_prime_UTR_variant			TRIM72			A			T			0.66			0.00


			NC_010445.4			18556403			intron_variant			ATP2A1			C			T			0.68			0.05			0.63


			NC_010445.4			18556550			intron_variant			ATP2A1			T			C			0.75			0.08			0.67


			NC_010445.4			18558209			intron_variant			ATP2A1			G			A			0.88			0.37			0.51


			NC_010445.4			18558786			intron_variant			ATP2A1			G			A			0.57			0.03			0.54


			NC_010445.4			17287064			3_prime_UTR_variant			TRIM72			C			T			0.65			0.00


			NC_010445.4			18564280			intron_variant			ATP2A1			T			C			0.85			0.33			0.51


			NC_010445.4			18564347			intron_variant			ATP2A1			T			C			0.86			0.32			0.54


			NC_010445.4			18564376			intron_variant			ATP2A1			A			G			0.86			0.28			0.57


			NC_010445.4			18564729			intron_variant			ATP2A1			C			T			0.88			0.23			0.65


			NC_010445.4			18565307			intron_variant			ATP2A1			G			C			0.70			0.08			0.61


			NC_010445.4			18565362			intron_variant			ATP2A1			G			A			0.70			0.08			0.62


			NC_010445.4			18565492			intron_variant			ATP2A1			T			C			0.88			0.30			0.58


			NC_010445.4			17287341			3_prime_UTR_variant			TRIM72			A			G			0.67			0.00


			NC_010443.5			271267865			upstream_gene_variant			PLPP7			C			G			0.91			0.21			0.70


			NC_010445.4			56780800			intron_variant			ANKRD23			T			C			0.46			0.97			0.51


			NC_010445.4			56789989			intergenic_region			ANKRD23-CNNM3			A			G			0.97			0.38			0.58


			NC_010445.4			17287344			3_prime_UTR_variant			TRIM72			A			G			0.67			0.00


			NC_010445.4			117989567			intron_variant			SDC1			T			C			0.91			0.16			0.75


			NC_010445.4			117989682			intron_variant			SDC1			C			T			0.91			0.13			0.78


			NC_010445.4			117989899			intron_variant			SDC1			C			T			0.86			0.16			0.70


			NC_010445.4			117990287			intron_variant			SDC1			T			C			0.66			0.13			0.53


			NC_010445.4			117990551			intron_variant			SDC1			G			T			0.64			0.11			0.53


			NC_010445.4			117991471			intron_variant			SDC1			T			C			0.88			0.15			0.73


			NC_010445.4			117994908			intron_variant			SDC1			A			G			0.74			0.11			0.64


			NC_010445.4			117995057			intron_variant			SDC1			C			G			0.05			0.75			0.70


			NC_010445.4			117995950			intron_variant			SDC1			T			C			0.76			0.08			0.67


			NC_010445.4			17287359			3_prime_UTR_variant			TRIM72			A			C			0.65			0.00


			NC_010445.4			17287734			3_prime_UTR_variant			TRIM72			A			T			0.65			0.00


			NC_010445.4			17287781			3_prime_UTR_variant			TRIM72			A			G			0.65			0.00


			NC_010445.4			117996324			intron_variant			SDC1			T			C			0.69			0.09			0.61


			NC_010445.4			117996341			intron_variant			SDC1			T			C			0.69			0.09			0.60


			NC_010445.4			17287822			3_prime_UTR_variant			TRIM72			C			T			0.59			0.00


			NC_010445.4			17290880			intron_variant			TRIM72			G			A			0.60			0.00


			NC_010445.4			17290922			intron_variant			TRIM72			C			T			0.59			0.00


			NC_010445.4			117997416			intron_variant			SDC1			T			C			0.64			0.05			0.58


			NC_010445.4			17291410			intron_variant			TRIM72			G			A			0.61			0.00


			NC_010445.4			117997789			intron_variant			SDC1			A			G			0.63			0.05			0.57


			NC_010445.4			117998659			intron_variant			SDC1			C			T			0.56			0.05			0.51


			NC_010445.4			17291440			intron_variant			TRIM72			G			A			0.63			0.00


			NC_010445.4			118000460			intron_variant			SDC1			T			C			0.62			0.05			0.57


			NC_010445.4			118000468			intron_variant			SDC1			T			C			0.59			0.05			0.54


			NC_010445.4			118001227			intron_variant			SDC1			T			G			0.70			0.05			0.65


			NC_010445.4			118002823			intron_variant			SDC1			T			C			0.61			0.05			0.56


			NC_010445.4			118005716			intron_variant			SDC1			T			C			0.60			0.06			0.54


			NC_010445.4			118005805			intron_variant			SDC1			T			C			0.72			0.03			0.69


			NC_010445.4			118005916			intron_variant			SDC1			G			A			0.67			0.05			0.61


			NC_010445.4			17291444			intron_variant			TRIM72			A			G			0.81			0.00


			NC_010445.4			118006984			intron_variant			SDC1			T			C			0.73			0.05			0.68


			NC_010445.4			118007150			intron_variant			SDC1			A			C			0.73			0.05			0.68


			NC_010445.4			118007155			intron_variant			SDC1			A			G			0.73			0.05			0.68


			NC_010445.4			118007235			intron_variant			SDC1			A			C			0.78			0.03			0.75


			NC_010445.4			118007616			intron_variant			SDC1			A			G			0.76			0.03			0.73


			NC_010445.4			118007938			intron_variant			SDC1			T			G			0.60			0.03			0.57


			NC_010445.4			118008054			intron_variant			SDC1			T			C			0.65			0.05			0.59


			NC_010446.5			104917659			upstream_gene_variant			CASQ2			A			T			0.91			0.08			0.83


			NC_010446.5			110758451			synonymous_variant			SORT1			T			C			0.91			0.11			0.80


			NC_010445.4			17291599			intron_variant			TRIM72			G			A			0.63			0.00


			NC_010445.4			118008871			intron_variant			SDC1			C			T			0.07			0.74			0.67


			NC_010449.5			19704394			upstream_gene_variant			RIPOR2			C			T			0.91			0.21			0.70


			NC_010443.5			128966764			missense_variant&splice_region_variant			CAPN3			C			T			0.90			0.29			0.62


			NC_010444.4			15246850			upstream_gene_variant			MYBPC3			G			T			0.90			0.39			0.51


			NC_010444.4			5216082			synonymous_variant			GRK2			A			G			0.90			0.29			0.61


			NC_010446.5			83323610			3_prime_UTR_variant			RCSD1			C			A			0.90			0.09			0.81


			NC_010445.4			17291613			intron_variant			TRIM72			G			A			0.75			0.00


			NC_010445.4			118012977			intergenic_region			SDC1-LOC110260147			T			C			0.82			0.03			0.79


			NC_010445.4			17292100			intron_variant			TRIM72			T			C			0.54			0.00


			NC_010445.4			118013573			intergenic_region			SDC1-LOC110260147			A			G			0.79			0.03			0.76


			NC_010445.4			17292194			intron_variant			TRIM72			A			G			0.51			0.00


			NC_010445.4			17293348			intron_variant			TRIM72			C			T			0.73			0.00


			NC_010445.4			118014878			intergenic_region			SDC1-LOC110260147			A			G			0.08			0.76			0.69


			NC_010444.4			15247468			upstream_gene_variant			MYBPC3			G			A			0.90			0.26			0.64


			NC_010445.4			17294220			intron_variant			TRIM72			C			T			0.51			0.00


			NC_010446.5			31614513			intron_variant			ZFPM2			T			C			0.74			0.08			0.67


			NC_010446.5			31614724			intron_variant			ZFPM2			C			T			0.61			0.08			0.53


			NC_010446.5			31618104			intron_variant			ZFPM2			T			C			0.72			0.05			0.67


			NC_010446.5			31619957			intron_variant			ZFPM2			C			G			0.91			0.11			0.80


			NC_010446.5			31621311			intron_variant			ZFPM2			T			C			0.92			0.08			0.84


			NC_010446.5			31621316			intron_variant			ZFPM2			G			A			0.92			0.08			0.84


			NC_010446.5			31622867			intron_variant			ZFPM2			G			A			0.93			0.08			0.85


			NC_010446.5			31623132			intron_variant			ZFPM2			G			A			0.93			0.11			0.83


			NC_010446.5			31623133			intron_variant			ZFPM2			G			A			0.93			0.11			0.83


			NC_010446.5			31623841			intron_variant			ZFPM2			T			A			0.92			0.08			0.84


			NC_010446.5			31624238			intron_variant			ZFPM2			A			G			0.93			0.06			0.87


			NC_010446.5			31625083			intron_variant			ZFPM2			C			T			0.93			0.06			0.87


			NC_010446.5			31627384			intron_variant			ZFPM2			G			C			0.91			0.08			0.83


			NC_010446.5			31627719			intron_variant			ZFPM2			A			T			0.90			0.08			0.81


			NC_010446.5			31627723			intron_variant			ZFPM2			G			A			0.90			0.08			0.82


			NC_010446.5			31627868			intron_variant			ZFPM2			A			G			0.93			0.05			0.88


			NC_010446.5			31628561			intron_variant			ZFPM2			T			C			0.92			0.06			0.86


			NC_010446.5			31629202			intron_variant			ZFPM2			T			C			0.90			0.06			0.83


			NC_010445.4			17294558			intron_variant			TRIM72			A			T			0.54			0.00


			NC_010445.4			17294586			intron_variant			TRIM72			G			C			0.57			0.00


			NC_010446.5			31631433			intron_variant			ZFPM2			C			G			0.88			0.06			0.82


			NC_010445.4			17294760			intron_variant			TRIM72			G			A			0.57			0.00


			NC_010446.5			31632287			intron_variant			ZFPM2			T			G			0.93			0.08			0.85


			NC_010445.4			17295000			intron_variant			TRIM72			T			C			0.68			0.00


			NC_010446.5			31634082			intron_variant			ZFPM2			T			C			0.90			0.05			0.84


			NC_010445.4			17298351			upstream_gene_variant			TRIM72			A			G			0.51			0.00


			NC_010445.4			18556163			intron_variant			ATP2A1			T			G			0.52			0.00


			NC_010445.4			18559562			intron_variant			ATP2A1			G			A			0.55			0.00


			NC_010445.4			18565685			intron_variant			ATP2A1			C			A			0.65			0.00


			NC_010445.4			56790922			intergenic_region			ANKRD23-CNNM3			A			G			0.59			0.00


			NC_010445.4			117996169			intron_variant			SDC1			A			G			0.61			0.00


			NC_010445.4			117996179			intron_variant			SDC1			C			T			0.53			0.00


			NC_010446.5			31635548			intron_variant			ZFPM2			T			G			0.90			0.11			0.79


			NC_010446.5			31636403			intron_variant			ZFPM2			T			C			0.90			0.06			0.84


			NC_010445.4			117996202			intron_variant			SDC1			T			C			0.65			0.00


			NC_010446.5			31636644			intron_variant			ZFPM2			T			C			0.76			0.08			0.68


			NC_010445.4			117996698			intron_variant			SDC1			A			G			0.65			0.00


			NC_010445.4			117997202			intron_variant			SDC1			A			G			0.75			0.00


			NC_010445.4			117997217			intron_variant			SDC1			G			C			0.78			0.00


			NC_010445.4			117997648			intron_variant			SDC1			A			G			0.77			0.00


			NC_010445.4			117999333			intron_variant			SDC1			T			C			0.58			0.00


			NC_010445.4			118006067			intron_variant			SDC1			G			T			0.54			0.00


			NC_010445.4			118008529			missense_variant			SDC1			T			C			0.64			0.00


			NC_010446.5			31638155			intron_variant			ZFPM2			T			A			0.92			0.03			0.89


			NC_010445.4			118008817			intron_variant			SDC1			C			T			0.54			0.00


			NC_010445.4			118010986			3_prime_UTR_variant			SDC1			G			A			0.81			0.00


			NC_010445.4			118013047			intergenic_region			SDC1-LOC110260147			T			C			0.60			0.00


			NC_010446.5			31639103			intron_variant			ZFPM2			C			T			0.91			0.05			0.86


			NC_010446.5			31639198			intron_variant			ZFPM2			G			A			0.86			0.08			0.78


			NC_010445.4			118013811			intergenic_region			SDC1-LOC110260147			T			C			0.61			0.00


			NC_010445.4			118013895			intergenic_region			SDC1-LOC110260147			C			A			0.54			0.00


			NC_010446.5			31608830			synonymous_variant			ZFPM2			A			G			0.62			0.00


			NC_010446.5			31640252			intron_variant			ZFPM2			G			A			0.94			0.05			0.89


			NC_010446.5			31642335			intron_variant			ZFPM2			T			C			0.90			0.05			0.85


			NC_010446.5			31642467			intron_variant			ZFPM2			C			G			0.91			0.08			0.83


			NC_010446.5			31642680			intron_variant			ZFPM2			G			A			0.67			0.06			0.61


			NC_010446.5			31643992			intron_variant			ZFPM2			C			G			0.95			0.09			0.86


			NC_010446.5			31643998			intron_variant			ZFPM2			T			G			0.96			0.08			0.88


			NC_010446.5			31645129			intron_variant			ZFPM2			G			C			0.74			0.08			0.66


			NC_010446.5			31645201			intron_variant			ZFPM2			A			C			0.73			0.05			0.67


			NC_010446.5			31645241			intron_variant			ZFPM2			T			C			0.69			0.08			0.61


			NC_010446.5			31645690			intron_variant			ZFPM2			A			T			0.84			0.08			0.76


			NC_010446.5			31645931			intron_variant			ZFPM2			C			T			0.85			0.08			0.77


			NC_010446.5			31645946			intron_variant			ZFPM2			T			C			0.90			0.08			0.82


			NC_010446.5			31646078			intron_variant			ZFPM2			T			C			0.85			0.06			0.79


			NC_010446.5			31646104			intron_variant			ZFPM2			G			A			0.87			0.03			0.84


			NC_010446.5			31646921			intron_variant			ZFPM2			C			T			0.64			0.08			0.56


			NC_010446.5			31646946			intron_variant			ZFPM2			C			A			0.65			0.05			0.60


			NC_010446.5			31646956			intron_variant			ZFPM2			T			C			0.80			0.05			0.75


			NC_010446.5			31647240			intron_variant			ZFPM2			A			G			0.69			0.06			0.63


			NC_010446.5			31647868			intron_variant			ZFPM2			T			A			0.92			0.03			0.89


			NC_010446.5			31648839			intron_variant			ZFPM2			A			T			0.98			0.47			0.50


			NC_010446.5			31649443			intron_variant			ZFPM2			G			A			0.91			0.05			0.86


			NC_010446.5			31650159			intron_variant			ZFPM2			G			A			0.84			0.05			0.78


			NC_010446.5			31650388			intron_variant			ZFPM2			A			G			0.95			0.08			0.87


			NC_010446.5			31651268			intron_variant			ZFPM2			T			C			0.91			0.08			0.83


			NC_010446.5			31651512			intron_variant			ZFPM2			T			C			0.90			0.11			0.79


			NC_010446.5			31651662			intron_variant			ZFPM2			A			G			0.95			0.11			0.85


			NC_010446.5			31651726			intron_variant			ZFPM2			G			A			0.95			0.03			0.92


			NC_010446.5			31651761			intron_variant			ZFPM2			T			C			0.95			0.03			0.92


			NC_010446.5			31651916			intron_variant			ZFPM2			T			C			0.96			0.05			0.91


			NC_010446.5			31651945			intron_variant			ZFPM2			G			A			0.95			0.08			0.87


			NC_010446.5			31652016			intron_variant			ZFPM2			C			T			0.95			0.06			0.90


			NC_010446.5			31652027			intron_variant			ZFPM2			C			A			0.95			0.06			0.90


			NC_010446.5			31652343			intron_variant			ZFPM2			T			C			0.88			0.05			0.83


			NC_010446.5			31652401			intron_variant			ZFPM2			G			A			0.93			0.05			0.88


			NC_010446.5			31652436			intron_variant			ZFPM2			A			C			0.93			0.05			0.88


			NC_010446.5			31652479			intron_variant			ZFPM2			T			G			0.93			0.06			0.87


			NC_010446.5			31652480			intron_variant			ZFPM2			C			T			0.89			0.06			0.83


			NC_010446.5			31652496			intron_variant			ZFPM2			C			T			0.88			0.06			0.82


			NC_010446.5			31652895			intron_variant			ZFPM2			G			C			0.89			0.08			0.81


			NC_010446.5			31653051			intron_variant			ZFPM2			C			T			0.88			0.11			0.77


			NC_010446.5			31653057			intron_variant			ZFPM2			G			A			0.88			0.11			0.77


			NC_010446.5			31653066			intron_variant			ZFPM2			G			T			0.92			0.11			0.82


			NC_010446.5			31654182			intron_variant			ZFPM2			T			G			0.88			0.08			0.80


			NC_010446.5			31654196			intron_variant			ZFPM2			G			T			0.88			0.08			0.80


			NC_010446.5			31654362			intron_variant			ZFPM2			A			G			0.89			0.08			0.81


			NC_010446.5			31654499			intron_variant			ZFPM2			A			G			0.87			0.05			0.82


			NC_010446.5			31654791			intron_variant			ZFPM2			A			G			0.88			0.08			0.80


			NC_010446.5			31654992			intron_variant			ZFPM2			A			T			0.96			0.06			0.91


			NC_010446.5			31655816			intron_variant			ZFPM2			A			G			0.61			0.05			0.56


			NC_010446.5			31656306			intron_variant			ZFPM2			T			C			0.93			0.05			0.88


			NC_010446.5			31656995			intron_variant			ZFPM2			T			C			0.88			0.11			0.77


			NC_010446.5			31657023			intron_variant			ZFPM2			T			C			0.93			0.08			0.85


			NC_010446.5			31659886			intron_variant			ZFPM2			T			G			0.57			0.05			0.52


			NC_010446.5			31662340			intron_variant			ZFPM2			C			T			0.94			0.08			0.85


			NC_010446.5			31662971			intron_variant			ZFPM2			A			G			0.93			0.06			0.88


			NC_010446.5			31668430			intron_variant			ZFPM2			A			G			0.93			0.06			0.87


			NC_010446.5			31631192			intron_variant			ZFPM2			A			G			0.63			0.00


			NC_010446.5			31631318			intron_variant			ZFPM2			C			A			0.70			0.00


			NC_010446.5			31671150			intron_variant			ZFPM2			A			G			0.88			0.06			0.82


			NC_010446.5			31671154			intron_variant			ZFPM2			G			A			0.88			0.06			0.82


			NC_010446.5			31631845			intron_variant			ZFPM2			G			A			0.73			0.00


			NC_010446.5			31633175			intron_variant			ZFPM2			A			G			0.78			0.00


			NC_010446.5			31674288			intron_variant			ZFPM2			A			G			0.88			0.09			0.79


			NC_010446.5			31675189			intron_variant			ZFPM2			T			C			0.77			0.08			0.69


			NC_010446.5			31634290			intron_variant			ZFPM2			A			C			0.61			0.00


			NC_010446.5			31675502			intron_variant			ZFPM2			T			C			0.61			0.08			0.53


			NC_010446.5			31634478			intron_variant			ZFPM2			T			G			0.56			0.00


			NC_010446.5			31681151			intron_variant			ZFPM2			T			C			0.86			0.08			0.78


			NC_010446.5			31681473			intron_variant			ZFPM2			C			T			0.85			0.08			0.77


			NC_010446.5			31681477			intron_variant			ZFPM2			T			C			0.85			0.08			0.77


			NC_010446.5			31681525			intron_variant			ZFPM2			C			G			0.93			0.08			0.85


			NC_010446.5			31634647			intron_variant			ZFPM2			G			A			0.64			0.00


			NC_010446.5			31681668			intron_variant			ZFPM2			T			C			0.92			0.08			0.84


			NC_010446.5			31681719			intron_variant			ZFPM2			A			C			0.86			0.08			0.78


			NC_010446.5			31681939			intron_variant			ZFPM2			A			T			0.87			0.08			0.79


			NC_010446.5			31682007			intron_variant			ZFPM2			T			C			0.84			0.03			0.82


			NC_010446.5			31682170			intron_variant			ZFPM2			C			T			0.88			0.03			0.85


			NC_010446.5			31634712			intron_variant			ZFPM2			T			C			0.64			0.00


			NC_010446.5			31634948			intron_variant			ZFPM2			C			A			0.63			0.00


			NC_010446.5			31682292			intron_variant			ZFPM2			T			A			0.86			0.03			0.84


			NC_010446.5			31682298			intron_variant			ZFPM2			G			A			0.84			0.03			0.81


			NC_010446.5			31635456			intron_variant			ZFPM2			C			T			0.58			0.00


			NC_010446.5			31682365			intron_variant			ZFPM2			T			G			0.85			0.03			0.83


			NC_010446.5			31635468			intron_variant			ZFPM2			G			A			0.63			0.00


			NC_010446.5			31685389			intron_variant			ZFPM2			A			G			0.90			0.08			0.82


			NC_010446.5			31685658			intron_variant			ZFPM2			T			C			0.93			0.13			0.80


			NC_010446.5			31685758			intron_variant			ZFPM2			G			A			0.94			0.08			0.86


			NC_010446.5			31685779			intron_variant			ZFPM2			T			C			0.93			0.08			0.86


			NC_010446.5			31685893			intron_variant			ZFPM2			C			G			0.93			0.08			0.85


			NC_010446.5			31685992			intron_variant			ZFPM2			T			G			0.97			0.09			0.88


			NC_010446.5			31686162			intron_variant			ZFPM2			T			C			0.95			0.03			0.92


			NC_010446.5			31686363			intron_variant			ZFPM2			T			C			0.94			0.06			0.88


			NC_010446.5			31687226			intron_variant			ZFPM2			C			G			0.92			0.08			0.84


			NC_010446.5			31687610			intron_variant			ZFPM2			C			T			0.91			0.03			0.88


			NC_010446.5			31688015			intron_variant			ZFPM2			A			T			0.91			0.03			0.88


			NC_010446.5			31688380			intron_variant			ZFPM2			T			C			0.91			0.05			0.86


			NC_010446.5			31689119			intron_variant			ZFPM2			A			G			0.72			0.05			0.66


			NC_010446.5			31689360			intron_variant			ZFPM2			C			T			0.74			0.08			0.66


			NC_010446.5			31689546			intron_variant			ZFPM2			T			C			0.73			0.08			0.65


			NC_010446.5			31689605			intron_variant			ZFPM2			A			G			0.72			0.11			0.61


			NC_010446.5			31689777			intron_variant			ZFPM2			C			T			0.69			0.06			0.64


			NC_010446.5			31690026			intron_variant			ZFPM2			G			A			0.70			0.06			0.64


			NC_010446.5			31690130			intron_variant			ZFPM2			G			A			0.73			0.05			0.68


			NC_010446.5			31690187			intron_variant			ZFPM2			C			A			0.72			0.06			0.67


			NC_010446.5			31690220			intron_variant			ZFPM2			C			A			0.78			0.06			0.73


			NC_010446.5			31690363			intron_variant			ZFPM2			T			C			0.71			0.08			0.64


			NC_010446.5			31690784			intron_variant			ZFPM2			G			A			0.67			0.08			0.59


			NC_010446.5			31690994			intron_variant			ZFPM2			A			G			0.75			0.05			0.70


			NC_010446.5			31691419			intron_variant			ZFPM2			A			G			0.91			0.05			0.86


			NC_010446.5			31691646			intron_variant			ZFPM2			T			A			0.92			0.03			0.89


			NC_010446.5			31692129			intron_variant			ZFPM2			C			T			0.90			0.08			0.83


			NC_010446.5			31692294			intron_variant			ZFPM2			A			G			0.93			0.05			0.88


			NC_010446.5			31692603			intron_variant			ZFPM2			C			G			0.96			0.03			0.93


			NC_010446.5			31636622			intron_variant			ZFPM2			G			A			0.58			0.00


			NC_010446.5			31636987			intron_variant			ZFPM2			T			C			0.72			0.00


			NC_010446.5			31637035			intron_variant			ZFPM2			G			A			0.74			0.00


			NC_010446.5			31693000			intron_variant			ZFPM2			A			C			0.86			0.03			0.83


			NC_010446.5			31637095			intron_variant			ZFPM2			A			G			0.74			0.00


			NC_010446.5			31637115			intron_variant			ZFPM2			G			C			0.71			0.00


			NC_010446.5			31637681			intron_variant			ZFPM2			T			C			0.61			0.00


			NC_010446.5			31637953			intron_variant			ZFPM2			T			C			0.58			0.00


			NC_010446.5			31638142			intron_variant			ZFPM2			A			T			0.58			0.00


			NC_010446.5			31638373			intron_variant			ZFPM2			G			A			0.62			0.00


			NC_010446.5			31638441			intron_variant			ZFPM2			C			T			0.57			0.00


			NC_010446.5			31638515			intron_variant			ZFPM2			C			T			0.60			0.00


			NC_010446.5			31639501			intron_variant			ZFPM2			A			T			0.61			0.00


			NC_010446.5			31639581			intron_variant			ZFPM2			T			C			0.61			0.00


			NC_010446.5			31639735			intron_variant			ZFPM2			G			A			0.60			0.00


			NC_010446.5			31668964			intron_variant			ZFPM2			G			A			0.70			0.00


			NC_010446.5			31671101			intron_variant			ZFPM2			C			T			0.55			0.00


			NC_010446.5			31695846			intron_variant			ZFPM2			A			G			0.68			0.09			0.59


			NC_010446.5			31695847			intron_variant			ZFPM2			C			G			0.68			0.09			0.59


			NC_010446.5			31695850			intron_variant			ZFPM2			G			A			0.68			0.09			0.59


			NC_010446.5			31695871			intron_variant			ZFPM2			A			T			0.71			0.08			0.63


			NC_010446.5			31671528			intron_variant			ZFPM2			G			A			0.52			0.00


			NC_010446.5			31696280			intron_variant			ZFPM2			C			T			0.94			0.11			0.84


			NC_010446.5			31674020			intron_variant			ZFPM2			T			C			0.51			0.00


			NC_010446.5			31675190			intron_variant			ZFPM2			G			A			0.52			0.00


			NC_010446.5			31675873			intron_variant			ZFPM2			C			T			0.56			0.00


			NC_010446.5			31681557			intron_variant			ZFPM2			T			C			0.71			0.00


			NC_010446.5			31682228			intron_variant			ZFPM2			A			C			0.88			0.00


			NC_010446.5			31682284			intron_variant			ZFPM2			C			T			0.73			0.00


			NC_010446.5			31682317			intron_variant			ZFPM2			C			T			0.72			0.00


			NC_010446.5			31697138			intron_variant			ZFPM2			A			G			0.64			0.08			0.56


			NC_010446.5			31684735			intron_variant			ZFPM2			A			G			0.51			0.00


			NC_010446.5			31697290			intron_variant			ZFPM2			T			C			0.65			0.06			0.59


			NC_010446.5			31697775			intron_variant			ZFPM2			T			C			0.67			0.08			0.59


			NC_010446.5			31697819			intron_variant			ZFPM2			A			G			0.63			0.08			0.55


			NC_010446.5			31698207			intron_variant			ZFPM2			A			T			0.65			0.06			0.60


			NC_010446.5			31698629			intron_variant			ZFPM2			A			T			0.93			0.08			0.85


			NC_010446.5			31692790			intron_variant			ZFPM2			A			G			0.95			0.00


			NC_010446.5			31698718			intron_variant			ZFPM2			C			T			0.93			0.05			0.88


			NC_010446.5			31699001			intron_variant			ZFPM2			C			T			0.93			0.05			0.88


			NC_010446.5			31692805			intron_variant			ZFPM2			G			A			0.95			0.00


			NC_010446.5			31692822			intron_variant			ZFPM2			T			G			0.93			0.00


			NC_010446.5			31693093			intron_variant			ZFPM2			T			A			0.73			0.00


			NC_010446.5			31693368			intron_variant			ZFPM2			A			C			0.74			0.00


			NC_010446.5			31694999			intron_variant			ZFPM2			C			A			0.74			0.00


			NC_010446.5			31695031			intron_variant			ZFPM2			A			G			0.60			0.00


			NC_010446.5			31695250			intron_variant			ZFPM2			T			C			0.72			0.00


			NC_010446.5			31695409			intron_variant			ZFPM2			C			T			0.70			0.00


			NC_010446.5			31695411			intron_variant			ZFPM2			A			G			0.70			0.00


			NC_010446.5			31695421			intron_variant			ZFPM2			G			A			0.70			0.00


			NC_010446.5			31695436			intron_variant			ZFPM2			A			G			0.73			0.00


			NC_010446.5			31707009			intron_variant			ZFPM2			G			A			0.93			0.05			0.88


			NC_010446.5			31695452			intron_variant			ZFPM2			C			T			0.73			0.00


			NC_010446.5			31695490			intron_variant			ZFPM2			T			C			0.56			0.00


			NC_010446.5			31695621			intron_variant			ZFPM2			T			C			0.73			0.00


			NC_010446.5			31712268			intron_variant			ZFPM2			A			T			0.87			0.08			0.79


			NC_010446.5			31695781			intron_variant			ZFPM2			G			A			0.67			0.00


			NC_010446.5			31720135			intron_variant			ZFPM2			C			T			0.93			0.11			0.82


			NC_010446.5			31721241			intron_variant			ZFPM2			G			A			0.76			0.05			0.71


			NC_010446.5			31695901			intron_variant			ZFPM2			T			C			0.66			0.00


			NC_010446.5			31696301			intron_variant			ZFPM2			G			A			0.67			0.00


			NC_010446.5			31696370			intron_variant			ZFPM2			A			T			0.66			0.00


			NC_010446.5			31721894			intron_variant			ZFPM2			A			T			0.82			0.08			0.74


			NC_010446.5			31721937			intron_variant			ZFPM2			C			T			0.95			0.03			0.93


			NC_010446.5			31721995			intron_variant			ZFPM2			A			C			0.78			0.08			0.70


			NC_010446.5			31696566			intron_variant			ZFPM2			T			C			0.66			0.00


			NC_010446.5			31696575			intron_variant			ZFPM2			A			G			0.66			0.00


			NC_010446.5			31723442			intron_variant			ZFPM2			A			G			0.64			0.06			0.58


			NC_010446.5			31723654			intron_variant			ZFPM2			T			C			0.92			0.06			0.86


			NC_010446.5			31724442			intron_variant			ZFPM2			A			G			0.94			0.08			0.86


			NC_010446.5			31724733			intron_variant			ZFPM2			A			G			0.94			0.11			0.84


			NC_010446.5			31725605			intron_variant			ZFPM2			T			G			0.67			0.08			0.59


			NC_010446.5			31725838			intron_variant			ZFPM2			C			G			0.90			0.11			0.80


			NC_010446.5			31725871			intron_variant			ZFPM2			A			G			0.91			0.08			0.83


			NC_010446.5			31725995			intron_variant			ZFPM2			T			G			0.93			0.05			0.88


			NC_010446.5			31725998			intron_variant			ZFPM2			T			A			0.93			0.05			0.88


			NC_010446.5			31725999			intron_variant			ZFPM2			T			C			0.93			0.05			0.88


			NC_010446.5			31726270			intron_variant			ZFPM2			T			C			0.92			0.05			0.87


			NC_010446.5			31726923			intron_variant			ZFPM2			G			T			0.93			0.08			0.85


			NC_010446.5			31728655			intron_variant			ZFPM2			G			C			0.93			0.09			0.84


			NC_010446.5			31729841			intron_variant			ZFPM2			T			C			0.92			0.08			0.84


			NC_010446.5			31729994			intron_variant			ZFPM2			G			A			0.88			0.05			0.83


			NC_010446.5			31731845			intron_variant			ZFPM2			C			T			0.93			0.11			0.82


			NC_010446.5			31696625			intron_variant			ZFPM2			A			G			0.63			0.00


			NC_010446.5			31696756			intron_variant			ZFPM2			T			A			0.61			0.00


			NC_010446.5			31732283			intron_variant			ZFPM2			A			G			0.95			0.08			0.87


			NC_010446.5			31733327			intron_variant			ZFPM2			T			C			0.93			0.06			0.88


			NC_010446.5			31733402			intron_variant			ZFPM2			C			T			0.92			0.11			0.82


			NC_010446.5			31733864			intron_variant			ZFPM2			C			T			0.94			0.08			0.86


			NC_010446.5			31734520			intron_variant			ZFPM2			T			G			0.94			0.03			0.91


			NC_010446.5			31697044			intron_variant			ZFPM2			G			A			0.62			0.00


			NC_010446.5			31697150			intron_variant			ZFPM2			G			A			0.79			0.00


			NC_010446.5			31735565			intron_variant			ZFPM2			T			A			0.92			0.08			0.84


			NC_010446.5			31698632			intron_variant			ZFPM2			G			A			0.51			0.00


			NC_010446.5			31739234			intron_variant			ZFPM2			C			T			0.93			0.06			0.87


			NC_010446.5			31699259			intron_variant			ZFPM2			T			C			0.66			0.00


			NC_010446.5			31741943			intron_variant			ZFPM2			T			G			0.85			0.05			0.80


			NC_010446.5			31742096			intron_variant			ZFPM2			C			T			0.56			0.06			0.50


			NC_010446.5			31742251			intron_variant			ZFPM2			C			G			0.58			0.03			0.55


			NC_010446.5			31742653			intron_variant			ZFPM2			T			C			0.79			0.06			0.73


			NC_010446.5			31742766			intron_variant			ZFPM2			T			C			0.74			0.08			0.66


			NC_010446.5			31743478			intron_variant			ZFPM2			C			T			0.79			0.06			0.73


			NC_010446.5			31743803			intron_variant			ZFPM2			A			G			0.80			0.08			0.72


			NC_010446.5			31744277			intron_variant			ZFPM2			C			G			0.91			0.06			0.85


			NC_010446.5			31744342			intron_variant			ZFPM2			T			C			0.87			0.08			0.79


			NC_010446.5			31744464			intron_variant			ZFPM2			T			C			0.67			0.03			0.65


			NC_010446.5			31744557			intron_variant			ZFPM2			C			T			0.86			0.06			0.80


			NC_010446.5			31744572			intron_variant			ZFPM2			A			G			0.85			0.08			0.77


			NC_010446.5			31744756			intron_variant			ZFPM2			T			G			0.59			0.03			0.56


			NC_010446.5			31745481			intron_variant			ZFPM2			T			A			0.70			0.03			0.67


			NC_010446.5			31746470			intron_variant			ZFPM2			G			A			0.60			0.08			0.52


			NC_010446.5			31746535			intron_variant			ZFPM2			A			C			0.62			0.03			0.59


			NC_010446.5			31746596			intron_variant			ZFPM2			G			A			0.57			0.03			0.54


			NC_010446.5			31746878			intron_variant			ZFPM2			C			T			0.95			0.08			0.87


			NC_010446.5			31699333			intron_variant			ZFPM2			A			G			0.70			0.00


			NC_010446.5			31700449			intron_variant			ZFPM2			C			T			0.56			0.00


			NC_010446.5			31702200			intron_variant			ZFPM2			T			C			0.91			0.00


			NC_010446.5			31747275			intron_variant			ZFPM2			G			C			0.60			0.05			0.55


			NC_010446.5			31747393			intron_variant			ZFPM2			T			C			0.88			0.08			0.80


			NC_010446.5			31748063			intron_variant			ZFPM2			A			G			0.88			0.05			0.83


			NC_010446.5			31750227			intron_variant			ZFPM2			C			G			0.87			0.08			0.79


			NC_010446.5			31752187			intron_variant			ZFPM2			T			C			0.83			0.08			0.75


			NC_010446.5			31752264			intron_variant			ZFPM2			T			C			0.82			0.08			0.74


			NC_010446.5			31752540			intron_variant			ZFPM2			T			C			0.83			0.06			0.77


			NC_010446.5			31753343			intron_variant			ZFPM2			C			T			0.93			0.08			0.85


			NC_010446.5			31753388			intron_variant			ZFPM2			C			T			0.92			0.08			0.84


			NC_010446.5			31753725			intron_variant			ZFPM2			G			C			0.64			0.05			0.59


			NC_010446.5			31754837			intron_variant			ZFPM2			A			G			0.93			0.05			0.88


			NC_010446.5			31756617			intron_variant			ZFPM2			T			C			0.92			0.03			0.89


			NC_010446.5			31756672			intron_variant			ZFPM2			A			G			0.92			0.03			0.89


			NC_010446.5			31756823			intron_variant			ZFPM2			C			A			0.86			0.08			0.78


			NC_010446.5			31759184			intron_variant			ZFPM2			G			A			0.60			0.08			0.53


			NC_010446.5			31759331			intron_variant			ZFPM2			G			A			0.63			0.08			0.55


			NC_010446.5			31759506			intron_variant			ZFPM2			T			G			0.78			0.08			0.71


			NC_010446.5			31759732			intron_variant			ZFPM2			T			C			0.77			0.08			0.69


			NC_010446.5			31760018			intron_variant			ZFPM2			A			C			0.79			0.03			0.76


			NC_010446.5			31760019			intron_variant			ZFPM2			G			C			0.89			0.03			0.87


			NC_010446.5			31760129			intron_variant			ZFPM2			A			C			0.64			0.05			0.59


			NC_010446.5			31760136			intron_variant			ZFPM2			G			T			0.73			0.05			0.68


			NC_010446.5			31760292			intron_variant			ZFPM2			T			G			0.80			0.11			0.70


			NC_010446.5			31760465			intron_variant			ZFPM2			G			A			0.69			0.08			0.61


			NC_010446.5			31760534			intron_variant			ZFPM2			A			C			0.74			0.06			0.68


			NC_010446.5			31760539			intron_variant			ZFPM2			G			T			0.74			0.05			0.68


			NC_010446.5			31760549			intron_variant			ZFPM2			G			T			0.72			0.06			0.67


			NC_010446.5			31760605			intron_variant			ZFPM2			T			A			0.70			0.08			0.62


			NC_010446.5			31760622			intron_variant			ZFPM2			T			C			0.74			0.08			0.66


			NC_010446.5			31760623			intron_variant			ZFPM2			T			C			0.74			0.08			0.66


			NC_010446.5			31760643			intron_variant			ZFPM2			T			A			0.75			0.08			0.67


			NC_010446.5			31760755			intron_variant			ZFPM2			G			A			0.78			0.08			0.71


			NC_010446.5			31760792			intron_variant			ZFPM2			C			T			0.81			0.08			0.73


			NC_010446.5			31760795			intron_variant			ZFPM2			T			C			0.79			0.08			0.71


			NC_010446.5			31760834			intron_variant			ZFPM2			C			T			0.74			0.08			0.67


			NC_010446.5			31760835			intron_variant			ZFPM2			T			C			0.74			0.08			0.67


			NC_010446.5			31760849			intron_variant			ZFPM2			G			A			0.74			0.08			0.66


			NC_010446.5			31760961			intron_variant			ZFPM2			A			G			0.78			0.08			0.71


			NC_010446.5			31760981			intron_variant			ZFPM2			T			C			0.78			0.08			0.71


			NC_010446.5			31761413			intron_variant			ZFPM2			A			T			0.76			0.11			0.65


			NC_010446.5			31761496			intron_variant			ZFPM2			C			T			0.77			0.08			0.68


			NC_010446.5			31761556			intron_variant			ZFPM2			G			A			0.79			0.08			0.70


			NC_010446.5			31761606			intron_variant			ZFPM2			T			G			0.79			0.08			0.71


			NC_010446.5			31761621			intron_variant			ZFPM2			C			T			0.77			0.08			0.69


			NC_010446.5			31761708			intron_variant			ZFPM2			A			G			0.74			0.08			0.66


			NC_010446.5			31762087			intron_variant			ZFPM2			A			G			0.58			0.05			0.53


			NC_010446.5			31704862			intron_variant			ZFPM2			C			T			0.57			0.00


			NC_010446.5			31704893			intron_variant			ZFPM2			A			G			0.52			0.00


			NC_010446.5			31763138			intron_variant			ZFPM2			G			A			0.80			0.08			0.72


			NC_010446.5			31704930			intron_variant			ZFPM2			A			G			0.53			0.00


			NC_010446.5			31764092			intron_variant			ZFPM2			G			C			0.60			0.03			0.58


			NC_010446.5			31764393			intron_variant			ZFPM2			C			A			0.86			0.08			0.78


			NC_010446.5			31766142			intron_variant			ZFPM2			C			T			0.92			0.08			0.84


			NC_010446.5			31766754			intron_variant			ZFPM2			T			C			0.86			0.08			0.78


			NC_010446.5			31766780			intron_variant			ZFPM2			C			A			0.91			0.08			0.83


			NC_010446.5			31767091			intron_variant			ZFPM2			T			G			0.86			0.08			0.78


			NC_010446.5			31767347			intron_variant			ZFPM2			T			C			0.78			0.03			0.75


			NC_010446.5			31767429			intron_variant			ZFPM2			C			T			0.80			0.03			0.77


			NC_010446.5			31770739			intron_variant			ZFPM2			A			G			0.71			0.08			0.63


			NC_010446.5			31772499			intron_variant			ZFPM2			C			T			0.93			0.08			0.85


			NC_010446.5			31772814			intron_variant			ZFPM2			C			T			0.93			0.08			0.85


			NC_010446.5			31772942			intron_variant			ZFPM2			C			T			0.70			0.11			0.60


			NC_010446.5			31774334			intron_variant			ZFPM2			C			G			0.78			0.03			0.75


			NC_010446.5			31774865			intron_variant			ZFPM2			A			G			0.60			0.08			0.52


			NC_010446.5			31774871			intron_variant			ZFPM2			G			A			0.60			0.08			0.52


			NC_010446.5			31777496			intron_variant			ZFPM2			T			C			0.78			0.05			0.73


			NC_010446.5			31777920			intron_variant			ZFPM2			A			G			0.93			0.05			0.88


			NC_010446.5			31781530			intron_variant			ZFPM2			T			C			0.93			0.08			0.85


			NC_010446.5			31781545			intron_variant			ZFPM2			T			C			0.93			0.08			0.85


			NC_010446.5			31783256			intron_variant			ZFPM2			A			C			0.91			0.08			0.82


			NC_010446.5			31705077			intron_variant			ZFPM2			A			G			0.59			0.00


			NC_010446.5			31705085			intron_variant			ZFPM2			A			G			0.59			0.00


			NC_010446.5			31787455			intron_variant			ZFPM2			A			G			0.85			0.08			0.77


			NC_010446.5			31705170			intron_variant			ZFPM2			T			A			0.55			0.00


			NC_010446.5			31789710			intron_variant			ZFPM2			T			C			0.85			0.06			0.79


			NC_010446.5			31791902			intron_variant			ZFPM2			C			T			0.72			0.08			0.64


			NC_010446.5			31705747			intron_variant			ZFPM2			C			T			0.53			0.00


			NC_010446.5			31707469			intron_variant			ZFPM2			G			A			0.81			0.00


			NC_010446.5			31707582			intron_variant			ZFPM2			T			C			0.77			0.00


			NC_010446.5			31712071			intron_variant			ZFPM2			G			T			0.73			0.00


			NC_010446.5			31794629			intron_variant			ZFPM2			A			G			0.64			0.03			0.61


			NC_010446.5			31714613			intron_variant			ZFPM2			C			T			0.57			0.00


			NC_010446.5			31795642			intron_variant			ZFPM2			C			T			0.92			0.08			0.84


			NC_010446.5			31795851			intron_variant			ZFPM2			C			G			0.90			0.08			0.82


			NC_010446.5			31795942			intron_variant			ZFPM2			T			A			0.93			0.05			0.88


			NC_010446.5			31796030			intron_variant			ZFPM2			A			G			0.91			0.05			0.86


			NC_010446.5			31796354			intron_variant			ZFPM2			T			C			0.92			0.05			0.87


			NC_010446.5			31796522			intron_variant			ZFPM2			A			T			0.60			0.06			0.54


			NC_010446.5			31796947			intron_variant			ZFPM2			C			T			0.61			0.08			0.53


			NC_010446.5			31796948			intron_variant			ZFPM2			A			G			0.91			0.08			0.83


			NC_010446.5			31796974			intron_variant			ZFPM2			G			A			0.63			0.08			0.55


			NC_010446.5			31797026			intron_variant			ZFPM2			C			A			0.89			0.08			0.82


			NC_010446.5			31797036			intron_variant			ZFPM2			T			C			0.88			0.08			0.80


			NC_010446.5			31797089			intron_variant			ZFPM2			C			T			0.90			0.08			0.82


			NC_010446.5			31797195			intron_variant			ZFPM2			C			T			0.88			0.08			0.80


			NC_010446.5			31797260			intron_variant			ZFPM2			G			A			0.90			0.05			0.85


			NC_010446.5			31797283			intron_variant			ZFPM2			A			G			0.90			0.05			0.85


			NC_010446.5			31721324			intron_variant			ZFPM2			A			G			0.64			0.00


			NC_010446.5			31797649			intron_variant			ZFPM2			T			C			0.87			0.05			0.82


			NC_010446.5			31797759			intron_variant			ZFPM2			G			A			0.88			0.08			0.80


			NC_010446.5			31797796			intron_variant			ZFPM2			T			C			0.89			0.08			0.81


			NC_010446.5			31797973			intron_variant			ZFPM2			C			T			0.58			0.06			0.52


			NC_010446.5			31798109			intron_variant			ZFPM2			C			T			0.60			0.08			0.52


			NC_010446.5			31798135			intron_variant			ZFPM2			C			T			0.59			0.08			0.51


			NC_010446.5			31798412			intron_variant			ZFPM2			A			G			0.59			0.06			0.54


			NC_010446.5			31798597			intron_variant			ZFPM2			A			T			0.56			0.03			0.53


			NC_010446.5			31798619			intron_variant			ZFPM2			G			A			0.56			0.03			0.53


			NC_010446.5			31798750			intron_variant			ZFPM2			C			T			0.57			0.06			0.51


			NC_010446.5			31798769			intron_variant			ZFPM2			T			C			0.57			0.05			0.52


			NC_010446.5			31798786			intron_variant			ZFPM2			A			G			0.56			0.05			0.51


			NC_010446.5			31798824			intron_variant			ZFPM2			C			T			0.93			0.05			0.88


			NC_010446.5			31798990			intron_variant			ZFPM2			C			T			0.92			0.08			0.84


			NC_010446.5			31799264			intron_variant			ZFPM2			C			T			0.56			0.03			0.53


			NC_010446.5			31799265			intron_variant			ZFPM2			A			G			0.56			0.03			0.53


			NC_010446.5			31799557			intron_variant			ZFPM2			T			C			0.58			0.08			0.50


			NC_010446.5			31799609			intron_variant			ZFPM2			A			G			0.60			0.05			0.55


			NC_010446.5			31799684			intron_variant			ZFPM2			C			T			0.56			0.03			0.53


			NC_010446.5			31799872			intron_variant			ZFPM2			G			T			0.94			0.06			0.88


			NC_010446.5			31799961			intron_variant			ZFPM2			A			G			0.92			0.08			0.84


			NC_010446.5			31800070			intron_variant			ZFPM2			T			C			0.81			0.08			0.74


			NC_010446.5			31800214			intron_variant			ZFPM2			A			G			0.93			0.05			0.88


			NC_010446.5			31801284			intron_variant			ZFPM2			C			T			0.93			0.05			0.88


			NC_010446.5			31801425			intron_variant			ZFPM2			G			C			0.93			0.08			0.85


			NC_010446.5			31801732			intron_variant			ZFPM2			C			T			0.93			0.11			0.82


			NC_010446.5			31801810			intron_variant			ZFPM2			T			C			0.62			0.11			0.51


			NC_010446.5			31802401			intron_variant			ZFPM2			G			C			0.61			0.05			0.56


			NC_010446.5			31802490			intron_variant			ZFPM2			C			T			0.56			0.05			0.50


			NC_010446.5			31802864			intron_variant			ZFPM2			C			T			0.57			0.06			0.52


			NC_010446.5			31803192			intron_variant			ZFPM2			G			A			0.93			0.03			0.90


			NC_010446.5			31721341			intron_variant			ZFPM2			T			C			0.71			0.00


			NC_010446.5			31803837			intron_variant			ZFPM2			T			A			0.92			0.08			0.84


			NC_010446.5			31807540			intron_variant			ZFPM2			C			T			0.79			0.11			0.68


			NC_010446.5			31807546			intron_variant			ZFPM2			G			C			0.79			0.11			0.68


			NC_010446.5			31808720			intron_variant			ZFPM2			T			C			0.88			0.08			0.80


			NC_010446.5			31809077			intron_variant			ZFPM2			A			C			0.91			0.08			0.83


			NC_010446.5			31809176			intron_variant			ZFPM2			T			C			0.92			0.08			0.84


			NC_010446.5			31809504			intron_variant			ZFPM2			A			G			0.92			0.05			0.87


			NC_010446.5			31809631			intron_variant			ZFPM2			C			T			0.94			0.08			0.86


			NC_010446.5			31809634			intron_variant			ZFPM2			T			C			0.94			0.08			0.86


			NC_010446.5			31809690			intron_variant			ZFPM2			T			C			0.94			0.08			0.86


			NC_010446.5			31837974			intron_variant			ZFPM2			C			T			0.65			0.05			0.60


			NC_010446.5			31838115			intron_variant			ZFPM2			A			G			0.70			0.08			0.62


			NC_010446.5			31838153			intron_variant			ZFPM2			A			G			0.92			0.05			0.87


			NC_010446.5			31838194			intron_variant			ZFPM2			G			C			0.87			0.05			0.82


			NC_010446.5			31838196			intron_variant			ZFPM2			T			G			0.82			0.06			0.77


			NC_010446.5			31838222			intron_variant			ZFPM2			C			T			0.87			0.08			0.79


			NC_010446.5			31840540			intron_variant			ZFPM2			T			C			0.02			0.53			0.50


			NC_010446.5			31842200			intron_variant			ZFPM2			C			A			0.90			0.08			0.82


			NC_010446.5			31844007			intron_variant			ZFPM2			C			T			0.93			0.08			0.85


			NC_010446.5			31844049			intron_variant			ZFPM2			C			T			0.93			0.03			0.90


			NC_010446.5			31844828			intron_variant			ZFPM2			C			T			0.90			0.08			0.82


			NC_010446.5			31845050			intron_variant			ZFPM2			A			G			0.85			0.06			0.79


			NC_010446.5			31845061			intron_variant			ZFPM2			A			G			0.82			0.06			0.77


			NC_010446.5			31845618			intron_variant			ZFPM2			G			T			0.85			0.08			0.77


			NC_010446.5			31845652			intron_variant			ZFPM2			C			T			0.90			0.08			0.82


			NC_010446.5			31845712			intron_variant			ZFPM2			T			C			0.91			0.05			0.85


			NC_010446.5			31845744			intron_variant			ZFPM2			C			T			0.87			0.05			0.82


			NC_010446.5			31845765			intron_variant			ZFPM2			G			A			0.87			0.05			0.82


			NC_010446.5			31845776			intron_variant			ZFPM2			G			A			0.88			0.05			0.83


			NC_010446.5			31721348			intron_variant			ZFPM2			A			G			0.74			0.00


			NC_010446.5			31846043			intron_variant			ZFPM2			A			C			0.90			0.06			0.85


			NC_010446.5			31846047			intron_variant			ZFPM2			A			G			0.90			0.06			0.85


			NC_010446.5			31846155			intron_variant			ZFPM2			T			C			0.90			0.03			0.87


			NC_010446.5			31846167			intron_variant			ZFPM2			A			G			0.86			0.03			0.83


			NC_010446.5			31846602			intron_variant			ZFPM2			C			T			0.86			0.05			0.81


			NC_010446.5			31848267			intron_variant			ZFPM2			C			T			0.93			0.06			0.87


			NC_010446.5			31848548			intron_variant			ZFPM2			G			A			0.90			0.08			0.82


			NC_010446.5			31848706			intron_variant			ZFPM2			T			C			0.92			0.08			0.84


			NC_010446.5			31849133			intron_variant			ZFPM2			G			A			0.90			0.05			0.85


			NC_010446.5			31849144			intron_variant			ZFPM2			T			C			0.84			0.05			0.78


			NC_010446.5			31849151			intron_variant			ZFPM2			C			T			0.84			0.05			0.78


			NC_010446.5			31849157			intron_variant			ZFPM2			G			A			0.73			0.05			0.68


			NC_010446.5			31849256			intron_variant			ZFPM2			A			G			0.95			0.08			0.87


			NC_010446.5			31850960			intron_variant			ZFPM2			G			A			0.71			0.05			0.66


			NC_010446.5			31851930			intron_variant			ZFPM2			T			A			0.89			0.05			0.84


			NC_010446.5			31852960			intron_variant			ZFPM2			C			T			0.95			0.14			0.81


			NC_010446.5			31853608			intron_variant			ZFPM2			T			C			0.93			0.08			0.85


			NC_010446.5			31853902			intron_variant			ZFPM2			T			G			0.82			0.08			0.74


			NC_010446.5			31854582			intron_variant			ZFPM2			C			T			0.91			0.03			0.88


			NC_010446.5			31855820			intron_variant			ZFPM2			G			A			0.91			0.03			0.88


			NC_010446.5			31858525			intron_variant			ZFPM2			C			T			0.56			0.05			0.50


			NC_010446.5			31858760			intron_variant			ZFPM2			G			A			0.93			0.03			0.90


			NC_010446.5			31858773			intron_variant			ZFPM2			G			T			0.91			0.03			0.88


			NC_010446.5			31858790			intron_variant			ZFPM2			A			G			0.91			0.06			0.85


			NC_010446.5			31858908			intron_variant			ZFPM2			A			G			0.86			0.05			0.81


			NC_010446.5			31858932			intron_variant			ZFPM2			G			T			0.85			0.05			0.80


			NC_010446.5			31858952			intron_variant			ZFPM2			A			G			0.84			0.05			0.79


			NC_010446.5			31859131			intron_variant			ZFPM2			T			C			0.82			0.08			0.74


			NC_010446.5			31859154			intron_variant			ZFPM2			G			A			0.83			0.08			0.75


			NC_010446.5			31859179			intron_variant			ZFPM2			C			T			0.84			0.08			0.76


			NC_010446.5			31859192			intron_variant			ZFPM2			A			G			0.84			0.08			0.76


			NC_010446.5			31859496			intron_variant			ZFPM2			T			C			0.82			0.08			0.74


			NC_010446.5			31859560			intron_variant			ZFPM2			T			C			0.90			0.11			0.79


			NC_010446.5			31859595			intron_variant			ZFPM2			C			T			0.90			0.05			0.84


			NC_010446.5			31859649			intron_variant			ZFPM2			C			A			0.60			0.03			0.58


			NC_010446.5			31859722			intron_variant			ZFPM2			T			C			0.93			0.05			0.87


			NC_010446.5			31859744			intron_variant			ZFPM2			T			C			0.63			0.03			0.60


			NC_010446.5			31859755			intron_variant			ZFPM2			T			A			0.90			0.03			0.87


			NC_010446.5			31859758			intron_variant			ZFPM2			T			A			0.91			0.03			0.88


			NC_010446.5			31859778			intron_variant			ZFPM2			C			T			0.91			0.03			0.88


			NC_010446.5			31859845			intron_variant			ZFPM2			A			T			0.90			0.08			0.82


			NC_010446.5			31859884			intron_variant			ZFPM2			T			A			0.87			0.08			0.79


			NC_010446.5			31859954			intron_variant			ZFPM2			A			G			0.92			0.08			0.84


			NC_010446.5			31859962			intron_variant			ZFPM2			G			A			0.92			0.08			0.84


			NC_010446.5			31859994			intron_variant			ZFPM2			C			A			0.91			0.05			0.86


			NC_010446.5			31860207			intron_variant			ZFPM2			T			C			0.93			0.11			0.83


			NC_010446.5			31860220			intron_variant			ZFPM2			A			G			0.93			0.11			0.82


			NC_010446.5			31860280			intron_variant			ZFPM2			A			G			0.94			0.11			0.83


			NC_010446.5			31860350			intron_variant			ZFPM2			C			G			0.94			0.08			0.86


			NC_010446.5			31860492			intron_variant			ZFPM2			C			T			0.90			0.08			0.82


			NC_010446.5			31860539			intron_variant			ZFPM2			T			C			0.89			0.11			0.78


			NC_010446.5			31860875			intron_variant			ZFPM2			G			A			0.60			0.05			0.55


			NC_010446.5			31861289			intron_variant			ZFPM2			T			C			0.91			0.11			0.80


			NC_010446.5			31861350			intron_variant			ZFPM2			C			T			0.93			0.11			0.81


			NC_010446.5			31861375			intron_variant			ZFPM2			G			A			0.93			0.14			0.79


			NC_010446.5			31861427			intron_variant			ZFPM2			G			A			0.63			0.06			0.58


			NC_010446.5			31861553			intron_variant			ZFPM2			G			A			0.91			0.11			0.80


			NC_010446.5			31861777			intron_variant			ZFPM2			A			G			0.92			0.08			0.84


			NC_010446.5			31862209			intron_variant			ZFPM2			G			T			0.83			0.08			0.75


			NC_010446.5			31862229			intron_variant			ZFPM2			C			T			0.91			0.05			0.85


			NC_010446.5			31862543			intron_variant			ZFPM2			C			T			0.97			0.03			0.94


			NC_010446.5			31862742			intron_variant			ZFPM2			T			C			0.93			0.06			0.88


			NC_010446.5			31862961			intron_variant			ZFPM2			A			G			0.93			0.05			0.88


			NC_010446.5			31863079			intron_variant			ZFPM2			G			A			0.93			0.08			0.85


			NC_010446.5			31863127			intron_variant			ZFPM2			C			T			0.93			0.08			0.85


			NC_010446.5			31863195			intron_variant			ZFPM2			A			G			0.93			0.08			0.85


			NC_010446.5			31863350			intron_variant			ZFPM2			A			G			0.94			0.08			0.86


			NC_010446.5			31863553			intron_variant			ZFPM2			A			G			0.93			0.05			0.87


			NC_010446.5			31863558			intron_variant			ZFPM2			A			T			0.93			0.05			0.87


			NC_010446.5			31863559			intron_variant			ZFPM2			T			A			0.93			0.05			0.87


			NC_010446.5			31863674			intron_variant			ZFPM2			C			T			0.93			0.05			0.88


			NC_010446.5			31863709			intron_variant			ZFPM2			C			T			0.93			0.06			0.87


			NC_010446.5			31865102			intron_variant			ZFPM2			G			T			0.72			0.08			0.64


			NC_010446.5			31865183			intron_variant			ZFPM2			A			C			0.68			0.09			0.59


			NC_010446.5			31865599			intron_variant			ZFPM2			T			C			0.76			0.08			0.68


			NC_010446.5			31865645			intron_variant			ZFPM2			G			C			0.73			0.05			0.68


			NC_010446.5			31865671			intron_variant			ZFPM2			C			T			0.76			0.08			0.68


			NC_010446.5			31865695			intron_variant			ZFPM2			T			C			0.94			0.08			0.86


			NC_010446.5			31865809			intron_variant			ZFPM2			C			T			0.69			0.05			0.64


			NC_010446.5			31866025			intron_variant			ZFPM2			C			T			0.74			0.08			0.67


			NC_010446.5			31866047			intron_variant			ZFPM2			A			G			0.72			0.08			0.64


			NC_010446.5			31872456			intron_variant			ZFPM2			G			A			0.93			0.06			0.86


			NC_010446.5			31872895			intron_variant			ZFPM2			T			C			0.61			0.08			0.53


			NC_010446.5			31873088			intron_variant			ZFPM2			G			A			0.84			0.05			0.79


			NC_010446.5			31878608			intron_variant			ZFPM2			T			C			0.93			0.08			0.85


			NC_010446.5			31722828			intron_variant			ZFPM2			A			C			0.75			0.00


			NC_010446.5			31723240			intron_variant			ZFPM2			C			A			0.59			0.00


			NC_010446.5			31731923			intron_variant			ZFPM2			G			A			0.52			0.00


			NC_010446.5			31732147			intron_variant			ZFPM2			A			G			0.57			0.00


			NC_010446.5			31735317			intron_variant			ZFPM2			C			T			0.70			0.00


			NC_010446.5			31888351			intron_variant			ZFPM2			C			T			0.92			0.11			0.82


			NC_010446.5			31735335			intron_variant			ZFPM2			C			G			0.74			0.00


			NC_010446.5			31736195			intron_variant			ZFPM2			A			G			0.82			0.00


			NC_010446.5			31889430			intron_variant			ZFPM2			G			A			0.91			0.08			0.83


			NC_010446.5			31741881			intron_variant			ZFPM2			G			A			0.71			0.00


			NC_010446.5			31747182			intron_variant			ZFPM2			C			T			0.58			0.00


			NC_010446.5			31747210			intron_variant			ZFPM2			G			A			0.58			0.00


			NC_010446.5			31747225			intron_variant			ZFPM2			C			T			0.58			0.00


			NC_010446.5			31762525			intron_variant			ZFPM2			C			T			0.51			0.00


			NC_010446.5			31762630			intron_variant			ZFPM2			T			C			0.51			0.00


			NC_010446.5			31763566			intron_variant			ZFPM2			T			G			0.52			0.00


			NC_010446.5			31890239			intron_variant			ZFPM2			C			T			0.73			0.08			0.65


			NC_010446.5			31890292			intron_variant			ZFPM2			A			C			0.79			0.11			0.69


			NC_010446.5			31890390			intron_variant			ZFPM2			A			C			0.86			0.08			0.78


			NC_010446.5			31890426			intron_variant			ZFPM2			G			A			0.77			0.08			0.68


			NC_010446.5			31890559			intron_variant			ZFPM2			A			G			0.77			0.06			0.72


			NC_010446.5			31890706			intron_variant			ZFPM2			A			G			0.83			0.05			0.78


			NC_010446.5			31784332			intron_variant			ZFPM2			C			T			0.61			0.00


			NC_010446.5			31894139			intron_variant			ZFPM2			T			A			0.93			0.08			0.85


			NC_010446.5			31895474			intron_variant			ZFPM2			T			C			0.69			0.05			0.63


			NC_010446.5			31896285			intron_variant			ZFPM2			A			G			0.91			0.08			0.83


			NC_010446.5			31897981			intron_variant			ZFPM2			A			G			0.92			0.08			0.84


			NC_010446.5			31899275			intron_variant			ZFPM2			G			T			0.79			0.06			0.74


			NC_010446.5			31899312			intron_variant			ZFPM2			A			G			0.80			0.11			0.69


			NC_010446.5			31899564			intron_variant			ZFPM2			C			T			0.79			0.06			0.74


			NC_010446.5			31899666			intron_variant			ZFPM2			A			G			0.90			0.06			0.85


			NC_010446.5			31899996			intron_variant			ZFPM2			G			A			0.77			0.05			0.71


			NC_010446.5			31900040			intron_variant			ZFPM2			C			T			0.80			0.03			0.77


			NC_010446.5			31900091			intron_variant			ZFPM2			T			C			0.79			0.06			0.74


			NC_010446.5			31900186			intron_variant			ZFPM2			T			C			0.71			0.03			0.68


			NC_010446.5			31900271			intron_variant			ZFPM2			G			T			0.81			0.05			0.76


			NC_010446.5			31900350			intron_variant			ZFPM2			C			T			0.81			0.05			0.76


			NC_010446.5			31900408			intron_variant			ZFPM2			G			A			0.80			0.03			0.77


			NC_010446.5			31900490			intron_variant			ZFPM2			G			A			0.79			0.08			0.71


			NC_010446.5			31900529			intron_variant			ZFPM2			A			G			0.92			0.03			0.89


			NC_010446.5			31900586			intron_variant			ZFPM2			T			C			0.80			0.03			0.77


			NC_010446.5			31900589			intron_variant			ZFPM2			C			T			0.80			0.03			0.77


			NC_010446.5			31785031			intron_variant			ZFPM2			A			C			0.61			0.00


			NC_010446.5			31901365			intron_variant			ZFPM2			T			C			0.91			0.05			0.85


			NC_010446.5			31901924			intron_variant			ZFPM2			C			T			0.65			0.08			0.57


			NC_010446.5			31901965			intron_variant			ZFPM2			C			T			0.56			0.06			0.50


			NC_010446.5			31902339			intron_variant			ZFPM2			T			G			0.59			0.06			0.54


			NC_010446.5			31902382			intron_variant			ZFPM2			G			C			0.68			0.06			0.62


			NC_010446.5			31902430			intron_variant			ZFPM2			A			G			0.57			0.05			0.52


			NC_010446.5			31902526			intron_variant			ZFPM2			C			G			0.61			0.05			0.56


			NC_010446.5			31902709			intron_variant			ZFPM2			C			T			0.90			0.08			0.83


			NC_010446.5			31903016			intron_variant			ZFPM2			C			T			0.88			0.05			0.82


			NC_010446.5			31903419			intron_variant			ZFPM2			G			A			0.94			0.05			0.89


			NC_010446.5			31903628			intron_variant			ZFPM2			C			A			0.67			0.05			0.62


			NC_010446.5			31903729			intron_variant			ZFPM2			G			A			0.69			0.05			0.63


			NC_010446.5			31903980			intron_variant			ZFPM2			A			G			0.67			0.05			0.62


			NC_010446.5			31787813			intron_variant			ZFPM2			T			G			0.51			0.00


			NC_010446.5			31792127			intron_variant			ZFPM2			G			A			0.55			0.00


			NC_010446.5			31909463			intron_variant			ZFPM2			A			G			0.92			0.08			0.84


			NC_010446.5			31793310			intron_variant			ZFPM2			T			G			0.55			0.00


			NC_010446.5			31793473			intron_variant			ZFPM2			C			T			0.57			0.00


			NC_010446.5			31912127			intron_variant			ZFPM2			T			A			0.82			0.03			0.79


			NC_010446.5			31793702			intron_variant			ZFPM2			A			G			0.67			0.00


			NC_010446.5			31795441			intron_variant			ZFPM2			G			A			0.55			0.00


			NC_010446.5			31797511			intron_variant			ZFPM2			A			G			0.59			0.00


			NC_010446.5			31803215			intron_variant			ZFPM2			C			T			0.89			0.00


			NC_010446.5			31915594			intron_variant			ZFPM2			A			G			0.88			0.03			0.86


			NC_010446.5			31917137			intron_variant			ZFPM2			T			C			0.91			0.08			0.83


			NC_010446.5			31917512			intron_variant			ZFPM2			G			A			0.90			0.08			0.82


			NC_010446.5			31917793			intron_variant			ZFPM2			C			A			0.94			0.03			0.91


			NC_010446.5			31918676			intron_variant			ZFPM2			A			G			0.91			0.13			0.78


			NC_010446.5			31919262			intron_variant			ZFPM2			C			G			0.78			0.03			0.75


			NC_010446.5			31919442			intron_variant			ZFPM2			G			A			0.76			0.08			0.68


			NC_010446.5			31845891			intron_variant			ZFPM2			G			C			0.88			0.00


			NC_010446.5			31879322			intron_variant			ZFPM2			T			C			0.54			0.00


			NC_010446.5			31879599			intron_variant			ZFPM2			A			C			0.65			0.00


			NC_010446.5			31879647			intron_variant			ZFPM2			A			G			0.51			0.00


			NC_010446.5			31884082			intron_variant			ZFPM2			A			T			0.61			0.00


			NC_010446.5			31885989			intron_variant			ZFPM2			T			C			0.84			0.00


			NC_010446.5			31889285			intron_variant			ZFPM2			A			G			0.78			0.00


			NC_010446.5			31889392			intron_variant			ZFPM2			C			T			0.77			0.00


			NC_010446.5			31889436			intron_variant			ZFPM2			T			C			0.77			0.00


			NC_010446.5			31931377			intron_variant			ZFPM2			A			G			0.85			0.05			0.80


			NC_010446.5			31932071			intron_variant			ZFPM2			A			G			0.97			0.44			0.54


			NC_010446.5			31889459			intron_variant			ZFPM2			A			G			0.76			0.00


			NC_010446.5			31932152			intron_variant			ZFPM2			T			C			0.91			0.05			0.86


			NC_010446.5			31889859			intron_variant			ZFPM2			C			G			0.76			0.00


			NC_010446.5			31889870			intron_variant			ZFPM2			C			A			0.76			0.00


			NC_010446.5			31933798			intron_variant			ZFPM2			T			C			0.91			0.08			0.83


			NC_010446.5			31934153			intron_variant			ZFPM2			C			A			0.91			0.08			0.83


			NC_010446.5			31890033			intron_variant			ZFPM2			T			C			0.74			0.00


			NC_010446.5			31934700			intron_variant			ZFPM2			T			G			0.71			0.06			0.65


			NC_010446.5			31934707			intron_variant			ZFPM2			T			C			0.71			0.06			0.65


			NC_010446.5			31934719			intron_variant			ZFPM2			T			C			0.93			0.06			0.87


			NC_010446.5			31934793			intron_variant			ZFPM2			A			G			0.92			0.08			0.84


			NC_010446.5			31934821			intron_variant			ZFPM2			G			A			0.90			0.05			0.84


			NC_010446.5			31939000			intron_variant			ZFPM2			T			C			1.00			0.44			0.56


			NC_010446.5			31940879			intron_variant			ZFPM2			A			G			0.99			0.44			0.55


			NC_010446.5			31940891			intron_variant			ZFPM2			T			C			0.95			0.44			0.51


			NC_010446.5			31890075			intron_variant			ZFPM2			T			C			0.76			0.00


			NC_010446.5			31946654			intron_variant			ZFPM2			T			C			0.93			0.31			0.62


			NC_010446.5			31890197			intron_variant			ZFPM2			A			C			0.63			0.00


			NC_010446.5			31892963			intron_variant			ZFPM2			C			T			0.52			0.00


			NC_010446.5			31900991			intron_variant			ZFPM2			G			A			0.64			0.00


			NC_010446.5			31907100			intron_variant			ZFPM2			A			G			0.92			0.00


			NC_010446.5			31907170			intron_variant			ZFPM2			C			T			0.73			0.00


			NC_010446.5			31952436			intron_variant			ZFPM2			A			G			0.85			0.25			0.60


			NC_010446.5			31911197			intron_variant			ZFPM2			G			T			0.76			0.00


			NC_010446.5			31911305			intron_variant			ZFPM2			C			T			0.60			0.00


			NC_010446.5			31953979			intron_variant			ZFPM2			T			A			0.57			0.05			0.52


			NC_010446.5			31955503			intron_variant			ZFPM2			A			G			0.89			0.11			0.79


			NC_010446.5			31955994			intron_variant			ZFPM2			A			G			0.86			0.08			0.77


			NC_010446.5			31955996			intron_variant			ZFPM2			C			T			0.86			0.08			0.77


			NC_010446.5			31956629			intron_variant			ZFPM2			G			C			0.85			0.08			0.77


			NC_010446.5			31956929			intron_variant			ZFPM2			T			C			0.92			0.08			0.84


			NC_010446.5			31958196			intron_variant			ZFPM2			A			G			0.69			0.06			0.63


			NC_010446.5			31958300			intron_variant			ZFPM2			T			C			0.57			0.05			0.52


			NC_010446.5			31958350			intron_variant			ZFPM2			C			T			0.87			0.05			0.82


			NC_010446.5			31958966			intron_variant			ZFPM2			T			G			0.88			0.05			0.83


			NC_010446.5			31912941			intron_variant			ZFPM2			C			T			0.94			0.00


			NC_010446.5			31912972			intron_variant			ZFPM2			A			T			0.93			0.00


			NC_010446.5			31913455			intron_variant			ZFPM2			A			G			0.79			0.00


			NC_010446.5			31959391			intron_variant			ZFPM2			C			T			0.90			0.08			0.82


			NC_010446.5			31915157			intron_variant			ZFPM2			T			C			0.96			0.00


			NC_010446.5			31960010			intron_variant			ZFPM2			A			G			0.97			0.06			0.92


			NC_010446.5			31960823			intron_variant			ZFPM2			A			T			0.90			0.05			0.85


			NC_010446.5			31961367			intron_variant			ZFPM2			C			T			0.92			0.11			0.82


			NC_010446.5			31962510			intron_variant			ZFPM2			C			T			0.83			0.03			0.80


			NC_010446.5			31964250			intron_variant			ZFPM2			G			A			0.92			0.05			0.87


			NC_010446.5			31924435			intron_variant			ZFPM2			G			C			0.64			0.00


			NC_010446.5			31964686			intron_variant			ZFPM2			G			A			0.59			0.03			0.57


			NC_010446.5			31964740			intron_variant			ZFPM2			A			G			0.55			0.03			0.52


			NC_010446.5			31924848			intron_variant			ZFPM2			G			A			0.81			0.00


			NC_010446.5			31967572			intron_variant			ZFPM2			T			A			0.92			0.05			0.87


			NC_010446.5			31970292			intron_variant			ZFPM2			T			C			0.94			0.11			0.84


			NC_010446.5			31971606			intron_variant			ZFPM2			A			G			0.96			0.08			0.88


			NC_010446.5			31974803			intron_variant			ZFPM2			G			A			0.61			0.08			0.53


			NC_010446.5			31974850			intron_variant			ZFPM2			A			G			0.92			0.05			0.86


			NC_010446.5			31926246			intron_variant			ZFPM2			G			A			0.76			0.00


			NC_010446.5			31986149			intron_variant			ZFPM2			A			G			0.35			0.92			0.57


			NC_010446.5			31992665			intron_variant			ZFPM2			C			T			0.76			0.05			0.71


			NC_010446.5			81913353			intron_variant			ATP1B1			G			C			0.86			0.18			0.68


			NC_010446.5			81913414			intron_variant			ATP1B1			A			G			0.88			0.21			0.67


			NC_010446.5			81913950			intron_variant			ATP1B1			T			C			0.68			0.11			0.57


			NC_010446.5			81926036			intron_variant			ATP1B1			C			T			0.93			0.42			0.51


			NC_010446.5			81938256			intergenic_region			ATP1B1-LOC106510108			C			T			0.91			0.37			0.54


			NC_010446.5			81939478			intergenic_region			ATP1B1-LOC106510108			A			G			0.95			0.37			0.59


			NC_010446.5			81939681			intergenic_region			ATP1B1-LOC106510108			A			C			0.93			0.39			0.53


			NC_010446.5			81940024			intergenic_region			ATP1B1-LOC106510108			C			T			0.98			0.39			0.58


			NC_010446.5			81940467			intergenic_region			ATP1B1-LOC106510108			G			A			1.00			0.36			0.64


			NC_010446.5			81942366			intergenic_region			ATP1B1-LOC106510108			A			G			0.98			0.39			0.58


			NC_010446.5			81942429			intergenic_region			ATP1B1-LOC106510108			A			C			0.98			0.37			0.61


			NC_010446.5			31928046			intron_variant			ZFPM2			A			G			0.58			0.00


			NC_010446.5			81946782			intergenic_region			ATP1B1-LOC106510108			C			T			0.99			0.28			0.71


			NC_010446.5			81949744			intergenic_region			ATP1B1-LOC106510108			A			G			0.75			0.13			0.62


			NC_010446.5			81950375			intergenic_region			ATP1B1-LOC106510108			T			C			0.98			0.18			0.79


			NC_010446.5			81950586			intergenic_region			ATP1B1-LOC106510108			T			C			0.94			0.19			0.75


			NC_010446.5			81951040			intergenic_region			ATP1B1-LOC106510108			A			G			0.75			0.16			0.59


			NC_010446.5			81951207			intergenic_region			ATP1B1-LOC106510108			T			C			0.96			0.16			0.81


			NC_010446.5			31929954			intron_variant			ZFPM2			G			C			0.71			0.00


			NC_010446.5			81951529			intergenic_region			ATP1B1-LOC106510108			T			C			0.97			0.13			0.83


			NC_010446.5			31929997			intron_variant			ZFPM2			G			A			0.58			0.00


			NC_010446.5			81952653			intergenic_region			ATP1B1-LOC106510108			G			A			0.72			0.18			0.53


			NC_010446.5			81953039			intergenic_region			ATP1B1-LOC106510108			T			C			0.95			0.08			0.87


			NC_010446.5			81953158			intergenic_region			ATP1B1-LOC106510108			T			C			0.94			0.16			0.78


			NC_010446.5			81953584			intergenic_region			ATP1B1-LOC106510108			T			C			0.97			0.13			0.84


			NC_010446.5			81954605			intergenic_region			ATP1B1-LOC106510108			A			T			0.94			0.06			0.88


			NC_010446.5			81954644			intergenic_region			ATP1B1-LOC106510108			T			G			0.94			0.11			0.84


			NC_010446.5			81955024			intergenic_region			ATP1B1-LOC106510108			T			C			0.93			0.03			0.90


			NC_010446.5			81955146			intergenic_region			ATP1B1-LOC106510108			T			C			0.94			0.18			0.77


			NC_010446.5			81955398			intergenic_region			ATP1B1-LOC106510108			T			C			0.98			0.11			0.87


			NC_010446.5			81955891			intergenic_region			ATP1B1-LOC106510108			G			A			0.95			0.07			0.88


			NC_010446.5			81956072			intergenic_region			ATP1B1-LOC106510108			T			C			0.94			0.18			0.76


			NC_010446.5			81956209			intergenic_region			ATP1B1-LOC106510108			A			G			0.94			0.14			0.80


			NC_010446.5			81957389			intergenic_region			ATP1B1-LOC106510108			C			G			0.79			0.18			0.61


			NC_010446.5			81958648			intergenic_region			ATP1B1-LOC106510108			T			G			0.77			0.13			0.64


			NC_010446.5			81959272			intergenic_region			ATP1B1-LOC106510108			G			A			0.97			0.18			0.78


			NC_010446.5			81959785			intergenic_region			ATP1B1-LOC106510108			T			C			0.94			0.17			0.77


			NC_010446.5			81960782			intergenic_region			ATP1B1-LOC106510108			T			A			0.81			0.16			0.66


			NC_010446.5			81960894			intergenic_region			ATP1B1-LOC106510108			G			C			0.67			0.13			0.54


			NC_010446.5			81962372			intergenic_region			ATP1B1-LOC106510108			A			C			0.83			0.17			0.67


			NC_010446.5			81963129			intergenic_region			ATP1B1-LOC106510108			T			C			0.96			0.11			0.85


			NC_010446.5			81963574			intergenic_region			ATP1B1-LOC106510108			C			A			0.95			0.13			0.81


			NC_010446.5			81963727			intergenic_region			ATP1B1-LOC106510108			C			T			0.96			0.17			0.80


			NC_010446.5			81964417			intergenic_region			ATP1B1-LOC106510108			G			A			0.98			0.13			0.84


			NC_010446.5			81965981			intergenic_region			ATP1B1-LOC106510108			C			T			0.94			0.18			0.76


			NC_010446.5			81966062			intergenic_region			ATP1B1-LOC106510108			A			G			0.96			0.21			0.76


			NC_010446.5			81966238			intergenic_region			ATP1B1-LOC106510108			A			G			0.83			0.16			0.67


			NC_010446.5			81967060			intergenic_region			ATP1B1-LOC106510108			T			C			0.98			0.19			0.78


			NC_010446.5			81968420			intergenic_region			ATP1B1-LOC106510108			T			C			0.98			0.19			0.78


			NC_010446.5			81969804			intergenic_region			ATP1B1-LOC106510108			C			G			0.81			0.16			0.66


			NC_010446.5			81970042			intergenic_region			ATP1B1-LOC106510108			T			C			0.94			0.18			0.76


			NC_010446.5			81971058			intergenic_region			ATP1B1-LOC106510108			T			C			0.92			0.18			0.74


			NC_010446.5			81983894			intergenic_region			ATP1B1-LOC106510108			T			C			0.98			0.13			0.85


			NC_010446.5			31930001			intron_variant			ZFPM2			C			A			0.71			0.00


			NC_010446.5			81984718			intergenic_region			ATP1B1-LOC106510108			T			C			0.98			0.04			0.94


			NC_010446.5			81986750			intergenic_region			ATP1B1-LOC106510108			C			T			0.98			0.18			0.79


			NC_010446.5			81987015			intergenic_region			ATP1B1-LOC106510108			A			G			0.97			0.18			0.78


			NC_010446.5			81987046			intergenic_region			ATP1B1-LOC106510108			G			A			0.97			0.18			0.78


			NC_010446.5			81987717			intergenic_region			ATP1B1-LOC106510108			A			G			0.98			0.18			0.79


			NC_010446.5			81987920			intergenic_region			ATP1B1-LOC106510108			C			A			0.98			0.18			0.79


			NC_010446.5			81988352			intergenic_region			ATP1B1-LOC106510108			T			G			0.97			0.18			0.78


			NC_010446.5			81988637			intergenic_region			ATP1B1-LOC106510108			A			C			0.98			0.18			0.79


			NC_010446.5			81988866			intergenic_region			ATP1B1-LOC106510108			C			G			0.93			0.18			0.75


			NC_010446.5			81989669			intergenic_region			ATP1B1-LOC106510108			G			A			0.98			0.16			0.82


			NC_010446.5			81989792			intergenic_region			ATP1B1-LOC106510108			A			T			0.98			0.21			0.77


			NC_010446.5			81989834			intergenic_region			ATP1B1-LOC106510108			A			G			0.98			0.18			0.79


			NC_010446.5			81990466			intergenic_region			ATP1B1-LOC106510108			T			C			0.98			0.21			0.77


			NC_010446.5			81991048			intergenic_region			ATP1B1-LOC106510108			G			A			0.57			0.03			0.55


			NC_010446.5			81991106			intergenic_region			ATP1B1-LOC106510108			A			G			0.93			0.24			0.69


			NC_010446.5			81991219			intergenic_region			ATP1B1-LOC106510108			T			C			0.93			0.18			0.75


			NC_010446.5			81991882			intergenic_region			ATP1B1-LOC106510108			T			C			0.66			0.16			0.50


			NC_010446.5			81992212			intergenic_region			ATP1B1-LOC106510108			C			T			0.89			0.18			0.70


			NC_010446.5			81993050			intergenic_region			ATP1B1-LOC106510108			C			G			0.98			0.21			0.77


			NC_010446.5			81993340			intergenic_region			ATP1B1-LOC106510108			T			C			0.98			0.18			0.79


			NC_010446.5			81995259			intergenic_region			ATP1B1-LOC106510108			C			G			0.84			0.21			0.63


			NC_010446.5			81995667			intergenic_region			ATP1B1-LOC106510108			A			C			0.88			0.13			0.75


			NC_010446.5			81996692			intergenic_region			ATP1B1-LOC106510108			A			G			0.69			0.03			0.66


			NC_010446.5			81996826			intergenic_region			ATP1B1-LOC106510108			G			A			0.63			0.05			0.57


			NC_010446.5			81996876			intergenic_region			ATP1B1-LOC106510108			T			C			0.73			0.21			0.52


			NC_010446.5			81997212			intergenic_region			ATP1B1-LOC106510108			T			C			0.81			0.21			0.60


			NC_010446.5			81997453			intergenic_region			ATP1B1-LOC106510108			T			A			0.86			0.21			0.65


			NC_010446.5			81997493			intergenic_region			ATP1B1-LOC106510108			A			T			0.98			0.21			0.77


			NC_010446.5			31931116			intron_variant			ZFPM2			T			C			0.57			0.00


			NC_010446.5			31931359			intron_variant			ZFPM2			C			G			0.65			0.00


			NC_010446.5			81997644			intergenic_region			ATP1B1-LOC106510108			T			C			0.74			0.19			0.54


			NC_010446.5			31932079			intron_variant			ZFPM2			T			C			0.94			0.00


			NC_010446.5			81997815			intergenic_region			ATP1B1-LOC106510108			T			C			0.77			0.16			0.61


			NC_010446.5			31932964			intron_variant			ZFPM2			C			T			0.78			0.00


			NC_010446.5			81997880			intergenic_region			ATP1B1-LOC106510108			G			A			0.78			0.13			0.65


			NC_010446.5			31932968			intron_variant			ZFPM2			T			C			0.54			0.00


			NC_010446.5			81997967			intergenic_region			ATP1B1-LOC106510108			T			C			0.96			0.03			0.93


			NC_010446.5			81997968			intergenic_region			ATP1B1-LOC106510108			G			C			0.73			0.03			0.70


			NC_010446.5			31934435			intron_variant			ZFPM2			C			T			0.53			0.00


			NC_010446.5			31944605			intron_variant			ZFPM2			T			C			0.53			0.00


			NC_010446.5			81998404			intergenic_region			ATP1B1-LOC106510108			A			C			0.66			0.03			0.64


			NC_010446.5			31949411			intron_variant			ZFPM2			T			A			0.64			0.00


			NC_010446.5			31949532			intron_variant			ZFPM2			A			G			0.65			0.00


			NC_010446.5			31950084			intron_variant			ZFPM2			C			A			0.55			0.00


			NC_010446.5			31950206			intron_variant			ZFPM2			G			C			0.51			0.00


			NC_010446.5			81999610			intergenic_region			ATP1B1-LOC106510108			T			A			0.70			0.07			0.63


			NC_010446.5			31950546			intron_variant			ZFPM2			A			G			0.53			0.00


			NC_010446.5			31953612			intron_variant			ZFPM2			T			C			0.56			0.00


			NC_010446.5			31953746			intron_variant			ZFPM2			A			G			0.80			0.00


			NC_010446.5			31959106			intron_variant			ZFPM2			C			T			0.52			0.00


			NC_010446.5			81999845			intergenic_region			ATP1B1-LOC106510108			T			C			0.73			0.16			0.57


			NC_010446.5			81999958			intergenic_region			ATP1B1-LOC106510108			C			A			0.66			0.15			0.52


			NC_010446.5			31959244			intron_variant			ZFPM2			C			T			0.51			0.00


			NC_010446.5			31959363			intron_variant			ZFPM2			A			G			0.51			0.00


			NC_010446.5			31959487			intron_variant			ZFPM2			T			C			0.53			0.00


			NC_010446.5			82000376			intergenic_region			ATP1B1-LOC106510108			C			T			0.72			0.19			0.53


			NC_010446.5			31964560			intron_variant			ZFPM2			G			T			0.51			0.00


			NC_010446.5			31964898			intron_variant			ZFPM2			C			T			0.76			0.00


			NC_010446.5			31977751			intron_variant			ZFPM2			A			G			0.77			0.00


			NC_010446.5			82001012			intergenic_region			ATP1B1-LOC106510108			T			C			0.66			0.03			0.64


			NC_010446.5			82001123			intergenic_region			ATP1B1-LOC106510108			T			C			0.70			0.03			0.68


			NC_010446.5			82001128			intergenic_region			ATP1B1-LOC106510108			G			A			0.77			0.18			0.59


			NC_010446.5			82001237			intergenic_region			ATP1B1-LOC106510108			A			T			0.55			0.03			0.52


			NC_010446.5			82001271			intergenic_region			ATP1B1-LOC106510108			C			T			0.64			0.03			0.61


			NC_010446.5			82001490			intergenic_region			ATP1B1-LOC106510108			A			G			0.69			0.03			0.66


			NC_010446.5			82001496			intergenic_region			ATP1B1-LOC106510108			T			G			0.74			0.18			0.56


			NC_010446.5			82001532			intergenic_region			ATP1B1-LOC106510108			G			A			0.75			0.16			0.59


			NC_010446.5			82001606			intergenic_region			ATP1B1-LOC106510108			C			T			0.65			0.03			0.62


			NC_010446.5			82001850			intergenic_region			ATP1B1-LOC106510108			C			A			0.67			0.03			0.64


			NC_010446.5			82001911			intergenic_region			ATP1B1-LOC106510108			G			A			0.69			0.03			0.67


			NC_010446.5			82002004			intergenic_region			ATP1B1-LOC106510108			C			A			0.78			0.21			0.57


			NC_010446.5			82002030			intergenic_region			ATP1B1-LOC106510108			T			C			0.70			0.03			0.68


			NC_010446.5			82002055			intergenic_region			ATP1B1-LOC106510108			G			A			0.69			0.03			0.67


			NC_010446.5			82002153			intergenic_region			ATP1B1-LOC106510108			A			G			0.70			0.03			0.68


			NC_010446.5			82002157			intergenic_region			ATP1B1-LOC106510108			C			T			0.75			0.21			0.54


			NC_010446.5			82002171			intergenic_region			ATP1B1-LOC106510108			G			A			0.77			0.21			0.56


			NC_010446.5			82002176			intergenic_region			ATP1B1-LOC106510108			C			T			0.69			0.03			0.66


			NC_010446.5			82002178			intergenic_region			ATP1B1-LOC106510108			T			C			0.69			0.03			0.66


			NC_010446.5			82002197			intergenic_region			ATP1B1-LOC106510108			C			T			0.69			0.03			0.66


			NC_010446.5			82002299			intergenic_region			ATP1B1-LOC106510108			G			A			0.68			0.03			0.66


			NC_010446.5			82002462			intergenic_region			ATP1B1-LOC106510108			A			G			0.67			0.03			0.64


			NC_010446.5			81946721			intergenic_region			ATP1B1-LOC106510108			A			C			0.55			0.00


			NC_010446.5			82002551			intergenic_region			ATP1B1-LOC106510108			A			G			0.67			0.06			0.61


			NC_010446.5			81951471			intergenic_region			ATP1B1-LOC106510108			T			C			0.56			0.00


			NC_010446.5			81951747			intergenic_region			ATP1B1-LOC106510108			A			G			0.60			0.00


			NC_010446.5			81984621			intergenic_region			ATP1B1-LOC106510108			C			T			0.95			0.00


			NC_010446.5			81997601			intergenic_region			ATP1B1-LOC106510108			T			C			0.68			0.00


			NC_010446.5			81997606			intergenic_region			ATP1B1-LOC106510108			T			C			0.68			0.00


			NC_010446.5			82002813			intergenic_region			ATP1B1-LOC106510108			T			G			0.87			0.15			0.72


			NC_010446.5			81997652			intergenic_region			ATP1B1-LOC106510108			T			C			0.67			0.00


			NC_010446.5			81997829			intergenic_region			ATP1B1-LOC106510108			T			C			0.68			0.00


			NC_010446.5			81997943			intergenic_region			ATP1B1-LOC106510108			C			T			0.64			0.00


			NC_010446.5			82004728			intergenic_region			ATP1B1-LOC106510108			A			T			0.77			0.21			0.56


			NC_010446.5			82004820			intergenic_region			ATP1B1-LOC106510108			A			G			0.69			0.03			0.67


			NC_010446.5			82004852			intergenic_region			ATP1B1-LOC106510108			A			C			0.69			0.03			0.66


			NC_010446.5			82005083			intergenic_region			ATP1B1-LOC106510108			C			T			0.68			0.03			0.65


			NC_010446.5			82005187			intergenic_region			ATP1B1-LOC106510108			G			A			0.67			0.03			0.65


			NC_010446.5			82005274			intergenic_region			ATP1B1-LOC106510108			G			C			0.56			0.03			0.53


			NC_010446.5			82005304			intergenic_region			ATP1B1-LOC106510108			C			T			0.66			0.03			0.63


			NC_010446.5			82005369			intergenic_region			ATP1B1-LOC106510108			A			G			0.69			0.03			0.66


			NC_010446.5			82005411			intergenic_region			ATP1B1-LOC106510108			T			C			0.68			0.03			0.65


			NC_010446.5			82005430			intergenic_region			ATP1B1-LOC106510108			C			T			0.67			0.03			0.64


			NC_010446.5			81998169			intergenic_region			ATP1B1-LOC106510108			C			T			0.64			0.00


			NC_010446.5			82005728			intergenic_region			ATP1B1-LOC106510108			C			T			0.67			0.03			0.64


			NC_010446.5			82005732			intergenic_region			ATP1B1-LOC106510108			A			G			0.77			0.18			0.59


			NC_010446.5			82005759			intergenic_region			ATP1B1-LOC106510108			T			A			0.75			0.18			0.57


			NC_010446.5			82005827			intergenic_region			ATP1B1-LOC106510108			C			G			0.69			0.03			0.66


			NC_010446.5			82005838			intergenic_region			ATP1B1-LOC106510108			T			G			0.69			0.03			0.66


			NC_010446.5			82005882			intergenic_region			ATP1B1-LOC106510108			A			G			0.68			0.03			0.66


			NC_010446.5			82005971			intergenic_region			ATP1B1-LOC106510108			T			C			0.73			0.21			0.52


			NC_010446.5			82006003			intergenic_region			ATP1B1-LOC106510108			G			A			0.69			0.03			0.67


			NC_010446.5			82006205			intergenic_region			ATP1B1-LOC106510108			A			C			0.69			0.03			0.67


			NC_010446.5			82006210			intergenic_region			ATP1B1-LOC106510108			T			G			0.69			0.03			0.67


			NC_010446.5			82006293			intergenic_region			ATP1B1-LOC106510108			A			G			0.69			0.03			0.67


			NC_010446.5			82006338			intergenic_region			ATP1B1-LOC106510108			A			G			0.69			0.03			0.67


			NC_010446.5			82006430			intergenic_region			ATP1B1-LOC106510108			A			G			0.71			0.03			0.69


			NC_010446.5			82006469			intergenic_region			ATP1B1-LOC106510108			A			G			0.70			0.03			0.68


			NC_010446.5			82006529			intergenic_region			ATP1B1-LOC106510108			T			A			0.67			0.03			0.64


			NC_010446.5			81998222			intergenic_region			ATP1B1-LOC106510108			A			G			0.66			0.00


			NC_010446.5			81998601			intergenic_region			ATP1B1-LOC106510108			G			T			0.67			0.00


			NC_010446.5			81998728			intergenic_region			ATP1B1-LOC106510108			T			C			0.68			0.00


			NC_010446.5			82007017			intergenic_region			ATP1B1-LOC106510108			G			A			0.66			0.06			0.60


			NC_010446.5			82007030			intergenic_region			ATP1B1-LOC106510108			G			A			0.66			0.06			0.60


			NC_010446.5			81999118			intergenic_region			ATP1B1-LOC106510108			G			T			0.68			0.00


			NC_010446.5			81999544			intergenic_region			ATP1B1-LOC106510108			A			G			0.63			0.00


			NC_010446.5			81999623			intergenic_region			ATP1B1-LOC106510108			C			T			0.59			0.00


			NC_010446.5			81999658			intergenic_region			ATP1B1-LOC106510108			C			A			0.57			0.00


			NC_010446.5			81999726			intergenic_region			ATP1B1-LOC106510108			C			T			0.62			0.00


			NC_010446.5			81999770			intergenic_region			ATP1B1-LOC106510108			A			G			0.66			0.00


			NC_010446.5			81999960			intergenic_region			ATP1B1-LOC106510108			A			T			0.61			0.00


			NC_010446.5			82000301			intergenic_region			ATP1B1-LOC106510108			C			T			0.68			0.00


			NC_010446.5			82000346			intergenic_region			ATP1B1-LOC106510108			T			A			0.67			0.00


			NC_010446.5			82000387			intergenic_region			ATP1B1-LOC106510108			C			T			0.67			0.00


			NC_010446.5			82000472			intergenic_region			ATP1B1-LOC106510108			A			G			0.68			0.00


			NC_010446.5			82000811			intergenic_region			ATP1B1-LOC106510108			T			G			0.68			0.00


			NC_010446.5			82008219			intergenic_region			ATP1B1-LOC106510108			T			C			0.76			0.11			0.65


			NC_010446.5			82002548			intergenic_region			ATP1B1-LOC106510108			G			A			0.64			0.00


			NC_010446.5			82008370			intergenic_region			ATP1B1-LOC106510108			A			G			0.68			0.03			0.66


			NC_010446.5			82008380			intergenic_region			ATP1B1-LOC106510108			C			G			0.72			0.03			0.69


			NC_010446.5			82002559			intergenic_region			ATP1B1-LOC106510108			G			A			0.61			0.00


			NC_010446.5			82008538			intergenic_region			ATP1B1-LOC106510108			T			C			0.67			0.03			0.65


			NC_010446.5			82008569			intergenic_region			ATP1B1-LOC106510108			G			A			0.68			0.03			0.66


			NC_010446.5			82008573			intergenic_region			ATP1B1-LOC106510108			G			A			0.68			0.03			0.66


			NC_010446.5			82008662			intergenic_region			ATP1B1-LOC106510108			A			G			0.69			0.03			0.67


			NC_010446.5			82008719			intergenic_region			ATP1B1-LOC106510108			C			G			0.56			0.03			0.53


			NC_010446.5			82008810			intergenic_region			ATP1B1-LOC106510108			T			A			0.67			0.03			0.65


			NC_010446.5			82008879			intergenic_region			ATP1B1-LOC106510108			C			T			0.68			0.03			0.66


			NC_010446.5			82008881			intergenic_region			ATP1B1-LOC106510108			C			T			0.68			0.03			0.66


			NC_010446.5			82008949			intergenic_region			ATP1B1-LOC106510108			T			C			0.55			0.03			0.52


			NC_010446.5			82009117			intergenic_region			ATP1B1-LOC106510108			A			G			0.65			0.03			0.62


			NC_010446.5			82009210			intergenic_region			ATP1B1-LOC106510108			G			T			0.68			0.03			0.66


			NC_010446.5			82009253			intergenic_region			ATP1B1-LOC106510108			C			T			0.65			0.03			0.62


			NC_010446.5			82009499			intergenic_region			ATP1B1-LOC106510108			A			G			0.68			0.03			0.66


			NC_010446.5			82009508			intergenic_region			ATP1B1-LOC106510108			A			G			0.68			0.03			0.66


			NC_010446.5			82009557			intergenic_region			ATP1B1-LOC106510108			T			C			0.70			0.03			0.68


			NC_010446.5			82009581			intergenic_region			ATP1B1-LOC106510108			C			T			0.88			0.21			0.66


			NC_010446.5			82009614			intergenic_region			ATP1B1-LOC106510108			G			A			0.72			0.03			0.69


			NC_010446.5			82009626			intergenic_region			ATP1B1-LOC106510108			G			T			0.73			0.03			0.70


			NC_010446.5			82009644			intergenic_region			ATP1B1-LOC106510108			G			T			0.69			0.03			0.67


			NC_010446.5			82009700			intergenic_region			ATP1B1-LOC106510108			A			C			0.75			0.03			0.72


			NC_010446.5			82010067			intergenic_region			ATP1B1-LOC106510108			T			A			0.70			0.03			0.67


			NC_010446.5			82010249			intergenic_region			ATP1B1-LOC106510108			A			G			0.70			0.03			0.68


			NC_010446.5			82010324			intergenic_region			ATP1B1-LOC106510108			A			T			0.73			0.03			0.70


			NC_010446.5			82014890			intergenic_region			ATP1B1-LOC106510108			T			C			0.88			0.18			0.70


			NC_010446.5			82016520			intergenic_region			ATP1B1-LOC106510108			C			A			0.85			0.17			0.69


			NC_010446.5			82018769			intergenic_region			ATP1B1-LOC106510108			T			G			0.88			0.05			0.82


			NC_010446.5			82022453			intergenic_region			ATP1B1-LOC106510108			A			T			0.92			0.21			0.71


			NC_010446.5			82022530			intergenic_region			ATP1B1-LOC106510108			C			T			0.85			0.21			0.64


			NC_010446.5			82022561			intergenic_region			ATP1B1-LOC106510108			C			T			0.83			0.21			0.62


			NC_010446.5			82024190			intergenic_region			ATP1B1-LOC106510108			G			A			0.95			0.26			0.69


			NC_010446.5			82025445			intergenic_region			ATP1B1-LOC106510108			G			A			0.83			0.09			0.75


			NC_010446.5			82025963			intergenic_region			ATP1B1-LOC106510108			C			A			0.84			0.18			0.65


			NC_010446.5			82002571			intergenic_region			ATP1B1-LOC106510108			A			T			0.62			0.00


			NC_010446.5			82002592			intergenic_region			ATP1B1-LOC106510108			T			G			0.67			0.00


			NC_010446.5			82029873			intergenic_region			ATP1B1-LOC106510108			A			G			0.98			0.21			0.77


			NC_010446.5			82002615			intergenic_region			ATP1B1-LOC106510108			A			G			0.66			0.00


			NC_010446.5			82002678			intergenic_region			ATP1B1-LOC106510108			A			G			0.65			0.00


			NC_010446.5			82004518			intergenic_region			ATP1B1-LOC106510108			G			A			0.67			0.00


			NC_010446.5			82032321			intergenic_region			ATP1B1-LOC106510108			A			G			0.86			0.16			0.70


			NC_010450.4			121866237			upstream_gene_variant			RAP1GDS1			G			A			0.90			0.03			0.87


			NC_010446.5			82004522			intergenic_region			ATP1B1-LOC106510108			T			C			0.67			0.00


			NC_010452.4			8337514			5_prime_UTR_variant			TGFB2			T			C			0.90			0.26			0.64


			NC_010452.4			8391208			3_prime_UTR_variant			TGFB2			G			A			0.90			0.31			0.59


			NC_010456.5			123939362			splice_region_variant&intron_variant			NRAP			A			G			0.90			0.03			0.87


			NC_010456.5			123994737			splice_region_variant&intron_variant			NRAP			A			G			0.90			0.03			0.87


			NC_010458.4			37922945			5_prime_UTR_variant			PDE4D			T			C			0.90			0.13			0.77


			NC_010458.4			37923223			5_prime_UTR_variant			PDE4D			T			C			0.90			0.13			0.77


			NC_010458.4			38103275			5_prime_UTR_variant			PDE4D			A			G			0.90			0.11			0.79


			NC_010458.4			67114954			5_prime_UTR_variant			SGCD			A			C			0.90			0.37			0.53


			NC_010459.5			57584834			upstream_gene_variant			BMP7			G			A			0.90			0.21			0.69


			NC_010459.5			57800939			non_coding_transcript_exon_variant			RBM38			T			C			0.90			0.24			0.66


			NC_010443.5			113973327			missense_variant			ALDH1A2			A			G			0.90			0.08			0.82


			NC_010446.5			83328785			intron_variant			RCSD1			T			C			0.96			0.13			0.83


			NC_010446.5			83329143			intron_variant			RCSD1			C			T			0.79			0.03			0.76


			NC_010446.5			82004538			intergenic_region			ATP1B1-LOC106510108			A			T			0.69			0.00


			NC_010446.5			82005559			intergenic_region			ATP1B1-LOC106510108			T			C			0.54			0.00


			NC_010446.5			83329652			intron_variant			RCSD1			T			G			0.99			0.03			0.96


			NC_010446.5			83329707			intron_variant			RCSD1			A			T			0.98			0.14			0.84


			NC_010446.5			83329887			intron_variant			RCSD1			C			T			0.94			0.19			0.74


			NC_010446.5			83329909			intron_variant			RCSD1			C			T			0.96			0.17			0.79


			NC_010446.5			83330216			intron_variant			RCSD1			T			G			0.96			0.18			0.79


			NC_010446.5			83330743			intron_variant			RCSD1			C			T			0.96			0.06			0.91


			NC_010446.5			83331357			intron_variant			RCSD1			C			T			0.96			0.11			0.85


			NC_010446.5			83331488			intron_variant			RCSD1			G			A			0.94			0.18			0.76


			NC_010446.5			83331636			intron_variant			RCSD1			G			A			0.98			0.18			0.79


			NC_010446.5			83331836			intron_variant			RCSD1			A			C			0.98			0.16			0.82


			NC_010446.5			83331971			intron_variant			RCSD1			G			A			0.94			0.11			0.83


			NC_010446.5			83331975			intron_variant			RCSD1			A			G			0.95			0.11			0.84


			NC_010446.5			83331989			intron_variant			RCSD1			C			G			0.93			0.12			0.81


			NC_010446.5			83332026			intron_variant			RCSD1			A			T			0.93			0.16			0.77


			NC_010446.5			83332226			intron_variant			RCSD1			C			T			0.92			0.14			0.78


			NC_010446.5			83332454			intron_variant			RCSD1			C			T			0.95			0.15			0.80


			NC_010446.5			83332500			intron_variant			RCSD1			A			G			0.97			0.14			0.83


			NC_010446.5			83332542			intron_variant			RCSD1			A			G			0.98			0.14			0.84


			NC_010446.5			83332786			intron_variant			RCSD1			A			C			0.98			0.13			0.84


			NC_010446.5			83333592			intron_variant			RCSD1			T			C			0.97			0.13			0.84


			NC_010446.5			83334107			intron_variant			RCSD1			T			A			1.00			0.18			0.82


			NC_010446.5			82006581			intergenic_region			ATP1B1-LOC106510108			G			A			0.69			0.00


			NC_010446.5			83336197			intron_variant			RCSD1			G			T			0.95			0.16			0.79


			NC_010446.5			83336291			intron_variant			RCSD1			A			G			0.61			0.08			0.52


			NC_010446.5			83338118			intron_variant			RCSD1			C			T			0.00			0.63


			NC_010446.5			83340644			intron_variant			RCSD1			A			C			0.00			0.58


			NC_010446.5			82006603			intergenic_region			ATP1B1-LOC106510108			T			C			0.64			0.00


			NC_010446.5			82006926			intergenic_region			ATP1B1-LOC106510108			T			C			0.65			0.00


			NC_010446.5			83341063			intron_variant			RCSD1			C			T			0.00			0.58


			NC_010446.5			82007284			intergenic_region			ATP1B1-LOC106510108			T			C			0.65			0.00


			NC_010446.5			82007379			intergenic_region			ATP1B1-LOC106510108			G			T			0.68			0.00


			NC_010446.5			82007537			intergenic_region			ATP1B1-LOC106510108			A			G			0.70			0.00


			NC_010446.5			82007809			intergenic_region			ATP1B1-LOC106510108			C			T			0.68			0.00


			NC_010446.5			82007911			intergenic_region			ATP1B1-LOC106510108			G			T			0.68			0.00


			NC_010446.5			82007940			intergenic_region			ATP1B1-LOC106510108			T			C			0.72			0.00


			NC_010446.5			82007970			intergenic_region			ATP1B1-LOC106510108			A			C			0.57			0.00


			NC_010446.5			82008018			intergenic_region			ATP1B1-LOC106510108			A			G			0.68			0.00


			NC_010446.5			82008041			intergenic_region			ATP1B1-LOC106510108			G			A			0.65			0.00


			NC_010446.5			83346277			intron_variant			RCSD1			G			A			0.95			0.42			0.53


			NC_010446.5			83347043			intron_variant			RCSD1			C			T			0.99			0.45			0.54


			NC_010446.5			83347218			intron_variant			RCSD1			T			A			0.98			0.39			0.58


			NC_010446.5			83347331			intron_variant			RCSD1			C			T			0.95			0.36			0.59


			NC_010446.5			83347554			intron_variant			RCSD1			C			T			0.97			0.39			0.57


			NC_010446.5			83348382			intron_variant			RCSD1			G			A			0.96			0.39			0.57


			NC_010446.5			83348467			intron_variant			RCSD1			G			T			0.95			0.42			0.53


			NC_010446.5			83348582			intron_variant			RCSD1			T			C			0.98			0.42			0.56


			NC_010446.5			83348673			intron_variant			RCSD1			T			C			0.97			0.39			0.57


			NC_010446.5			83348985			intron_variant			RCSD1			T			C			0.96			0.42			0.54


			NC_010446.5			83349187			intron_variant			RCSD1			C			T			0.95			0.32			0.63


			NC_010446.5			83349236			intron_variant			RCSD1			G			C			0.96			0.31			0.65


			NC_010446.5			83349319			intron_variant			RCSD1			T			C			0.99			0.44			0.54


			NC_010446.5			83349375			intron_variant			RCSD1			A			G			0.98			0.37			0.61


			NC_010446.5			83349510			intron_variant			RCSD1			C			T			0.98			0.35			0.62


			NC_010446.5			83349535			intron_variant			RCSD1			A			G			1.00			0.38			0.62


			NC_010446.5			83350042			intron_variant			RCSD1			T			C			0.99			0.33			0.65


			NC_010446.5			83350108			intron_variant			RCSD1			C			A			0.93			0.33			0.60


			NC_010446.5			83350388			intron_variant			RCSD1			A			G			0.98			0.37			0.61


			NC_010446.5			83350396			intron_variant			RCSD1			A			C			1.00			0.37			0.63


			NC_010446.5			83350545			intron_variant			RCSD1			A			G			0.99			0.31			0.68


			NC_010446.5			83351024			intron_variant			RCSD1			A			G			0.98			0.42			0.56


			NC_010446.5			83351170			intron_variant			RCSD1			C			T			0.92			0.39			0.53


			NC_010446.5			83351177			intron_variant			RCSD1			T			G			0.99			0.39			0.59


			NC_010446.5			83351304			intron_variant			RCSD1			G			A			0.90			0.39			0.50


			NC_010446.5			83351452			intron_variant			RCSD1			T			C			0.98			0.37			0.61


			NC_010446.5			83351485			intron_variant			RCSD1			T			C			0.98			0.39			0.58


			NC_010446.5			83351500			intron_variant			RCSD1			T			C			0.98			0.39			0.58


			NC_010446.5			83351551			intron_variant			RCSD1			G			A			0.87			0.37			0.50


			NC_010446.5			83351712			intron_variant			RCSD1			C			T			0.92			0.39			0.52


			NC_010446.5			83351746			intron_variant			RCSD1			C			T			0.88			0.34			0.54


			NC_010446.5			83351764			intron_variant			RCSD1			G			A			0.90			0.34			0.55


			NC_010446.5			83351946			intron_variant			RCSD1			A			C			0.91			0.39			0.51


			NC_010446.5			83351978			intron_variant			RCSD1			C			T			0.90			0.33			0.56


			NC_010446.5			83352617			intron_variant			RCSD1			A			G			0.91			0.41			0.50


			NC_010446.5			83352633			intron_variant			RCSD1			T			C			0.91			0.41			0.50


			NC_010446.5			83352983			intron_variant			RCSD1			G			T			0.88			0.34			0.54


			NC_010446.5			83353010			intron_variant			RCSD1			T			C			0.85			0.25			0.60


			NC_010446.5			83353018			intron_variant			RCSD1			G			A			0.95			0.25			0.70


			NC_010446.5			83353022			intron_variant			RCSD1			G			A			0.85			0.25			0.60


			NC_010446.5			83353167			intron_variant			RCSD1			G			A			0.85			0.31			0.53


			NC_010446.5			83353313			intron_variant			RCSD1			T			C			0.98			0.45			0.53


			NC_010446.5			83353436			intron_variant			RCSD1			T			C			0.90			0.39			0.50


			NC_010446.5			83353639			intron_variant			RCSD1			A			C			0.91			0.37			0.54


			NC_010446.5			83354254			intron_variant			RCSD1			A			T			0.93			0.38			0.55


			NC_010446.5			83354656			intron_variant			RCSD1			A			G			0.98			0.45			0.53


			NC_010446.5			83356922			intron_variant			RCSD1			G			T			0.90			0.19			0.70


			NC_010446.5			83358004			intron_variant			RCSD1			G			A			0.66			0.16			0.50


			NC_010446.5			83358756			intron_variant			RCSD1			T			G			0.70			0.18			0.52


			NC_010446.5			83359396			intron_variant			RCSD1			A			G			0.86			0.13			0.73


			NC_010446.5			83359425			intron_variant			RCSD1			G			A			0.85			0.13			0.71


			NC_010446.5			83359462			intron_variant			RCSD1			T			C			0.85			0.18			0.67


			NC_010446.5			83360203			intron_variant			RCSD1			G			A			0.67			0.09			0.58


			NC_010446.5			83360933			intron_variant			RCSD1			G			C			0.67			0.16			0.51


			NC_010446.5			82008120			intergenic_region			ATP1B1-LOC106510108			C			A			0.57			0.00


			NC_010446.5			83364593			intron_variant			RCSD1			C			T			0.99			0.18			0.80


			NC_010446.5			83367674			intron_variant			RCSD1			C			G			0.97			0.16			0.81


			NC_010446.5			83368699			intron_variant			RCSD1			A			C			0.99			0.18			0.80


			NC_010446.5			83370366			intron_variant			RCSD1			C			G			0.96			0.11			0.85


			NC_010446.5			82008139			intergenic_region			ATP1B1-LOC106510108			C			T			0.67			0.00


			NC_010446.5			82008160			intergenic_region			ATP1B1-LOC106510108			C			T			0.68			0.00


			NC_010446.5			82008289			intergenic_region			ATP1B1-LOC106510108			A			T			0.69			0.00


			NC_010446.5			83372564			intron_variant			RCSD1			A			T			0.97			0.16			0.81


			NC_010446.5			83373373			intron_variant			RCSD1			T			C			0.97			0.18			0.78


			NC_010446.5			82008436			intergenic_region			ATP1B1-LOC106510108			C			T			0.69			0.00


			NC_010446.5			83374329			intron_variant			RCSD1			G			A			0.96			0.29			0.67


			NC_010446.5			83376433			intron_variant			RCSD1			A			G			0.96			0.14			0.82


			NC_010446.5			82026745			intergenic_region			ATP1B1-LOC106510108			G			A			0.53			0.00


			NC_010446.5			83377449			intron_variant			RCSD1			T			A			0.99			0.42			0.57


			NC_010446.5			82028283			intergenic_region			ATP1B1-LOC106510108			G			A			0.51			0.00


			NC_010446.5			82030199			intergenic_region			ATP1B1-LOC106510108			C			T			0.55			0.00


			NC_010446.5			83378279			intron_variant			RCSD1			A			G			0.78			0.03			0.75


			NC_010446.5			83378410			intron_variant			RCSD1			A			G			0.91			0.18			0.72


			NC_010446.5			83378416			intron_variant			RCSD1			C			G			0.91			0.18			0.73


			NC_010446.5			83378424			intron_variant			RCSD1			A			C			0.91			0.18			0.72


			NC_010446.5			83381845			intron_variant			RCSD1			A			G			0.91			0.07			0.84


			NC_010446.5			82031555			intergenic_region			ATP1B1-LOC106510108			C			T			0.58			0.00


			NC_010446.5			82031810			intergenic_region			ATP1B1-LOC106510108			G			A			0.57			0.00


			NC_010446.5			83385006			intron_variant			RCSD1			C			T			0.96			0.16			0.81


			NC_010446.5			83385316			intron_variant			RCSD1			A			C			0.97			0.18			0.78


			NC_010446.5			83329327			intron_variant			RCSD1			A			G			0.96			0.00


			NC_010446.5			83386330			intron_variant			RCSD1			T			C			0.98			0.16			0.82


			NC_010446.5			83388164			intron_variant			RCSD1			A			G			0.98			0.16			0.82


			NC_010446.5			83329353			intron_variant			RCSD1			T			C			0.97			0.00


			NC_010446.5			83340955			intron_variant			RCSD1			C			A			0.51			0.00


			NC_010446.5			83340956			intron_variant			RCSD1			T			G			0.51			0.00


			NC_010446.5			83341333			intron_variant			RCSD1			C			T			0.52			0.00


			NC_010446.5			83341462			intron_variant			RCSD1			T			C			0.58			0.00


			NC_010446.5			83341571			intron_variant			RCSD1			C			T			0.58			0.00


			NC_010446.5			83391413			intron_variant			RCSD1			A			G			0.97			0.17			0.80


			NC_010446.5			83391907			intron_variant			RCSD1			A			G			0.96			0.19			0.77


			NC_010446.5			83392466			intron_variant			RCSD1			T			C			0.94			0.13			0.81


			NC_010446.5			83393356			intron_variant			RCSD1			T			C			0.98			0.13			0.85


			NC_010446.5			83393677			intron_variant			RCSD1			G			A			0.98			0.18			0.79


			NC_010446.5			83394625			intron_variant			RCSD1			A			G			0.67			0.14			0.53


			NC_010446.5			83394650			intron_variant			RCSD1			C			T			0.99			0.13			0.86


			NC_010446.5			83341664			intron_variant			RCSD1			C			T			0.56			0.00


			NC_010446.5			83342101			intron_variant			RCSD1			C			G			0.57			0.00


			NC_010446.5			83395756			intron_variant			RCSD1			A			G			0.98			0.18			0.79


			NC_010446.5			83399091			intron_variant			RCSD1			C			A			0.99			0.13			0.86


			NC_010446.5			83399163			intron_variant			RCSD1			T			C			0.65			0.13			0.52


			NC_010446.5			83399428			intron_variant			RCSD1			A			G			0.99			0.14			0.85


			NC_010446.5			83324668			3_prime_UTR_variant			RCSD1			T			C			0.90			0.16			0.74


			NC_010445.4			17287014			3_prime_UTR_variant			TRIM72			C			T			0.89			0.06			0.84


			NC_010446.5			90277403			intron_variant			CASQ1			G			A			0.16			0.95			0.78


			NC_010446.5			90277494			intron_variant			CASQ1			G			T			0.03			0.92			0.89


			NC_010446.5			90277673			intron_variant			CASQ1			C			T			0.41			0.92			0.51


			NC_010446.5			90277675			intron_variant			CASQ1			C			A			0.41			0.92			0.51


			NC_010446.5			90278094			intron_variant			CASQ1			C			T			0.25			0.91			0.66


			NC_010446.5			90278098			intron_variant			CASQ1			T			A			0.01			0.92			0.90


			NC_010446.5			90278108			intron_variant			CASQ1			C			T			0.01			0.92			0.90


			NC_010446.5			90278155			intron_variant			CASQ1			C			T			0.03			0.92			0.90


			NC_010446.5			90278170			intron_variant			CASQ1			A			T			0.04			0.80			0.76


			NC_010446.5			90278211			intron_variant			CASQ1			A			G			0.00			0.88


			NC_010446.5			90278236			intron_variant			CASQ1			C			T			0.00			0.60


			NC_010446.5			90278425			intron_variant			CASQ1			T			C			0.17			0.92			0.75


			NC_010446.5			90278537			intron_variant			CASQ1			G			A			0.01			0.92			0.91


			NC_010446.5			90278637			intron_variant			CASQ1			G			T			0.05			0.95			0.90


			NC_010446.5			90278643			intron_variant			CASQ1			T			C			0.05			0.95			0.90


			NC_010446.5			90278652			intron_variant			CASQ1			A			C			0.03			0.95			0.91


			NC_010446.5			90278656			intron_variant			CASQ1			A			G			0.03			0.95			0.91


			NC_010446.5			90278805			intron_variant			CASQ1			G			A			0.27			0.91			0.64


			NC_010446.5			90278881			intron_variant			CASQ1			A			C			0.05			0.89			0.85


			NC_010446.5			90279149			intron_variant			CASQ1			G			A			0.02			0.95			0.92


			NC_010446.5			90279300			intron_variant			CASQ1			C			T			0.00			0.89


			NC_010446.5			90279383			intron_variant			CASQ1			A			C			0.01			0.88			0.87


			NC_010446.5			90280782			intron_variant			CASQ1			G			A			0.00			0.91


			NC_010446.5			90281361			intron_variant			CASQ1			G			A			0.07			0.89			0.82


			NC_010446.5			90282587			intron_variant			CASQ1			G			A			0.01			0.89			0.88


			NC_010446.5			90283177			intron_variant			CASQ1			G			T			0.25			0.92			0.67


			NC_010446.5			90283334			intron_variant			CASQ1			G			A			0.04			0.89			0.86


			NC_010446.5			90285120			intron_variant			CASQ1			G			C			0.01			0.71			0.69


			NC_010446.5			90286756			intron_variant			CASQ1			C			T			0.05			0.71			0.67


			NC_010449.5			19733543			5_prime_UTR_variant			RIPOR2			G			C			0.89			0.32			0.58


			NC_010446.5			90336862			intergenic_region			LOC110260485-ATP1A2			C			A			0.03			0.60			0.57


			NC_010446.5			90337231			intergenic_region			LOC110260485-ATP1A2			T			C			0.69			0.18			0.51


			NC_010446.5			90337339			intergenic_region			LOC110260485-ATP1A2			G			A			0.65			0.13			0.52


			NC_010446.5			90337346			intergenic_region			LOC110260485-ATP1A2			T			C			0.64			0.13			0.51


			NC_010446.5			90338766			intergenic_region			LOC110260485-ATP1A2			G			A			0.02			0.58			0.56


			NC_010446.5			90338793			intergenic_region			LOC110260485-ATP1A2			A			G			0.02			0.55			0.53


			NC_010446.5			90339089			intergenic_region			LOC110260485-ATP1A2			C			T			0.03			0.56			0.52


			NC_010446.5			90339638			intergenic_region			LOC110260485-ATP1A2			A			G			0.01			0.53			0.52


			NC_010446.5			90339643			intergenic_region			LOC110260485-ATP1A2			A			T			0.01			0.53			0.52


			NC_010446.5			90339772			intergenic_region			LOC110260485-ATP1A2			A			G			0.01			0.53			0.52


			NC_010446.5			90339796			intergenic_region			LOC110260485-ATP1A2			G			C			0.01			0.58			0.57


			NC_010446.5			90339802			intergenic_region			LOC110260485-ATP1A2			T			C			0.01			0.58			0.57


			NC_010446.5			90340019			intergenic_region			LOC110260485-ATP1A2			T			C			0.02			0.58			0.56


			NC_010446.5			83342147			intron_variant			RCSD1			C			T			0.61			0.00


			NC_010446.5			83342309			intron_variant			RCSD1			C			T			0.56			0.00


			NC_010449.5			75681097			synonymous_variant			LOC100736765			T			C			0.89			0.36			0.53


			NC_010446.5			83342539			intron_variant			RCSD1			C			T			0.52			0.00


			NC_010450.4			41020305			3_prime_UTR_variant			PDGFRA			A			G			0.89			0.29			0.60


			NC_010452.4			8338708			5_prime_UTR_variant			TGFB2			T			C			0.89			0.26			0.63


			NC_010454.4			15049074			downstream_gene_variant			SCN4A			T			C			0.89			0.11			0.78


			NC_010457.5			33607875			downstream_gene_variant			MYOM2			C			T			0.89			0.06			0.83


			NC_010446.5			90344588			intron_variant			ATP1A2			A			G			0.06			0.92			0.86


			NC_010446.5			90344588			intron_variant			ATP1A2			A			G			0.06			0.92			0.86


			NC_010446.5			90344978			intron_variant			ATP1A2			C			T			0.05			0.83			0.78


			NC_010446.5			90344978			intron_variant			ATP1A2			C			T			0.05			0.83			0.78


			NC_010446.5			90345180			intron_variant			ATP1A2			C			T			0.05			0.79			0.73


			NC_010446.5			90345180			intron_variant			ATP1A2			C			T			0.05			0.79			0.73


			NC_010446.5			90345417			intron_variant			ATP1A2			G			A			0.54			0.03			0.51


			NC_010446.5			90345417			intron_variant			ATP1A2			G			A			0.54			0.03			0.51


			NC_010446.5			90345770			intron_variant			ATP1A2			G			T			0.05			0.61			0.56


			NC_010446.5			90345770			intron_variant			ATP1A2			G			T			0.05			0.61			0.56


			NC_010446.5			90345949			intron_variant			ATP1A2			G			A			0.55			0.03			0.52


			NC_010446.5			90345949			intron_variant			ATP1A2			G			A			0.55			0.03			0.52


			NC_010446.5			83342546			intron_variant			RCSD1			C			T			0.52			0.00


			NC_010446.5			83363686			intron_variant			RCSD1			C			T			0.60			0.00


			NC_010446.5			90346408			intron_variant			ATP1A2			T			C			0.03			0.61			0.57


			NC_010446.5			90346408			intron_variant			ATP1A2			T			C			0.03			0.61			0.57


			NC_010446.5			90346411			intron_variant			ATP1A2			C			T			0.03			0.61			0.57


			NC_010446.5			90346411			intron_variant			ATP1A2			C			T			0.03			0.61			0.57


			NC_010446.5			90346517			intron_variant			ATP1A2			A			G			0.55			0.03			0.52


			NC_010446.5			90346517			intron_variant			ATP1A2			A			G			0.55			0.03			0.52


			NC_010446.5			83370463			intron_variant			RCSD1			T			A			0.71			0.00


			NC_010446.5			83370471			intron_variant			RCSD1			T			A			0.74			0.00


			NC_010446.5			83372368			intron_variant			RCSD1			A			C			0.78			0.00


			NC_010446.5			83373880			intron_variant			RCSD1			C			T			0.79			0.00


			NC_010446.5			83377433			intron_variant			RCSD1			G			T			0.69			0.00


			NC_010446.5			83377997			intron_variant			RCSD1			G			A			0.74			0.00


			NC_010446.5			83378201			intron_variant			RCSD1			A			G			0.81			0.00


			NC_010446.5			83384281			intron_variant			RCSD1			C			T			0.76			0.00


			NC_010446.5			83384791			intron_variant			RCSD1			C			T			0.56			0.00


			NC_010446.5			83385402			intron_variant			RCSD1			G			A			0.74			0.00


			NC_010446.5			90346893			intron_variant			ATP1A2			G			C			0.56			0.06			0.50


			NC_010446.5			90346893			intron_variant			ATP1A2			G			C			0.56			0.06			0.50


			NC_010446.5			90346912			intron_variant			ATP1A2			G			A			0.56			0.06			0.51


			NC_010446.5			90346912			intron_variant			ATP1A2			G			A			0.56			0.06			0.51


			NC_010446.5			90346937			intron_variant			ATP1A2			T			C			0.54			0.03			0.51


			NC_010446.5			90346937			intron_variant			ATP1A2			T			C			0.54			0.03			0.51


			NC_010446.5			90346949			intron_variant			ATP1A2			C			T			0.54			0.03			0.51


			NC_010446.5			90346949			intron_variant			ATP1A2			C			T			0.54			0.03			0.51


			NC_010446.5			90347143			intron_variant			ATP1A2			G			A			0.55			0.03			0.52


			NC_010446.5			90347143			intron_variant			ATP1A2			G			A			0.55			0.03			0.52


			NC_010446.5			90347175			intron_variant			ATP1A2			C			T			0.56			0.03			0.52


			NC_010446.5			90347175			intron_variant			ATP1A2			C			T			0.56			0.03			0.52


			NC_010446.5			90347176			intron_variant			ATP1A2			A			G			0.56			0.03			0.52


			NC_010446.5			90347176			intron_variant			ATP1A2			A			G			0.56			0.03			0.52


			NC_010446.5			90347541			intron_variant			ATP1A2			C			T			0.55			0.03			0.52


			NC_010446.5			90347541			intron_variant			ATP1A2			C			T			0.55			0.03			0.52


			NC_010446.5			90347992			intron_variant			ATP1A2			C			T			0.60			0.08			0.52


			NC_010446.5			90347992			intron_variant			ATP1A2			C			T			0.60			0.08			0.52


			NC_010446.5			90348015			intron_variant			ATP1A2			T			C			0.57			0.06			0.52


			NC_010446.5			90348015			intron_variant			ATP1A2			T			C			0.57			0.06			0.52


			NC_010458.4			38181934			5_prime_UTR_variant			PDE4D			G			A			0.89			0.03			0.86


			NC_010459.5			49016807			upstream_gene_variant			EYA2			A			C			0.89			0.13			0.76


			NC_010446.5			90350544			intron_variant			ATP1A2			A			C			0.56			0.05			0.50


			NC_010446.5			90350544			intron_variant			ATP1A2			A			C			0.56			0.05			0.50


			NC_010446.5			90350551			intron_variant			ATP1A2			A			T			0.16			0.94			0.78


			NC_010446.5			90350551			intron_variant			ATP1A2			A			T			0.16			0.94			0.78


			NC_010446.5			90350590			intron_variant			ATP1A2			C			T			0.15			0.97			0.82


			NC_010446.5			90350590			intron_variant			ATP1A2			C			T			0.15			0.97			0.82


			NC_010446.5			90350601			intron_variant			ATP1A2			T			A			0.55			0.03			0.52


			NC_010446.5			90350601			intron_variant			ATP1A2			T			A			0.55			0.03			0.52


			NC_010446.5			90350605			intron_variant			ATP1A2			G			A			0.05			0.64			0.59


			NC_010446.5			90350605			intron_variant			ATP1A2			G			A			0.05			0.64			0.59


			NC_010446.5			90350610			intron_variant			ATP1A2			G			A			0.55			0.03			0.52


			NC_010446.5			90350610			intron_variant			ATP1A2			G			A			0.55			0.03			0.52


			NC_010446.5			90350628			intron_variant			ATP1A2			C			T			0.55			0.03			0.52


			NC_010446.5			90350628			intron_variant			ATP1A2			C			T			0.55			0.03			0.52


			NC_010446.5			90350786			intron_variant			ATP1A2			A			G			0.59			0.05			0.53


			NC_010446.5			90350786			intron_variant			ATP1A2			A			G			0.59			0.05			0.53


			NC_010446.5			90351274			intron_variant			ATP1A2			C			T			0.63			0.03			0.59


			NC_010446.5			90351274			intron_variant			ATP1A2			C			T			0.63			0.03			0.59


			NC_010446.5			90352066			intron_variant			ATP1A2			C			T			0.10			0.89			0.80


			NC_010446.5			90352066			intron_variant			ATP1A2			C			T			0.10			0.89			0.80


			NC_010446.5			90352521			intron_variant			ATP1A2			C			T			0.02			0.58			0.56


			NC_010446.5			90352521			intron_variant			ATP1A2			C			T			0.02			0.58			0.56


			NC_010446.5			90352537			intron_variant			ATP1A2			T			A			0.02			0.58			0.56


			NC_010446.5			90352537			intron_variant			ATP1A2			T			A			0.02			0.58			0.56


			NC_010446.5			90352654			intron_variant			ATP1A2			C			A			0.04			0.58			0.54


			NC_010446.5			90352654			intron_variant			ATP1A2			C			A			0.04			0.58			0.54


			NC_010446.5			90353588			intron_variant			ATP1A2			G			C			0.08			0.89			0.81


			NC_010446.5			90353588			intron_variant			ATP1A2			G			C			0.08			0.89			0.81


			NC_010446.5			90353967			intron_variant			ATP1A2			G			T			0.63			0.11			0.53


			NC_010446.5			90353967			intron_variant			ATP1A2			G			T			0.63			0.11			0.53


			NC_010446.5			90354289			intron_variant			ATP1A2			G			A			0.03			0.55			0.52


			NC_010446.5			90354289			intron_variant			ATP1A2			G			A			0.03			0.55			0.52


			NC_010446.5			90355143			intron_variant			ATP1A2			C			T			0.01			0.53			0.51


			NC_010446.5			90355143			intron_variant			ATP1A2			C			T			0.01			0.53			0.51


			NC_010446.5			90356629			intron_variant			ATP1A2			C			T			0.02			0.55			0.53


			NC_010446.5			90356629			intron_variant			ATP1A2			C			T			0.02			0.55			0.53


			NC_010446.5			90357034			intron_variant			ATP1A2			G			A			0.05			0.58			0.53


			NC_010446.5			90357034			intron_variant			ATP1A2			G			A			0.05			0.58			0.53


			NC_010446.5			90357871			intron_variant			ATP1A2			G			A			0.01			0.69			0.68


			NC_010446.5			90357871			intron_variant			ATP1A2			G			A			0.01			0.69			0.68


			NC_010446.5			90358811			intron_variant			ATP1A2			G			A			0.20			0.97			0.78


			NC_010446.5			90358811			intron_variant			ATP1A2			G			A			0.20			0.97			0.78


			NC_010446.5			90359418			intron_variant			ATP1A2			T			G			0.20			0.93			0.73


			NC_010446.5			90359418			intron_variant			ATP1A2			T			G			0.20			0.93			0.73


			NC_010446.5			90359432			intron_variant			ATP1A2			T			A			0.21			0.93			0.72


			NC_010446.5			90359432			intron_variant			ATP1A2			T			A			0.21			0.93			0.72


			NC_010446.5			90359467			intron_variant			ATP1A2			C			T			0.21			0.92			0.71


			NC_010446.5			90359467			intron_variant			ATP1A2			C			T			0.21			0.92			0.71


			NC_010446.5			90359600			intron_variant			ATP1A2			T			G			0.45			1.00			0.55


			NC_010446.5			90359600			intron_variant			ATP1A2			T			G			0.45			1.00			0.55


			NC_010446.5			90359658			intron_variant			ATP1A2			A			G			0.21			0.97			0.76


			NC_010446.5			90359658			intron_variant			ATP1A2			A			G			0.21			0.97			0.76


			NC_010446.5			90359686			intron_variant			ATP1A2			A			G			0.23			0.97			0.74


			NC_010446.5			90359686			intron_variant			ATP1A2			A			G			0.23			0.97			0.74


			NC_010446.5			90359689			intron_variant			ATP1A2			G			A			0.23			0.97			0.74


			NC_010446.5			90359689			intron_variant			ATP1A2			G			A			0.23			0.97			0.74


			NC_010446.5			83388993			intron_variant			RCSD1			A			G			0.63			0.00


			NC_010446.5			83389170			intron_variant			RCSD1			T			C			0.59			0.00


			NC_010446.5			90360195			intron_variant			ATP1A2			T			C			0.03			0.82			0.80


			NC_010446.5			90360195			intron_variant			ATP1A2			T			C			0.03			0.82			0.80


			NC_010446.5			90360275			intron_variant			ATP1A2			G			A			0.00			0.89


			NC_010446.5			90360275			intron_variant			ATP1A2			G			A			0.00			0.89


			NC_010446.5			90360494			intron_variant			ATP1A2			C			T			0.00			0.88


			NC_010446.5			90360494			intron_variant			ATP1A2			C			T			0.00			0.88


			NC_010446.5			90361192			intron_variant			ATP1A2			G			A			0.40			0.92			0.52


			NC_010446.5			90361192			intron_variant			ATP1A2			G			A			0.40			0.92			0.52


			NC_010446.5			90361322			intron_variant			ATP1A2			G			T			0.17			0.92			0.75


			NC_010446.5			90361322			intron_variant			ATP1A2			G			T			0.17			0.92			0.75


			NC_010446.5			90361331			intron_variant			ATP1A2			A			*			0.17			0.83			0.67


			NC_010446.5			90361331			intron_variant			ATP1A2			A			*			0.17			0.83			0.67


			NC_010446.5			90361371			intron_variant			ATP1A2			T			A			0.33			0.89			0.56


			NC_010446.5			90361371			intron_variant			ATP1A2			T			A			0.33			0.89			0.56


			NC_010459.5			49016838			upstream_gene_variant			EYA2			T			A			0.89			0.14			0.75


			NC_010460.4			19761933			synonymous_variant			FLNC			C			A			0.89			0.03			0.86


			NC_010446.5			90362332			intron_variant			ATP1A2			A			G			0.08			0.92			0.84


			NC_010446.5			90362332			intron_variant			ATP1A2			A			G			0.08			0.92			0.84


			NC_010446.5			90362586			intron_variant			ATP1A2			A			G			0.09			0.92			0.83


			NC_010446.5			90362586			intron_variant			ATP1A2			A			G			0.09			0.92			0.83


			NC_010446.5			90363768			intron_variant			ATP1A2			G			T			0.00			0.55


			NC_010446.5			90363768			intron_variant			ATP1A2			G			T			0.00			0.55


			NC_010446.5			90363775			intron_variant			ATP1A2			C			A			0.00			0.55


			NC_010446.5			90363775			intron_variant			ATP1A2			C			A			0.00			0.55


			NC_010446.5			90364166			intron_variant			ATP1A2			G			A			0.01			0.92			0.91


			NC_010446.5			90364166			intron_variant			ATP1A2			G			A			0.01			0.92			0.91


			NC_010446.5			83389843			intron_variant			RCSD1			T			C			0.59			0.00


			NC_010446.5			83390048			intron_variant			RCSD1			C			T			0.56			0.00


			NC_010446.5			83390161			intron_variant			RCSD1			T			C			0.52			0.00


			NC_010446.5			83390304			intron_variant			RCSD1			A			G			0.55			0.00


			NC_010446.5			83394803			intron_variant			RCSD1			G			C			0.54			0.00


			NC_010446.5			83394818			intron_variant			RCSD1			C			T			0.61			0.00


			NC_010446.5			83401755			upstream_gene_variant			RCSD1			C			G			0.74			0.00


			NC_010446.5			90346026			intron_variant			ATP1A2			A			G			0.55			0.00


			NC_010446.5			90346026			intron_variant			ATP1A2			A			G			0.55			0.00


			NC_010446.5			90346774			intron_variant			ATP1A2			C			T			0.56			0.00


			NC_010446.5			90346774			intron_variant			ATP1A2			C			T			0.56			0.00


			NC_010446.5			90346779			intron_variant			ATP1A2			G			A			0.56			0.00


			NC_010443.5			49215267			synonymous_variant			ADGRB3			T			C			0.89			0.14			0.75


			NC_010446.5			90346779			intron_variant			ATP1A2			G			A			0.56			0.00


			NC_010443.5			109016820			upstream_gene_variant			TPM1			A			C			0.89			0.32			0.57


			NC_010443.5			240842484			upstream_gene_variant			TGFBR1			C			T			0.89			0.11			0.78


			NC_010445.4			17287187			3_prime_UTR_variant			TRIM72			T			C			0.89			0.03			0.86


			NC_010446.5			90346781			intron_variant			ATP1A2			C			T			0.55			0.00


			NC_010446.5			90372598			intergenic_region			ATP1A2-IGSF8			G			A			0.31			0.92			0.61


			NC_010446.5			90372598			intergenic_region			ATP1A2-IGSF8			G			A			0.31			0.92			0.61


			NC_010446.5			90373376			intergenic_region			ATP1A2-IGSF8			C			T			0.34			0.90			0.56


			NC_010446.5			90373376			intergenic_region			ATP1A2-IGSF8			C			T			0.34			0.90			0.56


			NC_010446.5			90373383			intergenic_region			ATP1A2-IGSF8			C			T			0.35			0.90			0.55


			NC_010446.5			90373383			intergenic_region			ATP1A2-IGSF8			C			T			0.35			0.90			0.55


			NC_010446.5			90373399			intergenic_region			ATP1A2-IGSF8			C			T			0.05			0.94			0.89


			NC_010446.5			90373399			intergenic_region			ATP1A2-IGSF8			C			T			0.05			0.94			0.89


			NC_010446.5			90373893			intergenic_region			ATP1A2-IGSF8			T			A			0.24			0.88			0.64


			NC_010446.5			90373893			intergenic_region			ATP1A2-IGSF8			T			A			0.24			0.88			0.64


			NC_010446.5			90373909			intergenic_region			ATP1A2-IGSF8			G			A			0.04			0.88			0.84


			NC_010446.5			90373909			intergenic_region			ATP1A2-IGSF8			G			A			0.04			0.88			0.84


			NC_010446.5			90374047			intergenic_region			ATP1A2-IGSF8			C			T			0.34			0.91			0.57


			NC_010446.5			90374047			intergenic_region			ATP1A2-IGSF8			C			T			0.34			0.91			0.57


			NC_010446.5			90374048			intergenic_region			ATP1A2-IGSF8			C			G			0.45			1.00			0.55


			NC_010446.5			90374048			intergenic_region			ATP1A2-IGSF8			C			G			0.45			1.00			0.55


			NC_010446.5			90374058			intergenic_region			ATP1A2-IGSF8			C			T			0.46			1.00			0.54


			NC_010446.5			90374058			intergenic_region			ATP1A2-IGSF8			C			T			0.46			1.00			0.54


			NC_010446.5			90374109			intergenic_region			ATP1A2-IGSF8			C			T			0.32			0.82			0.50


			NC_010446.5			90374109			intergenic_region			ATP1A2-IGSF8			C			T			0.32			0.82			0.50


			NC_010446.5			90374190			intergenic_region			ATP1A2-IGSF8			A			G			0.46			1.00			0.54


			NC_010446.5			90374190			intergenic_region			ATP1A2-IGSF8			A			G			0.46			1.00			0.54


			NC_010446.5			90375741			intergenic_region			ATP1A2-IGSF8			G			A			0.01			0.89			0.88


			NC_010446.5			90375741			intergenic_region			ATP1A2-IGSF8			G			A			0.01			0.89			0.88


			NC_010446.5			90376769			intergenic_region			ATP1A2-IGSF8			C			G			0.39			1.00			0.61


			NC_010446.5			90376769			intergenic_region			ATP1A2-IGSF8			C			G			0.39			1.00			0.61


			NC_010446.5			90377595			intergenic_region			ATP1A2-IGSF8			G			A			0.05			0.66			0.61


			NC_010446.5			90377595			intergenic_region			ATP1A2-IGSF8			G			A			0.05			0.66			0.61


			NC_010446.5			90378757			intergenic_region			ATP1A2-IGSF8			C			T			0.03			0.61			0.57


			NC_010446.5			90378757			intergenic_region			ATP1A2-IGSF8			C			T			0.03			0.61			0.57


			NC_010446.5			90346781			intron_variant			ATP1A2			C			T			0.55			0.00


			NC_010446.5			90346791			intron_variant			ATP1A2			T			C			0.55			0.00


			NC_010446.5			90379013			intergenic_region			ATP1A2-IGSF8			G			A			0.01			0.63			0.62


			NC_010446.5			90379013			intergenic_region			ATP1A2-IGSF8			G			A			0.01			0.63			0.62


			NC_010446.5			90379075			intergenic_region			ATP1A2-IGSF8			G			A			0.06			0.66			0.60


			NC_010446.5			90379075			intergenic_region			ATP1A2-IGSF8			G			A			0.06			0.66			0.60


			NC_010446.5			90346791			intron_variant			ATP1A2			T			C			0.55			0.00


			NC_010446.5			90346792			intron_variant			ATP1A2			G			A			0.55			0.00


			NC_010446.5			90346792			intron_variant			ATP1A2			G			A			0.55			0.00


			NC_010446.5			90359807			intron_variant			ATP1A2			T			G			0.70			0.00


			NC_010446.5			90359807			intron_variant			ATP1A2			T			G			0.70			0.00


			NC_010446.5			90364463			intron_variant			ATP1A2			A			G			0.54			0.00


			NC_010446.5			90379123			intergenic_region			ATP1A2-IGSF8			C			T			0.07			0.63			0.56


			NC_010446.5			90379123			intergenic_region			ATP1A2-IGSF8			C			T			0.07			0.63			0.56


			NC_010446.5			90379124			intergenic_region			ATP1A2-IGSF8			T			G			0.07			0.63			0.56


			NC_010446.5			90379124			intergenic_region			ATP1A2-IGSF8			T			G			0.07			0.63			0.56


			NC_010446.5			90379185			intergenic_region			ATP1A2-IGSF8			A			G			0.03			0.63			0.60


			NC_010446.5			90379185			intergenic_region			ATP1A2-IGSF8			A			G			0.03			0.63			0.60


			NC_010446.5			90379378			intergenic_region			ATP1A2-IGSF8			C			T			0.09			0.66			0.57


			NC_010446.5			90379378			intergenic_region			ATP1A2-IGSF8			C			T			0.09			0.66			0.57


			NC_010446.5			90379714			intergenic_region			ATP1A2-IGSF8			C			T			0.02			0.64			0.62


			NC_010446.5			90379714			intergenic_region			ATP1A2-IGSF8			C			T			0.02			0.64			0.62


			NC_010446.5			90380524			intergenic_region			ATP1A2-IGSF8			C			T			0.42			1.00			0.58


			NC_010446.5			90380524			intergenic_region			ATP1A2-IGSF8			C			T			0.42			1.00			0.58


			NC_010446.5			90381184			intergenic_region			ATP1A2-IGSF8			C			T			0.06			0.92			0.86


			NC_010446.5			90381184			intergenic_region			ATP1A2-IGSF8			C			T			0.06			0.92			0.86


			NC_010446.5			90381706			intergenic_region			ATP1A2-IGSF8			A			G			0.03			0.87			0.83


			NC_010446.5			90381706			intergenic_region			ATP1A2-IGSF8			A			G			0.03			0.87			0.83


			NC_010446.5			90381907			intergenic_region			ATP1A2-IGSF8			C			A			0.12			0.92			0.80


			NC_010446.5			90381907			intergenic_region			ATP1A2-IGSF8			C			A			0.12			0.92			0.80


			NC_010446.5			90382438			intergenic_region			ATP1A2-IGSF8			T			C			0.88			0.06			0.82


			NC_010446.5			90382438			intergenic_region			ATP1A2-IGSF8			T			C			0.88			0.06			0.82


			NC_010446.5			90382444			intergenic_region			ATP1A2-IGSF8			A			G			0.88			0.06			0.82


			NC_010446.5			90382444			intergenic_region			ATP1A2-IGSF8			A			G			0.88			0.06			0.82


			NC_010446.5			90382501			intergenic_region			ATP1A2-IGSF8			C			T			0.00			0.64


			NC_010446.5			90382501			intergenic_region			ATP1A2-IGSF8			C			T			0.00			0.64


			NC_010446.5			90382688			intergenic_region			ATP1A2-IGSF8			T			C			0.05			0.58			0.54


			NC_010446.5			90382688			intergenic_region			ATP1A2-IGSF8			T			C			0.05			0.58			0.54


			NC_010446.5			90382728			intergenic_region			ATP1A2-IGSF8			G			A			0.03			0.64			0.60


			NC_010446.5			90382728			intergenic_region			ATP1A2-IGSF8			G			A			0.03			0.64			0.60


			NC_010446.5			90383109			intergenic_region			ATP1A2-IGSF8			T			G			0.03			0.63			0.60


			NC_010446.5			90383109			intergenic_region			ATP1A2-IGSF8			T			G			0.03			0.63			0.60


			NC_010446.5			90383244			intergenic_region			ATP1A2-IGSF8			C			T			0.01			0.68			0.67


			NC_010446.5			90383244			intergenic_region			ATP1A2-IGSF8			C			T			0.01			0.68			0.67


			NC_010446.5			90383489			intergenic_region			ATP1A2-IGSF8			C			T			0.00			0.65


			NC_010446.5			90383489			intergenic_region			ATP1A2-IGSF8			C			T			0.00			0.65


			NC_010446.5			90383503			intergenic_region			ATP1A2-IGSF8			C			T			0.00			0.61


			NC_010446.5			90383503			intergenic_region			ATP1A2-IGSF8			C			T			0.00			0.61


			NC_010446.5			90383522			intergenic_region			ATP1A2-IGSF8			C			T			0.00			0.59


			NC_010446.5			90383522			intergenic_region			ATP1A2-IGSF8			C			T			0.00			0.59


			NC_010446.5			90383759			intergenic_region			ATP1A2-IGSF8			G			A			0.17			1.00			0.83


			NC_010446.5			90383759			intergenic_region			ATP1A2-IGSF8			G			A			0.17			1.00			0.83


			NC_010446.5			90383811			intergenic_region			ATP1A2-IGSF8			G			A			0.17			1.00			0.83


			NC_010446.5			90383811			intergenic_region			ATP1A2-IGSF8			G			A			0.17			1.00			0.83


			NC_010446.5			90364463			intron_variant			ATP1A2			A			G			0.54			0.00


			NC_010446.5			90366280			intron_variant			ATP1A2			T			C			0.67			0.00


			NC_010446.5			90383981			intergenic_region			ATP1A2-IGSF8			G			A			0.13			0.97			0.84


			NC_010446.5			90383981			intergenic_region			ATP1A2-IGSF8			G			A			0.13			0.97			0.84


			NC_010446.5			90384098			intergenic_region			ATP1A2-IGSF8			G			A			0.39			1.00			0.61


			NC_010446.5			90384098			intergenic_region			ATP1A2-IGSF8			G			A			0.39			1.00			0.61


			NC_010446.5			90384631			intergenic_region			ATP1A2-IGSF8			T			C			0.03			0.63			0.60


			NC_010446.5			90384631			intergenic_region			ATP1A2-IGSF8			T			C			0.03			0.63			0.60


			NC_010446.5			90385121			intergenic_region			ATP1A2-IGSF8			G			A			0.02			0.63			0.61


			NC_010446.5			90385121			intergenic_region			ATP1A2-IGSF8			G			A			0.02			0.63			0.61


			NC_010446.5			90385443			intergenic_region			ATP1A2-IGSF8			C			G			0.03			0.63			0.60


			NC_010446.5			90385443			intergenic_region			ATP1A2-IGSF8			C			G			0.03			0.63			0.60


			NC_010446.5			90385457			intergenic_region			ATP1A2-IGSF8			T			C			0.03			0.63			0.60


			NC_010446.5			90385457			intergenic_region			ATP1A2-IGSF8			T			C			0.03			0.63			0.60


			NC_010446.5			90385458			intergenic_region			ATP1A2-IGSF8			G			A			0.03			0.63			0.60


			NC_010446.5			90385458			intergenic_region			ATP1A2-IGSF8			G			A			0.03			0.63			0.60


			NC_010446.5			90386239			intergenic_region			ATP1A2-IGSF8			C			T			0.01			0.89			0.88


			NC_010446.5			90386239			intergenic_region			ATP1A2-IGSF8			C			T			0.01			0.89			0.88


			NC_010446.5			90386393			intergenic_region			ATP1A2-IGSF8			A			G			0.83			0.08			0.75


			NC_010446.5			90386393			intergenic_region			ATP1A2-IGSF8			A			G			0.83			0.08			0.75


			NC_010446.5			90386413			intergenic_region			ATP1A2-IGSF8			C			A			0.07			0.92			0.85


			NC_010446.5			90386413			intergenic_region			ATP1A2-IGSF8			C			A			0.07			0.92			0.85


			NC_010446.5			90386576			intergenic_region			ATP1A2-IGSF8			C			T			0.16			1.00			0.84


			NC_010446.5			90386576			intergenic_region			ATP1A2-IGSF8			C			T			0.16			1.00			0.84


			NC_010446.5			90388379			intergenic_region			ATP1A2-IGSF8			A			G			0.03			0.66			0.62


			NC_010446.5			90388379			intergenic_region			ATP1A2-IGSF8			A			G			0.03			0.66			0.62


			NC_010446.5			90388618			intergenic_region			ATP1A2-IGSF8			G			A			0.24			0.89			0.65


			NC_010446.5			90388618			intergenic_region			ATP1A2-IGSF8			G			A			0.24			0.89			0.65


			NC_010446.5			90388619			intergenic_region			ATP1A2-IGSF8			T			C			0.05			0.89			0.85


			NC_010446.5			90388619			intergenic_region			ATP1A2-IGSF8			T			C			0.05			0.89			0.85


			NC_010446.5			90366280			intron_variant			ATP1A2			T			C			0.67			0.00


			NC_010446.5			90366313			intron_variant			ATP1A2			A			G			0.70			0.00


			NC_010446.5			90366313			intron_variant			ATP1A2			A			G			0.70			0.00


			NC_010446.5			90366379			intron_variant			ATP1A2			A			G			0.65			0.00


			NC_010446.5			90391443			intergenic_region			ATP1A2-IGSF8			G			A			0.02			0.92			0.90


			NC_010446.5			90391443			intergenic_region			ATP1A2-IGSF8			G			A			0.02			0.92			0.90


			NC_010446.5			90392162			intergenic_region			ATP1A2-IGSF8			C			T			0.00			0.58


			NC_010446.5			90392162			intergenic_region			ATP1A2-IGSF8			C			T			0.00			0.58


			NC_010446.5			90366379			intron_variant			ATP1A2			A			G			0.65			0.00


			NC_010446.5			90366403			intron_variant			ATP1A2			T			C			0.62			0.00


			NC_010443.5			108986821			upstream_gene_variant			TPM1			G			C			0.89			0.11			0.78


			NC_010446.5			90366403			intron_variant			ATP1A2			T			C			0.62			0.00


			NC_010446.5			90367706			intron_variant			ATP1A2			G			A			0.72			0.00


			NC_010446.5			90367706			intron_variant			ATP1A2			G			A			0.72			0.00


			NC_010443.5			109011490			upstream_gene_variant			TPM1			T			C			0.89			0.33			0.55


			NC_010443.5			129013317			5_prime_UTR_variant			CAPN3			T			C			0.89			0.03			0.86


			NC_010443.5			129013319			5_prime_UTR_variant			CAPN3			C			T			0.89			0.03			0.86


			NC_010443.5			129013515			upstream_gene_variant			CAPN3			G			T			0.89			0.03			0.86


			NC_010446.5			90378766			intergenic_region			ATP1A2-IGSF8			G			T			0.59			0.00


			NC_010443.5			210415			3_prime_UTR_variant			DLL1			T			C			0.88			0.33			0.55


			NC_010445.4			17287783			3_prime_UTR_variant			TRIM72			A			G			0.88			0.08			0.80


			NC_010449.5			32600417			upstream_gene_variant			PI16			T			C			0.88			0.37			0.51


			NC_010450.4			121868433			3_prime_UTR_variant			RAP1GDS1			A			C			0.88			0.03			0.85


			NC_010451.4			13082818			synonymous_variant			TENM4			T			C			0.88			0.13			0.75


			NC_010451.4			13820749			5_prime_UTR_variant			TENM4			T			C			0.88			0.11			0.77


			NC_010455.5			35567551			upstream_gene_variant			CACNA1D			A			G			0.88			0.29			0.59


			NC_010446.5			99979657			intron_variant			BCL9			G			A			0.44			0.97			0.53


			NC_010446.5			99988903			intron_variant			BCL9			C			T			0.09			0.84			0.75


			NC_010446.5			99993437			intron_variant			BCL9			T			C			0.49			1.00			0.51


			NC_010446.5			100008309			intron_variant			BCL9			G			A			0.41			1.00			0.59


			NC_010446.5			100013033			intron_variant			BCL9			A			G			0.47			1.00			0.53


			NC_010446.5			90378766			intergenic_region			ATP1A2-IGSF8			G			T			0.59			0.00


			NC_010446.5			100031097			intron_variant			BCL9			C			T			0.26			0.83			0.58


			NC_010446.5			100032934			intron_variant			BCL9			C			T			0.01			0.63			0.61


			NC_010446.5			100034055			intron_variant			BCL9			A			G			0.43			1.00			0.57


			NC_010446.5			100034294			intron_variant			BCL9			C			T			0.25			0.78			0.53


			NC_010446.5			100038585			intron_variant			BCL9			G			C			0.38			0.89			0.52


			NC_010446.5			100040858			intron_variant			BCL9			T			C			0.28			0.88			0.60


			NC_010446.5			100055483			intron_variant			BCL9			G			A			0.41			0.92			0.51


			NC_010446.5			100055656			intron_variant			BCL9			C			T			0.16			0.89			0.74


			NC_010446.5			100055672			intron_variant			BCL9			T			C			0.15			0.89			0.74


			NC_010446.5			100055677			intron_variant			BCL9			A			G			0.38			0.89			0.51


			NC_010446.5			100060558			intergenic_region			BCL9-LOC110260330			G			A			0.47			1.00			0.53


			NC_010446.5			100063214			intergenic_region			BCL9-LOC110260330			C			T			0.48			1.00			0.52


			NC_010446.5			100063604			intergenic_region			BCL9-LOC110260330			C			T			0.49			1.00			0.51


			NC_010446.5			90379076			intergenic_region			ATP1A2-IGSF8			G			A			0.59			0.00


			NC_010446.5			100065648			intergenic_region			BCL9-LOC110260330			G			A			0.33			0.88			0.56


			NC_010446.5			100069276			intergenic_region			BCL9-LOC110260330			A			G			0.55			0.03			0.52


			NC_010446.5			90379076			intergenic_region			ATP1A2-IGSF8			G			A			0.59			0.00


			NC_010446.5			100091970			intergenic_region			BCL9-LOC110260330			T			G			0.34			0.89			0.55


			NC_010446.5			100092201			intergenic_region			BCL9-LOC110260330			C			G			0.39			0.89			0.51


			NC_010446.5			100092219			intergenic_region			BCL9-LOC110260330			A			G			0.38			0.89			0.51


			NC_010446.5			100092414			intergenic_region			BCL9-LOC110260330			G			A			0.38			0.89			0.52


			NC_010446.5			100092541			intergenic_region			BCL9-LOC110260330			T			A			0.38			0.89			0.52


			NC_010446.5			100092588			intergenic_region			BCL9-LOC110260330			G			A			0.38			0.89			0.52


			NC_010446.5			100092618			intergenic_region			BCL9-LOC110260330			A			G			0.36			0.89			0.53


			NC_010446.5			100092669			intergenic_region			BCL9-LOC110260330			A			G			0.39			0.89			0.51


			NC_010446.5			100092917			intergenic_region			BCL9-LOC110260330			C			T			0.33			0.89			0.57


			NC_010446.5			100093005			intergenic_region			BCL9-LOC110260330			G			A			0.33			0.87			0.54


			NC_010446.5			100093163			intergenic_region			BCL9-LOC110260330			G			C			0.29			0.86			0.58


			NC_010446.5			100093167			intergenic_region			BCL9-LOC110260330			A			G			0.28			0.86			0.58


			NC_010446.5			100093597			intergenic_region			BCL9-LOC110260330			G			A			0.34			0.86			0.52


			NC_010446.5			100095019			intergenic_region			BCL9-LOC110260330			C			T			0.28			0.87			0.59


			NC_010446.5			100097092			intergenic_region			BCL9-LOC110260330			T			A			0.27			0.89			0.62


			NC_010446.5			100098489			intergenic_region			BCL9-LOC110260330			G			A			0.29			0.89			0.61


			NC_010446.5			100099098			intergenic_region			BCL9-LOC110260330			G			A			0.11			0.79			0.68


			NC_010446.5			100099303			intergenic_region			BCL9-LOC110260330			C			T			0.30			0.82			0.51


			NC_010446.5			100099680			intergenic_region			BCL9-LOC110260330			A			G			0.15			0.79			0.64


			NC_010446.5			100099688			intergenic_region			BCL9-LOC110260330			A			G			0.15			0.76			0.61


			NC_010446.5			100100158			intergenic_region			BCL9-LOC110260330			A			G			0.15			0.82			0.67


			NC_010446.5			100100551			intergenic_region			BCL9-LOC110260330			G			C			0.15			0.82			0.66


			NC_010446.5			100100711			intergenic_region			BCL9-LOC110260330			C			T			0.15			0.68			0.53


			NC_010446.5			100101116			intergenic_region			BCL9-LOC110260330			T			C			0.66			0.06			0.61


			NC_010446.5			100101219			intergenic_region			BCL9-LOC110260330			G			T			0.62			0.03			0.60


			NC_010446.5			100101376			intergenic_region			BCL9-LOC110260330			C			T			0.68			0.06			0.62


			NC_010446.5			100101480			intergenic_region			BCL9-LOC110260330			A			G			0.68			0.03			0.65


			NC_010446.5			100101709			intergenic_region			BCL9-LOC110260330			G			T			0.15			0.79			0.63


			NC_010446.5			100101749			intergenic_region			BCL9-LOC110260330			T			C			0.16			0.74			0.58


			NC_010446.5			100101750			intergenic_region			BCL9-LOC110260330			G			A			0.16			0.74			0.58


			NC_010446.5			100101776			intergenic_region			BCL9-LOC110260330			C			T			0.17			0.85			0.68


			NC_010446.5			100101837			intergenic_region			BCL9-LOC110260330			T			G			0.18			0.74			0.56


			NC_010446.5			100101839			intergenic_region			BCL9-LOC110260330			A			G			0.18			0.74			0.56


			NC_010446.5			100101949			intergenic_region			BCL9-LOC110260330			A			G			0.18			0.75			0.57


			NC_010446.5			100101950			intergenic_region			BCL9-LOC110260330			A			C			0.18			0.75			0.57


			NC_010446.5			100101971			intergenic_region			BCL9-LOC110260330			A			G			0.17			0.76			0.59


			NC_010446.5			100102129			intergenic_region			BCL9-LOC110260330			G			A			0.17			0.79			0.62


			NC_010446.5			100102227			intergenic_region			BCL9-LOC110260330			A			G			0.38			0.89			0.51


			NC_010446.5			100102409			intergenic_region			BCL9-LOC110260330			A			G			0.15			0.82			0.66


			NC_010446.5			100102427			intergenic_region			BCL9-LOC110260330			G			T			0.13			0.84			0.71


			NC_010446.5			100102434			intergenic_region			BCL9-LOC110260330			T			C			0.13			0.84			0.71


			NC_010446.5			100102951			intergenic_region			BCL9-LOC110260330			C			T			0.15			0.79			0.64


			NC_010446.5			90379098			intergenic_region			ATP1A2-IGSF8			T			C			0.61			0.00


			NC_010446.5			100105774			intergenic_region			BCL9-LOC110260330			A			T			0.17			0.92			0.75


			NC_010446.5			100105867			intergenic_region			BCL9-LOC110260330			T			C			0.13			0.68			0.55


			NC_010446.5			100123052			intergenic_region			BCL9-LOC110260330			G			A			0.28			0.94			0.66


			NC_010446.5			100136273			intergenic_region			BCL9-LOC110260330			G			A			0.70			0.08			0.62


			NC_010446.5			100140395			intergenic_region			BCL9-LOC110260330			C			T			0.91			0.33			0.57


			NC_010446.5			100140513			intergenic_region			BCL9-LOC110260330			C			T			0.69			0.05			0.63


			NC_010446.5			100140942			intergenic_region			BCL9-LOC110260330			C			T			0.67			0.05			0.62


			NC_010446.5			100141000			intergenic_region			BCL9-LOC110260330			A			G			0.70			0.05			0.65


			NC_010455.5			206035803			downstream_gene_variant			PDE9A			T			C			0.88			0.18			0.70


			NC_010456.5			59169072			downstream_gene_variant			EGLN1			C			T			0.88			0.25			0.63


			NC_010456.5			71387515			3_prime_UTR_variant			MYPN			C			T			0.88			0.16			0.72


			NC_010446.5			103749414			intron_variant			PTGFRN			A			G			0.90			0.03			0.88


			NC_010446.5			90379098			intergenic_region			ATP1A2-IGSF8			T			C			0.61			0.00


			NC_010446.5			103751437			intron_variant			PTGFRN			T			A			0.45			1.00			0.55


			NC_010446.5			103751509			intron_variant			PTGFRN			T			C			0.43			1.00			0.57


			NC_010446.5			103751682			intron_variant			PTGFRN			A			G			0.89			0.03			0.86


			NC_010446.5			103751809			intron_variant			PTGFRN			A			G			0.91			0.03			0.88


			NC_010446.5			90379115			intergenic_region			ATP1A2-IGSF8			G			A			0.58			0.00


			NC_010446.5			103752166			intron_variant			PTGFRN			T			C			0.09			0.97			0.88


			NC_010446.5			90379115			intergenic_region			ATP1A2-IGSF8			G			A			0.58			0.00


			NC_010446.5			90383966			intergenic_region			ATP1A2-IGSF8			G			A			0.75			0.00


			NC_010446.5			90383966			intergenic_region			ATP1A2-IGSF8			G			A			0.75			0.00


			NC_010446.5			103752448			intron_variant			PTGFRN			T			C			0.08			0.97			0.89


			NC_010446.5			90390247			intergenic_region			ATP1A2-IGSF8			G			T			0.78			0.00


			NC_010446.5			90390247			intergenic_region			ATP1A2-IGSF8			G			T			0.78			0.00


			NC_010446.5			103752539			intron_variant			PTGFRN			G			A			0.04			0.61			0.58


			NC_010446.5			103752580			intron_variant			PTGFRN			G			C			0.10			1.00			0.90


			NC_010446.5			103752651			intron_variant			PTGFRN			A			G			0.90			0.03			0.87


			NC_010446.5			103752699			intron_variant			PTGFRN			C			T			0.87			0.03			0.84


			NC_010446.5			103752809			intron_variant			PTGFRN			G			A			0.44			1.00			0.56


			NC_010446.5			103752835			intron_variant			PTGFRN			C			G			0.10			0.97			0.87


			NC_010446.5			103752939			intron_variant			PTGFRN			C			T			0.09			0.97			0.88


			NC_010446.5			103754754			intron_variant			PTGFRN			T			C			0.75			0.03			0.72


			NC_010446.5			103754812			intron_variant			PTGFRN			A			G			0.35			0.97			0.62


			NC_010446.5			103754852			intron_variant			PTGFRN			G			A			0.39			0.97			0.58


			NC_010446.5			103754892			intron_variant			PTGFRN			A			G			0.68			0.03			0.65


			NC_010446.5			90390781			intergenic_region			ATP1A2-IGSF8			A			C			0.81			0.00


			NC_010446.5			103756043			intron_variant			PTGFRN			T			C			0.63			0.03			0.60


			NC_010446.5			103756413			intron_variant			PTGFRN			T			C			0.47			0.97			0.51


			NC_010446.5			103756971			intron_variant			PTGFRN			C			T			0.28			0.97			0.69


			NC_010446.5			90390781			intergenic_region			ATP1A2-IGSF8			A			C			0.81			0.00


			NC_010446.5			103757510			intron_variant			PTGFRN			G			A			0.25			0.97			0.72


			NC_010446.5			103758179			intron_variant			PTGFRN			C			A			0.82			0.03			0.80


			NC_010446.5			103758393			intron_variant			PTGFRN			A			G			0.18			1.00			0.83


			NC_010446.5			103758423			intron_variant			PTGFRN			A			G			0.18			1.00			0.82


			NC_010446.5			103758635			intron_variant			PTGFRN			C			T			0.23			1.00			0.77


			NC_010446.5			103758665			intron_variant			PTGFRN			C			G			0.23			1.00			0.77


			NC_010446.5			103759410			intron_variant			PTGFRN			C			T			0.38			0.97			0.60


			NC_010446.5			103760776			intron_variant			PTGFRN			T			C			0.35			0.97			0.63


			NC_010446.5			90392326			intergenic_region			ATP1A2-IGSF8			T			C			0.57			0.00


			NC_010446.5			103761302			intron_variant			PTGFRN			T			C			0.46			1.00			0.54


			NC_010446.5			103762826			intron_variant			PTGFRN			G			A			0.35			0.97			0.62


			NC_010446.5			103763368			intron_variant			PTGFRN			G			A			0.33			0.92			0.58


			NC_010446.5			103763394			intron_variant			PTGFRN			C			T			0.30			1.00			0.70


			NC_010446.5			103766431			intron_variant			PTGFRN			G			A			0.37			0.97			0.60


			NC_010446.5			103767101			intron_variant			PTGFRN			A			G			0.41			0.94			0.53


			NC_010446.5			103767103			intron_variant			PTGFRN			A			T			0.38			0.94			0.56


			NC_010446.5			103767106			intron_variant			PTGFRN			G			A			0.38			0.94			0.57


			NC_010446.5			103767775			intron_variant			PTGFRN			G			A			0.41			0.97			0.57


			NC_010446.5			103767797			intron_variant			PTGFRN			G			A			0.02			0.53			0.50


			NC_010446.5			103768149			intron_variant			PTGFRN			G			A			0.01			0.55			0.54


			NC_010446.5			103769754			intron_variant			PTGFRN			A			T			0.56			0.03			0.53


			NC_010446.5			90392326			intergenic_region			ATP1A2-IGSF8			T			C			0.57			0.00


			NC_010446.5			98923576			upstream_gene_variant			PLEKHO1			A			C			0.58			0.00


			NC_010446.5			98930703			intron_variant			PLEKHO1			G			A			0.59			0.00


			NC_010446.5			103770047			intron_variant			PTGFRN			G			A			0.57			0.03			0.54


			NC_010446.5			103770135			intron_variant			PTGFRN			C			T			0.58			0.03			0.55


			NC_010446.5			103770143			intron_variant			PTGFRN			A			G			0.56			0.03			0.53


			NC_010446.5			103770196			intron_variant			PTGFRN			T			C			0.56			0.03			0.53


			NC_010446.5			103770304			intron_variant			PTGFRN			A			G			0.57			0.03			0.54


			NC_010446.5			103770538			intron_variant			PTGFRN			A			G			0.56			0.03			0.53


			NC_010446.5			103770712			intron_variant			PTGFRN			A			G			0.54			0.03			0.51


			NC_010446.5			98931236			intron_variant			PLEKHO1			C			T			0.58			0.00


			NC_010446.5			98935654			intergenic_region			PLEKHO1-VPS45			G			A			0.51			0.00


			NC_010446.5			103772098			intron_variant			PTGFRN			G			A			0.54			0.03			0.51


			NC_010446.5			100028912			intron_variant			BCL9			T			C			0.51			0.00


			NC_010446.5			100065601			intergenic_region			BCL9-LOC110260330			G			C			0.53			0.00


			NC_010446.5			100085556			intergenic_region			BCL9-LOC110260330			A			G			0.62			0.00


			NC_010446.5			103773726			intron_variant			PTGFRN			A			G			0.19			0.97			0.78


			NC_010446.5			103774001			intron_variant			PTGFRN			T			C			0.20			0.97			0.77


			NC_010446.5			103774070			intron_variant			PTGFRN			C			T			0.28			0.97			0.69


			NC_010446.5			103774241			intron_variant			PTGFRN			A			C			0.20			0.97			0.77


			NC_010446.5			103774254			intron_variant			PTGFRN			C			G			0.20			0.97			0.77


			NC_010446.5			103774927			intron_variant			PTGFRN			C			T			0.11			0.97			0.86


			NC_010446.5			103775183			intron_variant			PTGFRN			T			G			0.07			0.58			0.51


			NC_010446.5			103776075			intron_variant			PTGFRN			T			G			0.45			0.97			0.52


			NC_010446.5			103776100			intron_variant			PTGFRN			T			C			0.43			0.97			0.54


			NC_010446.5			103776211			intron_variant			PTGFRN			G			C			0.37			0.97			0.60


			NC_010446.5			103776305			intron_variant			PTGFRN			A			G			0.08			0.58			0.50


			NC_010446.5			103776581			intron_variant			PTGFRN			C			T			0.07			0.58			0.51


			NC_010446.5			103776878			intron_variant			PTGFRN			G			A			0.39			0.97			0.58


			NC_010446.5			103776881			intron_variant			PTGFRN			C			T			0.39			0.97			0.58


			NC_010446.5			103777501			intron_variant			PTGFRN			G			A			0.07			0.58			0.51


			NC_010446.5			103779732			intron_variant			PTGFRN			C			A			0.07			0.58			0.51


			NC_010446.5			103782005			intron_variant			PTGFRN			C			T			0.07			0.97			0.90


			NC_010456.5			71387684			3_prime_UTR_variant			MYPN			G			A			0.88			0.16			0.72


			NC_010446.5			103783693			intron_variant			PTGFRN			G			A			0.07			0.58			0.51


			NC_010446.5			103785791			intron_variant			PTGFRN			A			G			0.47			0.97			0.51


			NC_010446.5			103786474			intron_variant			PTGFRN			T			C			0.08			0.61			0.53


			NC_010446.5			103786475			intron_variant			PTGFRN			G			T			0.08			0.61			0.53


			NC_010446.5			100105142			intergenic_region			BCL9-LOC110260330			A			G			0.57			0.00


			NC_010446.5			103786856			intron_variant			PTGFRN			C			T			0.07			0.61			0.54


			NC_010446.5			103750645			intron_variant			PTGFRN			A			G			0.82			0.00


			NC_010446.5			103751818			intron_variant			PTGFRN			A			G			0.67			0.00


			NC_010446.5			103752285			intron_variant			PTGFRN			T			G			0.89			0.00


			NC_010446.5			103752381			intron_variant			PTGFRN			T			C			0.90			0.00


			NC_010446.5			103752417			intron_variant			PTGFRN			T			G			0.57			0.00


			NC_010446.5			103752523			intron_variant			PTGFRN			T			C			0.89			0.00


			NC_010446.5			103752530			intron_variant			PTGFRN			C			A			0.89			0.00


			NC_010446.5			103755848			intron_variant			PTGFRN			A			C			0.69			0.00


			NC_010446.5			103757216			intron_variant			PTGFRN			T			A			0.51			0.00


			NC_010446.5			103760925			intron_variant			PTGFRN			C			T			0.58			0.00


			NC_010446.5			103787556			intron_variant			PTGFRN			G			A			0.07			0.97			0.91


			NC_010446.5			103787564			intron_variant			PTGFRN			A			G			0.07			0.97			0.90


			NC_010446.5			103787735			intron_variant			PTGFRN			C			T			0.07			0.58			0.51


			NC_010446.5			103769915			intron_variant			PTGFRN			A			G			0.54			0.00


			NC_010446.5			103788133			intron_variant			PTGFRN			C			T			0.07			0.58			0.51


			NC_010446.5			103769940			intron_variant			PTGFRN			T			C			0.56			0.00


			NC_010446.5			103769965			intron_variant			PTGFRN			T			C			0.57			0.00


			NC_010446.5			103770832			intron_variant			PTGFRN			A			G			0.51			0.00


			NC_010446.5			103770833			intron_variant			PTGFRN			T			C			0.51			0.00


			NC_010446.5			103789076			intron_variant			PTGFRN			A			G			0.07			0.97			0.90


			NC_010446.5			103790111			intron_variant			PTGFRN			C			T			0.26			0.95			0.68


			NC_010446.5			103790279			intron_variant			PTGFRN			G			A			0.36			0.97			0.62


			NC_010446.5			103790322			intron_variant			PTGFRN			C			T			0.27			0.97			0.70


			NC_010446.5			103790453			intron_variant			PTGFRN			A			G			0.18			1.00			0.82


			NC_010446.5			103790921			intron_variant			PTGFRN			G			A			0.07			0.58			0.51


			NC_010446.5			103791013			intron_variant			PTGFRN			T			C			0.17			0.94			0.77


			NC_010446.5			103791183			intron_variant			PTGFRN			G			T			0.07			0.58			0.51


			NC_010446.5			103791298			intron_variant			PTGFRN			T			C			0.03			0.55			0.52


			NC_010446.5			103791544			intron_variant			PTGFRN			G			A			0.07			0.61			0.54


			NC_010446.5			103795391			intron_variant			PTGFRN			C			G			0.01			0.55			0.54


			NC_010446.5			103795430			intron_variant			PTGFRN			G			T			0.02			0.56			0.53


			NC_010446.5			103796767			intron_variant			PTGFRN			A			G			0.03			0.55			0.52


			NC_010446.5			103796775			intron_variant			PTGFRN			T			C			0.03			0.55			0.52


			NC_010446.5			103796782			intron_variant			PTGFRN			G			C			0.03			0.55			0.52


			NC_010446.5			103796787			intron_variant			PTGFRN			G			T			0.03			0.55			0.52


			NC_010446.5			103796874			intron_variant			PTGFRN			T			C			0.02			0.53			0.50


			NC_010446.5			103797094			intron_variant			PTGFRN			T			C			0.02			0.55			0.53


			NC_010446.5			103797103			intron_variant			PTGFRN			C			A			0.02			0.55			0.53


			NC_010446.5			103797284			intron_variant			PTGFRN			T			C			0.02			0.58			0.56


			NC_010446.5			103797374			intron_variant			PTGFRN			G			A			0.01			0.53			0.51


			NC_010446.5			103797709			intron_variant			PTGFRN			T			C			0.02			0.53			0.50


			NC_010446.5			103799244			intron_variant			PTGFRN			T			G			0.01			0.57			0.56


			NC_010446.5			103799316			intron_variant			PTGFRN			C			T			0.01			0.58			0.57


			NC_010446.5			103799596			intron_variant			PTGFRN			C			T			0.06			0.70			0.64


			NC_010446.5			103799597			intron_variant			PTGFRN			A			G			0.06			0.70			0.64


			NC_010446.5			103801050			intron_variant			PTGFRN			C			T			0.02			0.53			0.50


			NC_010446.5			103801588			intron_variant			PTGFRN			C			A			0.95			0.36			0.59


			NC_010446.5			103801603			intron_variant			PTGFRN			G			A			0.05			0.64			0.59


			NC_010446.5			103802366			intron_variant			PTGFRN			G			A			0.02			0.53			0.51


			NC_010446.5			103802597			intron_variant			PTGFRN			G			A			0.03			0.55			0.52


			NC_010446.5			103803059			intron_variant			PTGFRN			G			A			0.05			0.55			0.51


			NC_010446.5			103803250			intron_variant			PTGFRN			T			C			0.98			0.45			0.53


			NC_010446.5			103804858			intron_variant			PTGFRN			T			C			0.95			0.42			0.53


			NC_010446.5			103805054			intron_variant			PTGFRN			T			G			0.93			0.42			0.51


			NC_010446.5			103805209			intron_variant			PTGFRN			C			A			0.97			0.45			0.52


			NC_010446.5			103808829			intron_variant			PTGFRN			T			C			0.97			0.42			0.54


			NC_010446.5			103809874			intron_variant			PTGFRN			T			C			0.95			0.42			0.53


			NC_010446.5			103810136			intron_variant			PTGFRN			T			C			0.98			0.47			0.50


			NC_010446.5			103812146			intron_variant			PTGFRN			C			T			0.97			0.39			0.57


			NC_010446.5			103813517			intron_variant			PTGFRN			T			G			0.09			0.97			0.88


			NC_010446.5			103813544			intron_variant			PTGFRN			A			C			0.33			0.95			0.62


			NC_010446.5			103813622			intron_variant			PTGFRN			A			G			0.00			0.53


			NC_010446.5			103813657			intron_variant			PTGFRN			C			A			0.34			0.89			0.55


			NC_010446.5			103814145			intron_variant			PTGFRN			G			A			0.94			0.35			0.59


			NC_010446.5			103814310			intron_variant			PTGFRN			G			A			0.04			0.55			0.52


			NC_010446.5			103772176			intron_variant			PTGFRN			A			G			0.51			0.00


			NC_010446.5			103814636			intron_variant			PTGFRN			C			T			0.00			0.53


			NC_010446.5			103814757			intron_variant			PTGFRN			C			T			0.02			0.58			0.56


			NC_010446.5			103815082			intron_variant			PTGFRN			C			T			0.15			0.94			0.79


			NC_010446.5			103815515			intron_variant			PTGFRN			G			A			0.03			0.56			0.52


			NC_010446.5			103772189			intron_variant			PTGFRN			C			T			0.53			0.00


			NC_010446.5			103772834			intron_variant			PTGFRN			G			C			0.52			0.00


			NC_010446.5			103786853			intron_variant			PTGFRN			A			C			0.58			0.00


			NC_010446.5			103787015			intron_variant			PTGFRN			C			T			0.61			0.00


			NC_010446.5			103816802			intron_variant			PTGFRN			C			T			0.02			0.55			0.53


			NC_010446.5			103787016			intron_variant			PTGFRN			A			G			0.61			0.00


			NC_010446.5			103816918			intron_variant			PTGFRN			C			T			0.38			0.97			0.59


			NC_010446.5			103817452			intron_variant			PTGFRN			G			*			0.13			0.74			0.61


			NC_010446.5			103817466			intron_variant			PTGFRN			C			T			0.47			1.00			0.53


			NC_010446.5			103819265			intron_variant			PTGFRN			A			T			0.95			0.03			0.93


			NC_010446.5			103820041			intron_variant			PTGFRN			C			T			0.01			0.53			0.51


			NC_010446.5			103820052			intron_variant			PTGFRN			A			G			0.36			0.97			0.62


			NC_010446.5			103820875			intron_variant			PTGFRN			G			A			0.43			0.94			0.51


			NC_010446.5			103820881			intron_variant			PTGFRN			C			A			0.42			0.94			0.52


			NC_010446.5			103821228			intron_variant			PTGFRN			A			G			0.46			0.97			0.51


			NC_010446.5			103821390			intron_variant			PTGFRN			C			T			0.75			0.03			0.72


			NC_010446.5			103821713			intron_variant			PTGFRN			C			T			0.26			0.97			0.72


			NC_010446.5			103821816			intron_variant			PTGFRN			A			G			0.66			0.03			0.64


			NC_010446.5			103787065			intron_variant			PTGFRN			G			A			0.59			0.00


			NC_010446.5			103822443			intron_variant			PTGFRN			A			G			0.64			0.03			0.62


			NC_010446.5			103824734			intron_variant			PTGFRN			C			T			0.04			0.83			0.80


			NC_010446.5			103824879			intron_variant			PTGFRN			G			A			0.29			0.82			0.53


			NC_010446.5			103825006			intron_variant			PTGFRN			G			A			0.05			0.69			0.65


			NC_010446.5			103825287			intron_variant			PTGFRN			A			G			0.36			0.88			0.52


			NC_010446.5			103825676			intron_variant			PTGFRN			A			G			0.17			0.79			0.62


			NC_010446.5			103825810			intron_variant			PTGFRN			G			C			0.06			0.81			0.75


			NC_010446.5			103826381			intron_variant			PTGFRN			G			A			0.29			0.84			0.55


			NC_010446.5			103826470			intron_variant			PTGFRN			G			A			0.06			0.82			0.76


			NC_010446.5			103826597			intron_variant			PTGFRN			A			G			0.18			0.82			0.64


			NC_010446.5			103826624			intron_variant			PTGFRN			A			C			0.09			0.79			0.70


			NC_010446.5			103826709			intron_variant			PTGFRN			G			T			0.06			0.79			0.73


			NC_010446.5			103826962			intron_variant			PTGFRN			T			C			0.17			0.79			0.62


			NC_010446.5			103827013			intron_variant			PTGFRN			T			G			0.10			0.82			0.71


			NC_010446.5			103827021			intron_variant			PTGFRN			C			T			0.10			0.82			0.71


			NC_010446.5			103827029			intron_variant			PTGFRN			G			A			0.10			0.82			0.71


			NC_010446.5			103827126			intron_variant			PTGFRN			C			T			0.12			0.76			0.65


			NC_010446.5			103827192			intron_variant			PTGFRN			C			T			0.76			0.05			0.71


			NC_010446.5			103827193			intron_variant			PTGFRN			G			A			0.10			0.79			0.69


			NC_010446.5			103827220			intron_variant			PTGFRN			G			A			0.08			0.76			0.68


			NC_010446.5			103827855			intron_variant			PTGFRN			T			C			0.04			0.78			0.74


			NC_010446.5			103827966			intron_variant			PTGFRN			C			T			0.04			0.78			0.74


			NC_010446.5			103828321			intron_variant			PTGFRN			G			A			0.06			0.79			0.73


			NC_010446.5			103828383			intron_variant			PTGFRN			C			T			0.28			0.82			0.54


			NC_010446.5			103787103			intron_variant			PTGFRN			A			G			0.61			0.00


			NC_010446.5			103828531			intron_variant			PTGFRN			G			A			0.06			0.82			0.76


			NC_010446.5			103828733			intron_variant			PTGFRN			G			A			0.08			0.82			0.74


			NC_010446.5			103829831			intron_variant			PTGFRN			C			T			0.80			0.03			0.77


			NC_010446.5			103829839			intron_variant			PTGFRN			C			T			0.06			0.82			0.76


			NC_010446.5			103829863			intron_variant			PTGFRN			C			T			0.80			0.03			0.77


			NC_010446.5			103829870			intron_variant			PTGFRN			A			G			0.80			0.03			0.77


			NC_010446.5			103829973			intron_variant			PTGFRN			A			G			0.81			0.03			0.78


			NC_010446.5			103830059			intron_variant			PTGFRN			C			A			0.80			0.03			0.78


			NC_010446.5			103830111			intron_variant			PTGFRN			G			A			0.80			0.03			0.78


			NC_010446.5			103830184			intron_variant			PTGFRN			G			A			0.06			0.82			0.76


			NC_010446.5			103830311			intron_variant			PTGFRN			T			C			0.06			0.84			0.79


			NC_010446.5			103830345			intron_variant			PTGFRN			G			A			0.83			0.03			0.81


			NC_010446.5			103830382			intron_variant			PTGFRN			T			C			0.06			0.84			0.79


			NC_010446.5			103787116			intron_variant			PTGFRN			A			G			0.59			0.00


			NC_010446.5			103830526			intron_variant			PTGFRN			T			C			0.06			0.82			0.76


			NC_010446.5			103830627			intron_variant			PTGFRN			G			A			0.06			0.79			0.73


			NC_010446.5			103830642			intron_variant			PTGFRN			G			A			0.90			0.03			0.87


			NC_010446.5			103830652			intron_variant			PTGFRN			G			C			0.06			0.79			0.73


			NC_010446.5			103830678			intron_variant			PTGFRN			G			A			0.07			0.82			0.74


			NC_010446.5			103830747			intron_variant			PTGFRN			C			T			0.03			0.66			0.62


			NC_010446.5			103830778			intron_variant			PTGFRN			C			T			0.06			0.79			0.73


			NC_010446.5			103830781			intron_variant			PTGFRN			T			A			0.28			0.79			0.51


			NC_010446.5			103830782			intron_variant			PTGFRN			C			A			0.28			0.79			0.51


			NC_010446.5			103830818			intron_variant			PTGFRN			C			T			0.28			0.81			0.53


			NC_010446.5			103830850			intron_variant			PTGFRN			G			A			0.27			0.82			0.55


			NC_010446.5			103830897			intron_variant			PTGFRN			G			T			0.28			0.82			0.54


			NC_010446.5			103830923			intron_variant			PTGFRN			T			*			0.07			0.83			0.76


			NC_010446.5			103830924			intron_variant			PTGFRN			T			A			0.30			0.87			0.56


			NC_010446.5			103830968			intron_variant			PTGFRN			G			A			0.28			0.83			0.55


			NC_010446.5			103830973			intron_variant			PTGFRN			T			A			0.41			0.97			0.56


			NC_010446.5			103787124			intron_variant			PTGFRN			G			C			0.62			0.00


			NC_010446.5			103831235			intron_variant			PTGFRN			G			A			0.03			0.82			0.78


			NC_010446.5			103831337			intron_variant			PTGFRN			A			G			0.06			0.79			0.73


			NC_010446.5			103831820			intron_variant			PTGFRN			C			G			0.03			0.79			0.75


			NC_010446.5			103832031			intron_variant			PTGFRN			G			T			0.27			0.79			0.52


			NC_010446.5			103832388			intron_variant			PTGFRN			G			T			0.06			0.75			0.69


			NC_010446.5			103833141			intron_variant			PTGFRN			C			G			0.30			0.84			0.55


			NC_010446.5			103833145			intron_variant			PTGFRN			T			G			0.30			0.84			0.55


			NC_010456.5			71387921			3_prime_UTR_variant			MYPN			T			C			0.88			0.19			0.69


			NC_010446.5			103836526			intergenic_region			PTGFRN-LOC110260470			C			A			0.32			0.89			0.58


			NC_010446.5			103836553			intergenic_region			PTGFRN-LOC110260470			T			C			0.47			1.00			0.53


			NC_010446.5			103837304			intergenic_region			PTGFRN-LOC110260470			A			G			0.56			0.03			0.53


			NC_010446.5			103837355			intergenic_region			PTGFRN-LOC110260470			A			C			0.67			0.03			0.65


			NC_010446.5			103837405			intergenic_region			PTGFRN-LOC110260470			A			G			0.92			0.03			0.89


			NC_010446.5			103837518			intergenic_region			PTGFRN-LOC110260470			G			A			0.59			0.03			0.56


			NC_010446.5			103837627			intergenic_region			PTGFRN-LOC110260470			T			G			0.27			0.82			0.54


			NC_010446.5			103837714			intergenic_region			PTGFRN-LOC110260470			C			T			0.06			0.76			0.71


			NC_010446.5			103837728			intergenic_region			PTGFRN-LOC110260470			T			C			0.56			0.03			0.53


			NC_010446.5			103837925			intergenic_region			PTGFRN-LOC110260470			C			T			0.08			0.76			0.68


			NC_010446.5			103838096			intergenic_region			PTGFRN-LOC110260470			T			G			0.16			0.87			0.71


			NC_010446.5			103838134			intergenic_region			PTGFRN-LOC110260470			G			T			0.19			0.81			0.61


			NC_010446.5			103838209			intergenic_region			PTGFRN-LOC110260470			T			G			0.06			0.76			0.71


			NC_010446.5			103839105			intergenic_region			PTGFRN-LOC110260470			C			T			0.06			0.82			0.76


			NC_010446.5			103839291			intergenic_region			PTGFRN-LOC110260470			G			A			0.06			0.82			0.76


			NC_010446.5			103839937			intergenic_region			PTGFRN-LOC110260470			C			T			0.26			0.79			0.53


			NC_010446.5			103840031			intergenic_region			PTGFRN-LOC110260470			C			A			0.04			0.85			0.81


			NC_010446.5			103840153			intergenic_region			PTGFRN-LOC110260470			A			G			0.37			0.94			0.57


			NC_010446.5			103840277			intergenic_region			PTGFRN-LOC110260470			G			A			0.20			0.94			0.74


			NC_010446.5			103840309			intergenic_region			PTGFRN-LOC110260470			G			C			0.06			0.91			0.85


			NC_010446.5			103840523			intergenic_region			PTGFRN-LOC110260470			T			C			0.13			0.75			0.63


			NC_010446.5			103840524			intergenic_region			PTGFRN-LOC110260470			C			T			0.13			0.75			0.63


			NC_010446.5			103840930			intergenic_region			PTGFRN-LOC110260470			A			G			0.27			0.92			0.65


			NC_010446.5			103842002			intergenic_region			PTGFRN-LOC110260470			G			T			0.35			0.87			0.52


			NC_010446.5			103842205			intergenic_region			PTGFRN-LOC110260470			C			T			0.05			0.83			0.79


			NC_010446.5			103842273			intergenic_region			PTGFRN-LOC110260470			G			T			0.15			0.78			0.63


			NC_010446.5			103842471			intergenic_region			PTGFRN-LOC110260470			G			T			0.17			0.82			0.65


			NC_010446.5			103842955			intergenic_region			PTGFRN-LOC110260470			A			C			0.02			0.84			0.82


			NC_010446.5			103843328			intergenic_region			PTGFRN-LOC110260470			G			A			0.19			0.83			0.64


			NC_010446.5			103843366			intergenic_region			PTGFRN-LOC110260470			T			C			0.28			0.87			0.58


			NC_010446.5			103843402			intergenic_region			PTGFRN-LOC110260470			T			C			0.19			0.84			0.66


			NC_010446.5			103843427			intergenic_region			PTGFRN-LOC110260470			T			C			0.17			0.81			0.64


			NC_010446.5			103843585			intergenic_region			PTGFRN-LOC110260470			C			T			0.23			0.76			0.53


			NC_010446.5			103843784			intergenic_region			PTGFRN-LOC110260470			G			C			0.04			0.82			0.78


			NC_010446.5			103843823			intergenic_region			PTGFRN-LOC110260470			A			G			0.08			0.81			0.73


			NC_010446.5			103843830			intergenic_region			PTGFRN-LOC110260470			G			A			0.03			0.81			0.77


			NC_010446.5			103844034			intergenic_region			PTGFRN-LOC110260470			G			A			0.04			0.79			0.75


			NC_010446.5			103844543			intergenic_region			PTGFRN-LOC110260470			G			A			0.04			0.74			0.70


			NC_010446.5			103845054			intergenic_region			PTGFRN-LOC110260470			C			T			0.20			0.76			0.56


			NC_010446.5			103845055			intergenic_region			PTGFRN-LOC110260470			T			G			0.20			0.76			0.56


			NC_010446.5			103846044			intergenic_region			PTGFRN-LOC110260470			G			A			0.01			0.74			0.72


			NC_010446.5			103846069			intergenic_region			PTGFRN-LOC110260470			G			T			0.07			0.95			0.88


			NC_010446.5			103846214			intergenic_region			PTGFRN-LOC110260470			G			A			0.00			0.94


			NC_010446.5			103846216			intergenic_region			PTGFRN-LOC110260470			C			T			0.29			1.00			0.71


			NC_010446.5			103846677			intergenic_region			PTGFRN-LOC110260470			A			G			0.77			0.16			0.61


			NC_010446.5			103847027			intergenic_region			PTGFRN-LOC110260470			G			T			0.03			0.81			0.78


			NC_010446.5			103847048			intergenic_region			PTGFRN-LOC110260470			T			C			0.04			0.76			0.73


			NC_010446.5			103847104			intergenic_region			PTGFRN-LOC110260470			A			G			0.08			0.76			0.68


			NC_010446.5			103847107			intergenic_region			PTGFRN-LOC110260470			T			C			0.08			0.76			0.68


			NC_010446.5			103847193			intergenic_region			PTGFRN-LOC110260470			G			A			0.25			0.91			0.66


			NC_010446.5			103847239			intergenic_region			PTGFRN-LOC110260470			G			A			0.24			0.81			0.56


			NC_010446.5			103847302			intergenic_region			PTGFRN-LOC110260470			A			G			0.23			0.83			0.61


			NC_010446.5			103847381			intergenic_region			PTGFRN-LOC110260470			A			C			0.06			0.75			0.69


			NC_010446.5			103847755			intergenic_region			PTGFRN-LOC110260470			C			T			0.28			0.81			0.52


			NC_010446.5			103848122			intergenic_region			PTGFRN-LOC110260470			T			C			0.28			0.84			0.56


			NC_010446.5			103848133			intergenic_region			PTGFRN-LOC110260470			C			G			0.27			0.81			0.54


			NC_010446.5			103848294			intergenic_region			PTGFRN-LOC110260470			A			C			0.25			0.78			0.53


			NC_010446.5			103849400			intergenic_region			PTGFRN-LOC110260470			C			G			0.05			0.78			0.73


			NC_010446.5			103850650			intergenic_region			PTGFRN-LOC110260470			T			C			0.00			0.79


			NC_010446.5			103851776			intergenic_region			PTGFRN-LOC110260470			C			T			0.27			0.84			0.57


			NC_010446.5			103852479			intergenic_region			PTGFRN-LOC110260470			T			G			0.03			0.94			0.91


			NC_010446.5			103852481			intergenic_region			PTGFRN-LOC110260470			G			C			0.04			0.94			0.90


			NC_010446.5			103852603			intergenic_region			PTGFRN-LOC110260470			A			G			0.12			0.90			0.78


			NC_010446.5			103852694			intergenic_region			PTGFRN-LOC110260470			G			A			0.08			0.97			0.89


			NC_010446.5			103853877			intergenic_region			PTGFRN-LOC110260470			A			G			0.02			0.79			0.77


			NC_010446.5			103855115			intergenic_region			PTGFRN-LOC110260470			G			A			0.02			0.82			0.79


			NC_010446.5			103855297			intergenic_region			PTGFRN-LOC110260470			T			C			0.03			0.76			0.73


			NC_010446.5			103855474			intergenic_region			PTGFRN-LOC110260470			G			A			0.02			0.76			0.74


			NC_010446.5			103855766			intergenic_region			PTGFRN-LOC110260470			G			A			0.03			0.82			0.78


			NC_010446.5			103855837			intergenic_region			PTGFRN-LOC110260470			C			T			0.05			0.79			0.74


			NC_010446.5			103855865			intergenic_region			PTGFRN-LOC110260470			C			T			0.05			0.79			0.74


			NC_010446.5			103855887			intergenic_region			PTGFRN-LOC110260470			A			G			0.05			0.79			0.74


			NC_010446.5			103856611			intergenic_region			PTGFRN-LOC110260470			C			T			0.06			0.78			0.72


			NC_010446.5			103856633			intergenic_region			PTGFRN-LOC110260470			T			C			0.45			0.97			0.52


			NC_010446.5			103856655			intergenic_region			PTGFRN-LOC110260470			A			T			0.25			0.95			0.70


			NC_010446.5			103856695			intergenic_region			PTGFRN-LOC110260470			A			G			0.01			0.79			0.78


			NC_010446.5			103858048			intergenic_region			PTGFRN-LOC110260470			G			A			0.06			0.97			0.91


			NC_010446.5			103858203			intergenic_region			PTGFRN-LOC110260470			C			T			0.26			0.97			0.71


			NC_010446.5			103858215			intergenic_region			PTGFRN-LOC110260470			C			A			0.22			1.00			0.78


			NC_010446.5			103858216			intergenic_region			PTGFRN-LOC110260470			T			G			0.22			1.00			0.78


			NC_010446.5			103858234			intergenic_region			PTGFRN-LOC110260470			C			T			0.18			1.00			0.82


			NC_010446.5			103858268			intergenic_region			PTGFRN-LOC110260470			G			T			0.13			1.00			0.88


			NC_010446.5			103858275			intergenic_region			PTGFRN-LOC110260470			G			A			0.13			1.00			0.88


			NC_010446.5			103858444			intergenic_region			PTGFRN-LOC110260470			G			A			0.16			0.97			0.81


			NC_010446.5			103858453			intergenic_region			PTGFRN-LOC110260470			G			A			0.12			0.97			0.86


			NC_010446.5			103858992			intergenic_region			PTGFRN-LOC110260470			T			C			0.45			0.97			0.52


			NC_010446.5			103859121			intergenic_region			PTGFRN-LOC110260470			G			T			0.26			0.94			0.69


			NC_010446.5			103859267			intergenic_region			PTGFRN-LOC110260470			G			A			0.26			0.97			0.71


			NC_010446.5			103859407			intergenic_region			PTGFRN-LOC110260470			A			C			0.08			0.97			0.89


			NC_010446.5			103859567			intergenic_region			PTGFRN-LOC110260470			C			T			0.40			0.97			0.57


			NC_010446.5			103859971			intergenic_region			PTGFRN-LOC110260470			A			C			0.20			0.97			0.77


			NC_010446.5			103860089			intergenic_region			PTGFRN-LOC110260470			T			C			0.18			0.97			0.79


			NC_010446.5			103860338			intergenic_region			PTGFRN-LOC110260470			G			A			0.23			0.97			0.74


			NC_010446.5			103860519			intergenic_region			PTGFRN-LOC110260470			T			C			0.17			0.97			0.80


			NC_010446.5			103860978			intergenic_region			PTGFRN-LOC110260470			G			A			0.12			0.97			0.85


			NC_010446.5			103861029			intergenic_region			PTGFRN-LOC110260470			G			A			0.23			0.97			0.74


			NC_010446.5			103861065			intergenic_region			PTGFRN-LOC110260470			A			G			0.26			0.97			0.72


			NC_010446.5			103861095			intergenic_region			PTGFRN-LOC110260470			G			T			0.27			0.94			0.67


			NC_010446.5			103861126			intergenic_region			PTGFRN-LOC110260470			C			G			0.27			0.97			0.70


			NC_010446.5			103861166			intergenic_region			PTGFRN-LOC110260470			A			G			0.27			0.97			0.70


			NC_010446.5			103861322			intergenic_region			PTGFRN-LOC110260470			G			A			0.23			0.97			0.74


			NC_010456.5			71388255			3_prime_UTR_variant			MYPN			A			G			0.88			0.19			0.69


			NC_010456.5			71388653			downstream_gene_variant			MYPN			A			G			0.88			0.24			0.64


			NC_010456.5			71388682			downstream_gene_variant			MYPN			G			A			0.88			0.22			0.66


			NC_010456.5			123976476			synonymous_variant			NRAP			T			C			0.88			0.03			0.85


			NC_010457.5			33607063			downstream_gene_variant			MYOM2			G			A			0.88			0.05			0.83


			NC_010459.5			57584806			upstream_gene_variant			BMP7			T			C			0.88			0.18			0.70


			NC_010459.5			57584881			upstream_gene_variant			BMP7			T			C			0.88			0.25			0.63


			NC_010445.4			17287509			3_prime_UTR_variant			TRIM72			A			G			0.88			0.05			0.83


			NC_010446.5			104918812			intron_variant			CASQ2			C			A			0.00			0.87


			NC_010446.5			104919045			intron_variant			CASQ2			A			G			0.37			0.92			0.55


			NC_010446.5			104919220			intron_variant			CASQ2			C			T			0.01			0.89			0.88


			NC_010446.5			104919258			intron_variant			CASQ2			A			G			0.14			0.92			0.79


			NC_010446.5			104919405			intron_variant			CASQ2			C			T			0.11			0.86			0.75


			NC_010446.5			104919542			intron_variant			CASQ2			A			G			0.68			0.05			0.63


			NC_010446.5			104919945			intron_variant			CASQ2			G			A			0.39			0.89			0.50


			NC_010446.5			104920354			intron_variant			CASQ2			G			A			0.36			0.95			0.59


			NC_010446.5			104920396			intron_variant			CASQ2			A			G			0.33			0.91			0.58


			NC_010446.5			104920530			intron_variant			CASQ2			T			C			0.38			0.92			0.54


			NC_010446.5			104920639			intron_variant			CASQ2			T			G			0.44			0.95			0.51


			NC_010446.5			104920854			intron_variant			CASQ2			T			C			0.02			0.87			0.85


			NC_010446.5			104920886			intron_variant			CASQ2			C			T			0.01			0.87			0.86


			NC_010446.5			104920889			intron_variant			CASQ2			T			C			0.01			0.87			0.86


			NC_010446.5			104920898			intron_variant			CASQ2			A			G			0.23			0.92			0.69


			NC_010446.5			104921218			intron_variant			CASQ2			A			G			0.56			0.06			0.50


			NC_010446.5			104921300			intron_variant			CASQ2			G			A			0.02			0.89			0.87


			NC_010446.5			104921313			intron_variant			CASQ2			G			A			0.02			0.89			0.87


			NC_010446.5			104921327			intron_variant			CASQ2			A			T			0.02			0.89			0.87


			NC_010446.5			104921468			intron_variant			CASQ2			T			C			0.01			0.89			0.88


			NC_010446.5			104921600			intron_variant			CASQ2			C			T			0.17			0.84			0.67


			NC_010446.5			104921611			intron_variant			CASQ2			A			G			0.40			0.92			0.51


			NC_010446.5			104921823			intron_variant			CASQ2			T			C			0.02			0.89			0.87


			NC_010446.5			104921842			intron_variant			CASQ2			C			G			0.18			0.89			0.71


			NC_010446.5			104921890			intron_variant			CASQ2			T			C			0.02			0.80			0.78


			NC_010446.5			104921920			intron_variant			CASQ2			G			A			0.23			0.75			0.52


			NC_010446.5			104921992			intron_variant			CASQ2			G			A			0.23			0.83			0.60


			NC_010446.5			104922015			intron_variant			CASQ2			A			G			0.23			0.87			0.64


			NC_010446.5			104922064			intron_variant			CASQ2			A			G			0.15			0.85			0.71


			NC_010446.5			104922170			intron_variant			CASQ2			C			T			0.17			0.86			0.69


			NC_010446.5			104922213			intron_variant			CASQ2			T			C			0.78			0.08			0.70


			NC_010446.5			104922317			intron_variant			CASQ2			A			G			0.03			0.87			0.83


			NC_010446.5			104922652			intron_variant			CASQ2			T			C			0.29			0.95			0.66


			NC_010446.5			104922668			intron_variant			CASQ2			G			A			0.08			0.89			0.81


			NC_010446.5			104922682			intron_variant			CASQ2			T			C			0.02			0.89			0.87


			NC_010446.5			104922716			intron_variant			CASQ2			T			C			0.32			0.94			0.63


			NC_010446.5			104922727			intron_variant			CASQ2			A			G			0.30			0.94			0.65


			NC_010446.5			104922744			intron_variant			CASQ2			G			A			0.32			0.94			0.63


			NC_010446.5			104922949			intron_variant			CASQ2			A			C			0.03			0.89			0.86


			NC_010446.5			104923127			intron_variant			CASQ2			T			G			0.03			0.89			0.86


			NC_010446.5			104923310			intron_variant			CASQ2			C			T			0.03			0.89			0.86


			NC_010446.5			104923355			intron_variant			CASQ2			G			T			0.34			0.95			0.61


			NC_010446.5			104924321			intron_variant			CASQ2			G			A			0.60			0.03			0.58


			NC_010446.5			104924363			intron_variant			CASQ2			A			G			0.63			0.05			0.57


			NC_010446.5			104924453			intron_variant			CASQ2			T			C			0.65			0.05			0.60


			NC_010446.5			104924519			intron_variant			CASQ2			T			C			0.95			0.03			0.92


			NC_010446.5			104924786			intron_variant			CASQ2			G			T			0.92			0.03			0.89


			NC_010446.5			104925606			intron_variant			CASQ2			A			G			0.77			0.05			0.72


			NC_010446.5			104927798			intron_variant			CASQ2			T			C			0.59			0.03			0.56


			NC_010446.5			104927813			intron_variant			CASQ2			A			G			0.95			0.05			0.90


			NC_010446.5			104928858			intron_variant			CASQ2			G			A			0.64			0.03			0.61


			NC_010446.5			104929197			intron_variant			CASQ2			C			G			0.73			0.08			0.65


			NC_010446.5			104929280			intron_variant			CASQ2			C			G			0.93			0.11			0.83


			NC_010446.5			104930822			intron_variant			CASQ2			T			C			0.57			0.03			0.54


			NC_010446.5			104931568			intron_variant			CASQ2			T			G			0.91			0.05			0.85


			NC_010446.5			104933628			intron_variant			CASQ2			G			A			0.38			0.88			0.50


			NC_010446.5			104934258			intron_variant			CASQ2			C			G			0.17			0.76			0.59


			NC_010446.5			104934558			intron_variant			CASQ2			T			C			0.15			0.79			0.63


			NC_010446.5			104934599			intron_variant			CASQ2			A			G			0.21			0.84			0.63


			NC_010446.5			104934602			intron_variant			CASQ2			C			G			0.06			0.79			0.73


			NC_010446.5			104934642			intron_variant			CASQ2			C			A			0.06			0.79			0.73


			NC_010446.5			104934647			intron_variant			CASQ2			A			G			0.23			0.85			0.63


			NC_010446.5			104934648			intron_variant			CASQ2			G			A			0.23			0.85			0.63


			NC_010446.5			104934747			intron_variant			CASQ2			C			G			0.10			0.82			0.71


			NC_010446.5			104934813			intron_variant			CASQ2			T			C			0.30			0.87			0.57


			NC_010446.5			104934835			intron_variant			CASQ2			T			C			0.29			0.87			0.58


			NC_010446.5			104935171			intron_variant			CASQ2			C			T			0.01			0.79			0.78


			NC_010446.5			104935179			intron_variant			CASQ2			G			A			0.07			0.79			0.72


			NC_010446.5			104935234			intron_variant			CASQ2			T			C			0.07			0.82			0.75


			NC_010446.5			104935575			intron_variant			CASQ2			A			G			0.09			0.82			0.72


			NC_010446.5			104935630			intron_variant			CASQ2			G			A			0.07			0.84			0.77


			NC_010446.5			104935633			intron_variant			CASQ2			G			A			0.07			0.79			0.72


			NC_010446.5			104935646			intron_variant			CASQ2			G			A			0.08			0.79			0.71


			NC_010446.5			104935693			intron_variant			CASQ2			A			G			0.27			0.84			0.57


			NC_010446.5			104935798			intron_variant			CASQ2			T			C			0.27			0.87			0.60


			NC_010446.5			104935799			intron_variant			CASQ2			G			A			0.07			0.82			0.75


			NC_010446.5			104935806			intron_variant			CASQ2			A			C			0.29			0.87			0.58


			NC_010446.5			104935885			intron_variant			CASQ2			A			G			0.27			0.87			0.60


			NC_010446.5			104936032			intron_variant			CASQ2			A			G			0.22			0.89			0.68


			NC_010446.5			104936079			intron_variant			CASQ2			T			C			0.07			0.83			0.76


			NC_010446.5			104936099			intron_variant			CASQ2			A			G			0.18			0.89			0.71


			NC_010446.5			104936304			intron_variant			CASQ2			C			T			0.02			0.81			0.78


			NC_010446.5			104936424			intron_variant			CASQ2			A			T			0.01			0.79			0.78


			NC_010446.5			104936429			intron_variant			CASQ2			T			C			0.30			0.84			0.55


			NC_010446.5			104936501			intron_variant			CASQ2			G			T			0.17			0.82			0.65


			NC_010446.5			104936532			intron_variant			CASQ2			T			C			0.18			0.82			0.63


			NC_010446.5			104936560			intron_variant			CASQ2			C			T			0.31			0.84			0.54


			NC_010446.5			104936627			intron_variant			CASQ2			A			G			0.30			0.84			0.55


			NC_010446.5			104936722			intron_variant			CASQ2			A			G			0.18			0.76			0.59


			NC_010446.5			104936807			intron_variant			CASQ2			C			T			0.27			0.89			0.62


			NC_010446.5			104936825			intron_variant			CASQ2			T			C			0.28			0.86			0.58


			NC_010446.5			104937015			intron_variant			CASQ2			A			G			0.17			0.81			0.64


			NC_010446.5			104937050			intron_variant			CASQ2			C			T			0.28			0.89			0.60


			NC_010446.5			104937092			intron_variant			CASQ2			T			C			0.15			0.82			0.67


			NC_010446.5			104937160			intron_variant			CASQ2			T			G			0.15			0.82			0.66


			NC_010446.5			104937167			intron_variant			CASQ2			T			G			0.01			0.82			0.80


			NC_010446.5			104937190			intron_variant			CASQ2			C			T			0.28			0.87			0.59


			NC_010446.5			104937408			intron_variant			CASQ2			G			A			0.01			0.82			0.80


			NC_010446.5			104937458			intron_variant			CASQ2			G			A			0.27			0.89			0.62


			NC_010446.5			104937475			intron_variant			CASQ2			C			T			0.26			0.89			0.63


			NC_010446.5			104937483			intron_variant			CASQ2			G			A			0.27			0.89			0.62


			NC_010446.5			104937497			intron_variant			CASQ2			T			C			0.02			0.83			0.81


			NC_010446.5			104937592			intron_variant			CASQ2			C			T			0.02			0.81			0.78


			NC_010446.5			104937609			intron_variant			CASQ2			T			A			0.27			0.86			0.59


			NC_010446.5			104937776			intron_variant			CASQ2			C			T			0.01			0.79			0.78


			NC_010446.5			104938076			intron_variant			CASQ2			T			C			0.92			0.05			0.86


			NC_010446.5			104939965			intron_variant			CASQ2			C			A			0.53			0.03			0.51


			NC_010446.5			104940331			intron_variant			CASQ2			A			G			0.60			0.06			0.54


			NC_010446.5			104941342			intron_variant			CASQ2			T			G			0.02			0.82			0.79


			NC_010446.5			104941578			intron_variant			CASQ2			G			A			0.65			0.06			0.60


			NC_010446.5			104942017			intron_variant			CASQ2			T			G			0.66			0.05			0.61


			NC_010446.5			104943396			intron_variant			CASQ2			A			G			0.25			0.89			0.64


			NC_010446.5			104944309			intron_variant			CASQ2			A			G			0.02			0.89			0.87


			NC_010446.5			104944437			intron_variant			CASQ2			C			T			0.28			0.86			0.58


			NC_010446.5			104944791			intron_variant			CASQ2			C			T			0.03			0.95			0.91


			NC_010446.5			104944979			intron_variant			CASQ2			C			A			0.08			0.89			0.82


			NC_010446.5			104945294			intron_variant			CASQ2			G			A			0.20			0.95			0.75


			NC_010446.5			104946434			intron_variant			CASQ2			G			A			0.09			0.89			0.80


			NC_010446.5			104946868			intron_variant			CASQ2			G			A			0.02			0.89			0.87


			NC_010446.5			104947151			intron_variant			CASQ2			T			A			0.04			0.89			0.86


			NC_010446.5			104947299			intron_variant			CASQ2			T			C			0.31			0.89			0.59


			NC_010446.5			104947334			intron_variant			CASQ2			C			T			0.33			0.89			0.57


			NC_010446.5			104947704			intron_variant			CASQ2			G			A			0.15			0.89			0.74


			NC_010446.5			104947737			intron_variant			CASQ2			C			T			0.13			0.89			0.77


			NC_010446.5			104948457			intron_variant			CASQ2			C			T			0.07			0.89			0.82


			NC_010446.5			104949885			intron_variant			CASQ2			T			C			0.57			0.05			0.52


			NC_010446.5			104949893			intron_variant			CASQ2			A			C			0.58			0.05			0.53


			NC_010446.5			104950146			intron_variant			CASQ2			T			A			0.16			0.89			0.73


			NC_010446.5			104950227			intron_variant			CASQ2			C			T			0.18			0.89			0.72


			NC_010446.5			104950259			intron_variant			CASQ2			G			A			0.32			0.89			0.57


			NC_010446.5			104950301			intron_variant			CASQ2			C			T			0.36			0.89			0.53


			NC_010446.5			104950350			intron_variant			CASQ2			G			A			0.20			0.89			0.69


			NC_010446.5			104950395			intron_variant			CASQ2			G			T			0.19			0.89			0.71


			NC_010446.5			104950430			intron_variant			CASQ2			C			T			0.12			0.89			0.78


			NC_010446.5			104950682			intron_variant			CASQ2			G			A			0.09			0.89			0.80


			NC_010446.5			104950793			intron_variant			CASQ2			G			A			0.16			0.89			0.74


			NC_010446.5			104951020			intron_variant			CASQ2			T			G			0.24			0.87			0.63


			NC_010446.5			104951035			intron_variant			CASQ2			G			A			0.20			0.87			0.67


			NC_010446.5			104951145			intron_variant			CASQ2			G			A			0.10			0.95			0.85


			NC_010446.5			104951392			intron_variant			CASQ2			G			T			0.41			0.95			0.54


			NC_010446.5			104951402			intron_variant			CASQ2			A			T			0.15			0.89			0.75


			NC_010446.5			104951739			intron_variant			CASQ2			G			A			0.36			0.95			0.58


			NC_010446.5			104952019			intron_variant			CASQ2			A			T			0.31			0.86			0.55


			NC_010446.5			104952053			intron_variant			CASQ2			T			A			0.42			0.94			0.53


			NC_010446.5			104952110			intron_variant			CASQ2			T			C			0.40			0.94			0.55


			NC_010446.5			104952449			intron_variant			CASQ2			T			A			0.11			0.89			0.78


			NC_010446.5			104952792			intron_variant			CASQ2			A			C			0.14			0.89			0.75


			NC_010446.5			104952914			intron_variant			CASQ2			A			G			0.10			0.89			0.79


			NC_010446.5			104952978			intron_variant			CASQ2			C			T			0.29			0.94			0.65


			NC_010446.5			104952981			intron_variant			CASQ2			A			G			0.12			0.89			0.77


			NC_010446.5			104952986			intron_variant			CASQ2			T			A			0.12			0.89			0.77


			NC_010446.5			104953006			intron_variant			CASQ2			A			G			0.32			0.94			0.62


			NC_010446.5			104953356			intron_variant			CASQ2			A			G			0.33			0.92			0.59


			NC_010446.5			104953357			intron_variant			CASQ2			A			G			0.33			0.92			0.59


			NC_010446.5			104953444			intron_variant			CASQ2			G			A			0.09			0.89			0.80


			NC_010446.5			104953519			intron_variant			CASQ2			G			A			0.10			0.89			0.79


			NC_010446.5			104953535			intron_variant			CASQ2			G			A			0.29			0.92			0.62


			NC_010446.5			104953803			intron_variant			CASQ2			A			G			0.29			0.95			0.65


			NC_010446.5			104953921			intron_variant			CASQ2			C			T			0.13			0.89			0.77


			NC_010446.5			104954043			intron_variant			CASQ2			T			C			0.40			0.95			0.55


			NC_010446.5			104954061			intron_variant			CASQ2			A			G			0.15			0.89			0.75


			NC_010446.5			104954062			intron_variant			CASQ2			C			T			0.15			0.89			0.75


			NC_010446.5			104954180			intron_variant			CASQ2			T			C			0.41			0.94			0.54


			NC_010446.5			104954200			intron_variant			CASQ2			G			A			0.22			0.89			0.67


			NC_010446.5			104955422			intron_variant			CASQ2			T			C			0.32			0.87			0.55


			NC_010446.5			104957157			intron_variant			CASQ2			C			A			0.67			0.03			0.64


			NC_010446.5			104957629			intron_variant			CASQ2			G			A			0.63			0.05			0.58


			NC_010446.5			104957707			intron_variant			CASQ2			A			G			0.63			0.05			0.57


			NC_010446.5			104958000			intron_variant			CASQ2			G			A			0.91			0.32			0.59


			NC_010446.5			104958599			intron_variant			CASQ2			G			A			0.57			0.05			0.52


			NC_010446.5			104958790			intron_variant			CASQ2			A			C			0.64			0.05			0.59


			NC_010446.5			104958984			intron_variant			CASQ2			G			A			0.91			0.05			0.86


			NC_010446.5			103787149			intron_variant			PTGFRN			C			T			0.66			0.00


			NC_010446.5			104961040			intron_variant			CASQ2			T			C			0.84			0.05			0.79


			NC_010446.5			104961210			intron_variant			CASQ2			A			C			0.87			0.03			0.84


			NC_010446.5			104961258			intron_variant			CASQ2			C			A			0.91			0.05			0.85


			NC_010446.5			104961285			intron_variant			CASQ2			G			T			0.87			0.05			0.82


			NC_010446.5			104961298			intron_variant			CASQ2			C			A			0.87			0.05			0.82


			NC_010446.5			104961550			intron_variant			CASQ2			G			T			0.88			0.06			0.83


			NC_010446.5			104961699			intron_variant			CASQ2			C			T			0.93			0.05			0.88


			NC_010446.5			103787175			intron_variant			PTGFRN			C			T			0.65			0.00


			NC_010446.5			104961915			intron_variant			CASQ2			A			T			0.92			0.05			0.87


			NC_010446.5			104961917			intron_variant			CASQ2			T			G			0.92			0.05			0.87


			NC_010446.5			103787233			intron_variant			PTGFRN			C			T			0.63			0.00


			NC_010446.5			104962029			intron_variant			CASQ2			A			G			0.91			0.06			0.85


			NC_010446.5			104962062			intron_variant			CASQ2			C			T			0.90			0.05			0.85


			NC_010446.5			104962582			intron_variant			CASQ2			C			T			0.80			0.05			0.75


			NC_010446.5			104962944			intron_variant			CASQ2			T			C			0.92			0.05			0.87


			NC_010446.5			103787295			intron_variant			PTGFRN			T			C			0.65			0.00


			NC_010446.5			103787945			intron_variant			PTGFRN			C			T			0.58			0.00


			NC_010446.5			104963293			intron_variant			CASQ2			A			G			0.95			0.03			0.92


			NC_010446.5			104963304			intron_variant			CASQ2			C			T			0.95			0.03			0.92


			NC_010446.5			104963305			intron_variant			CASQ2			C			G			0.95			0.03			0.92


			NC_010446.5			104963315			intron_variant			CASQ2			G			T			0.95			0.03			0.92


			NC_010446.5			104963364			intron_variant			CASQ2			G			C			0.93			0.03			0.90


			NC_010446.5			103788150			intron_variant			PTGFRN			C			T			0.60			0.00


			NC_010446.5			104963459			intron_variant			CASQ2			T			C			0.94			0.03			0.91


			NC_010446.5			104963629			intron_variant			CASQ2			A			G			0.89			0.03			0.86


			NC_010446.5			104963680			intron_variant			CASQ2			C			A			0.63			0.03			0.60


			NC_010446.5			104963821			intron_variant			CASQ2			A			G			0.89			0.03			0.86


			NC_010446.5			104963831			intron_variant			CASQ2			G			A			0.89			0.04			0.85


			NC_010446.5			104964023			intron_variant			CASQ2			C			T			0.93			0.03			0.90


			NC_010446.5			104964058			intron_variant			CASQ2			A			G			0.93			0.05			0.87


			NC_010446.5			104964188			intron_variant			CASQ2			G			T			0.86			0.03			0.83


			NC_010446.5			104964242			intron_variant			CASQ2			G			A			0.60			0.03			0.57


			NC_010446.5			104964285			intron_variant			CASQ2			A			G			0.56			0.05			0.51


			NC_010446.5			104965439			intron_variant			CASQ2			C			T			0.93			0.03			0.90


			NC_010446.5			104965545			intron_variant			CASQ2			T			C			0.92			0.06			0.86


			NC_010446.5			104965623			intron_variant			CASQ2			G			A			0.86			0.03			0.83


			NC_010446.5			104966069			intron_variant			CASQ2			C			A			0.92			0.05			0.86


			NC_010446.5			104966170			intron_variant			CASQ2			A			G			0.91			0.05			0.86


			NC_010446.5			104966258			intron_variant			CASQ2			C			T			0.90			0.03			0.88


			NC_010446.5			104966346			intron_variant			CASQ2			A			G			0.92			0.03			0.89


			NC_010446.5			104966538			intron_variant			CASQ2			C			T			0.61			0.05			0.56


			NC_010446.5			103788386			intron_variant			PTGFRN			G			A			0.57			0.00


			NC_010446.5			103788387			intron_variant			PTGFRN			T			C			0.57			0.00


			NC_010446.5			104967348			intron_variant			CASQ2			T			C			0.92			0.05			0.86


			NC_010446.5			104967364			intron_variant			CASQ2			C			T			0.73			0.05			0.67


			NC_010446.5			103788628			intron_variant			PTGFRN			G			A			0.55			0.00


			NC_010446.5			104968226			intron_variant			CASQ2			A			T			0.60			0.05			0.55


			NC_010446.5			103814371			intron_variant			PTGFRN			C			T			0.54			0.00


			NC_010446.5			104969286			intron_variant			CASQ2			T			C			0.90			0.05			0.84


			NC_010446.5			104969314			intron_variant			CASQ2			C			T			0.62			0.05			0.57


			NC_010446.5			104969322			intron_variant			CASQ2			A			G			0.91			0.05			0.86


			NC_010446.5			104969474			intron_variant			CASQ2			A			T			0.75			0.05			0.70


			NC_010446.5			104969564			intron_variant			CASQ2			C			T			0.69			0.03			0.66


			NC_010446.5			104971520			intron_variant			CASQ2			C			T			0.95			0.32			0.64


			NC_010446.5			104972083			intron_variant			CASQ2			T			C			0.67			0.05			0.61


			NC_010446.5			103816389			intron_variant			PTGFRN			A			G			0.64			0.00


			NC_010446.5			104973974			intron_variant			CASQ2			A			G			0.88			0.05			0.83


			NC_010446.5			104974149			intron_variant			CASQ2			T			G			0.94			0.35			0.58


			NC_010446.5			104974493			intron_variant			CASQ2			A			G			0.88			0.05			0.82


			NC_010446.5			104974570			intron_variant			CASQ2			A			C			0.62			0.03			0.59


			NC_010446.5			104975152			intron_variant			CASQ2			T			G			0.95			0.37			0.58


			NC_010446.5			104975845			intron_variant			CASQ2			T			C			0.95			0.37			0.59


			NC_010446.5			104976809			intron_variant			CASQ2			G			T			0.03			0.87			0.83


			NC_010446.5			104976858			intron_variant			CASQ2			T			C			0.30			0.89			0.59


			NC_010446.5			104977042			intron_variant			CASQ2			T			C			0.40			0.92			0.52


			NC_010446.5			104977060			intron_variant			CASQ2			A			G			0.39			0.89			0.50


			NC_010446.5			104977122			intron_variant			CASQ2			G			A			0.02			0.84			0.82


			NC_010446.5			104977477			intron_variant			CASQ2			T			C			0.16			0.84			0.68


			NC_010446.5			104977490			intron_variant			CASQ2			A			G			0.17			0.84			0.67


			NC_010446.5			104979684			intron_variant			CASQ2			T			G			0.02			0.82			0.79


			NC_010446.5			104979775			intron_variant			CASQ2			C			A			0.81			0.08			0.73


			NC_010446.5			104979981			intron_variant			CASQ2			C			T			0.92			0.03			0.89


			NC_010446.5			104980016			intron_variant			CASQ2			C			T			0.88			0.08			0.80


			NC_010446.5			103816701			intron_variant			PTGFRN			A			G			0.52			0.00


			NC_010446.5			103816703			intron_variant			PTGFRN			T			G			0.52			0.00


			NC_010446.5			110723592			intron_variant			SORT1			T			C			0.07			0.89			0.82


			NC_010446.5			110724154			intron_variant			SORT1			C			T			0.06			0.82			0.77


			NC_010446.5			110724522			intron_variant			SORT1			C			T			0.93			0.32			0.61


			NC_010446.5			110725917			intron_variant			SORT1			A			C			0.07			0.87			0.80


			NC_010446.5			110728814			intron_variant			SORT1			T			G			0.87			0.16			0.71


			NC_010446.5			110729410			intron_variant			SORT1			C			T			0.97			0.24			0.73


			NC_010446.5			110731269			intron_variant			SORT1			C			T			0.85			0.13			0.72


			NC_010446.5			110731748			intron_variant			SORT1			A			G			0.82			0.16			0.66


			NC_010446.5			110731843			intron_variant			SORT1			T			C			0.91			0.13			0.78


			NC_010446.5			110733247			intron_variant			SORT1			T			A			0.06			0.59			0.53


			NC_010446.5			110735390			intron_variant			SORT1			A			G			0.94			0.32			0.63


			NC_010446.5			110737458			intron_variant			SORT1			G			C			0.74			0.06			0.69


			NC_010446.5			110740013			intron_variant			SORT1			G			A			0.10			0.87			0.77


			NC_010446.5			110742982			intron_variant			SORT1			G			A			0.01			0.61			0.60


			NC_010446.5			110743267			intron_variant			SORT1			G			A			0.10			0.87			0.76


			NC_010446.5			110743966			intron_variant			SORT1			G			A			0.05			0.64			0.59


			NC_010446.5			110744637			intron_variant			SORT1			C			G			0.05			0.87			0.82


			NC_010446.5			110745256			intron_variant			SORT1			G			C			0.89			0.13			0.75


			NC_010446.5			110745435			intron_variant			SORT1			C			T			0.06			0.84			0.78


			NC_010446.5			110745689			intron_variant			SORT1			G			A			0.06			0.84			0.78


			NC_010446.5			110745733			intron_variant			SORT1			G			A			0.90			0.16			0.74


			NC_010446.5			110747034			intron_variant			SORT1			C			A			0.10			0.87			0.76


			NC_010446.5			110747126			intron_variant			SORT1			C			T			0.10			0.85			0.75


			NC_010446.5			110747654			intron_variant			SORT1			G			A			0.11			0.87			0.76


			NC_010446.5			110748957			intron_variant			SORT1			A			G			0.92			0.13			0.79


			NC_010446.5			110749414			intron_variant			SORT1			A			G			0.06			0.89			0.84


			NC_010446.5			110749555			intron_variant			SORT1			A			G			0.89			0.13			0.76


			NC_010446.5			110749965			intron_variant			SORT1			G			A			0.73			0.08			0.65


			NC_010446.5			110751399			intron_variant			SORT1			G			A			0.08			0.86			0.78


			NC_010446.5			110751425			intron_variant			SORT1			C			A			0.10			0.87			0.77


			NC_010446.5			110751803			intron_variant			SORT1			G			A			0.87			0.11			0.76


			NC_010446.5			110752908			intron_variant			SORT1			T			C			0.84			0.14			0.70


			NC_010446.5			110753024			intron_variant			SORT1			T			C			0.07			0.87			0.80


			NC_010446.5			110754026			intron_variant			SORT1			G			T			0.89			0.11			0.78


			NC_010446.5			110754314			intron_variant			SORT1			C			T			0.86			0.13			0.73


			NC_010446.5			110754504			intron_variant			SORT1			A			G			0.92			0.11			0.81


			NC_010446.5			110754746			intron_variant			SORT1			T			A			0.83			0.08			0.74


			NC_010446.5			110754759			intron_variant			SORT1			T			C			0.10			0.88			0.78


			NC_010446.5			110755069			intron_variant			SORT1			A			G			0.09			0.87			0.78


			NC_010446.5			110755215			intron_variant			SORT1			C			G			0.89			0.14			0.75


			NC_010446.5			110756021			intron_variant			SORT1			T			G			0.08			0.87			0.79


			NC_010446.5			110757097			intron_variant			SORT1			A			G			0.09			0.87			0.78


			NC_010446.5			110757098			intron_variant			SORT1			C			T			0.09			0.87			0.78


			NC_010446.5			110757126			intron_variant			SORT1			T			A			0.07			0.89			0.83


			NC_010446.5			110757809			intron_variant			SORT1			A			G			0.10			0.87			0.76


			NC_010446.5			110758119			intron_variant			SORT1			G			A			0.08			0.84			0.77


			NC_010449.5			19733432			5_prime_UTR_variant			RIPOR2			A			G			0.88			0.34			0.54


			NC_010446.5			110758560			intron_variant			SORT1			G			A			0.13			0.87			0.74


			NC_010446.5			110760018			intron_variant			SORT1			A			G			0.91			0.11			0.80


			NC_010446.5			110760091			intron_variant			SORT1			G			A			0.89			0.11			0.79


			NC_010446.5			110760462			intron_variant			SORT1			A			G			0.90			0.11			0.79


			NC_010446.5			110760468			intron_variant			SORT1			G			C			0.87			0.11			0.77


			NC_010446.5			110760544			intron_variant			SORT1			G			A			0.93			0.11			0.82


			NC_010446.5			110760724			intron_variant			SORT1			G			A			0.85			0.13			0.72


			NC_010446.5			110760895			intron_variant			SORT1			G			A			0.91			0.13			0.78


			NC_010446.5			110761093			intron_variant			SORT1			G			A			0.88			0.13			0.75


			NC_010446.5			110761140			intron_variant			SORT1			A			C			0.90			0.13			0.77


			NC_010446.5			110761238			intron_variant			SORT1			G			C			0.92			0.16			0.77


			NC_010446.5			110761251			intron_variant			SORT1			G			A			0.91			0.13			0.78


			NC_010446.5			110761537			intron_variant			SORT1			G			A			0.89			0.13			0.76


			NC_010446.5			110761917			intron_variant			SORT1			C			T			0.87			0.14			0.73


			NC_010446.5			110761977			intron_variant			SORT1			A			G			0.84			0.08			0.76


			NC_010446.5			110762204			intron_variant			SORT1			T			C			0.91			0.11			0.80


			NC_010446.5			110762282			intron_variant			SORT1			C			T			0.90			0.13			0.77


			NC_010446.5			110762322			intron_variant			SORT1			A			C			0.77			0.05			0.71


			NC_010446.5			110762325			intron_variant			SORT1			A			G			0.91			0.13			0.78


			NC_010446.5			110762345			intron_variant			SORT1			T			C			0.90			0.13			0.76


			NC_010446.5			110762560			intron_variant			SORT1			T			C			0.90			0.16			0.75


			NC_010446.5			110762598			intron_variant			SORT1			T			C			0.90			0.16			0.75


			NC_010446.5			110762632			intron_variant			SORT1			T			C			0.88			0.16			0.73


			NC_010446.5			110762997			intron_variant			SORT1			A			G			0.87			0.13			0.74


			NC_010446.5			110763005			intron_variant			SORT1			G			T			0.70			0.05			0.65


			NC_010446.5			110763125			intron_variant			SORT1			A			G			0.90			0.16			0.75


			NC_010446.5			110763180			intron_variant			SORT1			A			G			0.92			0.16			0.76


			NC_010446.5			110763279			intron_variant			SORT1			C			G			0.90			0.11			0.79


			NC_010446.5			110763660			intron_variant			SORT1			A			G			0.90			0.11			0.79


			NC_010446.5			110763690			intron_variant			SORT1			G			A			0.92			0.11			0.82


			NC_010446.5			110763892			intron_variant			SORT1			G			A			0.90			0.11			0.79


			NC_010446.5			110764284			intron_variant			SORT1			A			G			0.89			0.13			0.76


			NC_010446.5			110764451			intron_variant			SORT1			C			G			0.90			0.11			0.79


			NC_010446.5			110764470			intron_variant			SORT1			G			T			0.91			0.13			0.78


			NC_010446.5			110764561			intron_variant			SORT1			T			C			0.96			0.13			0.83


			NC_010446.5			110764638			intron_variant			SORT1			A			G			0.92			0.11			0.81


			NC_010446.5			110764641			intron_variant			SORT1			A			G			0.92			0.11			0.81


			NC_010446.5			110764698			intron_variant			SORT1			C			T			0.90			0.13			0.77


			NC_010446.5			110764710			intron_variant			SORT1			G			A			0.90			0.13			0.77


			NC_010449.5			19733435			5_prime_UTR_variant			RIPOR2			T			C			0.88			0.34			0.54


			NC_010446.5			110765652			intron_variant			SORT1			G			A			0.91			0.13			0.78


			NC_010446.5			110765785			intron_variant			SORT1			A			G			0.91			0.21			0.70


			NC_010446.5			110766102			intron_variant			SORT1			C			T			0.92			0.16			0.76


			NC_010446.5			110766712			intron_variant			SORT1			G			A			0.88			0.09			0.79


			NC_010446.5			110766820			intron_variant			SORT1			T			C			0.89			0.17			0.72


			NC_010446.5			110766882			intron_variant			SORT1			C			T			0.77			0.13			0.65


			NC_010446.5			110767012			intron_variant			SORT1			G			A			0.76			0.11			0.66


			NC_010446.5			110767074			intron_variant			SORT1			A			G			0.91			0.13			0.78


			NC_010446.5			110767201			intron_variant			SORT1			A			G			0.88			0.13			0.75


			NC_010446.5			110767421			intron_variant			SORT1			G			A			0.77			0.08			0.69


			NC_010446.5			110767659			intron_variant			SORT1			A			G			0.90			0.08			0.82


			NC_010446.5			110767685			intron_variant			SORT1			A			G			0.04			0.89			0.85


			NC_010446.5			110767748			intron_variant			SORT1			G			A			0.91			0.08			0.83


			NC_010446.5			110767811			intron_variant			SORT1			T			C			0.89			0.12			0.78


			NC_010446.5			110767945			intron_variant			SORT1			C			G			0.90			0.08			0.82


			NC_010446.5			110767963			intron_variant			SORT1			C			G			0.92			0.11			0.81


			NC_010446.5			110768012			intron_variant			SORT1			G			A			0.92			0.11			0.81


			NC_010446.5			110768162			intron_variant			SORT1			A			G			0.89			0.13			0.75


			NC_010446.5			110768173			intron_variant			SORT1			T			A			0.91			0.13			0.78


			NC_010446.5			110768573			intron_variant			SORT1			A			G			0.92			0.13			0.79


			NC_010446.5			110768587			intron_variant			SORT1			T			C			0.88			0.13			0.74


			NC_010446.5			110768608			intron_variant			SORT1			T			A			0.85			0.16			0.70


			NC_010446.5			110768624			intron_variant			SORT1			C			T			0.86			0.16			0.70


			NC_010446.5			110768817			intron_variant			SORT1			T			C			0.90			0.16			0.75


			NC_010446.5			110768912			intron_variant			SORT1			A			G			0.90			0.16			0.75


			NC_010446.5			110769164			intron_variant			SORT1			T			G			0.89			0.11			0.78


			NC_010446.5			110769173			intron_variant			SORT1			C			T			0.89			0.13			0.76


			NC_010446.5			110769203			intron_variant			SORT1			A			G			0.82			0.11			0.72


			NC_010446.5			110769511			intron_variant			SORT1			A			C			0.06			0.87			0.81


			NC_010446.5			110770021			intron_variant			SORT1			T			C			0.91			0.13			0.78


			NC_010446.5			110770060			intron_variant			SORT1			C			T			0.09			0.83			0.74


			NC_010446.5			110770308			intron_variant			SORT1			A			G			0.06			0.89			0.83


			NC_010446.5			110770432			intron_variant			SORT1			C			T			0.94			0.08			0.86


			NC_010446.5			110770466			intron_variant			SORT1			T			C			0.07			0.89			0.83


			NC_010446.5			110770475			intron_variant			SORT1			A			G			0.93			0.11			0.82


			NC_010446.5			110770488			intron_variant			SORT1			G			A			0.06			0.89			0.84


			NC_010446.5			110770525			intron_variant			SORT1			G			A			0.08			0.89			0.81


			NC_010446.5			110770954			intron_variant			SORT1			G			A			0.88			0.07			0.81


			NC_010446.5			110771011			intron_variant			SORT1			A			G			0.07			0.89			0.82


			NC_010446.5			110771228			intron_variant			SORT1			C			A			0.89			0.13			0.75


			NC_010446.5			110771256			intron_variant			SORT1			G			T			0.90			0.13			0.76


			NC_010446.5			110771258			intron_variant			SORT1			T			G			0.09			0.84			0.75


			NC_010446.5			110771388			intron_variant			SORT1			G			A			0.90			0.13			0.77


			NC_010446.5			110771435			intron_variant			SORT1			A			G			0.88			0.13			0.75


			NC_010446.5			110771446			intron_variant			SORT1			G			A			0.86			0.11			0.76


			NC_010446.5			110771686			intron_variant			SORT1			T			C			0.90			0.16			0.75


			NC_010446.5			110771766			intron_variant			SORT1			G			C			0.91			0.19			0.72


			NC_010446.5			110771803			intron_variant			SORT1			G			A			0.93			0.30			0.63


			NC_010446.5			110771970			intron_variant			SORT1			C			T			0.90			0.11			0.80


			NC_010446.5			110772052			intron_variant			SORT1			A			G			0.89			0.08			0.81


			NC_010446.5			110772355			intron_variant			SORT1			G			A			0.85			0.13			0.71


			NC_010446.5			110772440			intron_variant			SORT1			G			A			0.90			0.13			0.77


			NC_010446.5			110772535			intron_variant			SORT1			A			G			0.90			0.13			0.76


			NC_010446.5			110773007			intron_variant			SORT1			G			C			0.93			0.11			0.82


			NC_010446.5			110773178			intron_variant			SORT1			A			C			0.94			0.11			0.83


			NC_010446.5			110773183			intron_variant			SORT1			A			G			0.94			0.11			0.83


			NC_010446.5			110773237			intron_variant			SORT1			C			T			0.93			0.11			0.82


			NC_010446.5			110773740			intron_variant			SORT1			A			G			0.04			0.87			0.83


			NC_010446.5			110773801			intron_variant			SORT1			C			T			0.76			0.11			0.64


			NC_010446.5			110773965			intron_variant			SORT1			T			C			0.90			0.11			0.79


			NC_010446.5			110774062			intron_variant			SORT1			C			T			0.07			0.87			0.80


			NC_010446.5			110774110			intron_variant			SORT1			A			T			0.06			0.87			0.81


			NC_010446.5			110774259			intron_variant			SORT1			T			G			0.88			0.13			0.75


			NC_010446.5			110774552			intron_variant			SORT1			A			G			0.94			0.08			0.86


			NC_010446.5			110774789			intron_variant			SORT1			C			G			0.06			0.89			0.84


			NC_010446.5			110774924			intron_variant			SORT1			C			T			0.08			0.84			0.76


			NC_010446.5			110775057			intron_variant			SORT1			G			A			0.08			0.87			0.79


			NC_010446.5			110775104			intron_variant			SORT1			G			A			0.09			0.86			0.77


			NC_010446.5			110775152			intron_variant			SORT1			A			G			0.07			0.89			0.83


			NC_010446.5			110775225			intron_variant			SORT1			T			C			0.07			0.87			0.80


			NC_010446.5			110775236			intron_variant			SORT1			A			T			0.07			0.87			0.80


			NC_010446.5			110775385			intron_variant			SORT1			C			T			0.04			0.86			0.82


			NC_010446.5			110775524			intron_variant			SORT1			A			C			0.07			0.79			0.73


			NC_010446.5			110775724			intron_variant			SORT1			C			T			0.08			0.84			0.76


			NC_010446.5			110776157			intron_variant			SORT1			G			A			0.91			0.13			0.78


			NC_010446.5			110776188			intron_variant			SORT1			C			T			0.04			0.84			0.81


			NC_010446.5			110776213			intron_variant			SORT1			C			T			0.04			0.84			0.81


			NC_010446.5			110776275			intron_variant			SORT1			A			G			0.91			0.19			0.73


			NC_010446.5			110776291			intron_variant			SORT1			A			G			0.94			0.21			0.72


			NC_010446.5			110776354			intron_variant			SORT1			A			G			0.07			0.84			0.77


			NC_010446.5			110776550			intron_variant			SORT1			T			C			0.05			0.87			0.82


			NC_010446.5			110776787			intron_variant			SORT1			T			C			0.06			0.87			0.81


			NC_010446.5			110778049			intron_variant			SORT1			A			T			0.08			0.87			0.79


			NC_010446.5			110778192			intron_variant			SORT1			T			C			0.06			0.87			0.81


			NC_010446.5			110778201			intron_variant			SORT1			C			T			0.06			0.87			0.81


			NC_010446.5			110778202			intron_variant			SORT1			A			T			0.06			0.87			0.81


			NC_010446.5			110778426			intron_variant			SORT1			C			A			0.05			0.89			0.85


			NC_010446.5			110778596			intron_variant			SORT1			C			T			0.08			0.82			0.74


			NC_010446.5			110778741			intron_variant			SORT1			T			C			0.07			0.89			0.82


			NC_010446.5			110778770			intron_variant			SORT1			G			A			0.03			0.84			0.81


			NC_010446.5			110781072			intron_variant			SORT1			A			G			0.28			0.84			0.56


			NC_010446.5			110781090			intron_variant			SORT1			G			A			0.10			0.84			0.74


			NC_010446.5			110781570			intron_variant			SORT1			C			G			0.28			0.84			0.56


			NC_010446.5			110781779			intron_variant			SORT1			T			C			0.30			0.89			0.59


			NC_010446.5			110781969			intron_variant			SORT1			G			T			0.33			0.87			0.54


			NC_010446.5			110781970			intron_variant			SORT1			A			T			0.33			0.87			0.54


			NC_010446.5			110782740			intron_variant			SORT1			T			G			0.29			0.82			0.53


			NC_010446.5			110783009			intron_variant			SORT1			C			T			0.28			0.82			0.55


			NC_010446.5			110783072			intron_variant			SORT1			C			T			0.06			0.82			0.76


			NC_010443.5			240842729			upstream_gene_variant			TGFBR1			A			C			0.88			0.13			0.74


			NC_010446.5			110783713			intron_variant			SORT1			G			A			0.28			0.84			0.56


			NC_010446.5			110784055			intron_variant			SORT1			C			T			0.05			0.87			0.82


			NC_010446.5			110784185			intron_variant			SORT1			G			A			0.03			0.75			0.72


			NC_010446.5			110784919			intron_variant			SORT1			C			A			0.34			0.87			0.53


			NC_010446.5			110785576			intron_variant			SORT1			A			G			0.30			0.82			0.53


			NC_010446.5			110785993			intron_variant			SORT1			T			C			0.35			0.86			0.51


			NC_010446.5			110786405			intron_variant			SORT1			A			G			0.64			0.11			0.53


			NC_010446.5			110786603			intron_variant			SORT1			T			A			0.92			0.15			0.77


			NC_010446.5			110786656			intron_variant			SORT1			T			A			0.66			0.13			0.53


			NC_010449.5			75680161			synonymous_variant			LOC100736765			A			G			0.88			0.14			0.74


			NC_010443.5			129012944			synonymous_variant			CAPN3			C			A			0.87			0.03			0.85


			NC_010446.5			103816713			intron_variant			PTGFRN			G			A			0.54			0.00


			NC_010445.4			118011791			3_prime_UTR_variant			SDC1			A			G			0.87			0.05			0.82


			NC_010451.4			68493795			3_prime_UTR_variant			SRI			A			G			0.87			0.08			0.79


			NC_010454.4			55135701			3_prime_UTR_variant			LOC110255887			G			C			0.87			0.08			0.79


			NC_010456.5			43558737			missense_variant			MYO18B			T			C			0.87			0.16			0.71


			NC_010456.5			71387057			3_prime_UTR_variant			MYPN			A			G			0.87			0.18			0.69


			NC_010456.5			71387161			3_prime_UTR_variant			MYPN			G			A			0.87			0.24			0.63


			NC_010457.5			33606405			synonymous_variant			MYOM2			T			C			0.87			0.05			0.82


			NC_010458.4			37914750			synonymous_variant			PDE4D			T			C			0.87			0.12			0.75


			NC_010459.5			57799298			non_coding_transcript_exon_variant			RBM38			T			C			0.87			0.24			0.63


			NC_010459.5			57799824			non_coding_transcript_exon_variant			RBM38			C			A			0.87			0.28			0.59


			NC_010443.5			162308141			downstream_gene_variant			ALPK2			A			G			0.87			0.21			0.66


			NC_010444.4			15247095			upstream_gene_variant			MYBPC3			G			A			0.87			0.18			0.68


			NC_010445.4			11654012			downstream_gene_variant			GTF2IRD1			A			G			0.87			0.16			0.71


			NC_010446.5			99969675			upstream_gene_variant			BCL9			T			G			0.87			0.07			0.80


			NC_010446.5			115643173			intron_variant			COL11A1			A			T			0.04			0.66			0.62


			NC_010446.5			115647994			intron_variant			COL11A1			C			T			0.01			0.67			0.66


			NC_010446.5			115648678			intron_variant			COL11A1			C			A			0.31			0.92			0.61


			NC_010446.5			115649596			intron_variant			COL11A1			T			C			0.91			0.32			0.59


			NC_010446.5			115651075			intron_variant			COL11A1			C			T			0.89			0.32			0.57


			NC_010446.5			115651272			intron_variant			COL11A1			A			C			0.02			0.69			0.67


			NC_010446.5			115651316			intron_variant			COL11A1			T			C			0.79			0.26			0.53


			NC_010446.5			115651331			intron_variant			COL11A1			G			T			0.89			0.25			0.64


			NC_010446.5			103816835			intron_variant			PTGFRN			A			G			0.65			0.00


			NC_010446.5			115668093			intron_variant			COL11A1			G			A			0.94			0.32			0.63


			NC_010446.5			115670212			intron_variant			COL11A1			A			G			0.96			0.28			0.69


			NC_010446.5			103821977			intron_variant			PTGFRN			A			G			0.60			0.00


			NC_010446.5			103828416			intron_variant			PTGFRN			C			T			0.68			0.00


			NC_010446.5			103830390			intron_variant			PTGFRN			G			A			0.52			0.00


			NC_010446.5			103831044			intron_variant			PTGFRN			A			G			0.81			0.00


			NC_010446.5			115675566			intron_variant			COL11A1			A			T			0.94			0.19			0.75


			NC_010446.5			104960929			intron_variant			CASQ2			C			T			0.76			0.00


			NC_010446.5			104961840			intron_variant			CASQ2			T			C			0.55			0.00


			NC_010446.5			104962022			intron_variant			CASQ2			C			T			0.59			0.00


			NC_010446.5			104963137			intron_variant			CASQ2			C			G			0.81			0.00


			NC_010446.5			104963207			intron_variant			CASQ2			G			A			0.55			0.00


			NC_010446.5			115677929			intron_variant			COL11A1			T			C			0.94			0.32			0.62


			NC_010446.5			104963421			intron_variant			CASQ2			C			T			0.68			0.00


			NC_010446.5			104967021			intron_variant			CASQ2			A			T			0.55			0.00


			NC_010446.5			104967129			intron_variant			CASQ2			T			G			0.52			0.00


			NC_010446.5			104968416			intron_variant			CASQ2			C			A			0.91			0.00


			NC_010446.5			104972538			intron_variant			CASQ2			C			T			0.63			0.00


			NC_010446.5			104980267			intron_variant			CASQ2			G			A			0.77			0.00


			NC_010446.5			104980400			intron_variant			CASQ2			G			A			0.69			0.00


			NC_010446.5			115655446			intron_variant			COL11A1			G			A			0.53			0.00


			NC_010446.5			115671204			intron_variant			COL11A1			G			A			0.79			0.00


			NC_010446.5			115671274			intron_variant			COL11A1			T			A			0.74			0.00


			NC_010446.5			115673317			intron_variant			COL11A1			G			T			0.82			0.00


			NC_010446.5			115674171			intron_variant			COL11A1			A			G			0.81			0.00


			NC_010446.5			115675633			intron_variant			COL11A1			G			T			0.77			0.00


			NC_010446.5			115675675			intron_variant			COL11A1			G			C			0.83			0.00


			NC_010446.5			115675950			intron_variant			COL11A1			G			A			0.83			0.00


			NC_010446.5			115677776			intron_variant			COL11A1			T			G			0.66			0.00


			NC_010446.5			115677783			intron_variant			COL11A1			A			C			0.66			0.00


			NC_010446.5			115677952			intron_variant			COL11A1			T			A			0.66			0.00


			NC_010446.5			115677981			intron_variant			COL11A1			T			G			0.65			0.00


			NC_010446.5			115677992			intron_variant			COL11A1			T			C			0.65			0.00


			NC_010446.5			115678046			intron_variant			COL11A1			T			A			0.71			0.00


			NC_010446.5			115678103			intron_variant			COL11A1			C			T			0.69			0.00


			NC_010446.5			115678104			intron_variant			COL11A1			A			G			0.69			0.00


			NC_010446.5			115678168			intron_variant			COL11A1			A			G			0.70			0.00


			NC_010446.5			115678551			intron_variant			COL11A1			C			G			0.68			0.00


			NC_010446.5			115678705			intron_variant			COL11A1			C			T			0.67			0.00


			NC_010446.5			115678821			intron_variant			COL11A1			C			A			0.66			0.00


			NC_010446.5			115678830			intron_variant			COL11A1			T			C			0.65			0.00


			NC_010446.5			115678890			intron_variant			COL11A1			A			G			0.67			0.00


			NC_010446.5			115678933			intron_variant			COL11A1			A			G			0.62			0.00


			NC_010446.5			115678935			intron_variant			COL11A1			C			T			0.61			0.00


			NC_010446.5			115678972			intron_variant			COL11A1			C			A			0.63			0.00


			NC_010446.5			115678983			intron_variant			COL11A1			G			A			0.65			0.00


			NC_010446.5			115679125			intron_variant			COL11A1			C			T			0.67			0.00


			NC_010446.5			115679142			intron_variant			COL11A1			G			T			0.67			0.00


			NC_010446.5			115679173			intron_variant			COL11A1			A			C			0.68			0.00


			NC_010446.5			115679193			intron_variant			COL11A1			G			A			0.68			0.00


			NC_010446.5			115679208			intron_variant			COL11A1			A			T			0.67			0.00


			NC_010446.5			115679224			intron_variant			COL11A1			C			A			0.67			0.00


			NC_010446.5			115679251			intron_variant			COL11A1			C			A			0.69			0.00


			NC_010446.5			115679282			intron_variant			COL11A1			T			C			0.69			0.00


			NC_010446.5			115679441			intron_variant			COL11A1			T			C			0.73			0.00


			NC_010446.5			115679497			intron_variant			COL11A1			T			C			0.72			0.00


			NC_010446.5			115680728			intron_variant			COL11A1			G			T			0.80			0.29			0.51


			NC_010446.5			115680763			intron_variant			COL11A1			C			T			0.81			0.24			0.58


			NC_010446.5			115680764			intron_variant			COL11A1			A			G			0.81			0.24			0.58


			NC_010446.5			115681020			intron_variant			COL11A1			T			C			0.80			0.24			0.56


			NC_010446.5			115679502			intron_variant			COL11A1			T			C			0.72			0.00


			NC_010446.5			115679516			intron_variant			COL11A1			G			A			0.72			0.00


			NC_010446.5			115681249			intron_variant			COL11A1			T			C			0.29			1.00			0.71


			NC_010446.5			115681273			intron_variant			COL11A1			A			G			0.29			1.00			0.71


			NC_010446.5			115679639			intron_variant			COL11A1			A			G			0.71			0.00


			NC_010446.5			115679641			intron_variant			COL11A1			C			T			0.71			0.00


			NC_010446.5			115683959			intron_variant			COL11A1			C			A			0.05			0.66			0.61


			NC_010446.5			115679740			intron_variant			COL11A1			T			G			0.70			0.00


			NC_010446.5			115686660			intron_variant			COL11A1			C			G			0.95			0.32			0.64


			NC_010446.5			115686826			intron_variant			COL11A1			G			A			0.08			0.97			0.89


			NC_010446.5			115679909			intron_variant			COL11A1			T			C			0.68			0.00


			NC_010446.5			115688500			intron_variant			COL11A1			G			A			0.63			0.03			0.60


			NC_010446.5			115689932			intron_variant			COL11A1			A			G			0.06			0.97			0.91


			NC_010446.5			115689939			intron_variant			COL11A1			G			A			0.02			0.58			0.56


			NC_010446.5			115691617			intron_variant			COL11A1			C			T			0.05			0.74			0.69


			NC_010446.5			115694611			intron_variant			COL11A1			G			A			0.06			0.95			0.89


			NC_010446.5			115679978			intron_variant			COL11A1			C			T			0.70			0.00


			NC_010446.5			115694810			intron_variant			COL11A1			C			T			0.11			0.94			0.83


			NC_010446.5			115694838			intron_variant			COL11A1			A			C			0.11			0.95			0.83


			NC_010446.5			115695501			intron_variant			COL11A1			T			A			0.03			0.71			0.67


			NC_010446.5			115697497			intron_variant			COL11A1			G			T			0.07			0.97			0.91


			NC_010446.5			115698047			intron_variant			COL11A1			G			T			0.05			0.58			0.54


			NC_010446.5			115701165			intron_variant			COL11A1			A			T			0.13			0.66			0.53


			NC_010446.5			115703423			intron_variant			COL11A1			A			T			0.07			0.68			0.62


			NC_010446.5			115707230			intron_variant			COL11A1			G			C			0.88			0.05			0.84


			NC_010446.5			115711151			intron_variant			COL11A1			C			T			0.39			1.00			0.61


			NC_010446.5			115714164			intron_variant			COL11A1			G			C			0.05			0.64			0.59


			NC_010446.5			115724634			intron_variant			COL11A1			T			A			0.93			0.38			0.54


			NC_010446.5			115680036			intron_variant			COL11A1			C			T			0.69			0.00


			NC_010446.5			115680090			intron_variant			COL11A1			T			G			0.70			0.00


			NC_010443.5			210497			3_prime_UTR_variant			DLL1			A			G			0.87			0.32			0.55


			NC_010446.5			115730187			intron_variant			COL11A1			C			T			0.71			0.03			0.69


			NC_010446.5			115731098			intron_variant			COL11A1			A			G			0.66			0.05			0.61


			NC_010446.5			115731491			intron_variant			COL11A1			G			A			0.68			0.03			0.66


			NC_010446.5			115731516			intron_variant			COL11A1			G			A			0.67			0.03			0.64


			NC_010446.5			115731524			intron_variant			COL11A1			A			T			0.67			0.03			0.64


			NC_010446.5			115731530			intron_variant			COL11A1			C			A			0.65			0.03			0.62


			NC_010446.5			115732575			intron_variant			COL11A1			A			T			0.86			0.03			0.83


			NC_010446.5			115733152			intron_variant			COL11A1			C			T			0.85			0.04			0.81


			NC_010446.5			115733207			intron_variant			COL11A1			T			G			0.80			0.03			0.76


			NC_010446.5			115733570			intron_variant			COL11A1			A			C			0.53			0.03			0.51


			NC_010446.5			115733577			intron_variant			COL11A1			A			G			0.53			0.03			0.51


			NC_010446.5			115680110			intron_variant			COL11A1			C			T			0.69			0.00


			NC_010446.5			115680174			intron_variant			COL11A1			C			T			0.68			0.00


			NC_010446.5			115680221			intron_variant			COL11A1			T			C			0.69			0.00


			NC_010446.5			115680379			intron_variant			COL11A1			C			T			0.71			0.00


			NC_010446.5			115680388			intron_variant			COL11A1			A			G			0.71			0.00


			NC_010446.5			115680492			intron_variant			COL11A1			T			C			0.70			0.00


			NC_010446.5			115734750			intron_variant			COL11A1			A			G			0.92			0.26			0.66


			NC_010446.5			115680533			intron_variant			COL11A1			G			C			0.67			0.00


			NC_010446.5			115680595			intron_variant			COL11A1			A			C			0.67			0.00


			NC_010446.5			115681188			intron_variant			COL11A1			A			C			0.59			0.00


			NC_010446.5			115681243			intron_variant			COL11A1			C			A			0.67			0.00


			NC_010446.5			115681294			intron_variant			COL11A1			A			T			0.68			0.00


			NC_010446.5			115683592			intron_variant			COL11A1			T			C			0.51			0.00


			NC_010446.5			115684250			intron_variant			COL11A1			G			C			0.56			0.00


			NC_010446.5			115687064			intron_variant			COL11A1			T			C			0.52			0.00


			NC_010446.5			115694637			intron_variant			COL11A1			T			C			0.52			0.00


			NC_010446.5			115728080			intron_variant			COL11A1			C			T			0.55			0.00


			NC_010446.5			115729107			intron_variant			COL11A1			T			G			0.64			0.00


			NC_010446.5			115734274			intron_variant			COL11A1			G			A			0.55			0.00


			NC_010446.5			115734385			intron_variant			COL11A1			T			A			0.52			0.00


			NC_010446.5			115734539			intron_variant			COL11A1			T			A			0.55			0.00


			NC_010446.5			115734566			intron_variant			COL11A1			C			T			0.54			0.00


			NC_010446.5			115736494			intron_variant			COL11A1			T			A			0.85			0.03			0.83


			NC_010446.5			115734581			intron_variant			COL11A1			A			G			0.55			0.00


			NC_010446.5			115734628			intron_variant			COL11A1			T			C			0.58			0.00


			NC_010446.5			115734790			intron_variant			COL11A1			C			T			0.51			0.00


			NC_010446.5			115734793			intron_variant			COL11A1			T			C			0.53			0.00


			NC_010446.5			115734815			intron_variant			COL11A1			C			T			0.53			0.00


			NC_010446.5			115734849			intron_variant			COL11A1			G			T			0.56			0.00


			NC_010446.5			115734930			intron_variant			COL11A1			G			C			0.56			0.00


			NC_010446.5			115735067			intron_variant			COL11A1			T			C			0.52			0.00


			NC_010446.5			115738318			intron_variant			COL11A1			T			C			0.85			0.03			0.83


			NC_010446.5			115738430			intron_variant			COL11A1			G			C			0.57			0.03			0.54


			NC_010446.5			115738468			intron_variant			COL11A1			T			C			0.60			0.03			0.57


			NC_010446.5			115738871			intron_variant			COL11A1			G			A			0.82			0.03			0.79


			NC_010446.5			115740542			intron_variant			COL11A1			A			G			0.64			0.06			0.59


			NC_010446.5			115735161			intron_variant			COL11A1			A			T			0.51			0.00


			NC_010446.5			115735406			intron_variant			COL11A1			A			G			0.57			0.00


			NC_010446.5			115741228			intron_variant			COL11A1			T			C			0.61			0.03			0.58


			NC_010446.5			115735516			intron_variant			COL11A1			A			G			0.56			0.00


			NC_010446.5			115735580			intron_variant			COL11A1			A			G			0.57			0.00


			NC_010446.5			115735604			intron_variant			COL11A1			G			C			0.56			0.00


			NC_010446.5			115735704			intron_variant			COL11A1			A			G			0.59			0.00


			NC_010446.5			115735731			intron_variant			COL11A1			A			G			0.58			0.00


			NC_010446.5			115736325			intron_variant			COL11A1			T			C			0.54			0.00


			NC_010446.5			115736391			intron_variant			COL11A1			A			G			0.58			0.00


			NC_010446.5			115736746			intron_variant			COL11A1			G			T			0.53			0.00


			NC_010446.5			115736822			intron_variant			COL11A1			T			G			0.57			0.00


			NC_010446.5			115736974			intron_variant			COL11A1			C			T			0.58			0.00


			NC_010446.5			115736993			intron_variant			COL11A1			G			C			0.57			0.00


			NC_010446.5			115737042			intron_variant			COL11A1			G			C			0.57			0.00


			NC_010446.5			115743133			intron_variant			COL11A1			T			C			0.81			0.29			0.52


			NC_010446.5			115743428			intron_variant			COL11A1			A			G			0.90			0.34			0.56


			NC_010446.5			115737288			intron_variant			COL11A1			C			T			0.51			0.00


			NC_010446.5			115737461			intron_variant			COL11A1			A			G			0.59			0.00


			NC_010446.5			115744410			intron_variant			COL11A1			C			T			0.93			0.25			0.68


			NC_010446.5			115745489			intron_variant			COL11A1			G			A			0.80			0.03			0.77


			NC_010446.5			115746973			intron_variant			COL11A1			T			C			0.88			0.26			0.62


			NC_010446.5			115747107			intron_variant			COL11A1			C			T			0.86			0.26			0.59


			NC_010446.5			115748076			intron_variant			COL11A1			A			G			0.84			0.33			0.50


			NC_010446.5			115738062			intron_variant			COL11A1			T			C			0.61			0.00


			NC_010446.5			115741102			intron_variant			COL11A1			C			A			0.53			0.00


			NC_010446.5			115741127			intron_variant			COL11A1			G			C			0.54			0.00


			NC_010446.5			115741279			intron_variant			COL11A1			C			T			0.60			0.00


			NC_010446.5			115751633			intron_variant			COL11A1			T			A			0.91			0.13			0.78


			NC_010446.5			115741443			intron_variant			COL11A1			C			T			0.63			0.00


			NC_010446.5			115741472			intron_variant			COL11A1			A			G			0.90			0.00


			NC_010446.5			115741474			intron_variant			COL11A1			T			C			0.61			0.00


			NC_010446.5			115741597			intron_variant			COL11A1			G			T			0.63			0.00


			NC_010446.5			115741696			intron_variant			COL11A1			T			C			0.64			0.00


			NC_010446.5			115742295			intron_variant			COL11A1			G			A			0.60			0.00


			NC_010446.5			115742436			intron_variant			COL11A1			A			C			0.63			0.00


			NC_010446.5			115742459			intron_variant			COL11A1			G			A			0.63			0.00


			NC_010446.5			115742647			intron_variant			COL11A1			G			T			0.68			0.00


			NC_010446.5			115742736			intron_variant			COL11A1			A			G			0.64			0.00


			NC_010446.5			115742964			intron_variant			COL11A1			C			T			0.66			0.00


			NC_010446.5			115743566			intron_variant			COL11A1			T			C			0.63			0.00


			NC_010446.5			115752885			intron_variant			COL11A1			G			A			0.06			0.97			0.92


			NC_010446.5			115754245			intron_variant			COL11A1			G			A			0.69			0.03			0.66


			NC_010446.5			115754390			intron_variant			COL11A1			G			A			0.86			0.32			0.55


			NC_010446.5			115755068			intron_variant			COL11A1			A			G			0.85			0.25			0.60


			NC_010446.5			115755234			intron_variant			COL11A1			G			A			0.88			0.26			0.61


			NC_010446.5			115755432			intron_variant			COL11A1			A			G			0.83			0.28			0.56


			NC_010446.5			115756052			intron_variant			COL11A1			C			T			0.84			0.26			0.58


			NC_010446.5			115769402			intron_variant			COL11A1			A			G			0.21			0.76			0.55


			NC_010446.5			115769980			intron_variant			COL11A1			G			A			0.27			0.97			0.70


			NC_010446.5			115770007			intron_variant			COL11A1			A			G			0.35			0.97			0.62


			NC_010446.5			115770192			intron_variant			COL11A1			C			G			0.93			0.26			0.67


			NC_010446.5			115770418			intron_variant			COL11A1			A			C			0.02			0.63			0.61


			NC_010446.5			115770489			intron_variant			COL11A1			C			T			0.37			0.97			0.60


			NC_010446.5			115770517			intron_variant			COL11A1			A			G			0.05			0.61			0.56


			NC_010446.5			115770519			intron_variant			COL11A1			A			C			0.38			0.97			0.59


			NC_010446.5			115770584			intron_variant			COL11A1			T			C			0.06			0.66			0.60


			NC_010446.5			115770596			intron_variant			COL11A1			A			G			0.03			0.66			0.62


			NC_010446.5			115770727			intron_variant			COL11A1			G			A			0.06			0.68			0.63


			NC_010446.5			115770759			intron_variant			COL11A1			G			A			0.03			0.68			0.65


			NC_010446.5			115770877			intron_variant			COL11A1			A			G			0.05			0.58			0.53


			NC_010446.5			115770934			intron_variant			COL11A1			C			A			0.01			0.65			0.64


			NC_010446.5			115771032			intron_variant			COL11A1			C			T			0.08			0.66			0.58


			NC_010446.5			115771225			intron_variant			COL11A1			A			G			0.06			0.68			0.63


			NC_010446.5			115771250			intron_variant			COL11A1			A			G			0.06			0.68			0.63


			NC_010446.5			115771308			intron_variant			COL11A1			A			T			0.05			0.68			0.64


			NC_010446.5			115771366			intron_variant			COL11A1			A			G			0.05			0.72			0.68


			NC_010446.5			115771439			intron_variant			COL11A1			T			C			0.36			0.97			0.61


			NC_010446.5			115771508			intron_variant			COL11A1			G			C			0.07			0.63			0.56


			NC_010446.5			115771745			intron_variant			COL11A1			A			G			0.05			0.66			0.61


			NC_010446.5			115771911			intron_variant			COL11A1			G			A			0.05			0.61			0.56


			NC_010446.5			115771954			intron_variant			COL11A1			G			T			0.02			0.63			0.61


			NC_010446.5			115772313			intron_variant			COL11A1			A			G			0.05			0.56			0.51


			NC_010446.5			115773078			intron_variant			COL11A1			T			C			0.05			0.69			0.65


			NC_010446.5			115773644			intron_variant			COL11A1			C			G			0.03			0.66			0.62


			NC_010446.5			115774320			intron_variant			COL11A1			C			G			0.03			0.68			0.66


			NC_010446.5			115774556			intron_variant			COL11A1			A			G			0.03			0.63			0.60


			NC_010446.5			115775364			intron_variant			COL11A1			T			C			0.03			0.66			0.62


			NC_010446.5			115775403			intron_variant			COL11A1			A			G			0.26			0.94			0.69


			NC_010446.5			115776136			intron_variant			COL11A1			C			T			0.01			0.67			0.65


			NC_010446.5			115776540			intron_variant			COL11A1			G			A			0.04			0.61			0.58


			NC_010446.5			115776566			intron_variant			COL11A1			T			C			0.04			0.64			0.60


			NC_010446.5			115776634			intron_variant			COL11A1			C			T			0.04			0.69			0.66


			NC_010446.5			115776637			intron_variant			COL11A1			G			A			0.04			0.69			0.66


			NC_010446.5			115776663			intron_variant			COL11A1			T			A			0.04			0.58			0.54


			NC_010446.5			115776849			intron_variant			COL11A1			T			C			0.04			0.66			0.62


			NC_010446.5			115777010			intron_variant			COL11A1			A			C			0.02			0.64			0.62


			NC_010446.5			115777053			intron_variant			COL11A1			A			G			0.05			0.67			0.62


			NC_010446.5			115777064			intron_variant			COL11A1			A			G			0.03			0.67			0.63


			NC_010446.5			115777065			intron_variant			COL11A1			G			A			0.03			0.67			0.63


			NC_010446.5			115777082			intron_variant			COL11A1			A			G			0.03			0.65			0.61


			NC_010446.5			115777175			intron_variant			COL11A1			C			A			0.05			0.71			0.66


			NC_010446.5			115777237			intron_variant			COL11A1			A			G			0.05			0.74			0.69


			NC_010446.5			115777260			intron_variant			COL11A1			T			C			0.05			0.74			0.69


			NC_010446.5			115777463			intron_variant			COL11A1			T			C			0.26			0.97			0.71


			NC_010446.5			115777478			intron_variant			COL11A1			G			A			0.02			0.64			0.62


			NC_010446.5			115777531			intron_variant			COL11A1			T			A			0.24			0.92			0.67


			NC_010446.5			115777592			intron_variant			COL11A1			G			A			0.03			0.63			0.60


			NC_010446.5			115777699			intron_variant			COL11A1			G			A			0.03			0.63			0.60


			NC_010446.5			115777741			intron_variant			COL11A1			C			T			0.03			0.67			0.63


			NC_010446.5			115777846			intron_variant			COL11A1			G			A			0.03			0.61			0.57


			NC_010446.5			115777966			intron_variant			COL11A1			G			T			0.02			0.68			0.66


			NC_010446.5			115778171			intron_variant			COL11A1			A			T			0.03			0.63			0.60


			NC_010446.5			115778173			intron_variant			COL11A1			T			G			0.03			0.63			0.60


			NC_010446.5			115778530			intron_variant			COL11A1			G			C			0.03			0.58			0.54


			NC_010446.5			115778556			intron_variant			COL11A1			C			G			0.03			0.61			0.58


			NC_010446.5			115778669			intron_variant			COL11A1			G			C			0.29			0.97			0.68


			NC_010446.5			115778739			intron_variant			COL11A1			C			G			0.01			0.63			0.62


			NC_010446.5			115778823			intron_variant			COL11A1			T			C			0.06			0.63			0.57


			NC_010446.5			115778863			intron_variant			COL11A1			C			T			0.04			0.63			0.59


			NC_010446.5			115778902			intron_variant			COL11A1			T			C			0.03			0.66			0.62


			NC_010446.5			115778943			intron_variant			COL11A1			G			T			0.95			0.31			0.65


			NC_010446.5			115779109			intron_variant			COL11A1			C			T			0.92			0.22			0.70


			NC_010446.5			115779121			intron_variant			COL11A1			C			A			0.92			0.24			0.69


			NC_010446.5			115779131			intron_variant			COL11A1			C			T			0.92			0.25			0.67


			NC_010446.5			115779219			intron_variant			COL11A1			C			T			0.12			0.67			0.54


			NC_010446.5			115779820			intron_variant			COL11A1			T			C			0.92			0.28			0.64


			NC_010446.5			115780032			intron_variant			COL11A1			A			G			0.05			0.63			0.58


			NC_010446.5			115780497			intron_variant			COL11A1			G			T			0.08			0.59			0.51


			NC_010446.5			115780599			intron_variant			COL11A1			A			G			0.15			0.68			0.53


			NC_010446.5			115780614			intron_variant			COL11A1			A			G			0.16			0.68			0.53


			NC_010446.5			115780902			intron_variant			COL11A1			C			T			0.17			0.68			0.51


			NC_010449.5			75691370			splice_region_variant&intron_variant			LOC100736765			G			A			0.86			0.08			0.79


			NC_010446.5			115781179			intron_variant			COL11A1			G			A			0.12			0.65			0.53


			NC_010446.5			115781545			intron_variant			COL11A1			C			T			0.08			0.63			0.55


			NC_010446.5			115781612			intron_variant			COL11A1			T			G			0.01			0.54			0.53


			NC_010446.5			115781832			intron_variant			COL11A1			A			G			0.05			0.61			0.56


			NC_010446.5			115782091			intron_variant			COL11A1			A			C			0.09			0.63			0.54


			NC_010446.5			115782154			intron_variant			COL11A1			C			T			0.05			0.67			0.62


			NC_010446.5			115782244			intron_variant			COL11A1			G			A			0.06			0.68			0.62


			NC_010446.5			115782337			intron_variant			COL11A1			G			A			0.03			0.71			0.67


			NC_010446.5			115782863			intron_variant			COL11A1			C			T			0.10			0.68			0.58


			NC_010446.5			115782864			intron_variant			COL11A1			A			G			0.10			0.68			0.58


			NC_010446.5			115782892			intron_variant			COL11A1			A			C			0.11			0.68			0.57


			NC_010446.5			115783130			intron_variant			COL11A1			C			T			0.03			0.64			0.60


			NC_010446.5			115783442			intron_variant			COL11A1			G			A			0.14			0.65			0.51


			NC_010446.5			115783483			intron_variant			COL11A1			C			T			0.03			0.74			0.70


			NC_010446.5			115787581			intron_variant			COL11A1			C			T			0.00			0.97


			NC_010446.5			115788915			intron_variant			COL11A1			A			G			0.03			0.55			0.52


			NC_010446.5			115790871			intron_variant			COL11A1			C			T			0.93			0.29			0.64


			NC_010446.5			115791363			intron_variant			COL11A1			A			T			0.05			0.66			0.60


			NC_010446.5			115791371			intron_variant			COL11A1			C			T			0.91			0.21			0.70


			NC_010446.5			115792896			intron_variant			COL11A1			A			G			0.96			0.44			0.52


			NC_010446.5			115793908			intron_variant			COL11A1			A			G			0.72			0.21			0.51


			NC_010446.5			115794046			intron_variant			COL11A1			A			G			0.69			0.11			0.58


			NC_010446.5			115794070			intron_variant			COL11A1			T			C			0.73			0.18			0.55


			NC_010446.5			115794114			intron_variant			COL11A1			G			A			0.73			0.03			0.70


			NC_010446.5			115794172			intron_variant			COL11A1			C			T			0.73			0.21			0.52


			NC_010446.5			115744198			intron_variant			COL11A1			C			A			0.59			0.00


			NC_010446.5			115749645			synonymous_variant			COL11A1			C			T			0.93			0.00


			NC_010446.5			115794747			intron_variant			COL11A1			G			C			0.81			0.03			0.78


			NC_010446.5			115794885			intron_variant			COL11A1			C			T			0.90			0.21			0.69


			NC_010446.5			115794915			intron_variant			COL11A1			A			G			0.77			0.03			0.74


			NC_010446.5			115794934			intron_variant			COL11A1			T			C			0.84			0.03			0.82


			NC_010446.5			115794957			intron_variant			COL11A1			T			G			0.90			0.18			0.72


			NC_010446.5			115795059			intron_variant			COL11A1			C			T			0.90			0.13			0.77


			NC_010446.5			115795161			intron_variant			COL11A1			G			C			0.88			0.22			0.66


			NC_010446.5			115795373			intron_variant			COL11A1			T			C			0.82			0.03			0.79


			NC_010446.5			115795411			intron_variant			COL11A1			G			A			0.87			0.21			0.66


			NC_010446.5			115751077			intron_variant			COL11A1			C			T			0.73			0.00


			NC_010446.5			115751078			intron_variant			COL11A1			C			G			0.78			0.00


			NC_010446.5			115796356			intron_variant			COL11A1			G			A			0.88			0.19			0.69


			NC_010446.5			115796436			intron_variant			COL11A1			G			A			0.87			0.22			0.65


			NC_010446.5			115796753			intron_variant			COL11A1			G			C			0.76			0.03			0.74


			NC_010446.5			115751814			intron_variant			COL11A1			T			C			0.74			0.00


			NC_010446.5			115798792			intron_variant			COL11A1			T			C			0.85			0.26			0.58


			NC_010446.5			115798801			intron_variant			COL11A1			A			G			0.33			0.95			0.62


			NC_010446.5			115801417			intron_variant			COL11A1			G			A			0.85			0.21			0.64


			NC_010446.5			115751842			intron_variant			COL11A1			G			A			0.75			0.00


			NC_010446.5			115752036			intron_variant			COL11A1			A			T			0.76			0.00


			NC_010446.5			115803175			intron_variant			COL11A1			T			C			0.90			0.17			0.74


			NC_010446.5			115752402			intron_variant			COL11A1			C			T			0.67			0.00


			NC_010446.5			115805449			intron_variant			COL11A1			G			A			0.58			0.03			0.55


			NC_010446.5			115806548			intron_variant			COL11A1			C			T			0.57			0.03			0.54


			NC_010446.5			115807157			intron_variant			COL11A1			G			A			0.96			0.45			0.52


			NC_010446.5			115816214			intron_variant			COL11A1			A			C			0.33			1.00			0.67


			NC_010446.5			115817975			intron_variant			COL11A1			C			A			0.85			0.33			0.52


			NC_010446.5			115752419			intron_variant			COL11A1			G			A			0.72			0.00


			NC_010446.5			115819068			intron_variant			COL11A1			T			C			0.59			0.03			0.56


			NC_010449.5			75705436			downstream_gene_variant			LOC100736765			A			G			0.86			0.11			0.75


			NC_010446.5			115822438			intron_variant			COL11A1			A			G			0.94			0.41			0.53


			NC_010446.5			115822654			intron_variant			COL11A1			C			G			0.42			0.97			0.55


			NC_010446.5			115828050			intron_variant			COL11A1			G			A			0.90			0.36			0.54


			NC_010446.5			115752487			intron_variant			COL11A1			G			A			0.68			0.00


			NC_010446.5			115831505			intron_variant			COL11A1			A			G			0.14			0.66			0.52


			NC_010443.5			162179013			5_prime_UTR_variant			ALPK2			G			A			0.86			0.26			0.60


			NC_010447.5			21476319			intron_variant			ERBB3			A			G			0.28			0.82			0.54


			NC_010446.5			115752669			intron_variant			COL11A1			C			T			0.65			0.00


			NC_010447.5			21486537			intron_variant			ERBB3			G			C			0.11			0.84			0.73


			NC_010447.5			21486552			intron_variant			ERBB3			T			A			0.05			0.84			0.79


			NC_010447.5			21488169			intron_variant			ERBB3			A			G			0.88			0.08			0.80


			NC_010447.5			21488318			intron_variant			ERBB3			T			C			0.29			0.88			0.59


			NC_010448.4			146167759			3_prime_UTR_variant			PDE4B			T			G			0.86			0.08			0.78


			NC_010447.5			21488537			intron_variant			ERBB3			C			A			0.10			0.90			0.80


			NC_010447.5			21490091			intron_variant			ERBB3			C			G			0.05			0.63			0.58


			NC_010447.5			21490762			intron_variant			ERBB3			C			T			0.09			0.86			0.77


			NC_010447.5			21491124			intron_variant			ERBB3			A			G			0.33			0.96			0.63


			NC_010447.5			21491359			intron_variant			ERBB3			A			T			0.10			0.79			0.68


			NC_010447.5			21491409			intron_variant			ERBB3			T			G			0.10			0.82			0.72


			NC_010447.5			21491447			intron_variant			ERBB3			C			T			0.07			0.82			0.75


			NC_010447.5			21491486			intron_variant			ERBB3			A			G			0.06			0.96			0.90


			NC_010451.4			13041430			3_prime_UTR_variant			TENM4			T			C			0.86			0.18			0.68


			NC_010447.5			22554007			intron_variant			STAC3			C			T			0.01			0.53			0.52


			NC_010447.5			22555443			intron_variant			STAC3			G			A			0.24			0.87			0.62


			NC_010452.4			8392457			downstream_gene_variant			TGFB2			G			A			0.86			0.11			0.75


			NC_010452.4			23532278			synonymous_variant			CACNA1S			T			G			0.86			0.11			0.75


			NC_010447.5			22557347			intergenic_region			STAC3-R3HDM2			G			A			0.21			0.85			0.64


			NC_010447.5			22557412			intergenic_region			STAC3-R3HDM2			T			G			0.19			0.79			0.60


			NC_010447.5			22557421			intergenic_region			STAC3-R3HDM2			G			A			0.27			0.79			0.53


			NC_010454.4			55135035			upstream_gene_variant			LOC110255887			G			A			0.86			0.11			0.75


			NC_010447.5			47694400			intergenic_region			BHLHE41-LOC106509230			A			T			0.65			0.11			0.54


			NC_010447.5			64441761			intron_variant			CD9			C			T			0.47			1.00			0.53


			NC_010447.5			64442116			intron_variant			CD9			A			T			0.13			0.92			0.79


			NC_010447.5			64449828			intron_variant			CD9			C			T			0.11			0.93			0.83


			NC_010447.5			64450747			intron_variant			CD9			C			T			0.33			0.95			0.62


			NC_010447.5			64450756			intron_variant			CD9			C			T			0.33			0.92			0.60


			NC_010447.5			64451010			intron_variant			CD9			A			G			0.33			0.92			0.59


			NC_010447.5			64451017			intron_variant			CD9			G			A			0.34			0.92			0.58


			NC_010447.5			64451545			intron_variant			CD9			G			C			0.33			0.92			0.60


			NC_010447.5			64452003			intron_variant			CD9			T			C			0.28			0.87			0.59


			NC_010447.5			64452645			intron_variant			CD9			C			T			0.26			0.90			0.64


			NC_010447.5			64452734			intron_variant			CD9			T			C			0.30			0.91			0.61


			NC_010447.5			64452949			intron_variant			CD9			T			C			0.26			0.88			0.63


			NC_010447.5			64456343			intron_variant			CD9			A			G			0.12			0.64			0.52


			NC_010455.5			205937524			upstream_gene_variant			PDE9A			A			C			0.86			0.28			0.58


			NC_010457.5			33569852			synonymous_variant			MYOM2			T			C			0.86			0.05			0.81


			NC_010457.5			33574636			synonymous_variant			MYOM2			T			C			0.86			0.05			0.81


			NC_010457.5			33577752			synonymous_variant			MYOM2			T			C			0.86			0.05			0.81


			NC_010457.5			73726489			missense_variant			XIRP2			C			A			0.86			0.06			0.80


			NC_010458.4			37904957			synonymous_variant			PDE4D			T			C			0.86			0.13			0.73


			NC_010458.4			67115452			upstream_gene_variant			SGCD			T			A			0.86			0.33			0.53


			NC_010447.5			74871138			intron_variant			TWF1			C			T			0.96			0.44			0.51


			NC_010447.5			74871200			intron_variant			TWF1			A			G			0.96			0.35			0.61


			NC_010447.5			74872254			intron_variant			TWF1			T			C			0.75			0.05			0.70


			NC_010447.5			74872256			intron_variant			TWF1			A			G			0.99			0.44			0.55


			NC_010447.5			74872299			intron_variant			TWF1			T			C			0.71			0.03			0.68


			NC_010447.5			74872940			intron_variant			TWF1			C			T			0.68			0.03			0.66


			NC_010447.5			74874769			intron_variant			TWF1			T			C			0.56			0.03			0.53


			NC_010446.5			115752692			intron_variant			COL11A1			T			C			0.74			0.00


			NC_010447.5			74875557			intron_variant			TWF1			G			A			0.99			0.42			0.57


			NC_010447.5			74875975			intron_variant			TWF1			G			A			0.83			0.03			0.80


			NC_010459.5			49017019			upstream_gene_variant			EYA2			G			A			0.86			0.08			0.78


			NC_010447.5			74876905			intron_variant			TWF1			C			T			0.01			0.53			0.51


			NC_010447.5			74877326			intron_variant			TWF1			C			T			0.00			0.53


			NC_010447.5			74878267			intron_variant			TWF1			C			T			0.01			0.56			0.55


			NC_010447.5			74879528			intron_variant			TWF1			A			G			0.99			0.31			0.67


			NC_010460.4			19776221			missense_variant			FLNC			A			G			0.86			0.13			0.73


			NC_010460.4			19776231			synonymous_variant			FLNC			C			T			0.86			0.13			0.73


			NC_010460.4			23812199			synonymous_variant			LMOD2			G			A			0.86			0.13			0.73


			NC_010445.4			17288722			3_prime_UTR_variant			TRIM72			G			T			0.86			0.03			0.83


			NC_010449.5			75696816			synonymous_variant			LOC100736765			A			G			0.86			0.16			0.70


			NC_010446.5			115752703			intron_variant			COL11A1			C			T			0.70			0.00


			NC_010446.5			115752732			intron_variant			COL11A1			T			C			0.77			0.00


			NC_010443.5			129013136			synonymous_variant			CAPN3			C			T			0.86			0.03			0.83


			NC_010447.5			104274447			intron_variant			CSRP2			G			T			0.01			0.71			0.69


			NC_010447.5			104277719			intron_variant			CSRP2			G			A			0.01			0.75			0.74


			NC_010447.5			104277807			intron_variant			CSRP2			C			T			0.95			0.21			0.74


			NC_010447.5			104278226			intron_variant			CSRP2			G			A			0.01			0.69			0.68


			NC_010447.5			104281227			intron_variant			CSRP2			T			C			0.68			0.05			0.63


			NC_010447.5			104282246			intron_variant			CSRP2			A			G			0.98			0.24			0.74


			NC_010447.5			104285966			intron_variant			CSRP2			A			G			0.95			0.26			0.69


			NC_010447.5			104287517			intron_variant			CSRP2			A			G			0.96			0.14			0.82


			NC_010447.5			104288006			intron_variant			CSRP2			A			G			0.90			0.18			0.72


			NC_010447.5			104290199			intron_variant			CSRP2			A			G			0.85			0.24			0.61


			NC_010447.5			104293531			intron_variant			CSRP2			A			G			0.01			0.71			0.69


			NC_010447.5			104293938			intron_variant			CSRP2			T			C			0.07			0.74			0.67


			NC_010448.4			44599791			intron_variant			SCN1B			C			T			0.67			0.08			0.59


			NC_010448.4			44599861			intron_variant			SCN1B			C			T			0.65			0.03			0.62


			NC_010448.4			44601264			intron_variant			SCN1B			T			C			0.93			0.11			0.82


			NC_010448.4			47683704			intron_variant			SIRT2			G			A			0.07			0.89			0.82


			NC_010448.4			47685156			intron_variant			SIRT2			C			T			0.06			0.74			0.67


			NC_010448.4			47685433			intron_variant			SIRT2			C			A			0.05			0.75			0.70


			NC_010448.4			47686742			intron_variant			SIRT2			G			A			0.93			0.18			0.74


			NC_010448.4			47686979			intron_variant			SIRT2			G			A			0.05			0.79			0.74


			NC_010448.4			47687426			intron_variant			SIRT2			C			A			0.05			0.72			0.67


			NC_010448.4			47688228			intron_variant			SIRT2			C			T			0.06			0.79			0.74


			NC_010448.4			47688584			intron_variant			SIRT2			C			T			0.05			0.79			0.74


			NC_010448.4			47688622			intron_variant			SIRT2			T			A			0.06			0.84			0.78


			NC_010448.4			47688669			intron_variant			SIRT2			T			C			0.07			0.74			0.67


			NC_010448.4			47688691			intron_variant			SIRT2			C			T			0.07			0.76			0.69


			NC_010448.4			47689393			intron_variant			SIRT2			C			T			0.03			0.76			0.73


			NC_010448.4			47690283			intron_variant			SIRT2			G			A			0.06			0.65			0.59


			NC_010448.4			47690368			intron_variant			SIRT2			C			T			0.09			0.71			0.63


			NC_010448.4			47691136			intron_variant			SIRT2			C			A			0.03			0.72			0.69


			NC_010448.4			47691206			intron_variant			SIRT2			A			G			0.06			0.74			0.68


			NC_010448.4			47691669			intron_variant			SIRT2			A			G			0.15			0.72			0.57


			NC_010446.5			115752809			intron_variant			COL11A1			T			C			0.76			0.00


			NC_010448.4			47700380			intron_variant			SIRT2			C			T			0.17			0.79			0.62


			NC_010448.4			47700560			intron_variant			SIRT2			C			T			0.06			0.82			0.76


			NC_010448.4			47700655			intron_variant			SIRT2			G			A			0.06			0.82			0.76


			NC_010448.4			47701090			intron_variant			SIRT2			C			A			0.75			0.11			0.64


			NC_010443.5			129013139			synonymous_variant			CAPN3			T			C			0.86			0.03			0.83


			NC_010449.5			75692432			synonymous_variant			LOC100736765			T			C			0.86			0.16			0.70


			NC_010448.4			48306974			intron_variant			DYRK1B			T			C			0.89			0.17			0.73


			NC_010448.4			48309797			intron_variant			DYRK1B			C			T			0.05			0.81			0.76


			NC_010448.4			48310039			intron_variant			DYRK1B			G			A			0.06			0.87			0.81


			NC_010448.4			48310100			intron_variant			DYRK1B			C			A			0.90			0.13			0.77


			NC_010448.4			48310921			intron_variant			DYRK1B			G			A			0.06			0.75			0.69


			NC_010448.4			48311778			intron_variant			DYRK1B			C			T			0.05			0.84			0.80


			NC_010448.4			48313275			intron_variant			DYRK1B			G			C			0.06			0.91			0.84


			NC_010448.4			48313418			intron_variant			DYRK1B			T			C			0.91			0.10			0.81


			NC_010448.4			49335437			intron_variant			TGFB1			T			C			0.28			0.86			0.58


			NC_010448.4			49341489			intron_variant			TGFB1			C			G			0.37			0.88			0.52


			NC_010446.5			115752838			intron_variant			COL11A1			C			G			0.73			0.00


			NC_010446.5			115794232			intron_variant			COL11A1			G			A			0.56			0.00


			NC_010446.5			115794316			intron_variant			COL11A1			T			G			0.85			0.00


			NC_010448.4			55102215			intron_variant			MYH14			G			A			0.03			0.54			0.51


			NC_010446.5			115795456			intron_variant			COL11A1			G			C			0.84			0.00


			NC_010446.5			115795544			intron_variant			COL11A1			T			C			0.84			0.00


			NC_010446.5			115797845			intron_variant			COL11A1			A			T			0.51			0.00


			NC_010446.5			115802752			intron_variant			COL11A1			A			G			0.55			0.00


			NC_010446.5			115803028			intron_variant			COL11A1			G			A			0.51			0.00


			NC_010446.5			115803235			intron_variant			COL11A1			C			T			0.59			0.00


			NC_010446.5			115818230			intron_variant			COL11A1			T			C			0.52			0.00


			NC_010447.5			74875232			intron_variant			TWF1			A			G			0.60			0.00


			NC_010447.5			100755208			synonymous_variant			MYF5			C			G			0.84			0.00


			NC_010448.4			47692870			intron_variant			SIRT2			C			T			0.55			0.00


			NC_010448.4			55157505			intron_variant			MYH14			C			T			0.99			0.31			0.68


			NC_010448.4			47703642			upstream_gene_variant			SIRT2			C			A			0.54			0.00


			NC_010448.4			55098073			intron_variant			MYH14			C			T			0.52			0.00


			NC_010448.4			55101052			intron_variant			MYH14			G			A			0.53			0.00


			NC_010448.4			55101162			intron_variant			MYH14			C			T			0.53			0.00


			NC_010448.4			55111278			intron_variant			MYH14			G			C			0.51			0.00


			NC_010448.4			55117190			intron_variant			MYH14			G			C			0.55			0.00


			NC_010448.4			55121689			intron_variant			MYH14			C			T			0.51			0.00


			NC_010448.4			55170837			intron_variant			MYH14			A			T			0.90			0.36			0.54


			NC_010448.4			55126261			intron_variant			MYH14			C			T			0.51			0.00


			NC_010448.4			55126782			intron_variant			MYH14			C			A			0.51			0.00


			NC_010448.4			65170661			intron_variant			TP73			G			T			0.91			0.33			0.57


			NC_010448.4			55136620			intron_variant			MYH14			C			A			0.53			0.00


			NC_010448.4			55139186			intron_variant			MYH14			G			A			0.52			0.00


			NC_010448.4			65176274			intron_variant			TP73			G			C			0.99			0.37			0.62


			NC_010443.5			240842676			upstream_gene_variant			TGFBR1			T			C			0.86			0.08			0.78


			NC_010448.4			55144829			intron_variant			MYH14			C			T			0.52			0.00


			NC_010448.4			55151456			intron_variant			MYH14			G			A			0.53			0.00


			NC_010448.4			55154684			intron_variant			MYH14			G			A			0.54			0.00


			NC_010448.4			55157634			intron_variant			MYH14			G			A			0.56			0.00


			NC_010448.4			55161613			intron_variant			MYH14			C			T			0.52			0.00


			NC_010448.4			55161991			intron_variant			MYH14			C			T			0.52			0.00


			NC_010448.4			72177743			intergenic_region			TNFRSF8-TNFRSF1B			T			C			0.91			0.16			0.75


			NC_010448.4			72179842			intergenic_region			TNFRSF8-TNFRSF1B			A			G			0.69			0.12			0.57


			NC_010448.4			72184223			intergenic_region			TNFRSF8-TNFRSF1B			A			G			0.66			0.13			0.53


			NC_010448.4			72184436			intergenic_region			TNFRSF8-TNFRSF1B			A			G			0.65			0.06			0.59


			NC_010448.4			72184721			intergenic_region			TNFRSF8-TNFRSF1B			C			A			0.98			0.17			0.81


			NC_010448.4			72185173			intergenic_region			TNFRSF8-TNFRSF1B			C			T			0.95			0.13			0.82


			NC_010448.4			72185281			intergenic_region			TNFRSF8-TNFRSF1B			C			A			0.96			0.14			0.82


			NC_010448.4			72187220			intergenic_region			TNFRSF8-TNFRSF1B			T			C			0.95			0.11			0.84


			NC_010448.4			72187228			intergenic_region			TNFRSF8-TNFRSF1B			T			C			0.95			0.08			0.86


			NC_010448.4			72187368			intergenic_region			TNFRSF8-TNFRSF1B			T			C			0.95			0.14			0.81


			NC_010448.4			72187397			intergenic_region			TNFRSF8-TNFRSF1B			T			C			0.96			0.16			0.81


			NC_010448.4			72187485			intergenic_region			TNFRSF8-TNFRSF1B			G			C			0.94			0.14			0.80


			NC_010448.4			72187500			intergenic_region			TNFRSF8-TNFRSF1B			C			T			0.94			0.13			0.81


			NC_010448.4			72187623			intergenic_region			TNFRSF8-TNFRSF1B			C			T			0.93			0.08			0.85


			NC_010448.4			72187746			intergenic_region			TNFRSF8-TNFRSF1B			C			T			0.95			0.11			0.85


			NC_010448.4			72187751			intergenic_region			TNFRSF8-TNFRSF1B			A			C			0.88			0.11			0.77


			NC_010448.4			72187816			intergenic_region			TNFRSF8-TNFRSF1B			G			T			0.92			0.09			0.83


			NC_010448.4			72187894			intergenic_region			TNFRSF8-TNFRSF1B			C			T			0.92			0.13			0.79


			NC_010448.4			72187934			intergenic_region			TNFRSF8-TNFRSF1B			A			G			0.92			0.11			0.81


			NC_010448.4			72187963			intergenic_region			TNFRSF8-TNFRSF1B			A			T			0.93			0.14			0.79


			NC_010448.4			72188008			intergenic_region			TNFRSF8-TNFRSF1B			T			C			0.94			0.19			0.75


			NC_010448.4			72188254			intergenic_region			TNFRSF8-TNFRSF1B			A			C			0.97			0.24			0.73


			NC_010448.4			72188401			intergenic_region			TNFRSF8-TNFRSF1B			T			G			0.95			0.21			0.74


			NC_010448.4			72188519			intergenic_region			TNFRSF8-TNFRSF1B			G			A			0.94			0.19			0.74


			NC_010448.4			72188555			intergenic_region			TNFRSF8-TNFRSF1B			C			T			0.90			0.18			0.73


			NC_010448.4			72197598			intron_variant			TNFRSF1B			C			T			0.95			0.24			0.72


			NC_010448.4			72198292			intron_variant			TNFRSF1B			A			G			0.87			0.25			0.62


			NC_010448.4			72198381			intron_variant			TNFRSF1B			T			C			0.85			0.18			0.66


			NC_010448.4			72198433			intron_variant			TNFRSF1B			C			A			0.83			0.13			0.69


			NC_010448.4			72200140			intron_variant			TNFRSF1B			T			C			0.78			0.10			0.68


			NC_010448.4			72200596			intron_variant			TNFRSF1B			A			G			0.94			0.29			0.65


			NC_010448.4			72203888			intron_variant			TNFRSF1B			G			A			0.95			0.21			0.74


			NC_010448.4			72206608			intron_variant			TNFRSF1B			A			G			0.95			0.19			0.76


			NC_010448.4			72206659			intron_variant			TNFRSF1B			T			C			0.95			0.12			0.83


			NC_010448.4			72207497			intron_variant			TNFRSF1B			C			T			0.95			0.16			0.79


			NC_010448.4			72208616			intron_variant			TNFRSF1B			G			A			0.68			0.14			0.54


			NC_010448.4			72209487			intron_variant			TNFRSF1B			A			G			0.93			0.16			0.77


			NC_010448.4			72209632			intron_variant			TNFRSF1B			T			C			0.80			0.11			0.69


			NC_010448.4			72209901			intron_variant			TNFRSF1B			A			T			0.88			0.16			0.73


			NC_010448.4			72210114			intron_variant			TNFRSF1B			T			A			0.97			0.18			0.78


			NC_010448.4			72215192			intron_variant			TNFRSF1B			C			T			0.78			0.13			0.64


			NC_010448.4			72215291			intron_variant			TNFRSF1B			G			A			0.77			0.13			0.64


			NC_010448.4			72215542			intron_variant			TNFRSF1B			C			G			0.93			0.15			0.78


			NC_010448.4			72215879			intron_variant			TNFRSF1B			C			T			0.93			0.14			0.79


			NC_010448.4			72216358			intron_variant			TNFRSF1B			T			C			0.82			0.11			0.70


			NC_010448.4			72216572			intron_variant			TNFRSF1B			A			C			0.97			0.19			0.79


			NC_010448.4			72217145			intron_variant			TNFRSF1B			T			C			0.97			0.13			0.84


			NC_010448.4			55163116			intron_variant			MYH14			G			A			0.54			0.00


			NC_010448.4			72218787			intron_variant			TNFRSF1B			T			C			0.95			0.13			0.82


			NC_010448.4			72218804			intron_variant			TNFRSF1B			T			C			0.95			0.11			0.85


			NC_010448.4			72218947			intron_variant			TNFRSF1B			T			G			0.94			0.21			0.73


			NC_010448.4			72219127			intron_variant			TNFRSF1B			G			A			0.94			0.21			0.73


			NC_010448.4			72219478			intron_variant			TNFRSF1B			A			G			0.95			0.18			0.76


			NC_010448.4			72219660			intron_variant			TNFRSF1B			C			A			0.96			0.18			0.78


			NC_010448.4			72220397			intron_variant			TNFRSF1B			G			A			0.95			0.14			0.81


			NC_010448.4			72220535			intron_variant			TNFRSF1B			T			C			0.97			0.15			0.82


			NC_010448.4			72221587			intron_variant			TNFRSF1B			A			C			0.94			0.14			0.80


			NC_010448.4			72221880			intron_variant			TNFRSF1B			T			G			0.65			0.08			0.57


			NC_010448.4			72223011			intron_variant			TNFRSF1B			T			C			0.89			0.17			0.72


			NC_010448.4			72223089			intron_variant			TNFRSF1B			C			A			0.87			0.11			0.77


			NC_010448.4			72223540			intron_variant			TNFRSF1B			T			C			0.89			0.13			0.76


			NC_010448.4			72223572			intron_variant			TNFRSF1B			G			T			0.89			0.16			0.73


			NC_010448.4			72223597			intron_variant			TNFRSF1B			T			C			0.95			0.16			0.79


			NC_010448.4			72223780			intron_variant			TNFRSF1B			G			A			0.92			0.15			0.77


			NC_010448.4			72224449			intron_variant			TNFRSF1B			T			C			0.93			0.19			0.74


			NC_010448.4			72225914			intron_variant			TNFRSF1B			G			T			0.96			0.11			0.84


			NC_010448.4			72226133			intron_variant			TNFRSF1B			T			G			0.95			0.16			0.79


			NC_010448.4			72226586			intron_variant			TNFRSF1B			T			C			0.93			0.16			0.77


			NC_010443.5			129013788			upstream_gene_variant			CAPN3			G			T			0.85			0.03			0.83


			NC_010449.5			112160036			upstream_gene_variant			CALM1			T			C			0.85			0.08			0.77


			NC_010443.5			126909188			missense_variant			SPG11			A			G			0.85			0.12			0.73


			NC_010444.4			15246777			upstream_gene_variant			MYBPC3			C			A			0.85			0.09			0.76


			NC_010444.4			15246782			upstream_gene_variant			MYBPC3			A			G			0.85			0.14			0.71


			NC_010448.4			83252637			intron_variant			SELENON			A			G			0.94			0.34			0.60


			NC_010448.4			83252737			intron_variant			SELENON			G			T			0.91			0.29			0.62


			NC_010448.4			83255376			intron_variant			SELENON			T			C			0.97			0.36			0.61


			NC_010448.4			83255524			intron_variant			SELENON			T			C			0.96			0.36			0.60


			NC_010448.4			83257341			intron_variant			SELENON			T			C			0.96			0.29			0.67


			NC_010448.4			83258291			intron_variant			SELENON			T			C			0.60			0.05			0.54


			NC_010448.4			83259686			intron_variant			SELENON			C			T			0.76			0.26			0.50


			NC_010448.4			83259776			intron_variant			SELENON			T			C			0.98			0.26			0.71


			NC_010448.4			55168459			intron_variant			MYH14			A			T			0.54			0.00


			NC_010448.4			55168954			intron_variant			MYH14			C			T			0.51			0.00


			NC_010448.4			55170810			intron_variant			MYH14			G			T			0.54			0.00


			NC_010448.4			55179073			intron_variant			MYH14			G			A			0.52			0.00


			NC_010448.4			55182263			intron_variant			MYH14			G			A			0.51			0.00


			NC_010448.4			112402476			intron_variant			CDH2			A			G			0.68			0.11			0.58


			NC_010448.4			112411402			intron_variant			CDH2			C			T			0.90			0.16			0.74


			NC_010448.4			65173311			intron_variant			TP73			G			A			0.52			0.00


			NC_010448.4			112412960			intron_variant			CDH2			C			A			0.64			0.06			0.58


			NC_010448.4			65173902			intron_variant			TP73			G			C			0.58			0.00


			NC_010448.4			112417809			intron_variant			CDH2			T			C			0.86			0.11			0.75


			NC_010448.4			65212459			intron_variant			TP73			A			G			0.70			0.00


			NC_010448.4			65214301			intron_variant			TP73			A			G			0.63			0.00


			NC_010448.4			65214322			intron_variant			TP73			G			A			0.61			0.00


			NC_010448.4			112427094			intron_variant			CDH2			A			T			0.89			0.05			0.84


			NC_010448.4			65214489			intron_variant			TP73			T			C			0.58			0.00


			NC_010448.4			65214548			intron_variant			TP73			T			C			0.61			0.00


			NC_010448.4			112427937			intron_variant			CDH2			G			C			0.91			0.24			0.67


			NC_010448.4			112433121			intron_variant			CDH2			T			C			0.83			0.05			0.78


			NC_010448.4			65214826			intron_variant			TP73			T			C			0.68			0.00


			NC_010448.4			112433429			intron_variant			CDH2			A			G			0.90			0.05			0.84


			NC_010448.4			112433565			intron_variant			CDH2			T			G			0.91			0.03			0.88


			NC_010448.4			112433863			intron_variant			CDH2			A			G			0.91			0.03			0.88


			NC_010448.4			112437248			intron_variant			CDH2			C			T			0.88			0.22			0.65


			NC_010448.4			112440756			intron_variant			CDH2			T			C			0.87			0.24			0.63


			NC_010448.4			112441299			intron_variant			CDH2			A			T			0.88			0.26			0.62


			NC_010448.4			72218413			intron_variant			TNFRSF1B			A			G			0.53			0.00


			NC_010448.4			112398197			intron_variant			CDH2			T			A			0.66			0.00


			NC_010448.4			112398405			intron_variant			CDH2			T			C			0.64			0.00


			NC_010448.4			112398507			intron_variant			CDH2			T			C			0.66			0.00


			NC_010448.4			112398676			intron_variant			CDH2			C			T			0.65			0.00


			NC_010448.4			112401528			intron_variant			CDH2			T			C			0.65			0.00


			NC_010448.4			112411828			intron_variant			CDH2			G			A			0.70			0.00


			NC_010448.4			112413812			intron_variant			CDH2			T			C			0.63			0.00


			NC_010448.4			112425800			intron_variant			CDH2			C			G			0.89			0.00


			NC_010448.4			112426198			intron_variant			CDH2			C			T			0.53			0.00


			NC_010448.4			112426535			intron_variant			CDH2			C			A			0.53			0.00


			NC_010448.4			112427143			intron_variant			CDH2			C			T			0.59			0.00


			NC_010448.4			112427192			intron_variant			CDH2			C			G			0.57			0.00


			NC_010448.4			112433203			intron_variant			CDH2			C			A			0.57			0.00


			NC_010448.4			112443175			intron_variant			CDH2			T			C			0.57			0.00


			NC_010448.4			112443361			intron_variant			CDH2			T			A			0.69			0.00


			NC_010448.4			112443987			intron_variant			CDH2			G			A			0.70			0.00


			NC_010448.4			112444106			intron_variant			CDH2			A			C			0.70			0.00


			NC_010448.4			112444873			intron_variant			CDH2			T			C			0.70			0.00


			NC_010448.4			112446323			intron_variant			CDH2			A			G			0.71			0.00


			NC_010448.4			112446426			intron_variant			CDH2			T			C			0.64			0.00


			NC_010448.4			112446443			intron_variant			CDH2			T			C			0.60			0.00


			NC_010448.4			112446579			intron_variant			CDH2			T			C			0.55			0.00


			NC_010448.4			112447574			intron_variant			CDH2			G			A			0.56			0.00


			NC_010448.4			112447689			intron_variant			CDH2			A			G			0.63			0.00


			NC_010448.4			112447753			intron_variant			CDH2			C			T			0.61			0.00


			NC_010448.4			112453992			intron_variant			CDH2			A			G			0.88			0.05			0.82


			NC_010448.4			112447760			intron_variant			CDH2			T			A			0.60			0.00


			NC_010448.4			112454877			intron_variant			CDH2			C			T			0.95			0.39			0.56


			NC_010448.4			112447766			intron_variant			CDH2			C			T			0.64			0.00


			NC_010448.4			112456950			intron_variant			CDH2			A			G			0.88			0.06			0.83


			NC_010448.4			112447775			intron_variant			CDH2			T			C			0.70			0.00


			NC_010448.4			112447817			intron_variant			CDH2			C			T			0.60			0.00


			NC_010448.4			112448044			intron_variant			CDH2			C			G			0.58			0.00


			NC_010448.4			112448045			intron_variant			CDH2			A			G			0.66			0.00


			NC_010448.4			112448335			intron_variant			CDH2			A			G			0.51			0.00


			NC_010448.4			112449193			intron_variant			CDH2			T			C			0.71			0.00


			NC_010448.4			112449243			intron_variant			CDH2			C			T			0.75			0.00


			NC_010448.4			112449579			intron_variant			CDH2			C			T			0.72			0.00


			NC_010448.4			112467219			intron_variant			CDH2			C			T			0.90			0.22			0.68


			NC_010448.4			112472220			intron_variant			CDH2			C			T			0.88			0.24			0.65


			NC_010448.4			112473663			intron_variant			CDH2			C			T			0.67			0.05			0.61


			NC_010448.4			112473761			intron_variant			CDH2			C			T			0.67			0.05			0.62


			NC_010448.4			112477157			intron_variant			CDH2			A			G			0.95			0.39			0.56


			NC_010448.4			112478868			intron_variant			CDH2			G			C			0.81			0.21			0.60


			NC_010448.4			112479382			intron_variant			CDH2			A			G			0.80			0.29			0.51


			NC_010448.4			112486472			intron_variant			CDH2			T			C			0.77			0.11			0.66


			NC_010448.4			112487701			intron_variant			CDH2			A			G			0.74			0.21			0.53


			NC_010448.4			112492135			intron_variant			CDH2			C			T			0.74			0.21			0.53


			NC_010448.4			112450243			intron_variant			CDH2			T			C			0.68			0.00


			NC_010448.4			112451870			intron_variant			CDH2			G			T			0.57			0.00


			NC_010448.4			112451946			intron_variant			CDH2			A			G			0.60			0.00


			NC_010448.4			112493051			intron_variant			CDH2			G			A			0.74			0.03			0.71


			NC_010448.4			112493073			intron_variant			CDH2			C			G			0.83			0.03			0.80


			NC_010448.4			112493254			intron_variant			CDH2			G			C			0.79			0.03			0.76


			NC_010448.4			112493297			intron_variant			CDH2			C			T			0.79			0.03			0.76


			NC_010448.4			112493321			intron_variant			CDH2			A			G			0.79			0.03			0.77


			NC_010448.4			112493323			intron_variant			CDH2			G			A			0.79			0.03			0.77


			NC_010448.4			112493391			intron_variant			CDH2			A			T			0.79			0.05			0.74


			NC_010448.4			112493464			intron_variant			CDH2			A			G			0.80			0.05			0.74


			NC_010448.4			112493520			intron_variant			CDH2			C			T			0.81			0.06			0.75


			NC_010448.4			112453449			intron_variant			CDH2			T			C			0.63			0.00


			NC_010448.4			112493767			intron_variant			CDH2			G			C			0.78			0.05			0.73


			NC_010448.4			112493851			intron_variant			CDH2			C			T			0.81			0.05			0.75


			NC_010448.4			112493858			intron_variant			CDH2			T			A			0.79			0.05			0.74


			NC_010448.4			112493912			intron_variant			CDH2			T			C			0.79			0.06			0.73


			NC_010448.4			112494041			intron_variant			CDH2			A			T			0.81			0.05			0.76


			NC_010448.4			112494164			intron_variant			CDH2			G			T			0.80			0.05			0.75


			NC_010448.4			112454434			intron_variant			CDH2			A			G			0.71			0.00


			NC_010448.4			112494324			intron_variant			CDH2			A			T			0.79			0.05			0.74


			NC_010448.4			112494433			intron_variant			CDH2			T			C			0.81			0.05			0.76


			NC_010448.4			112494484			intron_variant			CDH2			T			C			0.80			0.05			0.74


			NC_010448.4			112494511			intron_variant			CDH2			G			A			0.73			0.05			0.67


			NC_010448.4			112494553			intron_variant			CDH2			A			G			0.74			0.05			0.69


			NC_010448.4			112456807			intron_variant			CDH2			A			T			0.69			0.00


			NC_010448.4			112458302			intron_variant			CDH2			A			G			0.73			0.00


			NC_010448.4			112494644			intron_variant			CDH2			G			A			0.80			0.06			0.74


			NC_010448.4			112459707			intron_variant			CDH2			C			T			0.58			0.00


			NC_010448.4			112495445			intron_variant			CDH2			C			T			0.76			0.05			0.71


			NC_010448.4			112495528			intron_variant			CDH2			C			T			0.81			0.06			0.75


			NC_010448.4			112495668			intron_variant			CDH2			A			G			0.80			0.03			0.78


			NC_010448.4			112496169			intron_variant			CDH2			T			C			0.78			0.03			0.75


			NC_010448.4			112496190			intron_variant			CDH2			G			A			0.77			0.03			0.75


			NC_010448.4			112496227			intron_variant			CDH2			T			C			0.78			0.03			0.75


			NC_010448.4			112496240			intron_variant			CDH2			T			C			0.77			0.03			0.75


			NC_010448.4			112496301			intron_variant			CDH2			C			T			0.80			0.03			0.78


			NC_010448.4			112496552			intron_variant			CDH2			T			A			0.82			0.03			0.79


			NC_010448.4			112496621			intron_variant			CDH2			G			A			0.80			0.05			0.75


			NC_010448.4			112496721			intron_variant			CDH2			T			C			0.82			0.05			0.77


			NC_010448.4			112459721			intron_variant			CDH2			A			G			0.56			0.00


			NC_010448.4			112459791			intron_variant			CDH2			A			C			0.58			0.00


			NC_010448.4			112460074			intron_variant			CDH2			A			T			0.56			0.00


			NC_010448.4			112460077			intron_variant			CDH2			A			G			0.54			0.00


			NC_010448.4			112497838			intron_variant			CDH2			A			G			0.84			0.05			0.78


			NC_010448.4			112460417			intron_variant			CDH2			C			A			0.61			0.00


			NC_010448.4			112460516			intron_variant			CDH2			C			A			0.59			0.00


			NC_010448.4			112492994			intron_variant			CDH2			T			G			0.81			0.00


			NC_010448.4			112492998			intron_variant			CDH2			G			A			0.59			0.00


			NC_010448.4			112493033			intron_variant			CDH2			C			T			0.59			0.00


			NC_010448.4			112493716			intron_variant			CDH2			C			T			0.57			0.00


			NC_010448.4			112494307			intron_variant			CDH2			C			T			0.58			0.00


			NC_010448.4			112494607			intron_variant			CDH2			C			G			0.79			0.00


			NC_010448.4			112494608			intron_variant			CDH2			C			A			0.79			0.00


			NC_010448.4			112494846			intron_variant			CDH2			A			G			0.79			0.00


			NC_010448.4			112497430			intron_variant			CDH2			A			G			0.71			0.00


			NC_010448.4			112499313			intron_variant			CDH2			A			G			0.90			0.18			0.71


			NC_010448.4			112497506			intron_variant			CDH2			A			G			0.70			0.00


			NC_010448.4			112497550			intron_variant			CDH2			C			T			0.67			0.00


			NC_010448.4			112500355			intron_variant			CDH2			T			C			0.91			0.18			0.72


			NC_010448.4			112497776			intron_variant			CDH2			T			C			0.70			0.00


			NC_010448.4			112498066			intron_variant			CDH2			G			C			0.74			0.00


			NC_010448.4			112498067			intron_variant			CDH2			T			C			0.74			0.00


			NC_010448.4			112501200			intron_variant			CDH2			G			A			0.77			0.26			0.50


			NC_010448.4			112501242			intron_variant			CDH2			G			A			0.78			0.26			0.52


			NC_010448.4			112501713			intron_variant			CDH2			G			A			0.76			0.24			0.52


			NC_010448.4			112501842			intron_variant			CDH2			G			C			0.88			0.21			0.67


			NC_010448.4			112502207			intron_variant			CDH2			G			A			0.87			0.21			0.66


			NC_010448.4			112502383			intron_variant			CDH2			A			G			0.89			0.25			0.64


			NC_010448.4			112502906			intron_variant			CDH2			G			C			0.72			0.03			0.69


			NC_010448.4			112498123			intron_variant			CDH2			C			A			0.71			0.00


			NC_010448.4			112504854			intron_variant			CDH2			T			G			0.74			0.05			0.69


			NC_010448.4			112504908			intron_variant			CDH2			C			G			0.72			0.05			0.67


			NC_010448.4			112506557			intron_variant			CDH2			A			C			0.82			0.21			0.61


			NC_010448.4			112506563			intron_variant			CDH2			A			T			0.77			0.03			0.75


			NC_010448.4			112506564			intron_variant			CDH2			T			C			0.77			0.03			0.75


			NC_010448.4			112506594			intron_variant			CDH2			T			A			0.78			0.05			0.73


			NC_010448.4			112498156			intron_variant			CDH2			C			T			0.69			0.00


			NC_010448.4			112506817			intron_variant			CDH2			T			G			0.74			0.18			0.56


			NC_010448.4			112506905			intron_variant			CDH2			T			C			0.74			0.05			0.69


			NC_010448.4			112508879			intron_variant			CDH2			A			G			0.86			0.24			0.63


			NC_010448.4			112508883			intron_variant			CDH2			T			C			0.86			0.24			0.63


			NC_010448.4			112509322			intron_variant			CDH2			T			C			0.82			0.28			0.54


			NC_010448.4			112509686			intron_variant			CDH2			A			G			0.85			0.21			0.64


			NC_010448.4			112510529			intron_variant			CDH2			T			C			0.84			0.24			0.60


			NC_010448.4			112510972			intron_variant			CDH2			T			A			0.85			0.21			0.63


			NC_010448.4			112511066			intron_variant			CDH2			A			C			0.90			0.16			0.74


			NC_010448.4			112511320			intron_variant			CDH2			G			A			0.89			0.16			0.73


			NC_010448.4			112512367			intron_variant			CDH2			A			G			0.90			0.26			0.64


			NC_010448.4			112512389			intron_variant			CDH2			A			T			0.81			0.26			0.55


			NC_010448.4			112512419			intron_variant			CDH2			G			A			0.56			0.05			0.51


			NC_010448.4			112512689			intron_variant			CDH2			T			A			0.85			0.21			0.64


			NC_010448.4			112498343			intron_variant			CDH2			A			G			0.68			0.00


			NC_010448.4			112515089			intron_variant			CDH2			T			C			0.67			0.03			0.64


			NC_010448.4			112515561			intron_variant			CDH2			C			T			0.90			0.25			0.65


			NC_010448.4			112515818			intron_variant			CDH2			A			G			0.88			0.22			0.65


			NC_010448.4			112515826			intron_variant			CDH2			T			C			0.75			0.17			0.58


			NC_010448.4			112516188			intron_variant			CDH2			T			C			0.87			0.13			0.74


			NC_010448.4			112516434			intron_variant			CDH2			G			A			0.89			0.24			0.65


			NC_010448.4			112498370			intron_variant			CDH2			A			G			0.62			0.00


			NC_010448.4			112519285			intron_variant			CDH2			A			G			0.87			0.22			0.65


			NC_010448.4			112519604			intron_variant			CDH2			A			G			0.85			0.16			0.69


			NC_010448.4			112519660			intron_variant			CDH2			A			G			0.84			0.15			0.69


			NC_010448.4			112520672			intron_variant			CDH2			C			T			0.84			0.24			0.60


			NC_010448.4			112522876			intron_variant			CDH2			C			T			0.57			0.05			0.52


			NC_010448.4			112522987			intron_variant			CDH2			A			G			0.90			0.05			0.85


			NC_010448.4			112498452			intron_variant			CDH2			A			C			0.51			0.00


			NC_010448.4			112523062			intron_variant			CDH2			C			G			0.88			0.05			0.83


			NC_010448.4			112523117			intron_variant			CDH2			A			C			0.91			0.21			0.70


			NC_010448.4			112523668			intron_variant			CDH2			T			C			0.83			0.03			0.80


			NC_010448.4			112498785			intron_variant			CDH2			A			G			0.70			0.00


			NC_010448.4			112523798			intron_variant			CDH2			T			C			0.95			0.37			0.58


			NC_010448.4			112523950			intron_variant			CDH2			C			T			0.87			0.03			0.84


			NC_010448.4			112524014			intron_variant			CDH2			C			A			0.78			0.03			0.75


			NC_010448.4			112524074			intron_variant			CDH2			A			T			0.86			0.06			0.80


			NC_010448.4			112524531			intron_variant			CDH2			C			T			0.84			0.06			0.79


			NC_010448.4			112498815			intron_variant			CDH2			G			A			0.62			0.00


			NC_010448.4			112525342			intron_variant			CDH2			T			C			0.88			0.05			0.83


			NC_010448.4			112499051			intron_variant			CDH2			A			T			0.63			0.00


			NC_010448.4			112499232			intron_variant			CDH2			T			C			0.70			0.00


			NC_010448.4			112499662			intron_variant			CDH2			T			G			0.76			0.00


			NC_010448.4			112500303			intron_variant			CDH2			T			G			0.61			0.00


			NC_010448.4			112500356			intron_variant			CDH2			G			A			0.78			0.00


			NC_010448.4			112500556			intron_variant			CDH2			G			A			0.70			0.00


			NC_010448.4			112526853			intron_variant			CDH2			A			C			0.75			0.05			0.70


			NC_010448.4			112527319			intron_variant			CDH2			G			A			0.95			0.45			0.51


			NC_010448.4			112500723			intron_variant			CDH2			T			C			0.76			0.00


			NC_010448.4			112503989			intron_variant			CDH2			A			G			0.65			0.00


			NC_010448.4			112506746			intron_variant			CDH2			A			T			0.52			0.00


			NC_010448.4			112515081			intron_variant			CDH2			T			C			0.51			0.00


			NC_010448.4			112517771			intron_variant			CDH2			A			G			0.65			0.00


			NC_010448.4			112534298			intron_variant			CDH2			C			T			0.79			0.03			0.76


			NC_010448.4			112523034			intron_variant			CDH2			C			T			0.69			0.00


			NC_010448.4			112537761			intron_variant			CDH2			C			G			0.95			0.45			0.51


			NC_010448.4			112523792			intron_variant			CDH2			C			A			0.65			0.00


			NC_010448.4			112525137			intron_variant			CDH2			G			T			0.68			0.00


			NC_010448.4			112525577			intron_variant			CDH2			G			A			0.73			0.00


			NC_010448.4			112525578			intron_variant			CDH2			C			T			0.73			0.00


			NC_010448.4			112525590			intron_variant			CDH2			G			A			0.71			0.00


			NC_010448.4			112525772			intron_variant			CDH2			C			T			0.89			0.00


			NC_010448.4			112539329			intron_variant			CDH2			G			A			0.86			0.05			0.81


			NC_010448.4			112525781			intron_variant			CDH2			G			A			0.71			0.00


			NC_010448.4			112540632			intron_variant			CDH2			T			C			0.95			0.42			0.53


			NC_010448.4			112540950			intron_variant			CDH2			C			T			0.82			0.05			0.76


			NC_010448.4			112541711			intron_variant			CDH2			C			T			0.68			0.05			0.63


			NC_010448.4			112541717			intron_variant			CDH2			C			T			0.83			0.05			0.78


			NC_010448.4			112542744			intron_variant			CDH2			C			T			0.85			0.03			0.83


			NC_010448.4			112544679			intron_variant			CDH2			T			C			0.63			0.03			0.61


			NC_010448.4			112545580			intron_variant			CDH2			A			G			0.96			0.42			0.54


			NC_010448.4			112545636			intron_variant			CDH2			C			T			0.86			0.05			0.80


			NC_010448.4			112545725			intron_variant			CDH2			A			C			0.87			0.03			0.84


			NC_010448.4			112526818			intron_variant			CDH2			G			A			0.57			0.00


			NC_010448.4			112527794			intron_variant			CDH2			A			G			0.55			0.00


			NC_010448.4			112548510			intron_variant			CDH2			C			T			0.53			0.03			0.51


			NC_010448.4			112552295			intron_variant			CDH2			G			A			0.88			0.05			0.83


			NC_010448.4			112552537			intron_variant			CDH2			A			G			0.87			0.05			0.81


			NC_010448.4			112552803			intron_variant			CDH2			C			G			0.84			0.03			0.81


			NC_010448.4			112552851			intron_variant			CDH2			G			A			0.84			0.05			0.78


			NC_010448.4			112553262			intron_variant			CDH2			T			A			0.89			0.05			0.83


			NC_010448.4			112554376			intron_variant			CDH2			C			T			0.84			0.05			0.78


			NC_010448.4			112561750			intron_variant			CDH2			T			A			0.89			0.05			0.83


			NC_010448.4			112563081			intron_variant			CDH2			G			A			0.87			0.05			0.82


			NC_010448.4			112563293			intron_variant			CDH2			T			C			0.86			0.05			0.81


			NC_010448.4			112563473			intron_variant			CDH2			C			G			0.90			0.05			0.84


			NC_010448.4			112564420			intron_variant			CDH2			G			T			0.84			0.05			0.79


			NC_010448.4			112565334			intron_variant			CDH2			C			T			0.89			0.05			0.83


			NC_010448.4			112566798			intron_variant			CDH2			T			C			0.88			0.05			0.83


			NC_010448.4			112567052			intron_variant			CDH2			G			A			0.88			0.05			0.83


			NC_010448.4			112567070			intron_variant			CDH2			C			T			0.90			0.05			0.85


			NC_010448.4			112527837			intron_variant			CDH2			A			G			0.57			0.00


			NC_010448.4			112567699			intron_variant			CDH2			T			C			0.89			0.05			0.84


			NC_010448.4			112567964			intron_variant			CDH2			C			T			0.89			0.03			0.86


			NC_010448.4			112568460			intron_variant			CDH2			T			C			0.85			0.05			0.80


			NC_010448.4			112568535			intron_variant			CDH2			C			G			0.89			0.08			0.81


			NC_010448.4			112569619			intron_variant			CDH2			T			C			0.78			0.11			0.68


			NC_010448.4			112569661			intron_variant			CDH2			A			G			0.73			0.05			0.67


			NC_010448.4			112571616			intron_variant			CDH2			A			G			0.60			0.05			0.54


			NC_010448.4			112571620			intron_variant			CDH2			G			A			0.60			0.05			0.54


			NC_010448.4			112527843			intron_variant			CDH2			C			T			0.57			0.00


			NC_010448.4			112572531			intron_variant			CDH2			C			T			0.93			0.39			0.53


			NC_010448.4			112573157			intron_variant			CDH2			G			A			0.93			0.39			0.54


			NC_010448.4			112573371			intron_variant			CDH2			C			T			0.79			0.29			0.50


			NC_010448.4			112573687			intron_variant			CDH2			A			G			0.95			0.29			0.65


			NC_010448.4			112575219			intron_variant			CDH2			T			A			0.58			0.03			0.56


			NC_010448.4			112575221			intron_variant			CDH2			T			C			0.58			0.03			0.56


			NC_010448.4			112575382			intron_variant			CDH2			C			G			0.73			0.03			0.71


			NC_010448.4			112575410			intron_variant			CDH2			G			T			0.69			0.03			0.66


			NC_010448.4			112575441			intron_variant			CDH2			C			T			0.68			0.05			0.63


			NC_010448.4			112533141			intron_variant			CDH2			A			G			0.52			0.00


			NC_010448.4			112533427			intron_variant			CDH2			T			G			0.64			0.00


			NC_010448.4			112537412			intron_variant			CDH2			G			A			0.59			0.00


			NC_010448.4			112576491			intron_variant			CDH2			G			A			0.80			0.03			0.77


			NC_010448.4			112576571			intron_variant			CDH2			T			C			0.77			0.05			0.71


			NC_010448.4			112576846			intron_variant			CDH2			G			A			0.95			0.42			0.53


			NC_010448.4			112537919			intron_variant			CDH2			T			C			0.63			0.00


			NC_010448.4			112537947			intron_variant			CDH2			G			A			0.67			0.00


			NC_010448.4			112537968			intron_variant			CDH2			A			G			0.65			0.00


			NC_010448.4			112584388			intron_variant			CDH2			C			T			0.91			0.32			0.59


			NC_010448.4			112538834			intron_variant			CDH2			C			T			0.66			0.00


			NC_010448.4			112539164			intron_variant			CDH2			A			T			0.67			0.00


			NC_010448.4			112539325			intron_variant			CDH2			C			T			0.69			0.00


			NC_010448.4			112539632			intron_variant			CDH2			T			C			0.59			0.00


			NC_010448.4			112545979			intron_variant			CDH2			T			C			0.51			0.00


			NC_010448.4			112546049			intron_variant			CDH2			T			C			0.53			0.00


			NC_010448.4			112567662			intron_variant			CDH2			C			A			0.87			0.00


			NC_010448.4			112571734			intron_variant			CDH2			A			G			0.54			0.00


			NC_010448.4			112575536			intron_variant			CDH2			T			C			0.67			0.00


			NC_010448.4			112575855			intron_variant			CDH2			A			G			0.70			0.00


			NC_010448.4			112576086			intron_variant			CDH2			C			T			0.67			0.00


			NC_010448.4			112581273			intron_variant			CDH2			C			T			0.58			0.00


			NC_010448.4			112581430			intron_variant			CDH2			A			G			0.54			0.00


			NC_010448.4			112582770			intron_variant			CDH2			G			A			0.53			0.00


			NC_010448.4			112584832			intron_variant			CDH2			C			G			0.56			0.00


			NC_010448.4			112584867			intron_variant			CDH2			T			A			0.56			0.00


			NC_010448.4			112585058			intron_variant			CDH2			G			A			0.58			0.00


			NC_010448.4			112585109			intron_variant			CDH2			G			A			0.58			0.00


			NC_010448.4			112587924			intron_variant			CDH2			C			T			0.95			0.45			0.51


			NC_010448.4			112590011			intron_variant			CDH2			T			G			0.94			0.37			0.57


			NC_010448.4			112590304			intron_variant			CDH2			A			C			0.96			0.45			0.52


			NC_010448.4			112592043			intron_variant			CDH2			A			T			0.97			0.42			0.54


			NC_010448.4			112592869			intron_variant			CDH2			A			G			0.77			0.05			0.72


			NC_010448.4			112592880			intron_variant			CDH2			A			T			0.78			0.05			0.73


			NC_010448.4			112585148			intron_variant			CDH2			A			G			0.58			0.00


			NC_010448.4			112585153			intron_variant			CDH2			G			C			0.57			0.00


			NC_010448.4			112585179			intron_variant			CDH2			G			A			0.52			0.00


			NC_010448.4			112585182			intron_variant			CDH2			G			C			0.52			0.00


			NC_010448.4			112585279			intron_variant			CDH2			T			C			0.53			0.00


			NC_010448.4			112594338			intron_variant			CDH2			C			T			0.09			1.00			0.91


			NC_010448.4			112585354			intron_variant			CDH2			A			T			0.58			0.00


			NC_010448.4			112595497			intron_variant			CDH2			A			T			0.30			1.00			0.70


			NC_010448.4			112596401			intron_variant			CDH2			C			T			0.18			1.00			0.82


			NC_010448.4			112596731			intron_variant			CDH2			T			A			0.24			0.96			0.72


			NC_010448.4			112596732			intron_variant			CDH2			A			T			0.25			1.00			0.75


			NC_010448.4			112597016			intron_variant			CDH2			T			C			0.24			1.00			0.76


			NC_010448.4			112597693			intron_variant			CDH2			C			T			0.33			1.00			0.67


			NC_010448.4			112598657			intron_variant			CDH2			G			C			0.14			0.69			0.56


			NC_010448.4			112598912			intron_variant			CDH2			C			A			0.30			1.00			0.70


			NC_010448.4			112598921			intron_variant			CDH2			A			G			0.31			1.00			0.69


			NC_010448.4			112585423			intron_variant			CDH2			C			T			0.60			0.00


			NC_010448.4			112599034			intron_variant			CDH2			A			G			0.31			1.00			0.69


			NC_010448.4			112585436			intron_variant			CDH2			A			G			0.56			0.00


			NC_010448.4			112599345			intron_variant			CDH2			G			A			0.31			1.00			0.69


			NC_010448.4			112599397			intron_variant			CDH2			C			T			0.20			1.00			0.80


			NC_010448.4			112599873			intron_variant			CDH2			G			C			0.28			1.00			0.72


			NC_010448.4			112599882			intron_variant			CDH2			A			G			0.28			1.00			0.72


			NC_010448.4			112599952			intron_variant			CDH2			A			G			0.30			1.00			0.70


			NC_010448.4			112585438			intron_variant			CDH2			A			G			0.66			0.00


			NC_010448.4			112600656			intron_variant			CDH2			T			C			0.24			1.00			0.76


			NC_010448.4			112600663			intron_variant			CDH2			A			G			0.25			1.00			0.75


			NC_010448.4			112600749			intron_variant			CDH2			G			A			0.33			1.00			0.67


			NC_010448.4			112600802			intron_variant			CDH2			T			A			0.29			1.00			0.71


			NC_010448.4			112600811			intron_variant			CDH2			T			C			0.30			1.00			0.70


			NC_010448.4			112600820			intron_variant			CDH2			A			G			0.31			1.00			0.69


			NC_010448.4			112585507			intron_variant			CDH2			T			C			0.56			0.00


			NC_010448.4			112585509			intron_variant			CDH2			C			T			0.56			0.00


			NC_010448.4			112601919			intron_variant			CDH2			A			G			0.98			0.44			0.53


			NC_010448.4			112585639			intron_variant			CDH2			A			G			0.57			0.00


			NC_010448.4			112603066			intron_variant			CDH2			A			G			0.95			0.45			0.50


			NC_010448.4			112585960			intron_variant			CDH2			G			A			0.60			0.00


			NC_010448.4			112586055			intron_variant			CDH2			G			T			0.57			0.00


			NC_010448.4			112604895			intron_variant			CDH2			A			G			0.94			0.39			0.55


			NC_010448.4			112604909			intron_variant			CDH2			C			G			0.94			0.39			0.55


			NC_010448.4			112609650			intron_variant			CDH2			T			G			0.02			0.58			0.56


			NC_010448.4			112610184			intron_variant			CDH2			C			T			0.08			0.95			0.86


			NC_010448.4			112610843			intron_variant			CDH2			T			A			0.21			0.95			0.74


			NC_010448.4			112611022			intron_variant			CDH2			G			A			0.06			0.95			0.89


			NC_010448.4			112611136			intron_variant			CDH2			A			C			0.09			0.95			0.86


			NC_010448.4			112611268			intron_variant			CDH2			G			A			0.10			0.95			0.85


			NC_010448.4			112611338			intron_variant			CDH2			G			A			0.03			0.58			0.54


			NC_010448.4			112611927			intron_variant			CDH2			C			T			0.20			0.95			0.75


			NC_010448.4			112612145			intron_variant			CDH2			T			C			0.18			0.95			0.77


			NC_010448.4			112612210			intron_variant			CDH2			A			G			0.19			0.95			0.76


			NC_010448.4			112612294			intron_variant			CDH2			C			T			0.06			0.95			0.89


			NC_010448.4			112612454			intron_variant			CDH2			A			G			0.15			0.92			0.77


			NC_010448.4			112613019			intron_variant			CDH2			C			T			0.09			0.95			0.86


			NC_010448.4			112613102			intron_variant			CDH2			T			C			0.08			0.95			0.87


			NC_010448.4			112613278			intron_variant			CDH2			T			C			0.20			0.92			0.72


			NC_010448.4			112613463			intron_variant			CDH2			C			T			0.16			0.92			0.76


			NC_010448.4			112613465			intron_variant			CDH2			A			G			0.16			0.92			0.76


			NC_010448.4			112613488			intron_variant			CDH2			A			G			0.06			0.92			0.86


			NC_010448.4			112613589			intron_variant			CDH2			G			A			0.05			0.95			0.90


			NC_010448.4			112613675			intron_variant			CDH2			T			C			0.04			1.00			0.96


			NC_010448.4			112613981			intron_variant			CDH2			T			C			0.06			0.94			0.89


			NC_010448.4			112614346			intron_variant			CDH2			A			G			0.87			0.03			0.84


			NC_010448.4			112614366			intron_variant			CDH2			C			T			0.77			0.03			0.74


			NC_010448.4			112614383			intron_variant			CDH2			A			G			0.09			0.97			0.88


			NC_010448.4			112614470			intron_variant			CDH2			T			C			0.81			0.03			0.78


			NC_010448.4			112614623			intron_variant			CDH2			G			A			0.91			0.03			0.88


			NC_010448.4			112614688			intron_variant			CDH2			C			T			0.56			0.05			0.51


			NC_010448.4			112614953			intron_variant			CDH2			A			C			0.02			0.97			0.95


			NC_010448.4			112615032			intron_variant			CDH2			G			A			0.05			0.91			0.87


			NC_010448.4			112615590			intron_variant			CDH2			T			C			0.88			0.05			0.83


			NC_010448.4			112615624			intron_variant			CDH2			G			A			0.89			0.03			0.87


			NC_010448.4			112616393			intron_variant			CDH2			A			G			0.86			0.06			0.81


			NC_010448.4			112593346			intron_variant			CDH2			G			A			0.60			0.00


			NC_010448.4			112617615			intron_variant			CDH2			C			T			0.08			0.94			0.86


			NC_010448.4			112621335			intron_variant			CDH2			A			G			0.84			0.08			0.76


			NC_010448.4			112622175			intron_variant			CDH2			T			C			0.90			0.05			0.85


			NC_010448.4			112622337			intron_variant			CDH2			T			C			0.88			0.03			0.86


			NC_010448.4			112622378			intron_variant			CDH2			T			C			0.88			0.03			0.85


			NC_010448.4			112622558			intron_variant			CDH2			T			C			0.86			0.05			0.81


			NC_010448.4			112623027			intron_variant			CDH2			C			T			0.89			0.05			0.83


			NC_010448.4			112624072			intron_variant			CDH2			A			G			0.86			0.05			0.81


			NC_010448.4			112626154			intron_variant			CDH2			G			A			0.62			0.05			0.56


			NC_010448.4			120038685			intron_variant			FHOD3			T			C			0.86			0.21			0.65


			NC_010448.4			120041470			intron_variant			FHOD3			A			G			0.89			0.32			0.57


			NC_010448.4			120041472			intron_variant			FHOD3			A			G			0.89			0.32			0.57


			NC_010448.4			120046193			intron_variant			FHOD3			G			A			0.73			0.21			0.52


			NC_010448.4			120046533			intron_variant			FHOD3			A			G			0.75			0.21			0.54


			NC_010448.4			120046618			intron_variant			FHOD3			A			G			0.75			0.24			0.51


			NC_010448.4			120046643			intron_variant			FHOD3			A			G			0.74			0.21			0.53


			NC_010448.4			120046645			intron_variant			FHOD3			C			T			0.72			0.21			0.51


			NC_010448.4			120046734			intron_variant			FHOD3			T			C			0.76			0.16			0.60


			NC_010448.4			120047742			intron_variant			FHOD3			A			G			0.81			0.21			0.60


			NC_010448.4			120058910			intron_variant			FHOD3			A			G			0.92			0.32			0.60


			NC_010448.4			120059666			intron_variant			FHOD3			T			C			0.82			0.13			0.69


			NC_010448.4			120060340			intron_variant			FHOD3			T			C			0.80			0.11			0.69


			NC_010448.4			120060402			intron_variant			FHOD3			G			A			0.85			0.34			0.51


			NC_010448.4			112593501			intron_variant			CDH2			A			G			0.55			0.00


			NC_010448.4			120062664			intron_variant			FHOD3			T			C			0.83			0.05			0.78


			NC_010448.4			112593503			intron_variant			CDH2			A			C			0.54			0.00


			NC_010448.4			112594188			intron_variant			CDH2			C			T			0.65			0.00


			NC_010448.4			120062900			intron_variant			FHOD3			T			C			0.81			0.11			0.70


			NC_010448.4			120062936			intron_variant			FHOD3			T			C			0.79			0.11			0.68


			NC_010448.4			112594302			intron_variant			CDH2			G			A			0.61			0.00


			NC_010448.4			112594818			intron_variant			CDH2			G			A			0.61			0.00


			NC_010448.4			112598950			intron_variant			CDH2			A			G			0.70			0.00


			NC_010448.4			120063152			intron_variant			FHOD3			G			A			0.73			0.16			0.57


			NC_010448.4			120066046			intron_variant			FHOD3			G			A			0.88			0.32			0.57


			NC_010448.4			120066461			intron_variant			FHOD3			A			T			0.84			0.24			0.60


			NC_010448.4			120066519			intron_variant			FHOD3			A			G			0.83			0.32			0.51


			NC_010448.4			120069543			intron_variant			FHOD3			T			A			0.90			0.34			0.56


			NC_010448.4			120069889			intron_variant			FHOD3			C			T			0.07			0.58			0.51


			NC_010448.4			120070219			intron_variant			FHOD3			A			G			0.86			0.32			0.54


			NC_010448.4			120072902			intron_variant			FHOD3			C			T			0.85			0.29			0.56


			NC_010448.4			120075790			intron_variant			FHOD3			A			G			0.67			0.11			0.56


			NC_010448.4			112599114			intron_variant			CDH2			C			T			0.64			0.00


			NC_010448.4			120077193			intron_variant			FHOD3			A			G			0.71			0.13			0.58


			NC_010448.4			120077821			intron_variant			FHOD3			G			A			0.65			0.13			0.52


			NC_010448.4			112599975			intron_variant			CDH2			C			T			0.64			0.00


			NC_010448.4			120089822			intron_variant			FHOD3			G			A			0.08			0.66			0.58


			NC_010448.4			120093287			intron_variant			FHOD3			T			C			0.80			0.28			0.52


			NC_010448.4			120096353			intron_variant			FHOD3			A			G			0.90			0.31			0.59


			NC_010448.4			120096721			intron_variant			FHOD3			G			A			0.70			0.11			0.60


			NC_010448.4			120096872			intron_variant			FHOD3			A			G			0.82			0.32			0.50


			NC_010448.4			120096985			intron_variant			FHOD3			A			G			0.82			0.32			0.50


			NC_010448.4			120097078			intron_variant			FHOD3			T			C			0.86			0.34			0.52


			NC_010448.4			120097217			intron_variant			FHOD3			G			T			0.84			0.25			0.59


			NC_010448.4			120097321			intron_variant			FHOD3			A			G			0.83			0.32			0.51


			NC_010448.4			120097464			intron_variant			FHOD3			T			C			0.83			0.32			0.52


			NC_010448.4			120097691			intron_variant			FHOD3			G			A			0.85			0.34			0.51


			NC_010448.4			120097743			intron_variant			FHOD3			A			G			0.84			0.32			0.53


			NC_010448.4			120097851			intron_variant			FHOD3			T			G			0.85			0.32			0.53


			NC_010448.4			120097917			intron_variant			FHOD3			C			T			0.91			0.34			0.57


			NC_010448.4			120097963			intron_variant			FHOD3			T			C			0.84			0.32			0.52


			NC_010448.4			120098365			intron_variant			FHOD3			A			G			0.84			0.32			0.52


			NC_010448.4			120098382			intron_variant			FHOD3			G			T			0.83			0.29			0.54


			NC_010448.4			120098771			intron_variant			FHOD3			T			C			0.82			0.31			0.52


			NC_010448.4			120099255			intron_variant			FHOD3			A			G			0.88			0.34			0.54


			NC_010448.4			120102542			intron_variant			FHOD3			A			G			0.88			0.34			0.53


			NC_010448.4			112601434			intron_variant			CDH2			T			C			0.59			0.00


			NC_010448.4			112601525			intron_variant			CDH2			C			T			0.66			0.00


			NC_010448.4			112601924			intron_variant			CDH2			C			T			0.66			0.00


			NC_010448.4			112603969			intron_variant			CDH2			T			C			0.56			0.00


			NC_010448.4			112604165			intron_variant			CDH2			C			T			0.60			0.00


			NC_010448.4			112616936			intron_variant			CDH2			T			C			0.52			0.00


			NC_010443.5			211924			downstream_gene_variant			DLL1			T			G			0.85			0.33			0.52


			NC_010443.5			162265512			synonymous_variant			ALPK2			C			T			0.85			0.18			0.67


			NC_010448.4			120061461			intron_variant			FHOD3			C			T			0.51			0.00


			NC_010448.4			120062883			intron_variant			FHOD3			G			A			0.55			0.00


			NC_010448.4			120062891			intron_variant			FHOD3			A			G			0.55			0.00


			NC_010448.4			120063038			intron_variant			FHOD3			A			T			0.80			0.00


			NC_010448.4			120063047			intron_variant			FHOD3			C			G			0.81			0.00


			NC_010448.4			120063099			intron_variant			FHOD3			C			T			0.61			0.00


			NC_010448.4			120076708			intron_variant			FHOD3			T			A			0.60			0.00


			NC_010448.4			120083678			intron_variant			FHOD3			G			C			0.53			0.00


			NC_010448.4			120103598			intron_variant			FHOD3			G			A			0.52			0.00


			NC_010448.4			120104222			intron_variant			FHOD3			C			T			0.51			0.00


			NC_010448.4			120104250			intron_variant			FHOD3			G			A			0.54			0.00


			NC_010448.4			120104665			intron_variant			FHOD3			C			T			0.56			0.00


			NC_010448.4			120106709			intron_variant			FHOD3			A			C			0.84			0.31			0.54


			NC_010448.4			120104669			intron_variant			FHOD3			A			C			0.55			0.00


			NC_010448.4			120105146			intron_variant			FHOD3			A			G			0.57			0.00


			NC_010448.4			120110605			intron_variant			FHOD3			T			G			0.85			0.31			0.55


			NC_010448.4			120111552			intron_variant			FHOD3			A			G			0.86			0.28			0.58


			NC_010448.4			120105205			synonymous_variant			FHOD3			G			A			0.51			0.00


			NC_010448.4			120112311			intron_variant			FHOD3			G			A			0.04			0.63			0.60


			NC_010448.4			120115351			intron_variant			FHOD3			T			C			0.89			0.32			0.58


			NC_010448.4			120116146			intron_variant			FHOD3			T			C			0.86			0.34			0.52


			NC_010448.4			120116777			intron_variant			FHOD3			C			T			0.86			0.32			0.55


			NC_010448.4			120117520			intron_variant			FHOD3			C			A			0.12			0.63			0.51


			NC_010448.4			120118439			intron_variant			FHOD3			C			A			0.83			0.32			0.52


			NC_010448.4			120118512			intron_variant			FHOD3			C			T			0.09			0.66			0.56


			NC_010448.4			120119519			intron_variant			FHOD3			C			A			0.08			0.66			0.57


			NC_010448.4			120119555			intron_variant			FHOD3			T			C			0.87			0.34			0.53


			NC_010448.4			120120624			intron_variant			FHOD3			C			T			0.88			0.34			0.54


			NC_010448.4			120121801			intron_variant			FHOD3			C			T			0.75			0.21			0.54


			NC_010448.4			120121846			intron_variant			FHOD3			C			A			0.71			0.21			0.50


			NC_010448.4			120121864			intron_variant			FHOD3			G			A			0.74			0.21			0.53


			NC_010448.4			120121920			intron_variant			FHOD3			A			G			0.72			0.21			0.51


			NC_010448.4			120121957			intron_variant			FHOD3			A			G			0.73			0.18			0.55


			NC_010448.4			120121970			intron_variant			FHOD3			G			A			0.73			0.21			0.52


			NC_010448.4			120121974			intron_variant			FHOD3			A			T			0.74			0.21			0.53


			NC_010448.4			120122089			intron_variant			FHOD3			G			C			0.75			0.15			0.60


			NC_010448.4			120122148			intron_variant			FHOD3			C			A			0.71			0.18			0.53


			NC_010448.4			120122153			intron_variant			FHOD3			C			T			0.71			0.18			0.53


			NC_010448.4			120122170			intron_variant			FHOD3			G			A			0.70			0.18			0.52


			NC_010448.4			120122175			intron_variant			FHOD3			T			C			0.70			0.16			0.54


			NC_010448.4			120122191			intron_variant			FHOD3			A			T			0.70			0.16			0.54


			NC_010448.4			120122196			intron_variant			FHOD3			G			A			0.70			0.16			0.54


			NC_010448.4			120122206			intron_variant			FHOD3			C			T			0.71			0.17			0.55


			NC_010448.4			120122215			intron_variant			FHOD3			A			G			0.72			0.17			0.55


			NC_010448.4			120122255			intron_variant			FHOD3			A			G			0.70			0.11			0.59


			NC_010448.4			120122259			intron_variant			FHOD3			C			T			0.70			0.11			0.59


			NC_010448.4			120122311			intron_variant			FHOD3			C			T			0.73			0.21			0.52


			NC_010448.4			120122313			intron_variant			FHOD3			G			A			0.73			0.21			0.52


			NC_010448.4			120122775			intron_variant			FHOD3			C			G			0.77			0.21			0.56


			NC_010448.4			120123299			intron_variant			FHOD3			A			G			0.88			0.34			0.54


			NC_010448.4			120124473			intron_variant			FHOD3			A			G			0.75			0.21			0.54


			NC_010448.4			120124708			intron_variant			FHOD3			A			G			0.76			0.21			0.55


			NC_010448.4			120124726			intron_variant			FHOD3			C			A			0.77			0.21			0.56


			NC_010448.4			120125322			intron_variant			FHOD3			C			T			0.70			0.18			0.51


			NC_010448.4			120125323			intron_variant			FHOD3			A			G			0.70			0.18			0.51


			NC_010448.4			120125480			intron_variant			FHOD3			T			C			0.73			0.21			0.53


			NC_010448.4			120125566			intron_variant			FHOD3			T			C			0.74			0.23			0.51


			NC_010448.4			120105268			synonymous_variant			FHOD3			T			C			0.51			0.00


			NC_010448.4			120105423			intron_variant			FHOD3			C			T			0.54			0.00


			NC_010448.4			120105789			intron_variant			FHOD3			A			T			0.56			0.00


			NC_010448.4			120106113			intron_variant			FHOD3			C			T			0.51			0.00


			NC_010448.4			120106175			intron_variant			FHOD3			A			T			0.53			0.00


			NC_010448.4			120106179			intron_variant			FHOD3			G			C			0.54			0.00


			NC_010448.4			120136456			intron_variant			FHOD3			A			G			0.67			0.11			0.57


			NC_010448.4			120136907			intron_variant			FHOD3			T			G			0.67			0.13			0.54


			NC_010448.4			120137173			intron_variant			FHOD3			G			A			0.74			0.13			0.61


			NC_010448.4			120137328			intron_variant			FHOD3			C			T			0.61			0.08			0.53


			NC_010448.4			120137701			intron_variant			FHOD3			A			T			0.68			0.13			0.55


			NC_010448.4			120137857			intron_variant			FHOD3			G			A			0.68			0.13			0.55


			NC_010448.4			120137962			intron_variant			FHOD3			T			G			0.68			0.13			0.55


			NC_010448.4			120138202			intron_variant			FHOD3			C			T			0.78			0.13			0.65


			NC_010448.4			120138509			intron_variant			FHOD3			A			G			0.67			0.13			0.54


			NC_010448.4			120139334			intron_variant			FHOD3			T			C			0.65			0.08			0.57


			NC_010448.4			120139600			intron_variant			FHOD3			T			C			0.67			0.11			0.56


			NC_010448.4			120139698			intron_variant			FHOD3			A			G			0.65			0.13			0.51


			NC_010448.4			120140156			intron_variant			FHOD3			G			A			0.85			0.32			0.53


			NC_010448.4			120140208			intron_variant			FHOD3			G			A			0.86			0.29			0.57


			NC_010448.4			120140220			intron_variant			FHOD3			C			T			0.05			0.71			0.66


			NC_010448.4			120140724			intron_variant			FHOD3			G			A			0.69			0.13			0.56


			NC_010448.4			120142468			intron_variant			FHOD3			C			T			0.69			0.11			0.59


			NC_010448.4			120142608			intron_variant			FHOD3			C			T			0.67			0.13			0.54


			NC_010448.4			120142783			intron_variant			FHOD3			G			A			0.79			0.16			0.64


			NC_010448.4			120144338			intron_variant			FHOD3			A			C			0.83			0.32			0.52


			NC_010448.4			120144351			intron_variant			FHOD3			T			G			0.85			0.32			0.54


			NC_010448.4			120144803			intron_variant			FHOD3			A			G			0.86			0.29			0.57


			NC_010448.4			120144877			intron_variant			FHOD3			T			C			0.86			0.25			0.61


			NC_010448.4			120144914			intron_variant			FHOD3			T			C			0.87			0.28			0.59


			NC_010448.4			120144919			intron_variant			FHOD3			T			C			0.86			0.28			0.58


			NC_010448.4			120145056			intron_variant			FHOD3			G			A			0.89			0.25			0.64


			NC_010448.4			120145615			intron_variant			FHOD3			G			A			0.88			0.29			0.59


			NC_010448.4			120145720			intron_variant			FHOD3			C			T			0.85			0.34			0.51


			NC_010448.4			120146235			intron_variant			FHOD3			T			C			0.69			0.08			0.61


			NC_010448.4			120147105			intron_variant			FHOD3			G			A			0.67			0.13			0.54


			NC_010448.4			120151856			intron_variant			FHOD3			C			T			0.77			0.21			0.56


			NC_010448.4			120151974			intron_variant			FHOD3			C			A			0.75			0.15			0.60


			NC_010448.4			120152630			intron_variant			FHOD3			T			A			0.87			0.28			0.59


			NC_010448.4			120152864			intron_variant			FHOD3			T			C			0.86			0.34			0.52


			NC_010448.4			120152881			intron_variant			FHOD3			A			G			0.89			0.34			0.55


			NC_010448.4			120153093			intron_variant			FHOD3			A			G			0.86			0.34			0.52


			NC_010448.4			120153165			intron_variant			FHOD3			T			A			0.87			0.34			0.53


			NC_010448.4			120106298			intron_variant			FHOD3			T			C			0.51			0.00


			NC_010448.4			120161080			intron_variant			FHOD3			G			C			0.84			0.32			0.52


			NC_010448.4			120161365			intron_variant			FHOD3			C			G			0.88			0.34			0.54


			NC_010448.4			120166774			intron_variant			FHOD3			G			T			0.28			0.82			0.53


			NC_010448.4			120166981			intron_variant			FHOD3			C			T			0.24			0.79			0.55


			NC_010448.4			120106325			intron_variant			FHOD3			A			C			0.51			0.00


			NC_010448.4			120167239			intron_variant			FHOD3			A			G			0.23			0.75			0.52


			NC_010448.4			120167293			intron_variant			FHOD3			T			G			0.15			0.71			0.57


			NC_010448.4			120167633			intron_variant			FHOD3			C			T			0.27			0.78			0.50


			NC_010448.4			120167865			intron_variant			FHOD3			A			G			0.23			0.82			0.59


			NC_010448.4			120168042			intron_variant			FHOD3			T			G			0.24			0.75			0.51


			NC_010448.4			120168345			intron_variant			FHOD3			G			A			0.26			0.79			0.53


			NC_010448.4			120168367			intron_variant			FHOD3			C			T			0.23			0.79			0.56


			NC_010448.4			120168652			intron_variant			FHOD3			C			A			0.30			0.82			0.52


			NC_010448.4			120168657			intron_variant			FHOD3			G			A			0.30			0.82			0.52


			NC_010448.4			120170280			intron_variant			FHOD3			C			T			0.25			0.82			0.57


			NC_010448.4			120204223			intron_variant			FHOD3			T			C			0.65			0.08			0.57


			NC_010448.4			120204793			intron_variant			FHOD3			C			T			0.88			0.34			0.54


			NC_010448.4			120206074			intron_variant			FHOD3			A			G			0.76			0.11			0.65


			NC_010448.4			120206253			intron_variant			FHOD3			T			G			0.90			0.29			0.61


			NC_010448.4			120106591			intron_variant			FHOD3			T			C			0.55			0.00


			NC_010448.4			120106614			intron_variant			FHOD3			C			T			0.55			0.00


			NC_010448.4			120209698			intron_variant			FHOD3			T			C			0.88			0.34			0.53


			NC_010448.4			120211338			intron_variant			FHOD3			T			C			0.88			0.34			0.54


			NC_010448.4			120212139			intron_variant			FHOD3			A			G			0.86			0.34			0.52


			NC_010448.4			120221354			intron_variant			FHOD3			A			C			0.77			0.13			0.64


			NC_010448.4			120221417			intron_variant			FHOD3			A			G			0.77			0.13			0.64


			NC_010448.4			120222522			intron_variant			FHOD3			A			C			0.88			0.26			0.62


			NC_010448.4			120222708			intron_variant			FHOD3			G			A			0.85			0.33			0.52


			NC_010448.4			120222735			intron_variant			FHOD3			G			A			0.85			0.32			0.53


			NC_010448.4			120223428			intron_variant			FHOD3			G			A			0.82			0.31			0.51


			NC_010448.4			120232719			intron_variant			FHOD3			T			C			0.83			0.26			0.57


			NC_010448.4			120232954			intron_variant			FHOD3			T			G			0.90			0.39			0.51


			NC_010448.4			120233999			intron_variant			FHOD3			A			G			0.86			0.34			0.52


			NC_010448.4			120234514			intron_variant			FHOD3			T			A			0.88			0.37			0.52


			NC_010448.4			120235109			intron_variant			FHOD3			C			G			0.87			0.37			0.50


			NC_010448.4			120236194			intron_variant			FHOD3			T			C			0.86			0.32			0.54


			NC_010448.4			120236733			intron_variant			FHOD3			A			T			0.89			0.37			0.52


			NC_010448.4			120244868			intron_variant			FHOD3			A			C			0.63			0.08			0.54


			NC_010448.4			120249147			intron_variant			FHOD3			T			C			0.91			0.39			0.52


			NC_010448.4			120265337			intron_variant			FHOD3			G			A			0.90			0.34			0.56


			NC_010448.4			120106617			intron_variant			FHOD3			A			G			0.55			0.00


			NC_010448.4			120266543			intron_variant			FHOD3			C			T			0.88			0.32			0.57


			NC_010448.4			120267060			intron_variant			FHOD3			A			C			0.91			0.32			0.59


			NC_010448.4			120268074			intron_variant			FHOD3			G			T			0.84			0.33			0.51


			NC_010448.4			120268613			intron_variant			FHOD3			A			G			0.89			0.34			0.55


			NC_010448.4			120268940			intron_variant			FHOD3			C			T			0.87			0.34			0.53


			NC_010448.4			120268948			intron_variant			FHOD3			A			G			0.87			0.34			0.53


			NC_010448.4			120268960			intron_variant			FHOD3			A			C			0.86			0.34			0.52


			NC_010448.4			120272304			intron_variant			FHOD3			T			C			0.85			0.16			0.69


			NC_010448.4			120274475			intron_variant			FHOD3			T			C			0.81			0.29			0.52


			NC_010448.4			120276528			intron_variant			FHOD3			T			C			0.87			0.33			0.54


			NC_010448.4			120277019			intron_variant			FHOD3			C			T			0.85			0.34			0.51


			NC_010448.4			120278939			intron_variant			FHOD3			C			T			0.90			0.34			0.56


			NC_010448.4			120280373			intron_variant			FHOD3			C			G			0.89			0.34			0.55


			NC_010448.4			120280488			intron_variant			FHOD3			A			G			0.86			0.34			0.52


			NC_010448.4			120280606			intron_variant			FHOD3			T			G			0.92			0.32			0.60


			NC_010448.4			120281263			intron_variant			FHOD3			A			G			0.88			0.32			0.56


			NC_010448.4			120281595			intron_variant			FHOD3			C			T			0.88			0.37			0.51


			NC_010448.4			120284326			intron_variant			FHOD3			C			T			0.87			0.33			0.54


			NC_010448.4			120285670			intron_variant			FHOD3			G			C			0.88			0.32			0.57


			NC_010448.4			120299202			intron_variant			FHOD3			A			T			0.64			0.13			0.51


			NC_010448.4			120299923			intron_variant			FHOD3			A			G			0.86			0.31			0.56


			NC_010448.4			120300748			intron_variant			FHOD3			C			T			0.87			0.37			0.50


			NC_010448.4			120308427			intron_variant			FHOD3			A			G			0.84			0.31			0.53


			NC_010448.4			120308626			intron_variant			FHOD3			G			A			0.83			0.32			0.50


			NC_010448.4			120308805			intron_variant			FHOD3			C			T			0.79			0.15			0.64


			NC_010448.4			120308814			intron_variant			FHOD3			C			G			0.83			0.25			0.58


			NC_010448.4			120308838			intron_variant			FHOD3			C			T			0.81			0.18			0.63


			NC_010448.4			120308896			intron_variant			FHOD3			G			A			0.80			0.18			0.62


			NC_010448.4			120308928			intron_variant			FHOD3			A			G			0.81			0.24			0.58


			NC_010448.4			120309243			intron_variant			FHOD3			C			T			0.86			0.28			0.59


			NC_010448.4			120309585			intron_variant			FHOD3			G			A			0.91			0.34			0.56


			NC_010448.4			120309737			intron_variant			FHOD3			T			C			0.85			0.34			0.51


			NC_010448.4			120310111			intron_variant			FHOD3			G			A			0.84			0.32			0.53


			NC_010448.4			120310312			intron_variant			FHOD3			C			A			0.86			0.34			0.52


			NC_010448.4			120310467			intron_variant			FHOD3			G			A			0.86			0.34			0.52


			NC_010448.4			120310629			intron_variant			FHOD3			G			A			0.85			0.34			0.51


			NC_010448.4			120310706			intron_variant			FHOD3			A			G			0.87			0.34			0.53


			NC_010448.4			120310719			intron_variant			FHOD3			G			A			0.86			0.34			0.52


			NC_010448.4			120311084			intron_variant			FHOD3			T			G			0.85			0.29			0.56


			NC_010448.4			120311144			intron_variant			FHOD3			A			G			0.86			0.32			0.55


			NC_010448.4			120311468			intron_variant			FHOD3			G			A			0.86			0.34			0.52


			NC_010448.4			120311583			intron_variant			FHOD3			C			T			0.86			0.32			0.54


			NC_010448.4			120311585			intron_variant			FHOD3			G			T			0.86			0.32			0.54


			NC_010448.4			120311630			intron_variant			FHOD3			A			G			0.84			0.33			0.50


			NC_010448.4			120311793			intron_variant			FHOD3			A			G			0.84			0.32			0.53


			NC_010448.4			120319503			intron_variant			FHOD3			A			G			0.93			0.36			0.57


			NC_010448.4			120364356			intron_variant			FHOD3			T			G			0.65			0.15			0.50


			NC_010448.4			120369858			intron_variant			FHOD3			A			G			0.56			0.05			0.51


			NC_010448.4			120370255			intron_variant			FHOD3			G			C			0.59			0.05			0.53


			NC_010448.4			120372259			intron_variant			FHOD3			G			A			0.61			0.11			0.51


			NC_010448.4			120382571			intron_variant			FHOD3			T			C			0.56			0.05			0.51


			NC_010448.4			120382583			intron_variant			FHOD3			A			G			0.58			0.05			0.52


			NC_010448.4			120382705			intron_variant			FHOD3			A			G			0.60			0.05			0.55


			NC_010448.4			120383220			intron_variant			FHOD3			A			G			0.55			0.03			0.52


			NC_010448.4			120383246			intron_variant			FHOD3			A			G			0.53			0.03			0.51


			NC_010448.4			120405048			intron_variant			FHOD3			T			C			0.87			0.23			0.64


			NC_010448.4			120411811			intron_variant			FHOD3			A			G			0.87			0.37			0.50


			NC_010448.4			120411958			intron_variant			FHOD3			A			G			0.91			0.39			0.51


			NC_010448.4			120423877			intron_variant			FHOD3			C			T			0.90			0.36			0.54


			NC_010448.4			120432357			intron_variant			FHOD3			C			A			0.70			0.15			0.55


			NC_010448.4			120433382			intron_variant			FHOD3			T			C			0.70			0.18			0.52


			NC_010448.4			120433750			intron_variant			FHOD3			T			A			0.72			0.15			0.57


			NC_010448.4			120433764			intron_variant			FHOD3			T			C			0.72			0.07			0.65


			NC_010448.4			120433783			intron_variant			FHOD3			G			A			0.71			0.06			0.65


			NC_010448.4			120435310			intron_variant			FHOD3			T			C			0.68			0.08			0.61


			NC_010448.4			120435428			intron_variant			FHOD3			A			G			0.69			0.18			0.50


			NC_010448.4			120462485			intron_variant			FHOD3			G			A			0.83			0.32			0.52


			NC_010448.4			120462489			intron_variant			FHOD3			T			C			0.83			0.32			0.52


			NC_010448.4			120463582			intron_variant			FHOD3			C			T			0.85			0.34			0.50


			NC_010448.4			120463600			intron_variant			FHOD3			C			T			0.88			0.18			0.70


			NC_010448.4			120463602			intron_variant			FHOD3			T			C			0.88			0.18			0.70


			NC_010448.4			120463616			intron_variant			FHOD3			T			C			0.88			0.17			0.71


			NC_010448.4			120463649			intron_variant			FHOD3			C			T			0.89			0.29			0.61


			NC_010448.4			120465255			intron_variant			FHOD3			G			A			0.99			0.47			0.52


			NC_010448.4			120467261			intron_variant			FHOD3			A			T			0.98			0.47			0.50


			NC_010448.4			120106628			intron_variant			FHOD3			G			A			0.58			0.00


			NC_010448.4			120106633			intron_variant			FHOD3			G			A			0.58			0.00


			NC_010448.4			120106969			intron_variant			FHOD3			A			G			0.51			0.00


			NC_010448.4			120106987			intron_variant			FHOD3			G			A			0.51			0.00


			NC_010448.4			120111855			intron_variant			FHOD3			G			T			0.51			0.00


			NC_010448.4			120135738			intron_variant			FHOD3			T			A			0.51			0.00


			NC_010448.4			120135790			intron_variant			FHOD3			T			C			0.54			0.00


			NC_010448.4			120135806			intron_variant			FHOD3			C			T			0.53			0.00


			NC_010448.4			120135807			intron_variant			FHOD3			C			T			0.53			0.00


			NC_010448.4			120135808			intron_variant			FHOD3			A			G			0.53			0.00


			NC_010448.4			120506809			intron_variant			FHOD3			C			T			0.21			0.73			0.52


			NC_010448.4			120135882			intron_variant			FHOD3			A			G			0.59			0.00


			NC_010448.4			120159880			intron_variant			FHOD3			G			A			0.55			0.00


			NC_010448.4			120528267			intron_variant			FHOD3			C			T			0.86			0.23			0.64


			NC_010448.4			120538886			intron_variant			FHOD3			G			A			0.70			0.16			0.54


			NC_010448.4			120540191			intron_variant			FHOD3			A			G			0.78			0.21			0.57


			NC_010448.4			120540396			intron_variant			FHOD3			C			A			0.76			0.18			0.57


			NC_010451.4			13041308			3_prime_UTR_variant			TENM4			T			C			0.85			0.18			0.67


			NC_010448.4			120541481			intron_variant			FHOD3			T			C			0.70			0.11			0.60


			NC_010448.4			120541638			intron_variant			FHOD3			A			C			0.73			0.13			0.60


			NC_010448.4			120541642			intron_variant			FHOD3			C			A			0.83			0.13			0.70


			NC_010448.4			120541649			intron_variant			FHOD3			A			G			0.73			0.13			0.60


			NC_010448.4			120541984			intron_variant			FHOD3			A			G			0.77			0.13			0.64


			NC_010448.4			120542865			intron_variant			FHOD3			T			C			0.77			0.11			0.66


			NC_010448.4			120543063			intron_variant			FHOD3			G			A			0.71			0.11			0.60


			NC_010448.4			120546695			intron_variant			FHOD3			T			C			0.91			0.39			0.51


			NC_010448.4			120549236			intron_variant			FHOD3			T			C			0.64			0.06			0.58


			NC_010448.4			120556429			intron_variant			FHOD3			C			A			0.87			0.13			0.74


			NC_010448.4			120557216			intron_variant			FHOD3			T			C			0.89			0.37			0.52


			NC_010448.4			120558177			intron_variant			FHOD3			G			A			0.09			0.72			0.63


			NC_010448.4			120167051			intron_variant			FHOD3			C			T			0.53			0.00


			NC_010448.4			120207128			intron_variant			FHOD3			G			A			0.51			0.00


			NC_010448.4			120207610			intron_variant			FHOD3			G			A			0.56			0.00


			NC_010448.4			120563609			intron_variant			FHOD3			A			G			0.77			0.13			0.64


			NC_010448.4			120565976			intron_variant			FHOD3			C			T			0.70			0.18			0.52


			NC_010448.4			120570227			intron_variant			FHOD3			G			A			0.95			0.42			0.53


			NC_010448.4			120577926			intron_variant			FHOD3			G			A			0.85			0.13			0.72


			NC_010448.4			137565812			intron_variant			ACADM			C			T			0.30			0.82			0.53


			NC_010452.4			23514366			synonymous_variant			CACNA1S			G			A			0.85			0.15			0.70


			NC_010452.4			23514372			synonymous_variant			CACNA1S			G			A			0.85			0.15			0.70


			NC_010454.4			15003274			5_prime_UTR_variant			SCN4A			T			C			0.85			0.14			0.71


			NC_010454.4			22653495			upstream_gene_variant			TCAP			T			C			0.85			0.24			0.61


			NC_010455.5			206035301			downstream_gene_variant			PDE9A			G			A			0.85			0.18			0.67


			NC_010456.5			123955444			synonymous_variant			NRAP			T			C			0.85			0.31			0.54


			NC_010458.4			37931458			5_prime_UTR_variant			PDE4D			T			A			0.85			0.11			0.74


			NC_010458.4			38103367			upstream_gene_variant			PDE4D			G			C			0.85			0.11			0.74


			NC_010459.5			57582995			upstream_gene_variant			BMP7			C			T			0.85			0.08			0.77


			NC_010443.5			162178874			upstream_gene_variant			ALPK2			C			T			0.85			0.24			0.61


			NC_010448.4			146171164			intron_variant			PDE4B			G			A			0.03			0.58			0.55


			NC_010448.4			146172224			intron_variant			PDE4B			C			T			0.68			0.08			0.60


			NC_010448.4			146172721			intron_variant			PDE4B			A			G			0.03			0.58			0.54


			NC_010448.4			120265384			intron_variant			FHOD3			A			G			0.51			0.00


			NC_010448.4			120504929			intron_variant			FHOD3			T			C			0.58			0.00


			NC_010448.4			120504939			intron_variant			FHOD3			G			A			0.58			0.00


			NC_010448.4			120504976			intron_variant			FHOD3			G			A			0.58			0.00


			NC_010448.4			146175242			intron_variant			PDE4B			C			T			0.03			0.58			0.54


			NC_010448.4			146176305			intron_variant			PDE4B			A			G			0.03			0.58			0.56


			NC_010448.4			146176344			intron_variant			PDE4B			C			G			0.82			0.11			0.71


			NC_010448.4			146177286			intron_variant			PDE4B			T			C			0.63			0.08			0.55


			NC_010448.4			120505039			intron_variant			FHOD3			A			G			0.59			0.00


			NC_010448.4			146185922			intron_variant			PDE4B			T			C			0.00			0.58


			NC_010443.5			162304631			missense_variant			ALPK2			A			C			0.85			0.21			0.64


			NC_010443.5			129014494			upstream_gene_variant			CAPN3			T			C			0.85			0.03			0.82


			NC_010443.5			162174803			upstream_gene_variant			ALPK2			A			G			0.85			0.32			0.53


			NC_010443.5			162265882			missense_variant			ALPK2			A			G			0.85			0.18			0.66


			NC_010443.5			162307766			3_prime_UTR_variant			ALPK2			T			C			0.85			0.16			0.69


			NC_010448.4			146197099			intron_variant			PDE4B			T			C			0.05			0.56			0.51


			NC_010448.4			146197188			intron_variant			PDE4B			C			T			0.05			0.58			0.53


			NC_010448.4			146198084			intron_variant			PDE4B			T			A			0.00			0.55


			NC_010448.4			146198298			intron_variant			PDE4B			C			T			0.00			0.56


			NC_010448.4			146198991			intron_variant			PDE4B			C			T			0.00			0.56


			NC_010448.4			146199257			intron_variant			PDE4B			C			T			0.00			0.58


			NC_010448.4			146201783			intron_variant			PDE4B			A			G			0.00			0.50


			NC_010448.4			120505044			intron_variant			FHOD3			T			G			0.59			0.00


			NC_010448.4			120505064			intron_variant			FHOD3			G			A			0.57			0.00


			NC_010448.4			146202897			intron_variant			PDE4B			A			G			0.00			0.53


			NC_010448.4			146207636			intron_variant			PDE4B			G			A			0.76			0.08			0.68


			NC_010448.4			146208117			intron_variant			PDE4B			G			A			0.10			0.63			0.53


			NC_010448.4			120505124			intron_variant			FHOD3			A			G			0.54			0.00


			NC_010448.4			146208631			intron_variant			PDE4B			G			A			0.08			0.66			0.58


			NC_010448.4			146210850			intron_variant			PDE4B			A			G			0.71			0.05			0.65


			NC_010448.4			146212859			intron_variant			PDE4B			T			G			0.64			0.05			0.58


			NC_010448.4			146213703			intron_variant			PDE4B			T			C			0.63			0.08			0.55


			NC_010448.4			146214202			intron_variant			PDE4B			T			C			0.58			0.08			0.50


			NC_010448.4			120505138			intron_variant			FHOD3			A			G			0.54			0.00


			NC_010448.4			120505659			intron_variant			FHOD3			A			G			0.51			0.00


			NC_010448.4			146215050			intron_variant			PDE4B			T			G			0.01			0.58			0.56


			NC_010448.4			146220168			intron_variant			PDE4B			C			T			0.70			0.11			0.60


			NC_010448.4			146220375			intron_variant			PDE4B			A			G			0.08			0.66			0.58


			NC_010448.4			146220755			intron_variant			PDE4B			T			C			0.44			1.00			0.56


			NC_010448.4			120505674			intron_variant			FHOD3			T			C			0.52			0.00


			NC_010448.4			146225591			intron_variant			PDE4B			A			G			0.13			0.66			0.53


			NC_010448.4			120506934			intron_variant			FHOD3			C			T			0.53			0.00


			NC_010448.4			120520666			intron_variant			FHOD3			T			C			0.52			0.00


			NC_010448.4			146225860			intron_variant			PDE4B			G			A			0.88			0.11			0.77


			NC_010448.4			146226204			intron_variant			PDE4B			A			G			0.20			0.74			0.53


			NC_010448.4			120562856			intron_variant			FHOD3			C			T			0.52			0.00


			NC_010448.4			146226852			intron_variant			PDE4B			A			C			0.62			0.05			0.56


			NC_010448.4			146226964			intron_variant			PDE4B			G			T			0.66			0.08			0.58


			NC_010448.4			146227107			intron_variant			PDE4B			C			T			0.64			0.08			0.56


			NC_010448.4			146228523			intron_variant			PDE4B			T			C			0.07			0.61			0.54


			NC_010448.4			146228535			intron_variant			PDE4B			C			G			0.07			0.58			0.51


			NC_010448.4			146229341			intron_variant			PDE4B			G			A			0.06			0.67			0.61


			NC_010448.4			146230656			intron_variant			PDE4B			A			T			0.07			0.66			0.59


			NC_010448.4			146233427			intron_variant			PDE4B			C			T			0.06			0.63			0.57


			NC_010448.4			146235536			intron_variant			PDE4B			G			A			0.05			0.58			0.54


			NC_010448.4			146235784			intron_variant			PDE4B			T			C			0.12			0.63			0.51


			NC_010444.4			15254956			synonymous_variant			MYBPC3			C			T			0.84			0.26			0.58


			NC_010445.4			11537232			upstream_gene_variant			GTF2IRD1			G			T			0.84			0.16			0.69


			NC_010449.5			76180389			synonymous_variant			MMP14			T			C			0.84			0.11			0.74


			NC_010443.5			129013184			synonymous_variant			CAPN3			G			A			0.84			0.03			0.82


			NC_010448.4			120562926			intron_variant			FHOD3			T			C			0.52			0.00


			NC_010450.4			40999481			synonymous_variant			PDGFRA			C			T			0.84			0.03			0.81


			NC_010451.4			13040969			3_prime_UTR_variant			TENM4			A			G			0.84			0.19			0.65


			NC_010458.4			37913380			splice_region_variant&intron_variant			PDE4D			A			C			0.84			0.13			0.71


			NC_010459.5			49017983			5_prime_UTR_variant			EYA2			T			C			0.84			0.09			0.75


			NC_010448.4			120562976			intron_variant			FHOD3			G			A			0.55			0.00


			NC_010448.4			146237323			intron_variant			PDE4B			C			T			0.56			0.03			0.53


			NC_010448.4			146175000			intron_variant			PDE4B			G			A			0.53			0.00


			NC_010448.4			146238640			intron_variant			PDE4B			C			*			0.09			0.67			0.58


			NC_010448.4			146238715			intron_variant			PDE4B			C			T			0.10			0.71			0.61


			NC_010448.4			146238944			intron_variant			PDE4B			G			C			0.08			0.63			0.55


			NC_010448.4			146175007			intron_variant			PDE4B			T			C			0.53			0.00


			NC_010448.4			146239299			intron_variant			PDE4B			G			A			0.24			0.76			0.52


			NC_010448.4			146175012			intron_variant			PDE4B			G			A			0.53			0.00


			NC_010448.4			146239800			intron_variant			PDE4B			T			C			0.79			0.11			0.69


			NC_010448.4			146239854			intron_variant			PDE4B			C			T			0.76			0.11			0.66


			NC_010448.4			146239868			intron_variant			PDE4B			A			G			0.74			0.11			0.63


			NC_010448.4			146240144			intron_variant			PDE4B			G			A			0.77			0.11			0.67


			NC_010448.4			146240269			intron_variant			PDE4B			T			C			0.78			0.11			0.67


			NC_010448.4			146175043			intron_variant			PDE4B			G			A			0.52			0.00


			NC_010448.4			146240482			intron_variant			PDE4B			A			T			0.80			0.11			0.69


			NC_010448.4			146240497			intron_variant			PDE4B			A			G			0.62			0.11			0.51


			NC_010448.4			146179262			intron_variant			PDE4B			C			T			0.55			0.00


			NC_010448.4			146240809			intron_variant			PDE4B			A			G			0.76			0.08			0.68


			NC_010448.4			146241025			intron_variant			PDE4B			A			G			0.63			0.06			0.57


			NC_010448.4			146241040			intron_variant			PDE4B			T			G			0.66			0.06			0.60


			NC_010448.4			146241151			intron_variant			PDE4B			A			T			0.82			0.11			0.71


			NC_010448.4			146241162			intron_variant			PDE4B			T			C			0.82			0.11			0.71


			NC_010448.4			146241336			intron_variant			PDE4B			A			C			0.62			0.11			0.51


			NC_010448.4			146241544			intron_variant			PDE4B			C			T			0.65			0.11			0.55


			NC_010448.4			146242229			intron_variant			PDE4B			T			G			0.56			0.05			0.50


			NC_010448.4			146245649			intron_variant			PDE4B			A			T			0.03			0.63			0.60


			NC_010448.4			146245672			intron_variant			PDE4B			A			G			0.03			0.63			0.60


			NC_010448.4			146187552			5_prime_UTR_variant			PDE4B			C			G			0.71			0.00


			NC_010448.4			146245874			intron_variant			PDE4B			G			A			0.01			0.69			0.68


			NC_010448.4			146246043			intron_variant			PDE4B			T			C			0.02			0.66			0.64


			NC_010448.4			146246111			intron_variant			PDE4B			G			A			0.13			0.74			0.61


			NC_010448.4			146246151			intron_variant			PDE4B			A			G			0.15			0.72			0.57


			NC_010448.4			146246288			intron_variant			PDE4B			C			G			0.05			0.61			0.56


			NC_010448.4			146246304			intron_variant			PDE4B			C			T			0.02			0.61			0.59


			NC_010448.4			146246370			intron_variant			PDE4B			C			G			0.01			0.63			0.62


			NC_010448.4			146246893			intron_variant			PDE4B			G			C			0.13			0.71			0.57


			NC_010448.4			146246920			intron_variant			PDE4B			A			T			0.15			0.66			0.51


			NC_010448.4			146246986			intron_variant			PDE4B			C			G			0.22			0.74			0.51


			NC_010448.4			146247122			intron_variant			PDE4B			T			C			0.17			0.74			0.56


			NC_010448.4			146247738			intron_variant			PDE4B			A			T			0.64			0.12			0.52


			NC_010448.4			146247776			intron_variant			PDE4B			A			G			0.65			0.13			0.52


			NC_010448.4			146248509			intron_variant			PDE4B			A			T			0.01			0.68			0.66


			NC_010448.4			146248942			intron_variant			PDE4B			C			T			0.14			1.00			0.86


			NC_010448.4			146249240			intron_variant			PDE4B			G			A			0.17			1.00			0.83


			NC_010448.4			146202164			intron_variant			PDE4B			G			T			0.60			0.00


			NC_010448.4			146249548			intron_variant			PDE4B			G			A			0.76			0.08			0.68


			NC_010448.4			146202389			intron_variant			PDE4B			C			A			0.57			0.00


			NC_010448.4			146249920			intron_variant			PDE4B			A			G			0.03			0.66			0.62


			NC_010448.4			146249926			intron_variant			PDE4B			A			T			0.03			0.66			0.62


			NC_010448.4			146250558			intron_variant			PDE4B			C			A			0.09			0.69			0.60


			NC_010448.4			146250873			intron_variant			PDE4B			A			G			0.10			0.74			0.64


			NC_010448.4			146208136			intron_variant			PDE4B			T			C			0.64			0.00


			NC_010448.4			146215004			intron_variant			PDE4B			A			G			0.53			0.00


			NC_010448.4			146251902			intron_variant			PDE4B			C			A			0.09			0.69			0.60


			NC_010448.4			146252490			intron_variant			PDE4B			C			G			0.63			0.08			0.55


			NC_010448.4			146252554			intron_variant			PDE4B			C			G			0.84			0.05			0.78


			NC_010448.4			146215014			intron_variant			PDE4B			T			C			0.51			0.00


			NC_010448.4			146222338			intron_variant			PDE4B			G			T			0.60			0.00


			NC_010448.4			146225795			intron_variant			PDE4B			A			G			0.75			0.00


			NC_010448.4			146225836			intron_variant			PDE4B			A			T			0.62			0.00


			NC_010448.4			146252964			intron_variant			PDE4B			T			C			0.06			0.66			0.60


			NC_010448.4			146226407			intron_variant			PDE4B			C			T			0.51			0.00


			NC_010448.4			146254218			intron_variant			PDE4B			A			C			0.06			0.68			0.62


			NC_010448.4			146254819			intron_variant			PDE4B			G			A			0.09			0.68			0.59


			NC_010448.4			146257000			intron_variant			PDE4B			C			T			0.11			0.66			0.54


			NC_010448.4			146259459			intron_variant			PDE4B			A			G			0.77			0.26			0.51


			NC_010448.4			146236856			upstream_gene_variant			PDE4B			C			G			0.67			0.00


			NC_010448.4			146266026			intron_variant			PDE4B			C			T			0.77			0.24			0.53


			NC_010448.4			146236913			upstream_gene_variant			PDE4B			A			G			0.65			0.00


			NC_010448.4			146237087			upstream_gene_variant			PDE4B			G			A			0.52			0.00


			NC_010448.4			146237149			upstream_gene_variant			PDE4B			C			T			0.60			0.00


			NC_010448.4			146271623			intron_variant			PDE4B			C			T			0.20			0.75			0.55


			NC_010448.4			146237233			upstream_gene_variant			PDE4B			A			G			0.61			0.00


			NC_010448.4			146237646			intron_variant			PDE4B			A			G			0.74			0.00


			NC_010448.4			146284184			intron_variant			PDE4B			A			T			0.55			0.03			0.52


			NC_010448.4			146239022			intron_variant			PDE4B			T			C			0.56			0.00


			NC_010448.4			146290218			intron_variant			PDE4B			G			A			0.84			0.22			0.62


			NC_010448.4			146290255			intron_variant			PDE4B			G			T			0.84			0.24			0.60


			NC_010448.4			146290274			intron_variant			PDE4B			G			A			0.77			0.24			0.54


			NC_010448.4			146239736			intron_variant			PDE4B			A			G			0.59			0.00


			NC_010448.4			146290302			intron_variant			PDE4B			T			C			0.84			0.24			0.60


			NC_010448.4			146291570			intron_variant			PDE4B			A			G			0.88			0.24			0.64


			NC_010448.4			146292661			intron_variant			PDE4B			T			C			0.84			0.24			0.60


			NC_010448.4			146292744			intron_variant			PDE4B			T			A			0.78			0.19			0.59


			NC_010448.4			146292755			intron_variant			PDE4B			T			A			0.75			0.18			0.57


			NC_010448.4			146292762			intron_variant			PDE4B			A			C			0.81			0.18			0.63


			NC_010448.4			146292775			intron_variant			PDE4B			C			A			0.76			0.18			0.59


			NC_010448.4			146292776			intron_variant			PDE4B			A			T			0.76			0.18			0.59


			NC_010448.4			146292814			intron_variant			PDE4B			T			G			0.75			0.18			0.57


			NC_010448.4			146292914			intron_variant			PDE4B			G			T			0.92			0.24			0.68


			NC_010448.4			146293227			intron_variant			PDE4B			T			A			0.82			0.15			0.67


			NC_010448.4			146240295			intron_variant			PDE4B			T			C			0.63			0.00


			NC_010448.4			146240666			intron_variant			PDE4B			T			G			0.52			0.00


			NC_010448.4			146245729			intron_variant			PDE4B			C			T			0.56			0.00


			NC_010448.4			146249396			intron_variant			PDE4B			T			G			0.51			0.00


			NC_010448.4			146249701			intron_variant			PDE4B			G			A			0.59			0.00


			NC_010448.4			146296321			intron_variant			PDE4B			T			C			0.89			0.33			0.55


			NC_010448.4			146297845			intron_variant			PDE4B			C			T			0.39			0.92			0.53


			NC_010448.4			146298626			intron_variant			PDE4B			A			G			0.02			0.87			0.85


			NC_010448.4			146298863			intron_variant			PDE4B			G			A			0.60			0.03			0.58


			NC_010443.5			273112342			upstream_gene_variant			MYMK			G			C			0.84			0.17			0.67


			NC_010448.4			146301086			intron_variant			PDE4B			T			C			0.85			0.32			0.53


			NC_010448.4			146301094			intron_variant			PDE4B			C			T			0.85			0.32			0.53


			NC_010448.4			146301101			intron_variant			PDE4B			G			A			0.85			0.32			0.53


			NC_010448.4			146301545			intron_variant			PDE4B			C			T			0.17			0.76			0.59


			NC_010448.4			146251321			intron_variant			PDE4B			T			C			0.51			0.00


			NC_010448.4			146318661			intron_variant			PDE4B			A			G			0.06			0.74			0.68


			NC_010448.4			146318690			intron_variant			PDE4B			T			C			0.07			0.74			0.67


			NC_010448.4			146404925			intron_variant			PDE4B			A			G			0.74			0.05			0.69


			NC_010448.4			146251481			intron_variant			PDE4B			G			T			0.59			0.00


			NC_010448.4			146252720			intron_variant			PDE4B			G			A			0.73			0.00


			NC_010448.4			146405123			intron_variant			PDE4B			G			C			0.86			0.32			0.54


			NC_010448.4			146405140			intron_variant			PDE4B			C			G			0.91			0.32			0.59


			NC_010448.4			146252752			intron_variant			PDE4B			G			A			0.74			0.00


			NC_010448.4			146252784			intron_variant			PDE4B			C			A			0.51			0.00


			NC_010448.4			146426899			intron_variant			PDE4B			T			C			0.44			1.00			0.56


			NC_010448.4			146430212			intron_variant			PDE4B			C			T			0.20			0.74			0.53


			NC_010448.4			146431268			intron_variant			PDE4B			A			G			0.36			1.00			0.64


			NC_010448.4			146433211			intron_variant			PDE4B			C			T			0.17			0.71			0.54


			NC_010448.4			146434871			intron_variant			PDE4B			T			G			0.19			0.73			0.54


			NC_010448.4			146437791			intron_variant			PDE4B			G			T			0.16			0.75			0.59


			NC_010448.4			146438406			intron_variant			PDE4B			T			C			0.20			0.76			0.56


			NC_010448.4			146252911			intron_variant			PDE4B			A			G			0.58			0.00


			NC_010448.4			146253052			intron_variant			PDE4B			A			G			0.57			0.00


			NC_010448.4			146260473			intron_variant			PDE4B			T			C			0.58			0.00


			NC_010448.4			146440753			intron_variant			PDE4B			G			A			0.24			1.00			0.76


			NC_010448.4			146270729			intron_variant			PDE4B			G			A			0.62			0.00


			NC_010448.4			146443436			intron_variant			PDE4B			T			C			0.23			0.81			0.58


			NC_010448.4			146443667			intron_variant			PDE4B			T			C			0.80			0.25			0.55


			NC_010448.4			146270826			intron_variant			PDE4B			G			A			0.57			0.00


			NC_010448.4			146479636			intron_variant			PDE4B			C			T			0.17			0.71			0.54


			NC_010448.4			146270935			intron_variant			PDE4B			G			A			0.62			0.00


			NC_010448.4			146484609			intron_variant			PDE4B			G			A			0.23			0.78			0.55


			NC_010448.4			146272585			intron_variant			PDE4B			A			G			0.52			0.00


			NC_010448.4			146272718			intron_variant			PDE4B			C			G			0.54			0.00


			NC_010448.4			146284639			intron_variant			PDE4B			T			A			0.66			0.00


			NC_010448.4			146290295			intron_variant			PDE4B			G			A			0.52			0.00


			NC_010448.4			146484713			intron_variant			PDE4B			G			A			0.22			0.74			0.52


			NC_010448.4			146293546			intron_variant			PDE4B			C			G			0.53			0.00


			NC_010448.4			146485118			intron_variant			PDE4B			C			T			0.66			0.11			0.55


			NC_010448.4			146485123			intron_variant			PDE4B			T			C			0.67			0.11			0.57


			NC_010448.4			146485150			intron_variant			PDE4B			T			C			0.70			0.11			0.60


			NC_010448.4			146485178			intron_variant			PDE4B			C			T			0.71			0.11			0.60


			NC_010448.4			146485261			intron_variant			PDE4B			T			A			0.69			0.11			0.58


			NC_010448.4			146485273			intron_variant			PDE4B			T			C			0.69			0.08			0.61


			NC_010448.4			146485292			intron_variant			PDE4B			T			G			0.70			0.08			0.62


			NC_010448.4			146486038			intron_variant			PDE4B			T			C			0.58			0.05			0.53


			NC_010448.4			146486166			intron_variant			PDE4B			C			A			0.64			0.05			0.59


			NC_010448.4			146293779			intron_variant			PDE4B			C			T			0.77			0.00


			NC_010448.4			146293814			intron_variant			PDE4B			C			T			0.66			0.00


			NC_010448.4			146502255			intron_variant			PDE4B			C			T			0.76			0.21			0.55


			NC_010448.4			146508209			intron_variant			PDE4B			C			T			0.01			0.53			0.51


			NC_010448.4			146510791			intron_variant			PDE4B			T			C			0.00			0.50


			NC_010448.4			146515923			intron_variant			PDE4B			T			C			0.00			0.50


			NC_010448.4			146519912			intron_variant			PDE4B			T			C			0.73			0.11			0.62


			NC_010448.4			146519935			intron_variant			PDE4B			C			T			0.73			0.11			0.62


			NC_010448.4			146520171			intron_variant			PDE4B			C			T			0.96			0.12			0.84


			NC_010448.4			146520217			intron_variant			PDE4B			A			G			0.92			0.24			0.68


			NC_010448.4			146520240			intron_variant			PDE4B			C			T			0.88			0.29			0.59


			NC_010448.4			146293877			intron_variant			PDE4B			T			C			0.62			0.00


			NC_010448.4			146293879			intron_variant			PDE4B			C			T			0.62			0.00


			NC_010448.4			146521266			intron_variant			PDE4B			A			T			0.84			0.32			0.53


			NC_010448.4			146299935			synonymous_variant			PDE4B			A			G			0.55			0.00


			NC_010448.4			146526037			intron_variant			PDE4B			G			A			0.01			0.53			0.52


			NC_010448.4			146532222			intron_variant			PDE4B			T			C			0.25			0.75			0.50


			NC_010448.4			146532771			intron_variant			PDE4B			C			T			0.20			0.74			0.53


			NC_010448.4			146535478			intron_variant			PDE4B			C			T			0.77			0.24			0.53


			NC_010448.4			146535627			intron_variant			PDE4B			T			G			0.79			0.22			0.57


			NC_010448.4			146544115			intron_variant			PDE4B			T			C			0.73			0.21			0.52


			NC_010448.4			146544545			intron_variant			PDE4B			C			T			0.83			0.22			0.60


			NC_010448.4			146548176			intron_variant			PDE4B			C			G			0.02			0.68			0.66


			NC_010449.5			75691545			synonymous_variant			LOC100736765			T			C			0.84			0.11			0.73


			NC_010448.4			146304274			intron_variant			PDE4B			G			C			0.71			0.00


			NC_010443.5			162277841			synonymous_variant			ALPK2			T			C			0.83			0.18			0.65


			NC_010448.4			146404984			intron_variant			PDE4B			T			G			0.69			0.00


			NC_010452.4			8337681			5_prime_UTR_variant			TGFB2			C			A			0.83			0.29			0.54


			NC_010452.4			8338021			5_prime_UTR_variant			TGFB2			G			C			0.83			0.26			0.57


			NC_010454.4			51930802			upstream_gene_variant			CAMTA2			T			G			0.83			0.21			0.62


			NC_010454.4			55135549			upstream_gene_variant			LOC110255887			A			G			0.83			0.05			0.78


			NC_010448.4			146551264			intron_variant			PDE4B			G			A			0.08			0.68			0.60


			NC_010448.4			146551384			intron_variant			PDE4B			T			C			0.06			0.68			0.63


			NC_010448.4			146551394			intron_variant			PDE4B			G			T			0.01			0.68			0.67


			NC_010448.4			146551403			intron_variant			PDE4B			C			T			0.01			0.68			0.67


			NC_010448.4			146551517			intron_variant			PDE4B			G			A			0.01			0.71			0.70


			NC_010448.4			146551701			intron_variant			PDE4B			C			T			0.06			0.64			0.58


			NC_010448.4			146552077			intron_variant			PDE4B			G			C			0.02			0.68			0.66


			NC_010448.4			146553889			intron_variant			PDE4B			A			G			0.03			0.68			0.65


			NC_010448.4			146554743			intron_variant			PDE4B			G			A			0.03			0.71			0.68


			NC_010448.4			146554749			intron_variant			PDE4B			C			T			0.03			0.71			0.68


			NC_010448.4			146555286			intron_variant			PDE4B			T			C			0.11			0.71			0.60


			NC_010448.4			146404998			intron_variant			PDE4B			T			A			0.71			0.00


			NC_010448.4			146555762			intron_variant			PDE4B			G			A			0.01			0.69			0.68


			NC_010448.4			146558669			intron_variant			PDE4B			T			C			0.01			0.64			0.63


			NC_010448.4			146559611			intron_variant			PDE4B			G			A			0.02			0.71			0.69


			NC_010448.4			146559721			intron_variant			PDE4B			A			C			0.02			0.66			0.64


			NC_010448.4			146560005			intron_variant			PDE4B			A			G			0.09			0.67			0.58


			NC_010448.4			146560888			intron_variant			PDE4B			C			T			0.07			0.66			0.59


			NC_010448.4			146565466			intron_variant			PDE4B			T			G			0.88			0.24			0.64


			NC_010448.4			146565867			intron_variant			PDE4B			G			C			0.85			0.18			0.67


			NC_010448.4			146425964			intron_variant			PDE4B			G			T			0.54			0.00


			NC_010448.4			146426836			intron_variant			PDE4B			T			A			0.52			0.00


			NC_010448.4			146440185			intron_variant			PDE4B			C			T			0.58			0.00


			NC_010448.4			146440264			intron_variant			PDE4B			A			C			0.62			0.00


			NC_010448.4			146440663			intron_variant			PDE4B			T			C			0.51			0.00


			NC_010448.4			146572377			intron_variant			PDE4B			A			G			0.74			0.21			0.53


			NC_010448.4			146572567			intron_variant			PDE4B			T			C			0.69			0.18			0.51


			NC_010448.4			146440858			intron_variant			PDE4B			C			T			0.51			0.00


			NC_010448.4			146444219			intron_variant			PDE4B			C			T			0.68			0.00


			NC_010448.4			146484608			intron_variant			PDE4B			C			T			0.64			0.00


			NC_010448.4			146580469			intron_variant			PDE4B			A			T			0.20			0.71			0.51


			NC_010448.4			146484641			intron_variant			PDE4B			C			G			0.65			0.00


			NC_010448.4			146484651			intron_variant			PDE4B			T			G			0.65			0.00


			NC_010448.4			146582159			intron_variant			PDE4B			G			A			0.18			0.69			0.51


			NC_010448.4			146582608			intron_variant			PDE4B			T			C			0.17			0.71			0.54


			NC_010448.4			146484652			intron_variant			PDE4B			G			A			0.65			0.00


			NC_010448.4			146484672			intron_variant			PDE4B			A			G			0.69			0.00


			NC_010448.4			146583009			intron_variant			PDE4B			C			T			0.19			0.71			0.52


			NC_010448.4			146583203			intron_variant			PDE4B			C			G			0.18			0.68			0.50


			NC_010448.4			146484725			intron_variant			PDE4B			C			T			0.64			0.00


			NC_010448.4			146491942			intron_variant			PDE4B			C			T			0.52			0.00


			NC_010448.4			146491963			intron_variant			PDE4B			G			A			0.52			0.00


			NC_010448.4			146593020			intron_variant			PDE4B			G			A			0.16			0.71			0.55


			NC_010448.4			146594169			intron_variant			PDE4B			T			G			0.15			0.72			0.57


			NC_010448.4			146595935			intron_variant			PDE4B			T			C			0.14			0.72			0.58


			NC_010448.4			146604139			intron_variant			PDE4B			A			G			0.13			0.75			0.63


			NC_010448.4			146520926			intron_variant			PDE4B			A			G			0.53			0.00


			NC_010448.4			146520939			intron_variant			PDE4B			T			C			0.55			0.00


			NC_010448.4			146606326			intron_variant			PDE4B			C			T			0.16			0.74			0.58


			NC_010448.4			146524454			intron_variant			PDE4B			C			T			0.54			0.00


			NC_010448.4			146549972			5_prime_UTR_variant			PDE4B			T			G			0.51			0.00


			NC_010448.4			146550100			5_prime_UTR_variant			PDE4B			C			G			0.56			0.00


			NC_010448.4			146550125			5_prime_UTR_variant			PDE4B			A			G			0.53			0.00


			NC_010448.4			146606940			intron_variant			PDE4B			T			C			0.11			0.76			0.65


			NC_010448.4			146550469			upstream_gene_variant			PDE4B			T			C			0.65			0.00


			NC_010448.4			146550745			upstream_gene_variant			PDE4B			C			G			0.60			0.00


			NC_010448.4			146550912			upstream_gene_variant			PDE4B			C			A			0.71			0.00


			NC_010448.4			146555729			intron_variant			PDE4B			C			G			0.66			0.00


			NC_010448.4			146566031			intron_variant			PDE4B			T			A			0.62			0.00


			NC_010448.4			146566033			intron_variant			PDE4B			G			A			0.60			0.00


			NC_010448.4			146571339			intron_variant			PDE4B			T			C			0.55			0.00


			NC_010448.4			146572119			intron_variant			PDE4B			C			T			0.53			0.00


			NC_010448.4			146572231			intron_variant			PDE4B			C			T			0.57			0.00


			NC_010448.4			146572576			intron_variant			PDE4B			A			G			0.54			0.00


			NC_010448.4			146578698			intron_variant			PDE4B			T			C			0.61			0.00


			NC_010448.4			146580447			intron_variant			PDE4B			A			T			0.68			0.00


			NC_010448.4			146580498			intron_variant			PDE4B			T			C			0.61			0.00


			NC_010448.4			146580899			intron_variant			PDE4B			C			T			0.70			0.00


			NC_010448.4			146582651			intron_variant			PDE4B			C			A			0.63			0.00


			NC_010448.4			146582792			intron_variant			PDE4B			G			A			0.60			0.00


			NC_010448.4			146589374			intron_variant			PDE4B			C			A			0.58			0.00


			NC_010448.4			146589500			intron_variant			PDE4B			T			C			0.58			0.00


			NC_010448.4			146589553			intron_variant			PDE4B			C			A			0.59			0.00


			NC_010448.4			146605009			intron_variant			PDE4B			C			T			0.67			0.00


			NC_010448.4			146606260			intron_variant			PDE4B			G			T			0.55			0.00


			NC_010448.4			146606331			intron_variant			PDE4B			C			T			0.56			0.00


			NC_010448.4			146606402			intron_variant			PDE4B			T			A			0.65			0.00


			NC_010448.4			146606740			intron_variant			PDE4B			A			G			0.62			0.00


			NC_010448.4			146606833			intron_variant			PDE4B			A			G			0.69			0.00


			NC_010448.4			146607541			intron_variant			PDE4B			C			T			0.65			0.00


			NC_010448.4			146607896			intron_variant			PDE4B			C			T			0.64			0.00


			NC_010448.4			146608133			intron_variant			PDE4B			A			G			0.65			0.00


			NC_010448.4			146608200			intron_variant			PDE4B			A			G			0.63			0.00


			NC_010448.4			146608229			intron_variant			PDE4B			G			C			0.68			0.00


			NC_010448.4			146608257			intron_variant			PDE4B			T			C			0.62			0.00


			NC_010448.4			146610980			intron_variant			PDE4B			G			A			0.59			0.00


			NC_010448.4			146611138			intron_variant			PDE4B			G			A			0.60			0.00


			NC_010448.4			146611143			intron_variant			PDE4B			G			A			0.60			0.00


			NC_010448.4			146611184			intron_variant			PDE4B			G			A			0.56			0.00


			NC_010448.4			146611250			intron_variant			PDE4B			A			G			0.55			0.00


			NC_010448.4			146611258			intron_variant			PDE4B			T			G			0.56			0.00


			NC_010448.4			146613718			intron_variant			PDE4B			C			T			0.16			0.74			0.58


			NC_010448.4			146613964			intron_variant			PDE4B			T			C			0.23			0.75			0.52


			NC_010448.4			146614549			intron_variant			PDE4B			G			A			0.19			0.78			0.59


			NC_010448.4			146614563			intron_variant			PDE4B			T			C			0.18			0.78			0.60


			NC_010448.4			146611265			intron_variant			PDE4B			G			C			0.59			0.00


			NC_010448.4			146619964			intron_variant			PDE4B			C			T			0.76			0.24			0.52


			NC_010448.4			146619991			intron_variant			PDE4B			A			G			0.76			0.18			0.57


			NC_010448.4			146620035			intron_variant			PDE4B			T			G			0.76			0.18			0.57


			NC_010448.4			146620106			intron_variant			PDE4B			T			C			0.74			0.16			0.59


			NC_010448.4			146620404			intron_variant			PDE4B			A			T			0.76			0.05			0.71


			NC_010448.4			146620414			intron_variant			PDE4B			C			T			0.76			0.05			0.71


			NC_010448.4			146611286			intron_variant			PDE4B			C			T			0.51			0.00


			NC_010448.4			146620807			intron_variant			PDE4B			G			T			0.74			0.24			0.51


			NC_010448.4			146620985			intron_variant			PDE4B			G			A			0.76			0.24			0.52


			NC_010448.4			146621583			intron_variant			PDE4B			A			G			0.77			0.14			0.63


			NC_010448.4			146622077			intron_variant			PDE4B			C			G			0.75			0.24			0.51


			NC_010448.4			146622115			intron_variant			PDE4B			A			G			0.75			0.24			0.51


			NC_010448.4			146622271			intron_variant			PDE4B			G			T			0.70			0.18			0.52


			NC_010448.4			146622678			intron_variant			PDE4B			A			T			0.72			0.21			0.51


			NC_010448.4			146622687			intron_variant			PDE4B			A			G			0.72			0.21			0.51


			NC_010448.4			146622705			intron_variant			PDE4B			C			A			0.73			0.21			0.52


			NC_010448.4			146622710			intron_variant			PDE4B			G			T			0.73			0.21			0.52


			NC_010448.4			146622834			intron_variant			PDE4B			C			T			0.76			0.24			0.53


			NC_010448.4			146622853			intron_variant			PDE4B			C			T			0.74			0.24			0.51


			NC_010448.4			146625349			intron_variant			PDE4B			T			C			0.70			0.17			0.53


			NC_010448.4			146625394			intron_variant			PDE4B			C			T			0.64			0.14			0.51


			NC_010448.4			146627351			intron_variant			PDE4B			C			T			0.71			0.19			0.51


			NC_010448.4			146645259			intron_variant			PDE4B			A			G			0.78			0.24			0.54


			NC_010448.4			146649974			intron_variant			PDE4B			C			G			0.84			0.24			0.60


			NC_010448.4			146655425			intron_variant			PDE4B			G			T			0.75			0.21			0.54


			NC_010448.4			146656570			intron_variant			PDE4B			T			C			0.19			0.76			0.58


			NC_010448.4			146611301			intron_variant			PDE4B			A			C			0.51			0.00


			NC_010448.4			146658691			intron_variant			PDE4B			C			T			0.08			0.65			0.57


			NC_010448.4			146658991			intron_variant			PDE4B			T			C			0.12			0.68			0.56


			NC_010448.4			146611345			intron_variant			PDE4B			C			A			0.51			0.00


			NC_010448.4			146659478			intron_variant			PDE4B			G			A			0.13			0.67			0.54


			NC_010448.4			146611348			intron_variant			PDE4B			A			G			0.51			0.00


			NC_010448.4			146668218			intron_variant			PDE4B			T			C			0.89			0.24			0.65


			NC_010448.4			146668290			intron_variant			PDE4B			A			T			0.78			0.17			0.62


			NC_010448.4			146668939			intron_variant			PDE4B			T			C			0.19			0.71			0.52


			NC_010448.4			146669664			intron_variant			PDE4B			G			A			0.88			0.21			0.66


			NC_010448.4			146670298			intron_variant			PDE4B			C			T			0.00			0.50


			NC_010448.4			146670441			intron_variant			PDE4B			C			G			0.90			0.24			0.66


			NC_010448.4			146671083			intron_variant			PDE4B			C			T			0.67			0.16			0.51


			NC_010448.4			146671724			intron_variant			PDE4B			A			G			0.68			0.16			0.53


			NC_010448.4			146671761			intron_variant			PDE4B			T			C			0.01			0.53			0.52


			NC_010448.4			146671789			intron_variant			PDE4B			T			C			0.77			0.22			0.55


			NC_010448.4			146671943			intron_variant			PDE4B			G			A			0.01			0.53			0.51


			NC_010448.4			146671944			intron_variant			PDE4B			G			A			0.70			0.19			0.51


			NC_010448.4			146672041			intron_variant			PDE4B			C			G			0.65			0.13			0.52


			NC_010448.4			146672062			intron_variant			PDE4B			T			C			0.65			0.13			0.52


			NC_010448.4			146672107			intron_variant			PDE4B			G			A			0.69			0.13			0.55


			NC_010448.4			146672114			intron_variant			PDE4B			G			A			0.69			0.13			0.55


			NC_010448.4			146672166			intron_variant			PDE4B			G			A			0.01			0.58			0.57


			NC_010448.4			146674674			intron_variant			PDE4B			T			C			0.82			0.29			0.53


			NC_010448.4			146611361			intron_variant			PDE4B			A			G			0.53			0.00


			NC_010448.4			146611369			intron_variant			PDE4B			T			A			0.53			0.00


			NC_010448.4			146611385			intron_variant			PDE4B			G			C			0.53			0.00


			NC_010448.4			146611407			intron_variant			PDE4B			C			T			0.58			0.00


			NC_010448.4			146611412			intron_variant			PDE4B			G			T			0.60			0.00


			NC_010448.4			146688572			intron_variant			PDE4B			T			C			0.83			0.32			0.52


			NC_010448.4			146611499			intron_variant			PDE4B			T			C			0.63			0.00


			NC_010448.4			146611501			intron_variant			PDE4B			A			G			0.61			0.00


			NC_010448.4			146611517			intron_variant			PDE4B			C			T			0.51			0.00


			NC_010448.4			146690971			intron_variant			PDE4B			G			A			0.19			0.74			0.54


			NC_010448.4			146611819			intron_variant			PDE4B			T			C			0.58			0.00


			NC_010448.4			146705806			intron_variant			PDE4B			G			C			0.90			0.38			0.52


			NC_010448.4			146712667			intron_variant			PDE4B			A			T			0.20			0.71			0.51


			NC_010448.4			146611846			intron_variant			PDE4B			T			C			0.62			0.00


			NC_010448.4			146611853			intron_variant			PDE4B			G			A			0.60			0.00


			NC_010448.4			146714160			intron_variant			PDE4B			T			C			0.15			0.76			0.62


			NC_010448.4			146612000			intron_variant			PDE4B			C			A			0.52			0.00


			NC_010448.4			146612252			intron_variant			PDE4B			A			C			0.66			0.00


			NC_010456.5			71388275			3_prime_UTR_variant			MYPN			C			A			0.83			0.19			0.64


			NC_010448.4			146612861			intron_variant			PDE4B			T			G			0.55			0.00


			NC_010448.4			146612878			intron_variant			PDE4B			C			T			0.53			0.00


			NC_010448.4			146783221			intergenic_region			PDE4B-LEPR			C			T			0.06			0.56			0.50


			NC_010448.4			146784309			intergenic_region			PDE4B-LEPR			G			A			0.06			0.71			0.65


			NC_010448.4			146785092			intergenic_region			PDE4B-LEPR			G			*			0.07			0.74			0.67


			NC_010448.4			146613000			intron_variant			PDE4B			G			A			0.55			0.00


			NC_010448.4			146613042			intron_variant			PDE4B			C			T			0.55			0.00


			NC_010448.4			146787792			intergenic_region			PDE4B-LEPR			C			T			0.09			0.68			0.60


			NC_010448.4			146613047			intron_variant			PDE4B			G			T			0.55			0.00


			NC_010448.4			146613066			intron_variant			PDE4B			G			A			0.56			0.00


			NC_010448.4			146787863			intergenic_region			PDE4B-LEPR			T			C			0.05			0.67			0.62


			NC_010448.4			146787864			intergenic_region			PDE4B-LEPR			C			T			0.05			0.67			0.62


			NC_010448.4			146613206			intron_variant			PDE4B			C			T			0.58			0.00


			NC_010448.4			146619343			intron_variant			PDE4B			C			T			0.57			0.00


			NC_010448.4			146620541			intron_variant			PDE4B			C			T			0.51			0.00


			NC_010448.4			146658522			intron_variant			PDE4B			C			T			0.58			0.00


			NC_010448.4			146659110			intron_variant			PDE4B			C			A			0.53			0.00


			NC_010448.4			146668136			intron_variant			PDE4B			T			C			0.57			0.00


			NC_010448.4			146685109			intron_variant			PDE4B			C			T			0.54			0.00


			NC_010448.4			146685277			intron_variant			PDE4B			A			C			0.58			0.00


			NC_010448.4			146685332			intron_variant			PDE4B			G			A			0.58			0.00


			NC_010448.4			146788431			intergenic_region			PDE4B-LEPR			T			C			0.89			0.17			0.72


			NC_010448.4			146685994			intron_variant			PDE4B			G			A			0.56			0.00


			NC_010448.4			146686010			intron_variant			PDE4B			T			C			0.58			0.00


			NC_010448.4			146688702			intron_variant			PDE4B			T			C			0.63			0.00


			NC_010456.5			123987299			synonymous_variant			NRAP			C			T			0.83			0.03			0.80


			NC_010457.5			579504			synonymous_variant			NEB			A			T			0.83			0.28			0.55


			NC_010457.5			614508			synonymous_variant			NEB			T			C			0.83			0.32			0.51


			NC_010457.5			33607728			downstream_gene_variant			MYOM2			T			C			0.83			0.05			0.78


			NC_010449.5			19611504			intron_variant			RIPOR2			A			G			0.88			0.21			0.67


			NC_010449.5			19611582			intron_variant			RIPOR2			C			T			0.86			0.28			0.58


			NC_010448.4			146688800			intron_variant			PDE4B			T			C			0.57			0.00


			NC_010449.5			19611615			intron_variant			RIPOR2			G			A			0.87			0.21			0.66


			NC_010449.5			19611640			intron_variant			RIPOR2			T			C			0.86			0.21			0.65


			NC_010449.5			19611651			intron_variant			RIPOR2			T			C			0.86			0.24			0.62


			NC_010449.5			19611693			intron_variant			RIPOR2			A			G			0.94			0.29			0.65


			NC_010449.5			19611829			intron_variant			RIPOR2			T			C			0.95			0.26			0.69


			NC_010449.5			19611925			intron_variant			RIPOR2			G			A			0.87			0.18			0.69


			NC_010449.5			19611930			intron_variant			RIPOR2			C			T			0.66			0.03			0.63


			NC_010449.5			19611931			intron_variant			RIPOR2			T			C			0.87			0.17			0.70


			NC_010449.5			19611945			intron_variant			RIPOR2			C			T			0.87			0.16			0.71


			NC_010449.5			19612348			intron_variant			RIPOR2			T			C			0.87			0.24			0.64


			NC_010449.5			19612419			intron_variant			RIPOR2			A			G			0.90			0.25			0.65


			NC_010449.5			19612633			intron_variant			RIPOR2			A			G			0.64			0.03			0.61


			NC_010449.5			19612813			intron_variant			RIPOR2			T			G			0.74			0.05			0.69


			NC_010449.5			19613045			intron_variant			RIPOR2			C			T			0.71			0.08			0.63


			NC_010449.5			19613123			intron_variant			RIPOR2			C			T			0.94			0.29			0.65


			NC_010449.5			19613428			intron_variant			RIPOR2			T			C			0.73			0.03			0.70


			NC_010449.5			19613465			intron_variant			RIPOR2			T			C			0.86			0.24			0.62


			NC_010449.5			19613474			intron_variant			RIPOR2			C			A			0.86			0.24			0.62


			NC_010449.5			19613777			intron_variant			RIPOR2			C			T			0.87			0.19			0.67


			NC_010449.5			19613781			intron_variant			RIPOR2			G			A			0.95			0.19			0.75


			NC_010449.5			19613784			intron_variant			RIPOR2			C			G			0.70			0.03			0.67


			NC_010449.5			19613854			intron_variant			RIPOR2			T			C			0.86			0.12			0.74


			NC_010449.5			19613871			intron_variant			RIPOR2			A			G			0.85			0.12			0.73


			NC_010449.5			19613875			intron_variant			RIPOR2			A			G			0.86			0.12			0.75


			NC_010449.5			19613898			intron_variant			RIPOR2			A			C			0.85			0.12			0.74


			NC_010449.5			19613963			intron_variant			RIPOR2			A			G			0.63			0.03			0.61


			NC_010449.5			19614014			intron_variant			RIPOR2			T			A			0.95			0.25			0.70


			NC_010449.5			19614071			intron_variant			RIPOR2			T			C			0.95			0.26			0.69


			NC_010449.5			19614520			intron_variant			RIPOR2			G			A			0.11			0.74			0.62


			NC_010449.5			19614563			intron_variant			RIPOR2			A			G			0.07			0.61			0.54


			NC_010449.5			19614601			intron_variant			RIPOR2			G			A			0.07			0.58			0.51


			NC_010449.5			19614617			intron_variant			RIPOR2			G			A			0.07			0.65			0.58


			NC_010449.5			19614695			intron_variant			RIPOR2			C			T			0.26			0.79			0.53


			NC_010449.5			19614700			intron_variant			RIPOR2			T			C			0.26			0.79			0.53


			NC_010449.5			19614850			intron_variant			RIPOR2			G			A			0.08			0.81			0.72


			NC_010449.5			19614871			intron_variant			RIPOR2			T			C			0.08			0.85			0.77


			NC_010449.5			19614873			intron_variant			RIPOR2			T			C			0.20			0.85			0.66


			NC_010449.5			19614918			intron_variant			RIPOR2			T			C			0.08			0.81			0.72


			NC_010449.5			19614964			intron_variant			RIPOR2			G			A			0.20			0.76			0.56


			NC_010449.5			19615029			intron_variant			RIPOR2			A			G			0.21			0.76			0.55


			NC_010449.5			19615071			intron_variant			RIPOR2			A			G			0.23			0.78			0.55


			NC_010449.5			19615137			intron_variant			RIPOR2			T			C			0.24			0.76			0.52


			NC_010449.5			19615276			intron_variant			RIPOR2			T			C			0.19			0.79			0.60


			NC_010449.5			19615448			intron_variant			RIPOR2			A			G			0.10			0.79			0.68


			NC_010449.5			19615474			intron_variant			RIPOR2			T			C			0.88			0.05			0.82


			NC_010449.5			19615507			intron_variant			RIPOR2			C			T			0.05			0.59			0.54


			NC_010449.5			19615512			intron_variant			RIPOR2			A			G			0.05			0.59			0.54


			NC_010449.5			19615665			intron_variant			RIPOR2			C			T			0.08			0.61			0.53


			NC_010449.5			19616155			intron_variant			RIPOR2			T			C			0.60			0.08			0.52


			NC_010449.5			19618726			intron_variant			RIPOR2			A			G			0.91			0.24			0.68


			NC_010449.5			19620249			intron_variant			RIPOR2			G			T			0.11			0.64			0.53


			NC_010449.5			19620256			intron_variant			RIPOR2			G			T			0.11			0.61			0.51


			NC_010449.5			19620632			intron_variant			RIPOR2			A			G			0.81			0.26			0.55


			NC_010449.5			19621851			intron_variant			RIPOR2			A			G			0.05			0.59			0.53


			NC_010449.5			19622043			intron_variant			RIPOR2			C			T			0.07			0.66			0.59


			NC_010449.5			19622692			intron_variant			RIPOR2			A			C			0.70			0.16			0.55


			NC_010449.5			19622712			intron_variant			RIPOR2			G			A			0.70			0.17			0.53


			NC_010449.5			19622838			intron_variant			RIPOR2			T			C			0.79			0.24			0.56


			NC_010449.5			19624696			intron_variant			RIPOR2			C			T			0.04			0.65			0.61


			NC_010448.4			146690189			intron_variant			PDE4B			G			A			0.54			0.00


			NC_010449.5			19627934			intron_variant			RIPOR2			C			T			0.33			0.83			0.51


			NC_010449.5			19628735			intron_variant			RIPOR2			T			C			0.90			0.26			0.63


			NC_010449.5			19628737			intron_variant			RIPOR2			A			G			0.89			0.26			0.62


			NC_010449.5			19628838			intron_variant			RIPOR2			G			A			0.91			0.24			0.67


			NC_010449.5			19628841			intron_variant			RIPOR2			C			G			0.91			0.24			0.67


			NC_010449.5			19628845			intron_variant			RIPOR2			T			C			0.91			0.24			0.67


			NC_010449.5			19628903			intron_variant			RIPOR2			C			T			0.91			0.17			0.74


			NC_010449.5			19630182			intron_variant			RIPOR2			A			G			0.94			0.26			0.68


			NC_010449.5			19630217			intron_variant			RIPOR2			A			G			0.93			0.24			0.69


			NC_010449.5			19630310			intron_variant			RIPOR2			G			A			0.71			0.06			0.65


			NC_010449.5			19630495			intron_variant			RIPOR2			A			G			0.85			0.28			0.57


			NC_010449.5			19630914			intron_variant			RIPOR2			C			T			0.96			0.25			0.71


			NC_010449.5			19630972			intron_variant			RIPOR2			A			G			0.93			0.21			0.72


			NC_010449.5			19632713			intron_variant			RIPOR2			A			C			0.71			0.03			0.68


			NC_010449.5			19632791			intron_variant			RIPOR2			T			C			0.71			0.08			0.63


			NC_010449.5			19632856			intron_variant			RIPOR2			T			C			0.68			0.08			0.60


			NC_010449.5			19632862			intron_variant			RIPOR2			C			A			0.92			0.29			0.63


			NC_010449.5			19634738			intron_variant			RIPOR2			T			C			0.93			0.34			0.58


			NC_010449.5			19634969			intron_variant			RIPOR2			G			A			0.61			0.05			0.56


			NC_010449.5			19634992			intron_variant			RIPOR2			T			C			0.65			0.05			0.60


			NC_010449.5			19635064			intron_variant			RIPOR2			A			G			0.62			0.05			0.57


			NC_010449.5			19636823			intron_variant			RIPOR2			T			A			0.93			0.34			0.58


			NC_010458.4			37932002			upstream_gene_variant			PDE4D			C			T			0.83			0.11			0.72


			NC_010458.4			38103490			upstream_gene_variant			PDE4D			C			T			0.83			0.06			0.77


			NC_010444.4			60928056			upstream_gene_variant			TMEM38A			C			T			0.83			0.06			0.77


			NC_010446.5			83325318			3_prime_UTR_variant			RCSD1			T			C			0.83			0.11			0.72


			NC_010443.5			162175404			5_prime_UTR_variant			ALPK2			A			G			0.83			0.32			0.51


			NC_010448.4			146693600			intron_variant			PDE4B			T			C			0.55			0.00


			NC_010448.4			72231065			3_prime_UTR_variant			TNFRSF1B			A			G			0.83			0.08			0.75


			NC_010448.4			146712944			intron_variant			PDE4B			A			G			0.51			0.00


			NC_010448.4			146712987			intron_variant			PDE4B			A			G			0.52			0.00


			NC_010443.5			113931881			upstream_gene_variant			ALDH1A2			A			G			0.83			0.05			0.77


			NC_010443.5			113932403			upstream_gene_variant			ALDH1A2			C			T			0.83			0.03			0.80


			NC_010449.5			19640341			intron_variant			RIPOR2			C			T			0.94			0.22			0.72


			NC_010449.5			19640844			intron_variant			RIPOR2			T			C			0.73			0.21			0.52


			NC_010449.5			19640923			intron_variant			RIPOR2			A			G			0.89			0.24			0.65


			NC_010449.5			19641313			intron_variant			RIPOR2			A			G			0.94			0.21			0.73


			NC_010449.5			19641559			intron_variant			RIPOR2			T			C			0.94			0.26			0.68


			NC_010449.5			19641772			intron_variant			RIPOR2			T			C			0.94			0.32			0.62


			NC_010448.4			146714654			intron_variant			PDE4B			T			C			0.56			0.00


			NC_010449.5			19642095			intron_variant			RIPOR2			C			G			0.73			0.17			0.56


			NC_010449.5			19642097			intron_variant			RIPOR2			T			C			0.72			0.17			0.55


			NC_010449.5			19642130			intron_variant			RIPOR2			T			A			0.73			0.08			0.65


			NC_010449.5			19642194			intron_variant			RIPOR2			A			G			0.90			0.13			0.78


			NC_010448.4			146716337			intron_variant			PDE4B			C			G			0.58			0.00


			NC_010449.5			19642244			intron_variant			RIPOR2			T			C			0.91			0.13			0.77


			NC_010449.5			19642273			intron_variant			RIPOR2			G			A			0.69			0.12			0.58


			NC_010449.5			19643259			intron_variant			RIPOR2			C			A			0.90			0.31			0.60


			NC_010449.5			19643850			intron_variant			RIPOR2			C			G			0.93			0.26			0.67


			NC_010449.5			19643863			intron_variant			RIPOR2			C			T			0.92			0.24			0.68


			NC_010449.5			19644023			intron_variant			RIPOR2			T			C			0.94			0.26			0.68


			NC_010449.5			19644032			intron_variant			RIPOR2			A			G			0.94			0.26			0.68


			NC_010449.5			19644062			intron_variant			RIPOR2			T			C			0.94			0.26			0.68


			NC_010449.5			19644267			intron_variant			RIPOR2			T			G			0.82			0.25			0.57


			NC_010448.4			146737637			intergenic_region			PDE4B-LEPR			A			C			0.55			0.00


			NC_010449.5			19645161			intron_variant			RIPOR2			A			G			0.91			0.26			0.64


			NC_010449.5			19645871			intron_variant			RIPOR2			C			T			0.93			0.26			0.67


			NC_010449.5			19646151			intron_variant			RIPOR2			T			C			0.74			0.24			0.51


			NC_010449.5			19646622			intron_variant			RIPOR2			T			G			0.92			0.26			0.65


			NC_010449.5			19646807			intron_variant			RIPOR2			T			C			0.91			0.26			0.65


			NC_010449.5			19646854			intron_variant			RIPOR2			T			C			0.62			0.03			0.59


			NC_010448.4			146167739			3_prime_UTR_variant			PDE4B			C			A			0.83			0.08			0.75


			NC_010449.5			19647466			intron_variant			RIPOR2			G			C			0.93			0.26			0.67


			NC_010449.5			19647483			intron_variant			RIPOR2			C			T			0.94			0.26			0.68


			NC_010449.5			19647576			intron_variant			RIPOR2			A			G			0.94			0.26			0.68


			NC_010449.5			19647664			intron_variant			RIPOR2			C			T			0.93			0.29			0.64


			NC_010449.5			19647720			intron_variant			RIPOR2			C			T			0.93			0.32			0.62


			NC_010449.5			19647910			intron_variant			RIPOR2			A			G			0.94			0.29			0.65


			NC_010449.5			19647955			intron_variant			RIPOR2			G			A			0.69			0.05			0.63


			NC_010448.4			146738250			intergenic_region			PDE4B-LEPR			T			C			0.54			0.00


			NC_010449.5			19649716			intron_variant			RIPOR2			C			A			0.95			0.19			0.75


			NC_010449.5			19649915			intron_variant			RIPOR2			A			G			0.04			0.63			0.60


			NC_010449.5			19649929			intron_variant			RIPOR2			C			T			0.62			0.06			0.56


			NC_010449.5			19649983			intron_variant			RIPOR2			T			C			0.70			0.19			0.50


			NC_010449.5			19650022			intron_variant			RIPOR2			C			T			0.74			0.24			0.51


			NC_010449.5			19650150			intron_variant			RIPOR2			T			C			0.88			0.26			0.61


			NC_010449.5			19651452			intron_variant			RIPOR2			T			C			0.93			0.26			0.67


			NC_010449.5			19651457			intron_variant			RIPOR2			T			C			0.93			0.26			0.67


			NC_010449.5			19651512			intron_variant			RIPOR2			C			T			0.94			0.26			0.68


			NC_010449.5			19651517			intron_variant			RIPOR2			C			T			0.94			0.26			0.68


			NC_010449.5			19651583			intron_variant			RIPOR2			T			C			0.94			0.26			0.68


			NC_010449.5			19651620			intron_variant			RIPOR2			C			T			0.94			0.26			0.68


			NC_010449.5			19651675			intron_variant			RIPOR2			C			T			0.94			0.24			0.71


			NC_010449.5			19652214			intron_variant			RIPOR2			C			T			0.80			0.26			0.54


			NC_010449.5			19652309			intron_variant			RIPOR2			G			T			0.95			0.26			0.69


			NC_010449.5			19652384			intron_variant			RIPOR2			T			C			0.94			0.26			0.68


			NC_010449.5			19653304			intron_variant			RIPOR2			G			C			0.92			0.28			0.65


			NC_010449.5			19653425			intron_variant			RIPOR2			C			T			0.94			0.26			0.68


			NC_010449.5			19653690			intron_variant			RIPOR2			T			C			0.89			0.22			0.66


			NC_010449.5			19653767			intron_variant			RIPOR2			C			T			0.77			0.21			0.56


			NC_010449.5			19653836			intron_variant			RIPOR2			A			G			0.93			0.26			0.66


			NC_010449.5			19653868			intron_variant			RIPOR2			G			T			0.92			0.24			0.69


			NC_010449.5			19653935			intron_variant			RIPOR2			G			A			0.82			0.26			0.55


			NC_010449.5			19653950			intron_variant			RIPOR2			C			T			0.94			0.28			0.66


			NC_010449.5			19653964			intron_variant			RIPOR2			T			C			0.94			0.28			0.66


			NC_010449.5			19654108			intron_variant			RIPOR2			G			A			0.88			0.29			0.59


			NC_010449.5			19654133			intron_variant			RIPOR2			A			T			0.94			0.29			0.65


			NC_010449.5			19654142			intron_variant			RIPOR2			G			A			0.94			0.29			0.65


			NC_010449.5			19654219			intron_variant			RIPOR2			A			G			0.82			0.28			0.54


			NC_010449.5			19654241			intron_variant			RIPOR2			T			C			0.89			0.29			0.60


			NC_010449.5			19654322			intron_variant			RIPOR2			T			C			0.85			0.31			0.55


			NC_010449.5			19654384			intron_variant			RIPOR2			T			C			0.83			0.29			0.54


			NC_010449.5			19654513			intron_variant			RIPOR2			A			G			0.94			0.26			0.67


			NC_010449.5			19654888			intron_variant			RIPOR2			C			T			0.94			0.26			0.68


			NC_010449.5			19654960			intron_variant			RIPOR2			T			C			0.93			0.26			0.67


			NC_010449.5			19655108			intron_variant			RIPOR2			G			C			0.95			0.29			0.66


			NC_010449.5			19655269			intron_variant			RIPOR2			G			A			0.93			0.29			0.64


			NC_010449.5			19655299			intron_variant			RIPOR2			T			A			0.94			0.29			0.65


			NC_010449.5			19655328			intron_variant			RIPOR2			A			G			0.95			0.29			0.66


			NC_010449.5			19655383			intron_variant			RIPOR2			T			C			0.94			0.26			0.68


			NC_010449.5			19655393			intron_variant			RIPOR2			T			C			0.94			0.26			0.68


			NC_010449.5			19655440			intron_variant			RIPOR2			G			C			0.94			0.22			0.72


			NC_010449.5			19655446			intron_variant			RIPOR2			C			T			0.05			0.66			0.61


			NC_010449.5			19655472			intron_variant			RIPOR2			C			T			0.93			0.29			0.64


			NC_010449.5			19655546			intron_variant			RIPOR2			G			T			0.81			0.24			0.57


			NC_010449.5			19655646			intron_variant			RIPOR2			G			A			0.85			0.24			0.62


			NC_010449.5			19655676			intron_variant			RIPOR2			G			A			0.94			0.29			0.65


			NC_010449.5			19655701			intron_variant			RIPOR2			T			C			0.94			0.29			0.65


			NC_010449.5			19655718			intron_variant			RIPOR2			A			C			0.94			0.29			0.65


			NC_010449.5			19655729			intron_variant			RIPOR2			C			T			0.94			0.26			0.67


			NC_010449.5			19655759			intron_variant			RIPOR2			A			C			0.94			0.26			0.68


			NC_010449.5			19655897			intron_variant			RIPOR2			C			T			0.85			0.24			0.62


			NC_010449.5			19655932			intron_variant			RIPOR2			C			T			0.95			0.29			0.66


			NC_010449.5			19655986			intron_variant			RIPOR2			T			C			0.92			0.26			0.66


			NC_010449.5			19656119			intron_variant			RIPOR2			C			T			0.94			0.29			0.65


			NC_010449.5			19656220			intron_variant			RIPOR2			G			A			0.94			0.29			0.65


			NC_010444.4			15247571			upstream_gene_variant			MYBPC3			A			G			0.82			0.06			0.77


			NC_010449.5			19656607			intron_variant			RIPOR2			T			G			0.94			0.26			0.68


			NC_010449.5			19656732			intron_variant			RIPOR2			A			G			0.76			0.21			0.55


			NC_010449.5			19656859			intron_variant			RIPOR2			T			C			0.93			0.29			0.64


			NC_010449.5			19656969			intron_variant			RIPOR2			A			G			0.93			0.29			0.64


			NC_010449.5			19657219			intron_variant			RIPOR2			A			G			0.93			0.21			0.73


			NC_010449.5			19657444			intron_variant			RIPOR2			T			G			0.95			0.24			0.71


			NC_010449.5			19657446			intron_variant			RIPOR2			A			T			0.95			0.24			0.71


			NC_010449.5			19657959			intron_variant			RIPOR2			A			G			0.93			0.25			0.68


			NC_010449.5			19658030			intron_variant			RIPOR2			T			A			0.92			0.19			0.72


			NC_010449.5			19658079			intron_variant			RIPOR2			G			A			0.76			0.05			0.71


			NC_010448.4			146787758			intergenic_region			PDE4B-LEPR			C			A			0.59			0.00


			NC_010449.5			19658250			intron_variant			RIPOR2			A			G			0.73			0.08			0.65


			NC_010449.5			19658255			intron_variant			RIPOR2			A			G			0.73			0.05			0.67


			NC_010449.5			19658365			intron_variant			RIPOR2			A			G			0.94			0.26			0.68


			NC_010449.5			19658621			intron_variant			RIPOR2			G			A			0.94			0.26			0.68


			NC_010449.5			19658627			intron_variant			RIPOR2			T			C			0.94			0.26			0.68


			NC_010449.5			19658767			intron_variant			RIPOR2			G			A			0.93			0.26			0.67


			NC_010449.5			19659074			intron_variant			RIPOR2			A			G			0.95			0.29			0.66


			NC_010449.5			19659080			intron_variant			RIPOR2			C			A			0.95			0.32			0.63


			NC_010449.5			19659280			intron_variant			RIPOR2			T			G			0.95			0.24			0.72


			NC_010449.5			19659347			intron_variant			RIPOR2			T			C			0.95			0.24			0.72


			NC_010449.5			19659479			intron_variant			RIPOR2			G			A			0.94			0.26			0.68


			NC_010449.5			19659642			intron_variant			RIPOR2			C			T			0.95			0.26			0.69


			NC_010449.5			19659665			intron_variant			RIPOR2			C			T			0.83			0.26			0.56


			NC_010449.5			19659930			intron_variant			RIPOR2			G			A			0.87			0.24			0.63


			NC_010449.5			19660020			intron_variant			RIPOR2			A			G			0.93			0.24			0.69


			NC_010449.5			19660202			intron_variant			RIPOR2			G			A			0.84			0.26			0.57


			NC_010449.5			19660243			intron_variant			RIPOR2			A			C			0.93			0.26			0.67


			NC_010449.5			19660318			intron_variant			RIPOR2			A			G			0.94			0.24			0.71


			NC_010449.5			19660340			intron_variant			RIPOR2			G			C			0.94			0.24			0.70


			NC_010443.5			162308944			downstream_gene_variant			ALPK2			T			C			0.82			0.13			0.69


			NC_010449.5			19660653			intron_variant			RIPOR2			G			A			0.94			0.26			0.68


			NC_010449.5			19660726			intron_variant			RIPOR2			T			C			0.95			0.26			0.69


			NC_010449.5			19661230			intron_variant			RIPOR2			G			A			0.84			0.10			0.74


			NC_010448.4			146787787			intergenic_region			PDE4B-LEPR			A			G			0.59			0.00


			NC_010449.5			19661428			intron_variant			RIPOR2			T			C			0.94			0.21			0.73


			NC_010449.5			19661518			intron_variant			RIPOR2			T			A			0.94			0.25			0.69


			NC_010449.5			19661556			intron_variant			RIPOR2			C			T			0.93			0.22			0.71


			NC_010449.5			19661693			intron_variant			RIPOR2			T			G			0.75			0.03			0.72


			NC_010449.5			19661715			intron_variant			RIPOR2			T			C			0.86			0.17			0.69


			NC_010449.5			19662271			intron_variant			RIPOR2			A			G			0.94			0.26			0.68


			NC_010448.4			146787802			intergenic_region			PDE4B-LEPR			T			C			0.62			0.00


			NC_010448.4			146787828			intergenic_region			PDE4B-LEPR			G			A			0.67			0.00


			NC_010449.5			19662680			intron_variant			RIPOR2			T			A			0.65			0.03			0.62


			NC_010449.5			19662728			intron_variant			RIPOR2			T			C			0.92			0.24			0.68


			NC_010449.5			19663035			intron_variant			RIPOR2			G			A			0.83			0.21			0.63


			NC_010449.5			19663384			intron_variant			RIPOR2			T			C			0.05			0.68			0.64


			NC_010449.5			19663439			intron_variant			RIPOR2			A			T			0.94			0.26			0.68


			NC_010448.4			146787930			intergenic_region			PDE4B-LEPR			T			A			0.63			0.00


			NC_010449.5			19663475			intron_variant			RIPOR2			A			T			0.93			0.12			0.81


			NC_010449.5			19663495			intron_variant			RIPOR2			C			T			0.94			0.26			0.68


			NC_010448.4			146788007			intergenic_region			PDE4B-LEPR			T			C			0.56			0.00


			NC_010449.5			19663720			intron_variant			RIPOR2			A			T			0.92			0.24			0.68


			NC_010449.5			19663942			intron_variant			RIPOR2			G			A			0.91			0.14			0.77


			NC_010448.4			146788010			intergenic_region			PDE4B-LEPR			C			A			0.54			0.00


			NC_010449.5			19664004			intron_variant			RIPOR2			T			C			0.91			0.25			0.66


			NC_010448.4			146788024			intergenic_region			PDE4B-LEPR			G			A			0.60			0.00


			NC_010448.4			146788098			intergenic_region			PDE4B-LEPR			G			A			0.62			0.00


			NC_010449.5			19664257			intron_variant			RIPOR2			C			G			0.93			0.26			0.66


			NC_010449.5			19664283			intron_variant			RIPOR2			G			A			0.93			0.24			0.69


			NC_010449.5			19664923			intron_variant			RIPOR2			A			T			0.93			0.25			0.68


			NC_010449.5			19665020			intron_variant			RIPOR2			A			G			0.93			0.24			0.69


			NC_010449.5			19665579			intron_variant			RIPOR2			T			A			0.95			0.22			0.73


			NC_010449.5			19665824			intron_variant			RIPOR2			A			G			0.89			0.19			0.70


			NC_010449.5			19665872			intron_variant			RIPOR2			C			T			0.95			0.24			0.72


			NC_010449.5			19665947			intron_variant			RIPOR2			G			C			0.95			0.21			0.74


			NC_010449.5			19665948			intron_variant			RIPOR2			G			A			0.95			0.21			0.74


			NC_010449.5			19666020			intron_variant			RIPOR2			T			C			0.91			0.09			0.82


			NC_010449.5			19666037			intron_variant			RIPOR2			T			A			0.62			0.09			0.53


			NC_010449.5			19666044			intron_variant			RIPOR2			G			A			0.62			0.10			0.52


			NC_010449.5			19666049			intron_variant			RIPOR2			A			T			0.62			0.11			0.51


			NC_010449.5			19666135			intron_variant			RIPOR2			T			C			0.93			0.25			0.68


			NC_010449.5			19666140			intron_variant			RIPOR2			T			C			0.93			0.25			0.68


			NC_010449.5			19666191			intron_variant			RIPOR2			C			T			0.95			0.22			0.73


			NC_010449.5			19666208			intron_variant			RIPOR2			C			A			0.95			0.22			0.73


			NC_010448.4			146788150			intergenic_region			PDE4B-LEPR			A			G			0.63			0.00


			NC_010449.5			19666949			intron_variant			RIPOR2			T			C			0.95			0.22			0.73


			NC_010444.4			15246865			upstream_gene_variant			MYBPC3			C			T			0.82			0.11			0.72


			NC_010449.5			19667747			intron_variant			RIPOR2			T			C			0.91			0.18			0.74


			NC_010449.5			19667762			intron_variant			RIPOR2			T			C			0.86			0.18			0.68


			NC_010449.5			19667770			intron_variant			RIPOR2			G			A			0.84			0.22			0.62


			NC_010449.5			19667922			intron_variant			RIPOR2			A			G			0.82			0.21			0.61


			NC_010449.5			19668010			intron_variant			RIPOR2			T			C			0.90			0.24			0.67


			NC_010449.5			19668018			intron_variant			RIPOR2			C			A			0.77			0.24			0.54


			NC_010449.5			19668551			intron_variant			RIPOR2			T			C			0.90			0.21			0.69


			NC_010449.5			19668607			intron_variant			RIPOR2			T			C			0.05			0.61			0.57


			NC_010449.5			19668827			intron_variant			RIPOR2			A			G			0.93			0.24			0.69


			NC_010449.5			19670226			intron_variant			RIPOR2			A			C			0.93			0.24			0.69


			NC_010449.5			19670489			intron_variant			RIPOR2			G			A			0.90			0.28			0.63


			NC_010449.5			19670837			intron_variant			RIPOR2			C			T			0.72			0.09			0.63


			NC_010449.5			19670904			intron_variant			RIPOR2			C			T			0.74			0.22			0.52


			NC_010449.5			19670966			intron_variant			RIPOR2			A			G			0.88			0.18			0.70


			NC_010449.5			19670971			intron_variant			RIPOR2			A			G			0.88			0.15			0.73


			NC_010449.5			19670975			intron_variant			RIPOR2			A			T			0.88			0.15			0.73


			NC_010448.4			146788153			intergenic_region			PDE4B-LEPR			T			C			0.63			0.00


			NC_010449.5			19671190			intron_variant			RIPOR2			A			G			0.72			0.03			0.69


			NC_010449.5			19671209			intron_variant			RIPOR2			G			A			0.75			0.03			0.72


			NC_010449.5			19671231			intron_variant			RIPOR2			G			A			0.91			0.12			0.79


			NC_010449.5			19671550			intron_variant			RIPOR2			A			G			0.90			0.24			0.67


			NC_010449.5			19671552			intron_variant			RIPOR2			A			G			0.94			0.24			0.70


			NC_010444.4			60928259			upstream_gene_variant			TMEM38A			C			G			0.82			0.03			0.80


			NC_010449.5			19672703			intron_variant			RIPOR2			C			A			0.91			0.24			0.67


			NC_010449.5			19673279			intron_variant			RIPOR2			G			A			0.82			0.05			0.77


			NC_010449.5			19673307			intron_variant			RIPOR2			T			C			0.95			0.19			0.75


			NC_010449.5			19673685			intron_variant			RIPOR2			C			T			0.94			0.24			0.70


			NC_010449.5			19673757			intron_variant			RIPOR2			A			G			0.77			0.05			0.72


			NC_010449.5			19673813			intron_variant			RIPOR2			A			G			0.96			0.24			0.73


			NC_010449.5			19674547			intron_variant			RIPOR2			A			G			0.88			0.08			0.80


			NC_010449.5			19674756			intron_variant			RIPOR2			A			G			0.76			0.03			0.73


			NC_010448.4			146788231			intergenic_region			PDE4B-LEPR			G			A			0.64			0.00


			NC_010449.5			19675100			intron_variant			RIPOR2			G			C			0.92			0.17			0.75


			NC_010449.5			19675156			intron_variant			RIPOR2			T			C			0.77			0.24			0.53


			NC_010449.5			19675183			intron_variant			RIPOR2			C			T			0.79			0.15			0.64


			NC_010449.5			19675190			intron_variant			RIPOR2			C			T			0.91			0.15			0.77


			NC_010449.5			19675202			intron_variant			RIPOR2			C			T			0.78			0.12			0.66


			NC_010449.5			19675205			intron_variant			RIPOR2			T			G			0.93			0.12			0.82


			NC_010449.5			19675215			intron_variant			RIPOR2			A			G			0.78			0.12			0.66


			NC_010449.5			19675276			intron_variant			RIPOR2			T			C			0.02			0.66			0.64


			NC_010449.5			19675278			intron_variant			RIPOR2			C			A			0.80			0.24			0.56


			NC_010449.5			19675390			intron_variant			RIPOR2			C			T			0.94			0.21			0.73


			NC_010449.5			19675392			intron_variant			RIPOR2			T			C			0.80			0.21			0.59


			NC_010449.5			19675493			intron_variant			RIPOR2			G			C			0.79			0.24			0.55


			NC_010449.5			19675495			intron_variant			RIPOR2			T			A			0.79			0.24			0.55


			NC_010449.5			19676011			intron_variant			RIPOR2			C			T			0.91			0.24			0.67


			NC_010449.5			19676020			intron_variant			RIPOR2			G			A			0.92			0.24			0.68


			NC_010449.5			19676067			intron_variant			RIPOR2			T			C			0.88			0.24			0.65


			NC_010449.5			19676069			intron_variant			RIPOR2			G			A			0.92			0.24			0.68


			NC_010449.5			19676096			intron_variant			RIPOR2			A			T			0.92			0.24			0.68


			NC_010449.5			19676097			intron_variant			RIPOR2			G			A			0.92			0.24			0.68


			NC_010449.5			19676111			intron_variant			RIPOR2			C			T			0.92			0.24			0.68


			NC_010449.5			19676290			intron_variant			RIPOR2			T			C			0.92			0.24			0.68


			NC_010449.5			19676612			intron_variant			RIPOR2			T			A			0.90			0.26			0.63


			NC_010448.4			146788257			intergenic_region			PDE4B-LEPR			C			T			0.60			0.00


			NC_010448.4			146788710			intergenic_region			PDE4B-LEPR			A			G			0.65			0.00


			NC_010449.5			19677333			intron_variant			RIPOR2			G			C			0.93			0.26			0.67


			NC_010449.5			19677844			intron_variant			RIPOR2			C			A			0.93			0.24			0.69


			NC_010449.5			19678087			intron_variant			RIPOR2			T			C			0.91			0.22			0.68


			NC_010449.5			19678113			intron_variant			RIPOR2			T			C			0.67			0.15			0.52


			NC_010449.5			19678896			intron_variant			RIPOR2			C			T			0.95			0.26			0.69


			NC_010449.5			19679015			intron_variant			RIPOR2			G			A			0.90			0.19			0.71


			NC_010448.4			146790867			intergenic_region			PDE4B-LEPR			A			T			0.58			0.00


			NC_010448.4			146801296			intergenic_region			PDE4B-LEPR			A			G			0.52			0.00


			NC_010449.5			19679157			intron_variant			RIPOR2			T			C			0.86			0.31			0.56


			NC_010449.5			19611602			intron_variant			RIPOR2			A			C			0.71			0.00


			NC_010449.5			19679405			intron_variant			RIPOR2			C			T			0.94			0.21			0.73


			NC_010449.5			19679719			intron_variant			RIPOR2			T			C			0.93			0.09			0.84


			NC_010449.5			19680178			intron_variant			RIPOR2			C			G			0.86			0.18			0.68


			NC_010449.5			19680212			intron_variant			RIPOR2			T			C			0.90			0.21			0.69


			NC_010449.5			19680226			intron_variant			RIPOR2			A			C			0.89			0.21			0.68


			NC_010449.5			19680603			intron_variant			RIPOR2			C			T			0.80			0.21			0.59


			NC_010449.5			19680863			intron_variant			RIPOR2			G			T			0.93			0.22			0.71


			NC_010449.5			19681024			intron_variant			RIPOR2			C			A			0.87			0.28			0.59


			NC_010449.5			19682303			intron_variant			RIPOR2			C			T			0.05			0.63			0.59


			NC_010449.5			19682396			intron_variant			RIPOR2			C			G			0.94			0.26			0.68


			NC_010449.5			19685851			intron_variant			RIPOR2			A			C			0.06			0.68			0.63


			NC_010449.5			19687142			intron_variant			RIPOR2			G			A			0.08			0.66			0.58


			NC_010449.5			19688141			intron_variant			RIPOR2			A			G			0.07			0.66			0.59


			NC_010449.5			19690742			intron_variant			RIPOR2			C			A			0.04			0.71			0.67


			NC_010449.5			19691886			intron_variant			RIPOR2			C			T			0.03			0.66			0.62


			NC_010449.5			19692297			intron_variant			RIPOR2			T			C			0.66			0.08			0.58


			NC_010449.5			19692374			intron_variant			RIPOR2			C			T			0.64			0.08			0.56


			NC_010449.5			19692388			intron_variant			RIPOR2			T			C			0.09			0.67			0.58


			NC_010449.5			19693375			intron_variant			RIPOR2			C			A			0.07			0.66			0.59


			NC_010449.5			19693513			intron_variant			RIPOR2			C			T			0.07			0.66			0.59


			NC_010449.5			19694645			intron_variant			RIPOR2			C			T			0.05			0.63			0.57


			NC_010449.5			19696144			intron_variant			RIPOR2			C			A			0.03			0.66			0.62


			NC_010449.5			19696150			intron_variant			RIPOR2			G			C			0.03			0.66			0.62


			NC_010449.5			19697655			intron_variant			RIPOR2			A			T			0.65			0.12			0.53


			NC_010444.4			60928422			upstream_gene_variant			TMEM38A			G			C			0.82			0.05			0.77


			NC_010444.4			60928610			upstream_gene_variant			TMEM38A			C			T			0.82			0.05			0.77


			NC_010449.5			19626242			intron_variant			RIPOR2			C			T			0.54			0.00


			NC_010450.4			119755397			downstream_gene_variant			PPP3CA			A			G			0.82			0.29			0.53


			NC_010449.5			19700514			intron_variant			RIPOR2			G			T			0.04			0.61			0.58


			NC_010449.5			19700704			intron_variant			RIPOR2			T			C			0.94			0.24			0.71


			NC_010449.5			19700774			intron_variant			RIPOR2			T			C			0.73			0.18			0.55


			NC_010449.5			19701001			intron_variant			RIPOR2			A			G			0.94			0.26			0.68


			NC_010449.5			19701114			intron_variant			RIPOR2			G			A			0.79			0.26			0.53


			NC_010449.5			19701152			intron_variant			RIPOR2			T			C			0.92			0.26			0.66


			NC_010449.5			19641957			intron_variant			RIPOR2			A			G			0.60			0.00


			NC_010449.5			19642235			intron_variant			RIPOR2			C			T			0.53			0.00


			NC_010449.5			19702744			intron_variant			RIPOR2			G			A			0.84			0.26			0.57


			NC_010449.5			19702800			intron_variant			RIPOR2			C			T			0.78			0.21			0.57


			NC_010449.5			19702890			intron_variant			RIPOR2			C			T			0.86			0.25			0.61


			NC_010449.5			19702950			intron_variant			RIPOR2			C			T			0.87			0.28			0.59


			NC_010449.5			19703007			intron_variant			RIPOR2			C			T			0.80			0.26			0.54


			NC_010449.5			19703193			intron_variant			RIPOR2			A			C			0.94			0.24			0.70


			NC_010449.5			19703325			intron_variant			RIPOR2			A			G			0.93			0.25			0.68


			NC_010451.4			13821613			5_prime_UTR_variant			TENM4			T			C			0.82			0.13			0.69


			NC_010457.5			33557593			synonymous_variant			MYOM2			T			C			0.82			0.05			0.77


			NC_010459.5			49016553			upstream_gene_variant			EYA2			C			T			0.82			0.13			0.69


			NC_010443.5			240842410			upstream_gene_variant			TGFBR1			C			G			0.82			0.06			0.76


			NC_010443.5			240842417			upstream_gene_variant			TGFBR1			G			A			0.82			0.06			0.76


			NC_010449.5			19705517			intron_variant			RIPOR2			G			T			0.79			0.18			0.61


			NC_010449.5			19705662			intron_variant			RIPOR2			T			C			0.94			0.26			0.68


			NC_010449.5			19705981			intron_variant			RIPOR2			T			C			0.93			0.26			0.67


			NC_010449.5			19706491			intron_variant			RIPOR2			A			G			0.76			0.18			0.58


			NC_010449.5			19706956			intron_variant			RIPOR2			G			A			0.73			0.21			0.52


			NC_010449.5			19707108			intron_variant			RIPOR2			A			C			0.83			0.18			0.65


			NC_010449.5			19707403			intron_variant			RIPOR2			C			T			0.72			0.21			0.51


			NC_010449.5			19707788			intron_variant			RIPOR2			T			C			0.91			0.24			0.67


			NC_010449.5			19707927			intron_variant			RIPOR2			C			T			0.74			0.24			0.50


			NC_010449.5			19708005			intron_variant			RIPOR2			C			T			0.80			0.24			0.56


			NC_010449.5			19708421			intron_variant			RIPOR2			T			C			0.92			0.26			0.66


			NC_010449.5			19708507			intron_variant			RIPOR2			T			C			0.94			0.26			0.68


			NC_010449.5			19644449			intron_variant			RIPOR2			C			T			0.56			0.00


			NC_010449.5			19709795			intron_variant			RIPOR2			A			G			0.93			0.29			0.64


			NC_010449.5			19709939			intron_variant			RIPOR2			A			T			0.95			0.32			0.64


			NC_010449.5			19710467			intron_variant			RIPOR2			A			G			0.94			0.32			0.63


			NC_010449.5			19710492			intron_variant			RIPOR2			G			A			0.92			0.26			0.65


			NC_010449.5			19710493			intron_variant			RIPOR2			T			G			0.92			0.26			0.65


			NC_010449.5			19710772			intron_variant			RIPOR2			T			C			0.69			0.08			0.61


			NC_010449.5			19710809			intron_variant			RIPOR2			T			C			0.93			0.29			0.64


			NC_010449.5			19710848			intron_variant			RIPOR2			T			C			0.73			0.08			0.65


			NC_010449.5			19710884			intron_variant			RIPOR2			A			G			0.73			0.08			0.65


			NC_010449.5			19710923			intron_variant			RIPOR2			A			C			0.71			0.08			0.63


			NC_010449.5			19711005			intron_variant			RIPOR2			C			T			0.68			0.08			0.60


			NC_010449.5			19711047			intron_variant			RIPOR2			G			A			0.93			0.32			0.62


			NC_010449.5			19711056			intron_variant			RIPOR2			C			T			0.68			0.08			0.60


			NC_010449.5			19711062			intron_variant			RIPOR2			G			T			0.93			0.32			0.61


			NC_010449.5			19711259			intron_variant			RIPOR2			G			A			0.94			0.32			0.63


			NC_010449.5			19711346			intron_variant			RIPOR2			C			T			0.94			0.32			0.63


			NC_010449.5			19711512			intron_variant			RIPOR2			T			C			0.94			0.32			0.63


			NC_010449.5			19711696			intron_variant			RIPOR2			C			T			0.93			0.26			0.66


			NC_010449.5			19711698			intron_variant			RIPOR2			G			A			0.93			0.26			0.66


			NC_010449.5			19711718			intron_variant			RIPOR2			G			A			0.94			0.29			0.65


			NC_010449.5			19711773			intron_variant			RIPOR2			A			G			0.94			0.32			0.63


			NC_010449.5			19712272			intron_variant			RIPOR2			T			C			0.89			0.33			0.55


			NC_010449.5			19712340			intron_variant			RIPOR2			T			C			0.84			0.09			0.75


			NC_010449.5			19712485			intron_variant			RIPOR2			T			C			0.90			0.09			0.81


			NC_010449.5			19712679			intron_variant			RIPOR2			T			C			0.89			0.19			0.70


			NC_010449.5			19713203			intron_variant			RIPOR2			G			A			0.93			0.26			0.66


			NC_010449.5			19713249			intron_variant			RIPOR2			T			C			0.93			0.21			0.72


			NC_010449.5			19713250			intron_variant			RIPOR2			G			A			0.93			0.21			0.72


			NC_010449.5			19713256			intron_variant			RIPOR2			C			T			0.91			0.21			0.71


			NC_010449.5			19713401			intron_variant			RIPOR2			C			T			0.88			0.14			0.74


			NC_010449.5			19713497			intron_variant			RIPOR2			C			T			0.95			0.22			0.73


			NC_010449.5			19713516			intron_variant			RIPOR2			T			G			0.95			0.24			0.71


			NC_010449.5			19713547			intron_variant			RIPOR2			C			G			0.95			0.22			0.73


			NC_010449.5			19713608			intron_variant			RIPOR2			G			A			0.96			0.25			0.71


			NC_010449.5			19713673			intron_variant			RIPOR2			C			T			0.94			0.12			0.82


			NC_010449.5			19713727			intron_variant			RIPOR2			C			T			0.95			0.13			0.83


			NC_010449.5			19713776			intron_variant			RIPOR2			C			T			0.93			0.25			0.68


			NC_010449.5			19713834			intron_variant			RIPOR2			T			C			0.92			0.25			0.67


			NC_010449.5			19714082			intron_variant			RIPOR2			A			G			0.72			0.09			0.63


			NC_010449.5			19714708			intron_variant			RIPOR2			A			G			0.95			0.29			0.66


			NC_010449.5			19715093			intron_variant			RIPOR2			T			C			0.70			0.08			0.62


			NC_010449.5			19715288			intron_variant			RIPOR2			A			G			0.93			0.32			0.61


			NC_010449.5			19715440			intron_variant			RIPOR2			C			G			0.92			0.29			0.63


			NC_010449.5			19715574			intron_variant			RIPOR2			A			G			0.93			0.32			0.61


			NC_010449.5			19716017			intron_variant			RIPOR2			A			T			0.94			0.29			0.65


			NC_010449.5			19716019			intron_variant			RIPOR2			C			A			0.70			0.05			0.65


			NC_010449.5			19647272			synonymous_variant			RIPOR2			C			T			0.60			0.00


			NC_010449.5			19716373			intron_variant			RIPOR2			C			T			0.80			0.08			0.72


			NC_010449.5			19648462			intron_variant			RIPOR2			A			G			0.53			0.00


			NC_010449.5			19716606			intron_variant			RIPOR2			C			T			0.73			0.21			0.52


			NC_010449.5			19716677			intron_variant			RIPOR2			C			A			0.74			0.24			0.50


			NC_010449.5			19716776			intron_variant			RIPOR2			G			T			0.94			0.31			0.63


			NC_010449.5			19716788			intron_variant			RIPOR2			T			C			0.93			0.31			0.62


			NC_010449.5			19716810			intron_variant			RIPOR2			T			C			0.93			0.29			0.64


			NC_010449.5			19716815			intron_variant			RIPOR2			A			C			0.93			0.29			0.64


			NC_010449.5			19716892			intron_variant			RIPOR2			A			G			0.90			0.32			0.59


			NC_010449.5			19717088			intron_variant			RIPOR2			T			C			0.91			0.29			0.62


			NC_010449.5			19717090			intron_variant			RIPOR2			A			T			0.91			0.29			0.62


			NC_010449.5			19717142			intron_variant			RIPOR2			T			C			0.89			0.29			0.60


			NC_010449.5			19717188			intron_variant			RIPOR2			G			A			0.88			0.32			0.56


			NC_010449.5			19717269			intron_variant			RIPOR2			T			G			0.93			0.32			0.62


			NC_010449.5			19717284			intron_variant			RIPOR2			A			C			0.92			0.32			0.60


			NC_010449.5			19718080			intron_variant			RIPOR2			G			T			0.92			0.34			0.58


			NC_010449.5			19718097			intron_variant			RIPOR2			A			G			0.94			0.34			0.60


			NC_010449.5			19718142			intron_variant			RIPOR2			T			G			0.90			0.28			0.62


			NC_010449.5			19718175			intron_variant			RIPOR2			C			T			0.84			0.29			0.55


			NC_010449.5			19718285			intron_variant			RIPOR2			T			C			0.91			0.26			0.65


			NC_010449.5			19719508			intron_variant			RIPOR2			C			A			0.05			0.68			0.64


			NC_010449.5			19720166			intron_variant			RIPOR2			A			G			0.01			0.68			0.67


			NC_010449.5			19720732			intron_variant			RIPOR2			T			C			0.94			0.25			0.69


			NC_010449.5			19720762			intron_variant			RIPOR2			G			A			0.08			0.67			0.58


			NC_010449.5			19721168			intron_variant			RIPOR2			C			T			0.68			0.03			0.66


			NC_010449.5			19721799			intron_variant			RIPOR2			T			C			0.91			0.32			0.60


			NC_010449.5			19722007			intron_variant			RIPOR2			G			A			0.91			0.28			0.63


			NC_010449.5			19722071			intron_variant			RIPOR2			A			G			0.82			0.25			0.57


			NC_010449.5			19722219			intron_variant			RIPOR2			A			G			0.94			0.26			0.68


			NC_010449.5			19722223			intron_variant			RIPOR2			T			C			0.94			0.26			0.68


			NC_010449.5			19722248			intron_variant			RIPOR2			G			A			0.92			0.26			0.66


			NC_010449.5			19723398			intron_variant			RIPOR2			A			T			0.85			0.32			0.54


			NC_010449.5			19723475			intron_variant			RIPOR2			A			G			0.89			0.29			0.60


			NC_010449.5			19723547			intron_variant			RIPOR2			T			C			0.87			0.26			0.60


			NC_010449.5			19723569			intron_variant			RIPOR2			C			T			0.62			0.11			0.51


			NC_010449.5			19723577			intron_variant			RIPOR2			A			C			0.94			0.29			0.65


			NC_010449.5			19723639			intron_variant			RIPOR2			G			A			0.91			0.25			0.66


			NC_010449.5			19723705			intron_variant			RIPOR2			T			A			0.68			0.06			0.62


			NC_010449.5			19724669			intron_variant			RIPOR2			A			T			0.93			0.32			0.62


			NC_010449.5			19725414			intron_variant			RIPOR2			T			C			0.85			0.22			0.63


			NC_010449.5			19725514			intron_variant			RIPOR2			G			A			0.90			0.18			0.72


			NC_010449.5			19725516			intron_variant			RIPOR2			G			T			0.98			0.18			0.80


			NC_010449.5			19725551			intron_variant			RIPOR2			T			A			0.83			0.25			0.58


			NC_010449.5			19726684			intron_variant			RIPOR2			A			G			0.83			0.29			0.54


			NC_010449.5			19726809			intron_variant			RIPOR2			G			T			0.05			0.69			0.65


			NC_010449.5			19727432			intron_variant			RIPOR2			T			C			0.62			0.03			0.59


			NC_010449.5			19727433			intron_variant			RIPOR2			T			G			0.62			0.03			0.59


			NC_010449.5			19727513			intron_variant			RIPOR2			T			G			0.67			0.03			0.64


			NC_010449.5			19727588			intron_variant			RIPOR2			A			G			0.68			0.08			0.60


			NC_010449.5			19727872			intron_variant			RIPOR2			G			C			0.69			0.06			0.64


			NC_010443.5			162178278			upstream_gene_variant			ALPK2			A			G			0.82			0.29			0.53


			NC_010449.5			19672041			synonymous_variant			RIPOR2			G			A			0.82			0.26			0.55


			NC_010449.5			19658176			intron_variant			RIPOR2			C			T			0.67			0.00


			NC_010449.5			19661301			intron_variant			RIPOR2			T			C			0.82			0.00


			NC_010449.5			19662573			intron_variant			RIPOR2			G			A			0.73			0.00


			NC_010446.5			83325534			3_prime_UTR_variant			RCSD1			T			C			0.81			0.21			0.60


			NC_010449.5			19738602			intron_variant			RIPOR2			G			A			0.86			0.32			0.54


			NC_010449.5			19738795			intron_variant			RIPOR2			C			A			0.91			0.28			0.64


			NC_010449.5			19738901			intron_variant			RIPOR2			G			A			0.76			0.18			0.58


			NC_010449.5			19740202			intron_variant			RIPOR2			A			G			0.80			0.29			0.52


			NC_010449.5			19741334			intron_variant			RIPOR2			T			C			0.81			0.28			0.53


			NC_010447.5			100752529			upstream_gene_variant			MYF5			A			T			0.81			0.31			0.51


			NC_010449.5			19662588			intron_variant			RIPOR2			T			C			0.75			0.00


			NC_010448.4			146168463			3_prime_UTR_variant			PDE4B			A			G			0.81			0.08			0.73


			NC_010445.4			11537243			upstream_gene_variant			GTF2IRD1			T			C			0.81			0.12			0.69


			NC_010449.5			19745959			intron_variant			RIPOR2			C			A			0.90			0.24			0.67


			NC_010449.5			19751619			intron_variant			RIPOR2			A			G			0.61			0.08			0.53


			NC_010449.5			19751868			intron_variant			RIPOR2			A			C			0.94			0.32			0.63


			NC_010449.5			19756709			intron_variant			RIPOR2			T			A			0.16			0.67			0.50


			NC_010449.5			19758815			intron_variant			RIPOR2			A			T			0.10			0.66			0.56


			NC_010449.5			19760391			intron_variant			RIPOR2			C			T			0.17			0.68			0.51


			NC_010449.5			19761804			intron_variant			RIPOR2			G			T			0.16			0.68			0.52


			NC_010449.5			19762261			intron_variant			RIPOR2			C			T			0.16			0.68			0.52


			NC_010449.5			19766052			intron_variant			RIPOR2			A			G			0.17			0.72			0.55


			NC_010449.5			19766056			intron_variant			RIPOR2			C			T			0.58			0.08			0.50


			NC_010449.5			19767527			intron_variant			RIPOR2			G			T			0.16			0.68			0.52


			NC_010449.5			19767650			intron_variant			RIPOR2			T			C			0.18			0.69			0.52


			NC_010449.5			19767774			intron_variant			RIPOR2			C			T			0.21			0.74			0.53


			NC_010449.5			19768779			intron_variant			RIPOR2			C			G			0.15			0.66			0.51


			NC_010449.5			19769059			intron_variant			RIPOR2			G			A			0.15			0.68			0.53


			NC_010449.5			19769392			intron_variant			RIPOR2			C			T			0.17			0.68			0.51


			NC_010449.5			19769403			intron_variant			RIPOR2			T			C			0.17			0.68			0.51


			NC_010449.5			19769899			intron_variant			RIPOR2			A			G			0.18			0.74			0.56


			NC_010449.5			19770155			intron_variant			RIPOR2			C			T			0.16			0.68			0.53


			NC_010449.5			19770180			intron_variant			RIPOR2			A			T			0.17			0.68			0.51


			NC_010449.5			19770269			intron_variant			RIPOR2			C			T			0.17			0.68			0.51


			NC_010449.5			19771171			intron_variant			RIPOR2			A			T			0.16			0.71			0.55


			NC_010449.5			19771248			intron_variant			RIPOR2			G			A			0.16			0.69			0.53


			NC_010449.5			19777650			intron_variant			RIPOR2			C			T			0.31			0.87			0.56


			NC_010449.5			19777813			intron_variant			RIPOR2			T			A			0.23			0.82			0.58


			NC_010449.5			19777871			intron_variant			RIPOR2			A			C			0.72			0.11			0.61


			NC_010449.5			19777991			intron_variant			RIPOR2			A			G			0.63			0.11			0.52


			NC_010449.5			19778607			intron_variant			RIPOR2			C			G			0.24			0.87			0.62


			NC_010449.5			19779350			intron_variant			RIPOR2			T			C			0.30			0.87			0.57


			NC_010449.5			19779356			intron_variant			RIPOR2			T			C			0.23			0.87			0.64


			NC_010449.5			19779359			intron_variant			RIPOR2			G			A			0.23			0.87			0.64


			NC_010449.5			19783329			intron_variant			RIPOR2			G			A			0.11			0.68			0.57


			NC_010449.5			19783336			intron_variant			RIPOR2			G			C			0.11			0.68			0.57


			NC_010449.5			19783727			intron_variant			RIPOR2			G			T			0.78			0.25			0.53


			NC_010449.5			19785153			intron_variant			RIPOR2			T			C			0.28			0.84			0.56


			NC_010449.5			19663461			intron_variant			RIPOR2			T			C			0.79			0.00


			NC_010449.5			19803691			intron_variant			RIPOR2			A			T			0.77			0.25			0.52


			NC_010449.5			19803997			intron_variant			RIPOR2			A			G			0.24			0.81			0.56


			NC_010449.5			19804002			intron_variant			RIPOR2			A			G			0.22			0.81			0.59


			NC_010449.5			19804830			intron_variant			RIPOR2			C			T			0.59			0.03			0.56


			NC_010449.5			19663675			intron_variant			RIPOR2			G			T			0.65			0.00


			NC_010449.5			19817389			intron_variant			RIPOR2			C			G			0.21			0.76			0.55


			NC_010449.5			19817451			intron_variant			RIPOR2			G			A			0.26			0.78			0.52


			NC_010449.5			19817825			intron_variant			RIPOR2			T			C			0.19			0.74			0.54


			NC_010449.5			19663951			intron_variant			RIPOR2			A			G			0.54			0.00


			NC_010449.5			19664071			intron_variant			RIPOR2			C			T			0.51			0.00


			NC_010451.4			13821946			5_prime_UTR_premature_start_codon_gain_variant			TENM4			G			A			0.81			0.08			0.73


			NC_010452.4			8337904			5_prime_UTR_variant			TGFB2			T			C			0.81			0.28			0.53


			NC_010449.5			31792795			intron_variant			MAPK14			C			T			0.38			0.92			0.54


			NC_010449.5			31796364			intron_variant			MAPK14			C			T			0.09			0.71			0.62


			NC_010449.5			31802095			intron_variant			MAPK14			A			G			0.07			0.58			0.51


			NC_010449.5			31802880			intron_variant			MAPK14			T			A			0.11			0.66			0.54


			NC_010449.5			31803250			intron_variant			MAPK14			A			C			0.03			0.56			0.52


			NC_010449.5			31803566			intron_variant			MAPK14			A			G			0.06			0.59			0.53


			NC_010449.5			31806779			intron_variant			MAPK14			G			A			0.06			0.62			0.56


			NC_010449.5			31807731			intron_variant			MAPK14			C			T			0.05			0.55			0.50


			NC_010449.5			31809525			intron_variant			MAPK14			T			C			0.08			0.63			0.55


			NC_010449.5			31809872			intron_variant			MAPK14			G			A			0.03			0.55			0.52


			NC_010449.5			31811936			intron_variant			MAPK14			T			C			0.07			0.61			0.54


			NC_010449.5			31812924			intron_variant			MAPK14			C			T			0.06			0.58			0.52


			NC_010449.5			31815309			intron_variant			MAPK14			A			G			0.03			0.61			0.57


			NC_010449.5			31815821			intron_variant			MAPK14			G			T			0.03			0.53			0.50


			NC_010449.5			31823753			intron_variant			MAPK14			T			G			0.06			0.58			0.52


			NC_010449.5			31830420			intron_variant			MAPK14			C			T			0.07			0.61			0.54


			NC_010449.5			31830933			intron_variant			MAPK14			C			T			0.07			0.58			0.51


			NC_010449.5			31833164			intron_variant			MAPK14			G			A			0.06			0.58			0.53


			NC_010449.5			31836132			intron_variant			MAPK14			G			A			0.06			0.58			0.53


			NC_010449.5			31846352			intron_variant			MAPK14			A			G			0.06			0.61			0.55


			NC_010449.5			31846407			intron_variant			MAPK14			T			G			0.05			0.61			0.56


			NC_010449.5			31849897			intron_variant			MAPK14			C			T			0.07			0.59			0.52


			NC_010449.5			31850401			intron_variant			MAPK14			G			T			0.07			0.61			0.54


			NC_010449.5			31850535			intron_variant			MAPK14			C			A			0.07			0.61			0.54


			NC_010449.5			31852385			intron_variant			MAPK14			G			A			0.05			0.58			0.53


			NC_010449.5			31852706			intron_variant			MAPK14			G			A			0.07			0.58			0.51


			NC_010449.5			31856919			intron_variant			MAPK14			G			A			0.05			0.61			0.56


			NC_010449.5			31857694			intron_variant			MAPK14			G			A			0.05			0.56			0.51


			NC_010449.5			31857981			intron_variant			MAPK14			C			A			0.05			0.64			0.59


			NC_010455.5			206035615			downstream_gene_variant			PDE9A			A			G			0.81			0.17			0.64


			NC_010456.5			123947233			synonymous_variant			NRAP			T			C			0.81			0.03			0.78


			NC_010457.5			33607382			downstream_gene_variant			MYOM2			G			A			0.81			0.05			0.76


			NC_010458.4			37921554			5_prime_UTR_variant			PDE4D			G			C			0.81			0.13			0.68


			NC_010449.5			19664195			intron_variant			RIPOR2			T			C			0.65			0.00


			NC_010449.5			32601675			intron_variant			PI16			A			G			0.94			0.39			0.55


			NC_010449.5			32601685			intron_variant			PI16			A			G			0.85			0.24			0.61


			NC_010449.5			32602723			intron_variant			PI16			A			G			0.92			0.39			0.52


			NC_010449.5			32603625			intron_variant			PI16			C			G			0.07			0.58			0.51


			NC_010449.5			32603652			intron_variant			PI16			A			G			0.07			0.59			0.52


			NC_010449.5			32603885			intron_variant			PI16			G			A			0.92			0.39			0.53


			NC_010449.5			32604390			intron_variant			PI16			G			A			0.93			0.39			0.54


			NC_010449.5			32604958			intron_variant			PI16			C			T			0.94			0.32			0.62


			NC_010449.5			32605169			intron_variant			PI16			C			T			0.93			0.41			0.52


			NC_010449.5			32605926			intron_variant			PI16			G			A			0.90			0.22			0.68


			NC_010449.5			32608038			intron_variant			PI16			A			G			0.93			0.35			0.58


			NC_010458.4			37921559			5_prime_UTR_premature_start_codon_gain_variant			PDE4D			A			C			0.81			0.13			0.68


			NC_010458.4			37921561			5_prime_UTR_variant			PDE4D			A			C			0.81			0.13			0.68


			NC_010458.4			66453381			3_prime_UTR_variant			SGCD			T			G			0.81			0.24			0.57


			NC_010449.5			75681869			intron_variant			LOC100736765			A			G			0.90			0.13			0.76


			NC_010449.5			75682736			intron_variant			LOC100736765			C			T			0.86			0.05			0.81


			NC_010449.5			75683746			intron_variant			LOC100736765			C			A			0.90			0.13			0.77


			NC_010449.5			75684069			intron_variant			LOC100736765			T			C			0.89			0.13			0.76


			NC_010449.5			75684412			intron_variant			LOC100736765			A			G			0.90			0.11			0.80


			NC_010449.5			75684641			intron_variant			LOC100736765			C			T			0.87			0.08			0.79


			NC_010449.5			75684675			intron_variant			LOC100736765			G			C			0.86			0.11			0.76


			NC_010449.5			75685344			intron_variant			LOC100736765			T			C			0.86			0.06			0.80


			NC_010459.5			49017949			5_prime_UTR_variant			EYA2			T			C			0.81			0.14			0.67


			NC_010449.5			75687411			intron_variant			LOC100736765			G			T			0.90			0.11			0.79


			NC_010449.5			75687464			intron_variant			LOC100736765			A			G			0.88			0.16			0.73


			NC_010449.5			75687480			intron_variant			LOC100736765			G			T			0.88			0.16			0.72


			NC_010449.5			75687566			intron_variant			LOC100736765			C			T			0.88			0.13			0.75


			NC_010449.5			75687598			intron_variant			LOC100736765			C			A			0.89			0.13			0.75


			NC_010449.5			75687656			intron_variant			LOC100736765			G			T			0.88			0.08			0.80


			NC_010449.5			75687901			intron_variant			LOC100736765			T			C			0.90			0.18			0.71


			NC_010449.5			75687966			intron_variant			LOC100736765			G			A			0.90			0.07			0.83


			NC_010449.5			75690127			intron_variant			LOC100736765			G			A			0.91			0.13			0.78


			NC_010449.5			75690148			intron_variant			LOC100736765			G			A			0.88			0.09			0.80


			NC_010449.5			75690276			intron_variant			LOC100736765			A			G			0.88			0.11			0.77


			NC_010449.5			75690828			intron_variant			LOC100736765			G			A			0.90			0.16			0.74


			NC_010449.5			75690990			intron_variant			LOC100736765			T			C			0.90			0.16			0.74


			NC_010443.5			162306486			3_prime_UTR_variant			ALPK2			G			A			0.81			0.18			0.63


			NC_010449.5			19667135			synonymous_variant			RIPOR2			A			G			0.81			0.26			0.55


			NC_010443.5			162306460			3_prime_UTR_variant			ALPK2			A			G			0.81			0.16			0.65


			NC_010449.5			19666618			intron_variant			RIPOR2			C			G			0.57			0.00


			NC_010449.5			75692617			intron_variant			LOC100736765			A			G			0.78			0.14			0.64


			NC_010449.5			75692886			intron_variant			LOC100736765			T			C			0.87			0.18			0.68


			NC_010449.5			75693084			intron_variant			LOC100736765			G			A			0.86			0.06			0.80


			NC_010443.5			113931776			upstream_gene_variant			ALDH1A2			C			T			0.80			0.03			0.78


			NC_010449.5			75698321			intron_variant			LOC100736765			A			G			0.88			0.03			0.86


			NC_010449.5			75699260			intron_variant			LOC100736765			A			G			0.95			0.29			0.66


			NC_010449.5			75700596			intron_variant			LOC100736765			A			G			0.66			0.06			0.61


			NC_010449.5			75701102			intron_variant			LOC100736765			G			A			0.65			0.05			0.60


			NC_010449.5			75703347			intron_variant			LOC100736765			A			G			0.89			0.13			0.75


			NC_010445.4			11847926			synonymous_variant			LOC100620992			T			C			0.80			0.26			0.54


			NC_010447.5			100752843			upstream_gene_variant			MYF5			G			T			0.80			0.06			0.75


			NC_010445.4			7114523			synonymous_variant			MYH11			A			G			0.80			0.21			0.59


			NC_010449.5			19639215			3_prime_UTR_variant			RIPOR2			A			G			0.80			0.29			0.51


			NC_010451.4			13822001			5_prime_UTR_premature_start_codon_gain_variant			TENM4			A			G			0.80			0.05			0.75


			NC_010452.4			8337933			5_prime_UTR_variant			TGFB2			T			C			0.80			0.25			0.55


			NC_010449.5			76182563			intron_variant			MMP14			T			C			0.86			0.13			0.73


			NC_010449.5			76183868			intron_variant			MMP14			A			G			0.96			0.42			0.55


			NC_010452.4			8435912			downstream_gene_variant			TGFB2			A			G			0.80			0.08			0.72


			NC_010452.4			23509378			synonymous_variant			CACNA1S			G			A			0.80			0.25			0.55


			NC_010449.5			93647709			intron_variant			SLC8A3			A			G			0.87			0.11			0.76


			NC_010449.5			93647876			intron_variant			SLC8A3			G			A			0.88			0.11			0.78


			NC_010449.5			19671014			intron_variant			RIPOR2			T			G			0.59			0.00


			NC_010449.5			19674790			intron_variant			RIPOR2			C			G			0.65			0.00


			NC_010449.5			93648865			intron_variant			SLC8A3			A			G			0.70			0.08			0.62


			NC_010449.5			93651957			intron_variant			SLC8A3			G			T			0.83			0.13			0.70


			NC_010449.5			93652001			intron_variant			SLC8A3			T			C			0.88			0.13			0.74


			NC_010449.5			93654101			intron_variant			SLC8A3			T			C			0.87			0.13			0.74


			NC_010449.5			93654638			intron_variant			SLC8A3			T			C			0.88			0.13			0.74


			NC_010449.5			93655388			intron_variant			SLC8A3			C			A			0.88			0.37			0.51


			NC_010449.5			93658394			intron_variant			SLC8A3			C			T			0.89			0.37			0.52


			NC_010449.5			93658671			intron_variant			SLC8A3			G			A			0.83			0.11			0.72


			NC_010449.5			93664699			intron_variant			SLC8A3			C			A			0.93			0.29			0.64


			NC_010449.5			93664713			intron_variant			SLC8A3			A			G			0.93			0.29			0.64


			NC_010449.5			93668057			intron_variant			SLC8A3			A			G			0.87			0.37			0.50


			NC_010449.5			93673516			intron_variant			SLC8A3			T			G			0.68			0.10			0.58


			NC_010449.5			93674076			intron_variant			SLC8A3			A			T			0.93			0.39			0.53


			NC_010449.5			93674605			intron_variant			SLC8A3			A			G			0.92			0.42			0.50


			NC_010449.5			93674834			intron_variant			SLC8A3			A			G			0.86			0.29			0.57


			NC_010449.5			93675547			intron_variant			SLC8A3			C			T			0.88			0.37			0.52


			NC_010449.5			93675563			intron_variant			SLC8A3			A			G			0.88			0.37			0.52


			NC_010449.5			93675597			intron_variant			SLC8A3			G			T			0.87			0.37			0.50


			NC_010449.5			93675882			intron_variant			SLC8A3			A			G			0.87			0.32			0.56


			NC_010449.5			93677378			intron_variant			SLC8A3			T			C			0.93			0.42			0.51


			NC_010449.5			93680257			intron_variant			SLC8A3			A			G			0.91			0.39			0.52


			NC_010449.5			93680282			intron_variant			SLC8A3			T			C			0.91			0.36			0.55


			NC_010449.5			93680335			intron_variant			SLC8A3			A			G			0.94			0.38			0.56


			NC_010449.5			93680366			intron_variant			SLC8A3			T			C			0.92			0.39			0.53


			NC_010449.5			93680924			intron_variant			SLC8A3			T			C			0.95			0.39			0.56


			NC_010449.5			93681921			intron_variant			SLC8A3			A			G			0.90			0.39			0.51


			NC_010449.5			93682350			intron_variant			SLC8A3			T			C			0.86			0.34			0.52


			NC_010449.5			93698332			intron_variant			SLC8A3			A			G			0.88			0.18			0.70


			NC_010449.5			93700692			intron_variant			SLC8A3			A			G			0.87			0.26			0.60


			NC_010449.5			93700742			intron_variant			SLC8A3			C			T			0.86			0.26			0.59


			NC_010449.5			93707464			intron_variant			SLC8A3			A			G			0.86			0.25			0.61


			NC_010449.5			93710198			intron_variant			SLC8A3			A			G			0.89			0.24			0.65


			NC_010449.5			93714083			intron_variant			SLC8A3			A			C			0.91			0.41			0.50


			NC_010449.5			93714885			intron_variant			SLC8A3			A			G			0.87			0.22			0.65


			NC_010449.5			93715294			intron_variant			SLC8A3			T			C			0.90			0.26			0.64


			NC_010449.5			93715726			intron_variant			SLC8A3			T			C			0.88			0.28			0.60


			NC_010449.5			93716061			intron_variant			SLC8A3			A			G			0.88			0.29			0.59


			NC_010449.5			93716745			intron_variant			SLC8A3			A			G			0.86			0.26			0.60


			NC_010449.5			93719617			intron_variant			SLC8A3			T			C			0.88			0.24			0.64


			NC_010449.5			93724508			intron_variant			SLC8A3			T			A			0.89			0.37			0.52


			NC_010449.5			19676658			intron_variant			RIPOR2			A			G			0.90			0.00


			NC_010449.5			93735677			intron_variant			SLC8A3			G			A			0.90			0.39			0.50


			NC_010449.5			93739277			intron_variant			SLC8A3			A			G			0.90			0.26			0.63


			NC_010449.5			19677178			intron_variant			RIPOR2			A			C			0.60			0.00


			NC_010449.5			19679067			intron_variant			RIPOR2			A			G			0.54			0.00


			NC_010449.5			19679091			intron_variant			RIPOR2			G			A			0.69			0.00


			NC_010449.5			93740032			intron_variant			SLC8A3			T			C			0.90			0.25			0.65


			NC_010449.5			19679274			intron_variant			RIPOR2			C			T			0.73			0.00


			NC_010449.5			93742021			intron_variant			SLC8A3			C			T			0.86			0.24			0.62


			NC_010449.5			93743450			intron_variant			SLC8A3			A			G			0.88			0.26			0.62


			NC_010449.5			93743586			intron_variant			SLC8A3			T			C			0.89			0.24			0.65


			NC_010449.5			93744834			intron_variant			SLC8A3			C			T			0.76			0.16			0.60


			NC_010449.5			93745078			intron_variant			SLC8A3			G			A			0.77			0.16			0.61


			NC_010449.5			93745084			intron_variant			SLC8A3			A			G			0.77			0.16			0.61


			NC_010449.5			93745470			intron_variant			SLC8A3			T			C			0.84			0.26			0.57


			NC_010449.5			93746200			intron_variant			SLC8A3			A			G			0.86			0.21			0.65


			NC_010449.5			93746345			intron_variant			SLC8A3			T			C			0.88			0.24			0.65


			NC_010449.5			93746823			intron_variant			SLC8A3			G			C			0.87			0.24			0.63


			NC_010449.5			93746923			intron_variant			SLC8A3			C			T			0.89			0.24			0.66


			NC_010449.5			93747309			intron_variant			SLC8A3			A			G			0.89			0.18			0.71


			NC_010449.5			93747838			intron_variant			SLC8A3			T			C			0.76			0.13			0.63


			NC_010449.5			19701429			intron_variant			RIPOR2			T			A			0.57			0.00


			NC_010449.5			93750877			intron_variant			SLC8A3			A			G			0.87			0.29			0.58


			NC_010449.5			93750922			intron_variant			SLC8A3			T			C			0.89			0.34			0.55


			NC_010449.5			93751264			intron_variant			SLC8A3			T			C			0.89			0.37			0.52


			NC_010449.5			93751785			intron_variant			SLC8A3			G			C			0.91			0.37			0.54


			NC_010449.5			93757116			intron_variant			SLC8A3			A			C			0.92			0.37			0.55


			NC_010449.5			93759476			intron_variant			SLC8A3			C			T			0.88			0.24			0.64


			NC_010449.5			93761681			intron_variant			SLC8A3			C			A			0.87			0.26			0.60


			NC_010449.5			93764006			intron_variant			SLC8A3			T			G			0.86			0.29			0.57


			NC_010457.5			33607569			downstream_gene_variant			MYOM2			A			G			0.80			0.05			0.75


			NC_010449.5			93776397			intron_variant			SLC8A3			A			G			0.71			0.11			0.61


			NC_010449.5			93776506			intron_variant			SLC8A3			C			T			0.77			0.05			0.72


			NC_010449.5			93776531			intron_variant			SLC8A3			A			G			0.73			0.08			0.65


			NC_010449.5			93776573			intron_variant			SLC8A3			C			T			0.72			0.11			0.62


			NC_010449.5			93776751			intron_variant			SLC8A3			C			T			0.73			0.11			0.62


			NC_010449.5			93781187			intron_variant			SLC8A3			T			C			0.75			0.11			0.64


			NC_010449.5			93782691			intron_variant			SLC8A3			A			G			0.94			0.26			0.68


			NC_010449.5			93783057			intron_variant			SLC8A3			G			C			0.78			0.11			0.68


			NC_010449.5			93783650			intron_variant			SLC8A3			A			G			0.79			0.11			0.69


			NC_010449.5			93784487			intron_variant			SLC8A3			A			G			0.92			0.26			0.66


			NC_010449.5			93785128			intron_variant			SLC8A3			A			T			0.56			0.05			0.51


			NC_010449.5			93785419			intron_variant			SLC8A3			A			G			0.74			0.08			0.66


			NC_010449.5			93785470			intron_variant			SLC8A3			G			A			0.92			0.24			0.68


			NC_010449.5			93788824			intron_variant			SLC8A3			A			G			0.66			0.11			0.56


			NC_010449.5			93790049			intron_variant			SLC8A3			C			A			0.92			0.26			0.66


			NC_010449.5			93791235			intron_variant			SLC8A3			T			C			0.05			0.74			0.69


			NC_010449.5			93793959			intron_variant			SLC8A3			T			C			0.62			0.11			0.51


			NC_010449.5			93794896			intron_variant			SLC8A3			G			A			0.01			0.65			0.64


			NC_010449.5			93799890			intergenic_region			SLC8A3-LOC100525232			G			T			0.90			0.26			0.64


			NC_010449.5			93801533			intergenic_region			SLC8A3-LOC100525232			A			G			0.61			0.05			0.55


			NC_010449.5			93801589			intergenic_region			SLC8A3-LOC100525232			G			A			0.03			0.68			0.65


			NC_010449.5			93801886			intergenic_region			SLC8A3-LOC100525232			C			A			0.65			0.08			0.58


			NC_010449.5			93803292			intergenic_region			SLC8A3-LOC100525232			T			C			0.91			0.26			0.65


			NC_010449.5			93803889			intergenic_region			SLC8A3-LOC100525232			A			G			0.91			0.26			0.64


			NC_010449.5			93805980			intergenic_region			SLC8A3-LOC100525232			A			G			0.69			0.11			0.59


			NC_010449.5			93807871			intergenic_region			SLC8A3-LOC100525232			C			G			0.71			0.08			0.63


			NC_010449.5			93811264			intergenic_region			SLC8A3-LOC100525232			C			T			0.65			0.08			0.57


			NC_010449.5			93811872			intergenic_region			SLC8A3-LOC100525232			G			A			0.63			0.11			0.52


			NC_010449.5			93813972			intergenic_region			SLC8A3-LOC100525232			T			C			0.60			0.06			0.54


			NC_010449.5			93821500			intergenic_region			SLC8A3-LOC100525232			C			A			0.14			0.71			0.57


			NC_010449.5			93821535			intergenic_region			SLC8A3-LOC100525232			T			C			0.12			0.67			0.55


			NC_010449.5			93826265			intergenic_region			SLC8A3-LOC100525232			C			T			0.05			0.74			0.69


			NC_010449.5			93832372			intergenic_region			SLC8A3-LOC100525232			A			G			0.26			0.78			0.52


			NC_010449.5			93837296			intergenic_region			SLC8A3-LOC100525232			G			A			0.25			0.75			0.50


			NC_010449.5			93840659			intergenic_region			SLC8A3-LOC100525232			C			T			0.03			0.71			0.68


			NC_010449.5			93842051			intergenic_region			SLC8A3-LOC100525232			T			C			0.26			0.76			0.50


			NC_010449.5			93843357			intergenic_region			SLC8A3-LOC100525232			G			C			0.18			0.76			0.58


			NC_010449.5			93856615			intergenic_region			SLC8A3-LOC100525232			G			C			0.03			0.74			0.70


			NC_010443.5			113932447			upstream_gene_variant			ALDH1A2			G			A			0.80			0.03			0.77


			NC_010443.5			162179152			5_prime_UTR_premature_start_codon_gain_variant			ALPK2			G			A			0.80			0.12			0.68


			NC_010448.4			146166847			upstream_gene_variant			PDE4B			T			C			0.80			0.08			0.72


			NC_010449.5			112162762			intron_variant			CALM1			G			T			0.02			0.68			0.66


			NC_010449.5			19701464			intron_variant			RIPOR2			G			T			0.59			0.00


			NC_010449.5			112162944			intron_variant			CALM1			A			G			0.94			0.16			0.78


			NC_010449.5			112163171			intron_variant			CALM1			G			A			0.74			0.16			0.58


			NC_010449.5			112163435			intron_variant			CALM1			G			C			0.91			0.14			0.77


			NC_010449.5			112163992			intron_variant			CALM1			G			C			0.01			0.63			0.62


			NC_010449.5			112164347			intron_variant			CALM1			T			C			0.94			0.16			0.78


			NC_010449.5			112164531			intron_variant			CALM1			A			G			0.83			0.18			0.64


			NC_010448.4			146236953			upstream_gene_variant			PDE4B			A			G			0.80			0.11			0.69


			NC_010449.5			115212191			intron_variant			ASB2			G			A			0.46			1.00			0.54


			NC_010449.5			115212217			intron_variant			ASB2			A			G			0.43			1.00			0.57


			NC_010449.5			19709731			intron_variant			RIPOR2			C			T			0.53			0.00


			NC_010449.5			19716320			intron_variant			RIPOR2			C			T			0.56			0.00


			NC_010449.5			19716380			intron_variant			RIPOR2			G			A			0.51			0.00


			NC_010449.5			115212824			intron_variant			ASB2			T			C			0.41			1.00			0.59


			NC_010449.5			115212860			intron_variant			ASB2			T			C			0.43			1.00			0.57


			NC_010449.5			115212921			intron_variant			ASB2			C			G			0.32			1.00			0.68


			NC_010449.5			115212935			intron_variant			ASB2			T			C			0.35			1.00			0.65


			NC_010449.5			115217283			intron_variant			ASB2			A			G			0.12			1.00			0.88


			NC_010449.5			115217351			intron_variant			ASB2			A			G			0.07			1.00			0.93


			NC_010449.5			115218001			intron_variant			ASB2			G			A			0.09			1.00			0.91


			NC_010449.5			19799761			intron_variant			RIPOR2			C			T			0.55			0.00


			NC_010449.5			19813489			intron_variant			RIPOR2			T			C			0.53			0.00


			NC_010449.5			19823828			intron_variant			RIPOR2			A			C			0.61			0.00


			NC_010449.5			19824018			intron_variant			RIPOR2			A			G			0.65			0.00


			NC_010449.5			19839521			5_prime_UTR_variant			RIPOR2			T			C			0.51			0.00


			NC_010449.5			32601575			intron_variant			PI16			C			G			0.51			0.00


			NC_010449.5			93648419			intron_variant			SLC8A3			T			C			0.75			0.00


			NC_010449.5			93648435			intron_variant			SLC8A3			C			T			0.78			0.00


			NC_010449.5			93726655			intron_variant			SLC8A3			C			T			0.51			0.00


			NC_010449.5			93739564			intron_variant			SLC8A3			C			T			0.51			0.00


			NC_010449.5			93739565			intron_variant			SLC8A3			A			G			0.51			0.00


			NC_010449.5			93739941			intron_variant			SLC8A3			A			G			0.53			0.00


			NC_010449.5			93740149			intron_variant			SLC8A3			G			A			0.55			0.00


			NC_010449.5			93748934			intron_variant			SLC8A3			G			A			0.51			0.00


			NC_010449.5			112162772			intron_variant			CALM1			C			A			0.51			0.00


			NC_010449.5			115212634			intron_variant			ASB2			G			A			0.54			0.00


			NC_010449.5			115212672			intron_variant			ASB2			C			T			0.58			0.00


			NC_010449.5			115212777			intron_variant			ASB2			G			C			0.53			0.00


			NC_010449.5			115219327			intron_variant			ASB2			G			A			0.54			0.00


			NC_010449.5			115219846			intron_variant			ASB2			A			G			0.67			0.00


			NC_010449.5			115219848			intron_variant			ASB2			G			A			0.53			0.00


			NC_010449.5			115220075			intron_variant			ASB2			C			T			0.74			0.00


			NC_010449.5			115230948			intron_variant			ASB2			G			A			0.25			1.00			0.75


			NC_010449.5			115230966			intron_variant			ASB2			C			T			0.38			1.00			0.62


			NC_010449.5			115220090			intron_variant			ASB2			G			C			0.75			0.00


			NC_010449.5			115220245			intron_variant			ASB2			T			A			0.71			0.00


			NC_010449.5			115231433			intron_variant			ASB2			G			A			0.46			1.00			0.54


			NC_010449.5			115220339			intron_variant			ASB2			C			T			0.71			0.00


			NC_010449.5			115232619			intron_variant			ASB2			C			T			0.10			0.66			0.56


			NC_010449.5			115232656			intron_variant			ASB2			G			A			0.07			0.66			0.58


			NC_010449.5			115225166			intron_variant			ASB2			C			A			0.71			0.00


			NC_010449.5			115233595			intron_variant			ASB2			T			C			0.05			0.61			0.56


			NC_010449.5			115233607			intron_variant			ASB2			T			C			0.04			0.58			0.55


			NC_010449.5			115233628			intron_variant			ASB2			A			G			0.04			0.59			0.55


			NC_010449.5			115233643			intron_variant			ASB2			A			G			0.04			0.59			0.55


			NC_010449.5			115238537			intron_variant			ASB2			G			A			0.11			0.64			0.53


			NC_010449.5			115225895			intron_variant			ASB2			T			A			0.84			0.00


			NC_010449.5			115226154			intron_variant			ASB2			G			T			0.74			0.00


			NC_010449.5			115240062			intron_variant			ASB2			A			G			0.58			0.08			0.50


			NC_010449.5			115240095			intron_variant			ASB2			T			G			0.60			0.05			0.55


			NC_010449.5			115240130			intron_variant			ASB2			C			A			0.90			0.12			0.79


			NC_010449.5			115226199			intron_variant			ASB2			T			C			0.73			0.00


			NC_010449.5			115226437			intron_variant			ASB2			T			C			0.74			0.00


			NC_010449.5			115240240			intron_variant			ASB2			T			C			0.84			0.08			0.76


			NC_010449.5			115240286			intron_variant			ASB2			A			T			0.86			0.08			0.78


			NC_010449.5			115240382			intron_variant			ASB2			G			A			0.85			0.09			0.76


			NC_010449.5			115240388			intron_variant			ASB2			T			C			0.85			0.09			0.76


			NC_010449.5			115240616			intron_variant			ASB2			T			C			0.49			1.00			0.51


			NC_010449.5			115240774			intron_variant			ASB2			A			G			0.90			0.08			0.82


			NC_010449.5			115241165			intron_variant			ASB2			T			C			0.85			0.08			0.77


			NC_010449.5			115226814			intron_variant			ASB2			A			T			0.71			0.00


			NC_010449.5			115226936			intron_variant			ASB2			T			C			0.61			0.00


			NC_010449.5			115227215			intron_variant			ASB2			A			G			0.66			0.00


			NC_010449.5			115227482			intron_variant			ASB2			G			A			0.70			0.00


			NC_010449.5			115242491			intron_variant			ASB2			A			G			0.76			0.08			0.68


			NC_010449.5			115242666			intron_variant			ASB2			C			A			0.78			0.09			0.70


			NC_010449.5			115242991			intron_variant			ASB2			C			T			0.19			0.95			0.75


			NC_010449.5			115243014			intron_variant			ASB2			T			A			0.21			0.92			0.71


			NC_010449.5			115243437			intron_variant			ASB2			T			C			0.92			0.08			0.84


			NC_010449.5			115227484			intron_variant			ASB2			C			T			0.68			0.00


			NC_010449.5			115227497			intron_variant			ASB2			C			G			0.68			0.00


			NC_010449.5			115244133			intron_variant			ASB2			A			G			0.84			0.03			0.81


			NC_010449.5			115227546			intron_variant			ASB2			C			T			0.70			0.00


			NC_010449.5			115244224			intron_variant			ASB2			C			T			0.27			1.00			0.73


			NC_010449.5			115228445			intron_variant			ASB2			A			G			0.60			0.00


			NC_010449.5			115244417			intron_variant			ASB2			G			T			0.08			0.61			0.53


			NC_010449.5			115244465			intron_variant			ASB2			T			C			0.05			0.71			0.66


			NC_010449.5			115244479			intron_variant			ASB2			A			T			0.38			1.00			0.63


			NC_010449.5			115230885			intron_variant			ASB2			T			C			0.69			0.00


			NC_010449.5			115230944			intron_variant			ASB2			A			G			0.64			0.00


			NC_010449.5			115231195			intron_variant			ASB2			A			G			0.91			0.00


			NC_010449.5			115231399			intron_variant			ASB2			C			T			0.51			0.00


			NC_010449.5			115232471			intron_variant			ASB2			T			C			0.58			0.00


			NC_010449.5			115233308			intron_variant			ASB2			T			C			0.72			0.00


			NC_010449.5			115238832			intron_variant			ASB2			T			C			0.72			0.00


			NC_010449.5			115238928			intron_variant			ASB2			G			T			0.69			0.00


			NC_010449.5			115240180			intron_variant			ASB2			C			T			0.59			0.00


			NC_010449.5			115240217			intron_variant			ASB2			G			A			0.57			0.00


			NC_010449.5			115241166			intron_variant			ASB2			G			A			0.56			0.00


			NC_010449.5			115241255			intron_variant			ASB2			A			G			0.64			0.00


			NC_010449.5			115241334			intron_variant			ASB2			G			A			0.56			0.00


			NC_010449.5			115241980			intron_variant			ASB2			C			T			0.57			0.00


			NC_010449.5			115246547			intron_variant			ASB2			T			C			0.06			0.63			0.57


			NC_010449.5			115244104			intron_variant			ASB2			A			G			0.60			0.00


			NC_010449.5			115244105			intron_variant			ASB2			A			G			0.60			0.00


			NC_010449.5			115247488			intron_variant			ASB2			T			C			0.85			0.03			0.82


			NC_010449.5			115244163			intron_variant			ASB2			C			T			0.63			0.00


			NC_010449.5			115244231			intron_variant			ASB2			A			G			0.54			0.00


			NC_010449.5			115245042			intron_variant			ASB2			C			T			0.65			0.00


			NC_010449.5			115245776			intron_variant			ASB2			T			C			0.73			0.00


			NC_010449.5			115245807			intron_variant			ASB2			A			T			0.51			0.00


			NC_010449.5			115246042			intron_variant			ASB2			T			C			0.88			0.00


			NC_010449.5			115246097			intron_variant			ASB2			T			G			0.60			0.00


			NC_010449.5			115246182			intron_variant			ASB2			G			A			0.64			0.00


			NC_010449.5			115246200			intron_variant			ASB2			T			C			0.89			0.00


			NC_010449.5			115246261			intron_variant			ASB2			T			C			0.72			0.00


			NC_010449.5			115246262			intron_variant			ASB2			A			G			0.84			0.00


			NC_010449.5			115246335			intron_variant			ASB2			C			T			0.84			0.00


			NC_010449.5			115246398			intron_variant			ASB2			G			T			0.77			0.00


			NC_010449.5			115246415			intron_variant			ASB2			C			T			0.65			0.00


			NC_010449.5			115246448			intron_variant			ASB2			C			T			0.72			0.00


			NC_010449.5			115248503			intron_variant			ASB2			T			C			0.40			1.00			0.60


			NC_010449.5			115248524			intron_variant			ASB2			G			A			0.09			1.00			0.91


			NC_010449.5			115246527			intron_variant			ASB2			T			G			0.79			0.00


			NC_010449.5			115247041			intron_variant			ASB2			A			C			0.59			0.00


			NC_010449.5			115247221			intron_variant			ASB2			A			C			0.88			0.00


			NC_010449.5			115247536			intron_variant			ASB2			A			C			0.86			0.00


			NC_010449.5			115247572			intron_variant			ASB2			T			G			0.65			0.00


			NC_010449.5			115247615			intron_variant			ASB2			A			G			0.84			0.00


			NC_010449.5			115247632			intron_variant			ASB2			G			A			0.84			0.00


			NC_010449.5			115247745			intron_variant			ASB2			T			C			0.89			0.00


			NC_010449.5			115247746			intron_variant			ASB2			G			A			0.61			0.00


			NC_010449.5			115247785			intron_variant			ASB2			A			G			0.88			0.00


			NC_010449.5			115247815			intron_variant			ASB2			C			G			0.91			0.00


			NC_010449.5			115247818			intron_variant			ASB2			A			G			0.91			0.00


			NC_010449.5			115248156			intron_variant			ASB2			C			T			0.55			0.00


			NC_010449.5			115248202			intron_variant			ASB2			T			A			0.87			0.00


			NC_010443.5			162266384			missense_variant			ALPK2			C			T			0.79			0.18			0.61


			NC_010443.5			162178426			upstream_gene_variant			ALPK2			G			A			0.79			0.22			0.57


			NC_010447.5			100752771			upstream_gene_variant			MYF5			T			A			0.79			0.05			0.74


			NC_010449.5			115248251			intron_variant			ASB2			C			T			0.52			0.00


			NC_010449.5			115248288			intron_variant			ASB2			A			C			0.88			0.00


			NC_010449.5			115248355			intron_variant			ASB2			T			A			0.52			0.00


			NC_010451.4			13044057			3_prime_UTR_variant			TENM4			G			A			0.79			0.08			0.71


			NC_010451.4			13822893			5_prime_UTR_premature_start_codon_gain_variant			TENM4			A			G			0.79			0.08			0.71


			NC_010451.4			68493330			3_prime_UTR_variant			SRI			T			C			0.79			0.08			0.71


			NC_010456.5			123963556			synonymous_variant			NRAP			A			G			0.79			0.03			0.76


			NC_010457.5			33569933			synonymous_variant			MYOM2			T			C			0.79			0.05			0.74


			NC_010449.5			115248358			intron_variant			ASB2			C			T			0.51			0.00


			NC_010449.5			115248619			intron_variant			ASB2			G			A			0.89			0.00


			NC_010449.5			115251432			intron_variant			ASB2			C			T			0.10			1.00			0.90


			NC_010449.5			115248644			intron_variant			ASB2			T			G			0.93			0.00


			NC_010449.5			115248700			intron_variant			ASB2			T			G			0.90			0.00


			NC_010449.5			115248736			intron_variant			ASB2			G			A			0.90			0.00


			NC_010449.5			115251756			intron_variant			ASB2			G			T			0.92			0.34			0.58


			NC_010449.5			115251793			intron_variant			ASB2			G			A			0.95			0.34			0.61


			NC_010449.5			115251808			intron_variant			ASB2			T			C			0.93			0.34			0.59


			NC_010449.5			115248914			intron_variant			ASB2			T			C			0.92			0.00


			NC_010449.5			115248931			intron_variant			ASB2			T			C			0.76			0.00


			NC_010449.5			115249028			intron_variant			ASB2			T			C			0.64			0.00


			NC_010449.5			115249288			intron_variant			ASB2			A			G			0.58			0.00


			NC_010449.5			115249306			intron_variant			ASB2			A			G			0.84			0.00


			NC_010449.5			115252208			intron_variant			ASB2			A			G			0.92			0.23			0.68


			NC_010449.5			115252214			intron_variant			ASB2			A			G			0.93			0.28			0.65


			NC_010449.5			115249569			intron_variant			ASB2			T			C			0.88			0.00


			NC_010449.5			115252341			intron_variant			ASB2			T			C			0.94			0.29			0.65


			NC_010449.5			115249574			intron_variant			ASB2			T			C			0.90			0.00


			NC_010449.5			115249589			intron_variant			ASB2			A			T			0.84			0.00


			NC_010449.5			115249665			intron_variant			ASB2			G			A			0.63			0.00


			NC_010449.5			115253604			intron_variant			ASB2			G			A			0.96			0.25			0.71


			NC_010449.5			115253698			intron_variant			ASB2			G			A			0.91			0.26			0.65


			NC_010449.5			115253751			intron_variant			ASB2			G			C			0.89			0.34			0.55


			NC_010449.5			115253794			intron_variant			ASB2			T			C			0.92			0.29			0.63


			NC_010449.5			115253812			intron_variant			ASB2			T			C			0.94			0.26			0.67


			NC_010449.5			115253821			intron_variant			ASB2			A			G			0.89			0.26			0.63


			NC_010449.5			115254036			intron_variant			ASB2			G			A			0.94			0.39			0.55


			NC_010449.5			115254180			intron_variant			ASB2			G			T			0.85			0.33			0.52


			NC_010449.5			115254256			intron_variant			ASB2			A			G			0.97			0.39			0.57


			NC_010449.5			115254490			intron_variant			ASB2			T			C			0.99			0.25			0.74


			NC_010449.5			115254853			intron_variant			ASB2			A			G			0.97			0.29			0.68


			NC_010449.5			115254972			intron_variant			ASB2			A			G			0.25			1.00			0.75


			NC_010449.5			115249706			5_prime_UTR_variant			ASB2			C			G			0.65			0.00


			NC_010449.5			115256294			intron_variant			ASB2			A			G			0.30			1.00			0.70


			NC_010449.5			115256627			intron_variant			ASB2			C			G			0.05			0.55			0.50


			NC_010449.5			115256770			intron_variant			ASB2			A			G			0.46			1.00			0.54


			NC_010449.5			115256907			intron_variant			ASB2			C			T			0.07			0.61			0.54


			NC_010449.5			115249796			5_prime_UTR_variant			ASB2			T			C			0.79			0.00


			NC_010449.5			115257618			intron_variant			ASB2			C			T			0.42			0.93			0.51


			NC_010449.5			115257763			intron_variant			ASB2			C			T			0.08			1.00			0.92


			NC_010449.5			115258130			intron_variant			ASB2			T			A			0.06			0.66			0.60


			NC_010449.5			115258459			intron_variant			ASB2			G			A			0.05			0.63			0.58


			NC_010449.5			115260561			intergenic_region			ASB2-LOC106504541			G			A			0.03			0.62			0.59


			NC_010449.5			115249986			upstream_gene_variant			ASB2			A			G			0.90			0.00


			NC_010449.5			115260607			intergenic_region			ASB2-LOC106504541			C			G			0.09			0.81			0.72


			NC_010449.5			115260649			intergenic_region			ASB2-LOC106504541			A			G			0.16			1.00			0.84


			NC_010449.5			115260849			intergenic_region			ASB2-LOC106504541			A			G			0.45			1.00			0.55


			NC_010449.5			115260859			intergenic_region			ASB2-LOC106504541			A			G			0.13			1.00			0.87


			NC_010449.5			115260890			intergenic_region			ASB2-LOC106504541			T			C			0.45			1.00			0.55


			NC_010449.5			115261099			intergenic_region			ASB2-LOC106504541			A			C			0.45			1.00			0.55


			NC_010449.5			115261118			intergenic_region			ASB2-LOC106504541			G			T			0.49			1.00			0.51


			NC_010449.5			115261186			intergenic_region			ASB2-LOC106504541			A			G			0.40			1.00			0.60


			NC_010449.5			115250009			upstream_gene_variant			ASB2			A			G			0.90			0.00


			NC_010449.5			115250023			upstream_gene_variant			ASB2			G			A			0.89			0.00


			NC_010449.5			115261427			intergenic_region			ASB2-LOC106504541			G			A			0.21			1.00			0.79


			NC_010449.5			115261431			intergenic_region			ASB2-LOC106504541			A			C			0.30			1.00			0.70


			NC_010449.5			115261436			intergenic_region			ASB2-LOC106504541			A			G			0.44			1.00			0.56


			NC_010449.5			115250145			upstream_gene_variant			ASB2			C			T			0.66			0.00


			NC_010449.5			115250147			upstream_gene_variant			ASB2			C			T			0.69			0.00


			NC_010449.5			115262108			intergenic_region			ASB2-LOC106504541			C			T			0.48			1.00			0.52


			NC_010449.5			115262152			intergenic_region			ASB2-LOC106504541			T			A			0.32			1.00			0.68


			NC_010449.5			115250304			upstream_gene_variant			ASB2			A			G			0.86			0.00


			NC_010449.5			115250700			upstream_gene_variant			ASB2			C			T			0.71			0.00


			NC_010449.5			115263875			intergenic_region			ASB2-LOC106504541			G			A			0.04			1.00			0.96


			NC_010449.5			115263975			intergenic_region			ASB2-LOC106504541			G			C			0.05			1.00			0.95


			NC_010449.5			115264094			intergenic_region			ASB2-LOC106504541			A			T			0.09			1.00			0.91


			NC_010449.5			115250849			upstream_gene_variant			ASB2			A			G			0.90			0.00


			NC_010449.5			115250890			upstream_gene_variant			ASB2			A			C			0.88			0.00


			NC_010449.5			115264252			intergenic_region			ASB2-LOC106504541			G			A			0.11			0.97			0.86


			NC_010449.5			115250903			upstream_gene_variant			ASB2			T			C			0.89			0.00


			NC_010449.5			115251159			intron_variant			ASB2			G			A			0.51			0.00


			NC_010449.5			115251205			intron_variant			ASB2			G			C			0.88			0.00


			NC_010449.5			115264349			intergenic_region			ASB2-LOC106504541			G			T			0.10			1.00			0.90


			NC_010449.5			115264362			intergenic_region			ASB2-LOC106504541			G			A			0.08			1.00			0.92


			NC_010449.5			115264691			intergenic_region			ASB2-LOC106504541			C			T			0.05			1.00			0.95


			NC_010449.5			115264716			intergenic_region			ASB2-LOC106504541			T			C			0.24			1.00			0.76


			NC_010449.5			115264719			intergenic_region			ASB2-LOC106504541			C			T			0.05			1.00			0.95


			NC_010449.5			115264843			intergenic_region			ASB2-LOC106504541			A			G			0.33			1.00			0.67


			NC_010449.5			115251461			intron_variant			ASB2			T			C			0.86			0.00


			NC_010449.5			115251463			intron_variant			ASB2			T			G			0.86			0.00


			NC_010449.5			115265086			intergenic_region			ASB2-LOC106504541			G			A			0.06			1.00			0.94


			NC_010449.5			115251516			intron_variant			ASB2			T			G			0.88			0.00


			NC_010449.5			115265268			intergenic_region			ASB2-LOC106504541			C			A			0.07			1.00			0.93


			NC_010449.5			115265740			intergenic_region			ASB2-LOC106504541			G			T			0.08			1.00			0.92


			NC_010449.5			115265756			intergenic_region			ASB2-LOC106504541			C			A			0.08			1.00			0.92


			NC_010449.5			115251857			intron_variant			ASB2			A			G			0.52			0.00


			NC_010449.5			115266255			intergenic_region			ASB2-LOC106504541			A			C			0.07			1.00			0.93


			NC_010449.5			115251860			intron_variant			ASB2			T			C			0.54			0.00


			NC_010449.5			115266462			intergenic_region			ASB2-LOC106504541			T			C			0.08			1.00			0.92


			NC_010449.5			115266616			intergenic_region			ASB2-LOC106504541			A			T			0.06			1.00			0.94


			NC_010449.5			115266647			intergenic_region			ASB2-LOC106504541			C			A			0.06			1.00			0.94


			NC_010449.5			115251861			intron_variant			ASB2			G			A			0.54			0.00


			NC_010449.5			115266973			intergenic_region			ASB2-LOC106504541			G			T			0.09			1.00			0.91


			NC_010449.5			115266979			intergenic_region			ASB2-LOC106504541			C			T			0.09			1.00			0.91


			NC_010449.5			115251883			intron_variant			ASB2			C			T			0.51			0.00


			NC_010449.5			115251912			intron_variant			ASB2			G			A			0.54			0.00


			NC_010449.5			115252234			intron_variant			ASB2			G			T			0.66			0.00


			NC_010449.5			115252342			intron_variant			ASB2			G			A			0.55			0.00


			NC_010449.5			115267241			intergenic_region			ASB2-LOC106504541			C			T			0.10			1.00			0.90


			NC_010449.5			115267242			intergenic_region			ASB2-LOC106504541			G			A			0.10			0.63			0.53


			NC_010449.5			115252706			intron_variant			ASB2			T			C			0.63			0.00


			NC_010449.5			115253254			intron_variant			ASB2			C			A			0.57			0.00


			NC_010449.5			115267338			intergenic_region			ASB2-LOC106504541			G			A			0.11			1.00			0.89


			NC_010449.5			115267347			intergenic_region			ASB2-LOC106504541			G			A			0.11			1.00			0.89


			NC_010449.5			115267381			intergenic_region			ASB2-LOC106504541			G			A			0.14			1.00			0.86


			NC_010449.5			115255555			intron_variant			ASB2			G			A			0.74			0.00


			NC_010449.5			115257504			intron_variant			ASB2			C			T			0.62			0.00


			NC_010449.5			115260574			intergenic_region			ASB2-LOC106504541			T			C			0.74			0.00


			NC_010449.5			115268042			intergenic_region			ASB2-LOC106504541			G			A			0.09			1.00			0.91


			NC_010449.5			115268049			intergenic_region			ASB2-LOC106504541			C			T			0.11			1.00			0.89


			NC_010449.5			115268160			intergenic_region			ASB2-LOC106504541			G			A			0.10			1.00			0.90


			NC_010449.5			115268328			intergenic_region			ASB2-LOC106504541			A			C			0.29			1.00			0.71


			NC_010449.5			115268344			intergenic_region			ASB2-LOC106504541			G			A			0.27			1.00			0.73


			NC_010449.5			115268368			intergenic_region			ASB2-LOC106504541			G			C			0.09			1.00			0.91


			NC_010449.5			115268528			intergenic_region			ASB2-LOC106504541			C			T			0.12			1.00			0.88


			NC_010449.5			115268674			intergenic_region			ASB2-LOC106504541			A			C			0.14			1.00			0.86


			NC_010449.5			115268796			intergenic_region			ASB2-LOC106504541			C			T			0.13			1.00			0.87


			NC_010449.5			115268979			intergenic_region			ASB2-LOC106504541			A			T			0.07			1.00			0.93


			NC_010449.5			115269000			intergenic_region			ASB2-LOC106504541			T			C			0.08			1.00			0.92


			NC_010449.5			115269052			intergenic_region			ASB2-LOC106504541			C			G			0.05			1.00			0.95


			NC_010449.5			115261260			intergenic_region			ASB2-LOC106504541			C			T			0.60			0.00


			NC_010450.4			19934763			intron_variant			RBPJ			C			G			0.72			0.21			0.51


			NC_010450.4			19939226			intron_variant			RBPJ			T			C			0.83			0.29			0.54


			NC_010450.4			19943513			intron_variant			RBPJ			A			G			0.93			0.32			0.61


			NC_010450.4			19943576			intron_variant			RBPJ			G			T			0.93			0.32			0.61


			NC_010449.5			115261394			intergenic_region			ASB2-LOC106504541			A			G			0.52			0.00


			NC_010449.5			115261675			intergenic_region			ASB2-LOC106504541			C			T			0.56			0.00


			NC_010449.5			115261850			intergenic_region			ASB2-LOC106504541			A			G			0.58			0.00


			NC_010449.5			115262176			intergenic_region			ASB2-LOC106504541			T			G			0.62			0.00


			NC_010450.4			19944640			intron_variant			RBPJ			T			G			0.62			0.07			0.55


			NC_010449.5			115262454			intergenic_region			ASB2-LOC106504541			G			A			0.63			0.00


			NC_010450.4			19945458			intron_variant			RBPJ			T			C			0.95			0.25			0.70


			NC_010450.4			19948058			intron_variant			RBPJ			C			T			0.11			0.66			0.55


			NC_010449.5			115264132			intergenic_region			ASB2-LOC106504541			G			A			0.69			0.00


			NC_010450.4			19952418			intron_variant			RBPJ			A			C			0.01			0.53			0.52


			NC_010450.4			19952471			intron_variant			RBPJ			T			C			0.04			0.60			0.56


			NC_010450.4			19954059			intron_variant			RBPJ			C			G			0.30			0.89			0.60


			NC_010449.5			115264137			intergenic_region			ASB2-LOC106504541			G			A			0.62			0.00


			NC_010450.4			19954847			intron_variant			RBPJ			C			A			0.93			0.34			0.59


			NC_010449.5			115264278			intergenic_region			ASB2-LOC106504541			G			A			0.65			0.00


			NC_010449.5			115264286			intergenic_region			ASB2-LOC106504541			C			T			0.67			0.00


			NC_010450.4			19967492			intron_variant			RBPJ			A			G			0.61			0.03			0.58


			NC_010449.5			115264301			intergenic_region			ASB2-LOC106504541			C			T			0.65			0.00


			NC_010450.4			19986152			intron_variant			RBPJ			C			T			0.84			0.34			0.50


			NC_010450.4			19987200			intron_variant			RBPJ			C			T			0.86			0.34			0.52


			NC_010450.4			19987212			intron_variant			RBPJ			G			A			0.86			0.34			0.52


			NC_010450.4			19987254			intron_variant			RBPJ			G			A			0.84			0.34			0.50


			NC_010450.4			19991111			intron_variant			RBPJ			C			G			0.68			0.13			0.55


			NC_010450.4			19991537			intron_variant			RBPJ			G			C			0.03			0.63			0.60


			NC_010450.4			20011874			intron_variant			RBPJ			G			A			0.68			0.18			0.50


			NC_010450.4			20015390			intron_variant			RBPJ			C			T			0.26			0.76			0.50


			NC_010450.4			20017074			intron_variant			RBPJ			G			A			0.26			0.76			0.50


			NC_010450.4			20017139			intron_variant			RBPJ			T			G			0.24			0.81			0.56


			NC_010449.5			115264854			intergenic_region			ASB2-LOC106504541			A			G			0.69			0.00


			NC_010449.5			115264860			intergenic_region			ASB2-LOC106504541			T			C			0.90			0.00


			NC_010449.5			115265134			intergenic_region			ASB2-LOC106504541			T			C			0.53			0.00


			NC_010449.5			115266247			intergenic_region			ASB2-LOC106504541			G			A			0.51			0.00


			NC_010450.4			20022420			intron_variant			RBPJ			G			A			0.00			0.50


			NC_010449.5			115266431			intergenic_region			ASB2-LOC106504541			A			G			0.90			0.00


			NC_010449.5			115266857			intergenic_region			ASB2-LOC106504541			A			G			0.74			0.00


			NC_010449.5			115267053			intergenic_region			ASB2-LOC106504541			C			T			0.66			0.00


			NC_010449.5			115267094			intergenic_region			ASB2-LOC106504541			C			T			0.67			0.00


			NC_010449.5			115267150			intergenic_region			ASB2-LOC106504541			T			G			0.68			0.00


			NC_010450.4			20028296			intron_variant			RBPJ			A			C			0.28			1.00			0.72


			NC_010450.4			20028938			intron_variant			RBPJ			A			G			0.26			0.97			0.71


			NC_010449.5			115267208			intergenic_region			ASB2-LOC106504541			G			A			0.70			0.00


			NC_010450.4			20034986			intron_variant			RBPJ			A			G			0.89			0.37			0.52


			NC_010450.4			20040128			intron_variant			RBPJ			G			A			0.01			0.58			0.57


			NC_010450.4			20041480			intron_variant			RBPJ			A			T			0.02			0.61			0.58


			NC_010450.4			20041497			intron_variant			RBPJ			A			T			0.03			0.61			0.57


			NC_010450.4			20048463			intron_variant			RBPJ			A			G			0.28			0.79			0.50


			NC_010450.4			20050175			intron_variant			RBPJ			A			G			0.83			0.31			0.52


			NC_010450.4			20052294			intron_variant			RBPJ			G			A			0.85			0.25			0.60


			NC_010450.4			20052446			intron_variant			RBPJ			T			G			0.87			0.21			0.66


			NC_010450.4			20052607			intron_variant			RBPJ			T			C			0.89			0.21			0.68


			NC_010450.4			20053439			intron_variant			RBPJ			A			G			0.00			0.50


			NC_010450.4			20055045			intron_variant			RBPJ			T			C			0.92			0.18			0.74


			NC_010450.4			20055111			intron_variant			RBPJ			T			C			0.06			0.74			0.68


			NC_010450.4			20055231			intron_variant			RBPJ			G			A			0.03			0.76			0.73


			NC_010450.4			20055269			intron_variant			RBPJ			A			G			0.05			0.69			0.64


			NC_010450.4			20055287			intron_variant			RBPJ			A			G			0.94			0.28			0.66


			NC_010450.4			20055601			intron_variant			RBPJ			C			G			0.94			0.16			0.78


			NC_010450.4			20055825			intron_variant			RBPJ			C			G			0.94			0.21			0.73


			NC_010450.4			20056284			intron_variant			RBPJ			G			A			0.94			0.21			0.73


			NC_010450.4			20056918			intron_variant			RBPJ			A			G			0.77			0.16			0.61


			NC_010450.4			20057124			intron_variant			RBPJ			C			A			0.94			0.21			0.73


			NC_010450.4			20092662			intron_variant			RBPJ			A			G			0.76			0.21			0.55


			NC_010450.4			20093756			intron_variant			RBPJ			G			A			0.76			0.21			0.55


			NC_010450.4			20101558			intron_variant			RBPJ			T			G			0.24			0.94			0.71


			NC_010450.4			20107496			intron_variant			RBPJ			T			G			0.03			0.58			0.55


			NC_010450.4			20120299			intron_variant			RBPJ			C			T			0.63			0.13			0.50


			NC_010450.4			20120321			intron_variant			RBPJ			T			C			0.64			0.13			0.51


			NC_010450.4			20120329			intron_variant			RBPJ			A			G			0.63			0.13			0.50


			NC_010458.4			38103420			upstream_gene_variant			PDE4D			G			T			0.79			0.11			0.68


			NC_010458.4			67074628			5_prime_UTR_variant			SGCD			A			G			0.79			0.06			0.73


			NC_010449.5			115267268			intergenic_region			ASB2-LOC106504541			C			T			0.60			0.00


			NC_010449.5			115267319			intergenic_region			ASB2-LOC106504541			G			A			0.51			0.00


			NC_010449.5			115267383			intergenic_region			ASB2-LOC106504541			A			G			0.65			0.00


			NC_010450.4			40972036			intron_variant			PDGFRA			T			C			0.99			0.03			0.96


			NC_010449.5			115267420			intergenic_region			ASB2-LOC106504541			G			A			0.62			0.00


			NC_010449.5			115267578			intergenic_region			ASB2-LOC106504541			A			G			0.56			0.00


			NC_010449.5			115269466			intergenic_region			ASB2-LOC106504541			T			G			0.70			0.00


			NC_010450.4			19944456			intron_variant			RBPJ			T			G			0.51			0.00


			NC_010450.4			19944563			intron_variant			RBPJ			G			A			0.57			0.00


			NC_010450.4			19944616			intron_variant			RBPJ			T			C			0.53			0.00


			NC_010450.4			40979073			intron_variant			PDGFRA			C			T			0.99			0.03			0.96


			NC_010450.4			40979807			intron_variant			PDGFRA			C			T			0.99			0.03			0.96


			NC_010450.4			19944633			intron_variant			RBPJ			T			C			0.53			0.00


			NC_010450.4			19944649			intron_variant			RBPJ			G			A			0.53			0.00


			NC_010450.4			40981001			intron_variant			PDGFRA			T			C			0.99			0.39			0.60


			NC_010450.4			19948540			intron_variant			RBPJ			C			G			0.67			0.00


			NC_010450.4			19954545			intron_variant			RBPJ			A			T			0.51			0.00


			NC_010450.4			19955250			intron_variant			RBPJ			G			A			0.56			0.00


			NC_010450.4			19955383			intron_variant			RBPJ			G			A			0.60			0.00


			NC_010450.4			19967618			intron_variant			RBPJ			G			A			0.53			0.00


			NC_010450.4			40982295			intron_variant			PDGFRA			G			T			0.99			0.03			0.96


			NC_010450.4			40982612			intron_variant			PDGFRA			G			A			0.99			0.03			0.96


			NC_010450.4			40982668			intron_variant			PDGFRA			T			C			0.99			0.03			0.96


			NC_010450.4			40982852			intron_variant			PDGFRA			T			C			0.99			0.03			0.96


			NC_010450.4			20019017			intron_variant			RBPJ			C			T			0.56			0.00


			NC_010450.4			20021432			intron_variant			RBPJ			G			A			0.63			0.00


			NC_010450.4			20021578			intron_variant			RBPJ			C			T			0.68			0.00


			NC_010450.4			20021972			intron_variant			RBPJ			A			G			0.73			0.00


			NC_010450.4			20022513			intron_variant			RBPJ			C			T			0.70			0.00


			NC_010450.4			20023426			intron_variant			RBPJ			G			T			0.65			0.00


			NC_010450.4			20023847			intron_variant			RBPJ			T			C			0.54			0.00


			NC_010450.4			40987612			intron_variant			PDGFRA			A			G			0.81			0.03			0.78


			NC_010450.4			40990391			intron_variant			PDGFRA			T			C			0.99			0.03			0.96


			NC_010450.4			20026021			intron_variant			RBPJ			A			C			0.72			0.00


			NC_010450.4			20028285			intron_variant			RBPJ			T			C			0.72			0.00


			NC_010450.4			40992093			intron_variant			PDGFRA			C			T			0.60			0.03			0.57


			NC_010450.4			40992233			intron_variant			PDGFRA			A			G			0.82			0.03			0.79


			NC_010450.4			40992451			intron_variant			PDGFRA			A			G			0.61			0.03			0.58


			NC_010450.4			40992757			intron_variant			PDGFRA			A			G			0.60			0.03			0.57


			NC_010450.4			40992796			intron_variant			PDGFRA			C			T			0.60			0.03			0.57


			NC_010450.4			40992998			intron_variant			PDGFRA			T			G			0.97			0.11			0.86


			NC_010450.4			40993144			intron_variant			PDGFRA			T			C			0.95			0.11			0.84


			NC_010450.4			20030728			intron_variant			RBPJ			T			A			0.65			0.00


			NC_010450.4			40966548			upstream_gene_variant			PDGFRA			C			T			0.72			0.00


			NC_010450.4			40968426			intron_variant			PDGFRA			T			A			0.54			0.00


			NC_010450.4			40971133			intron_variant			PDGFRA			A			G			0.71			0.00


			NC_010450.4			40971586			intron_variant			PDGFRA			T			C			0.69			0.00


			NC_010450.4			40972251			intron_variant			PDGFRA			C			T			0.89			0.00


			NC_010450.4			40973556			intron_variant			PDGFRA			A			C			0.54			0.00


			NC_010450.4			40994172			intron_variant			PDGFRA			C			T			0.86			0.05			0.81


			NC_010450.4			40994355			intron_variant			PDGFRA			T			C			0.81			0.05			0.76


			NC_010444.4			60929636			3_prime_UTR_variant			TMEM38A			T			A			0.79			0.08			0.71


			NC_010450.4			40974434			intron_variant			PDGFRA			C			T			0.99			0.00


			NC_010450.4			40974544			intron_variant			PDGFRA			T			C			0.99			0.00


			NC_010450.4			40994941			intron_variant			PDGFRA			T			C			0.86			0.03			0.83


			NC_010450.4			40994986			intron_variant			PDGFRA			A			G			0.99			0.03			0.96


			NC_010450.4			40974596			intron_variant			PDGFRA			C			T			0.51			0.00


			NC_010450.4			40979066			intron_variant			PDGFRA			C			G			0.55			0.00


			NC_010450.4			40980035			intron_variant			PDGFRA			C			T			0.57			0.00


			NC_010450.4			40980236			intron_variant			PDGFRA			G			C			0.98			0.00


			NC_010450.4			40981438			intron_variant			PDGFRA			C			T			0.51			0.00


			NC_010450.4			40982087			intron_variant			PDGFRA			C			A			0.99			0.00


			NC_010450.4			40995781			intron_variant			PDGFRA			T			C			0.98			0.03			0.95


			NC_010450.4			40995821			intron_variant			PDGFRA			G			A			0.99			0.03			0.96


			NC_010450.4			40995859			intron_variant			PDGFRA			T			C			0.98			0.03			0.95


			NC_010450.4			40996282			intron_variant			PDGFRA			T			C			0.95			0.03			0.92


			NC_010450.4			40996340			intron_variant			PDGFRA			A			G			0.95			0.03			0.92


			NC_010450.4			40996446			intron_variant			PDGFRA			G			C			0.91			0.03			0.88


			NC_010450.4			40982088			intron_variant			PDGFRA			T			G			0.99			0.00


			NC_010450.4			40982228			intron_variant			PDGFRA			C			A			0.99			0.00


			NC_010450.4			40982232			intron_variant			PDGFRA			G			A			0.99			0.00


			NC_010450.4			40982885			intron_variant			PDGFRA			A			G			0.99			0.00


			NC_010450.4			40983036			intron_variant			PDGFRA			C			T			0.99			0.00


			NC_010450.4			40997092			intron_variant			PDGFRA			A			G			0.93			0.03			0.90


			NC_010450.4			40997120			intron_variant			PDGFRA			C			A			0.91			0.03			0.88


			NC_010450.4			40997257			intron_variant			PDGFRA			C			T			0.95			0.05			0.90


			NC_010450.4			40983094			intron_variant			PDGFRA			A			C			0.97			0.00


			NC_010450.4			40983868			intron_variant			PDGFRA			A			G			0.99			0.00


			NC_010450.4			40983932			intron_variant			PDGFRA			G			C			0.99			0.00


			NC_010450.4			40984871			intron_variant			PDGFRA			T			C			0.88			0.00


			NC_010450.4			40998185			intron_variant			PDGFRA			T			C			0.66			0.03			0.63


			NC_010450.4			40998378			intron_variant			PDGFRA			C			T			0.65			0.03			0.62


			NC_010450.4			40998483			intron_variant			PDGFRA			T			C			0.89			0.03			0.86


			NC_010450.4			40998613			intron_variant			PDGFRA			A			G			0.99			0.03			0.96


			NC_010450.4			40985617			intron_variant			PDGFRA			G			C			0.99			0.00


			NC_010446.5			99971492			3_prime_UTR_variant			BCL9			A			G			0.79			0.11			0.67


			NC_010450.4			40999813			intron_variant			PDGFRA			G			A			0.01			0.61			0.60


			NC_010450.4			41000006			intron_variant			PDGFRA			A			G			0.78			0.03			0.75


			NC_010450.4			40991762			intron_variant			PDGFRA			A			G			0.71			0.00


			NC_010450.4			41000093			intron_variant			PDGFRA			A			G			0.95			0.03			0.92


			NC_010450.4			40991843			intron_variant			PDGFRA			C			T			0.62			0.00


			NC_010450.4			41000331			intron_variant			PDGFRA			G			A			0.95			0.03			0.92


			NC_010450.4			41000677			intron_variant			PDGFRA			A			G			0.94			0.06			0.88


			NC_010450.4			41000714			intron_variant			PDGFRA			T			C			0.97			0.05			0.92


			NC_010450.4			40993183			intron_variant			PDGFRA			T			A			0.95			0.00


			NC_010450.4			41001699			intron_variant			PDGFRA			C			T			0.88			0.03			0.85


			NC_010450.4			41001999			intron_variant			PDGFRA			G			A			0.91			0.03			0.88


			NC_010450.4			41002554			intron_variant			PDGFRA			T			C			0.99			0.03			0.96


			NC_010450.4			40993360			intron_variant			PDGFRA			G			A			0.57			0.00


			NC_010450.4			40993383			intron_variant			PDGFRA			G			A			0.94			0.00


			NC_010450.4			40993389			intron_variant			PDGFRA			C			T			0.94			0.00


			NC_010450.4			40993832			intron_variant			PDGFRA			A			G			0.98			0.00


			NC_010450.4			40994018			intron_variant			PDGFRA			G			A			0.89			0.00


			NC_010450.4			40994030			intron_variant			PDGFRA			G			A			0.85			0.00


			NC_010450.4			41003775			intron_variant			PDGFRA			T			C			0.92			0.03			0.89


			NC_010450.4			40994493			synonymous_variant			PDGFRA			T			C			0.99			0.00


			NC_010450.4			40994723			intron_variant			PDGFRA			G			A			0.84			0.00


			NC_010450.4			41004555			intron_variant			PDGFRA			G			A			0.70			0.03			0.67


			NC_010450.4			41004581			intron_variant			PDGFRA			A			G			0.69			0.03			0.66


			NC_010450.4			41004586			intron_variant			PDGFRA			A			G			0.86			0.03			0.83


			NC_010450.4			41004899			intron_variant			PDGFRA			A			G			0.80			0.03			0.77


			NC_010450.4			41005129			intron_variant			PDGFRA			C			T			0.72			0.03			0.69


			NC_010444.4			60928169			upstream_gene_variant			TMEM38A			G			T			0.78			0.05			0.73


			NC_010452.4			23759984			upstream_gene_variant			TNNT2			A			G			0.78			0.15			0.63


			NC_010450.4			41005355			intron_variant			PDGFRA			C			T			0.99			0.03			0.96


			NC_010450.4			41005474			intron_variant			PDGFRA			C			T			0.73			0.03			0.70


			NC_010450.4			41005551			intron_variant			PDGFRA			G			A			0.71			0.03			0.68


			NC_010450.4			41005559			intron_variant			PDGFRA			G			A			0.73			0.03			0.70


			NC_010450.4			41005592			intron_variant			PDGFRA			T			C			0.80			0.05			0.75


			NC_010450.4			40994827			synonymous_variant			PDGFRA			C			T			0.87			0.00


			NC_010450.4			40995065			intron_variant			PDGFRA			G			A			0.88			0.00


			NC_010450.4			40995340			intron_variant			PDGFRA			A			T			0.99			0.00


			NC_010450.4			40995446			intron_variant			PDGFRA			T			C			0.88			0.00


			NC_010450.4			40995622			intron_variant			PDGFRA			T			A			0.78			0.00


			NC_010450.4			40995637			intron_variant			PDGFRA			A			C			0.99			0.00


			NC_010450.4			40995669			intron_variant			PDGFRA			C			A			0.80			0.00


			NC_010450.4			40996541			intron_variant			PDGFRA			A			G			0.91			0.00


			NC_010450.4			40996547			intron_variant			PDGFRA			T			C			0.94			0.00


			NC_010450.4			40996557			intron_variant			PDGFRA			T			C			0.91			0.00


			NC_010450.4			40996562			intron_variant			PDGFRA			C			T			0.90			0.00


			NC_010450.4			41006601			intron_variant			PDGFRA			T			C			0.77			0.06			0.71


			NC_010450.4			41006663			intron_variant			PDGFRA			G			C			0.70			0.05			0.65


			NC_010450.4			41006749			intron_variant			PDGFRA			G			A			0.80			0.03			0.77


			NC_010450.4			41006863			intron_variant			PDGFRA			T			A			0.99			0.03			0.96


			NC_010450.4			40997015			intron_variant			PDGFRA			A			G			0.93			0.00


			NC_010450.4			41006987			intron_variant			PDGFRA			A			G			0.99			0.03			0.96


			NC_010450.4			40997578			intron_variant			PDGFRA			C			T			0.91			0.00


			NC_010450.4			40997685			intron_variant			PDGFRA			T			C			0.92			0.00


			NC_010450.4			40997700			intron_variant			PDGFRA			T			C			0.92			0.00


			NC_010450.4			40998007			intron_variant			PDGFRA			A			G			0.60			0.00


			NC_010450.4			40998800			intron_variant			PDGFRA			G			T			0.61			0.00


			NC_010450.4			41000036			intron_variant			PDGFRA			A			T			0.70			0.00


			NC_010450.4			41007758			intron_variant			PDGFRA			T			C			0.99			0.03			0.96


			NC_010450.4			41000180			intron_variant			PDGFRA			T			C			0.94			0.00


			NC_010450.4			41001340			intron_variant			PDGFRA			A			T			0.99			0.00


			NC_010450.4			41002963			intron_variant			PDGFRA			C			T			0.97			0.00


			NC_010450.4			41003385			intron_variant			PDGFRA			C			T			0.89			0.00


			NC_010450.4			41003420			intron_variant			PDGFRA			G			A			0.89			0.00


			NC_010450.4			41003481			intron_variant			PDGFRA			A			G			0.99			0.00


			NC_010450.4			41003496			intron_variant			PDGFRA			T			A			0.90			0.00


			NC_010450.4			41008310			intron_variant			PDGFRA			T			A			0.80			0.03			0.77


			NC_010450.4			41008328			intron_variant			PDGFRA			G			A			0.71			0.03			0.68


			NC_010450.4			41009070			intron_variant			PDGFRA			G			T			0.99			0.03			0.96


			NC_010450.4			41009206			intron_variant			PDGFRA			T			C			0.99			0.03			0.96


			NC_010445.4			17287231			3_prime_UTR_variant			TRIM72			T			C			0.78			0.06			0.72


			NC_010450.4			41003664			intron_variant			PDGFRA			T			C			0.88			0.00


			NC_010450.4			41003855			intron_variant			PDGFRA			A			G			0.99			0.00


			NC_010450.4			41011203			intron_variant			PDGFRA			A			G			0.99			0.26			0.73


			NC_010450.4			41011479			intron_variant			PDGFRA			T			C			0.99			0.17			0.82


			NC_010450.4			41011541			intron_variant			PDGFRA			C			T			0.99			0.26			0.73


			NC_010450.4			41011582			intron_variant			PDGFRA			C			A			0.99			0.26			0.73


			NC_010450.4			41012319			intron_variant			PDGFRA			A			G			0.65			0.15			0.50


			NC_010450.4			41012610			intron_variant			PDGFRA			G			A			0.98			0.26			0.72


			NC_010450.4			41012778			intron_variant			PDGFRA			T			C			0.99			0.19			0.80


			NC_010450.4			41013043			intron_variant			PDGFRA			T			C			0.99			0.16			0.83


			NC_010450.4			41013189			intron_variant			PDGFRA			A			G			0.99			0.24			0.75


			NC_010450.4			41013351			intron_variant			PDGFRA			C			T			0.84			0.19			0.65


			NC_010450.4			41013750			intron_variant			PDGFRA			G			A			0.99			0.16			0.83


			NC_010450.4			41014052			intron_variant			PDGFRA			G			A			0.69			0.19			0.50


			NC_010450.4			41014152			intron_variant			PDGFRA			A			C			0.98			0.17			0.81


			NC_010450.4			41014214			intron_variant			PDGFRA			A			G			0.99			0.19			0.80


			NC_010450.4			41014262			intron_variant			PDGFRA			C			T			0.97			0.09			0.88


			NC_010450.4			41014275			intron_variant			PDGFRA			G			A			0.97			0.08			0.89


			NC_010450.4			41014311			intron_variant			PDGFRA			T			C			0.97			0.03			0.94


			NC_010450.4			41014412			intron_variant			PDGFRA			G			A			0.98			0.16			0.82


			NC_010450.4			41014432			intron_variant			PDGFRA			T			G			0.98			0.13			0.85


			NC_010450.4			41014563			intron_variant			PDGFRA			C			T			0.99			0.25			0.74


			NC_010450.4			41014630			intron_variant			PDGFRA			A			G			0.98			0.18			0.80


			NC_010450.4			41014738			intron_variant			PDGFRA			A			G			0.96			0.09			0.87


			NC_010450.4			41014821			intron_variant			PDGFRA			C			T			0.65			0.12			0.53


			NC_010450.4			41014826			intron_variant			PDGFRA			G			T			0.68			0.13			0.55


			NC_010450.4			41014835			intron_variant			PDGFRA			T			C			0.98			0.14			0.84


			NC_010450.4			41014868			intron_variant			PDGFRA			T			C			0.99			0.16			0.83


			NC_010450.4			41014910			intron_variant			PDGFRA			T			C			0.98			0.32			0.66


			NC_010450.4			41015522			intron_variant			PDGFRA			C			A			0.88			0.29			0.59


			NC_010450.4			41016812			intron_variant			PDGFRA			T			G			0.87			0.26			0.61


			NC_010450.4			41017457			intron_variant			PDGFRA			G			A			0.88			0.21			0.67


			NC_010450.4			41017485			intron_variant			PDGFRA			C			G			0.62			0.12			0.50


			NC_010450.4			41017611			intron_variant			PDGFRA			A			C			0.99			0.22			0.77


			NC_010450.4			41004018			intron_variant			PDGFRA			T			A			0.97			0.00


			NC_010450.4			41017903			intron_variant			PDGFRA			T			G			0.68			0.18			0.50


			NC_010450.4			41017905			intron_variant			PDGFRA			A			G			0.68			0.18			0.50


			NC_010450.4			41018157			intron_variant			PDGFRA			G			A			0.99			0.16			0.83


			NC_010450.4			41018170			intron_variant			PDGFRA			G			T			0.83			0.13			0.70


			NC_010450.4			41018227			intron_variant			PDGFRA			T			C			0.64			0.09			0.55


			NC_010450.4			41018243			intron_variant			PDGFRA			A			G			0.73			0.16			0.57


			NC_010447.5			100752694			upstream_gene_variant			MYF5			T			C			0.78			0.05			0.73


			NC_010450.4			41005186			synonymous_variant			PDGFRA			G			A			0.71			0.00


			NC_010450.4			41005620			intron_variant			PDGFRA			C			T			0.80			0.00


			NC_010450.4			41005654			intron_variant			PDGFRA			T			C			0.99			0.00


			NC_010443.5			162265450			missense_variant			ALPK2			G			A			0.77			0.18			0.59


			NC_010450.4			41023602			intergenic_region			PDGFRA-LOC106504645			T			C			0.90			0.10			0.80


			NC_010450.4			41023874			intergenic_region			PDGFRA-LOC106504645			T			C			0.90			0.26			0.64


			NC_010450.4			41005680			intron_variant			PDGFRA			T			C			0.76			0.00


			NC_010450.4			41024155			intergenic_region			PDGFRA-LOC106504645			T			C			0.99			0.29			0.70


			NC_010450.4			41024293			intergenic_region			PDGFRA-LOC106504645			C			G			0.87			0.17			0.70


			NC_010450.4			41024429			intergenic_region			PDGFRA-LOC106504645			G			A			0.90			0.32			0.58


			NC_010450.4			41024450			intergenic_region			PDGFRA-LOC106504645			C			A			0.92			0.32			0.60


			NC_010450.4			41024736			intergenic_region			PDGFRA-LOC106504645			G			A			0.99			0.26			0.73


			NC_010450.4			41025304			intergenic_region			PDGFRA-LOC106504645			A			C			0.99			0.29			0.70


			NC_010450.4			41026362			intergenic_region			PDGFRA-LOC106504645			G			A			0.83			0.24			0.59


			NC_010450.4			41027211			intergenic_region			PDGFRA-LOC106504645			T			C			0.86			0.29			0.57


			NC_010450.4			41027524			intergenic_region			PDGFRA-LOC106504645			T			C			0.99			0.26			0.73


			NC_010450.4			41027874			intergenic_region			PDGFRA-LOC106504645			G			A			0.99			0.31			0.68


			NC_010450.4			41006225			intron_variant			PDGFRA			A			G			0.71			0.00


			NC_010450.4			41006270			intron_variant			PDGFRA			A			G			0.99			0.00


			NC_010450.4			41031389			intergenic_region			PDGFRA-LOC106504645			C			G			0.77			0.03			0.74


			NC_010450.4			41032767			intergenic_region			PDGFRA-LOC106504645			G			C			0.81			0.03			0.78


			NC_010450.4			41006271			intron_variant			PDGFRA			A			G			0.99			0.00


			NC_010450.4			41006377			intron_variant			PDGFRA			A			G			0.83			0.00


			NC_010450.4			41006383			intron_variant			PDGFRA			A			T			0.89			0.00


			NC_010450.4			41038204			intergenic_region			PDGFRA-LOC106504645			C			T			0.01			0.58			0.57


			NC_010450.4			41038433			intergenic_region			PDGFRA-LOC106504645			A			G			0.01			0.63			0.62


			NC_010450.4			41038919			intergenic_region			PDGFRA-LOC106504645			A			G			0.82			0.03			0.79


			NC_010450.4			41038955			intergenic_region			PDGFRA-LOC106504645			A			G			0.81			0.03			0.78


			NC_010450.4			41006444			intron_variant			PDGFRA			G			A			0.98			0.00


			NC_010450.4			41039518			intergenic_region			PDGFRA-LOC106504645			T			C			0.78			0.03			0.75


			NC_010450.4			41039748			intergenic_region			PDGFRA-LOC106504645			G			C			0.78			0.03			0.75


			NC_010450.4			41006449			intron_variant			PDGFRA			G			A			0.83			0.00


			NC_010450.4			41006540			intron_variant			PDGFRA			T			C			0.91			0.00


			NC_010450.4			41006907			intron_variant			PDGFRA			A			G			0.80			0.00


			NC_010450.4			41044737			intergenic_region			PDGFRA-LOC106504645			G			A			0.01			0.68			0.67


			NC_010450.4			41007157			intron_variant			PDGFRA			A			G			0.77			0.00


			NC_010450.4			41007214			intron_variant			PDGFRA			T			C			0.98			0.00


			NC_010450.4			41046213			intergenic_region			PDGFRA-LOC106504645			A			G			0.60			0.03			0.57


			NC_010450.4			41007442			intron_variant			PDGFRA			A			G			0.80			0.00


			NC_010450.4			41007453			intron_variant			PDGFRA			C			T			0.73			0.00


			NC_010450.4			41048353			intergenic_region			PDGFRA-LOC106504645			G			A			0.80			0.03			0.77


			NC_010450.4			41007454			intron_variant			PDGFRA			T			G			0.82			0.00


			NC_010450.4			41007544			intron_variant			PDGFRA			T			C			0.99			0.00


			NC_010450.4			41007928			intron_variant			PDGFRA			G			C			0.88			0.00


			NC_010450.4			41007951			intron_variant			PDGFRA			G			C			0.78			0.00


			NC_010450.4			41019786			3_prime_UTR_variant			PDGFRA			A			G			0.77			0.24			0.53


			NC_010451.4			13821614			5_prime_UTR_variant			TENM4			G			A			0.77			0.05			0.72


			NC_010457.5			33574718			missense_variant			MYOM2			A			C			0.77			0.05			0.72


			NC_010450.4			41008153			intron_variant			PDGFRA			A			G			0.70			0.00


			NC_010450.4			41008179			intron_variant			PDGFRA			C			T			0.82			0.00


			NC_010450.4			41008183			intron_variant			PDGFRA			A			G			0.62			0.00


			NC_010450.4			41008236			intron_variant			PDGFRA			C			T			0.77			0.00


			NC_010450.4			41008252			intron_variant			PDGFRA			A			G			0.69			0.00


			NC_010450.4			41009677			synonymous_variant			PDGFRA			T			C			0.94			0.00


			NC_010450.4			41010190			intron_variant			PDGFRA			C			T			0.84			0.00


			NC_010450.4			41010326			intron_variant			PDGFRA			C			T			1.00			0.00


			NC_010450.4			41017751			intron_variant			PDGFRA			G			A			0.58			0.00


			NC_010450.4			41020586			3_prime_UTR_variant			PDGFRA			G			A			0.52			0.00


			NC_010450.4			41024106			intergenic_region			PDGFRA-LOC106504645			G			A			0.54			0.00


			NC_010450.4			41028164			intergenic_region			PDGFRA-LOC106504645			C			T			0.51			0.00


			NC_010450.4			41031294			intergenic_region			PDGFRA-LOC106504645			C			T			0.58			0.00


			NC_010450.4			41036478			intergenic_region			PDGFRA-LOC106504645			T			C			0.98			0.00


			NC_010450.4			41036692			intergenic_region			PDGFRA-LOC106504645			G			C			0.98			0.00


			NC_010450.4			81224822			intron_variant			EDNRA			T			C			1.00			0.39			0.61


			NC_010450.4			41037990			intergenic_region			PDGFRA-LOC106504645			A			C			0.97			0.00


			NC_010450.4			41039039			intergenic_region			PDGFRA-LOC106504645			T			C			0.57			0.00


			NC_010450.4			41039931			intergenic_region			PDGFRA-LOC106504645			G			A			0.79			0.00


			NC_010450.4			41043316			intergenic_region			PDGFRA-LOC106504645			A			G			0.98			0.00


			NC_010450.4			41043666			intergenic_region			PDGFRA-LOC106504645			T			C			0.96			0.00


			NC_010450.4			41045097			intergenic_region			PDGFRA-LOC106504645			G			A			0.96			0.00


			NC_010450.4			41045153			intergenic_region			PDGFRA-LOC106504645			G			A			0.97			0.00


			NC_010450.4			81226184			intron_variant			EDNRA			T			C			0.99			0.21			0.78


			NC_010450.4			41048084			intergenic_region			PDGFRA-LOC106504645			C			T			0.56			0.00


			NC_010450.4			41048107			intergenic_region			PDGFRA-LOC106504645			C			G			0.54			0.00


			NC_010450.4			41048770			intergenic_region			PDGFRA-LOC106504645			G			A			0.51			0.00


			NC_010450.4			41048772			intergenic_region			PDGFRA-LOC106504645			A			T			0.51			0.00


			NC_010450.4			41048773			intergenic_region			PDGFRA-LOC106504645			T			G			0.95			0.00


			NC_010450.4			41048785			intergenic_region			PDGFRA-LOC106504645			A			G			0.51			0.00


			NC_010450.4			81210043			upstream_gene_variant			EDNRA			A			G			1.00			0.00


			NC_010450.4			81213239			intron_variant			EDNRA			G			A			0.59			0.00


			NC_010450.4			81221532			intron_variant			EDNRA			C			T			0.52			0.00


			NC_010450.4			81221752			intron_variant			EDNRA			C			T			0.70			0.00


			NC_010450.4			81222914			intron_variant			EDNRA			A			T			1.00			0.00


			NC_010450.4			81223498			intron_variant			EDNRA			C			T			0.99			0.00


			NC_010450.4			81223517			intron_variant			EDNRA			C			T			0.78			0.00


			NC_010450.4			81229130			intron_variant			EDNRA			A			G			1.00			0.26			0.74


			NC_010450.4			81223653			intron_variant			EDNRA			C			T			0.75			0.00


			NC_010450.4			81223738			intron_variant			EDNRA			G			A			0.98			0.00


			NC_010450.4			81223910			intron_variant			EDNRA			A			G			1.00			0.00


			NC_010450.4			81223975			intron_variant			EDNRA			A			G			0.98			0.00


			NC_010450.4			81231832			intron_variant			EDNRA			A			G			1.00			0.21			0.79


			NC_010450.4			81224433			intron_variant			EDNRA			A			G			0.52			0.00


			NC_010450.4			81232387			intron_variant			EDNRA			T			A			1.00			0.05			0.95


			NC_010450.4			81224478			intron_variant			EDNRA			T			C			0.51			0.00


			NC_010450.4			81224592			intron_variant			EDNRA			T			C			0.98			0.00


			NC_010450.4			81224667			intron_variant			EDNRA			C			G			0.97			0.00


			NC_010450.4			81224798			intron_variant			EDNRA			A			G			0.52			0.00


			NC_010450.4			81225048			intron_variant			EDNRA			C			A			0.98			0.00


			NC_010450.4			81225181			intron_variant			EDNRA			G			A			1.00			0.00


			NC_010450.4			81225290			intron_variant			EDNRA			C			T			0.94			0.00


			NC_010450.4			81225427			intron_variant			EDNRA			G			A			0.52			0.00


			NC_010450.4			81225770			intron_variant			EDNRA			C			A			0.55			0.00


			NC_010450.4			81225834			intron_variant			EDNRA			T			C			0.52			0.00


			NC_010450.4			81225875			intron_variant			EDNRA			G			A			0.52			0.00


			NC_010450.4			81226210			intron_variant			EDNRA			T			C			0.52			0.00


			NC_010450.4			81226211			intron_variant			EDNRA			G			A			0.52			0.00


			NC_010450.4			81226227			intron_variant			EDNRA			T			C			0.52			0.00


			NC_010450.4			81226505			intron_variant			EDNRA			C			A			0.51			0.00


			NC_010450.4			81226540			intron_variant			EDNRA			T			G			0.51			0.00


			NC_010450.4			81227586			intron_variant			EDNRA			G			A			0.51			0.00


			NC_010450.4			81227591			intron_variant			EDNRA			G			A			0.51			0.00


			NC_010450.4			81227593			intron_variant			EDNRA			T			G			0.51			0.00


			NC_010450.4			81227829			intron_variant			EDNRA			A			G			0.55			0.00


			NC_010450.4			81227900			intron_variant			EDNRA			T			C			1.00			0.00


			NC_010450.4			81228163			intron_variant			EDNRA			T			C			0.57			0.00


			NC_010450.4			81228262			intron_variant			EDNRA			G			A			0.57			0.00


			NC_010450.4			81228341			intron_variant			EDNRA			A			G			0.55			0.00


			NC_010450.4			81231128			intron_variant			EDNRA			T			G			0.83			0.00


			NC_010450.4			81231380			intron_variant			EDNRA			A			G			0.63			0.00


			NC_010450.4			81231438			intron_variant			EDNRA			T			G			0.83			0.00


			NC_010450.4			81231439			intron_variant			EDNRA			C			A			0.83			0.00


			NC_010450.4			81231888			intron_variant			EDNRA			T			C			0.83			0.00


			NC_010450.4			81235047			intron_variant			EDNRA			G			A			0.76			0.00


			NC_010450.4			81236110			intron_variant			EDNRA			C			T			0.56			0.00


			NC_010450.4			81236406			intron_variant			EDNRA			C			T			0.56			0.00


			NC_010450.4			81236434			intron_variant			EDNRA			T			A			0.56			0.00


			NC_010450.4			81236861			intron_variant			EDNRA			G			A			0.90			0.00


			NC_010450.4			81236896			intron_variant			EDNRA			T			C			0.61			0.00


			NC_010450.4			81236903			intron_variant			EDNRA			A			G			0.88			0.00


			NC_010450.4			81237803			intron_variant			EDNRA			C			T			0.79			0.00


			NC_010450.4			81239141			intron_variant			EDNRA			T			C			0.90			0.00


			NC_010450.4			81239608			intron_variant			EDNRA			T			C			0.69			0.00


			NC_010450.4			81240049			intron_variant			EDNRA			T			C			0.61			0.00


			NC_010450.4			81240184			intron_variant			EDNRA			T			C			0.60			0.00


			NC_010450.4			81240289			intron_variant			EDNRA			T			G			0.57			0.00


			NC_010450.4			81240362			intron_variant			EDNRA			T			C			0.60			0.00


			NC_010450.4			81240385			intron_variant			EDNRA			C			A			0.80			0.00


			NC_010450.4			81240415			intron_variant			EDNRA			A			G			0.60			0.00


			NC_010450.4			81240482			intron_variant			EDNRA			T			C			0.70			0.00


			NC_010450.4			81240508			intron_variant			EDNRA			T			C			0.52			0.00


			NC_010450.4			81240630			intron_variant			EDNRA			C			T			0.62			0.00


			NC_010450.4			81241041			intron_variant			EDNRA			T			C			0.51			0.00


			NC_010450.4			81241076			intron_variant			EDNRA			G			A			0.54			0.00


			NC_010450.4			81241101			intron_variant			EDNRA			C			A			0.67			0.00


			NC_010450.4			81241188			intron_variant			EDNRA			C			A			0.52			0.00


			NC_010450.4			81241497			intron_variant			EDNRA			A			T			0.57			0.00


			NC_010450.4			81241607			intron_variant			EDNRA			A			G			0.69			0.00


			NC_010450.4			81241608			intron_variant			EDNRA			T			C			0.69			0.00


			NC_010450.4			81241649			intron_variant			EDNRA			C			T			0.69			0.00


			NC_010450.4			81241751			intron_variant			EDNRA			C			T			0.69			0.00


			NC_010450.4			81242017			intron_variant			EDNRA			G			A			0.67			0.00


			NC_010450.4			81249399			intron_variant			EDNRA			A			G			0.63			0.06			0.57


			NC_010450.4			81242034			intron_variant			EDNRA			G			A			0.69			0.00


			NC_010450.4			81242039			intron_variant			EDNRA			T			C			0.89			0.00


			NC_010450.4			81243257			intron_variant			EDNRA			C			T			0.83			0.00


			NC_010450.4			81243827			intron_variant			EDNRA			T			C			0.82			0.00


			NC_010450.4			81243852			intron_variant			EDNRA			C			T			0.82			0.00


			NC_010450.4			81243881			intron_variant			EDNRA			T			C			0.83			0.00


			NC_010450.4			81244268			intron_variant			EDNRA			T			C			0.83			0.00


			NC_010450.4			81244419			intron_variant			EDNRA			A			G			0.83			0.00


			NC_010450.4			81249766			intron_variant			EDNRA			G			A			1.00			0.42			0.58


			NC_010450.4			81244468			intron_variant			EDNRA			A			G			0.80			0.00


			NC_010450.4			81244506			intron_variant			EDNRA			G			T			0.80			0.00


			NC_010450.4			81244794			intron_variant			EDNRA			G			T			0.85			0.00


			NC_010450.4			81244924			intron_variant			EDNRA			C			A			0.83			0.00


			NC_010450.4			81245007			intron_variant			EDNRA			C			T			0.58			0.00


			NC_010450.4			81245207			intron_variant			EDNRA			C			T			0.57			0.00


			NC_010450.4			81245216			intron_variant			EDNRA			G			T			0.68			0.00


			NC_010450.4			81245827			intron_variant			EDNRA			T			C			0.81			0.00


			NC_010450.4			81246679			intron_variant			EDNRA			C			T			0.51			0.00


			NC_010450.4			81251447			intron_variant			EDNRA			A			G			1.00			0.18			0.82


			NC_010450.4			81246697			intron_variant			EDNRA			C			G			0.83			0.00


			NC_010450.4			81247373			intron_variant			EDNRA			T			C			0.63			0.00


			NC_010450.4			81247922			intron_variant			EDNRA			T			C			0.83			0.00


			NC_010450.4			81248429			intron_variant			EDNRA			T			C			0.86			0.00


			NC_010450.4			81248764			intron_variant			EDNRA			A			C			0.57			0.00


			NC_010450.4			81248780			intron_variant			EDNRA			C			G			0.82			0.00


			NC_010450.4			81248951			intron_variant			EDNRA			C			T			0.88			0.00


			NC_010450.4			81248958			intron_variant			EDNRA			T			A			0.88			0.00


			NC_010450.4			81248966			intron_variant			EDNRA			C			T			0.88			0.00


			NC_010450.4			81249287			intron_variant			EDNRA			C			T			0.62			0.00


			NC_010450.4			81249324			intron_variant			EDNRA			G			A			0.64			0.00


			NC_010450.4			81253805			intron_variant			EDNRA			T			C			0.86			0.21			0.65


			NC_010450.4			81249347			intron_variant			EDNRA			C			G			0.67			0.00


			NC_010450.4			81249436			intron_variant			EDNRA			G			C			0.72			0.00


			NC_010450.4			81249442			intron_variant			EDNRA			T			A			0.69			0.00


			NC_010450.4			81249454			intron_variant			EDNRA			C			A			0.71			0.00


			NC_010450.4			81249461			intron_variant			EDNRA			C			T			0.67			0.00


			NC_010450.4			81249472			intron_variant			EDNRA			T			G			0.64			0.00


			NC_010450.4			81249476			intron_variant			EDNRA			T			G			0.65			0.00


			NC_010450.4			81256456			intron_variant			EDNRA			T			G			1.00			0.18			0.82


			NC_010450.4			81249516			intron_variant			EDNRA			C			G			0.65			0.00


			NC_010450.4			81249534			intron_variant			EDNRA			G			C			0.71			0.00


			NC_010450.4			81258345			intron_variant			EDNRA			T			C			0.99			0.21			0.78


			NC_010450.4			81249803			intron_variant			EDNRA			T			C			0.55			0.00


			NC_010450.4			81250108			intron_variant			EDNRA			G			T			0.66			0.00


			NC_010450.4			81250425			intron_variant			EDNRA			T			C			0.53			0.00


			NC_010450.4			81250440			intron_variant			EDNRA			A			T			0.97			0.00


			NC_010450.4			81250635			intron_variant			EDNRA			T			C			0.55			0.00


			NC_010450.4			81250682			intron_variant			EDNRA			A			G			0.70			0.00


			NC_010450.4			81250839			intron_variant			EDNRA			A			G			0.67			0.00


			NC_010450.4			81251114			intron_variant			EDNRA			A			G			0.53			0.00


			NC_010450.4			81251139			intron_variant			EDNRA			A			T			0.56			0.00


			NC_010450.4			81251474			intron_variant			EDNRA			T			A			0.52			0.00


			NC_010450.4			81251517			intron_variant			EDNRA			T			C			0.64			0.00


			NC_010450.4			81251605			intron_variant			EDNRA			C			G			0.90			0.00


			NC_010450.4			81251695			intron_variant			EDNRA			G			A			0.52			0.00


			NC_010450.4			81251916			intron_variant			EDNRA			T			C			0.65			0.00


			NC_010450.4			81252173			intron_variant			EDNRA			G			A			0.59			0.00


			NC_010450.4			81252234			intron_variant			EDNRA			G			A			0.51			0.00


			NC_010450.4			81252604			intron_variant			EDNRA			C			T			0.69			0.00


			NC_010450.4			81252872			intron_variant			EDNRA			T			C			0.65			0.00


			NC_010450.4			81253144			intron_variant			EDNRA			G			A			0.65			0.00


			NC_010450.4			81253302			intron_variant			EDNRA			T			C			0.71			0.00


			NC_010450.4			81254048			intron_variant			EDNRA			A			C			0.70			0.00


			NC_010450.4			81254086			intron_variant			EDNRA			T			C			0.70			0.00


			NC_010450.4			81254532			intron_variant			EDNRA			A			G			0.70			0.00


			NC_010450.4			81254629			intron_variant			EDNRA			T			C			0.70			0.00


			NC_010450.4			81254707			intron_variant			EDNRA			C			G			0.70			0.00


			NC_010450.4			81255216			intron_variant			EDNRA			A			G			0.90			0.00


			NC_010450.4			81255532			intron_variant			EDNRA			A			C			0.72			0.00


			NC_010450.4			81256503			intron_variant			EDNRA			A			T			0.56			0.00


			NC_010450.4			81256528			intron_variant			EDNRA			T			C			0.53			0.00


			NC_010450.4			81258791			intron_variant			EDNRA			C			G			0.87			0.00


			NC_010450.4			81259669			intron_variant			EDNRA			C			T			0.89			0.00


			NC_010450.4			81259908			intron_variant			EDNRA			A			G			0.91			0.00


			NC_010450.4			81259971			intron_variant			EDNRA			T			C			0.56			0.00


			NC_010450.4			81260504			intron_variant			EDNRA			C			G			0.86			0.00


			NC_010450.4			81260701			intron_variant			EDNRA			A			C			0.88			0.00


			NC_010450.4			81260729			intron_variant			EDNRA			T			C			0.87			0.00


			NC_010450.4			81261141			intron_variant			EDNRA			C			T			0.87			0.00


			NC_010450.4			81261279			intron_variant			EDNRA			C			T			0.89			0.00


			NC_010450.4			81261407			intron_variant			EDNRA			A			T			0.90			0.00


			NC_010450.4			81261686			intron_variant			EDNRA			G			A			0.86			0.00


			NC_010450.4			81261793			intron_variant			EDNRA			A			G			0.89			0.00


			NC_010450.4			81261804			intron_variant			EDNRA			G			A			0.89			0.00


			NC_010450.4			81262366			intron_variant			EDNRA			C			T			0.55			0.00


			NC_010450.4			81262502			intron_variant			EDNRA			G			A			0.55			0.00


			NC_010457.5			73693616			upstream_gene_variant			XIRP2			T			C			0.77			0.11			0.66


			NC_010450.4			81262562			intron_variant			EDNRA			G			A			0.67			0.00


			NC_010450.4			81275369			intron_variant			EDNRA			C			T			1.00			0.24			0.76


			NC_010450.4			81262723			intron_variant			EDNRA			C			T			0.55			0.00


			NC_010460.4			19479518			upstream_gene_variant			SMO			T			G			0.77			0.06			0.71


			NC_010449.5			76173862			upstream_gene_variant			MMP14			T			C			0.77			0.08			0.69


			NC_010450.4			81263005			intron_variant			EDNRA			C			A			0.89			0.00


			NC_010450.4			81263043			intron_variant			EDNRA			G			A			0.51			0.00


			NC_010450.4			81264195			intron_variant			EDNRA			T			C			0.82			0.00


			NC_010450.4			81264446			intron_variant			EDNRA			T			C			0.82			0.00


			NC_010450.4			81264739			intron_variant			EDNRA			G			A			0.80			0.00


			NC_010450.4			81265585			intron_variant			EDNRA			T			G			0.91			0.00


			NC_010450.4			81265925			intron_variant			EDNRA			G			C			0.67			0.00


			NC_010450.4			81266051			intron_variant			EDNRA			C			T			0.93			0.00


			NC_010450.4			81266190			intron_variant			EDNRA			T			C			0.95			0.00


			NC_010450.4			81266264			intron_variant			EDNRA			T			C			0.64			0.00


			NC_010450.4			81266280			intron_variant			EDNRA			A			G			0.64			0.00


			NC_010450.4			81266941			intron_variant			EDNRA			T			C			0.93			0.00


			NC_010450.4			81266942			intron_variant			EDNRA			G			A			0.55			0.00


			NC_010450.4			81267266			intron_variant			EDNRA			C			T			0.94			0.00


			NC_010450.4			81267492			intron_variant			EDNRA			G			A			0.76			0.00


			NC_010450.4			81268000			intron_variant			EDNRA			T			A			1.00			0.00


			NC_010450.4			81286238			intergenic_region			EDNRA-TTC29			T			C			1.00			0.45			0.55


			NC_010450.4			81268001			intron_variant			EDNRA			T			C			1.00			0.00


			NC_010450.4			81268086			intron_variant			EDNRA			G			A			0.61			0.00


			NC_010450.4			81268211			intron_variant			EDNRA			C			T			0.61			0.00


			NC_010450.4			81268252			intron_variant			EDNRA			A			G			0.62			0.00


			NC_010450.4			81268280			intron_variant			EDNRA			G			A			0.61			0.00


			NC_010450.4			81268464			intron_variant			EDNRA			C			G			0.63			0.00


			NC_010450.4			81268539			intron_variant			EDNRA			A			G			0.63			0.00


			NC_010450.4			81268800			intron_variant			EDNRA			C			T			0.51			0.00


			NC_010450.4			81269158			intron_variant			EDNRA			G			T			0.95			0.00


			NC_010450.4			81269516			intron_variant			EDNRA			G			T			0.53			0.00


			NC_010450.4			81269517			intron_variant			EDNRA			C			T			0.53			0.00


			NC_010450.4			81272846			upstream_gene_variant			EDNRA			C			A			0.78			0.00


			NC_010450.4			81275190			intron_variant			EDNRA			T			C			0.76			0.00


			NC_010450.4			81276429			intron_variant			EDNRA			C			A			0.70			0.00


			NC_010450.4			81277681			upstream_gene_variant			EDNRA			A			G			0.89			0.00


			NC_010450.4			81289190			intergenic_region			EDNRA-TTC29			T			C			0.73			0.03			0.70


			NC_010450.4			81289743			intergenic_region			EDNRA-TTC29			G			A			0.97			0.03			0.94


			NC_010450.4			81289749			intergenic_region			EDNRA-TTC29			A			T			0.91			0.03			0.88


			NC_010450.4			81289892			intergenic_region			EDNRA-TTC29			G			A			0.02			0.92			0.90


			NC_010450.4			81290267			intergenic_region			EDNRA-TTC29			A			T			0.02			0.92			0.90


			NC_010450.4			81290282			intergenic_region			EDNRA-TTC29			C			G			0.00			0.92


			NC_010450.4			81290292			intergenic_region			EDNRA-TTC29			C			T			0.00			0.92


			NC_010450.4			81290394			intergenic_region			EDNRA-TTC29			T			C			0.76			0.03			0.73


			NC_010450.4			81290496			intergenic_region			EDNRA-TTC29			A			G			0.00			0.92


			NC_010450.4			81290827			intergenic_region			EDNRA-TTC29			C			T			0.00			0.92


			NC_010450.4			81291007			intergenic_region			EDNRA-TTC29			G			A			0.74			0.03			0.71


			NC_010450.4			81278079			upstream_gene_variant			EDNRA			A			T			0.83			0.00


			NC_010450.4			81291339			intergenic_region			EDNRA-TTC29			A			G			0.00			0.89


			NC_010450.4			81291637			intergenic_region			EDNRA-TTC29			C			T			0.78			0.03			0.75


			NC_010450.4			81292180			intergenic_region			EDNRA-TTC29			T			C			0.75			0.03			0.72


			NC_010450.4			81292190			intergenic_region			EDNRA-TTC29			T			A			0.00			0.92


			NC_010450.4			81292284			intergenic_region			EDNRA-TTC29			T			C			0.00			0.79


			NC_010450.4			81292290			intergenic_region			EDNRA-TTC29			T			C			0.72			0.03			0.69


			NC_010450.4			81292407			intergenic_region			EDNRA-TTC29			G			A			0.05			0.92			0.87


			NC_010450.4			81292838			intergenic_region			EDNRA-TTC29			C			T			0.06			0.92			0.86


			NC_010450.4			81293128			intergenic_region			EDNRA-TTC29			C			T			0.05			0.87			0.82


			NC_010450.4			81294143			intergenic_region			EDNRA-TTC29			A			G			0.00			0.89


			NC_010450.4			81294572			intergenic_region			EDNRA-TTC29			C			G			0.00			0.94


			NC_010450.4			81294857			intergenic_region			EDNRA-TTC29			C			T			0.00			0.89


			NC_010450.4			81294920			intergenic_region			EDNRA-TTC29			A			T			0.00			0.76


			NC_010450.4			81295056			intergenic_region			EDNRA-TTC29			A			G			0.00			0.79


			NC_010450.4			81295395			intergenic_region			EDNRA-TTC29			A			G			0.00			0.89


			NC_010450.4			81295873			intergenic_region			EDNRA-TTC29			T			C			0.00			0.65


			NC_010450.4			81296083			intergenic_region			EDNRA-TTC29			T			A			0.01			0.92			0.91


			NC_010450.4			81296085			intergenic_region			EDNRA-TTC29			C			T			0.01			0.89			0.88


			NC_010450.4			81296804			intergenic_region			EDNRA-TTC29			T			C			0.00			0.92


			NC_010450.4			81297758			intergenic_region			EDNRA-TTC29			T			C			0.00			0.93


			NC_010450.4			81298553			intergenic_region			EDNRA-TTC29			C			A			0.00			0.95


			NC_010450.4			81298801			intergenic_region			EDNRA-TTC29			C			T			0.00			0.92


			NC_010450.4			81298992			intergenic_region			EDNRA-TTC29			T			C			0.18			0.94			0.76


			NC_010450.4			81299080			intergenic_region			EDNRA-TTC29			G			A			0.00			0.94


			NC_010450.4			81299199			intergenic_region			EDNRA-TTC29			A			G			0.94			0.04			0.90


			NC_010450.4			81299465			intergenic_region			EDNRA-TTC29			T			G			0.74			0.03			0.71


			NC_010450.4			81300015			intergenic_region			EDNRA-TTC29			G			A			1.00			0.03			0.97


			NC_010450.4			81300180			intergenic_region			EDNRA-TTC29			A			C			0.76			0.03			0.73


			NC_010450.4			81300275			intergenic_region			EDNRA-TTC29			T			C			0.74			0.03			0.71


			NC_010450.4			81300590			intergenic_region			EDNRA-TTC29			T			A			1.00			0.03			0.97


			NC_010450.4			81278115			intron_variant			EDNRA			T			C			0.92			0.00


			NC_010450.4			81278596			intron_variant			EDNRA			T			G			1.00			0.00


			NC_010450.4			81278645			intron_variant			EDNRA			T			C			0.96			0.00


			NC_010450.4			81301525			intergenic_region			EDNRA-TTC29			T			C			0.72			0.03			0.69


			NC_010450.4			81280594			intergenic_region			EDNRA-TTC29			C			G			0.98			0.00


			NC_010450.4			81282725			intergenic_region			EDNRA-TTC29			A			G			0.95			0.00


			NC_010450.4			81301709			intergenic_region			EDNRA-TTC29			T			G			0.00			0.92


			NC_010450.4			81301835			intergenic_region			EDNRA-TTC29			G			A			0.74			0.03			0.71


			NC_010450.4			81302420			intergenic_region			EDNRA-TTC29			A			G			0.68			0.03			0.65


			NC_010450.4			81302491			intergenic_region			EDNRA-TTC29			C			T			0.00			0.92


			NC_010450.4			81302499			intergenic_region			EDNRA-TTC29			A			C			0.76			0.03			0.73


			NC_010450.4			81302561			intergenic_region			EDNRA-TTC29			T			A			0.73			0.05			0.68


			NC_010450.4			81302748			intergenic_region			EDNRA-TTC29			G			A			0.74			0.03			0.71


			NC_010450.4			81302976			intergenic_region			EDNRA-TTC29			A			G			0.24			0.92			0.68


			NC_010450.4			81303018			intergenic_region			EDNRA-TTC29			A			G			0.38			0.92			0.55


			NC_010450.4			81303394			intergenic_region			EDNRA-TTC29			C			T			0.76			0.03			0.73


			NC_010450.4			81303438			intergenic_region			EDNRA-TTC29			A			G			0.77			0.03			0.74


			NC_010450.4			81303440			intergenic_region			EDNRA-TTC29			A			G			0.77			0.03			0.74


			NC_010450.4			81303463			intergenic_region			EDNRA-TTC29			A			G			0.00			0.53


			NC_010450.4			81303656			intergenic_region			EDNRA-TTC29			A			G			0.76			0.03			0.73


			NC_010450.4			81282787			intergenic_region			EDNRA-TTC29			A			G			0.53			0.00


			NC_010450.4			81303943			intergenic_region			EDNRA-TTC29			T			C			0.71			0.03			0.68


			NC_010450.4			81283014			intergenic_region			EDNRA-TTC29			A			G			0.57			0.00


			NC_010450.4			81283194			intergenic_region			EDNRA-TTC29			A			G			0.56			0.00


			NC_010450.4			81284359			intergenic_region			EDNRA-TTC29			T			G			0.95			0.00


			NC_010450.4			81304964			intergenic_region			EDNRA-TTC29			T			G			0.76			0.03			0.73


			NC_010450.4			81306119			intergenic_region			EDNRA-TTC29			C			T			0.00			0.92


			NC_010450.4			81306133			intergenic_region			EDNRA-TTC29			T			C			0.25			0.87			0.62


			NC_010450.4			81306172			intergenic_region			EDNRA-TTC29			C			T			0.31			0.92			0.61


			NC_010450.4			81308667			intergenic_region			EDNRA-TTC29			T			G			0.30			0.92			0.62


			NC_010450.4			81310551			intergenic_region			EDNRA-TTC29			G			T			0.00			0.58


			NC_010450.4			81312045			intergenic_region			EDNRA-TTC29			G			A			0.56			0.03			0.53


			NC_010450.4			81312849			intergenic_region			EDNRA-TTC29			C			A			0.13			0.92			0.80


			NC_010450.4			81313469			intergenic_region			EDNRA-TTC29			C			T			0.00			0.92


			NC_010450.4			81313560			intergenic_region			EDNRA-TTC29			G			C			0.00			0.92


			NC_010450.4			81313792			intergenic_region			EDNRA-TTC29			G			A			0.13			0.92			0.80


			NC_010450.4			81314565			intergenic_region			EDNRA-TTC29			C			T			0.09			0.92			0.83


			NC_010450.4			81314771			intergenic_region			EDNRA-TTC29			A			G			0.11			0.92			0.81


			NC_010450.4			81315062			intergenic_region			EDNRA-TTC29			T			C			0.05			0.85			0.80


			NC_010450.4			81315555			intergenic_region			EDNRA-TTC29			C			T			0.00			0.93


			NC_010450.4			81316351			intergenic_region			EDNRA-TTC29			T			G			0.14			0.89			0.76


			NC_010450.4			81317135			intergenic_region			EDNRA-TTC29			G			A			0.00			0.87


			NC_010450.4			81318407			intergenic_region			EDNRA-TTC29			C			T			0.67			0.03			0.64


			NC_010450.4			81318677			intergenic_region			EDNRA-TTC29			T			G			0.56			0.03			0.53


			NC_010450.4			81318903			intergenic_region			EDNRA-TTC29			G			C			0.56			0.03			0.53


			NC_010450.4			81319025			intergenic_region			EDNRA-TTC29			C			A			0.25			0.92			0.67


			NC_010450.4			81319241			intergenic_region			EDNRA-TTC29			T			G			0.57			0.03			0.54


			NC_010450.4			81319458			intergenic_region			EDNRA-TTC29			A			T			0.71			0.08			0.63


			NC_010450.4			81319559			intergenic_region			EDNRA-TTC29			T			C			0.84			0.08			0.76


			NC_010450.4			81320271			intergenic_region			EDNRA-TTC29			A			G			0.13			0.92			0.80


			NC_010450.4			81320315			intergenic_region			EDNRA-TTC29			A			G			0.86			0.06			0.80


			NC_010450.4			81320362			intergenic_region			EDNRA-TTC29			A			C			1.00			0.05			0.95


			NC_010450.4			81321701			intergenic_region			EDNRA-TTC29			G			A			0.86			0.09			0.77


			NC_010450.4			81322230			intergenic_region			EDNRA-TTC29			A			G			0.85			0.11			0.74


			NC_010450.4			81322517			intergenic_region			EDNRA-TTC29			C			G			0.85			0.07			0.78


			NC_010450.4			81284516			intergenic_region			EDNRA-TTC29			C			G			0.57			0.00


			NC_010450.4			81323297			intergenic_region			EDNRA-TTC29			G			T			0.56			0.06			0.50


			NC_010450.4			81323334			intergenic_region			EDNRA-TTC29			C			T			0.56			0.03			0.53


			NC_010450.4			81323336			intergenic_region			EDNRA-TTC29			A			G			1.00			0.09			0.91


			NC_010450.4			81323789			intergenic_region			EDNRA-TTC29			A			G			0.56			0.06			0.50


			NC_010450.4			81284684			intergenic_region			EDNRA-TTC29			A			T			0.55			0.00


			NC_010450.4			81285125			intergenic_region			EDNRA-TTC29			C			T			0.98			0.00


			NC_010450.4			81285447			intergenic_region			EDNRA-TTC29			A			T			0.84			0.00


			NC_010450.4			81324801			intergenic_region			EDNRA-TTC29			A			T			0.73			0.06			0.67


			NC_010450.4			81325697			intergenic_region			EDNRA-TTC29			A			G			1.00			0.04			0.96


			NC_010450.4			81326000			intergenic_region			EDNRA-TTC29			T			C			0.27			0.88			0.61


			NC_010450.4			81326390			intergenic_region			EDNRA-TTC29			G			A			0.70			0.08			0.62


			NC_010450.4			81326706			intergenic_region			EDNRA-TTC29			G			A			0.56			0.03			0.53


			NC_010450.4			81327700			intergenic_region			EDNRA-TTC29			T			C			0.84			0.08			0.76


			NC_010450.4			81327773			intergenic_region			EDNRA-TTC29			T			G			1.00			0.05			0.95


			NC_010450.4			81328169			intergenic_region			EDNRA-TTC29			T			C			0.86			0.03			0.83


			NC_010450.4			81328217			intergenic_region			EDNRA-TTC29			A			G			0.73			0.06			0.67


			NC_010450.4			81328538			intergenic_region			EDNRA-TTC29			G			A			0.86			0.08			0.78


			NC_010450.4			81328616			intergenic_region			EDNRA-TTC29			T			C			0.87			0.11			0.76


			NC_010450.4			81328704			intergenic_region			EDNRA-TTC29			G			C			0.56			0.03			0.53


			NC_010450.4			81329060			intergenic_region			EDNRA-TTC29			G			A			0.78			0.05			0.73


			NC_010450.4			81329126			intergenic_region			EDNRA-TTC29			C			T			0.85			0.05			0.80


			NC_010450.4			81329992			intergenic_region			EDNRA-TTC29			T			C			0.85			0.06			0.79


			NC_010450.4			81330347			intergenic_region			EDNRA-TTC29			T			C			1.00			0.08			0.92


			NC_010450.4			81330716			intergenic_region			EDNRA-TTC29			T			A			0.85			0.08			0.77


			NC_010450.4			81332018			intergenic_region			EDNRA-TTC29			G			C			0.53			0.03			0.50


			NC_010450.4			81332643			intergenic_region			EDNRA-TTC29			T			C			0.73			0.08			0.65


			NC_010450.4			81332699			intergenic_region			EDNRA-TTC29			C			T			0.73			0.08			0.65


			NC_010450.4			81332950			intergenic_region			EDNRA-TTC29			A			G			0.56			0.03			0.53


			NC_010450.4			81334389			intergenic_region			EDNRA-TTC29			C			A			0.77			0.06			0.71


			NC_010450.4			81334404			intergenic_region			EDNRA-TTC29			T			G			0.76			0.06			0.70


			NC_010450.4			81339532			intergenic_region			EDNRA-TTC29			A			C			0.58			0.03			0.55


			NC_010450.4			81339811			intergenic_region			EDNRA-TTC29			T			A			0.64			0.03			0.61


			NC_010450.4			81339816			intergenic_region			EDNRA-TTC29			G			A			1.00			0.08			0.92


			NC_010450.4			81285931			intergenic_region			EDNRA-TTC29			A			T			0.54			0.00


			NC_010450.4			81340820			intergenic_region			EDNRA-TTC29			A			G			1.00			0.05			0.95


			NC_010450.4			81341366			intergenic_region			EDNRA-TTC29			A			G			0.94			0.05			0.89


			NC_010450.4			81341378			intergenic_region			EDNRA-TTC29			A			G			1.00			0.05			0.95


			NC_010450.4			81342468			intergenic_region			EDNRA-TTC29			G			A			0.96			0.06			0.90


			NC_010450.4			81342477			intergenic_region			EDNRA-TTC29			G			T			0.60			0.03			0.57


			NC_010450.4			81343019			intergenic_region			EDNRA-TTC29			T			C			0.55			0.03			0.52


			NC_010450.4			81344940			intergenic_region			EDNRA-TTC29			G			A			0.00			0.92


			NC_010450.4			81345018			intergenic_region			EDNRA-TTC29			C			A			0.59			0.03			0.56


			NC_010450.4			81345186			intergenic_region			EDNRA-TTC29			C			G			0.60			0.03			0.57


			NC_010450.4			81345246			intergenic_region			EDNRA-TTC29			C			G			0.69			0.03			0.66


			NC_010450.4			81345326			intergenic_region			EDNRA-TTC29			G			A			0.61			0.03			0.58


			NC_010450.4			81345453			intergenic_region			EDNRA-TTC29			G			A			0.58			0.03			0.55


			NC_010450.4			81345713			intergenic_region			EDNRA-TTC29			A			G			0.57			0.03			0.54


			NC_010450.4			81346053			intergenic_region			EDNRA-TTC29			A			G			0.00			0.94


			NC_010450.4			81346228			intergenic_region			EDNRA-TTC29			A			G			0.57			0.03			0.54


			NC_010450.4			81286167			intergenic_region			EDNRA-TTC29			A			T			0.75			0.00


			NC_010450.4			81347423			intergenic_region			EDNRA-TTC29			T			G			0.64			0.03			0.61


			NC_010450.4			81347518			intergenic_region			EDNRA-TTC29			T			C			0.67			0.03			0.64


			NC_010450.4			81347587			intergenic_region			EDNRA-TTC29			C			T			0.59			0.03			0.56


			NC_010450.4			81348212			intergenic_region			EDNRA-TTC29			A			T			0.00			0.95


			NC_010450.4			81348245			intergenic_region			EDNRA-TTC29			C			A			0.74			0.03			0.71


			NC_010450.4			81349265			intergenic_region			EDNRA-TTC29			A			G			0.00			0.92


			NC_010450.4			81349669			intergenic_region			EDNRA-TTC29			A			G			0.74			0.03			0.71


			NC_010450.4			81349676			intergenic_region			EDNRA-TTC29			A			T			0.71			0.03			0.68


			NC_010450.4			81349978			intergenic_region			EDNRA-TTC29			C			T			0.00			0.92


			NC_010450.4			81354841			intergenic_region			EDNRA-TTC29			A			G			0.83			0.03			0.80


			NC_010450.4			81358064			intergenic_region			EDNRA-TTC29			C			T			0.00			0.89


			NC_010450.4			81358589			intergenic_region			EDNRA-TTC29			G			A			0.30			0.89			0.60


			NC_010450.4			81361332			intergenic_region			EDNRA-TTC29			G			A			0.00			0.95


			NC_010450.4			81361532			intergenic_region			EDNRA-TTC29			T			C			0.44			0.94			0.50


			NC_010450.4			81361762			intergenic_region			EDNRA-TTC29			A			G			0.00			0.55


			NC_010450.4			81286192			intergenic_region			EDNRA-TTC29			A			G			0.74			0.00


			NC_010450.4			81362781			intergenic_region			EDNRA-TTC29			C			T			0.68			0.03			0.65


			NC_010450.4			81286264			intergenic_region			EDNRA-TTC29			A			T			0.72			0.00


			NC_010450.4			81363008			intergenic_region			EDNRA-TTC29			A			G			0.26			0.92			0.67


			NC_010450.4			81363014			intergenic_region			EDNRA-TTC29			A			G			0.31			0.95			0.63


			NC_010450.4			81363173			intergenic_region			EDNRA-TTC29			A			G			0.72			0.03			0.69


			NC_010450.4			81363251			intergenic_region			EDNRA-TTC29			C			T			0.63			0.03			0.60


			NC_010450.4			81363446			intergenic_region			EDNRA-TTC29			C			T			0.66			0.03			0.63


			NC_010450.4			81363452			intergenic_region			EDNRA-TTC29			A			G			0.66			0.03			0.63


			NC_010450.4			81363538			intergenic_region			EDNRA-TTC29			G			A			0.28			0.92			0.64


			NC_010450.4			81363682			intergenic_region			EDNRA-TTC29			A			G			0.67			0.03			0.64


			NC_010450.4			81363716			intergenic_region			EDNRA-TTC29			T			C			0.68			0.03			0.65


			NC_010450.4			81363773			intergenic_region			EDNRA-TTC29			G			C			0.65			0.03			0.62


			NC_010450.4			81363807			intergenic_region			EDNRA-TTC29			C			T			0.64			0.03			0.61


			NC_010450.4			81286305			intergenic_region			EDNRA-TTC29			C			A			0.75			0.00


			NC_010450.4			81286693			intergenic_region			EDNRA-TTC29			T			A			0.75			0.00


			NC_010450.4			81286862			intergenic_region			EDNRA-TTC29			G			A			0.56			0.00


			NC_010450.4			81364251			intergenic_region			EDNRA-TTC29			A			G			0.65			0.03			0.62


			NC_010450.4			81364305			intergenic_region			EDNRA-TTC29			A			G			0.68			0.03			0.65


			NC_010450.4			81286869			intergenic_region			EDNRA-TTC29			T			G			0.58			0.00


			NC_010450.4			81286874			intergenic_region			EDNRA-TTC29			T			C			0.72			0.00


			NC_010450.4			81286894			intergenic_region			EDNRA-TTC29			G			A			0.75			0.00


			NC_010450.4			81365255			intergenic_region			EDNRA-TTC29			G			A			0.10			0.83			0.73


			NC_010450.4			81365299			intergenic_region			EDNRA-TTC29			G			A			0.58			0.04			0.54


			NC_010450.4			81368394			intergenic_region			EDNRA-TTC29			A			G			0.07			0.87			0.80


			NC_010450.4			81368856			intergenic_region			EDNRA-TTC29			C			T			0.08			0.92			0.84


			NC_010450.4			81369082			intergenic_region			EDNRA-TTC29			C			T			0.08			0.94			0.86


			NC_010450.4			81369137			intergenic_region			EDNRA-TTC29			A			T			0.08			0.92			0.84


			NC_010450.4			81369292			intergenic_region			EDNRA-TTC29			G			A			0.00			0.92


			NC_010450.4			81370015			intergenic_region			EDNRA-TTC29			A			G			0.08			0.89			0.82


			NC_010450.4			81370320			intergenic_region			EDNRA-TTC29			G			T			0.08			0.92			0.84


			NC_010450.4			81371142			intergenic_region			EDNRA-TTC29			C			T			0.08			0.83			0.75


			NC_010450.4			81371157			intergenic_region			EDNRA-TTC29			T			A			0.08			0.83			0.76


			NC_010450.4			81371158			intergenic_region			EDNRA-TTC29			T			G			0.08			0.83			0.75


			NC_010450.4			81371290			intergenic_region			EDNRA-TTC29			G			T			0.08			0.97			0.88


			NC_010450.4			81371453			intergenic_region			EDNRA-TTC29			G			C			0.05			0.85			0.80


			NC_010450.4			81371783			intergenic_region			EDNRA-TTC29			T			C			0.05			0.87			0.82


			NC_010450.4			81373618			intergenic_region			EDNRA-TTC29			T			C			0.00			0.84


			NC_010450.4			81286926			intergenic_region			EDNRA-TTC29			T			C			0.77			0.00


			NC_010450.4			81375236			intergenic_region			EDNRA-TTC29			T			C			1.00			0.11			0.89


			NC_010450.4			81376521			intergenic_region			EDNRA-TTC29			A			G			0.00			0.89


			NC_010450.4			81376655			intergenic_region			EDNRA-TTC29			G			A			0.00			0.87


			NC_010450.4			81377091			intergenic_region			EDNRA-TTC29			C			T			0.00			0.87


			NC_010450.4			81377834			intergenic_region			EDNRA-TTC29			G			A			0.00			0.87


			NC_010450.4			81379947			intergenic_region			EDNRA-TTC29			C			T			0.00			0.87


			NC_010450.4			81286927			intergenic_region			EDNRA-TTC29			G			A			0.77			0.00


			NC_010450.4			81381405			intergenic_region			EDNRA-TTC29			C			T			0.00			0.91


			NC_010450.4			81381461			intergenic_region			EDNRA-TTC29			C			T			0.00			0.87


			NC_010450.4			81381974			intergenic_region			EDNRA-TTC29			T			G			0.00			0.89


			NC_010450.4			81382256			intergenic_region			EDNRA-TTC29			A			C			0.77			0.11			0.66


			NC_010450.4			81382350			intergenic_region			EDNRA-TTC29			T			C			1.00			0.21			0.79


			NC_010450.4			81383189			intergenic_region			EDNRA-TTC29			A			T			0.98			0.26			0.72


			NC_010450.4			81384654			intergenic_region			EDNRA-TTC29			C			G			1.00			0.34			0.66


			NC_010450.4			81384735			intergenic_region			EDNRA-TTC29			A			G			1.00			0.37			0.63


			NC_010450.4			81385086			intergenic_region			EDNRA-TTC29			G			A			1.00			0.33			0.67


			NC_010450.4			81385538			intergenic_region			EDNRA-TTC29			A			T			1.00			0.32			0.68


			NC_010450.4			81385730			intergenic_region			EDNRA-TTC29			T			G			0.99			0.32			0.67


			NC_010450.4			81386320			intergenic_region			EDNRA-TTC29			C			T			1.00			0.28			0.72


			NC_010450.4			81386321			intergenic_region			EDNRA-TTC29			T			G			1.00			0.28			0.72


			NC_010450.4			81386865			intergenic_region			EDNRA-TTC29			C			T			1.00			0.32			0.68


			NC_010450.4			81386943			intergenic_region			EDNRA-TTC29			G			A			1.00			0.32			0.68


			NC_010450.4			81386975			intergenic_region			EDNRA-TTC29			G			A			0.73			0.05			0.68


			NC_010450.4			81388064			intergenic_region			EDNRA-TTC29			C			T			0.60			0.03			0.57


			NC_010450.4			81388270			intergenic_region			EDNRA-TTC29			T			C			1.00			0.35			0.65


			NC_010450.4			81388363			intergenic_region			EDNRA-TTC29			A			G			0.34			0.88			0.54


			NC_010450.4			81389162			intergenic_region			EDNRA-TTC29			G			T			0.83			0.06			0.77


			NC_010450.4			81389511			intergenic_region			EDNRA-TTC29			A			G			0.99			0.07			0.92


			NC_010450.4			81389799			intergenic_region			EDNRA-TTC29			T			C			0.85			0.21			0.64


			NC_010450.4			81390436			intergenic_region			EDNRA-TTC29			A			G			1.00			0.34			0.66


			NC_010450.4			81391937			intergenic_region			EDNRA-TTC29			T			A			0.83			0.32			0.51


			NC_010450.4			81391955			intergenic_region			EDNRA-TTC29			A			C			0.99			0.34			0.65


			NC_010450.4			81393390			intergenic_region			EDNRA-TTC29			T			C			1.00			0.29			0.71


			NC_010450.4			81394484			intergenic_region			EDNRA-TTC29			C			T			0.61			0.03			0.58


			NC_010450.4			81394534			intergenic_region			EDNRA-TTC29			G			A			0.56			0.03			0.53


			NC_010450.4			81286939			intergenic_region			EDNRA-TTC29			G			A			0.78			0.00


			NC_010450.4			81394558			intergenic_region			EDNRA-TTC29			C			A			0.99			0.03			0.96


			NC_010450.4			81396016			intergenic_region			EDNRA-TTC29			T			C			0.99			0.36			0.63


			NC_010450.4			81396206			intergenic_region			EDNRA-TTC29			A			G			0.84			0.32			0.52


			NC_010450.4			81396562			intergenic_region			EDNRA-TTC29			A			G			0.95			0.32			0.63


			NC_010450.4			81396729			intergenic_region			EDNRA-TTC29			T			C			1.00			0.29			0.71


			NC_010450.4			81396898			intergenic_region			EDNRA-TTC29			T			C			1.00			0.32			0.68


			NC_010450.4			81397589			intergenic_region			EDNRA-TTC29			G			A			0.83			0.03			0.80


			NC_010450.4			81397641			intergenic_region			EDNRA-TTC29			A			G			0.70			0.05			0.65


			NC_010450.4			81397776			intergenic_region			EDNRA-TTC29			C			G			0.82			0.05			0.77


			NC_010450.4			81397913			intergenic_region			EDNRA-TTC29			T			G			0.83			0.11			0.72


			NC_010450.4			81397932			intergenic_region			EDNRA-TTC29			C			A			0.83			0.11			0.72


			NC_010450.4			81398455			intergenic_region			EDNRA-TTC29			C			A			1.00			0.08			0.92


			NC_010450.4			81398683			intergenic_region			EDNRA-TTC29			A			G			1.00			0.13			0.87


			NC_010450.4			81399130			intergenic_region			EDNRA-TTC29			C			T			0.99			0.08			0.91


			NC_010450.4			81399191			intergenic_region			EDNRA-TTC29			T			C			1.00			0.13			0.87


			NC_010450.4			81399363			intergenic_region			EDNRA-TTC29			A			G			0.00			0.89


			NC_010450.4			81401406			intergenic_region			EDNRA-TTC29			G			A			1.00			0.11			0.89


			NC_010450.4			81401448			intergenic_region			EDNRA-TTC29			A			G			0.99			0.08			0.91


			NC_010450.4			81402010			intergenic_region			EDNRA-TTC29			T			C			1.00			0.13			0.87


			NC_010450.4			81402025			intergenic_region			EDNRA-TTC29			G			C			0.86			0.13			0.73


			NC_010450.4			81402163			intergenic_region			EDNRA-TTC29			T			C			0.72			0.11			0.61


			NC_010450.4			81403559			intergenic_region			EDNRA-TTC29			A			G			1.00			0.08			0.92


			NC_010450.4			81404483			intergenic_region			EDNRA-TTC29			G			C			1.00			0.13			0.87


			NC_010450.4			81406320			intergenic_region			EDNRA-TTC29			A			G			0.63			0.11			0.52


			NC_010450.4			81286943			intergenic_region			EDNRA-TTC29			C			T			0.81			0.00


			NC_010450.4			81410068			intergenic_region			EDNRA-TTC29			C			T			1.00			0.11			0.89


			NC_010450.4			81411076			intergenic_region			EDNRA-TTC29			T			C			0.98			0.37			0.61


			NC_010450.4			81411439			intergenic_region			EDNRA-TTC29			A			T			0.60			0.03			0.57


			NC_010450.4			81411666			intergenic_region			EDNRA-TTC29			A			G			0.58			0.03			0.55


			NC_010450.4			81411878			intergenic_region			EDNRA-TTC29			C			T			0.55			0.03			0.52


			NC_010450.4			81411880			intergenic_region			EDNRA-TTC29			G			A			0.55			0.03			0.52


			NC_010450.4			81412433			intergenic_region			EDNRA-TTC29			A			G			0.98			0.13			0.85


			NC_010450.4			81412750			intergenic_region			EDNRA-TTC29			C			A			1.00			0.44			0.56


			NC_010450.4			81287777			intergenic_region			EDNRA-TTC29			A			T			0.79			0.00


			NC_010450.4			81415171			intergenic_region			EDNRA-TTC29			C			T			0.88			0.13			0.75


			NC_010450.4			81415185			intergenic_region			EDNRA-TTC29			C			T			0.88			0.13			0.75


			NC_010450.4			81415338			intergenic_region			EDNRA-TTC29			G			C			0.87			0.18			0.69


			NC_010450.4			81415503			intergenic_region			EDNRA-TTC29			T			C			0.34			0.89			0.55


			NC_010450.4			81415597			intergenic_region			EDNRA-TTC29			A			G			1.00			0.11			0.89


			NC_010450.4			81415600			intergenic_region			EDNRA-TTC29			C			A			1.00			0.11			0.89


			NC_010450.4			81416447			intergenic_region			EDNRA-TTC29			C			T			0.28			0.84			0.56


			NC_010450.4			81416693			intergenic_region			EDNRA-TTC29			T			C			1.00			0.13			0.87


			NC_010450.4			81416727			intergenic_region			EDNRA-TTC29			C			A			0.81			0.13			0.68


			NC_010450.4			81416744			intergenic_region			EDNRA-TTC29			A			G			0.81			0.13			0.68


			NC_010450.4			81416777			intergenic_region			EDNRA-TTC29			C			T			0.81			0.11			0.70


			NC_010450.4			81416943			intergenic_region			EDNRA-TTC29			C			T			0.81			0.13			0.68


			NC_010450.4			81417006			intergenic_region			EDNRA-TTC29			T			G			0.82			0.11			0.71


			NC_010450.4			81417011			intergenic_region			EDNRA-TTC29			C			A			0.81			0.11			0.70


			NC_010450.4			81417483			intergenic_region			EDNRA-TTC29			A			G			0.17			0.92			0.75


			NC_010450.4			81417784			intergenic_region			EDNRA-TTC29			A			C			0.00			0.87


			NC_010450.4			81418035			intergenic_region			EDNRA-TTC29			A			G			1.00			0.08			0.92


			NC_010450.4			81418658			intergenic_region			EDNRA-TTC29			A			G			1.00			0.13			0.87


			NC_010450.4			81418884			intergenic_region			EDNRA-TTC29			A			G			1.00			0.13			0.87


			NC_010450.4			81419679			intergenic_region			EDNRA-TTC29			A			G			1.00			0.37			0.63


			NC_010450.4			81287793			intergenic_region			EDNRA-TTC29			A			T			0.76			0.00


			NC_010450.4			81419787			intergenic_region			EDNRA-TTC29			C			G			0.00			0.89


			NC_010450.4			81421640			intergenic_region			EDNRA-TTC29			T			C			0.71			0.03			0.68


			NC_010450.4			81421715			intergenic_region			EDNRA-TTC29			G			A			0.00			0.87


			NC_010450.4			81421897			intergenic_region			EDNRA-TTC29			A			G			0.04			0.85			0.82


			NC_010450.4			81421906			intergenic_region			EDNRA-TTC29			C			T			0.71			0.03			0.68


			NC_010450.4			81422151			intergenic_region			EDNRA-TTC29			A			G			0.66			0.03			0.63


			NC_010450.4			81287801			intergenic_region			EDNRA-TTC29			C			T			0.76			0.00


			NC_010450.4			81287802			intergenic_region			EDNRA-TTC29			A			G			0.76			0.00


			NC_010450.4			81422630			intergenic_region			EDNRA-TTC29			G			*			0.09			0.83			0.74


			NC_010450.4			81422632			intergenic_region			EDNRA-TTC29			A			T			0.14			0.86			0.72


			NC_010450.4			81422709			intergenic_region			EDNRA-TTC29			T			C			0.63			0.03			0.60


			NC_010450.4			81422981			intergenic_region			EDNRA-TTC29			G			A			0.65			0.04			0.61


			NC_010450.4			81423104			intergenic_region			EDNRA-TTC29			A			G			0.00			0.91


			NC_010450.4			81423112			intergenic_region			EDNRA-TTC29			G			A			0.60			0.03			0.57


			NC_010450.4			81423256			intergenic_region			EDNRA-TTC29			T			C			0.00			0.55


			NC_010450.4			81423374			intergenic_region			EDNRA-TTC29			T			C			0.65			0.03			0.62


			NC_010450.4			81423406			intergenic_region			EDNRA-TTC29			T			C			0.63			0.03			0.60


			NC_010450.4			81423568			intergenic_region			EDNRA-TTC29			T			C			0.63			0.03			0.60


			NC_010450.4			81423782			intergenic_region			EDNRA-TTC29			G			A			0.63			0.03			0.60


			NC_010450.4			81423887			intergenic_region			EDNRA-TTC29			G			C			0.63			0.03			0.60


			NC_010450.4			81424131			intergenic_region			EDNRA-TTC29			C			T			0.13			0.84			0.72


			NC_010450.4			81424341			intergenic_region			EDNRA-TTC29			A			G			0.61			0.03			0.58


			NC_010450.4			81424619			intergenic_region			EDNRA-TTC29			G			T			0.17			0.87			0.70


			NC_010450.4			81424702			intergenic_region			EDNRA-TTC29			G			A			0.64			0.03			0.61


			NC_010450.4			81424741			intergenic_region			EDNRA-TTC29			G			A			0.59			0.03			0.56


			NC_010450.4			81424885			intergenic_region			EDNRA-TTC29			G			A			0.64			0.03			0.61


			NC_010450.4			81424921			intergenic_region			EDNRA-TTC29			A			T			0.15			0.81			0.66


			NC_010450.4			81425288			intergenic_region			EDNRA-TTC29			G			T			0.00			0.84


			NC_010450.4			81425519			intergenic_region			EDNRA-TTC29			T			A			0.60			0.03			0.57


			NC_010450.4			81425615			intergenic_region			EDNRA-TTC29			A			C			0.60			0.03			0.57


			NC_010450.4			81425657			intergenic_region			EDNRA-TTC29			T			C			0.36			0.91			0.55


			NC_010450.4			81425845			intergenic_region			EDNRA-TTC29			C			T			0.61			0.04			0.57


			NC_010450.4			81426174			intergenic_region			EDNRA-TTC29			A			C			0.60			0.03			0.57


			NC_010450.4			81426259			intergenic_region			EDNRA-TTC29			A			T			0.60			0.03			0.57


			NC_010450.4			81426279			intergenic_region			EDNRA-TTC29			G			T			0.58			0.03			0.55


			NC_010450.4			81426611			intergenic_region			EDNRA-TTC29			T			C			0.62			0.03			0.59


			NC_010450.4			81426668			intergenic_region			EDNRA-TTC29			G			T			0.66			0.03			0.63


			NC_010450.4			81426677			intergenic_region			EDNRA-TTC29			T			C			0.33			0.87			0.54


			NC_010450.4			81426689			intergenic_region			EDNRA-TTC29			T			C			0.67			0.03			0.64


			NC_010450.4			81291142			intergenic_region			EDNRA-TTC29			G			A			0.53			0.00


			NC_010450.4			81301386			intergenic_region			EDNRA-TTC29			A			G			0.70			0.00


			NC_010450.4			81301413			intergenic_region			EDNRA-TTC29			A			G			0.70			0.00


			NC_010450.4			81426982			intergenic_region			EDNRA-TTC29			G			A			0.14			0.91			0.77


			NC_010450.4			81427053			intergenic_region			EDNRA-TTC29			T			C			0.16			0.86			0.70


			NC_010450.4			81427062			intergenic_region			EDNRA-TTC29			A			G			0.61			0.03			0.58


			NC_010450.4			81427129			intergenic_region			EDNRA-TTC29			T			A			0.77			0.03			0.74


			NC_010450.4			81427206			intergenic_region			EDNRA-TTC29			C			T			0.60			0.03			0.57


			NC_010450.4			81301449			intergenic_region			EDNRA-TTC29			A			G			0.73			0.00


			NC_010450.4			81428049			intergenic_region			EDNRA-TTC29			A			G			0.61			0.03			0.58


			NC_010450.4			81428061			intergenic_region			EDNRA-TTC29			A			G			0.14			0.89			0.76


			NC_010450.4			81428268			intergenic_region			EDNRA-TTC29			C			A			0.14			0.79			0.65


			NC_010450.4			81428393			intergenic_region			EDNRA-TTC29			C			T			0.05			0.91			0.86


			NC_010450.4			81428624			intergenic_region			EDNRA-TTC29			C			T			0.10			0.79			0.68


			NC_010450.4			81428725			intergenic_region			EDNRA-TTC29			T			C			0.11			0.84			0.73


			NC_010450.4			81428794			intergenic_region			EDNRA-TTC29			A			G			0.11			0.88			0.77


			NC_010450.4			81428863			intergenic_region			EDNRA-TTC29			C			T			0.07			0.84			0.77


			NC_010450.4			81428895			intergenic_region			EDNRA-TTC29			T			C			0.05			0.84			0.80


			NC_010450.4			81429042			intergenic_region			EDNRA-TTC29			G			A			0.00			0.84


			NC_010450.4			81429247			intergenic_region			EDNRA-TTC29			G			A			0.08			0.84			0.76


			NC_010450.4			81429559			intergenic_region			EDNRA-TTC29			T			C			0.00			0.89


			NC_010450.4			81429791			intergenic_region			EDNRA-TTC29			G			A			0.00			0.84


			NC_010450.4			81429923			intergenic_region			EDNRA-TTC29			A			G			0.08			0.85			0.77


			NC_010450.4			81429936			intergenic_region			EDNRA-TTC29			A			G			0.06			0.88			0.82


			NC_010450.4			81430258			intergenic_region			EDNRA-TTC29			C			T			0.80			0.03			0.77


			NC_010450.4			81430260			intergenic_region			EDNRA-TTC29			T			G			0.84			0.03			0.81


			NC_010450.4			81430381			intergenic_region			EDNRA-TTC29			T			C			0.76			0.03			0.73


			NC_010450.4			81431596			intergenic_region			EDNRA-TTC29			T			C			1.00			0.34			0.66


			NC_010450.4			81301616			intergenic_region			EDNRA-TTC29			C			T			0.69			0.00


			NC_010450.4			81432117			intergenic_region			EDNRA-TTC29			G			A			0.97			0.36			0.61


			NC_010450.4			81432200			intergenic_region			EDNRA-TTC29			T			C			0.98			0.34			0.64


			NC_010450.4			81433001			intergenic_region			EDNRA-TTC29			G			T			0.03			0.61			0.57


			NC_010450.4			81434213			intergenic_region			EDNRA-TTC29			C			T			0.00			0.58


			NC_010450.4			81434490			intergenic_region			EDNRA-TTC29			A			T			0.00			0.61


			NC_010450.4			81435906			intergenic_region			EDNRA-TTC29			G			A			0.02			0.53			0.50


			NC_010450.4			81438048			intergenic_region			EDNRA-TTC29			T			A			0.00			0.53


			NC_010450.4			81439017			intergenic_region			EDNRA-TTC29			T			C			0.00			0.63


			NC_010450.4			81440337			intergenic_region			EDNRA-TTC29			G			T			0.00			0.55


			NC_010450.4			81443465			intergenic_region			EDNRA-TTC29			C			A			0.00			0.58


			NC_010450.4			81301684			intergenic_region			EDNRA-TTC29			T			G			0.52			0.00


			NC_010450.4			81444097			intergenic_region			EDNRA-TTC29			A			C			0.00			0.55


			NC_010450.4			81444348			intergenic_region			EDNRA-TTC29			G			A			0.00			0.58


			NC_010450.4			81447385			intergenic_region			EDNRA-TTC29			G			T			0.00			0.58


			NC_010450.4			81449154			intergenic_region			EDNRA-TTC29			A			G			1.00			0.38			0.62


			NC_010450.4			81462932			intergenic_region			EDNRA-TTC29			C			A			0.94			0.37			0.57


			NC_010450.4			81463210			intergenic_region			EDNRA-TTC29			T			C			0.92			0.42			0.50


			NC_010450.4			81464840			intergenic_region			EDNRA-TTC29			G			A			1.00			0.39			0.61


			NC_010450.4			81465518			intergenic_region			EDNRA-TTC29			G			A			1.00			0.39			0.61


			NC_010450.4			81466360			intergenic_region			EDNRA-TTC29			G			A			0.00			0.63


			NC_010450.4			81467157			intergenic_region			EDNRA-TTC29			G			A			1.00			0.08			0.92


			NC_010450.4			81467413			intergenic_region			EDNRA-TTC29			A			G			0.83			0.06			0.77


			NC_010450.4			81467907			intergenic_region			EDNRA-TTC29			T			C			0.98			0.11			0.87


			NC_010450.4			81303791			intergenic_region			EDNRA-TTC29			G			T			0.73			0.00


			NC_010450.4			81304327			intergenic_region			EDNRA-TTC29			T			G			0.74			0.00


			NC_010450.4			81304619			intergenic_region			EDNRA-TTC29			C			T			0.75			0.00


			NC_010450.4			81469522			intergenic_region			EDNRA-TTC29			G			C			1.00			0.03			0.97


			NC_010450.4			81469648			intergenic_region			EDNRA-TTC29			T			G			1.00			0.08			0.92


			NC_010450.4			81469691			intergenic_region			EDNRA-TTC29			C			A			1.00			0.08			0.92


			NC_010450.4			81304633			intergenic_region			EDNRA-TTC29			C			T			0.74			0.00


			NC_010450.4			81470053			intergenic_region			EDNRA-TTC29			A			G			1.00			0.08			0.92


			NC_010450.4			81470062			intergenic_region			EDNRA-TTC29			T			C			0.76			0.03			0.73


			NC_010450.4			81470102			intergenic_region			EDNRA-TTC29			G			A			0.77			0.03			0.74


			NC_010450.4			81322666			intergenic_region			EDNRA-TTC29			C			T			0.81			0.00


			NC_010450.4			81324281			intergenic_region			EDNRA-TTC29			C			T			0.51			0.00


			NC_010450.4			81470457			intergenic_region			EDNRA-TTC29			G			A			1.00			0.06			0.94


			NC_010450.4			81324454			intergenic_region			EDNRA-TTC29			T			C			0.55			0.00


			NC_010450.4			81324717			intergenic_region			EDNRA-TTC29			A			G			0.55			0.00


			NC_010450.4			81340275			intergenic_region			EDNRA-TTC29			G			A			0.59			0.00


			NC_010450.4			81346520			intergenic_region			EDNRA-TTC29			C			T			0.76			0.00


			NC_010450.4			81362570			intergenic_region			EDNRA-TTC29			T			C			0.54			0.00


			NC_010450.4			81362801			intergenic_region			EDNRA-TTC29			A			G			0.52			0.00


			NC_010450.4			81364081			intergenic_region			EDNRA-TTC29			T			G			0.64			0.00


			NC_010450.4			81364099			intergenic_region			EDNRA-TTC29			A			C			0.65			0.00


			NC_010450.4			81364101			intergenic_region			EDNRA-TTC29			C			T			0.65			0.00


			NC_010450.4			81472503			intergenic_region			EDNRA-TTC29			C			T			0.99			0.06			0.93


			NC_010450.4			81474241			intergenic_region			EDNRA-TTC29			A			G			0.98			0.08			0.90


			NC_010450.4			81474596			intergenic_region			EDNRA-TTC29			G			T			0.98			0.08			0.90


			NC_010450.4			81474926			intergenic_region			EDNRA-TTC29			A			C			0.97			0.08			0.89


			NC_010450.4			81475349			intergenic_region			EDNRA-TTC29			T			G			0.94			0.11			0.83


			NC_010450.4			81478167			intergenic_region			EDNRA-TTC29			G			C			0.98			0.45			0.53


			NC_010450.4			81364609			intergenic_region			EDNRA-TTC29			C			A			0.71			0.00


			NC_010450.4			81480271			intergenic_region			EDNRA-TTC29			G			A			1.00			0.41			0.59


			NC_010450.4			81480817			intergenic_region			EDNRA-TTC29			G			A			0.00			0.56


			NC_010450.4			81483185			intergenic_region			EDNRA-TTC29			C			T			0.98			0.42			0.56


			NC_010450.4			81485479			intergenic_region			EDNRA-TTC29			C			G			1.00			0.42			0.58


			NC_010450.4			81490172			intergenic_region			EDNRA-TTC29			G			A			0.42			0.94			0.53


			NC_010450.4			81490491			intergenic_region			EDNRA-TTC29			A			T			0.88			0.05			0.83


			NC_010450.4			81490721			intergenic_region			EDNRA-TTC29			G			A			0.86			0.05			0.81


			NC_010450.4			81491181			intergenic_region			EDNRA-TTC29			G			T			0.95			0.08			0.87


			NC_010450.4			81491298			intergenic_region			EDNRA-TTC29			A			T			0.03			0.89			0.86


			NC_010450.4			81491430			intergenic_region			EDNRA-TTC29			A			G			0.05			0.89			0.85


			NC_010450.4			81491596			intergenic_region			EDNRA-TTC29			G			A			0.80			0.05			0.75


			NC_010450.4			81491600			intergenic_region			EDNRA-TTC29			A			G			0.18			0.95			0.77


			NC_010450.4			81491717			intergenic_region			EDNRA-TTC29			G			T			0.13			0.94			0.82


			NC_010450.4			81491843			intergenic_region			EDNRA-TTC29			C			A			0.10			0.94			0.84


			NC_010450.4			81491869			intergenic_region			EDNRA-TTC29			G			C			0.21			0.94			0.73


			NC_010450.4			81491894			intergenic_region			EDNRA-TTC29			A			G			0.11			0.91			0.80


			NC_010450.4			81492196			intergenic_region			EDNRA-TTC29			T			C			0.92			0.05			0.87


			NC_010450.4			81492197			intergenic_region			EDNRA-TTC29			G			A			0.80			0.05			0.75


			NC_010450.4			81492317			intergenic_region			EDNRA-TTC29			G			T			0.91			0.03			0.88


			NC_010450.4			81492676			intergenic_region			EDNRA-TTC29			C			T			0.62			0.05			0.57


			NC_010450.4			81493528			intergenic_region			EDNRA-TTC29			A			G			0.00			0.89


			NC_010450.4			81493900			intergenic_region			EDNRA-TTC29			G			A			1.00			0.39			0.61


			NC_010450.4			81496563			intergenic_region			EDNRA-TTC29			G			A			0.17			0.85			0.69


			NC_010450.4			81496744			intergenic_region			EDNRA-TTC29			A			G			0.18			0.92			0.74


			NC_010450.4			81497926			intergenic_region			EDNRA-TTC29			G			A			0.00			0.89


			NC_010450.4			81500077			intergenic_region			EDNRA-TTC29			G			A			0.81			0.08			0.73


			NC_010450.4			81500705			intergenic_region			EDNRA-TTC29			A			C			1.00			0.03			0.97


			NC_010450.4			81501135			intergenic_region			EDNRA-TTC29			C			A			1.00			0.03			0.97


			NC_010450.4			81364617			intergenic_region			EDNRA-TTC29			G			A			0.69			0.00


			NC_010450.4			81365192			intergenic_region			EDNRA-TTC29			G			C			0.63			0.00


			NC_010450.4			81373864			intergenic_region			EDNRA-TTC29			A			G			0.85			0.00


			NC_010450.4			81380744			intergenic_region			EDNRA-TTC29			G			A			0.51			0.00


			NC_010450.4			81394551			intergenic_region			EDNRA-TTC29			C			T			0.83			0.00


			NC_010450.4			81501979			intergenic_region			EDNRA-TTC29			A			G			1.00			0.03			0.97


			NC_010450.4			81409926			intergenic_region			EDNRA-TTC29			T			C			0.55			0.00


			NC_010450.4			81413024			intergenic_region			EDNRA-TTC29			A			T			0.51			0.00


			NC_010450.4			81419728			intergenic_region			EDNRA-TTC29			T			C			0.63			0.00


			NC_010450.4			81502236			intergenic_region			EDNRA-TTC29			G			A			0.81			0.03			0.78


			NC_010450.4			81422502			intergenic_region			EDNRA-TTC29			A			G			0.60			0.00


			NC_010450.4			81422503			intergenic_region			EDNRA-TTC29			T			C			0.60			0.00


			NC_010450.4			81426829			intergenic_region			EDNRA-TTC29			T			C			0.76			0.00


			NC_010450.4			81426885			intergenic_region			EDNRA-TTC29			C			T			0.55			0.00


			NC_010450.4			81426949			intergenic_region			EDNRA-TTC29			T			C			0.79			0.00


			NC_010450.4			81502724			intergenic_region			EDNRA-TTC29			T			A			1.00			0.03			0.97


			NC_010450.4			81427266			intergenic_region			EDNRA-TTC29			G			T			1.00			0.00


			NC_010450.4			81431642			intergenic_region			EDNRA-TTC29			T			G			0.52			0.00


			NC_010450.4			81503717			intergenic_region			EDNRA-TTC29			A			G			0.71			0.03			0.68


			NC_010450.4			81504099			intergenic_region			EDNRA-TTC29			C			G			1.00			0.03			0.97


			NC_010450.4			81504365			intergenic_region			EDNRA-TTC29			G			A			0.72			0.03			0.69


			NC_010450.4			81505082			intergenic_region			EDNRA-TTC29			T			C			0.97			0.03			0.94


			NC_010450.4			81505083			intergenic_region			EDNRA-TTC29			G			A			0.58			0.03			0.55


			NC_010450.4			81505114			intergenic_region			EDNRA-TTC29			C			T			0.60			0.03			0.57


			NC_010450.4			81505125			intergenic_region			EDNRA-TTC29			T			C			0.97			0.03			0.94


			NC_010450.4			81505127			intergenic_region			EDNRA-TTC29			G			A			0.97			0.03			0.94


			NC_010450.4			81443695			intergenic_region			EDNRA-TTC29			G			A			0.53			0.00


			NC_010450.4			81468127			intergenic_region			EDNRA-TTC29			T			C			0.63			0.00


			NC_010450.4			81505657			intergenic_region			EDNRA-TTC29			T			G			1.00			0.03			0.97


			NC_010450.4			81468370			intergenic_region			EDNRA-TTC29			G			A			0.63			0.00


			NC_010450.4			81506019			intergenic_region			EDNRA-TTC29			T			C			1.00			0.03			0.97


			NC_010450.4			81469502			intergenic_region			EDNRA-TTC29			T			A			0.74			0.00


			NC_010450.4			81469974			intergenic_region			EDNRA-TTC29			C			T			0.53			0.00


			NC_010450.4			81507270			intergenic_region			EDNRA-TTC29			G			A			1.00			0.03			0.97


			NC_010450.4			81470190			intergenic_region			EDNRA-TTC29			C			T			0.57			0.00


			NC_010450.4			81508339			intergenic_region			EDNRA-TTC29			G			T			1.00			0.03			0.97


			NC_010450.4			81508360			intergenic_region			EDNRA-TTC29			A			G			1.00			0.03			0.97


			NC_010450.4			81470275			intergenic_region			EDNRA-TTC29			T			A			0.53			0.00


			NC_010450.4			81470533			intergenic_region			EDNRA-TTC29			G			A			0.56			0.00


			NC_010450.4			81470620			intergenic_region			EDNRA-TTC29			T			C			0.51			0.00


			NC_010450.4			81470630			intergenic_region			EDNRA-TTC29			A			G			0.51			0.00


			NC_010450.4			81470636			intergenic_region			EDNRA-TTC29			T			C			0.54			0.00


			NC_010450.4			81470752			intergenic_region			EDNRA-TTC29			C			T			0.56			0.00


			NC_010450.4			81470805			intergenic_region			EDNRA-TTC29			C			T			0.53			0.00


			NC_010450.4			81470812			intergenic_region			EDNRA-TTC29			C			T			0.75			0.00


			NC_010450.4			81470851			intergenic_region			EDNRA-TTC29			G			A			0.55			0.00


			NC_010450.4			81470929			intergenic_region			EDNRA-TTC29			C			T			0.54			0.00


			NC_010450.4			81478479			intergenic_region			EDNRA-TTC29			A			T			0.53			0.00


			NC_010450.4			81501220			intergenic_region			EDNRA-TTC29			T			A			0.59			0.00


			NC_010450.4			81501430			intergenic_region			EDNRA-TTC29			G			A			0.59			0.00


			NC_010450.4			81501445			intergenic_region			EDNRA-TTC29			T			C			0.59			0.00


			NC_010450.4			81501446			intergenic_region			EDNRA-TTC29			G			A			0.59			0.00


			NC_010450.4			81501858			intergenic_region			EDNRA-TTC29			C			T			0.59			0.00


			NC_010450.4			81502029			intergenic_region			EDNRA-TTC29			G			A			0.59			0.00


			NC_010450.4			81502062			intergenic_region			EDNRA-TTC29			T			A			0.59			0.00


			NC_010450.4			81502201			intergenic_region			EDNRA-TTC29			T			C			0.76			0.00


			NC_010450.4			81502290			intergenic_region			EDNRA-TTC29			A			T			0.59			0.00


			NC_010450.4			81502398			intergenic_region			EDNRA-TTC29			G			A			0.60			0.00


			NC_010450.4			81502447			intergenic_region			EDNRA-TTC29			C			T			0.64			0.00


			NC_010450.4			81512061			intergenic_region			EDNRA-TTC29			C			T			0.94			0.03			0.91


			NC_010450.4			81502564			intergenic_region			EDNRA-TTC29			T			C			0.62			0.00


			NC_010450.4			81502682			intergenic_region			EDNRA-TTC29			T			C			0.57			0.00


			NC_010450.4			81514298			intergenic_region			EDNRA-TTC29			A			G			1.00			0.03			0.97


			NC_010450.4			81514606			intergenic_region			EDNRA-TTC29			C			T			1.00			0.03			0.97


			NC_010450.4			81503405			intergenic_region			EDNRA-TTC29			A			G			0.56			0.00


			NC_010450.4			81503475			intergenic_region			EDNRA-TTC29			C			T			0.60			0.00


			NC_010450.4			81505260			intergenic_region			EDNRA-TTC29			C			T			0.73			0.00


			NC_010450.4			81505296			intergenic_region			EDNRA-TTC29			T			C			0.98			0.00


			NC_010450.4			81517495			intergenic_region			EDNRA-TTC29			T			C			1.00			0.03			0.97


			NC_010450.4			81505883			intergenic_region			EDNRA-TTC29			A			C			0.72			0.00


			NC_010450.4			81519622			intergenic_region			EDNRA-TTC29			G			A			1.00			0.42			0.58


			NC_010450.4			81506509			intergenic_region			EDNRA-TTC29			A			G			0.72			0.00


			NC_010450.4			81521613			intergenic_region			EDNRA-TTC29			T			C			1.00			0.45			0.55


			NC_010450.4			81523669			intergenic_region			EDNRA-TTC29			A			G			0.99			0.37			0.62


			NC_010450.4			81524400			intergenic_region			EDNRA-TTC29			G			C			0.87			0.36			0.51


			NC_010450.4			81506790			intergenic_region			EDNRA-TTC29			G			T			0.53			0.00


			NC_010450.4			81526808			intergenic_region			EDNRA-TTC29			C			G			0.88			0.31			0.57


			NC_010450.4			81527745			intergenic_region			EDNRA-TTC29			G			A			0.95			0.34			0.61


			NC_010450.4			81528227			intergenic_region			EDNRA-TTC29			G			A			1.00			0.42			0.58


			NC_010450.4			81529439			intergenic_region			EDNRA-TTC29			C			T			0.55			0.03			0.52


			NC_010450.4			81507333			intergenic_region			EDNRA-TTC29			T			C			0.51			0.00


			NC_010450.4			81508860			intergenic_region			EDNRA-TTC29			C			T			0.77			0.00


			NC_010450.4			81509137			intergenic_region			EDNRA-TTC29			A			C			0.79			0.00


			NC_010450.4			81532653			intergenic_region			EDNRA-TTC29			C			T			0.96			0.18			0.78


			NC_010450.4			81509184			intergenic_region			EDNRA-TTC29			G			A			0.77			0.00


			NC_010450.4			81533040			intergenic_region			EDNRA-TTC29			G			A			0.59			0.05			0.54


			NC_010450.4			81509302			intergenic_region			EDNRA-TTC29			C			T			0.76			0.00


			NC_010450.4			81509488			intergenic_region			EDNRA-TTC29			A			G			0.75			0.00


			NC_010450.4			81509626			intergenic_region			EDNRA-TTC29			G			A			0.54			0.00


			NC_010450.4			81534176			intergenic_region			EDNRA-TTC29			G			A			0.55			0.03			0.52


			NC_010450.4			81534608			intergenic_region			EDNRA-TTC29			G			A			0.69			0.03			0.66


			NC_010450.4			81534776			intergenic_region			EDNRA-TTC29			G			C			0.74			0.05			0.69


			NC_010450.4			81534792			intergenic_region			EDNRA-TTC29			T			C			0.74			0.05			0.69


			NC_010450.4			81535025			intergenic_region			EDNRA-TTC29			C			T			0.72			0.03			0.69


			NC_010450.4			81535027			intergenic_region			EDNRA-TTC29			T			G			0.72			0.03			0.69


			NC_010450.4			81535117			intergenic_region			EDNRA-TTC29			C			T			0.74			0.03			0.71


			NC_010450.4			81535280			intergenic_region			EDNRA-TTC29			C			T			0.70			0.03			0.67


			NC_010450.4			81535418			intergenic_region			EDNRA-TTC29			C			G			0.16			0.71			0.56


			NC_010450.4			81509702			intergenic_region			EDNRA-TTC29			T			A			0.77			0.00


			NC_010450.4			81535689			intergenic_region			EDNRA-TTC29			T			G			0.69			0.03			0.66


			NC_010450.4			81509749			intergenic_region			EDNRA-TTC29			G			A			0.76			0.00


			NC_010450.4			81535826			intergenic_region			EDNRA-TTC29			T			C			1.00			0.44			0.56


			NC_010450.4			81536424			intergenic_region			EDNRA-TTC29			C			T			1.00			0.39			0.61


			NC_010450.4			81537986			intergenic_region			EDNRA-TTC29			C			T			1.00			0.47			0.53


			NC_010450.4			81538894			intergenic_region			EDNRA-TTC29			T			C			0.00			0.61


			NC_010450.4			81540680			intergenic_region			EDNRA-TTC29			A			G			0.00			0.63


			NC_010450.4			81541396			intergenic_region			EDNRA-TTC29			C			T			0.00			0.58


			NC_010450.4			81542981			intergenic_region			EDNRA-TTC29			T			G			0.00			0.55


			NC_010450.4			81509917			intergenic_region			EDNRA-TTC29			T			C			0.77			0.00


			NC_010450.4			81510160			intergenic_region			EDNRA-TTC29			A			C			0.75			0.00


			NC_010450.4			81510477			intergenic_region			EDNRA-TTC29			G			A			0.51			0.00


			NC_010450.4			81546958			intergenic_region			EDNRA-TTC29			T			C			0.75			0.04			0.71


			NC_010450.4			81510505			intergenic_region			EDNRA-TTC29			T			A			0.73			0.00


			NC_010450.4			81510600			intergenic_region			EDNRA-TTC29			C			T			0.78			0.00


			NC_010450.4			81510683			intergenic_region			EDNRA-TTC29			A			G			0.78			0.00


			NC_010450.4			81510709			intergenic_region			EDNRA-TTC29			C			T			0.74			0.00


			NC_010450.4			81510873			intergenic_region			EDNRA-TTC29			T			C			0.72			0.00


			NC_010450.4			81510986			intergenic_region			EDNRA-TTC29			C			T			0.75			0.00


			NC_010450.4			81511319			intergenic_region			EDNRA-TTC29			C			A			0.73			0.00


			NC_010450.4			81511606			intergenic_region			EDNRA-TTC29			G			C			0.89			0.00


			NC_010450.4			81511681			intergenic_region			EDNRA-TTC29			C			T			0.91			0.00


			NC_010450.4			81511732			intergenic_region			EDNRA-TTC29			G			A			0.93			0.00


			NC_010450.4			81511745			intergenic_region			EDNRA-TTC29			T			C			0.92			0.00


			NC_010450.4			81513419			intergenic_region			EDNRA-TTC29			T			C			0.86			0.00


			NC_010450.4			81513998			intergenic_region			EDNRA-TTC29			T			A			0.83			0.00


			NC_010450.4			81515467			intergenic_region			EDNRA-TTC29			A			G			0.63			0.00


			NC_010450.4			81515686			intergenic_region			EDNRA-TTC29			A			G			0.83			0.00


			NC_010450.4			81515731			intergenic_region			EDNRA-TTC29			A			G			0.83			0.00


			NC_010450.4			81517330			intergenic_region			EDNRA-TTC29			T			C			0.58			0.00


			NC_010450.4			81517582			intergenic_region			EDNRA-TTC29			G			A			0.66			0.00


			NC_010450.4			81519923			intergenic_region			EDNRA-TTC29			A			C			0.84			0.00


			NC_010450.4			81525424			intergenic_region			EDNRA-TTC29			A			G			0.53			0.00


			NC_010450.4			81531056			intergenic_region			EDNRA-TTC29			T			C			0.51			0.00


			NC_010450.4			81531599			intergenic_region			EDNRA-TTC29			C			T			0.51			0.00


			NC_010450.4			81531814			intergenic_region			EDNRA-TTC29			C			T			0.57			0.00


			NC_010450.4			81532820			intergenic_region			EDNRA-TTC29			T			C			0.58			0.00


			NC_010450.4			81533060			intergenic_region			EDNRA-TTC29			G			T			0.51			0.00


			NC_010450.4			81533417			intergenic_region			EDNRA-TTC29			C			T			0.51			0.00


			NC_010450.4			81533755			intergenic_region			EDNRA-TTC29			T			G			0.55			0.00


			NC_010450.4			81535429			intergenic_region			EDNRA-TTC29			A			G			0.81			0.00


			NC_010450.4			81535765			intergenic_region			EDNRA-TTC29			C			T			0.73			0.00


			NC_010450.4			81543362			intergenic_region			EDNRA-TTC29			A			C			0.55			0.00


			NC_010450.4			81544125			intergenic_region			EDNRA-TTC29			C			T			0.52			0.00


			NC_010450.4			81546249			intergenic_region			EDNRA-TTC29			T			C			0.83			0.00


			NC_010450.4			81547167			intergenic_region			EDNRA-TTC29			T			C			0.72			0.00


			NC_010450.4			81547489			intergenic_region			EDNRA-TTC29			T			C			0.70			0.00


			NC_010450.4			81547532			intergenic_region			EDNRA-TTC29			A			G			0.52			0.00


			NC_010450.4			81547812			intergenic_region			EDNRA-TTC29			A			G			0.69			0.00


			NC_010450.4			81549717			intergenic_region			EDNRA-TTC29			T			C			0.76			0.00


			NC_010450.4			81549837			intergenic_region			EDNRA-TTC29			G			A			0.69			0.00


			NC_010450.4			81550002			intergenic_region			EDNRA-TTC29			G			A			0.83			0.00


			NC_010450.4			81563634			intergenic_region			EDNRA-TTC29			T			C			0.93			0.03			0.90


			NC_010450.4			81550330			intergenic_region			EDNRA-TTC29			A			G			0.63			0.00


			NC_010450.4			81550500			intergenic_region			EDNRA-TTC29			A			G			1.00			0.00


			NC_010450.4			81550977			intergenic_region			EDNRA-TTC29			G			T			1.00			0.00


			NC_010450.4			81551100			intergenic_region			EDNRA-TTC29			A			C			0.98			0.00


			NC_010450.4			81551381			intergenic_region			EDNRA-TTC29			C			T			0.79			0.00


			NC_010450.4			81565309			intergenic_region			EDNRA-TTC29			A			C			0.62			0.03			0.59


			NC_010450.4			81551524			intergenic_region			EDNRA-TTC29			T			C			0.85			0.00


			NC_010450.4			81566346			intergenic_region			EDNRA-TTC29			G			A			0.67			0.03			0.64


			NC_010450.4			81551722			intergenic_region			EDNRA-TTC29			A			G			0.85			0.00


			NC_010450.4			81568096			intergenic_region			EDNRA-TTC29			T			C			0.86			0.03			0.83


			NC_010450.4			81569977			intergenic_region			EDNRA-TTC29			C			T			1.00			0.03			0.97


			NC_010450.4			81570245			intergenic_region			EDNRA-TTC29			T			C			1.00			0.03			0.97


			NC_010450.4			81570564			intergenic_region			EDNRA-TTC29			A			G			0.00			0.53


			NC_010450.4			81571572			intergenic_region			EDNRA-TTC29			C			T			0.77			0.03			0.74


			NC_010450.4			81571914			intergenic_region			EDNRA-TTC29			G			A			0.00			0.58


			NC_010450.4			81571929			intergenic_region			EDNRA-TTC29			A			G			0.90			0.03			0.87


			NC_010450.4			81571939			intergenic_region			EDNRA-TTC29			A			C			0.85			0.03			0.82


			NC_010450.4			81572002			intergenic_region			EDNRA-TTC29			A			C			0.80			0.03			0.77


			NC_010450.4			81572062			intergenic_region			EDNRA-TTC29			A			G			0.77			0.03			0.74


			NC_010450.4			81572717			intergenic_region			EDNRA-TTC29			A			T			1.00			0.03			0.97


			NC_010450.4			81551763			intergenic_region			EDNRA-TTC29			G			A			0.82			0.00


			NC_010450.4			81573808			intergenic_region			EDNRA-TTC29			C			T			0.00			0.53


			NC_010450.4			81574576			intergenic_region			EDNRA-TTC29			A			C			0.86			0.03			0.83


			NC_010450.4			81574643			intergenic_region			EDNRA-TTC29			T			G			0.81			0.03			0.78


			NC_010450.4			81574676			intergenic_region			EDNRA-TTC29			C			T			0.88			0.03			0.85


			NC_010450.4			81575554			intergenic_region			EDNRA-TTC29			G			T			0.81			0.03			0.78


			NC_010450.4			81576075			intergenic_region			EDNRA-TTC29			G			A			0.75			0.03			0.72


			NC_010450.4			81576195			intergenic_region			EDNRA-TTC29			T			C			0.80			0.03			0.77


			NC_010450.4			81576578			intergenic_region			EDNRA-TTC29			A			G			0.88			0.03			0.85


			NC_010450.4			81576682			intergenic_region			EDNRA-TTC29			A			G			0.81			0.03			0.78


			NC_010450.4			81577074			intergenic_region			EDNRA-TTC29			A			T			0.86			0.03			0.83


			NC_010450.4			81577219			intergenic_region			EDNRA-TTC29			G			A			0.69			0.03			0.66


			NC_010450.4			81578500			intergenic_region			EDNRA-TTC29			A			G			0.98			0.03			0.95


			NC_010450.4			81578772			intergenic_region			EDNRA-TTC29			G			A			0.96			0.03			0.93


			NC_010450.4			81578930			intergenic_region			EDNRA-TTC29			C			T			0.71			0.03			0.68


			NC_010450.4			81579557			intergenic_region			EDNRA-TTC29			G			A			1.00			0.03			0.97


			NC_010450.4			81551795			intergenic_region			EDNRA-TTC29			C			T			0.84			0.00


			NC_010450.4			81551820			intergenic_region			EDNRA-TTC29			A			G			0.85			0.00


			NC_010450.4			81551917			intergenic_region			EDNRA-TTC29			G			T			0.88			0.00


			NC_010450.4			81552016			intergenic_region			EDNRA-TTC29			T			C			0.88			0.00


			NC_010450.4			81552173			intergenic_region			EDNRA-TTC29			C			T			0.86			0.00


			NC_010450.4			81580571			intergenic_region			EDNRA-TTC29			T			G			1.00			0.03			0.97


			NC_010450.4			81580572			intergenic_region			EDNRA-TTC29			C			A			1.00			0.03			0.97


			NC_010450.4			81552230			intergenic_region			EDNRA-TTC29			T			A			0.58			0.00


			NC_010450.4			81552453			intergenic_region			EDNRA-TTC29			A			C			0.71			0.00


			NC_010450.4			81581183			intergenic_region			EDNRA-TTC29			G			A			0.72			0.03			0.69


			NC_010450.4			81581327			intergenic_region			EDNRA-TTC29			G			T			0.83			0.03			0.80


			NC_010450.4			81556441			intergenic_region			EDNRA-TTC29			T			C			0.77			0.00


			NC_010450.4			81581483			intergenic_region			EDNRA-TTC29			A			G			0.73			0.03			0.70


			NC_010450.4			81581484			intergenic_region			EDNRA-TTC29			T			C			0.73			0.03			0.70


			NC_010450.4			81556828			intergenic_region			EDNRA-TTC29			G			C			0.83			0.00


			NC_010450.4			81556947			intergenic_region			EDNRA-TTC29			C			G			0.83			0.00


			NC_010450.4			81581659			intergenic_region			EDNRA-TTC29			G			A			0.83			0.03			0.80


			NC_010450.4			81581777			intergenic_region			EDNRA-TTC29			T			C			0.60			0.03			0.57


			NC_010450.4			81581975			intergenic_region			EDNRA-TTC29			T			C			1.00			0.03			0.97


			NC_010450.4			81557495			intergenic_region			EDNRA-TTC29			A			G			0.81			0.00


			NC_010450.4			81557913			intergenic_region			EDNRA-TTC29			C			T			0.83			0.00


			NC_010450.4			81557967			intergenic_region			EDNRA-TTC29			G			T			0.60			0.00


			NC_010450.4			81560227			intergenic_region			EDNRA-TTC29			G			A			0.73			0.00


			NC_010450.4			81560301			intergenic_region			EDNRA-TTC29			T			G			0.74			0.00


			NC_010450.4			81585463			intergenic_region			EDNRA-TTC29			A			G			1.00			0.05			0.95


			NC_010450.4			81585607			intergenic_region			EDNRA-TTC29			T			C			0.55			0.03			0.52


			NC_010450.4			81585662			intergenic_region			EDNRA-TTC29			G			A			0.54			0.03			0.51


			NC_010450.4			81585713			intergenic_region			EDNRA-TTC29			T			C			0.83			0.03			0.80


			NC_010450.4			81585714			intergenic_region			EDNRA-TTC29			G			A			0.68			0.03			0.65


			NC_010450.4			81561170			intergenic_region			EDNRA-TTC29			T			C			0.86			0.00


			NC_010450.4			81561228			intergenic_region			EDNRA-TTC29			A			G			0.58			0.00


			NC_010450.4			81586157			intergenic_region			EDNRA-TTC29			G			C			1.00			0.03			0.97


			NC_010450.4			81561492			intergenic_region			EDNRA-TTC29			T			C			0.52			0.00


			NC_010450.4			81586379			intergenic_region			EDNRA-TTC29			T			C			1.00			0.03			0.97


			NC_010450.4			81586635			intergenic_region			EDNRA-TTC29			A			G			0.80			0.03			0.77


			NC_010450.4			81561610			intergenic_region			EDNRA-TTC29			G			A			0.91			0.00


			NC_010450.4			81561670			intergenic_region			EDNRA-TTC29			G			T			0.94			0.00


			NC_010450.4			81561789			intergenic_region			EDNRA-TTC29			C			T			0.51			0.00


			NC_010450.4			81587266			intergenic_region			EDNRA-TTC29			C			T			0.75			0.03			0.72


			NC_010450.4			81587447			intergenic_region			EDNRA-TTC29			G			A			0.74			0.03			0.71


			NC_010450.4			81587485			intergenic_region			EDNRA-TTC29			C			T			0.72			0.05			0.67


			NC_010450.4			81561974			intergenic_region			EDNRA-TTC29			A			G			0.51			0.00


			NC_010450.4			81587758			intergenic_region			EDNRA-TTC29			C			T			0.91			0.03			0.88


			NC_010450.4			81562223			intergenic_region			EDNRA-TTC29			A			G			0.85			0.00


			NC_010450.4			81587850			intergenic_region			EDNRA-TTC29			A			T			0.73			0.06			0.67


			NC_010450.4			81587995			intergenic_region			EDNRA-TTC29			T			C			0.68			0.03			0.65


			NC_010450.4			81588250			intergenic_region			EDNRA-TTC29			C			T			0.90			0.03			0.87


			NC_010450.4			81588284			intergenic_region			EDNRA-TTC29			A			G			0.91			0.03			0.88


			NC_010450.4			81588777			intergenic_region			EDNRA-TTC29			C			T			0.91			0.03			0.88


			NC_010450.4			81588905			intergenic_region			EDNRA-TTC29			T			G			0.90			0.03			0.87


			NC_010450.4			81589180			intergenic_region			EDNRA-TTC29			G			A			0.72			0.03			0.69


			NC_010450.4			81589198			intergenic_region			EDNRA-TTC29			A			G			0.70			0.03			0.67


			NC_010450.4			81589202			intergenic_region			EDNRA-TTC29			G			A			0.70			0.03			0.67


			NC_010450.4			81589288			intergenic_region			EDNRA-TTC29			C			T			0.77			0.03			0.74


			NC_010450.4			81589626			intergenic_region			EDNRA-TTC29			T			C			0.63			0.03			0.60


			NC_010450.4			81589702			intergenic_region			EDNRA-TTC29			A			T			0.58			0.03			0.55


			NC_010450.4			81589978			intergenic_region			EDNRA-TTC29			G			A			0.76			0.03			0.73


			NC_010450.4			81563459			intergenic_region			EDNRA-TTC29			G			A			0.61			0.00


			NC_010450.4			81591404			intergenic_region			EDNRA-TTC29			G			A			0.58			0.03			0.55


			NC_010450.4			81591645			intergenic_region			EDNRA-TTC29			T			C			0.81			0.03			0.78


			NC_010450.4			81563767			intergenic_region			EDNRA-TTC29			T			A			0.68			0.00


			NC_010450.4			81564222			intergenic_region			EDNRA-TTC29			T			C			0.71			0.00


			NC_010450.4			81591918			intergenic_region			EDNRA-TTC29			C			T			0.95			0.03			0.92


			NC_010450.4			81592049			intergenic_region			EDNRA-TTC29			A			G			1.00			0.03			0.97


			NC_010450.4			81593125			intergenic_region			EDNRA-TTC29			A			G			1.00			0.45			0.55


			NC_010450.4			81593155			intergenic_region			EDNRA-TTC29			C			T			0.98			0.03			0.95


			NC_010450.4			81564225			intergenic_region			EDNRA-TTC29			T			C			0.70			0.00


			NC_010450.4			81564660			intergenic_region			EDNRA-TTC29			A			G			0.66			0.00


			NC_010450.4			81565209			intergenic_region			EDNRA-TTC29			G			A			0.68			0.00


			NC_010450.4			81593947			intergenic_region			EDNRA-TTC29			G			A			0.59			0.03			0.56


			NC_010450.4			81594132			intergenic_region			EDNRA-TTC29			C			T			0.57			0.03			0.54


			NC_010450.4			81566232			intergenic_region			EDNRA-TTC29			G			A			0.54			0.00


			NC_010450.4			81566911			intergenic_region			EDNRA-TTC29			G			T			0.72			0.00


			NC_010450.4			81573283			intergenic_region			EDNRA-TTC29			A			G			1.00			0.00


			NC_010450.4			81579907			intergenic_region			EDNRA-TTC29			G			C			1.00			0.00


			NC_010450.4			81579909			intergenic_region			EDNRA-TTC29			G			A			0.67			0.00


			NC_010450.4			81579957			intergenic_region			EDNRA-TTC29			G			A			0.99			0.00


			NC_010450.4			81596459			intergenic_region			EDNRA-TTC29			G			A			1.00			0.03			0.97


			NC_010450.4			81580028			intergenic_region			EDNRA-TTC29			T			C			0.59			0.00


			NC_010450.4			81580282			intergenic_region			EDNRA-TTC29			A			G			0.83			0.00


			NC_010450.4			81580621			intergenic_region			EDNRA-TTC29			A			G			0.82			0.00


			NC_010450.4			81580800			intergenic_region			EDNRA-TTC29			G			C			0.84			0.00


			NC_010450.4			81596927			intergenic_region			EDNRA-TTC29			G			A			1.00			0.17			0.83


			NC_010450.4			81597142			intergenic_region			EDNRA-TTC29			A			T			1.00			0.21			0.79


			NC_010450.4			81597268			intergenic_region			EDNRA-TTC29			T			C			1.00			0.16			0.84


			NC_010450.4			81597341			intergenic_region			EDNRA-TTC29			A			C			0.97			0.18			0.79


			NC_010450.4			81581418			intergenic_region			EDNRA-TTC29			C			T			0.59			0.00


			NC_010450.4			81581588			intergenic_region			EDNRA-TTC29			C			T			0.63			0.00


			NC_010450.4			81597879			intergenic_region			EDNRA-TTC29			A			G			0.99			0.06			0.93


			NC_010450.4			81581596			intergenic_region			EDNRA-TTC29			T			C			1.00			0.00


			NC_010450.4			81598894			intergenic_region			EDNRA-TTC29			T			C			0.98			0.24			0.74


			NC_010450.4			81599240			intergenic_region			EDNRA-TTC29			T			C			0.91			0.29			0.62


			NC_010450.4			81599558			intergenic_region			EDNRA-TTC29			C			T			0.92			0.21			0.71


			NC_010450.4			81599569			intergenic_region			EDNRA-TTC29			A			G			0.91			0.24			0.67


			NC_010450.4			81599598			intergenic_region			EDNRA-TTC29			T			C			0.91			0.19			0.72


			NC_010450.4			81582661			intergenic_region			EDNRA-TTC29			T			C			0.75			0.00


			NC_010450.4			81583052			intergenic_region			EDNRA-TTC29			A			G			0.74			0.00


			NC_010450.4			81600054			intergenic_region			EDNRA-TTC29			C			A			0.74			0.21			0.53


			NC_010450.4			81583578			intergenic_region			EDNRA-TTC29			T			C			0.58			0.00


			NC_010450.4			81601544			intergenic_region			EDNRA-TTC29			C			T			0.63			0.03			0.60


			NC_010450.4			81601672			intergenic_region			EDNRA-TTC29			C			T			0.97			0.03			0.94


			NC_010450.4			81601683			intergenic_region			EDNRA-TTC29			C			T			0.97			0.03			0.94


			NC_010450.4			81601727			intergenic_region			EDNRA-TTC29			A			G			0.94			0.03			0.91


			NC_010450.4			81601756			intergenic_region			EDNRA-TTC29			G			A			0.97			0.03			0.94


			NC_010450.4			81601765			intergenic_region			EDNRA-TTC29			G			A			0.97			0.03			0.94


			NC_010450.4			81584881			intergenic_region			EDNRA-TTC29			T			C			0.57			0.00


			NC_010450.4			81584906			intergenic_region			EDNRA-TTC29			T			C			0.56			0.00


			NC_010450.4			81585863			intergenic_region			EDNRA-TTC29			A			G			0.51			0.00


			NC_010450.4			81585974			intergenic_region			EDNRA-TTC29			G			A			0.55			0.00


			NC_010450.4			81618144			intergenic_region			EDNRA-TTC29			A			G			0.71			0.03			0.68


			NC_010450.4			81618417			intergenic_region			EDNRA-TTC29			G			A			0.79			0.03			0.76


			NC_010450.4			81618493			intergenic_region			EDNRA-TTC29			A			G			1.00			0.03			0.97


			NC_010450.4			81618537			intergenic_region			EDNRA-TTC29			G			T			1.00			0.03			0.97


			NC_010450.4			81618578			intergenic_region			EDNRA-TTC29			C			A			0.77			0.03			0.74


			NC_010450.4			81586321			intergenic_region			EDNRA-TTC29			G			A			0.52			0.00


			NC_010450.4			81586684			intergenic_region			EDNRA-TTC29			A			G			0.85			0.00


			NC_010450.4			81586715			intergenic_region			EDNRA-TTC29			A			G			0.85			0.00


			NC_010450.4			81587033			intergenic_region			EDNRA-TTC29			C			T			0.62			0.00


			NC_010450.4			81587612			intergenic_region			EDNRA-TTC29			G			T			0.61			0.00


			NC_010450.4			81587791			intergenic_region			EDNRA-TTC29			T			A			0.62			0.00


			NC_010450.4			81590525			intergenic_region			EDNRA-TTC29			C			T			0.89			0.00


			NC_010450.4			81591862			intergenic_region			EDNRA-TTC29			G			C			0.93			0.00


			NC_010450.4			81591868			intergenic_region			EDNRA-TTC29			T			G			0.92			0.00


			NC_010450.4			81593188			intergenic_region			EDNRA-TTC29			C			G			0.71			0.00


			NC_010450.4			81593259			intergenic_region			EDNRA-TTC29			G			A			0.63			0.00


			NC_010450.4			81593421			intergenic_region			EDNRA-TTC29			G			C			0.68			0.00


			NC_010450.4			81594220			intergenic_region			EDNRA-TTC29			G			A			0.60			0.00


			NC_010450.4			81594246			intergenic_region			EDNRA-TTC29			C			T			0.69			0.00


			NC_010450.4			81594262			intergenic_region			EDNRA-TTC29			A			G			0.98			0.00


			NC_010450.4			81595397			intergenic_region			EDNRA-TTC29			C			T			0.68			0.00


			NC_010450.4			81595402			intergenic_region			EDNRA-TTC29			C			T			0.95			0.00


			NC_010450.4			81595710			intergenic_region			EDNRA-TTC29			C			A			0.69			0.00


			NC_010450.4			81596476			intergenic_region			EDNRA-TTC29			T			C			0.65			0.00


			NC_010450.4			81596530			intergenic_region			EDNRA-TTC29			A			C			0.66			0.00


			NC_010450.4			81596633			intergenic_region			EDNRA-TTC29			C			T			0.78			0.00


			NC_010450.4			81596852			intergenic_region			EDNRA-TTC29			A			G			0.99			0.00


			NC_010450.4			81597432			intergenic_region			EDNRA-TTC29			C			T			0.55			0.00


			NC_010450.4			81597804			intergenic_region			EDNRA-TTC29			T			C			0.55			0.00


			NC_010450.4			81598777			intergenic_region			EDNRA-TTC29			C			T			0.52			0.00


			NC_010450.4			81599606			intergenic_region			EDNRA-TTC29			G			A			0.62			0.00


			NC_010450.4			81599988			intergenic_region			EDNRA-TTC29			A			G			0.55			0.00


			NC_010450.4			81620923			intergenic_region			EDNRA-TTC29			G			C			1.00			0.03			0.97


			NC_010450.4			81600290			intergenic_region			EDNRA-TTC29			A			T			0.51			0.00


			NC_010450.4			81601876			intergenic_region			EDNRA-TTC29			C			T			0.60			0.00


			NC_010450.4			81601879			intergenic_region			EDNRA-TTC29			C			T			0.60			0.00


			NC_010450.4			81621135			intergenic_region			EDNRA-TTC29			T			C			1.00			0.03			0.97


			NC_010450.4			81608052			intergenic_region			EDNRA-TTC29			T			C			0.59			0.00


			NC_010450.4			81609761			intergenic_region			EDNRA-TTC29			G			A			0.56			0.00


			NC_010450.4			81622164			intergenic_region			EDNRA-TTC29			G			A			1.00			0.03			0.97


			NC_010450.4			81618977			intergenic_region			EDNRA-TTC29			C			T			0.57			0.00


			NC_010450.4			81619212			intergenic_region			EDNRA-TTC29			C			T			0.56			0.00


			NC_010450.4			81623220			intergenic_region			EDNRA-TTC29			A			G			1.00			0.03			0.97


			NC_010450.4			81619550			intergenic_region			EDNRA-TTC29			A			G			0.52			0.00


			NC_010450.4			81624095			intergenic_region			EDNRA-TTC29			G			A			1.00			0.03			0.97


			NC_010450.4			81624389			intergenic_region			EDNRA-TTC29			C			T			0.87			0.03			0.84


			NC_010450.4			81624402			intergenic_region			EDNRA-TTC29			C			T			0.88			0.03			0.85


			NC_010450.4			81624695			intergenic_region			EDNRA-TTC29			G			T			0.88			0.03			0.85


			NC_010450.4			81624722			intergenic_region			EDNRA-TTC29			G			A			0.82			0.03			0.79


			NC_010450.4			81624742			intergenic_region			EDNRA-TTC29			A			G			0.89			0.03			0.86


			NC_010450.4			81625280			intergenic_region			EDNRA-TTC29			A			C			1.00			0.03			0.97


			NC_010450.4			81619629			intergenic_region			EDNRA-TTC29			T			G			0.51			0.00


			NC_010450.4			81619736			intergenic_region			EDNRA-TTC29			C			T			0.57			0.00


			NC_010450.4			81619762			intergenic_region			EDNRA-TTC29			C			A			0.53			0.00


			NC_010450.4			81619796			intergenic_region			EDNRA-TTC29			A			G			0.59			0.00


			NC_010450.4			81619817			intergenic_region			EDNRA-TTC29			T			C			0.58			0.00


			NC_010450.4			81626941			intergenic_region			EDNRA-TTC29			G			T			0.99			0.03			0.96


			NC_010450.4			81619818			intergenic_region			EDNRA-TTC29			G			A			0.58			0.00


			NC_010450.4			81619830			intergenic_region			EDNRA-TTC29			A			T			0.60			0.00


			NC_010450.4			81619892			intergenic_region			EDNRA-TTC29			G			A			0.60			0.00


			NC_010450.4			81619893			intergenic_region			EDNRA-TTC29			C			G			0.60			0.00


			NC_010450.4			81619938			intergenic_region			EDNRA-TTC29			T			G			0.59			0.00


			NC_010450.4			81620023			intergenic_region			EDNRA-TTC29			C			T			0.64			0.00


			NC_010450.4			81620043			intergenic_region			EDNRA-TTC29			C			A			0.63			0.00


			NC_010450.4			81620095			intergenic_region			EDNRA-TTC29			A			G			0.59			0.00


			NC_010450.4			81620110			intergenic_region			EDNRA-TTC29			G			A			0.64			0.00


			NC_010450.4			81620121			intergenic_region			EDNRA-TTC29			T			A			0.63			0.00


			NC_010450.4			81620235			intergenic_region			EDNRA-TTC29			T			C			0.63			0.00


			NC_010450.4			81620246			intergenic_region			EDNRA-TTC29			A			G			0.61			0.00


			NC_010450.4			81620252			intergenic_region			EDNRA-TTC29			C			G			0.63			0.00


			NC_010450.4			81620287			intergenic_region			EDNRA-TTC29			T			C			0.61			0.00


			NC_010450.4			81620401			intergenic_region			EDNRA-TTC29			G			T			0.58			0.00


			NC_010450.4			81620634			intergenic_region			EDNRA-TTC29			G			A			0.55			0.00


			NC_010450.4			81620762			intergenic_region			EDNRA-TTC29			T			C			0.65			0.00


			NC_010450.4			81620765			intergenic_region			EDNRA-TTC29			G			C			0.60			0.00


			NC_010450.4			81628202			intergenic_region			EDNRA-TTC29			G			A			1.00			0.03			0.97


			NC_010450.4			81620822			intergenic_region			EDNRA-TTC29			T			C			0.59			0.00


			NC_010450.4			81620993			intergenic_region			EDNRA-TTC29			A			G			0.60			0.00


			NC_010450.4			81621017			intergenic_region			EDNRA-TTC29			A			G			0.61			0.00


			NC_010450.4			81621028			intergenic_region			EDNRA-TTC29			A			G			0.59			0.00


			NC_010450.4			81621221			intergenic_region			EDNRA-TTC29			A			G			0.56			0.00


			NC_010450.4			81621892			intergenic_region			EDNRA-TTC29			A			T			0.53			0.00


			NC_010450.4			81622583			intergenic_region			EDNRA-TTC29			A			G			0.58			0.00


			NC_010450.4			81622895			intergenic_region			EDNRA-TTC29			C			T			0.52			0.00


			NC_010450.4			81623401			intergenic_region			EDNRA-TTC29			A			G			0.80			0.00


			NC_010450.4			81628675			intergenic_region			EDNRA-TTC29			T			C			0.90			0.05			0.85


			NC_010450.4			81625380			intergenic_region			EDNRA-TTC29			C			T			0.57			0.00


			NC_010450.4			81625844			intergenic_region			EDNRA-TTC29			T			G			0.58			0.00


			NC_010450.4			81626326			intergenic_region			EDNRA-TTC29			C			T			0.65			0.00


			NC_010450.4			81626861			intergenic_region			EDNRA-TTC29			G			A			0.70			0.00


			NC_010450.4			81626926			intergenic_region			EDNRA-TTC29			A			G			0.78			0.00


			NC_010450.4			81629292			intergenic_region			EDNRA-TTC29			A			T			0.99			0.03			0.96


			NC_010450.4			81629394			intergenic_region			EDNRA-TTC29			T			A			1.00			0.03			0.97


			NC_010450.4			81629396			intergenic_region			EDNRA-TTC29			T			C			1.00			0.03			0.97


			NC_010450.4			81630376			intergenic_region			EDNRA-TTC29			T			G			1.00			0.03			0.97


			NC_010450.4			81627001			intergenic_region			EDNRA-TTC29			T			G			0.77			0.00


			NC_010450.4			81627042			intergenic_region			EDNRA-TTC29			G			A			0.75			0.00


			NC_010450.4			81632983			intergenic_region			EDNRA-TTC29			C			A			0.76			0.03			0.73


			NC_010450.4			81633907			intergenic_region			EDNRA-TTC29			A			T			0.99			0.03			0.96


			NC_010450.4			81627237			intergenic_region			EDNRA-TTC29			T			G			0.74			0.00


			NC_010450.4			81627246			intergenic_region			EDNRA-TTC29			G			A			0.76			0.00


			NC_010450.4			81636735			intergenic_region			EDNRA-TTC29			C			T			0.91			0.03			0.88


			NC_010450.4			81627518			intergenic_region			EDNRA-TTC29			T			C			0.70			0.00


			NC_010450.4			81627581			intergenic_region			EDNRA-TTC29			A			G			0.71			0.00


			NC_010450.4			81627609			intergenic_region			EDNRA-TTC29			G			A			0.67			0.00


			NC_010450.4			81637209			intergenic_region			EDNRA-TTC29			G			A			0.73			0.03			0.70


			NC_010450.4			81637294			intergenic_region			EDNRA-TTC29			C			T			1.00			0.03			0.97


			NC_010450.4			81637394			intergenic_region			EDNRA-TTC29			C			T			0.88			0.03			0.85


			NC_010450.4			81637422			intergenic_region			EDNRA-TTC29			T			C			0.97			0.03			0.94


			NC_010450.4			81637423			intergenic_region			EDNRA-TTC29			G			A			0.85			0.03			0.82


			NC_010450.4			81637542			intergenic_region			EDNRA-TTC29			G			A			0.84			0.03			0.81


			NC_010450.4			81637740			intergenic_region			EDNRA-TTC29			G			C			0.67			0.03			0.64


			NC_010450.4			81637930			intergenic_region			EDNRA-TTC29			C			A			0.97			0.03			0.94


			NC_010450.4			81637950			intergenic_region			EDNRA-TTC29			C			A			0.69			0.03			0.66


			NC_010450.4			81637976			intergenic_region			EDNRA-TTC29			C			T			0.99			0.03			0.96


			NC_010450.4			81638297			intergenic_region			EDNRA-TTC29			A			G			0.96			0.03			0.93


			NC_010450.4			81639419			intergenic_region			EDNRA-TTC29			A			C			1.00			0.24			0.76


			NC_010450.4			81627702			intergenic_region			EDNRA-TTC29			T			G			0.68			0.00


			NC_010450.4			81641016			intergenic_region			EDNRA-TTC29			A			G			1.00			0.19			0.81


			NC_010450.4			81627768			intergenic_region			EDNRA-TTC29			A			G			0.70			0.00


			NC_010450.4			81627790			intergenic_region			EDNRA-TTC29			G			C			0.69			0.00


			NC_010450.4			81627870			intergenic_region			EDNRA-TTC29			C			T			0.68			0.00


			NC_010450.4			81627928			intergenic_region			EDNRA-TTC29			A			G			0.67			0.00


			NC_010450.4			81627948			intergenic_region			EDNRA-TTC29			C			T			0.69			0.00


			NC_010450.4			81627962			intergenic_region			EDNRA-TTC29			T			C			0.79			0.00


			NC_010450.4			81628081			intergenic_region			EDNRA-TTC29			G			A			0.76			0.00


			NC_010450.4			81628091			intergenic_region			EDNRA-TTC29			G			A			0.67			0.00


			NC_010450.4			81628161			intergenic_region			EDNRA-TTC29			A			G			0.77			0.00


			NC_010450.4			81645464			intergenic_region			EDNRA-TTC29			G			A			0.99			0.03			0.96


			NC_010450.4			81628174			intergenic_region			EDNRA-TTC29			A			G			0.79			0.00


			NC_010450.4			81628255			intergenic_region			EDNRA-TTC29			A			G			0.77			0.00


			NC_010450.4			81628293			intergenic_region			EDNRA-TTC29			A			G			0.79			0.00


			NC_010450.4			81628302			intergenic_region			EDNRA-TTC29			T			C			0.77			0.00


			NC_010450.4			81646779			intergenic_region			EDNRA-TTC29			G			A			0.99			0.03			0.96


			NC_010450.4			81646822			intergenic_region			EDNRA-TTC29			T			C			0.90			0.03			0.87


			NC_010450.4			81647024			intergenic_region			EDNRA-TTC29			G			A			0.99			0.03			0.96


			NC_010450.4			81647037			intergenic_region			EDNRA-TTC29			C			G			0.99			0.03			0.96


			NC_010450.4			81647105			intergenic_region			EDNRA-TTC29			T			C			0.98			0.03			0.95


			NC_010450.4			81647268			intergenic_region			EDNRA-TTC29			T			C			0.99			0.03			0.96


			NC_010450.4			81647401			intergenic_region			EDNRA-TTC29			T			C			0.99			0.03			0.96


			NC_010450.4			81647414			intergenic_region			EDNRA-TTC29			C			G			0.99			0.03			0.96


			NC_010450.4			81647536			intergenic_region			EDNRA-TTC29			G			C			0.99			0.03			0.96


			NC_010450.4			81647583			intergenic_region			EDNRA-TTC29			A			G			0.99			0.03			0.96


			NC_010450.4			81647605			intergenic_region			EDNRA-TTC29			G			C			0.99			0.03			0.96


			NC_010450.4			81647631			intergenic_region			EDNRA-TTC29			T			C			0.99			0.03			0.96


			NC_010450.4			81647853			intergenic_region			EDNRA-TTC29			T			C			0.98			0.03			0.95


			NC_010450.4			81628312			intergenic_region			EDNRA-TTC29			A			C			0.52			0.00


			NC_010450.4			81628364			intergenic_region			EDNRA-TTC29			T			C			0.77			0.00


			NC_010450.4			81628391			intergenic_region			EDNRA-TTC29			C			G			0.78			0.00


			NC_010450.4			81628403			intergenic_region			EDNRA-TTC29			T			C			0.78			0.00


			NC_010450.4			81648473			intergenic_region			EDNRA-TTC29			A			G			0.98			0.03			0.95


			NC_010450.4			81648587			intergenic_region			EDNRA-TTC29			G			A			0.99			0.03			0.96


			NC_010450.4			81648783			intergenic_region			EDNRA-TTC29			T			C			0.99			0.03			0.96


			NC_010450.4			81648793			intergenic_region			EDNRA-TTC29			A			G			0.99			0.03			0.96


			NC_010450.4			81648813			intergenic_region			EDNRA-TTC29			A			G			0.99			0.03			0.96


			NC_010450.4			81648887			intergenic_region			EDNRA-TTC29			A			C			0.99			0.03			0.96


			NC_010450.4			81648995			intergenic_region			EDNRA-TTC29			C			T			0.98			0.03			0.95


			NC_010450.4			81649006			intergenic_region			EDNRA-TTC29			T			G			0.98			0.03			0.95


			NC_010450.4			81649069			intergenic_region			EDNRA-TTC29			A			G			0.99			0.03			0.96


			NC_010450.4			81649194			intergenic_region			EDNRA-TTC29			C			T			0.99			0.03			0.96


			NC_010450.4			81628487			intergenic_region			EDNRA-TTC29			G			A			0.77			0.00


			NC_010450.4			81628568			intergenic_region			EDNRA-TTC29			T			C			0.77			0.00


			NC_010450.4			81628934			intergenic_region			EDNRA-TTC29			T			C			0.80			0.00


			NC_010450.4			81629205			intergenic_region			EDNRA-TTC29			T			G			0.79			0.00


			NC_010450.4			81629223			intergenic_region			EDNRA-TTC29			C			G			0.80			0.00


			NC_010450.4			81629238			intergenic_region			EDNRA-TTC29			A			T			0.78			0.00


			NC_010450.4			81629267			intergenic_region			EDNRA-TTC29			C			A			0.78			0.00


			NC_010450.4			81630551			intergenic_region			EDNRA-TTC29			C			T			0.67			0.00


			NC_010450.4			81630803			intergenic_region			EDNRA-TTC29			G			A			0.70			0.00


			NC_010450.4			81635096			intergenic_region			EDNRA-TTC29			T			C			0.67			0.00


			NC_010450.4			81635151			intergenic_region			EDNRA-TTC29			C			T			0.63			0.00


			NC_010450.4			81636859			intergenic_region			EDNRA-TTC29			C			G			1.00			0.00


			NC_010450.4			81636914			intergenic_region			EDNRA-TTC29			A			C			1.00			0.00


			NC_010450.4			81636940			intergenic_region			EDNRA-TTC29			G			A			0.86			0.00


			NC_010450.4			81640217			intergenic_region			EDNRA-TTC29			A			C			0.70			0.00


			NC_010450.4			81641563			intergenic_region			EDNRA-TTC29			G			A			0.66			0.00


			NC_010450.4			81641565			intergenic_region			EDNRA-TTC29			G			A			0.66			0.00


			NC_010450.4			81642977			intergenic_region			EDNRA-TTC29			C			A			0.69			0.00


			NC_010450.4			81643713			intergenic_region			EDNRA-TTC29			A			G			0.63			0.00


			NC_010450.4			81643757			intergenic_region			EDNRA-TTC29			T			C			0.70			0.00


			NC_010450.4			81644394			intergenic_region			EDNRA-TTC29			C			A			0.66			0.00


			NC_010450.4			81644629			intergenic_region			EDNRA-TTC29			A			G			0.68			0.00


			NC_010450.4			81644633			intergenic_region			EDNRA-TTC29			A			T			0.70			0.00


			NC_010450.4			81644862			intergenic_region			EDNRA-TTC29			C			A			0.67			0.00


			NC_010450.4			81645566			intergenic_region			EDNRA-TTC29			C			T			0.79			0.00


			NC_010450.4			81646326			intergenic_region			EDNRA-TTC29			G			T			0.99			0.00


			NC_010450.4			81646328			intergenic_region			EDNRA-TTC29			G			T			0.99			0.00


			NC_010450.4			81646334			intergenic_region			EDNRA-TTC29			T			C			0.99			0.00


			NC_010450.4			81648037			intergenic_region			EDNRA-TTC29			G			A			0.99			0.00


			NC_010450.4			81648120			intergenic_region			EDNRA-TTC29			T			C			0.99			0.00


			NC_010450.4			81648143			intergenic_region			EDNRA-TTC29			C			G			0.99			0.00


			NC_010450.4			81648164			intergenic_region			EDNRA-TTC29			T			A			0.69			0.00


			NC_010450.4			81649266			intergenic_region			EDNRA-TTC29			A			C			0.99			0.00


			NC_010450.4			81649508			intergenic_region			EDNRA-TTC29			T			A			0.99			0.00


			NC_010450.4			81649514			intergenic_region			EDNRA-TTC29			T			C			0.99			0.00


			NC_010450.4			81649525			intergenic_region			EDNRA-TTC29			T			G			0.99			0.00


			NC_010450.4			81649567			intergenic_region			EDNRA-TTC29			T			G			0.99			0.00


			NC_010450.4			81649575			intergenic_region			EDNRA-TTC29			C			T			0.67			0.00


			NC_010450.4			81649714			intergenic_region			EDNRA-TTC29			T			C			0.76			0.00


			NC_010450.4			81649886			intergenic_region			EDNRA-TTC29			A			G			0.69			0.00


			NC_010450.4			81650348			intergenic_region			EDNRA-TTC29			A			T			0.66			0.00


			NC_010450.4			81650827			intergenic_region			EDNRA-TTC29			A			G			0.79			0.00


			NC_010450.4			81651517			intergenic_region			EDNRA-TTC29			G			A			0.68			0.00


			NC_010450.4			81651529			intergenic_region			EDNRA-TTC29			T			C			0.77			0.00


			NC_010450.4			81651570			intergenic_region			EDNRA-TTC29			G			A			0.80			0.00


			NC_010450.4			81651576			intergenic_region			EDNRA-TTC29			A			C			0.81			0.00


			NC_010450.4			81654401			intergenic_region			EDNRA-TTC29			C			G			1.00			0.19			0.81


			NC_010450.4			81651584			intergenic_region			EDNRA-TTC29			C			T			0.80			0.00


			NC_010450.4			81651612			intergenic_region			EDNRA-TTC29			T			C			0.81			0.00


			NC_010450.4			81651684			intergenic_region			EDNRA-TTC29			G			A			0.69			0.00


			NC_010450.4			81651699			intergenic_region			EDNRA-TTC29			T			C			0.69			0.00


			NC_010450.4			81651800			intergenic_region			EDNRA-TTC29			C			T			0.81			0.00


			NC_010450.4			81655746			intergenic_region			EDNRA-TTC29			A			G			0.96			0.03			0.93


			NC_010450.4			81655749			intergenic_region			EDNRA-TTC29			G			A			0.96			0.03			0.93


			NC_010450.4			81655778			intergenic_region			EDNRA-TTC29			G			A			0.97			0.03			0.94


			NC_010450.4			81651850			intergenic_region			EDNRA-TTC29			G			A			0.69			0.00


			NC_010450.4			81651970			intergenic_region			EDNRA-TTC29			T			C			0.79			0.00


			NC_010450.4			81655991			intergenic_region			EDNRA-TTC29			T			C			0.97			0.03			0.94


			NC_010450.4			81656039			intergenic_region			EDNRA-TTC29			T			C			0.97			0.03			0.94


			NC_010450.4			81656042			intergenic_region			EDNRA-TTC29			A			G			0.98			0.03			0.95


			NC_010450.4			81656055			intergenic_region			EDNRA-TTC29			A			C			0.99			0.03			0.96


			NC_010450.4			81656099			intergenic_region			EDNRA-TTC29			T			C			0.98			0.03			0.95


			NC_010450.4			81656121			intergenic_region			EDNRA-TTC29			A			G			0.95			0.03			0.92


			NC_010450.4			81656140			intergenic_region			EDNRA-TTC29			G			T			0.94			0.03			0.91


			NC_010450.4			81656394			intergenic_region			EDNRA-TTC29			C			T			1.00			0.03			0.97


			NC_010450.4			81651989			intergenic_region			EDNRA-TTC29			T			C			0.78			0.00


			NC_010450.4			81656849			intergenic_region			EDNRA-TTC29			A			G			0.98			0.03			0.95


			NC_010450.4			81651991			intergenic_region			EDNRA-TTC29			T			G			0.78			0.00


			NC_010450.4			81652111			intergenic_region			EDNRA-TTC29			C			A			0.73			0.00


			NC_010450.4			81656969			intergenic_region			EDNRA-TTC29			C			T			0.96			0.03			0.93


			NC_010450.4			81657030			intergenic_region			EDNRA-TTC29			T			C			0.96			0.03			0.93


			NC_010450.4			81652126			intergenic_region			EDNRA-TTC29			G			A			0.61			0.00


			NC_010450.4			81652157			intergenic_region			EDNRA-TTC29			A			G			0.73			0.00


			NC_010450.4			81652241			intergenic_region			EDNRA-TTC29			C			T			0.70			0.00


			NC_010450.4			81652254			intergenic_region			EDNRA-TTC29			G			A			0.81			0.00


			NC_010450.4			81657245			intergenic_region			EDNRA-TTC29			C			T			0.98			0.03			0.95


			NC_010450.4			81657386			intergenic_region			EDNRA-TTC29			G			A			0.96			0.03			0.93


			NC_010450.4			81657427			intergenic_region			EDNRA-TTC29			G			A			0.94			0.03			0.91


			NC_010450.4			81657807			intergenic_region			EDNRA-TTC29			A			T			0.95			0.03			0.92


			NC_010450.4			81657815			intergenic_region			EDNRA-TTC29			C			T			0.95			0.03			0.92


			NC_010450.4			81657925			intergenic_region			EDNRA-TTC29			G			A			0.95			0.03			0.92


			NC_010450.4			81658104			intergenic_region			EDNRA-TTC29			A			G			0.98			0.03			0.95


			NC_010450.4			81658142			intergenic_region			EDNRA-TTC29			A			G			0.97			0.03			0.94


			NC_010450.4			81658151			intergenic_region			EDNRA-TTC29			G			T			0.97			0.03			0.94


			NC_010450.4			81658254			intergenic_region			EDNRA-TTC29			C			T			0.97			0.03			0.94


			NC_010450.4			81658416			intergenic_region			EDNRA-TTC29			G			A			0.97			0.03			0.94


			NC_010450.4			81658450			intergenic_region			EDNRA-TTC29			A			G			0.97			0.03			0.94


			NC_010450.4			81658513			intergenic_region			EDNRA-TTC29			C			A			0.97			0.05			0.92


			NC_010450.4			81658608			intergenic_region			EDNRA-TTC29			C			T			0.97			0.05			0.92


			NC_010450.4			81658699			intergenic_region			EDNRA-TTC29			A			G			0.89			0.03			0.86


			NC_010450.4			81652401			intergenic_region			EDNRA-TTC29			T			C			0.79			0.00


			NC_010450.4			81658800			intergenic_region			EDNRA-TTC29			A			G			0.95			0.03			0.92


			NC_010450.4			81652474			intergenic_region			EDNRA-TTC29			C			A			0.70			0.00


			NC_010450.4			81659157			intergenic_region			EDNRA-TTC29			C			T			0.95			0.03			0.92


			NC_010450.4			81659264			intergenic_region			EDNRA-TTC29			C			A			0.96			0.03			0.93


			NC_010450.4			81659459			intergenic_region			EDNRA-TTC29			T			G			0.98			0.03			0.95


			NC_010450.4			81659750			intergenic_region			EDNRA-TTC29			A			G			0.98			0.03			0.95


			NC_010450.4			81659797			intergenic_region			EDNRA-TTC29			T			C			0.96			0.03			0.93


			NC_010450.4			81660037			intergenic_region			EDNRA-TTC29			G			A			0.94			0.03			0.91


			NC_010450.4			81660585			intergenic_region			EDNRA-TTC29			C			T			0.96			0.03			0.93


			NC_010450.4			81652572			intergenic_region			EDNRA-TTC29			C			T			0.80			0.00


			NC_010450.4			81652593			intergenic_region			EDNRA-TTC29			T			C			0.81			0.00


			NC_010450.4			81652642			intergenic_region			EDNRA-TTC29			C			T			0.70			0.00


			NC_010450.4			81661033			intergenic_region			EDNRA-TTC29			C			T			0.85			0.03			0.82


			NC_010450.4			81661051			intergenic_region			EDNRA-TTC29			C			T			0.87			0.03			0.84


			NC_010450.4			81661091			intergenic_region			EDNRA-TTC29			T			G			0.94			0.03			0.91


			NC_010450.4			81661166			intergenic_region			EDNRA-TTC29			A			G			0.99			0.03			0.96


			NC_010450.4			81661318			intergenic_region			EDNRA-TTC29			G			T			1.00			0.03			0.97


			NC_010450.4			81661327			intergenic_region			EDNRA-TTC29			T			C			0.88			0.03			0.85


			NC_010450.4			81661344			intergenic_region			EDNRA-TTC29			A			G			0.87			0.03			0.84


			NC_010450.4			81661408			intergenic_region			EDNRA-TTC29			C			T			0.90			0.03			0.87


			NC_010450.4			81661522			intergenic_region			EDNRA-TTC29			G			A			0.90			0.03			0.87


			NC_010450.4			81661523			intergenic_region			EDNRA-TTC29			G			A			0.90			0.03			0.87


			NC_010450.4			81661666			intergenic_region			EDNRA-TTC29			C			T			0.90			0.03			0.87


			NC_010450.4			81662255			intergenic_region			EDNRA-TTC29			C			T			0.89			0.03			0.86


			NC_010450.4			81663075			intergenic_region			EDNRA-TTC29			C			T			0.91			0.03			0.88


			NC_010450.4			81663160			intergenic_region			EDNRA-TTC29			A			G			0.91			0.03			0.88


			NC_010450.4			81663360			intergenic_region			EDNRA-TTC29			A			G			0.89			0.03			0.86


			NC_010450.4			81663620			intergenic_region			EDNRA-TTC29			T			C			1.00			0.03			0.97


			NC_010450.4			81663648			intergenic_region			EDNRA-TTC29			A			T			0.88			0.03			0.85


			NC_010450.4			81663909			intergenic_region			EDNRA-TTC29			G			A			0.78			0.03			0.75


			NC_010450.4			81664008			intergenic_region			EDNRA-TTC29			G			T			1.00			0.03			0.97


			NC_010450.4			81664047			intergenic_region			EDNRA-TTC29			T			G			1.00			0.06			0.94


			NC_010450.4			81664133			intergenic_region			EDNRA-TTC29			C			T			1.00			0.19			0.81


			NC_010450.4			81664145			intergenic_region			EDNRA-TTC29			C			T			0.99			0.03			0.96


			NC_010450.4			81664367			intergenic_region			EDNRA-TTC29			C			A			0.72			0.03			0.69


			NC_010450.4			81664614			intergenic_region			EDNRA-TTC29			G			A			0.88			0.03			0.85


			NC_010450.4			81664753			intergenic_region			EDNRA-TTC29			G			A			0.80			0.03			0.77


			NC_010450.4			81664856			intergenic_region			EDNRA-TTC29			T			C			1.00			0.03			0.97


			NC_010450.4			81664994			intergenic_region			EDNRA-TTC29			A			C			0.90			0.03			0.87


			NC_010450.4			81665027			intergenic_region			EDNRA-TTC29			G			A			0.80			0.03			0.77


			NC_010450.4			81665038			intergenic_region			EDNRA-TTC29			A			C			0.99			0.03			0.96


			NC_010450.4			81665043			intergenic_region			EDNRA-TTC29			G			A			0.90			0.03			0.87


			NC_010450.4			81665174			intergenic_region			EDNRA-TTC29			T			A			0.91			0.03			0.88


			NC_010450.4			81665507			intergenic_region			EDNRA-TTC29			A			C			1.00			0.03			0.97


			NC_010450.4			81665744			intergenic_region			EDNRA-TTC29			G			A			0.97			0.03			0.94


			NC_010450.4			81665758			intergenic_region			EDNRA-TTC29			C			T			0.99			0.03			0.96


			NC_010450.4			81665766			intergenic_region			EDNRA-TTC29			A			G			1.00			0.03			0.97


			NC_010450.4			81665834			intergenic_region			EDNRA-TTC29			A			G			0.99			0.03			0.96


			NC_010450.4			81665957			intergenic_region			EDNRA-TTC29			T			C			0.98			0.03			0.95


			NC_010450.4			81665965			intergenic_region			EDNRA-TTC29			C			T			0.98			0.03			0.95


			NC_010450.4			81666020			intergenic_region			EDNRA-TTC29			G			A			0.84			0.03			0.81


			NC_010450.4			81666024			intergenic_region			EDNRA-TTC29			C			T			0.84			0.03			0.81


			NC_010450.4			81666054			intergenic_region			EDNRA-TTC29			C			T			0.98			0.03			0.95


			NC_010450.4			81666067			intergenic_region			EDNRA-TTC29			G			A			0.81			0.03			0.78


			NC_010450.4			81666091			intergenic_region			EDNRA-TTC29			T			C			1.00			0.03			0.97


			NC_010450.4			81666104			intergenic_region			EDNRA-TTC29			A			G			0.87			0.03			0.84


			NC_010450.4			81666398			intergenic_region			EDNRA-TTC29			G			A			0.56			0.03			0.53


			NC_010450.4			81666426			intergenic_region			EDNRA-TTC29			T			C			1.00			0.03			0.97


			NC_010450.4			81666463			intergenic_region			EDNRA-TTC29			A			G			0.87			0.03			0.84


			NC_010450.4			81666511			intergenic_region			EDNRA-TTC29			T			C			0.84			0.03			0.81


			NC_010450.4			81666845			intergenic_region			EDNRA-TTC29			G			A			0.76			0.03			0.73


			NC_010450.4			81653041			intergenic_region			EDNRA-TTC29			T			C			0.57			0.00


			NC_010450.4			81666980			intergenic_region			EDNRA-TTC29			T			C			0.85			0.03			0.82


			NC_010450.4			81668589			intergenic_region			EDNRA-TTC29			A			C			0.88			0.03			0.85


			NC_010450.4			81668687			intergenic_region			EDNRA-TTC29			A			G			0.88			0.03			0.85


			NC_010450.4			81668795			intergenic_region			EDNRA-TTC29			G			A			0.88			0.03			0.85


			NC_010450.4			81668935			intergenic_region			EDNRA-TTC29			G			C			0.58			0.03			0.55


			NC_010450.4			81668996			intergenic_region			EDNRA-TTC29			C			T			0.56			0.03			0.53


			NC_010450.4			81669045			intergenic_region			EDNRA-TTC29			G			C			0.88			0.06			0.82


			NC_010450.4			81669315			intergenic_region			EDNRA-TTC29			C			T			0.57			0.03			0.54


			NC_010450.4			81669327			intergenic_region			EDNRA-TTC29			A			G			0.97			0.03			0.94


			NC_010450.4			81669416			intergenic_region			EDNRA-TTC29			G			C			0.88			0.05			0.83


			NC_010450.4			81653091			intergenic_region			EDNRA-TTC29			C			G			0.63			0.00


			NC_010450.4			81670017			intergenic_region			EDNRA-TTC29			C			A			0.60			0.03			0.57


			NC_010450.4			81670405			intergenic_region			EDNRA-TTC29			T			G			0.87			0.03			0.84


			NC_010450.4			81670433			intergenic_region			EDNRA-TTC29			C			T			0.86			0.03			0.83


			NC_010450.4			81670448			intergenic_region			EDNRA-TTC29			A			G			0.54			0.03			0.51


			NC_010450.4			81670483			intergenic_region			EDNRA-TTC29			A			G			0.87			0.03			0.84


			NC_010450.4			81670659			intergenic_region			EDNRA-TTC29			C			T			0.89			0.03			0.86


			NC_010450.4			81653130			intergenic_region			EDNRA-TTC29			A			G			0.62			0.00


			NC_010450.4			81672284			intergenic_region			EDNRA-TTC29			T			C			0.55			0.03			0.52


			NC_010450.4			81653231			intergenic_region			EDNRA-TTC29			G			A			0.63			0.00


			NC_010450.4			81673092			intergenic_region			EDNRA-TTC29			G			T			0.90			0.03			0.87


			NC_010450.4			81653271			intergenic_region			EDNRA-TTC29			C			G			0.64			0.00


			NC_010450.4			81653352			intergenic_region			EDNRA-TTC29			A			C			0.58			0.00


			NC_010450.4			81673417			intergenic_region			EDNRA-TTC29			G			A			1.00			0.03			0.97


			NC_010450.4			81653387			intergenic_region			EDNRA-TTC29			C			T			0.55			0.00


			NC_010450.4			81674436			intergenic_region			EDNRA-TTC29			C			T			0.85			0.03			0.82


			NC_010450.4			81674487			intergenic_region			EDNRA-TTC29			A			G			0.99			0.03			0.96


			NC_010450.4			81675068			intergenic_region			EDNRA-TTC29			G			A			1.00			0.03			0.97


			NC_010450.4			81675604			intergenic_region			EDNRA-TTC29			C			T			0.70			0.03			0.67


			NC_010450.4			81675670			intergenic_region			EDNRA-TTC29			G			C			0.73			0.03			0.70


			NC_010450.4			81653388			intergenic_region			EDNRA-TTC29			A			G			0.55			0.00


			NC_010450.4			81653506			intergenic_region			EDNRA-TTC29			T			C			0.61			0.00


			NC_010450.4			81676155			intergenic_region			EDNRA-TTC29			T			C			0.84			0.03			0.81


			NC_010450.4			81676717			intergenic_region			EDNRA-TTC29			T			G			0.88			0.03			0.85


			NC_010450.4			81677300			intergenic_region			EDNRA-TTC29			A			G			0.90			0.03			0.87


			NC_010450.4			81653719			intergenic_region			EDNRA-TTC29			G			A			0.57			0.00


			NC_010450.4			81677908			intergenic_region			EDNRA-TTC29			C			T			0.70			0.03			0.67


			NC_010450.4			81678060			intergenic_region			EDNRA-TTC29			G			A			0.70			0.03			0.67


			NC_010450.4			81678264			intergenic_region			EDNRA-TTC29			A			G			1.00			0.03			0.97


			NC_010450.4			81678445			intergenic_region			EDNRA-TTC29			C			T			0.70			0.03			0.67


			NC_010450.4			81653806			intergenic_region			EDNRA-TTC29			T			C			0.51			0.00


			NC_010450.4			81679538			intergenic_region			EDNRA-TTC29			A			G			0.92			0.03			0.89


			NC_010450.4			81681268			intergenic_region			EDNRA-TTC29			A			G			0.91			0.03			0.88


			NC_010450.4			81681767			intergenic_region			EDNRA-TTC29			A			T			0.99			0.03			0.96


			NC_010450.4			81681915			intergenic_region			EDNRA-TTC29			A			C			0.75			0.03			0.72


			NC_010450.4			81682213			intergenic_region			EDNRA-TTC29			T			C			0.99			0.03			0.96


			NC_010450.4			81653833			intergenic_region			EDNRA-TTC29			T			C			0.53			0.00


			NC_010450.4			81653852			intergenic_region			EDNRA-TTC29			T			C			0.61			0.00


			NC_010450.4			81654537			intergenic_region			EDNRA-TTC29			A			G			0.52			0.00


			NC_010450.4			81687956			intergenic_region			EDNRA-TTC29			A			C			1.00			0.03			0.97


			NC_010450.4			81654621			intergenic_region			EDNRA-TTC29			G			T			0.60			0.00


			NC_010450.4			81654748			intergenic_region			EDNRA-TTC29			C			G			0.53			0.00


			NC_010450.4			81692279			intergenic_region			EDNRA-TTC29			C			T			0.94			0.03			0.91


			NC_010450.4			81692374			intergenic_region			EDNRA-TTC29			T			C			1.00			0.03			0.97


			NC_010450.4			81692389			intergenic_region			EDNRA-TTC29			T			C			0.92			0.03			0.89


			NC_010450.4			81655198			intergenic_region			EDNRA-TTC29			A			G			0.55			0.00


			NC_010450.4			81694566			intergenic_region			EDNRA-TTC29			A			G			0.65			0.03			0.62


			NC_010450.4			81695236			intergenic_region			EDNRA-TTC29			C			T			0.70			0.03			0.67


			NC_010450.4			81695287			intergenic_region			EDNRA-TTC29			G			A			0.69			0.03			0.66


			NC_010450.4			81695438			intergenic_region			EDNRA-TTC29			A			G			0.71			0.03			0.68


			NC_010450.4			81655348			intergenic_region			EDNRA-TTC29			A			G			0.51			0.00


			NC_010450.4			81696003			intergenic_region			EDNRA-TTC29			G			A			0.53			0.03			0.50


			NC_010450.4			81696076			intergenic_region			EDNRA-TTC29			C			T			0.59			0.03			0.56


			NC_010450.4			81655867			intergenic_region			EDNRA-TTC29			C			T			0.51			0.00


			NC_010450.4			81655872			intergenic_region			EDNRA-TTC29			G			A			0.51			0.00


			NC_010450.4			81656736			intergenic_region			EDNRA-TTC29			T			C			0.96			0.00


			NC_010450.4			81697807			intergenic_region			EDNRA-TTC29			A			G			0.73			0.05			0.68


			NC_010450.4			81697982			intergenic_region			EDNRA-TTC29			A			G			0.74			0.03			0.71


			NC_010450.4			81698328			intergenic_region			EDNRA-TTC29			A			G			0.97			0.03			0.94


			NC_010450.4			81698395			intergenic_region			EDNRA-TTC29			C			G			0.97			0.03			0.94


			NC_010450.4			81698492			intergenic_region			EDNRA-TTC29			A			G			0.99			0.03			0.96


			NC_010450.4			81656897			intergenic_region			EDNRA-TTC29			A			G			0.95			0.00


			NC_010450.4			81699157			intergenic_region			EDNRA-TTC29			C			T			1.00			0.03			0.97


			NC_010450.4			81699162			intergenic_region			EDNRA-TTC29			T			C			1.00			0.03			0.97


			NC_010450.4			81699202			intergenic_region			EDNRA-TTC29			C			A			1.00			0.03			0.97


			NC_010450.4			81699279			intergenic_region			EDNRA-TTC29			A			G			0.99			0.03			0.96


			NC_010450.4			81699312			intergenic_region			EDNRA-TTC29			C			T			0.76			0.03			0.73


			NC_010450.4			81699406			intergenic_region			EDNRA-TTC29			C			T			0.99			0.03			0.96


			NC_010450.4			81699622			intergenic_region			EDNRA-TTC29			T			A			0.71			0.03			0.68


			NC_010450.4			81699686			intergenic_region			EDNRA-TTC29			G			A			0.54			0.03			0.51


			NC_010450.4			81700153			intergenic_region			EDNRA-TTC29			T			C			0.97			0.03			0.94


			NC_010450.4			81700159			intergenic_region			EDNRA-TTC29			G			T			0.97			0.03			0.94


			NC_010450.4			81700232			intergenic_region			EDNRA-TTC29			A			G			1.00			0.03			0.97


			NC_010450.4			81700435			intergenic_region			EDNRA-TTC29			A			G			1.00			0.03			0.97


			NC_010450.4			81700701			intergenic_region			EDNRA-TTC29			A			T			1.00			0.03			0.97


			NC_010450.4			81700778			intergenic_region			EDNRA-TTC29			G			T			0.00			0.50


			NC_010450.4			81700821			intergenic_region			EDNRA-TTC29			G			T			0.90			0.03			0.87


			NC_010450.4			81702788			intergenic_region			EDNRA-TTC29			T			C			0.68			0.03			0.65


			NC_010450.4			81703014			intergenic_region			EDNRA-TTC29			T			C			0.86			0.03			0.83


			NC_010450.4			81703019			intergenic_region			EDNRA-TTC29			A			G			1.00			0.03			0.97


			NC_010450.4			81703322			intergenic_region			EDNRA-TTC29			T			G			0.99			0.03			0.96


			NC_010450.4			81703555			intergenic_region			EDNRA-TTC29			T			C			0.64			0.03			0.61


			NC_010450.4			81703775			intergenic_region			EDNRA-TTC29			G			A			0.54			0.03			0.51


			NC_010450.4			81703851			intergenic_region			EDNRA-TTC29			A			G			0.68			0.03			0.65


			NC_010450.4			81656901			intergenic_region			EDNRA-TTC29			G			A			0.88			0.00


			NC_010450.4			81657089			intergenic_region			EDNRA-TTC29			T			A			0.96			0.00


			NC_010450.4			81657108			intergenic_region			EDNRA-TTC29			A			C			0.54			0.00


			NC_010450.4			81657171			intergenic_region			EDNRA-TTC29			G			C			0.98			0.00


			NC_010450.4			81657200			intergenic_region			EDNRA-TTC29			A			G			0.95			0.00


			NC_010450.4			81658711			intergenic_region			EDNRA-TTC29			C			T			0.97			0.00


			NC_010450.4			81659131			intergenic_region			EDNRA-TTC29			G			A			0.92			0.00


			NC_010450.4			81660710			intergenic_region			EDNRA-TTC29			T			C			0.94			0.00


			NC_010450.4			81660715			intergenic_region			EDNRA-TTC29			C			A			0.95			0.00


			NC_010450.4			81660911			intergenic_region			EDNRA-TTC29			A			T			0.92			0.00


			NC_010450.4			81666918			intergenic_region			EDNRA-TTC29			T			C			1.00			0.00


			NC_010450.4			81669931			intergenic_region			EDNRA-TTC29			T			C			0.88			0.00


			NC_010450.4			81671115			intergenic_region			EDNRA-TTC29			G			A			0.55			0.00


			NC_010450.4			81672842			intergenic_region			EDNRA-TTC29			C			T			0.55			0.00


			NC_010450.4			81673141			intergenic_region			EDNRA-TTC29			T			A			0.87			0.00


			NC_010450.4			81673206			intergenic_region			EDNRA-TTC29			G			A			0.90			0.00


			NC_010450.4			81673553			intergenic_region			EDNRA-TTC29			A			C			0.88			0.00


			NC_010450.4			81675704			intergenic_region			EDNRA-TTC29			A			G			0.56			0.00


			NC_010450.4			81676096			intergenic_region			EDNRA-TTC29			C			A			0.62			0.00


			NC_010450.4			81677406			intergenic_region			EDNRA-TTC29			A			G			0.99			0.00


			NC_010450.4			81678876			intergenic_region			EDNRA-TTC29			T			C			1.00			0.00


			NC_010450.4			81683684			intergenic_region			EDNRA-TTC29			G			A			0.52			0.00


			NC_010450.4			81685630			intergenic_region			EDNRA-TTC29			C			T			0.51			0.00


			NC_010450.4			81686273			intergenic_region			EDNRA-TTC29			T			C			0.78			0.00


			NC_010450.4			81689696			intergenic_region			EDNRA-TTC29			G			A			0.57			0.00


			NC_010450.4			81692214			intergenic_region			EDNRA-TTC29			A			C			1.00			0.00


			NC_010450.4			81694274			intergenic_region			EDNRA-TTC29			T			C			1.00			0.00


			NC_010450.4			81695599			intergenic_region			EDNRA-TTC29			C			A			0.70			0.00


			NC_010450.4			81697682			intergenic_region			EDNRA-TTC29			A			G			0.69			0.00


			NC_010450.4			81697727			intergenic_region			EDNRA-TTC29			T			C			0.63			0.00


			NC_010450.4			81697753			intergenic_region			EDNRA-TTC29			A			G			1.00			0.00


			NC_010450.4			81698739			intergenic_region			EDNRA-TTC29			A			T			1.00			0.00


			NC_010450.4			81703942			intergenic_region			EDNRA-TTC29			C			T			0.84			0.00


			NC_010450.4			81706098			intergenic_region			EDNRA-TTC29			T			A			0.60			0.00


			NC_010450.4			81706131			intergenic_region			EDNRA-TTC29			T			C			0.64			0.00


			NC_010450.4			81706154			intergenic_region			EDNRA-TTC29			C			T			0.65			0.00


			NC_010450.4			81706188			intergenic_region			EDNRA-TTC29			C			T			0.63			0.00


			NC_010450.4			81713424			intergenic_region			EDNRA-TTC29			T			C			0.67			0.03			0.64


			NC_010450.4			81713522			intergenic_region			EDNRA-TTC29			C			T			0.68			0.03			0.65


			NC_010450.4			81713543			intergenic_region			EDNRA-TTC29			T			C			0.71			0.03			0.68


			NC_010450.4			81713592			intergenic_region			EDNRA-TTC29			C			G			0.67			0.03			0.64


			NC_010450.4			81713844			intergenic_region			EDNRA-TTC29			C			T			0.68			0.03			0.65


			NC_010450.4			81714007			intergenic_region			EDNRA-TTC29			T			C			0.59			0.03			0.56


			NC_010450.4			81714115			intergenic_region			EDNRA-TTC29			T			C			0.69			0.03			0.66


			NC_010450.4			81706331			intergenic_region			EDNRA-TTC29			G			A			0.53			0.00


			NC_010450.4			81714609			intergenic_region			EDNRA-TTC29			G			A			0.64			0.03			0.61


			NC_010450.4			81706338			intergenic_region			EDNRA-TTC29			T			C			0.53			0.00


			NC_010450.4			81706479			intergenic_region			EDNRA-TTC29			G			C			0.64			0.00


			NC_010450.4			81715858			intergenic_region			EDNRA-TTC29			A			G			0.99			0.03			0.96


			NC_010450.4			81716815			intergenic_region			EDNRA-TTC29			T			A			1.00			0.03			0.97


			NC_010450.4			81706557			intergenic_region			EDNRA-TTC29			C			T			0.59			0.00


			NC_010450.4			81706671			intergenic_region			EDNRA-TTC29			G			A			0.57			0.00


			NC_010450.4			81717713			intergenic_region			EDNRA-TTC29			C			T			0.99			0.03			0.96


			NC_010450.4			81706714			intergenic_region			EDNRA-TTC29			A			G			0.52			0.00


			NC_010450.4			81706820			intergenic_region			EDNRA-TTC29			A			G			0.56			0.00


			NC_010450.4			81707160			intergenic_region			EDNRA-TTC29			A			G			0.82			0.00


			NC_010450.4			81718939			intergenic_region			EDNRA-TTC29			C			T			1.00			0.03			0.97


			NC_010450.4			81707442			intergenic_region			EDNRA-TTC29			A			G			0.73			0.00


			NC_010450.4			81707469			intergenic_region			EDNRA-TTC29			G			A			0.57			0.00


			NC_010450.4			81707476			intergenic_region			EDNRA-TTC29			G			T			0.71			0.00


			NC_010450.4			81721011			intergenic_region			EDNRA-TTC29			G			A			0.86			0.14			0.72


			NC_010450.4			81721952			intergenic_region			EDNRA-TTC29			C			T			0.00			0.56


			NC_010450.4			81722380			intergenic_region			EDNRA-TTC29			C			T			0.98			0.11			0.87


			NC_010450.4			81722511			intergenic_region			EDNRA-TTC29			A			C			1.00			0.18			0.82


			NC_010450.4			81722862			intergenic_region			EDNRA-TTC29			A			G			1.00			0.13			0.87


			NC_010450.4			81722930			intergenic_region			EDNRA-TTC29			C			T			0.53			0.03			0.50


			NC_010450.4			81723797			intergenic_region			EDNRA-TTC29			A			G			0.69			0.03			0.66


			NC_010450.4			81724937			intergenic_region			EDNRA-TTC29			T			C			0.97			0.05			0.92


			NC_010450.4			81725051			intergenic_region			EDNRA-TTC29			A			G			0.92			0.03			0.89


			NC_010450.4			81707497			intergenic_region			EDNRA-TTC29			C			T			0.72			0.00


			NC_010450.4			81726415			intergenic_region			EDNRA-TTC29			A			G			0.80			0.03			0.77


			NC_010450.4			81707505			intergenic_region			EDNRA-TTC29			A			G			0.73			0.00


			NC_010450.4			81726675			intergenic_region			EDNRA-TTC29			C			T			0.00			0.55


			NC_010450.4			81726818			intergenic_region			EDNRA-TTC29			G			A			0.80			0.03			0.77


			NC_010450.4			81726819			intergenic_region			EDNRA-TTC29			A			G			0.80			0.03			0.77


			NC_010450.4			81707662			intergenic_region			EDNRA-TTC29			A			G			0.76			0.00


			NC_010450.4			81707672			intergenic_region			EDNRA-TTC29			T			C			0.76			0.00


			NC_010450.4			81707677			intergenic_region			EDNRA-TTC29			T			C			0.76			0.00


			NC_010450.4			81708118			intergenic_region			EDNRA-TTC29			G			T			0.60			0.00


			NC_010450.4			81708120			intergenic_region			EDNRA-TTC29			C			T			0.74			0.00


			NC_010450.4			81708123			intergenic_region			EDNRA-TTC29			G			A			0.75			0.00


			NC_010450.4			81708444			intergenic_region			EDNRA-TTC29			T			C			0.57			0.00


			NC_010450.4			81708528			intergenic_region			EDNRA-TTC29			G			A			0.51			0.00


			NC_010450.4			81727513			intergenic_region			EDNRA-TTC29			T			G			0.67			0.03			0.64


			NC_010450.4			81727638			intergenic_region			EDNRA-TTC29			A			T			0.65			0.03			0.62


			NC_010450.4			81728640			intergenic_region			EDNRA-TTC29			G			A			0.73			0.03			0.70


			NC_010450.4			81709303			intergenic_region			EDNRA-TTC29			G			A			0.70			0.00


			NC_010450.4			81733714			intergenic_region			EDNRA-TTC29			T			A			0.94			0.03			0.91


			NC_010450.4			81735226			intergenic_region			EDNRA-TTC29			A			C			0.63			0.03			0.60


			NC_010450.4			81736989			intergenic_region			EDNRA-TTC29			T			C			0.61			0.05			0.56


			NC_010450.4			81738176			intergenic_region			EDNRA-TTC29			A			T			0.55			0.03			0.52


			NC_010450.4			81739924			intergenic_region			EDNRA-TTC29			C			T			0.86			0.03			0.83


			NC_010450.4			81740296			intergenic_region			EDNRA-TTC29			A			G			0.87			0.03			0.84


			NC_010450.4			81740361			intergenic_region			EDNRA-TTC29			C			A			1.00			0.03			0.97


			NC_010450.4			81740530			intergenic_region			EDNRA-TTC29			C			T			0.88			0.03			0.85


			NC_010450.4			81740555			intergenic_region			EDNRA-TTC29			G			A			0.84			0.03			0.81


			NC_010450.4			81740565			intergenic_region			EDNRA-TTC29			A			T			0.82			0.03			0.79


			NC_010450.4			81740634			intergenic_region			EDNRA-TTC29			A			T			0.86			0.03			0.83


			NC_010450.4			81740644			intergenic_region			EDNRA-TTC29			C			G			0.86			0.03			0.83


			NC_010450.4			81740686			intergenic_region			EDNRA-TTC29			A			G			0.85			0.03			0.82


			NC_010450.4			81709329			intergenic_region			EDNRA-TTC29			G			T			0.54			0.00


			NC_010450.4			81740909			intergenic_region			EDNRA-TTC29			T			G			0.84			0.03			0.81


			NC_010450.4			81741020			intergenic_region			EDNRA-TTC29			C			T			0.85			0.03			0.82


			NC_010450.4			81741128			intergenic_region			EDNRA-TTC29			C			G			0.81			0.03			0.78


			NC_010450.4			81741152			intergenic_region			EDNRA-TTC29			C			A			0.81			0.03			0.78


			NC_010450.4			81741244			intergenic_region			EDNRA-TTC29			G			A			0.79			0.03			0.76


			NC_010450.4			81741423			intergenic_region			EDNRA-TTC29			T			C			0.80			0.03			0.77


			NC_010450.4			81709684			intergenic_region			EDNRA-TTC29			T			C			0.76			0.00


			NC_010450.4			81741664			intergenic_region			EDNRA-TTC29			T			C			0.83			0.03			0.80


			NC_010450.4			81741750			intergenic_region			EDNRA-TTC29			C			A			0.84			0.03			0.81


			NC_010450.4			81741882			intergenic_region			EDNRA-TTC29			T			A			0.94			0.03			0.91


			NC_010450.4			81741931			intergenic_region			EDNRA-TTC29			A			C			0.94			0.03			0.91


			NC_010450.4			81741966			intergenic_region			EDNRA-TTC29			T			C			0.94			0.03			0.91


			NC_010450.4			81709861			intergenic_region			EDNRA-TTC29			A			G			0.60			0.00


			NC_010450.4			81742613			intergenic_region			EDNRA-TTC29			C			T			0.61			0.03			0.58


			NC_010450.4			81742740			intergenic_region			EDNRA-TTC29			G			C			0.64			0.03			0.61


			NC_010450.4			81742804			intergenic_region			EDNRA-TTC29			G			C			0.94			0.03			0.91


			NC_010450.4			81742956			intergenic_region			EDNRA-TTC29			G			A			0.93			0.03			0.90


			NC_010450.4			81743041			intergenic_region			EDNRA-TTC29			C			A			0.94			0.03			0.91


			NC_010450.4			81743256			intergenic_region			EDNRA-TTC29			G			A			0.94			0.03			0.91


			NC_010450.4			81743415			intergenic_region			EDNRA-TTC29			T			C			0.94			0.03			0.91


			NC_010450.4			81743457			intergenic_region			EDNRA-TTC29			A			G			0.59			0.03			0.56


			NC_010450.4			81743825			intergenic_region			EDNRA-TTC29			C			T			0.94			0.03			0.91


			NC_010450.4			81744033			intergenic_region			EDNRA-TTC29			C			T			0.94			0.03			0.91


			NC_010450.4			81744037			intergenic_region			EDNRA-TTC29			A			G			0.94			0.03			0.91


			NC_010450.4			81744244			intergenic_region			EDNRA-TTC29			A			G			0.62			0.03			0.59


			NC_010450.4			81744403			intergenic_region			EDNRA-TTC29			A			G			0.95			0.03			0.92


			NC_010450.4			81744630			intergenic_region			EDNRA-TTC29			G			A			0.80			0.03			0.77


			NC_010450.4			81710947			intergenic_region			EDNRA-TTC29			A			T			0.56			0.00


			NC_010450.4			81744832			intergenic_region			EDNRA-TTC29			A			G			0.93			0.03			0.90


			NC_010450.4			81744933			intergenic_region			EDNRA-TTC29			A			G			0.81			0.03			0.78


			NC_010450.4			81744989			intergenic_region			EDNRA-TTC29			T			C			0.82			0.05			0.77


			NC_010450.4			81745040			intergenic_region			EDNRA-TTC29			T			C			0.98			0.03			0.95


			NC_010450.4			81745094			intergenic_region			EDNRA-TTC29			A			G			0.80			0.03			0.77


			NC_010445.4			11654295			downstream_gene_variant			GTF2IRD1			T			C			0.77			0.08			0.68


			NC_010450.4			119431023			intron_variant			PPP3CA			C			T			0.82			0.09			0.73


			NC_010450.4			119431253			intron_variant			PPP3CA			A			T			0.85			0.16			0.69


			NC_010450.4			119431305			intron_variant			PPP3CA			A			G			0.94			0.26			0.68


			NC_010450.4			119431494			intron_variant			PPP3CA			T			C			0.82			0.18			0.64


			NC_010450.4			119432275			intron_variant			PPP3CA			C			A			0.85			0.17			0.68


			NC_010450.4			119432354			intron_variant			PPP3CA			G			A			0.84			0.15			0.69


			NC_010450.4			119432409			intron_variant			PPP3CA			T			C			0.83			0.07			0.76


			NC_010450.4			119432626			intron_variant			PPP3CA			A			T			0.84			0.19			0.65


			NC_010450.4			119432691			intron_variant			PPP3CA			T			C			0.86			0.18			0.68


			NC_010450.4			119433048			intron_variant			PPP3CA			C			T			0.86			0.06			0.80


			NC_010450.4			119433082			intron_variant			PPP3CA			G			A			0.86			0.06			0.80


			NC_010450.4			119433393			intron_variant			PPP3CA			C			T			0.85			0.18			0.67


			NC_010450.4			119433470			intron_variant			PPP3CA			A			G			0.88			0.18			0.70


			NC_010450.4			119433506			intron_variant			PPP3CA			A			G			0.85			0.18			0.67


			NC_010450.4			119433511			intron_variant			PPP3CA			C			G			0.85			0.18			0.67


			NC_010450.4			119433552			intron_variant			PPP3CA			C			G			0.85			0.18			0.67


			NC_010450.4			119433606			intron_variant			PPP3CA			T			G			0.85			0.18			0.67


			NC_010450.4			119433805			intron_variant			PPP3CA			G			C			0.86			0.16			0.70


			NC_010450.4			119433843			intron_variant			PPP3CA			T			C			0.86			0.13			0.73


			NC_010450.4			119433954			intron_variant			PPP3CA			G			C			0.85			0.18			0.67


			NC_010450.4			119435107			intron_variant			PPP3CA			A			G			0.95			0.26			0.69


			NC_010450.4			119435135			intron_variant			PPP3CA			T			C			0.80			0.21			0.59


			NC_010450.4			119435361			intron_variant			PPP3CA			T			C			0.82			0.18			0.64


			NC_010450.4			119435805			intron_variant			PPP3CA			A			G			0.84			0.18			0.66


			NC_010450.4			81711508			intergenic_region			EDNRA-TTC29			A			C			0.72			0.00


			NC_010450.4			119436284			intron_variant			PPP3CA			T			C			0.86			0.17			0.69


			NC_010450.4			119439452			intron_variant			PPP3CA			G			A			0.94			0.26			0.68


			NC_010450.4			119439840			intron_variant			PPP3CA			G			T			0.95			0.25			0.70


			NC_010450.4			119441999			intron_variant			PPP3CA			A			G			0.83			0.26			0.57


			NC_010450.4			119453492			intron_variant			PPP3CA			T			G			0.96			0.36			0.60


			NC_010450.4			119463313			intron_variant			PPP3CA			C			A			0.84			0.13			0.71


			NC_010450.4			81711533			intergenic_region			EDNRA-TTC29			G			A			0.73			0.00


			NC_010450.4			119468820			intron_variant			PPP3CA			G			T			0.82			0.21			0.61


			NC_010450.4			119469943			intron_variant			PPP3CA			C			T			0.70			0.18			0.52


			NC_010450.4			119470061			intron_variant			PPP3CA			G			A			0.95			0.19			0.76


			NC_010450.4			119472109			intron_variant			PPP3CA			T			A			0.88			0.18			0.70


			NC_010450.4			81711616			intergenic_region			EDNRA-TTC29			C			T			0.74			0.00


			NC_010450.4			81711971			intergenic_region			EDNRA-TTC29			T			C			0.57			0.00


			NC_010450.4			81712222			intergenic_region			EDNRA-TTC29			G			A			0.85			0.00


			NC_010450.4			81712338			intergenic_region			EDNRA-TTC29			C			G			0.84			0.00


			NC_010450.4			81714222			intergenic_region			EDNRA-TTC29			A			G			0.67			0.00


			NC_010450.4			81714749			intergenic_region			EDNRA-TTC29			C			T			0.55			0.00


			NC_010450.4			119473742			intron_variant			PPP3CA			C			G			0.65			0.03			0.62


			NC_010450.4			81715190			intergenic_region			EDNRA-TTC29			A			G			1.00			0.00


			NC_010450.4			119473942			intron_variant			PPP3CA			G			A			0.71			0.05			0.66


			NC_010450.4			119473977			intron_variant			PPP3CA			C			T			0.58			0.05			0.53


			NC_010450.4			119474431			intron_variant			PPP3CA			T			C			0.71			0.05			0.66


			NC_010450.4			119474899			intron_variant			PPP3CA			T			C			0.63			0.05			0.58


			NC_010450.4			119474961			intron_variant			PPP3CA			G			A			0.65			0.05			0.60


			NC_010450.4			119474973			intron_variant			PPP3CA			T			A			0.67			0.05			0.62


			NC_010450.4			119475054			intron_variant			PPP3CA			G			A			0.56			0.03			0.53


			NC_010450.4			119475171			intron_variant			PPP3CA			G			A			0.65			0.05			0.60


			NC_010450.4			119475268			intron_variant			PPP3CA			G			C			0.66			0.05			0.61


			NC_010450.4			81717213			intergenic_region			EDNRA-TTC29			C			T			0.51			0.00


			NC_010450.4			81717246			intergenic_region			EDNRA-TTC29			T			C			0.52			0.00


			NC_010450.4			81718262			intergenic_region			EDNRA-TTC29			A			G			0.51			0.00


			NC_010450.4			119477220			intron_variant			PPP3CA			A			G			0.91			0.26			0.65


			NC_010450.4			81718474			intergenic_region			EDNRA-TTC29			C			T			0.52			0.00


			NC_010450.4			81718592			intergenic_region			EDNRA-TTC29			T			C			0.53			0.00


			NC_010450.4			119478704			intron_variant			PPP3CA			A			G			0.01			0.61			0.59


			NC_010450.4			119478854			intron_variant			PPP3CA			A			C			0.93			0.29			0.64


			NC_010450.4			81719563			intergenic_region			EDNRA-TTC29			T			C			0.53			0.00


			NC_010450.4			119479506			intron_variant			PPP3CA			T			C			0.88			0.08			0.80


			NC_010450.4			81720074			intergenic_region			EDNRA-TTC29			G			A			0.53			0.00


			NC_010450.4			119480082			intron_variant			PPP3CA			G			A			0.94			0.19			0.75


			NC_010450.4			81720080			intergenic_region			EDNRA-TTC29			C			A			0.53			0.00


			NC_010450.4			119480307			intron_variant			PPP3CA			T			C			0.88			0.11			0.77


			NC_010450.4			119480411			intron_variant			PPP3CA			G			C			0.94			0.26			0.68


			NC_010450.4			119480612			intron_variant			PPP3CA			C			A			0.61			0.11			0.50


			NC_010450.4			119480694			intron_variant			PPP3CA			G			A			0.73			0.11			0.62


			NC_010450.4			119480747			intron_variant			PPP3CA			T			C			0.02			0.61			0.58


			NC_010450.4			119481760			intron_variant			PPP3CA			C			T			0.94			0.26			0.68


			NC_010450.4			119483671			intron_variant			PPP3CA			C			A			0.77			0.08			0.69


			NC_010450.4			119484497			intron_variant			PPP3CA			T			C			0.71			0.08			0.63


			NC_010450.4			119484620			intron_variant			PPP3CA			T			C			0.72			0.13			0.59


			NC_010450.4			119486372			intron_variant			PPP3CA			C			T			0.63			0.08			0.55


			NC_010450.4			119486373			intron_variant			PPP3CA			A			G			0.86			0.14			0.72


			NC_010450.4			119486411			intron_variant			PPP3CA			C			A			0.73			0.14			0.59


			NC_010450.4			119486560			intron_variant			PPP3CA			G			A			0.95			0.26			0.69


			NC_010450.4			119490894			intron_variant			PPP3CA			G			T			0.93			0.26			0.67


			NC_010450.4			119490929			intron_variant			PPP3CA			C			G			0.95			0.18			0.77


			NC_010450.4			119492514			intron_variant			PPP3CA			T			C			0.94			0.20			0.74


			NC_010450.4			119493309			intron_variant			PPP3CA			A			G			0.94			0.21			0.73


			NC_010450.4			119494108			intron_variant			PPP3CA			T			C			0.78			0.13			0.65


			NC_010450.4			119495664			intron_variant			PPP3CA			G			T			0.61			0.11			0.50


			NC_010450.4			119497353			intron_variant			PPP3CA			T			C			0.93			0.25			0.68


			NC_010450.4			119498091			intron_variant			PPP3CA			T			G			0.78			0.17			0.61


			NC_010450.4			119498099			intron_variant			PPP3CA			A			C			0.76			0.17			0.59


			NC_010450.4			119498182			intron_variant			PPP3CA			G			A			0.82			0.16			0.66


			NC_010450.4			119498442			intron_variant			PPP3CA			T			G			0.92			0.24			0.68


			NC_010450.4			119498542			intron_variant			PPP3CA			A			G			0.82			0.16			0.66


			NC_010450.4			119499111			intron_variant			PPP3CA			G			A			0.77			0.11			0.66


			NC_010450.4			119500637			intron_variant			PPP3CA			T			C			0.78			0.13			0.65


			NC_010450.4			119500911			intron_variant			PPP3CA			T			C			0.95			0.24			0.71


			NC_010450.4			119500931			intron_variant			PPP3CA			G			A			0.55			0.03			0.52


			NC_010450.4			119501355			intron_variant			PPP3CA			T			C			0.79			0.18			0.61


			NC_010450.4			119501377			intron_variant			PPP3CA			G			A			0.79			0.18			0.61


			NC_010450.4			119501407			intron_variant			PPP3CA			T			C			0.59			0.05			0.54


			NC_010450.4			119501542			intron_variant			PPP3CA			A			G			0.77			0.13			0.64


			NC_010450.4			119501928			intron_variant			PPP3CA			G			A			0.65			0.05			0.60


			NC_010450.4			119502333			intron_variant			PPP3CA			C			G			0.78			0.16			0.62


			NC_010450.4			119502548			intron_variant			PPP3CA			G			A			0.56			0.03			0.53


			NC_010450.4			81725464			intergenic_region			EDNRA-TTC29			A			G			0.84			0.00


			NC_010450.4			119504025			intron_variant			PPP3CA			C			G			0.95			0.29			0.66


			NC_010450.4			119504043			intron_variant			PPP3CA			C			A			0.98			0.26			0.72


			NC_010450.4			119504142			intron_variant			PPP3CA			C			A			0.74			0.11			0.63


			NC_010450.4			119505601			intron_variant			PPP3CA			A			G			0.76			0.21			0.55


			NC_010450.4			119508958			intron_variant			PPP3CA			A			T			0.01			0.61			0.59


			NC_010450.4			119512030			intron_variant			PPP3CA			G			A			0.90			0.24			0.66


			NC_010450.4			119514856			intron_variant			PPP3CA			G			C			0.66			0.16			0.50


			NC_010450.4			119516240			intron_variant			PPP3CA			A			G			0.95			0.24			0.71


			NC_010450.4			119518649			intron_variant			PPP3CA			G			T			0.96			0.18			0.78


			NC_010450.4			119521413			intron_variant			PPP3CA			C			T			0.94			0.26			0.68


			NC_010450.4			119521614			intron_variant			PPP3CA			G			A			0.95			0.24			0.71


			NC_010450.4			119523410			intron_variant			PPP3CA			T			G			0.78			0.24			0.54


			NC_010450.4			119525248			intron_variant			PPP3CA			G			A			0.77			0.26			0.51


			NC_010450.4			119526265			intron_variant			PPP3CA			A			G			0.95			0.22			0.73


			NC_010450.4			81726457			intergenic_region			EDNRA-TTC29			T			G			0.83			0.00


			NC_010450.4			119526427			intron_variant			PPP3CA			T			G			0.92			0.25			0.67


			NC_010450.4			119526475			intron_variant			PPP3CA			A			G			0.02			0.63			0.60


			NC_010450.4			119544812			intron_variant			PPP3CA			A			G			0.87			0.21			0.66


			NC_010450.4			119544823			intron_variant			PPP3CA			A			G			0.92			0.17			0.75


			NC_010450.4			119545130			intron_variant			PPP3CA			A			G			0.84			0.15			0.69


			NC_010450.4			119545405			intron_variant			PPP3CA			A			G			0.70			0.11			0.59


			NC_010450.4			119549542			intron_variant			PPP3CA			C			T			0.72			0.22			0.50


			NC_010450.4			119549715			intron_variant			PPP3CA			C			T			0.89			0.37			0.52


			NC_010450.4			119550075			intron_variant			PPP3CA			T			C			0.92			0.26			0.66


			NC_010450.4			119550280			intron_variant			PPP3CA			C			T			0.90			0.24			0.66


			NC_010450.4			119551102			intron_variant			PPP3CA			C			G			0.93			0.32			0.61


			NC_010450.4			119551429			intron_variant			PPP3CA			G			C			0.71			0.21			0.50


			NC_010450.4			119551562			intron_variant			PPP3CA			G			T			0.74			0.24			0.50


			NC_010450.4			119556045			intron_variant			PPP3CA			G			A			0.75			0.24			0.51


			NC_010450.4			119556067			intron_variant			PPP3CA			C			T			0.73			0.21			0.52


			NC_010450.4			119556093			intron_variant			PPP3CA			A			G			0.73			0.12			0.61


			NC_010450.4			119556204			intron_variant			PPP3CA			A			G			0.72			0.21			0.51


			NC_010450.4			119556294			intron_variant			PPP3CA			G			A			0.77			0.24			0.53


			NC_010450.4			119557218			intron_variant			PPP3CA			T			C			0.75			0.24			0.51


			NC_010450.4			119557867			intron_variant			PPP3CA			G			A			0.86			0.29			0.57


			NC_010450.4			119558169			intron_variant			PPP3CA			T			G			0.86			0.26			0.60


			NC_010450.4			119558197			intron_variant			PPP3CA			C			A			0.85			0.32			0.53


			NC_010450.4			119566459			intron_variant			PPP3CA			A			G			0.69			0.11			0.58


			NC_010450.4			119566463			intron_variant			PPP3CA			G			A			0.69			0.11			0.58


			NC_010450.4			119566538			intron_variant			PPP3CA			A			T			0.92			0.34			0.58


			NC_010450.4			81726910			intergenic_region			EDNRA-TTC29			A			G			0.77			0.00


			NC_010450.4			119572034			intron_variant			PPP3CA			G			A			0.98			0.29			0.69


			NC_010450.4			119578230			intron_variant			PPP3CA			A			G			0.75			0.11			0.64


			NC_010450.4			119578944			intron_variant			PPP3CA			C			A			0.80			0.29			0.51


			NC_010450.4			119582618			intron_variant			PPP3CA			A			G			0.72			0.21			0.51


			NC_010450.4			119582645			intron_variant			PPP3CA			G			A			0.73			0.21			0.52


			NC_010450.4			119582861			intron_variant			PPP3CA			T			C			0.68			0.08			0.60


			NC_010450.4			119584209			intron_variant			PPP3CA			A			G			0.95			0.33			0.62


			NC_010450.4			119586295			intron_variant			PPP3CA			T			C			0.95			0.41			0.54


			NC_010450.4			81726923			intergenic_region			EDNRA-TTC29			G			A			0.58			0.00


			NC_010450.4			119590795			intron_variant			PPP3CA			G			A			0.97			0.29			0.68


			NC_010450.4			119594122			intron_variant			PPP3CA			A			T			0.93			0.21			0.72


			NC_010450.4			119594123			intron_variant			PPP3CA			G			C			0.93			0.21			0.72


			NC_010450.4			119594862			intron_variant			PPP3CA			G			A			0.75			0.17			0.58


			NC_010450.4			119597350			intron_variant			PPP3CA			C			T			0.92			0.34			0.58


			NC_010450.4			119598041			intron_variant			PPP3CA			T			A			0.94			0.32			0.62


			NC_010450.4			119598045			intron_variant			PPP3CA			G			C			0.94			0.32			0.62


			NC_010450.4			119598226			intron_variant			PPP3CA			C			T			0.79			0.29			0.50


			NC_010450.4			119598228			intron_variant			PPP3CA			G			T			0.91			0.29			0.62


			NC_010450.4			119598540			intron_variant			PPP3CA			A			C			0.95			0.28			0.67


			NC_010450.4			119598562			intron_variant			PPP3CA			A			C			0.94			0.28			0.66


			NC_010450.4			119598760			intron_variant			PPP3CA			T			C			0.95			0.24			0.71


			NC_010450.4			119598795			intron_variant			PPP3CA			A			G			0.97			0.34			0.63


			NC_010450.4			119598942			intron_variant			PPP3CA			C			T			0.58			0.08			0.50


			NC_010450.4			119598943			intron_variant			PPP3CA			A			G			0.59			0.08			0.51


			NC_010450.4			119599195			intron_variant			PPP3CA			T			C			0.94			0.16			0.78


			NC_010450.4			119599447			intron_variant			PPP3CA			T			C			0.95			0.29			0.66


			NC_010450.4			119599931			intron_variant			PPP3CA			A			G			0.95			0.29			0.66


			NC_010450.4			119600078			intron_variant			PPP3CA			A			G			0.97			0.29			0.68


			NC_010450.4			119600103			intron_variant			PPP3CA			A			G			0.95			0.29			0.66


			NC_010450.4			119600239			intron_variant			PPP3CA			A			G			0.60			0.05			0.55


			NC_010450.4			119600287			intron_variant			PPP3CA			C			A			0.58			0.08			0.50


			NC_010450.4			119600884			intron_variant			PPP3CA			G			T			0.95			0.34			0.61


			NC_010450.4			119600885			intron_variant			PPP3CA			C			G			0.95			0.34			0.61


			NC_010450.4			119600956			intron_variant			PPP3CA			G			T			0.97			0.32			0.65


			NC_010450.4			119601010			intron_variant			PPP3CA			A			C			0.97			0.29			0.68


			NC_010450.4			119601862			intron_variant			PPP3CA			A			C			0.01			0.69			0.68


			NC_010450.4			119601966			intron_variant			PPP3CA			G			A			0.01			0.61			0.60


			NC_010450.4			119604916			intron_variant			PPP3CA			G			A			0.35			0.87			0.52


			NC_010450.4			119605063			intron_variant			PPP3CA			G			A			0.68			0.03			0.65


			NC_010450.4			119605543			intron_variant			PPP3CA			G			T			0.82			0.18			0.64


			NC_010450.4			119605575			intron_variant			PPP3CA			C			T			0.64			0.13			0.51


			NC_010450.4			119605583			intron_variant			PPP3CA			C			T			0.85			0.16			0.69


			NC_010450.4			119605706			intron_variant			PPP3CA			C			A			0.95			0.26			0.69


			NC_010450.4			119605913			intron_variant			PPP3CA			T			C			0.05			0.72			0.68


			NC_010450.4			119607664			intron_variant			PPP3CA			C			T			0.88			0.21			0.67


			NC_010450.4			81726933			intergenic_region			EDNRA-TTC29			A			T			0.82			0.00


			NC_010450.4			119608349			intron_variant			PPP3CA			C			G			0.86			0.21			0.65


			NC_010450.4			119608540			intron_variant			PPP3CA			G			T			0.86			0.21			0.65


			NC_010450.4			81726994			intergenic_region			EDNRA-TTC29			G			C			0.76			0.00


			NC_010450.4			119611071			intron_variant			PPP3CA			G			A			0.82			0.13			0.69


			NC_010450.4			119611286			intron_variant			PPP3CA			C			A			0.74			0.03			0.71


			NC_010450.4			81727212			intergenic_region			EDNRA-TTC29			G			A			0.56			0.00


			NC_010450.4			119611389			intron_variant			PPP3CA			C			T			0.82			0.16			0.66


			NC_010450.4			119611421			intron_variant			PPP3CA			A			G			0.81			0.16			0.65


			NC_010450.4			119611484			intron_variant			PPP3CA			A			G			0.82			0.18			0.64


			NC_010450.4			119611581			intron_variant			PPP3CA			A			G			0.78			0.21			0.57


			NC_010450.4			119611689			intron_variant			PPP3CA			A			G			0.86			0.24			0.62


			NC_010450.4			119611715			intron_variant			PPP3CA			A			G			0.85			0.21			0.64


			NC_010450.4			81727250			intergenic_region			EDNRA-TTC29			A			G			0.57			0.00


			NC_010450.4			119612576			intron_variant			PPP3CA			C			T			0.86			0.05			0.81


			NC_010450.4			119612731			intron_variant			PPP3CA			G			A			0.85			0.05			0.80


			NC_010450.4			119612751			intron_variant			PPP3CA			G			A			0.85			0.05			0.80


			NC_010450.4			119613722			intron_variant			PPP3CA			T			C			0.92			0.21			0.71


			NC_010450.4			119613731			intron_variant			PPP3CA			C			A			0.91			0.21			0.70


			NC_010450.4			119613765			intron_variant			PPP3CA			T			C			0.86			0.21			0.65


			NC_010450.4			119613799			intron_variant			PPP3CA			C			T			0.85			0.22			0.63


			NC_010450.4			119615680			intron_variant			PPP3CA			G			A			0.02			0.53			0.50


			NC_010450.4			119631529			intron_variant			PPP3CA			A			G			0.13			0.63			0.50


			NC_010450.4			119651248			intron_variant			PPP3CA			G			T			0.94			0.42			0.52


			NC_010450.4			119653850			intron_variant			PPP3CA			T			G			0.95			0.44			0.51


			NC_010450.4			119655729			intron_variant			PPP3CA			G			A			0.92			0.42			0.50


			NC_010450.4			119656222			intron_variant			PPP3CA			A			C			0.89			0.39			0.50


			NC_010450.4			119657092			intron_variant			PPP3CA			T			G			0.92			0.42			0.50


			NC_010450.4			119658040			intron_variant			PPP3CA			T			A			0.76			0.03			0.73


			NC_010450.4			119658327			intron_variant			PPP3CA			G			C			0.55			0.03			0.52


			NC_010450.4			119658824			intron_variant			PPP3CA			A			T			0.63			0.03			0.60


			NC_010450.4			119659157			intron_variant			PPP3CA			G			A			0.70			0.03			0.67


			NC_010450.4			119659354			intron_variant			PPP3CA			T			C			0.66			0.03			0.63


			NC_010450.4			119659375			intron_variant			PPP3CA			A			C			0.78			0.21			0.57


			NC_010450.4			119659422			intron_variant			PPP3CA			C			T			0.68			0.03			0.65


			NC_010450.4			119659435			intron_variant			PPP3CA			T			C			0.68			0.03			0.65


			NC_010450.4			119659455			intron_variant			PPP3CA			G			A			0.66			0.03			0.63


			NC_010450.4			119659510			intron_variant			PPP3CA			G			A			0.74			0.11			0.63


			NC_010450.4			119659824			intron_variant			PPP3CA			T			C			0.70			0.16			0.54


			NC_010450.4			119660082			intron_variant			PPP3CA			G			A			0.69			0.16			0.53


			NC_010450.4			119660152			intron_variant			PPP3CA			G			A			0.74			0.16			0.58


			NC_010450.4			119662158			intron_variant			PPP3CA			G			A			0.90			0.13			0.77


			NC_010450.4			119662367			intron_variant			PPP3CA			T			A			0.84			0.06			0.78


			NC_010450.4			119662384			intron_variant			PPP3CA			A			G			0.84			0.09			0.75


			NC_010450.4			119670304			intron_variant			PPP3CA			A			C			0.63			0.03			0.60


			NC_010450.4			119670350			intron_variant			PPP3CA			G			A			0.73			0.03			0.70


			NC_010450.4			119670364			intron_variant			PPP3CA			G			A			0.64			0.03			0.61


			NC_010450.4			119671487			intron_variant			PPP3CA			T			A			0.67			0.04			0.63


			NC_010450.4			119671580			intron_variant			PPP3CA			T			G			0.80			0.29			0.51


			NC_010450.4			119672236			intron_variant			PPP3CA			A			G			0.64			0.03			0.61


			NC_010450.4			119674407			intron_variant			PPP3CA			A			C			0.66			0.11			0.55


			NC_010450.4			119674738			intron_variant			PPP3CA			G			A			0.95			0.39			0.56


			NC_010450.4			119678440			intron_variant			PPP3CA			G			T			0.63			0.11			0.52


			NC_010450.4			119678603			intron_variant			PPP3CA			C			T			0.61			0.03			0.58


			NC_010450.4			119678678			intron_variant			PPP3CA			C			T			0.64			0.03			0.61


			NC_010450.4			119678679			intron_variant			PPP3CA			A			G			0.65			0.13			0.52


			NC_010450.4			119679124			intron_variant			PPP3CA			G			T			0.60			0.03			0.57


			NC_010450.4			119679173			intron_variant			PPP3CA			T			C			0.64			0.11			0.53


			NC_010450.4			119679831			intron_variant			PPP3CA			G			A			0.59			0.03			0.56


			NC_010450.4			119679884			intron_variant			PPP3CA			A			G			0.55			0.03			0.52


			NC_010450.4			119690153			intron_variant			PPP3CA			C			G			0.14			0.89			0.75


			NC_010450.4			119690230			intron_variant			PPP3CA			G			A			0.23			0.97			0.75


			NC_010450.4			119690246			intron_variant			PPP3CA			T			A			0.20			0.97			0.78


			NC_010450.4			119690700			intron_variant			PPP3CA			T			A			0.26			0.97			0.71


			NC_010450.4			119691182			intron_variant			PPP3CA			A			G			0.20			0.97			0.77


			NC_010450.4			119692292			intron_variant			PPP3CA			T			C			0.03			0.67			0.63


			NC_010450.4			119692578			intron_variant			PPP3CA			T			C			0.61			0.07			0.54


			NC_010450.4			119692621			intron_variant			PPP3CA			G			A			0.11			0.64			0.53


			NC_010450.4			119692706			intron_variant			PPP3CA			A			G			0.23			0.75			0.52


			NC_010450.4			119693398			intron_variant			PPP3CA			C			A			0.78			0.13			0.65


			NC_010450.4			119693714			intron_variant			PPP3CA			A			G			0.69			0.13			0.56


			NC_010450.4			119694049			intron_variant			PPP3CA			G			T			0.66			0.03			0.63


			NC_010450.4			119694152			intron_variant			PPP3CA			G			A			0.70			0.13			0.57


			NC_010450.4			119694178			intron_variant			PPP3CA			T			C			0.69			0.13			0.56


			NC_010450.4			119694219			intron_variant			PPP3CA			C			T			0.95			0.13			0.82


			NC_010450.4			119694464			intron_variant			PPP3CA			G			A			0.62			0.03			0.59


			NC_010450.4			119694917			intron_variant			PPP3CA			C			G			0.88			0.13			0.75


			NC_010450.4			119695277			intron_variant			PPP3CA			G			A			0.65			0.03			0.62


			NC_010450.4			119695280			intron_variant			PPP3CA			A			G			0.65			0.03			0.62


			NC_010450.4			119695287			intron_variant			PPP3CA			C			A			0.89			0.26			0.63


			NC_010450.4			119695464			intron_variant			PPP3CA			G			A			0.70			0.03			0.67


			NC_010450.4			119695622			intron_variant			PPP3CA			C			T			0.90			0.11			0.79


			NC_010450.4			119695959			intron_variant			PPP3CA			G			C			0.69			0.03			0.66


			NC_010450.4			119695984			intron_variant			PPP3CA			G			T			0.90			0.16			0.74


			NC_010450.4			119696293			intron_variant			PPP3CA			A			G			0.72			0.03			0.69


			NC_010450.4			119696314			intron_variant			PPP3CA			T			C			0.72			0.03			0.69


			NC_010450.4			119696338			intron_variant			PPP3CA			G			A			0.69			0.03			0.66


			NC_010450.4			119696440			intron_variant			PPP3CA			T			G			0.90			0.11			0.79


			NC_010450.4			119696464			intron_variant			PPP3CA			A			C			0.88			0.11			0.77


			NC_010450.4			119696731			intron_variant			PPP3CA			A			G			0.86			0.03			0.83


			NC_010450.4			119696742			intron_variant			PPP3CA			G			A			0.70			0.03			0.67


			NC_010450.4			119696750			intron_variant			PPP3CA			T			C			0.84			0.03			0.81


			NC_010450.4			119696871			intron_variant			PPP3CA			C			T			0.68			0.03			0.65


			NC_010450.4			119696982			intron_variant			PPP3CA			T			A			0.82			0.03			0.79


			NC_010450.4			119697005			intron_variant			PPP3CA			C			G			0.84			0.03			0.81


			NC_010450.4			119697165			intron_variant			PPP3CA			A			G			0.84			0.09			0.75


			NC_010450.4			119697238			intron_variant			PPP3CA			T			C			0.93			0.08			0.85


			NC_010450.4			81727373			intergenic_region			EDNRA-TTC29			A			C			0.74			0.00


			NC_010450.4			119697309			intron_variant			PPP3CA			G			T			0.70			0.03			0.67


			NC_010450.4			119697374			intron_variant			PPP3CA			T			C			0.94			0.11			0.83


			NC_010450.4			119697388			intron_variant			PPP3CA			C			T			0.72			0.03			0.69


			NC_010450.4			119697727			intron_variant			PPP3CA			G			A			0.73			0.08			0.65


			NC_010450.4			119698467			intron_variant			PPP3CA			G			A			0.71			0.17			0.54


			NC_010450.4			119700075			intron_variant			PPP3CA			T			C			0.66			0.03			0.63


			NC_010450.4			119700578			intron_variant			PPP3CA			C			A			0.93			0.13			0.80


			NC_010450.4			119700627			intron_variant			PPP3CA			G			A			0.93			0.26			0.67


			NC_010450.4			119700657			intron_variant			PPP3CA			T			A			0.94			0.39			0.55


			NC_010450.4			119700749			intron_variant			PPP3CA			A			G			0.95			0.45			0.50


			NC_010450.4			119700956			intron_variant			PPP3CA			G			A			0.93			0.06			0.87


			NC_010450.4			119700999			intron_variant			PPP3CA			C			T			0.93			0.37			0.56


			NC_010450.4			119701334			intron_variant			PPP3CA			G			A			0.93			0.29			0.64


			NC_010450.4			119701340			intron_variant			PPP3CA			C			A			0.93			0.28			0.65


			NC_010450.4			119701940			intron_variant			PPP3CA			T			C			0.58			0.06			0.52


			NC_010450.4			119702636			intron_variant			PPP3CA			T			C			0.83			0.13			0.70


			NC_010450.4			119702654			intron_variant			PPP3CA			T			C			0.76			0.26			0.50


			NC_010450.4			119702655			intron_variant			PPP3CA			G			A			0.74			0.13			0.61


			NC_010450.4			119705637			intron_variant			PPP3CA			A			G			0.97			0.47			0.50


			NC_010450.4			119705643			intron_variant			PPP3CA			C			T			0.97			0.47			0.50


			NC_010450.4			119711782			intron_variant			PPP3CA			G			T			0.63			0.11			0.52


			NC_010450.4			119714830			intron_variant			PPP3CA			A			G			0.57			0.05			0.52


			NC_010450.4			119720956			intron_variant			PPP3CA			C			A			0.83			0.29			0.54


			NC_010450.4			119722080			intron_variant			PPP3CA			C			T			0.29			0.86			0.57


			NC_010450.4			119722094			intron_variant			PPP3CA			G			A			0.28			0.83			0.55


			NC_010450.4			119722553			intron_variant			PPP3CA			C			T			0.22			0.76			0.55


			NC_010450.4			119723111			intron_variant			PPP3CA			A			T			0.26			0.78			0.52


			NC_010450.4			119726897			intron_variant			PPP3CA			C			A			0.05			0.56			0.51


			NC_010450.4			119727082			intron_variant			PPP3CA			A			T			0.05			0.56			0.51


			NC_010450.4			119727351			intron_variant			PPP3CA			A			T			0.02			0.61			0.59


			NC_010450.4			119730161			intron_variant			PPP3CA			T			C			0.64			0.08			0.56


			NC_010450.4			119730201			intron_variant			PPP3CA			G			A			0.61			0.11			0.50


			NC_010450.4			119730509			intron_variant			PPP3CA			G			T			0.62			0.08			0.54


			NC_010450.4			119730751			intron_variant			PPP3CA			A			G			0.68			0.13			0.55


			NC_010450.4			119732650			intron_variant			PPP3CA			G			T			0.86			0.35			0.51


			NC_010450.4			119732800			intron_variant			PPP3CA			A			G			0.88			0.31			0.57


			NC_010450.4			119734055			intron_variant			PPP3CA			T			C			0.88			0.38			0.50


			NC_010450.4			119734695			intron_variant			PPP3CA			G			A			0.56			0.03			0.53


			NC_010450.4			119737102			intron_variant			PPP3CA			C			T			0.02			0.53			0.50


			NC_010450.4			119737523			intron_variant			PPP3CA			C			T			0.95			0.21			0.74


			NC_010450.4			119737528			intron_variant			PPP3CA			A			G			0.95			0.21			0.74


			NC_010450.4			119737548			intron_variant			PPP3CA			A			G			0.97			0.18			0.79


			NC_010450.4			119737592			intron_variant			PPP3CA			C			T			0.01			0.53			0.51


			NC_010445.4			118011233			3_prime_UTR_variant			SDC1			G			C			0.77			0.05			0.72


			NC_010446.5			83325524			3_prime_UTR_variant			RCSD1			T			C			0.77			0.21			0.56


			NC_010449.5			19638741			upstream_gene_variant			RIPOR2			T			C			0.77			0.26			0.50


			NC_010446.5			104917843			upstream_gene_variant			CASQ2			G			A			0.76			0.03			0.73


			NC_010450.4			119755860			intergenic_region			PPP3CA-EMCN			A			G			0.82			0.13			0.69


			NC_010450.4			119756311			intergenic_region			PPP3CA-EMCN			G			T			0.81			0.29			0.52


			NC_010450.4			119756342			intergenic_region			PPP3CA-EMCN			C			T			0.74			0.18			0.56


			NC_010450.4			119756480			intergenic_region			PPP3CA-EMCN			G			A			0.81			0.06			0.75


			NC_010450.4			119757765			intergenic_region			PPP3CA-EMCN			A			G			0.93			0.29			0.64


			NC_010450.4			119759082			intergenic_region			PPP3CA-EMCN			G			T			0.94			0.26			0.68


			NC_010450.4			119759416			intergenic_region			PPP3CA-EMCN			G			A			0.14			0.82			0.68


			NC_010450.4			119759464			intergenic_region			PPP3CA-EMCN			C			G			0.15			0.82			0.67


			NC_010450.4			119761470			intergenic_region			PPP3CA-EMCN			G			A			0.87			0.31			0.56


			NC_010450.4			119762645			intergenic_region			PPP3CA-EMCN			G			A			0.03			0.56			0.52


			NC_010450.4			119762683			intergenic_region			PPP3CA-EMCN			C			T			0.48			1.00			0.53


			NC_010450.4			119762910			intergenic_region			PPP3CA-EMCN			T			C			0.33			0.97			0.64


			NC_010450.4			119764091			intergenic_region			PPP3CA-EMCN			A			G			0.56			0.03			0.53


			NC_010450.4			119764235			intergenic_region			PPP3CA-EMCN			T			C			0.40			0.97			0.58


			NC_010450.4			119764279			intergenic_region			PPP3CA-EMCN			C			T			0.44			0.97			0.53


			NC_010450.4			119764294			intergenic_region			PPP3CA-EMCN			A			G			0.45			0.97			0.51


			NC_010450.4			119764422			intergenic_region			PPP3CA-EMCN			G			A			0.31			0.94			0.63


			NC_010450.4			119764463			intergenic_region			PPP3CA-EMCN			T			C			0.34			0.87			0.53


			NC_010450.4			119767834			intergenic_region			PPP3CA-EMCN			T			C			0.61			0.09			0.52


			NC_010450.4			119770910			intergenic_region			PPP3CA-EMCN			G			A			0.80			0.21			0.59


			NC_010450.4			119780330			intergenic_region			PPP3CA-EMCN			C			T			0.57			0.05			0.52


			NC_010450.4			119782521			intergenic_region			PPP3CA-EMCN			A			C			0.59			0.08			0.51


			NC_010450.4			119787695			intergenic_region			PPP3CA-EMCN			C			G			0.95			0.24			0.71


			NC_010450.4			119787732			intergenic_region			PPP3CA-EMCN			T			C			0.94			0.29			0.65


			NC_010450.4			119787761			intergenic_region			PPP3CA-EMCN			A			G			0.93			0.26			0.67


			NC_010450.4			119788480			intergenic_region			PPP3CA-EMCN			C			A			0.95			0.29			0.66


			NC_010450.4			119788648			intergenic_region			PPP3CA-EMCN			A			T			0.73			0.21			0.52


			NC_010450.4			119788973			intergenic_region			PPP3CA-EMCN			C			T			0.95			0.37			0.58


			NC_010450.4			119789014			intergenic_region			PPP3CA-EMCN			G			A			0.01			0.68			0.67


			NC_010450.4			119789047			intergenic_region			PPP3CA-EMCN			C			G			0.02			0.68			0.66


			NC_010450.4			119789053			intergenic_region			PPP3CA-EMCN			T			A			0.02			0.68			0.66


			NC_010450.4			119789085			intergenic_region			PPP3CA-EMCN			G			A			0.02			0.66			0.63


			NC_010450.4			119790375			intergenic_region			PPP3CA-EMCN			C			T			0.98			0.35			0.63


			NC_010450.4			119793278			intergenic_region			PPP3CA-EMCN			T			C			0.81			0.16			0.65


			NC_010450.4			119795329			intergenic_region			PPP3CA-EMCN			T			C			0.87			0.32			0.55


			NC_010450.4			119795534			intergenic_region			PPP3CA-EMCN			A			C			0.95			0.29			0.66


			NC_010450.4			119795831			intergenic_region			PPP3CA-EMCN			G			T			0.81			0.16			0.65


			NC_010450.4			119796660			intergenic_region			PPP3CA-EMCN			T			C			0.92			0.32			0.60


			NC_010450.4			119797028			intergenic_region			PPP3CA-EMCN			G			C			0.93			0.32			0.61


			NC_010450.4			119797845			intergenic_region			PPP3CA-EMCN			T			C			0.93			0.25			0.68


			NC_010450.4			119799125			intergenic_region			PPP3CA-EMCN			A			G			0.91			0.29			0.62


			NC_010450.4			119799375			intergenic_region			PPP3CA-EMCN			C			G			0.74			0.07			0.67


			NC_010450.4			119800179			intergenic_region			PPP3CA-EMCN			T			A			0.94			0.32			0.62


			NC_010450.4			119800186			intergenic_region			PPP3CA-EMCN			G			A			0.67			0.13			0.54


			NC_010450.4			119802059			intergenic_region			PPP3CA-EMCN			G			T			0.77			0.21			0.56


			NC_010450.4			119802112			intergenic_region			PPP3CA-EMCN			A			G			0.78			0.22			0.56


			NC_010450.4			119802115			intergenic_region			PPP3CA-EMCN			G			A			0.78			0.22			0.56


			NC_010450.4			119802346			intergenic_region			PPP3CA-EMCN			C			A			0.91			0.29			0.62


			NC_010450.4			119802622			intergenic_region			PPP3CA-EMCN			T			C			0.90			0.32			0.58


			NC_010450.4			119803883			intergenic_region			PPP3CA-EMCN			G			A			0.94			0.34			0.60


			NC_010450.4			119803903			intergenic_region			PPP3CA-EMCN			C			T			0.88			0.34			0.54


			NC_010450.4			119804158			intergenic_region			PPP3CA-EMCN			G			A			0.90			0.24			0.66


			NC_010450.4			119804463			intergenic_region			PPP3CA-EMCN			T			C			0.86			0.22			0.64


			NC_010450.4			119805975			intergenic_region			PPP3CA-EMCN			G			A			0.85			0.18			0.67


			NC_010450.4			119807586			intergenic_region			PPP3CA-EMCN			G			C			0.02			0.67			0.64


			NC_010450.4			119807743			intergenic_region			PPP3CA-EMCN			T			C			0.69			0.19			0.50


			NC_010450.4			119807778			intergenic_region			PPP3CA-EMCN			C			G			0.71			0.17			0.54


			NC_010450.4			119807909			intergenic_region			PPP3CA-EMCN			G			C			0.74			0.22			0.52


			NC_010450.4			119807928			intergenic_region			PPP3CA-EMCN			C			T			0.73			0.22			0.51


			NC_010450.4			119807946			intergenic_region			PPP3CA-EMCN			C			T			0.00			0.64


			NC_010450.4			119808292			intergenic_region			PPP3CA-EMCN			T			C			0.02			0.66			0.63


			NC_010450.4			119808296			intergenic_region			PPP3CA-EMCN			G			A			0.11			0.75			0.64


			NC_010450.4			119808299			intergenic_region			PPP3CA-EMCN			G			A			0.11			0.75			0.64


			NC_010450.4			119808407			intergenic_region			PPP3CA-EMCN			T			C			0.06			0.64			0.58


			NC_010450.4			119808474			intergenic_region			PPP3CA-EMCN			A			G			0.02			0.69			0.67


			NC_010450.4			119808538			intergenic_region			PPP3CA-EMCN			T			C			0.34			0.87			0.53


			NC_010450.4			119808597			intergenic_region			PPP3CA-EMCN			G			C			0.28			0.92			0.64


			NC_010450.4			119809012			intergenic_region			PPP3CA-EMCN			G			A			0.20			0.76			0.57


			NC_010450.4			119809023			intergenic_region			PPP3CA-EMCN			T			C			0.24			0.76			0.52


			NC_010450.4			119809078			intergenic_region			PPP3CA-EMCN			G			A			0.17			0.76			0.59


			NC_010450.4			119816063			intergenic_region			PPP3CA-EMCN			T			G			0.85			0.29			0.56


			NC_010450.4			119816293			intergenic_region			PPP3CA-EMCN			A			G			0.87			0.32			0.55


			NC_010450.4			119817961			intergenic_region			PPP3CA-EMCN			T			C			0.88			0.25			0.63


			NC_010450.4			119820283			intergenic_region			PPP3CA-EMCN			T			C			0.83			0.29			0.54


			NC_010450.4			119821131			intergenic_region			PPP3CA-EMCN			T			C			0.17			0.68			0.51


			NC_010450.4			119822331			intergenic_region			PPP3CA-EMCN			T			A			0.69			0.18			0.51


			NC_010450.4			81727421			intergenic_region			EDNRA-TTC29			A			G			0.60			0.00


			NC_010450.4			119826269			intergenic_region			PPP3CA-EMCN			T			A			0.59			0.08			0.51


			NC_010450.4			119826547			intergenic_region			PPP3CA-EMCN			A			G			0.93			0.32			0.61


			NC_010450.4			119826964			intergenic_region			PPP3CA-EMCN			A			G			0.86			0.21			0.65


			NC_010450.4			119829836			intergenic_region			PPP3CA-EMCN			T			C			0.95			0.19			0.76


			NC_010450.4			119829980			intergenic_region			PPP3CA-EMCN			T			C			0.91			0.16			0.75


			NC_010450.4			119830849			intergenic_region			PPP3CA-EMCN			T			G			0.92			0.24			0.68


			NC_010450.4			119832905			intergenic_region			PPP3CA-EMCN			A			T			0.94			0.21			0.73


			NC_010450.4			119833303			intergenic_region			PPP3CA-EMCN			A			G			0.94			0.25			0.69


			NC_010450.4			119833349			intergenic_region			PPP3CA-EMCN			C			T			0.95			0.24			0.71


			NC_010450.4			119833475			intergenic_region			PPP3CA-EMCN			G			C			0.95			0.29			0.66


			NC_010450.4			119833479			intergenic_region			PPP3CA-EMCN			G			C			0.95			0.29			0.66


			NC_010450.4			119833533			intergenic_region			PPP3CA-EMCN			G			A			0.95			0.32			0.63


			NC_010450.4			119833962			intergenic_region			PPP3CA-EMCN			C			G			0.95			0.33			0.62


			NC_010450.4			119834342			intergenic_region			PPP3CA-EMCN			C			T			0.91			0.21			0.70


			NC_010450.4			119835210			intergenic_region			PPP3CA-EMCN			T			C			0.95			0.26			0.69


			NC_010450.4			119835659			intergenic_region			PPP3CA-EMCN			G			A			0.60			0.08			0.52


			NC_010450.4			119835706			intergenic_region			PPP3CA-EMCN			G			A			0.78			0.21			0.57


			NC_010450.4			119835850			intergenic_region			PPP3CA-EMCN			G			A			0.95			0.32			0.63


			NC_010450.4			119835933			intergenic_region			PPP3CA-EMCN			C			T			0.95			0.29			0.66


			NC_010450.4			119836036			intergenic_region			PPP3CA-EMCN			C			T			0.93			0.32			0.61


			NC_010450.4			119836061			intergenic_region			PPP3CA-EMCN			C			T			0.58			0.08			0.50


			NC_010450.4			119836143			intergenic_region			PPP3CA-EMCN			G			A			0.60			0.08			0.52


			NC_010450.4			119836336			intergenic_region			PPP3CA-EMCN			A			G			0.60			0.05			0.55


			NC_010450.4			119836393			intergenic_region			PPP3CA-EMCN			A			C			0.98			0.32			0.66


			NC_010450.4			119836497			intergenic_region			PPP3CA-EMCN			A			T			0.95			0.29			0.66


			NC_010450.4			119836540			intergenic_region			PPP3CA-EMCN			T			C			0.95			0.26			0.69


			NC_010450.4			119836543			intergenic_region			PPP3CA-EMCN			G			A			0.95			0.26			0.69


			NC_010450.4			119836957			intergenic_region			PPP3CA-EMCN			A			G			0.95			0.31			0.64


			NC_010450.4			119836985			intergenic_region			PPP3CA-EMCN			A			C			0.64			0.08			0.56


			NC_010450.4			119837064			intergenic_region			PPP3CA-EMCN			T			C			0.93			0.32			0.61


			NC_010450.4			119837282			intergenic_region			PPP3CA-EMCN			A			C			0.98			0.21			0.77


			NC_010450.4			119837376			intergenic_region			PPP3CA-EMCN			G			A			0.63			0.05			0.58


			NC_010450.4			119837410			intergenic_region			PPP3CA-EMCN			C			T			0.95			0.14			0.81


			NC_010450.4			119837496			intergenic_region			PPP3CA-EMCN			C			T			0.83			0.13			0.70


			NC_010450.4			119837550			intergenic_region			PPP3CA-EMCN			C			T			0.92			0.31			0.61


			NC_010450.4			119837579			intergenic_region			PPP3CA-EMCN			T			C			0.93			0.32			0.61


			NC_010450.4			119839169			intergenic_region			PPP3CA-EMCN			A			G			0.94			0.25			0.69


			NC_010450.4			119839267			intergenic_region			PPP3CA-EMCN			A			G			0.94			0.22			0.72


			NC_010450.4			119839298			intergenic_region			PPP3CA-EMCN			T			C			0.83			0.16			0.67


			NC_010450.4			119839623			intergenic_region			PPP3CA-EMCN			C			T			0.82			0.06			0.76


			NC_010450.4			119839626			intergenic_region			PPP3CA-EMCN			T			A			0.80			0.06			0.74


			NC_010450.4			119839982			intergenic_region			PPP3CA-EMCN			T			C			0.79			0.18			0.61


			NC_010450.4			119839998			intergenic_region			PPP3CA-EMCN			C			T			0.78			0.18			0.60


			NC_010450.4			119840007			intergenic_region			PPP3CA-EMCN			A			G			0.94			0.18			0.76


			NC_010450.4			119840013			intergenic_region			PPP3CA-EMCN			G			A			0.94			0.18			0.76


			NC_010450.4			119843304			intergenic_region			PPP3CA-EMCN			C			T			0.14			0.66			0.52


			NC_010450.4			119843305			intergenic_region			PPP3CA-EMCN			A			G			0.14			0.66			0.52


			NC_010450.4			119843344			intergenic_region			PPP3CA-EMCN			A			G			0.14			0.77			0.63


			NC_010450.4			119843417			intergenic_region			PPP3CA-EMCN			A			C			0.11			0.63			0.51


			NC_010450.4			119843555			intergenic_region			PPP3CA-EMCN			T			C			0.13			0.79			0.66


			NC_010450.4			119843571			intergenic_region			PPP3CA-EMCN			C			T			0.14			0.79			0.65


			NC_010450.4			119843684			intergenic_region			PPP3CA-EMCN			C			T			0.26			0.76			0.51


			NC_010450.4			119843846			intergenic_region			PPP3CA-EMCN			G			A			0.13			0.74			0.61


			NC_010450.4			119843878			intergenic_region			PPP3CA-EMCN			A			G			0.02			0.66			0.64


			NC_010450.4			119843886			intergenic_region			PPP3CA-EMCN			G			A			0.14			0.79			0.65


			NC_010450.4			119843973			intergenic_region			PPP3CA-EMCN			G			A			0.09			0.79			0.70


			NC_010450.4			119844126			intergenic_region			PPP3CA-EMCN			A			G			0.10			0.75			0.65


			NC_010450.4			119844202			intergenic_region			PPP3CA-EMCN			C			T			0.06			0.82			0.76


			NC_010450.4			119844224			intergenic_region			PPP3CA-EMCN			A			G			0.06			0.82			0.76


			NC_010450.4			119844231			intergenic_region			PPP3CA-EMCN			A			G			0.06			0.90			0.84


			NC_010450.4			119844247			intergenic_region			PPP3CA-EMCN			A			G			0.06			0.89			0.83


			NC_010450.4			119844297			intergenic_region			PPP3CA-EMCN			A			G			0.10			0.80			0.70


			NC_010450.4			119844376			intergenic_region			PPP3CA-EMCN			T			C			0.12			0.68			0.56


			NC_010450.4			119844397			intergenic_region			PPP3CA-EMCN			C			A			0.12			0.70			0.58


			NC_010450.4			119850838			intergenic_region			PPP3CA-EMCN			C			T			0.01			0.72			0.71


			NC_010450.4			119850941			intergenic_region			PPP3CA-EMCN			T			C			0.82			0.24			0.58


			NC_010450.4			119865936			intergenic_region			PPP3CA-EMCN			A			C			0.81			0.17			0.64


			NC_010450.4			119866111			intergenic_region			PPP3CA-EMCN			C			T			0.06			0.59			0.53


			NC_010450.4			119866120			intergenic_region			PPP3CA-EMCN			T			G			0.01			0.53			0.52


			NC_010450.4			119866245			intergenic_region			PPP3CA-EMCN			T			C			0.08			0.59			0.51


			NC_010450.4			119866373			intergenic_region			PPP3CA-EMCN			C			T			0.79			0.24			0.55


			NC_010450.4			119867723			intergenic_region			PPP3CA-EMCN			T			A			0.01			0.53			0.51


			NC_010450.4			119867831			intergenic_region			PPP3CA-EMCN			A			T			0.00			0.66


			NC_010450.4			119871101			intergenic_region			PPP3CA-EMCN			T			G			0.63			0.10			0.53


			NC_010450.4			119871493			intergenic_region			PPP3CA-EMCN			A			T			0.58			0.08			0.50


			NC_010450.4			119872014			intergenic_region			PPP3CA-EMCN			T			C			0.81			0.21			0.60


			NC_010450.4			119872078			intergenic_region			PPP3CA-EMCN			C			T			0.74			0.10			0.64


			NC_010450.4			119872079			intergenic_region			PPP3CA-EMCN			A			G			0.74			0.12			0.62


			NC_010450.4			119872463			intergenic_region			PPP3CA-EMCN			A			G			0.95			0.32			0.63


			NC_010450.4			119872493			intergenic_region			PPP3CA-EMCN			C			T			0.95			0.35			0.60


			NC_010450.4			119872588			intergenic_region			PPP3CA-EMCN			G			A			0.95			0.29			0.66


			NC_010450.4			119872888			intergenic_region			PPP3CA-EMCN			A			G			0.89			0.29			0.60


			NC_010450.4			119873755			intergenic_region			PPP3CA-EMCN			A			G			0.95			0.34			0.61


			NC_010450.4			119874612			intergenic_region			PPP3CA-EMCN			T			C			0.85			0.33			0.52


			NC_010450.4			119877177			intergenic_region			PPP3CA-EMCN			A			G			0.89			0.32			0.57


			NC_010450.4			119877455			intergenic_region			PPP3CA-EMCN			C			T			0.91			0.32			0.59


			NC_010450.4			119878180			intergenic_region			PPP3CA-EMCN			G			A			0.82			0.31			0.51


			NC_010450.4			119878528			intergenic_region			PPP3CA-EMCN			C			G			0.65			0.11			0.54


			NC_010450.4			119881432			intergenic_region			PPP3CA-EMCN			C			G			0.85			0.28			0.57


			NC_010450.4			119882561			intergenic_region			PPP3CA-EMCN			T			C			0.94			0.34			0.60


			NC_010450.4			119883574			intergenic_region			PPP3CA-EMCN			A			G			0.94			0.39			0.55


			NC_010450.4			119883780			intergenic_region			PPP3CA-EMCN			A			G			0.94			0.36			0.58


			NC_010450.4			119883814			intergenic_region			PPP3CA-EMCN			T			C			0.64			0.09			0.55


			NC_010450.4			119884220			intergenic_region			PPP3CA-EMCN			A			G			0.94			0.33			0.61


			NC_010450.4			119884450			intergenic_region			PPP3CA-EMCN			G			T			0.57			0.03			0.54


			NC_010450.4			119884946			intergenic_region			PPP3CA-EMCN			A			G			0.61			0.09			0.52


			NC_010450.4			119885368			intergenic_region			PPP3CA-EMCN			T			A			0.95			0.42			0.53


			NC_010450.4			119885399			intergenic_region			PPP3CA-EMCN			T			C			0.94			0.42			0.52


			NC_010450.4			119888006			intergenic_region			PPP3CA-EMCN			C			G			0.02			0.55			0.53


			NC_010450.4			119890798			intergenic_region			PPP3CA-EMCN			T			A			0.02			0.63			0.61


			NC_010450.4			119892089			intergenic_region			PPP3CA-EMCN			T			C			0.08			0.78			0.69


			NC_010450.4			119893003			intergenic_region			PPP3CA-EMCN			A			G			0.02			0.61			0.59


			NC_010450.4			119896469			intergenic_region			PPP3CA-EMCN			C			A			0.05			0.55			0.51


			NC_010450.4			119899936			intergenic_region			PPP3CA-EMCN			T			C			0.02			0.58			0.56


			NC_010450.4			119899968			intergenic_region			PPP3CA-EMCN			C			A			0.02			0.55			0.53


			NC_010450.4			119900958			intergenic_region			PPP3CA-EMCN			A			G			0.01			0.71			0.70


			NC_010450.4			119903170			intergenic_region			PPP3CA-EMCN			G			A			0.00			0.53


			NC_010450.4			119904472			intergenic_region			PPP3CA-EMCN			G			A			0.06			0.74			0.68


			NC_010450.4			119904474			intergenic_region			PPP3CA-EMCN			A			C			0.06			0.74			0.68


			NC_010450.4			119905472			intergenic_region			PPP3CA-EMCN			G			A			0.03			0.67			0.63


			NC_010450.4			119905966			intergenic_region			PPP3CA-EMCN			G			A			0.03			0.63			0.60


			NC_010450.4			119906401			intergenic_region			PPP3CA-EMCN			C			T			0.03			0.69			0.66


			NC_010450.4			119906448			intergenic_region			PPP3CA-EMCN			C			T			0.03			0.64			0.60


			NC_010450.4			119906597			intergenic_region			PPP3CA-EMCN			G			A			0.15			0.91			0.76


			NC_010450.4			119906970			intergenic_region			PPP3CA-EMCN			C			T			0.15			0.89			0.75


			NC_010450.4			119907065			intergenic_region			PPP3CA-EMCN			T			G			0.17			0.87			0.69


			NC_010450.4			119907217			intergenic_region			PPP3CA-EMCN			T			C			0.16			0.84			0.68


			NC_010450.4			119907420			intergenic_region			PPP3CA-EMCN			G			A			0.02			0.64			0.62


			NC_010450.4			119907649			intergenic_region			PPP3CA-EMCN			A			G			0.14			0.85			0.72


			NC_010450.4			119907844			intergenic_region			PPP3CA-EMCN			T			C			0.37			0.97			0.60


			NC_010450.4			119907861			intergenic_region			PPP3CA-EMCN			A			C			0.37			0.97			0.60


			NC_010450.4			119907963			intergenic_region			PPP3CA-EMCN			T			C			0.13			0.89			0.76


			NC_010450.4			119908166			intergenic_region			PPP3CA-EMCN			T			C			0.02			0.63			0.61


			NC_010450.4			119908167			intergenic_region			PPP3CA-EMCN			T			C			0.02			0.63			0.61


			NC_010450.4			119908217			intergenic_region			PPP3CA-EMCN			A			G			0.03			0.68			0.65


			NC_010450.4			119908220			intergenic_region			PPP3CA-EMCN			C			A			0.03			0.68			0.65


			NC_010450.4			119908379			intergenic_region			PPP3CA-EMCN			G			A			0.03			0.67			0.63


			NC_010450.4			119908448			intergenic_region			PPP3CA-EMCN			G			T			0.05			0.63			0.59


			NC_010450.4			119908454			intergenic_region			PPP3CA-EMCN			C			T			0.05			0.63			0.59


			NC_010450.4			119908578			intergenic_region			PPP3CA-EMCN			C			T			0.03			0.68			0.65


			NC_010450.4			119908611			intergenic_region			PPP3CA-EMCN			A			C			0.62			0.08			0.54


			NC_010450.4			119908723			intergenic_region			PPP3CA-EMCN			C			G			0.03			0.63			0.60


			NC_010450.4			119908842			intergenic_region			PPP3CA-EMCN			G			A			0.03			0.63			0.60


			NC_010450.4			119908869			intergenic_region			PPP3CA-EMCN			C			T			0.02			0.66			0.64


			NC_010450.4			119909089			intergenic_region			PPP3CA-EMCN			G			A			0.03			0.63			0.60


			NC_010450.4			119909201			intergenic_region			PPP3CA-EMCN			T			C			0.25			0.79			0.54


			NC_010450.4			119909248			intergenic_region			PPP3CA-EMCN			G			A			0.01			0.74			0.73


			NC_010450.4			119909665			intergenic_region			PPP3CA-EMCN			A			G			0.05			0.64			0.59


			NC_010450.4			119909717			intergenic_region			PPP3CA-EMCN			T			A			0.05			0.71			0.67


			NC_010450.4			119909790			intergenic_region			PPP3CA-EMCN			G			T			0.03			0.68			0.65


			NC_010450.4			119909824			intergenic_region			PPP3CA-EMCN			T			A			0.02			0.68			0.66


			NC_010450.4			119910331			intergenic_region			PPP3CA-EMCN			T			G			0.13			0.89			0.77


			NC_010450.4			119910343			intergenic_region			PPP3CA-EMCN			G			A			0.13			0.88			0.76


			NC_010450.4			119910417			intergenic_region			PPP3CA-EMCN			T			G			0.14			0.89			0.75


			NC_010450.4			119910525			intergenic_region			PPP3CA-EMCN			T			C			0.08			0.89			0.81


			NC_010450.4			119910561			intergenic_region			PPP3CA-EMCN			C			T			0.09			0.89			0.80


			NC_010450.4			119910788			intergenic_region			PPP3CA-EMCN			C			T			0.15			0.82			0.67


			NC_010450.4			119912093			intergenic_region			PPP3CA-EMCN			C			A			0.22			0.74			0.52


			NC_010450.4			119912271			intergenic_region			PPP3CA-EMCN			T			C			0.23			0.74			0.50


			NC_010450.4			119912337			intergenic_region			PPP3CA-EMCN			G			A			0.26			0.79			0.53


			NC_010450.4			119912435			intergenic_region			PPP3CA-EMCN			G			C			0.24			0.79			0.55


			NC_010450.4			119912543			intergenic_region			PPP3CA-EMCN			G			T			0.20			0.79			0.58


			NC_010450.4			119912910			intergenic_region			PPP3CA-EMCN			T			C			0.29			0.97			0.68


			NC_010450.4			119913081			intergenic_region			PPP3CA-EMCN			G			A			0.03			0.66			0.62


			NC_010450.4			119913350			intergenic_region			PPP3CA-EMCN			C			G			0.23			0.97			0.74


			NC_010450.4			119913367			intergenic_region			PPP3CA-EMCN			G			A			0.26			0.97			0.72


			NC_010450.4			119913524			intergenic_region			PPP3CA-EMCN			C			T			0.02			0.66			0.64


			NC_010450.4			119913975			intergenic_region			PPP3CA-EMCN			G			A			0.03			0.68			0.65


			NC_010450.4			119914067			intergenic_region			PPP3CA-EMCN			A			G			0.03			0.66			0.62


			NC_010450.4			119914078			intergenic_region			PPP3CA-EMCN			G			A			0.03			0.66			0.62


			NC_010450.4			119914944			intergenic_region			PPP3CA-EMCN			C			T			0.03			0.58			0.54


			NC_010450.4			119914982			intergenic_region			PPP3CA-EMCN			C			T			0.03			0.56			0.52


			NC_010450.4			119915244			intergenic_region			PPP3CA-EMCN			C			T			0.02			0.76			0.74


			NC_010450.4			119915286			intergenic_region			PPP3CA-EMCN			A			C			0.07			0.95			0.88


			NC_010450.4			119915287			intergenic_region			PPP3CA-EMCN			A			T			0.07			0.95			0.88


			NC_010450.4			119915329			intergenic_region			PPP3CA-EMCN			T			C			0.09			0.76			0.67


			NC_010450.4			119915570			intergenic_region			PPP3CA-EMCN			G			C			0.03			0.74			0.70


			NC_010450.4			119915931			intergenic_region			PPP3CA-EMCN			C			T			0.03			0.74			0.70


			NC_010450.4			119916605			intergenic_region			PPP3CA-EMCN			C			T			0.05			0.76			0.72


			NC_010450.4			119917273			intergenic_region			PPP3CA-EMCN			A			C			0.13			0.79			0.66


			NC_010450.4			119918137			intergenic_region			PPP3CA-EMCN			A			G			0.13			0.68			0.56


			NC_010450.4			119918253			intergenic_region			PPP3CA-EMCN			C			T			0.02			0.53			0.50


			NC_010450.4			119918547			intergenic_region			PPP3CA-EMCN			C			T			0.10			0.72			0.62


			NC_010450.4			119919031			intergenic_region			PPP3CA-EMCN			C			A			0.13			0.66			0.52


			NC_010450.4			119919100			intergenic_region			PPP3CA-EMCN			A			G			0.10			0.67			0.56


			NC_010450.4			119919609			intergenic_region			PPP3CA-EMCN			A			C			0.03			0.60			0.57


			NC_010450.4			119919632			intergenic_region			PPP3CA-EMCN			G			A			0.01			0.66			0.64


			NC_010450.4			119919651			intergenic_region			PPP3CA-EMCN			C			T			0.04			0.66			0.62


			NC_010450.4			119920935			intergenic_region			PPP3CA-EMCN			G			A			0.02			0.53			0.51


			NC_010450.4			119920953			intergenic_region			PPP3CA-EMCN			T			G			0.03			0.56			0.52


			NC_010450.4			119922781			intergenic_region			PPP3CA-EMCN			G			A			0.02			0.70			0.68


			NC_010450.4			119922798			intergenic_region			PPP3CA-EMCN			C			T			0.08			0.75			0.67


			NC_010450.4			119922853			intergenic_region			PPP3CA-EMCN			T			G			0.09			0.59			0.50


			NC_010450.4			119923101			intergenic_region			PPP3CA-EMCN			C			T			0.02			0.63			0.61


			NC_010450.4			119923125			intergenic_region			PPP3CA-EMCN			T			C			0.05			0.67			0.62


			NC_010450.4			119923138			intergenic_region			PPP3CA-EMCN			G			A			0.02			0.61			0.59


			NC_010450.4			119923214			intergenic_region			PPP3CA-EMCN			C			T			0.02			0.62			0.59


			NC_010450.4			119923224			intergenic_region			PPP3CA-EMCN			C			G			0.02			0.65			0.62


			NC_010450.4			119923489			intergenic_region			PPP3CA-EMCN			T			G			0.03			0.65			0.61


			NC_010450.4			119924003			intergenic_region			PPP3CA-EMCN			C			T			0.02			0.53			0.51


			NC_010450.4			119927866			intergenic_region			PPP3CA-EMCN			T			C			0.02			0.55			0.53


			NC_010450.4			119929177			intergenic_region			PPP3CA-EMCN			G			A			0.06			0.60			0.54


			NC_010450.4			119929338			intergenic_region			PPP3CA-EMCN			G			C			0.02			0.53			0.50


			NC_010450.4			119930661			intergenic_region			PPP3CA-EMCN			C			T			0.04			0.64			0.60


			NC_010450.4			119930996			intergenic_region			PPP3CA-EMCN			A			G			0.67			0.17			0.50


			NC_010450.4			119931503			intergenic_region			PPP3CA-EMCN			G			A			0.02			0.66			0.63


			NC_010450.4			119931833			intergenic_region			PPP3CA-EMCN			G			A			0.01			0.64			0.63


			NC_010450.4			119931897			intergenic_region			PPP3CA-EMCN			C			A			0.02			0.68			0.66


			NC_010450.4			119932596			intergenic_region			PPP3CA-EMCN			C			T			0.21			0.97			0.76


			NC_010450.4			119932859			intergenic_region			PPP3CA-EMCN			T			C			0.26			0.78			0.52


			NC_010450.4			119933402			intergenic_region			PPP3CA-EMCN			C			T			0.39			0.95			0.56


			NC_010450.4			119935129			intergenic_region			PPP3CA-EMCN			G			A			0.03			0.58			0.55


			NC_010450.4			119937285			intergenic_region			PPP3CA-EMCN			G			T			0.03			0.55			0.52


			NC_010450.4			119941696			intergenic_region			PPP3CA-EMCN			T			C			0.02			0.66			0.63


			NC_010450.4			119944312			intergenic_region			PPP3CA-EMCN			A			G			0.02			0.53			0.51


			NC_010450.4			119945318			intergenic_region			PPP3CA-EMCN			T			C			0.94			0.41			0.53


			NC_010450.4			119945352			intergenic_region			PPP3CA-EMCN			C			T			0.91			0.31			0.60


			NC_010450.4			119945476			intergenic_region			PPP3CA-EMCN			G			A			0.95			0.31			0.64


			NC_010450.4			119946505			intergenic_region			PPP3CA-EMCN			C			T			0.95			0.45			0.50


			NC_010450.4			119947092			intergenic_region			PPP3CA-EMCN			T			C			0.97			0.47			0.50


			NC_010450.4			119947432			intergenic_region			PPP3CA-EMCN			T			C			0.97			0.42			0.55


			NC_010450.4			119948390			intergenic_region			PPP3CA-EMCN			C			T			0.95			0.44			0.51


			NC_010450.4			81732912			intergenic_region			EDNRA-TTC29			C			A			1.00			0.00


			NC_010450.4			119960999			intergenic_region			PPP3CA-EMCN			C			T			0.12			0.64			0.52


			NC_010450.4			119964340			intergenic_region			PPP3CA-EMCN			C			T			0.04			0.63			0.60


			NC_010450.4			81740853			intergenic_region			EDNRA-TTC29			T			C			0.89			0.00


			NC_010450.4			119965029			intergenic_region			PPP3CA-EMCN			G			A			0.16			0.68			0.53


			NC_010450.4			119965031			intergenic_region			PPP3CA-EMCN			A			G			0.16			0.68			0.53


			NC_010450.4			119965033			intergenic_region			PPP3CA-EMCN			C			A			0.07			0.66			0.59


			NC_010450.4			119965327			intergenic_region			PPP3CA-EMCN			G			A			0.16			0.68			0.52


			NC_010450.4			119971472			intergenic_region			PPP3CA-EMCN			A			G			0.88			0.28			0.60


			NC_010450.4			119974583			intergenic_region			PPP3CA-EMCN			G			C			0.97			0.47			0.50


			NC_010450.4			119975888			intergenic_region			PPP3CA-EMCN			T			C			0.80			0.22			0.58


			NC_010450.4			119975972			intergenic_region			PPP3CA-EMCN			A			G			0.64			0.14			0.50


			NC_010450.4			119975976			intergenic_region			PPP3CA-EMCN			C			T			0.64			0.14			0.50


			NC_010450.4			119976198			intergenic_region			PPP3CA-EMCN			A			G			0.75			0.24			0.51


			NC_010450.4			119993779			intergenic_region			PPP3CA-EMCN			G			C			0.13			0.66			0.53


			NC_010450.4			120006411			intergenic_region			PPP3CA-EMCN			T			G			0.99			0.47			0.52


			NC_010450.4			120010221			intergenic_region			PPP3CA-EMCN			A			T			0.97			0.42			0.55


			NC_010450.4			120010994			intergenic_region			PPP3CA-EMCN			C			T			0.01			0.53			0.51


			NC_010450.4			120014091			intergenic_region			PPP3CA-EMCN			C			A			0.00			0.50


			NC_010450.4			120015522			intergenic_region			PPP3CA-EMCN			G			A			0.97			0.45			0.52


			NC_010450.4			120016072			intergenic_region			PPP3CA-EMCN			A			G			0.98			0.39			0.59


			NC_010450.4			120024600			intergenic_region			PPP3CA-EMCN			G			T			0.93			0.27			0.66


			NC_010450.4			120024644			intergenic_region			PPP3CA-EMCN			T			C			0.94			0.25			0.69


			NC_010450.4			120024647			intergenic_region			PPP3CA-EMCN			A			G			0.94			0.25			0.69


			NC_010450.4			120024680			intergenic_region			PPP3CA-EMCN			A			G			0.92			0.25			0.67


			NC_010450.4			120025375			intergenic_region			PPP3CA-EMCN			A			G			0.90			0.24			0.66


			NC_010450.4			120025464			intergenic_region			PPP3CA-EMCN			T			C			0.88			0.26			0.62


			NC_010450.4			120026719			intergenic_region			PPP3CA-EMCN			C			T			0.86			0.29			0.57


			NC_010450.4			120027316			intergenic_region			PPP3CA-EMCN			A			G			0.92			0.32			0.60


			NC_010450.4			120028312			intergenic_region			PPP3CA-EMCN			C			T			0.49			1.00			0.51


			NC_010450.4			120028485			intergenic_region			PPP3CA-EMCN			T			C			0.20			0.71			0.51


			NC_010450.4			120029690			intergenic_region			PPP3CA-EMCN			T			C			0.43			0.94			0.50


			NC_010450.4			81741463			intergenic_region			EDNRA-TTC29			A			C			0.84			0.00


			NC_010450.4			120033431			intergenic_region			PPP3CA-EMCN			A			G			0.14			0.79			0.65


			NC_010450.4			120034234			intergenic_region			PPP3CA-EMCN			T			G			0.03			0.71			0.68


			NC_010450.4			120035093			intergenic_region			PPP3CA-EMCN			G			T			0.17			0.74			0.56


			NC_010450.4			120035130			intergenic_region			PPP3CA-EMCN			G			A			0.15			0.74			0.58


			NC_010450.4			120035314			intergenic_region			PPP3CA-EMCN			G			T			0.06			0.74			0.68


			NC_010450.4			120035407			intergenic_region			PPP3CA-EMCN			C			A			0.22			0.76			0.55


			NC_010450.4			120036266			intergenic_region			PPP3CA-EMCN			T			C			0.02			0.71			0.69


			NC_010450.4			120036609			intergenic_region			PPP3CA-EMCN			C			T			0.94			0.26			0.68


			NC_010450.4			120036828			intergenic_region			PPP3CA-EMCN			A			G			0.94			0.29			0.65


			NC_010450.4			120037413			intergenic_region			PPP3CA-EMCN			T			C			0.38			0.97			0.58


			NC_010450.4			120037447			intergenic_region			PPP3CA-EMCN			G			A			0.06			0.69			0.63


			NC_010450.4			120037481			intergenic_region			PPP3CA-EMCN			A			C			0.37			0.96			0.60


			NC_010450.4			120038220			intergenic_region			PPP3CA-EMCN			C			T			0.05			0.61			0.56


			NC_010450.4			120038995			intergenic_region			PPP3CA-EMCN			A			G			0.45			0.97			0.52


			NC_010450.4			120039159			intergenic_region			PPP3CA-EMCN			A			G			0.43			0.97			0.54


			NC_010450.4			120039279			intergenic_region			PPP3CA-EMCN			T			C			0.44			0.97			0.53


			NC_010450.4			120039606			intergenic_region			PPP3CA-EMCN			T			C			0.45			0.97			0.52


			NC_010450.4			120042361			intergenic_region			PPP3CA-EMCN			T			C			0.32			0.97			0.66


			NC_010450.4			120042535			intergenic_region			PPP3CA-EMCN			G			C			0.24			0.97			0.73


			NC_010450.4			120043071			intergenic_region			PPP3CA-EMCN			A			G			0.14			0.92			0.78


			NC_010450.4			120043835			intergenic_region			PPP3CA-EMCN			C			T			0.03			0.55			0.52


			NC_010450.4			120044324			intergenic_region			PPP3CA-EMCN			G			A			0.23			0.80			0.57


			NC_010450.4			120044349			intergenic_region			PPP3CA-EMCN			C			T			0.25			0.85			0.60


			NC_010450.4			120044361			intergenic_region			PPP3CA-EMCN			T			C			0.24			0.83			0.59


			NC_010450.4			120044662			intergenic_region			PPP3CA-EMCN			C			A			0.26			0.81			0.55


			NC_010450.4			120044672			intergenic_region			PPP3CA-EMCN			C			T			0.24			0.81			0.58


			NC_010450.4			120047176			intergenic_region			PPP3CA-EMCN			T			C			0.02			0.53			0.50


			NC_010450.4			120047216			intergenic_region			PPP3CA-EMCN			A			G			0.47			0.97			0.51


			NC_010450.4			120049176			intergenic_region			PPP3CA-EMCN			G			T			0.19			0.97			0.79


			NC_010450.4			120049498			intergenic_region			PPP3CA-EMCN			A			G			0.14			0.79			0.65


			NC_010450.4			120049516			intergenic_region			PPP3CA-EMCN			A			T			0.09			0.76			0.67


			NC_010450.4			120051712			intergenic_region			PPP3CA-EMCN			T			C			0.02			0.53			0.50


			NC_010450.4			120053826			intergenic_region			PPP3CA-EMCN			T			C			0.41			0.97			0.56


			NC_010450.4			120058055			intergenic_region			PPP3CA-EMCN			A			G			0.01			0.55			0.54


			NC_010450.4			120058071			intergenic_region			PPP3CA-EMCN			G			A			0.01			0.58			0.57


			NC_010450.4			120058320			intergenic_region			PPP3CA-EMCN			T			A			0.05			0.68			0.64


			NC_010450.4			120058516			intergenic_region			PPP3CA-EMCN			G			A			0.72			0.05			0.67


			NC_010450.4			120064614			intergenic_region			PPP3CA-EMCN			G			T			0.56			0.05			0.51


			NC_010450.4			120066454			intergenic_region			PPP3CA-EMCN			A			G			0.97			0.39			0.58


			NC_010450.4			120066473			intergenic_region			PPP3CA-EMCN			G			A			0.97			0.39			0.58


			NC_010450.4			120068129			intergenic_region			PPP3CA-EMCN			G			A			0.28			0.79			0.51


			NC_010450.4			120069111			intergenic_region			PPP3CA-EMCN			C			G			0.65			0.08			0.57


			NC_010450.4			120069373			intergenic_region			PPP3CA-EMCN			G			A			0.68			0.05			0.63


			NC_010450.4			120069395			intergenic_region			PPP3CA-EMCN			T			C			0.65			0.05			0.60


			NC_010450.4			120069413			intergenic_region			PPP3CA-EMCN			A			C			0.65			0.05			0.60


			NC_010450.4			120069485			intergenic_region			PPP3CA-EMCN			A			G			0.63			0.06			0.57


			NC_010450.4			120069493			intergenic_region			PPP3CA-EMCN			T			C			0.63			0.05			0.58


			NC_010450.4			120069553			intergenic_region			PPP3CA-EMCN			T			C			0.78			0.05			0.73


			NC_010450.4			120071330			intergenic_region			PPP3CA-EMCN			A			G			0.60			0.08			0.52


			NC_010450.4			120071332			intergenic_region			PPP3CA-EMCN			A			T			0.60			0.08			0.52


			NC_010450.4			120071613			intergenic_region			PPP3CA-EMCN			G			T			0.03			0.61			0.58


			NC_010450.4			120071857			intergenic_region			PPP3CA-EMCN			C			A			0.03			0.58			0.54


			NC_010450.4			120071875			intergenic_region			PPP3CA-EMCN			C			T			0.03			0.58			0.54


			NC_010450.4			120071885			intergenic_region			PPP3CA-EMCN			A			G			0.04			0.58			0.55


			NC_010450.4			120071890			intergenic_region			PPP3CA-EMCN			C			T			0.69			0.08			0.61


			NC_010450.4			120072258			intergenic_region			PPP3CA-EMCN			C			T			0.05			0.58			0.53


			NC_010450.4			120072530			intergenic_region			PPP3CA-EMCN			A			G			0.76			0.11			0.65


			NC_010450.4			120072696			intergenic_region			PPP3CA-EMCN			A			G			0.80			0.11			0.69


			NC_010450.4			120072758			intergenic_region			PPP3CA-EMCN			A			G			0.80			0.11			0.69


			NC_010450.4			120072801			intergenic_region			PPP3CA-EMCN			G			A			0.02			0.58			0.56


			NC_010450.4			120072829			intergenic_region			PPP3CA-EMCN			T			C			0.03			0.58			0.54


			NC_010450.4			120073155			intergenic_region			PPP3CA-EMCN			T			C			0.07			0.89			0.82


			NC_010450.4			120073228			intergenic_region			PPP3CA-EMCN			C			T			0.07			0.89			0.82


			NC_010450.4			120073297			intergenic_region			PPP3CA-EMCN			T			A			0.02			0.63			0.61


			NC_010450.4			120073382			intergenic_region			PPP3CA-EMCN			T			C			0.05			0.84			0.80


			NC_010450.4			120073383			intergenic_region			PPP3CA-EMCN			A			C			0.05			0.84			0.80


			NC_010450.4			120073595			intergenic_region			PPP3CA-EMCN			T			C			0.08			0.83			0.75


			NC_010450.4			120073613			intergenic_region			PPP3CA-EMCN			G			T			0.02			0.53			0.50


			NC_010450.4			120073616			intergenic_region			PPP3CA-EMCN			C			T			0.02			0.56			0.54


			NC_010450.4			120073699			intergenic_region			PPP3CA-EMCN			G			T			0.02			0.53			0.50


			NC_010450.4			120073775			intergenic_region			PPP3CA-EMCN			A			C			0.09			0.85			0.76


			NC_010450.4			120073792			intergenic_region			PPP3CA-EMCN			A			G			0.09			0.88			0.79


			NC_010450.4			120073802			intergenic_region			PPP3CA-EMCN			A			G			0.09			0.88			0.79


			NC_010450.4			120073804			intergenic_region			PPP3CA-EMCN			T			G			0.09			0.94			0.85


			NC_010450.4			120073969			intergenic_region			PPP3CA-EMCN			T			C			0.05			0.92			0.87


			NC_010450.4			120074006			intergenic_region			PPP3CA-EMCN			C			T			0.07			0.92			0.85


			NC_010450.4			120074025			intergenic_region			PPP3CA-EMCN			G			C			0.07			0.92			0.85


			NC_010450.4			120074073			intergenic_region			PPP3CA-EMCN			G			A			0.06			0.89			0.83


			NC_010450.4			120074163			intergenic_region			PPP3CA-EMCN			T			C			0.03			0.88			0.86


			NC_010450.4			120074453			intergenic_region			PPP3CA-EMCN			T			G			0.02			0.58			0.56


			NC_010450.4			120074455			intergenic_region			PPP3CA-EMCN			T			C			0.02			0.58			0.56


			NC_010450.4			120074499			intergenic_region			PPP3CA-EMCN			C			T			0.10			0.64			0.54


			NC_010450.4			120074653			intergenic_region			PPP3CA-EMCN			A			G			0.02			0.56			0.53


			NC_010450.4			120074706			intergenic_region			PPP3CA-EMCN			A			G			0.53			0.03			0.50


			NC_010450.4			120076818			intergenic_region			PPP3CA-EMCN			G			A			0.01			0.58			0.57


			NC_010450.4			120077078			intergenic_region			PPP3CA-EMCN			T			A			0.03			0.61			0.57


			NC_010450.4			120078372			intergenic_region			PPP3CA-EMCN			T			G			0.40			0.95			0.55


			NC_010450.4			120078384			intergenic_region			PPP3CA-EMCN			A			G			0.03			0.55			0.52


			NC_010450.4			120078995			intergenic_region			PPP3CA-EMCN			T			A			0.01			0.58			0.57


			NC_010450.4			120079406			intergenic_region			PPP3CA-EMCN			C			A			0.02			0.53			0.50


			NC_010450.4			120079982			intergenic_region			PPP3CA-EMCN			G			T			0.17			0.68			0.51


			NC_010450.4			120080191			intergenic_region			PPP3CA-EMCN			G			A			0.09			0.76			0.67


			NC_010450.4			120080200			intergenic_region			PPP3CA-EMCN			T			C			0.27			0.83			0.57


			NC_010450.4			120080237			intergenic_region			PPP3CA-EMCN			C			A			0.02			0.53			0.50


			NC_010450.4			120084738			intergenic_region			PPP3CA-EMCN			C			T			0.02			0.71			0.69


			NC_010450.4			120084757			intergenic_region			PPP3CA-EMCN			T			C			0.93			0.29			0.64


			NC_010450.4			120084883			intergenic_region			PPP3CA-EMCN			C			T			0.07			0.68			0.61


			NC_010450.4			120085192			intergenic_region			PPP3CA-EMCN			A			G			0.08			0.74			0.66


			NC_010450.4			120085404			intergenic_region			PPP3CA-EMCN			A			T			0.13			0.71			0.59


			NC_010450.4			120085655			intergenic_region			PPP3CA-EMCN			T			C			0.16			0.89			0.73


			NC_010450.4			120085707			intergenic_region			PPP3CA-EMCN			A			G			0.13			0.74			0.61


			NC_010450.4			120085906			intergenic_region			PPP3CA-EMCN			T			C			0.95			0.29			0.66


			NC_010450.4			120086100			intergenic_region			PPP3CA-EMCN			T			C			0.94			0.24			0.70


			NC_010450.4			120086205			intergenic_region			PPP3CA-EMCN			T			C			0.03			0.71			0.68


			NC_010450.4			120086586			intergenic_region			PPP3CA-EMCN			A			T			0.95			0.25			0.70


			NC_010450.4			120087123			intergenic_region			PPP3CA-EMCN			A			G			0.19			0.89			0.70


			NC_010450.4			120087495			intergenic_region			PPP3CA-EMCN			C			T			0.05			0.68			0.64


			NC_010450.4			120087785			intergenic_region			PPP3CA-EMCN			T			G			0.86			0.29			0.57


			NC_010450.4			120089359			intergenic_region			PPP3CA-EMCN			G			A			0.05			0.66			0.61


			NC_010450.4			120089410			intergenic_region			PPP3CA-EMCN			T			C			0.16			0.92			0.76


			NC_010450.4			120089572			intergenic_region			PPP3CA-EMCN			A			G			0.14			0.91			0.76


			NC_010450.4			120089662			intergenic_region			PPP3CA-EMCN			T			C			0.93			0.18			0.75


			NC_010450.4			120090049			intergenic_region			PPP3CA-EMCN			A			C			0.05			0.72			0.68


			NC_010450.4			120090771			intergenic_region			PPP3CA-EMCN			C			T			0.24			0.79			0.55


			NC_010450.4			120091453			intergenic_region			PPP3CA-EMCN			A			G			0.94			0.18			0.76


			NC_010450.4			120091531			intergenic_region			PPP3CA-EMCN			C			T			0.94			0.21			0.73


			NC_010450.4			120091545			intergenic_region			PPP3CA-EMCN			A			T			0.94			0.21			0.73


			NC_010450.4			120091806			intergenic_region			PPP3CA-EMCN			A			G			0.81			0.08			0.73


			NC_010450.4			120092326			intergenic_region			PPP3CA-EMCN			G			T			0.94			0.19			0.75


			NC_010450.4			120092767			intergenic_region			PPP3CA-EMCN			T			C			0.67			0.13			0.54


			NC_010450.4			120092772			intergenic_region			PPP3CA-EMCN			A			T			0.58			0.03			0.55


			NC_010450.4			120093397			intergenic_region			PPP3CA-EMCN			G			T			0.94			0.21			0.73


			NC_010450.4			120093667			intergenic_region			PPP3CA-EMCN			A			G			0.95			0.19			0.76


			NC_010450.4			120093673			intergenic_region			PPP3CA-EMCN			G			A			0.89			0.18			0.71


			NC_010450.4			120093723			intergenic_region			PPP3CA-EMCN			G			A			0.96			0.21			0.75


			NC_010450.4			120094083			intergenic_region			PPP3CA-EMCN			T			C			0.66			0.11			0.55


			NC_010450.4			120094227			intergenic_region			PPP3CA-EMCN			T			C			0.92			0.20			0.72


			NC_010450.4			120094290			intergenic_region			PPP3CA-EMCN			G			A			0.91			0.14			0.77


			NC_010450.4			81741983			intergenic_region			EDNRA-TTC29			T			C			0.64			0.00


			NC_010450.4			120094670			intergenic_region			PPP3CA-EMCN			A			G			0.61			0.03			0.58


			NC_010450.4			120094716			intergenic_region			PPP3CA-EMCN			C			T			0.91			0.14			0.77


			NC_010450.4			120094809			intergenic_region			PPP3CA-EMCN			G			A			0.69			0.11			0.58


			NC_010450.4			120095035			intergenic_region			PPP3CA-EMCN			G			C			0.96			0.16			0.80


			NC_010450.4			120095093			intergenic_region			PPP3CA-EMCN			G			A			0.95			0.16			0.79


			NC_010450.4			120095115			intergenic_region			PPP3CA-EMCN			G			A			0.87			0.11			0.76


			NC_010450.4			120095444			intergenic_region			PPP3CA-EMCN			A			G			0.93			0.21			0.72


			NC_010450.4			120095492			intergenic_region			PPP3CA-EMCN			A			C			0.93			0.18			0.75


			NC_010450.4			120095503			intergenic_region			PPP3CA-EMCN			G			A			0.93			0.19			0.74


			NC_010450.4			120097052			intergenic_region			PPP3CA-EMCN			A			G			0.95			0.21			0.74


			NC_010450.4			120097058			intergenic_region			PPP3CA-EMCN			G			A			0.95			0.21			0.74


			NC_010450.4			120097209			intergenic_region			PPP3CA-EMCN			A			G			0.94			0.18			0.76


			NC_010450.4			120097527			intergenic_region			PPP3CA-EMCN			A			C			0.93			0.18			0.75


			NC_010450.4			120098073			intergenic_region			PPP3CA-EMCN			A			G			0.85			0.14			0.71


			NC_010450.4			120098168			intergenic_region			PPP3CA-EMCN			G			C			0.72			0.13			0.59


			NC_010450.4			120098183			intergenic_region			PPP3CA-EMCN			C			T			0.70			0.11			0.59


			NC_010450.4			120098304			intergenic_region			PPP3CA-EMCN			A			G			0.78			0.11			0.67


			NC_010450.4			120098675			intergenic_region			PPP3CA-EMCN			A			G			0.94			0.13			0.81


			NC_010450.4			120098715			intergenic_region			PPP3CA-EMCN			T			A			0.71			0.03			0.68


			NC_010450.4			120098737			intergenic_region			PPP3CA-EMCN			A			T			0.71			0.03			0.68


			NC_010450.4			120098820			intergenic_region			PPP3CA-EMCN			A			G			0.91			0.11			0.80


			NC_010450.4			120099434			intergenic_region			PPP3CA-EMCN			A			T			0.77			0.16			0.61


			NC_010450.4			81744704			intergenic_region			EDNRA-TTC29			T			C			0.74			0.00


			NC_010450.4			120113132			intergenic_region			PPP3CA-EMCN			C			T			0.65			0.05			0.60


			NC_010450.4			120116694			intergenic_region			PPP3CA-EMCN			C			T			0.01			0.57			0.56


			NC_010450.4			120117672			intergenic_region			PPP3CA-EMCN			T			G			0.57			0.05			0.52


			NC_010450.4			119435814			intron_variant			PPP3CA			A			G			0.52			0.00


			NC_010450.4			119463899			intron_variant			PPP3CA			C			T			0.53			0.00


			NC_010450.4			119472198			intron_variant			PPP3CA			T			C			0.52			0.00


			NC_010450.4			119472691			intron_variant			PPP3CA			T			C			0.51			0.00


			NC_010450.4			120119923			intergenic_region			PPP3CA-EMCN			A			G			0.59			0.05			0.54


			NC_010450.4			120120043			intergenic_region			PPP3CA-EMCN			A			T			0.64			0.06			0.58


			NC_010450.4			120120469			intergenic_region			PPP3CA-EMCN			T			G			0.98			0.47			0.51


			NC_010450.4			120121352			intergenic_region			PPP3CA-EMCN			T			A			0.92			0.20			0.72


			NC_010450.4			120121376			intergenic_region			PPP3CA-EMCN			T			A			0.95			0.44			0.51


			NC_010450.4			120125293			intergenic_region			PPP3CA-EMCN			A			T			0.65			0.05			0.60


			NC_010450.4			120125352			intergenic_region			PPP3CA-EMCN			G			A			0.67			0.06			0.61


			NC_010450.4			120125372			intergenic_region			PPP3CA-EMCN			G			T			0.64			0.05			0.59


			NC_010450.4			120125457			intergenic_region			PPP3CA-EMCN			C			A			0.63			0.05			0.58


			NC_010450.4			120125588			intergenic_region			PPP3CA-EMCN			T			C			0.67			0.05			0.62


			NC_010450.4			120125715			intergenic_region			PPP3CA-EMCN			C			T			0.66			0.05			0.61


			NC_010450.4			120125729			intergenic_region			PPP3CA-EMCN			T			C			0.66			0.05			0.61


			NC_010450.4			120125766			intergenic_region			PPP3CA-EMCN			T			C			0.63			0.05			0.58


			NC_010450.4			120125796			intergenic_region			PPP3CA-EMCN			C			T			0.63			0.05			0.58


			NC_010450.4			120125857			intergenic_region			PPP3CA-EMCN			G			A			0.68			0.05			0.63


			NC_010450.4			120125881			intergenic_region			PPP3CA-EMCN			T			C			0.68			0.06			0.62


			NC_010450.4			120126001			intergenic_region			PPP3CA-EMCN			A			G			0.65			0.05			0.60


			NC_010450.4			120126040			intergenic_region			PPP3CA-EMCN			C			T			0.66			0.05			0.61


			NC_010450.4			120127495			intergenic_region			PPP3CA-EMCN			C			T			0.94			0.19			0.75


			NC_010450.4			120127856			intergenic_region			PPP3CA-EMCN			G			A			0.95			0.21			0.74


			NC_010450.4			120128203			intergenic_region			PPP3CA-EMCN			T			G			0.93			0.18			0.75


			NC_010450.4			120128254			intergenic_region			PPP3CA-EMCN			A			G			0.06			0.76			0.71


			NC_010450.4			120129669			intergenic_region			PPP3CA-EMCN			C			A			0.95			0.18			0.77


			NC_010450.4			120129772			intergenic_region			PPP3CA-EMCN			A			G			0.94			0.24			0.70


			NC_010450.4			120129948			intergenic_region			PPP3CA-EMCN			T			C			0.95			0.18			0.77


			NC_010450.4			120130651			intergenic_region			PPP3CA-EMCN			G			A			0.64			0.08			0.56


			NC_010450.4			120130664			intergenic_region			PPP3CA-EMCN			T			G			0.62			0.08			0.54


			NC_010450.4			120130730			intergenic_region			PPP3CA-EMCN			G			A			0.64			0.08			0.56


			NC_010450.4			120131020			intergenic_region			PPP3CA-EMCN			T			A			0.64			0.08			0.56


			NC_010450.4			120131440			intergenic_region			PPP3CA-EMCN			G			A			0.66			0.08			0.58


			NC_010450.4			120138808			intergenic_region			PPP3CA-EMCN			C			T			0.17			0.87			0.70


			NC_010450.4			120140204			intergenic_region			PPP3CA-EMCN			T			C			0.57			0.05			0.52


			NC_010450.4			120141141			intergenic_region			PPP3CA-EMCN			C			T			0.07			0.82			0.75


			NC_010450.4			120142317			intergenic_region			PPP3CA-EMCN			T			C			0.05			0.76			0.72


			NC_010450.4			120147194			intergenic_region			PPP3CA-EMCN			C			T			0.24			0.82			0.58


			NC_010450.4			120147526			intergenic_region			PPP3CA-EMCN			G			A			0.38			0.89			0.52


			NC_010450.4			120148868			intergenic_region			PPP3CA-EMCN			G			C			0.22			0.82			0.60


			NC_010450.4			120149723			intergenic_region			PPP3CA-EMCN			C			T			0.23			0.79			0.56


			NC_010450.4			120150093			intergenic_region			PPP3CA-EMCN			T			C			0.33			0.83			0.50


			NC_010450.4			120151485			intergenic_region			PPP3CA-EMCN			T			C			0.07			0.74			0.67


			NC_010450.4			120153148			intergenic_region			PPP3CA-EMCN			A			G			0.81			0.08			0.73


			NC_010450.4			120153829			intergenic_region			PPP3CA-EMCN			C			T			0.05			0.78			0.73


			NC_010450.4			120154826			intergenic_region			PPP3CA-EMCN			T			C			0.24			0.81			0.57


			NC_010450.4			119472765			intron_variant			PPP3CA			G			A			0.52			0.00


			NC_010450.4			120155353			intergenic_region			PPP3CA-EMCN			G			A			0.30			0.87			0.57


			NC_010450.4			120155447			intergenic_region			PPP3CA-EMCN			A			C			0.34			0.84			0.50


			NC_010450.4			120155964			intergenic_region			PPP3CA-EMCN			A			G			0.13			0.82			0.69


			NC_010450.4			120156092			intergenic_region			PPP3CA-EMCN			G			A			0.06			0.79			0.73


			NC_010450.4			120156352			intergenic_region			PPP3CA-EMCN			T			A			0.05			0.76			0.72


			NC_010450.4			120156755			intergenic_region			PPP3CA-EMCN			T			C			0.69			0.11			0.58


			NC_010450.4			120156806			intergenic_region			PPP3CA-EMCN			A			G			0.11			0.79			0.68


			NC_010450.4			120157319			intergenic_region			PPP3CA-EMCN			A			T			0.04			0.71			0.67


			NC_010450.4			119472828			intron_variant			PPP3CA			G			A			0.54			0.00


			NC_010450.4			120158349			intergenic_region			PPP3CA-EMCN			A			T			0.02			0.83			0.81


			NC_010450.4			120158921			intergenic_region			PPP3CA-EMCN			C			T			0.55			0.05			0.50


			NC_010450.4			120158927			intergenic_region			PPP3CA-EMCN			C			T			0.55			0.05			0.50


			NC_010450.4			120158999			intergenic_region			PPP3CA-EMCN			C			T			0.57			0.05			0.52


			NC_010450.4			120159334			intergenic_region			PPP3CA-EMCN			C			A			0.08			0.82			0.74


			NC_010450.4			120159757			intergenic_region			PPP3CA-EMCN			T			C			0.05			0.82			0.77


			NC_010450.4			120162537			intergenic_region			PPP3CA-EMCN			A			G			0.33			0.84			0.52


			NC_010450.4			120166425			intergenic_region			PPP3CA-EMCN			A			G			0.05			0.76			0.72


			NC_010450.4			120167460			intergenic_region			PPP3CA-EMCN			A			G			0.05			0.79			0.74


			NC_010450.4			120168594			intergenic_region			PPP3CA-EMCN			G			A			0.08			0.79			0.71


			NC_010450.4			120171032			intergenic_region			PPP3CA-EMCN			A			C			0.07			0.76			0.69


			NC_010450.4			120171741			intergenic_region			PPP3CA-EMCN			G			A			0.16			0.79			0.63


			NC_010450.4			120172875			intergenic_region			PPP3CA-EMCN			C			T			0.14			0.79			0.65


			NC_010450.4			119472832			intron_variant			PPP3CA			A			G			0.66			0.00


			NC_010443.5			162274258			missense_variant			ALPK2			A			G			0.76			0.18			0.58


			NC_010448.4			146167708			3_prime_UTR_variant			PDE4B			T			C			0.76			0.08			0.68


			NC_010450.4			40965961			upstream_gene_variant			PDGFRA			C			T			0.76			0.03			0.73


			NC_010450.4			119755419			downstream_gene_variant			PPP3CA			T			C			0.76			0.16			0.60


			NC_010451.4			13040120			upstream_gene_variant			TENM4			T			A			0.76			0.11			0.65


			NC_010450.4			119472869			intron_variant			PPP3CA			C			T			0.51			0.00


			NC_010450.4			119473936			intron_variant			PPP3CA			G			A			0.51			0.00


			NC_010450.4			119476868			intron_variant			PPP3CA			G			A			0.71			0.00


			NC_010450.4			121868804			intron_variant			RAP1GDS1			G			A			0.64			0.03			0.61


			NC_010450.4			119476895			intron_variant			PPP3CA			T			C			0.59			0.00


			NC_010450.4			119476948			intron_variant			PPP3CA			G			A			0.60			0.00


			NC_010450.4			119477524			intron_variant			PPP3CA			T			C			0.68			0.00


			NC_010450.4			119477780			intron_variant			PPP3CA			A			G			0.66			0.00


			NC_010450.4			119478959			intron_variant			PPP3CA			A			G			0.68			0.00


			NC_010450.4			121869242			intron_variant			RAP1GDS1			T			C			0.90			0.03			0.87


			NC_010450.4			119479712			intron_variant			PPP3CA			A			G			0.57			0.00


			NC_010450.4			119480216			intron_variant			PPP3CA			A			G			0.60			0.00


			NC_010450.4			119503751			intron_variant			PPP3CA			T			G			0.63			0.00


			NC_010450.4			119526312			intron_variant			PPP3CA			G			T			0.54			0.00


			NC_010450.4			119566744			intron_variant			PPP3CA			T			C			0.63			0.00


			NC_010450.4			119589505			intron_variant			PPP3CA			T			C			0.51			0.00


			NC_010450.4			121869997			intron_variant			RAP1GDS1			C			G			0.92			0.05			0.87


			NC_010450.4			121871866			intron_variant			RAP1GDS1			A			T			0.59			0.03			0.56


			NC_010450.4			121873404			intron_variant			RAP1GDS1			A			G			0.89			0.03			0.86


			NC_010450.4			121873768			intron_variant			RAP1GDS1			T			C			0.90			0.03			0.87


			NC_010450.4			119607991			intron_variant			PPP3CA			C			T			0.53			0.00


			NC_010450.4			119610819			intron_variant			PPP3CA			A			T			0.53			0.00


			NC_010450.4			121875358			intron_variant			RAP1GDS1			C			T			0.61			0.03			0.58


			NC_010450.4			119611359			intron_variant			PPP3CA			G			A			0.73			0.00


			NC_010450.4			121876287			intron_variant			RAP1GDS1			C			T			0.79			0.24			0.55


			NC_010450.4			121876288			intron_variant			RAP1GDS1			T			C			0.79			0.24			0.55


			NC_010450.4			119611969			intron_variant			PPP3CA			G			A			0.53			0.00


			NC_010450.4			121876568			intron_variant			RAP1GDS1			G			A			0.93			0.21			0.72


			NC_010450.4			121876599			intron_variant			RAP1GDS1			A			G			0.84			0.18			0.66


			NC_010450.4			121876684			intron_variant			RAP1GDS1			T			C			0.02			0.58			0.56


			NC_010450.4			119697239			intron_variant			PPP3CA			G			A			0.75			0.00


			NC_010450.4			119826261			intergenic_region			PPP3CA-EMCN			G			A			0.51			0.00


			NC_010450.4			121877836			intron_variant			RAP1GDS1			A			G			0.89			0.03			0.86


			NC_010450.4			121878138			intron_variant			RAP1GDS1			T			C			0.58			0.03			0.55


			NC_010450.4			119960729			intergenic_region			PPP3CA-EMCN			C			T			0.54			0.00


			NC_010450.4			121878521			intron_variant			RAP1GDS1			G			A			0.90			0.03			0.87


			NC_010450.4			119964879			intergenic_region			PPP3CA-EMCN			G			A			0.55			0.00


			NC_010450.4			121878903			intron_variant			RAP1GDS1			T			C			0.73			0.03			0.70


			NC_010450.4			121879004			intron_variant			RAP1GDS1			A			G			0.91			0.03			0.88


			NC_010450.4			121879043			intron_variant			RAP1GDS1			A			T			0.91			0.03			0.88


			NC_010450.4			121879244			intron_variant			RAP1GDS1			T			G			0.89			0.03			0.86


			NC_010450.4			120032421			intergenic_region			PPP3CA-EMCN			C			T			0.56			0.00


			NC_010450.4			121879742			intron_variant			RAP1GDS1			G			T			0.91			0.03			0.88


			NC_010450.4			121880131			intron_variant			RAP1GDS1			A			G			0.90			0.18			0.72


			NC_010450.4			121881392			intron_variant			RAP1GDS1			G			A			0.64			0.03			0.61


			NC_010450.4			121881462			intron_variant			RAP1GDS1			G			T			0.71			0.03			0.68


			NC_010450.4			121881929			intron_variant			RAP1GDS1			G			A			0.58			0.03			0.55


			NC_010450.4			121881954			intron_variant			RAP1GDS1			T			C			0.58			0.03			0.55


			NC_010450.4			121882081			intron_variant			RAP1GDS1			A			G			0.57			0.03			0.54


			NC_010450.4			121883321			intron_variant			RAP1GDS1			C			T			0.02			0.53			0.50


			NC_010450.4			121883419			intron_variant			RAP1GDS1			A			C			0.02			0.53			0.50


			NC_010450.4			121883946			intron_variant			RAP1GDS1			T			C			0.02			0.53			0.50


			NC_010450.4			121884241			intron_variant			RAP1GDS1			C			T			0.88			0.03			0.85


			NC_010450.4			121884324			intron_variant			RAP1GDS1			T			G			0.02			0.56			0.53


			NC_010450.4			121885173			intron_variant			RAP1GDS1			C			A			0.02			0.55			0.53


			NC_010450.4			121885754			intron_variant			RAP1GDS1			A			T			0.01			0.55			0.54


			NC_010450.4			121886092			intron_variant			RAP1GDS1			A			G			0.05			0.55			0.51


			NC_010450.4			121886093			intron_variant			RAP1GDS1			A			C			0.05			0.55			0.51


			NC_010450.4			121886096			intron_variant			RAP1GDS1			C			A			0.02			0.55			0.53


			NC_010450.4			120094648			intergenic_region			PPP3CA-EMCN			G			A			0.72			0.00


			NC_010450.4			121887349			intron_variant			RAP1GDS1			C			T			0.60			0.03			0.57


			NC_010450.4			121887603			intron_variant			RAP1GDS1			T			C			0.67			0.03			0.64


			NC_010450.4			121887841			intron_variant			RAP1GDS1			C			T			0.06			0.58			0.52


			NC_010450.4			121888342			intron_variant			RAP1GDS1			G			T			0.01			0.55			0.54


			NC_010450.4			121888400			intron_variant			RAP1GDS1			T			C			0.02			0.53			0.50


			NC_010450.4			121888452			intron_variant			RAP1GDS1			C			T			0.02			0.53			0.50


			NC_010450.4			121889376			intron_variant			RAP1GDS1			A			G			0.06			0.58			0.52


			NC_010450.4			121889473			intron_variant			RAP1GDS1			G			C			0.01			0.63			0.61


			NC_010450.4			120110594			intergenic_region			PPP3CA-EMCN			G			A			0.51			0.00


			NC_010450.4			121889787			intron_variant			RAP1GDS1			C			T			0.63			0.03			0.60


			NC_010450.4			121889994			intron_variant			RAP1GDS1			G			A			0.59			0.03			0.56


			NC_010450.4			121890082			intron_variant			RAP1GDS1			A			G			0.01			0.58			0.57


			NC_010450.4			121890206			intron_variant			RAP1GDS1			C			A			0.03			0.56			0.52


			NC_010450.4			121890736			intron_variant			RAP1GDS1			C			T			0.03			0.57			0.54


			NC_010450.4			121891303			intron_variant			RAP1GDS1			T			C			0.75			0.03			0.72


			NC_010450.4			121891366			intron_variant			RAP1GDS1			C			T			0.75			0.09			0.66


			NC_010450.4			120117837			intergenic_region			PPP3CA-EMCN			C			T			0.56			0.00


			NC_010450.4			121891432			intron_variant			RAP1GDS1			T			C			0.02			0.53			0.50


			NC_010450.4			121891463			intron_variant			RAP1GDS1			A			C			0.02			0.53			0.50


			NC_010450.4			121891676			intron_variant			RAP1GDS1			T			G			0.01			0.59			0.58


			NC_010450.4			121892251			intron_variant			RAP1GDS1			C			A			0.01			0.53			0.51


			NC_010450.4			120117871			intergenic_region			PPP3CA-EMCN			A			G			0.56			0.00


			NC_010450.4			121892556			intron_variant			RAP1GDS1			T			G			0.00			0.50


			NC_010450.4			120118096			intergenic_region			PPP3CA-EMCN			T			G			0.59			0.00


			NC_010450.4			120118542			intergenic_region			PPP3CA-EMCN			C			T			0.60			0.00


			NC_010450.4			120155082			intergenic_region			PPP3CA-EMCN			A			G			0.75			0.00


			NC_010450.4			120157387			intergenic_region			PPP3CA-EMCN			A			G			0.70			0.00


			NC_010450.4			121865845			upstream_gene_variant			RAP1GDS1			G			T			0.67			0.00


			NC_010450.4			121866645			upstream_gene_variant			RAP1GDS1			C			G			0.58			0.00


			NC_010450.4			121892919			intron_variant			RAP1GDS1			G			T			0.02			0.58			0.56


			NC_010450.4			121893025			intron_variant			RAP1GDS1			G			A			0.01			0.58			0.57


			NC_010450.4			121893069			intron_variant			RAP1GDS1			A			T			0.01			0.58			0.57


			NC_010450.4			121893090			intron_variant			RAP1GDS1			G			A			0.01			0.55			0.54


			NC_010450.4			121893302			intron_variant			RAP1GDS1			G			A			0.01			0.61			0.60


			NC_010450.4			121868639			intron_variant			RAP1GDS1			T			C			0.55			0.00


			NC_010450.4			121868644			intron_variant			RAP1GDS1			T			C			0.52			0.00


			NC_010450.4			121893418			intron_variant			RAP1GDS1			G			A			0.02			0.61			0.58


			NC_010450.4			121894901			intron_variant			RAP1GDS1			T			C			0.71			0.05			0.66


			NC_010450.4			121894942			intron_variant			RAP1GDS1			A			T			0.72			0.03			0.69


			NC_010450.4			121895162			intron_variant			RAP1GDS1			C			G			0.74			0.05			0.69


			NC_010450.4			121895277			intron_variant			RAP1GDS1			C			T			0.74			0.05			0.69


			NC_010450.4			121895565			intron_variant			RAP1GDS1			C			T			0.71			0.05			0.66


			NC_010450.4			121896073			intron_variant			RAP1GDS1			G			C			0.01			0.55			0.54


			NC_010450.4			121899675			intron_variant			RAP1GDS1			C			T			0.02			0.68			0.65


			NC_010450.4			121899796			intron_variant			RAP1GDS1			C			T			0.01			0.61			0.59


			NC_010450.4			121900450			intron_variant			RAP1GDS1			C			T			0.02			0.55			0.53


			NC_010450.4			121900735			intron_variant			RAP1GDS1			T			A			0.59			0.05			0.54


			NC_010450.4			121900940			intron_variant			RAP1GDS1			G			C			0.67			0.06			0.61


			NC_010450.4			121900985			intron_variant			RAP1GDS1			C			G			0.01			0.53			0.52


			NC_010450.4			121901525			intron_variant			RAP1GDS1			G			A			0.92			0.03			0.89


			NC_010450.4			121902117			intron_variant			RAP1GDS1			C			T			0.63			0.03			0.60


			NC_010450.4			121902240			intron_variant			RAP1GDS1			A			G			0.03			0.56			0.52


			NC_010450.4			121902275			intron_variant			RAP1GDS1			A			G			0.03			0.55			0.52


			NC_010450.4			121902318			intron_variant			RAP1GDS1			C			T			0.02			0.55			0.53


			NC_010450.4			121903393			intron_variant			RAP1GDS1			C			T			0.65			0.09			0.56


			NC_010450.4			121904190			intron_variant			RAP1GDS1			T			C			0.02			0.55			0.53


			NC_010450.4			121904221			intron_variant			RAP1GDS1			C			T			0.02			0.58			0.56


			NC_010450.4			121904289			intron_variant			RAP1GDS1			A			G			0.03			0.61			0.57


			NC_010450.4			121906247			intron_variant			RAP1GDS1			T			C			0.01			0.55			0.54


			NC_010450.4			121908099			intron_variant			RAP1GDS1			C			T			0.54			0.03			0.51


			NC_010450.4			121908424			intron_variant			RAP1GDS1			G			A			0.02			0.58			0.56


			NC_010450.4			121908983			intron_variant			RAP1GDS1			G			A			0.85			0.03			0.82


			NC_010450.4			121868709			intron_variant			RAP1GDS1			T			C			0.54			0.00


			NC_010450.4			121909384			intron_variant			RAP1GDS1			G			A			0.65			0.03			0.62


			NC_010450.4			121909412			intron_variant			RAP1GDS1			C			A			0.62			0.03			0.59


			NC_010450.4			121909451			intron_variant			RAP1GDS1			A			G			0.64			0.03			0.61


			NC_010450.4			121868856			intron_variant			RAP1GDS1			A			C			0.61			0.00


			NC_010450.4			121868889			intron_variant			RAP1GDS1			C			A			0.67			0.00


			NC_010450.4			121910102			intron_variant			RAP1GDS1			G			A			0.64			0.03			0.61


			NC_010450.4			121910157			intron_variant			RAP1GDS1			A			G			0.84			0.03			0.81


			NC_010450.4			121910210			intron_variant			RAP1GDS1			C			A			0.67			0.03			0.64


			NC_010450.4			121910244			intron_variant			RAP1GDS1			A			G			0.55			0.03			0.52


			NC_010450.4			121910258			intron_variant			RAP1GDS1			T			C			0.86			0.03			0.83


			NC_010450.4			121868908			intron_variant			RAP1GDS1			C			T			0.67			0.00


			NC_010450.4			121911100			intron_variant			RAP1GDS1			C			T			0.66			0.05			0.61


			NC_010450.4			121911114			intron_variant			RAP1GDS1			C			T			0.65			0.05			0.60


			NC_010450.4			121911295			intron_variant			RAP1GDS1			C			T			0.62			0.03			0.59


			NC_010450.4			121911312			intron_variant			RAP1GDS1			T			C			0.62			0.03			0.59


			NC_010450.4			121911397			intron_variant			RAP1GDS1			T			G			0.81			0.03			0.78


			NC_010450.4			121911422			intron_variant			RAP1GDS1			T			C			0.70			0.03			0.67


			NC_010450.4			121911432			intron_variant			RAP1GDS1			T			C			0.69			0.03			0.66


			NC_010450.4			121869100			intron_variant			RAP1GDS1			T			C			0.79			0.00


			NC_010450.4			121911976			intron_variant			RAP1GDS1			G			A			0.74			0.06			0.68


			NC_010450.4			121912002			intron_variant			RAP1GDS1			G			A			0.73			0.05			0.68


			NC_010450.4			121912013			intron_variant			RAP1GDS1			A			G			0.74			0.05			0.69


			NC_010450.4			121869113			intron_variant			RAP1GDS1			C			G			0.89			0.00


			NC_010450.4			121869565			intron_variant			RAP1GDS1			C			T			0.75			0.00


			NC_010450.4			121869622			intron_variant			RAP1GDS1			G			C			0.52			0.00


			NC_010450.4			121912465			intron_variant			RAP1GDS1			A			C			0.61			0.03			0.58


			NC_010450.4			121869652			intron_variant			RAP1GDS1			A			G			0.79			0.00


			NC_010450.4			121869782			intron_variant			RAP1GDS1			G			A			0.92			0.00


			NC_010450.4			121869862			intron_variant			RAP1GDS1			T			A			0.74			0.00


			NC_010450.4			121869885			intron_variant			RAP1GDS1			A			G			0.75			0.00


			NC_010450.4			121917016			intron_variant			RAP1GDS1			C			T			0.78			0.03			0.75


			NC_010450.4			121917276			intron_variant			RAP1GDS1			G			A			0.86			0.03			0.83


			NC_010450.4			121917537			intron_variant			RAP1GDS1			T			C			0.87			0.08			0.79


			NC_010450.4			121874892			intron_variant			RAP1GDS1			C			A			0.51			0.00


			NC_010450.4			121920006			intron_variant			RAP1GDS1			C			T			0.67			0.03			0.64


			NC_010450.4			121920465			intron_variant			RAP1GDS1			T			C			0.69			0.05			0.64


			NC_010450.4			121875049			intron_variant			RAP1GDS1			A			C			0.92			0.00


			NC_010450.4			121921289			intron_variant			RAP1GDS1			C			A			0.70			0.03			0.67


			NC_010450.4			121922025			intron_variant			RAP1GDS1			A			G			0.64			0.03			0.61


			NC_010450.4			121876189			intron_variant			RAP1GDS1			G			A			0.89			0.00


			NC_010450.4			121922758			intron_variant			RAP1GDS1			T			C			0.56			0.03			0.53


			NC_010450.4			121923498			intron_variant			RAP1GDS1			C			T			0.58			0.03			0.55


			NC_010450.4			121876461			intron_variant			RAP1GDS1			G			A			0.64			0.00


			NC_010450.4			121877447			intron_variant			RAP1GDS1			C			T			0.69			0.00


			NC_010450.4			121877646			intron_variant			RAP1GDS1			A			T			0.55			0.00


			NC_010450.4			121878296			intron_variant			RAP1GDS1			C			T			0.56			0.00


			NC_010450.4			121878644			intron_variant			RAP1GDS1			G			T			0.90			0.00


			NC_010450.4			121930843			intron_variant			RAP1GDS1			T			C			0.97			0.42			0.55


			NC_010450.4			121930967			intron_variant			RAP1GDS1			T			C			0.78			0.03			0.75


			NC_010450.4			121931321			intron_variant			RAP1GDS1			C			A			0.81			0.03			0.78


			NC_010450.4			121931760			intron_variant			RAP1GDS1			G			A			0.54			0.03			0.51


			NC_010450.4			121931769			intron_variant			RAP1GDS1			T			C			0.54			0.03			0.51


			NC_010450.4			121931860			intron_variant			RAP1GDS1			G			A			0.53			0.03			0.50


			NC_010450.4			121932777			intron_variant			RAP1GDS1			G			A			0.55			0.03			0.52


			NC_010450.4			121932785			intron_variant			RAP1GDS1			A			C			0.55			0.03			0.52


			NC_010450.4			121933352			intron_variant			RAP1GDS1			G			A			0.53			0.03			0.50


			NC_010450.4			121933399			intron_variant			RAP1GDS1			C			T			0.53			0.03			0.50


			NC_010450.4			121933418			intron_variant			RAP1GDS1			G			A			0.53			0.03			0.50


			NC_010450.4			121879682			intron_variant			RAP1GDS1			G			C			0.58			0.00


			NC_010450.4			121886683			intron_variant			RAP1GDS1			A			G			0.56			0.00


			NC_010450.4			121889630			intron_variant			RAP1GDS1			G			A			0.59			0.00


			NC_010450.4			122017833			intergenic_region			RAP1GDS1-LOC102160109			C			A			0.59			0.03			0.56


			NC_010450.4			122017874			intergenic_region			RAP1GDS1-LOC102160109			C			A			0.90			0.03			0.87


			NC_010450.4			121891422			intron_variant			RAP1GDS1			G			A			0.72			0.00


			NC_010450.4			121892356			intron_variant			RAP1GDS1			T			C			0.70			0.00


			NC_010450.4			122018326			intergenic_region			RAP1GDS1-LOC102160109			C			T			0.77			0.03			0.74


			NC_010450.4			121892631			intron_variant			RAP1GDS1			G			A			0.74			0.00


			NC_010450.4			122018725			intergenic_region			RAP1GDS1-LOC102160109			C			T			0.90			0.03			0.87


			NC_010450.4			122018773			intergenic_region			RAP1GDS1-LOC102160109			C			T			0.92			0.05			0.87


			NC_010450.4			122018782			intergenic_region			RAP1GDS1-LOC102160109			A			G			0.90			0.05			0.85


			NC_010450.4			122018873			intergenic_region			RAP1GDS1-LOC102160109			T			A			0.90			0.05			0.85


			NC_010450.4			122019216			intergenic_region			RAP1GDS1-LOC102160109			T			C			0.91			0.03			0.88


			NC_010450.4			122019236			intergenic_region			RAP1GDS1-LOC102160109			A			G			0.90			0.03			0.87


			NC_010450.4			122019306			intergenic_region			RAP1GDS1-LOC102160109			T			G			0.90			0.03			0.87


			NC_010450.4			122019965			intergenic_region			RAP1GDS1-LOC102160109			A			G			0.89			0.03			0.86


			NC_010450.4			122020029			intergenic_region			RAP1GDS1-LOC102160109			G			A			0.90			0.03			0.87


			NC_010450.4			121892635			intron_variant			RAP1GDS1			C			T			0.76			0.00


			NC_010450.4			122020179			intergenic_region			RAP1GDS1-LOC102160109			C			T			0.81			0.03			0.78


			NC_010450.4			122020956			intergenic_region			RAP1GDS1-LOC102160109			A			T			0.73			0.03			0.70


			NC_010450.4			122021028			intergenic_region			RAP1GDS1-LOC102160109			A			G			0.73			0.05			0.68


			NC_010450.4			121892701			intron_variant			RAP1GDS1			G			A			0.77			0.00


			NC_010450.4			121892823			intron_variant			RAP1GDS1			G			A			0.71			0.00


			NC_010450.4			122021326			intergenic_region			RAP1GDS1-LOC102160109			A			T			0.75			0.03			0.72


			NC_010450.4			122021440			intergenic_region			RAP1GDS1-LOC102160109			C			T			0.74			0.03			0.71


			NC_010450.4			121892851			intron_variant			RAP1GDS1			C			T			0.68			0.00


			NC_010450.4			121892878			intron_variant			RAP1GDS1			C			T			0.70			0.00


			NC_010450.4			121893320			intron_variant			RAP1GDS1			C			T			0.73			0.00


			NC_010450.4			122021817			intergenic_region			RAP1GDS1-LOC102160109			T			C			0.71			0.05			0.66


			NC_010450.4			121893392			intron_variant			RAP1GDS1			C			A			0.71			0.00


			NC_010450.4			121909110			intron_variant			RAP1GDS1			C			T			0.84			0.00


			NC_010450.4			122022332			intergenic_region			RAP1GDS1-LOC102160109			C			A			0.66			0.03			0.63


			NC_010450.4			121909712			intron_variant			RAP1GDS1			G			A			0.87			0.00


			NC_010450.4			121909894			intron_variant			RAP1GDS1			T			C			0.86			0.00


			NC_010450.4			121910864			intron_variant			RAP1GDS1			A			C			0.88			0.00


			NC_010450.4			121911555			intron_variant			RAP1GDS1			A			G			0.69			0.00


			NC_010450.4			122025409			intergenic_region			RAP1GDS1-LOC102160109			T			C			0.61			0.03			0.58


			NC_010450.4			122025520			intergenic_region			RAP1GDS1-LOC102160109			T			C			0.60			0.03			0.57


			NC_010450.4			122025925			intergenic_region			RAP1GDS1-LOC102160109			A			T			0.89			0.03			0.86


			NC_010450.4			122025934			intergenic_region			RAP1GDS1-LOC102160109			A			G			0.63			0.04			0.59


			NC_010450.4			122026263			intergenic_region			RAP1GDS1-LOC102160109			G			A			0.60			0.03			0.57


			NC_010450.4			121912076			intron_variant			RAP1GDS1			C			T			0.74			0.00


			NC_010450.4			122027236			intergenic_region			RAP1GDS1-LOC102160109			G			A			0.65			0.03			0.62


			NC_010450.4			121912086			intron_variant			RAP1GDS1			C			T			0.73			0.00


			NC_010450.4			121912098			intron_variant			RAP1GDS1			A			C			0.73			0.00


			NC_010450.4			122027775			intergenic_region			RAP1GDS1-LOC102160109			T			C			0.76			0.03			0.73


			NC_010450.4			122027808			intergenic_region			RAP1GDS1-LOC102160109			A			C			0.77			0.03			0.74


			NC_010450.4			121912607			intron_variant			RAP1GDS1			C			A			0.62			0.00


			NC_010450.4			122028003			intergenic_region			RAP1GDS1-LOC102160109			T			A			0.61			0.03			0.58


			NC_010450.4			122028031			intergenic_region			RAP1GDS1-LOC102160109			A			C			0.91			0.03			0.88


			NC_010450.4			121912622			intron_variant			RAP1GDS1			A			G			0.60			0.00


			NC_010450.4			122028138			intergenic_region			RAP1GDS1-LOC102160109			T			C			0.63			0.05			0.58


			NC_010450.4			122028648			intergenic_region			RAP1GDS1-LOC102160109			T			G			0.56			0.03			0.53


			NC_010450.4			122028915			intergenic_region			RAP1GDS1-LOC102160109			G			C			0.88			0.03			0.85


			NC_010450.4			122028934			intergenic_region			RAP1GDS1-LOC102160109			A			G			0.71			0.03			0.68


			NC_010450.4			122030283			intergenic_region			RAP1GDS1-LOC102160109			C			T			0.57			0.03			0.54


			NC_010450.4			122030868			intergenic_region			RAP1GDS1-LOC102160109			G			A			0.57			0.03			0.54


			NC_010450.4			122031206			intergenic_region			RAP1GDS1-LOC102160109			T			C			0.91			0.03			0.88


			NC_010450.4			121913090			intron_variant			RAP1GDS1			A			T			0.71			0.00


			NC_010450.4			121914706			intron_variant			RAP1GDS1			T			C			0.82			0.00


			NC_010450.4			122032201			intergenic_region			RAP1GDS1-LOC102160109			C			G			0.83			0.03			0.80


			NC_010450.4			122032207			intergenic_region			RAP1GDS1-LOC102160109			A			G			0.78			0.03			0.75


			NC_010450.4			122032236			intergenic_region			RAP1GDS1-LOC102160109			A			G			0.78			0.03			0.75


			NC_010450.4			122032995			intergenic_region			RAP1GDS1-LOC102160109			T			C			0.91			0.03			0.88


			NC_010450.4			122033025			intergenic_region			RAP1GDS1-LOC102160109			T			C			0.91			0.03			0.88


			NC_010450.4			122033655			intergenic_region			RAP1GDS1-LOC102160109			A			C			0.14			0.84			0.71


			NC_010450.4			122033837			intergenic_region			RAP1GDS1-LOC102160109			T			C			0.73			0.03			0.70


			NC_010450.4			122034755			intergenic_region			RAP1GDS1-LOC102160109			T			G			0.74			0.04			0.70


			NC_010450.4			122034773			intergenic_region			RAP1GDS1-LOC102160109			G			A			0.72			0.03			0.69


			NC_010450.4			122034785			intergenic_region			RAP1GDS1-LOC102160109			C			T			0.69			0.03			0.66


			NC_010450.4			121918049			intron_variant			RAP1GDS1			T			C			0.78			0.00


			NC_010450.4			121920602			intron_variant			RAP1GDS1			C			T			0.52			0.00


			NC_010450.4			121922340			intron_variant			RAP1GDS1			A			G			0.60			0.00


			NC_010450.4			122035460			intergenic_region			RAP1GDS1-LOC102160109			A			G			0.76			0.03			0.73


			NC_010450.4			121926497			intron_variant			RAP1GDS1			C			T			0.82			0.00


			NC_010450.4			121928854			intron_variant			RAP1GDS1			C			T			0.85			0.00


			NC_010450.4			121929602			intron_variant			RAP1GDS1			T			A			0.58			0.00


			NC_010450.4			121929758			intron_variant			RAP1GDS1			A			G			0.51			0.00


			NC_010450.4			122036011			intergenic_region			RAP1GDS1-LOC102160109			C			T			0.78			0.03			0.75


			NC_010450.4			122036316			intergenic_region			RAP1GDS1-LOC102160109			C			T			0.78			0.03			0.75


			NC_010450.4			122036502			intergenic_region			RAP1GDS1-LOC102160109			G			C			0.93			0.03			0.90


			NC_010450.4			122036746			intergenic_region			RAP1GDS1-LOC102160109			A			G			0.94			0.03			0.91


			NC_010450.4			122036966			intergenic_region			RAP1GDS1-LOC102160109			A			G			0.77			0.03			0.74


			NC_010450.4			122037068			intergenic_region			RAP1GDS1-LOC102160109			C			T			0.78			0.03			0.75


			NC_010450.4			122037171			intergenic_region			RAP1GDS1-LOC102160109			C			A			0.78			0.03			0.75


			NC_010450.4			122037179			intergenic_region			RAP1GDS1-LOC102160109			T			C			0.79			0.03			0.76


			NC_010450.4			121930463			intron_variant			RAP1GDS1			A			G			0.80			0.00


			NC_010450.4			121933501			intron_variant			RAP1GDS1			C			T			0.77			0.00


			NC_010450.4			122037817			intergenic_region			RAP1GDS1-LOC102160109			A			G			0.79			0.03			0.76


			NC_010450.4			121933863			intron_variant			RAP1GDS1			C			T			0.51			0.00


			NC_010450.4			121934200			intron_variant			RAP1GDS1			T			A			0.53			0.00


			NC_010450.4			122038438			intergenic_region			RAP1GDS1-LOC102160109			G			A			0.68			0.03			0.65


			NC_010450.4			122038455			intergenic_region			RAP1GDS1-LOC102160109			A			G			0.68			0.03			0.65


			NC_010450.4			122038660			intergenic_region			RAP1GDS1-LOC102160109			A			G			0.68			0.03			0.65


			NC_010450.4			122017980			intergenic_region			RAP1GDS1-LOC102160109			T			C			0.74			0.00


			NC_010450.4			122039047			intergenic_region			RAP1GDS1-LOC102160109			C			G			0.68			0.03			0.65


			NC_010450.4			122039127			intergenic_region			RAP1GDS1-LOC102160109			G			A			0.63			0.03			0.60


			NC_010450.4			122018163			intergenic_region			RAP1GDS1-LOC102160109			C			T			0.67			0.00


			NC_010450.4			122039527			intergenic_region			RAP1GDS1-LOC102160109			G			C			0.96			0.03			0.93


			NC_010450.4			122018447			intergenic_region			RAP1GDS1-LOC102160109			G			A			0.56			0.00


			NC_010450.4			122039783			intergenic_region			RAP1GDS1-LOC102160109			C			G			0.80			0.03			0.77


			NC_010450.4			122039857			intergenic_region			RAP1GDS1-LOC102160109			T			C			0.79			0.03			0.76


			NC_010450.4			122020135			intergenic_region			RAP1GDS1-LOC102160109			G			A			0.83			0.00


			NC_010450.4			122021240			intergenic_region			RAP1GDS1-LOC102160109			A			G			0.74			0.00


			NC_010450.4			122021241			intergenic_region			RAP1GDS1-LOC102160109			T			C			0.74			0.00


			NC_010450.4			122021599			intergenic_region			RAP1GDS1-LOC102160109			G			T			0.62			0.00


			NC_010450.4			122021601			intergenic_region			RAP1GDS1-LOC102160109			A			G			0.63			0.00


			NC_010450.4			122021735			intergenic_region			RAP1GDS1-LOC102160109			T			A			0.75			0.00


			NC_010450.4			122021919			intergenic_region			RAP1GDS1-LOC102160109			G			A			0.93			0.00


			NC_010450.4			122021929			intergenic_region			RAP1GDS1-LOC102160109			G			A			0.67			0.00


			NC_010450.4			122022741			intergenic_region			RAP1GDS1-LOC102160109			C			T			0.72			0.00


			NC_010450.4			122040854			intergenic_region			RAP1GDS1-LOC102160109			C			T			0.76			0.03			0.73


			NC_010450.4			122040918			intergenic_region			RAP1GDS1-LOC102160109			T			C			0.74			0.03			0.71


			NC_010450.4			122040930			intergenic_region			RAP1GDS1-LOC102160109			C			T			0.74			0.03			0.71


			NC_010450.4			122040946			intergenic_region			RAP1GDS1-LOC102160109			G			T			0.78			0.03			0.75


			NC_010450.4			122041088			intergenic_region			RAP1GDS1-LOC102160109			C			T			0.71			0.03			0.68


			NC_010450.4			122041163			intergenic_region			RAP1GDS1-LOC102160109			A			C			0.91			0.03			0.88


			NC_010450.4			122041240			intergenic_region			RAP1GDS1-LOC102160109			G			C			0.77			0.03			0.74


			NC_010450.4			122041280			intergenic_region			RAP1GDS1-LOC102160109			T			C			0.76			0.03			0.73


			NC_010450.4			122041295			intergenic_region			RAP1GDS1-LOC102160109			A			G			0.75			0.03			0.72


			NC_010450.4			122041561			intergenic_region			RAP1GDS1-LOC102160109			A			C			0.74			0.03			0.71


			NC_010450.4			122022768			intergenic_region			RAP1GDS1-LOC102160109			C			G			0.70			0.00


			NC_010450.4			122041979			intergenic_region			RAP1GDS1-LOC102160109			A			G			0.88			0.03			0.85


			NC_010450.4			122041980			intergenic_region			RAP1GDS1-LOC102160109			T			C			0.88			0.03			0.85


			NC_010450.4			122042128			intergenic_region			RAP1GDS1-LOC102160109			T			C			0.75			0.03			0.72


			NC_010450.4			122042176			intergenic_region			RAP1GDS1-LOC102160109			C			T			0.82			0.03			0.79


			NC_010450.4			122022816			intergenic_region			RAP1GDS1-LOC102160109			A			G			0.68			0.00


			NC_010450.4			122022831			intergenic_region			RAP1GDS1-LOC102160109			G			A			0.68			0.00


			NC_010450.4			122027065			intergenic_region			RAP1GDS1-LOC102160109			T			C			0.92			0.00


			NC_010450.4			122042306			intergenic_region			RAP1GDS1-LOC102160109			G			T			0.90			0.03			0.87


			NC_010450.4			122042338			intergenic_region			RAP1GDS1-LOC102160109			C			T			0.90			0.03			0.87


			NC_010450.4			122042346			intergenic_region			RAP1GDS1-LOC102160109			C			T			0.90			0.03			0.87


			NC_010450.4			122042905			intergenic_region			RAP1GDS1-LOC102160109			A			G			0.71			0.03			0.68


			NC_010450.4			122042977			intergenic_region			RAP1GDS1-LOC102160109			C			T			0.76			0.03			0.73


			NC_010450.4			122042996			intergenic_region			RAP1GDS1-LOC102160109			G			C			0.88			0.03			0.85


			NC_010450.4			122043056			intergenic_region			RAP1GDS1-LOC102160109			G			A			0.73			0.03			0.70


			NC_010450.4			122043125			intergenic_region			RAP1GDS1-LOC102160109			T			C			0.81			0.03			0.78


			NC_010450.4			122027274			intergenic_region			RAP1GDS1-LOC102160109			C			T			0.92			0.00


			NC_010450.4			122027284			intergenic_region			RAP1GDS1-LOC102160109			C			G			0.65			0.00


			NC_010450.4			122044697			intergenic_region			RAP1GDS1-LOC102160109			A			G			0.90			0.03			0.87


			NC_010450.4			122044847			intergenic_region			RAP1GDS1-LOC102160109			A			T			0.90			0.03			0.87


			NC_010450.4			122045179			intergenic_region			RAP1GDS1-LOC102160109			A			C			0.89			0.03			0.86


			NC_010450.4			122045221			intergenic_region			RAP1GDS1-LOC102160109			T			C			0.90			0.03			0.87


			NC_010450.4			122045242			intergenic_region			RAP1GDS1-LOC102160109			G			A			0.83			0.03			0.80


			NC_010450.4			122045272			intergenic_region			RAP1GDS1-LOC102160109			T			C			0.85			0.03			0.82


			NC_010450.4			122045318			intergenic_region			RAP1GDS1-LOC102160109			T			A			0.82			0.03			0.79


			NC_010450.4			122045342			intergenic_region			RAP1GDS1-LOC102160109			C			T			0.79			0.03			0.76


			NC_010450.4			122045383			intergenic_region			RAP1GDS1-LOC102160109			A			G			0.78			0.03			0.75


			NC_010450.4			122027843			intergenic_region			RAP1GDS1-LOC102160109			A			G			0.77			0.00


			NC_010450.4			122028058			intergenic_region			RAP1GDS1-LOC102160109			T			C			0.90			0.00


			NC_010450.4			122031852			intergenic_region			RAP1GDS1-LOC102160109			A			C			0.90			0.00


			NC_010450.4			122031882			intergenic_region			RAP1GDS1-LOC102160109			T			G			0.88			0.00


			NC_010450.4			122035050			intergenic_region			RAP1GDS1-LOC102160109			C			T			0.73			0.00


			NC_010450.4			122046044			intergenic_region			RAP1GDS1-LOC102160109			C			G			0.91			0.03			0.88


			NC_010450.4			122046057			intergenic_region			RAP1GDS1-LOC102160109			T			C			0.91			0.03			0.88


			NC_010450.4			122035098			intergenic_region			RAP1GDS1-LOC102160109			G			T			0.77			0.00


			NC_010450.4			122035363			intergenic_region			RAP1GDS1-LOC102160109			G			A			0.52			0.00


			NC_010450.4			122035750			intergenic_region			RAP1GDS1-LOC102160109			A			T			0.68			0.00


			NC_010450.4			122035814			intergenic_region			RAP1GDS1-LOC102160109			T			C			0.94			0.00


			NC_010450.4			122046874			intergenic_region			RAP1GDS1-LOC102160109			T			C			0.87			0.03			0.84


			NC_010450.4			122035868			intergenic_region			RAP1GDS1-LOC102160109			G			C			0.88			0.00


			NC_010450.4			122035954			intergenic_region			RAP1GDS1-LOC102160109			C			T			0.77			0.00


			NC_010450.4			122037402			intergenic_region			RAP1GDS1-LOC102160109			G			A			0.76			0.00


			NC_010450.4			122037553			intergenic_region			RAP1GDS1-LOC102160109			A			G			0.77			0.00


			NC_010450.4			122038003			intergenic_region			RAP1GDS1-LOC102160109			C			T			0.94			0.00


			NC_010450.4			122047212			intergenic_region			RAP1GDS1-LOC102160109			T			C			0.90			0.04			0.86


			NC_010450.4			122047276			intergenic_region			RAP1GDS1-LOC102160109			C			T			0.90			0.03			0.87


			NC_010450.4			122038030			intergenic_region			RAP1GDS1-LOC102160109			G			A			0.78			0.00


			NC_010450.4			122047328			intergenic_region			RAP1GDS1-LOC102160109			T			A			0.90			0.03			0.87


			NC_010450.4			122038738			intergenic_region			RAP1GDS1-LOC102160109			G			A			0.91			0.00


			NC_010450.4			122047501			intergenic_region			RAP1GDS1-LOC102160109			T			C			0.93			0.03			0.90


			NC_010450.4			122039157			intergenic_region			RAP1GDS1-LOC102160109			T			A			0.78			0.00


			NC_010450.4			122047633			intergenic_region			RAP1GDS1-LOC102160109			T			C			0.91			0.03			0.88


			NC_010450.4			122047852			intergenic_region			RAP1GDS1-LOC102160109			G			A			0.92			0.03			0.89


			NC_010450.4			122047965			intergenic_region			RAP1GDS1-LOC102160109			A			G			0.90			0.03			0.87


			NC_010450.4			122047967			intergenic_region			RAP1GDS1-LOC102160109			G			A			0.90			0.03			0.87


			NC_010450.4			122039710			intergenic_region			RAP1GDS1-LOC102160109			G			A			0.80			0.00


			NC_010450.4			122048398			intergenic_region			RAP1GDS1-LOC102160109			A			C			0.90			0.03			0.87


			NC_010450.4			122048479			intergenic_region			RAP1GDS1-LOC102160109			T			C			0.95			0.03			0.92


			NC_010450.4			122039876			intergenic_region			RAP1GDS1-LOC102160109			A			G			0.94			0.00


			NC_010450.4			122048853			intergenic_region			RAP1GDS1-LOC102160109			A			G			0.92			0.03			0.89


			NC_010450.4			122039889			intergenic_region			RAP1GDS1-LOC102160109			G			C			0.78			0.00


			NC_010450.4			122039936			intergenic_region			RAP1GDS1-LOC102160109			G			A			0.78			0.00


			NC_010450.4			122040325			intergenic_region			RAP1GDS1-LOC102160109			G			T			0.76			0.00


			NC_010450.4			122049020			intergenic_region			RAP1GDS1-LOC102160109			T			C			0.92			0.03			0.89


			NC_010450.4			122049021			intergenic_region			RAP1GDS1-LOC102160109			G			A			0.92			0.03			0.89


			NC_010450.4			122040349			intergenic_region			RAP1GDS1-LOC102160109			G			A			0.77			0.00


			NC_010450.4			122049104			intergenic_region			RAP1GDS1-LOC102160109			T			G			0.90			0.03			0.87


			NC_010450.4			122049149			intergenic_region			RAP1GDS1-LOC102160109			G			A			0.91			0.03			0.88


			NC_010450.4			122040437			intergenic_region			RAP1GDS1-LOC102160109			C			T			0.80			0.00


			NC_010450.4			122049365			intergenic_region			RAP1GDS1-LOC102160109			C			T			0.88			0.03			0.85


			NC_010450.4			122050245			intergenic_region			RAP1GDS1-LOC102160109			C			T			0.89			0.05			0.84


			NC_010450.4			122050291			intergenic_region			RAP1GDS1-LOC102160109			T			G			0.91			0.03			0.88


			NC_010450.4			122050330			intergenic_region			RAP1GDS1-LOC102160109			C			T			0.91			0.03			0.88


			NC_010450.4			122040514			intergenic_region			RAP1GDS1-LOC102160109			A			T			0.79			0.00


			NC_010450.4			122040579			intergenic_region			RAP1GDS1-LOC102160109			G			C			0.78			0.00


			NC_010450.4			122040623			intergenic_region			RAP1GDS1-LOC102160109			C			A			0.77			0.00


			NC_010450.4			122041943			intergenic_region			RAP1GDS1-LOC102160109			C			G			0.59			0.00


			NC_010450.4			122050878			intergenic_region			RAP1GDS1-LOC102160109			C			T			0.88			0.03			0.85


			NC_010450.4			122042229			intergenic_region			RAP1GDS1-LOC102160109			C			T			0.88			0.00


			NC_010450.4			122042252			intergenic_region			RAP1GDS1-LOC102160109			C			T			0.84			0.00


			NC_010450.4			122042295			intergenic_region			RAP1GDS1-LOC102160109			A			G			0.84			0.00


			NC_010450.4			122043972			intergenic_region			RAP1GDS1-LOC102160109			C			T			0.81			0.00


			NC_010450.4			122044556			intergenic_region			RAP1GDS1-LOC102160109			G			A			0.89			0.00


			NC_010450.4			122045431			intergenic_region			RAP1GDS1-LOC102160109			A			G			0.86			0.00


			NC_010450.4			122045488			intergenic_region			RAP1GDS1-LOC102160109			A			G			0.89			0.00


			NC_010450.4			122045503			intergenic_region			RAP1GDS1-LOC102160109			T			C			0.72			0.00


			NC_010450.4			122045665			intergenic_region			RAP1GDS1-LOC102160109			A			C			0.58			0.00


			NC_010450.4			122045974			intergenic_region			RAP1GDS1-LOC102160109			T			C			0.55			0.00


			NC_010450.4			122046457			intergenic_region			RAP1GDS1-LOC102160109			A			G			0.61			0.00


			NC_010450.4			122046545			intergenic_region			RAP1GDS1-LOC102160109			G			A			0.57			0.00


			NC_010450.4			122046606			intergenic_region			RAP1GDS1-LOC102160109			A			G			0.63			0.00


			NC_010450.4			122046776			intergenic_region			RAP1GDS1-LOC102160109			G			A			0.62			0.00


			NC_010450.4			122046879			intergenic_region			RAP1GDS1-LOC102160109			G			A			0.59			0.00


			NC_010450.4			122046883			intergenic_region			RAP1GDS1-LOC102160109			T			C			0.59			0.00


			NC_010450.4			122047151			intergenic_region			RAP1GDS1-LOC102160109			G			A			0.57			0.00


			NC_010450.4			122047153			intergenic_region			RAP1GDS1-LOC102160109			T			C			0.83			0.00


			NC_010450.4			122047163			intergenic_region			RAP1GDS1-LOC102160109			T			C			0.56			0.00


			NC_010450.4			122047302			intergenic_region			RAP1GDS1-LOC102160109			C			T			0.57			0.00


			NC_010450.4			122047469			intergenic_region			RAP1GDS1-LOC102160109			A			G			0.61			0.00


			NC_010450.4			122047537			intergenic_region			RAP1GDS1-LOC102160109			C			T			0.60			0.00


			NC_010450.4			122048243			intergenic_region			RAP1GDS1-LOC102160109			T			C			0.90			0.00


			NC_010450.4			122052879			intergenic_region			RAP1GDS1-LOC102160109			T			G			0.89			0.03			0.86


			NC_010450.4			122053184			intergenic_region			RAP1GDS1-LOC102160109			G			A			0.90			0.03			0.87


			NC_010450.4			122053346			intergenic_region			RAP1GDS1-LOC102160109			G			C			0.91			0.03			0.88


			NC_010450.4			122053575			intergenic_region			RAP1GDS1-LOC102160109			A			G			0.91			0.03			0.88


			NC_010450.4			122053642			intergenic_region			RAP1GDS1-LOC102160109			A			G			0.93			0.03			0.90


			NC_010450.4			122053697			intergenic_region			RAP1GDS1-LOC102160109			A			G			0.91			0.03			0.88


			NC_010450.4			122048632			intergenic_region			RAP1GDS1-LOC102160109			C			T			0.88			0.00


			NC_010450.4			122053817			intergenic_region			RAP1GDS1-LOC102160109			A			G			0.67			0.03			0.64


			NC_010450.4			122048950			intergenic_region			RAP1GDS1-LOC102160109			C			T			0.90			0.00


			NC_010450.4			122048951			intergenic_region			RAP1GDS1-LOC102160109			A			G			0.90			0.00


			NC_010450.4			122049011			intergenic_region			RAP1GDS1-LOC102160109			A			G			0.60			0.00


			NC_010450.4			122049084			intergenic_region			RAP1GDS1-LOC102160109			G			A			0.59			0.00


			NC_010450.4			122054318			intergenic_region			RAP1GDS1-LOC102160109			A			G			0.90			0.03			0.87


			NC_010450.4			122054418			intergenic_region			RAP1GDS1-LOC102160109			T			G			0.92			0.03			0.89


			NC_010450.4			122054435			intergenic_region			RAP1GDS1-LOC102160109			A			T			0.64			0.03			0.61


			NC_010450.4			122055030			intergenic_region			RAP1GDS1-LOC102160109			C			T			0.66			0.03			0.63


			NC_010450.4			122055169			intergenic_region			RAP1GDS1-LOC102160109			T			C			0.63			0.06			0.57


			NC_010450.4			122049315			intergenic_region			RAP1GDS1-LOC102160109			A			G			0.58			0.00


			NC_010450.4			122055283			intergenic_region			RAP1GDS1-LOC102160109			C			T			0.61			0.03			0.58


			NC_010450.4			122055297			intergenic_region			RAP1GDS1-LOC102160109			C			T			0.54			0.03			0.51


			NC_010450.4			122055424			intergenic_region			RAP1GDS1-LOC102160109			G			A			0.91			0.03			0.88


			NC_010450.4			122055493			intergenic_region			RAP1GDS1-LOC102160109			A			G			0.66			0.03			0.63


			NC_010450.4			122055624			intergenic_region			RAP1GDS1-LOC102160109			G			A			0.90			0.03			0.87


			NC_010450.4			122050380			intergenic_region			RAP1GDS1-LOC102160109			C			T			0.60			0.00


			NC_010450.4			122050444			intergenic_region			RAP1GDS1-LOC102160109			A			G			0.59			0.00


			NC_010450.4			122050469			intergenic_region			RAP1GDS1-LOC102160109			A			G			0.61			0.00


			NC_010450.4			122056259			intergenic_region			RAP1GDS1-LOC102160109			G			C			0.92			0.05			0.87


			NC_010450.4			122050475			intergenic_region			RAP1GDS1-LOC102160109			A			T			0.61			0.00


			NC_010450.4			122050975			intergenic_region			RAP1GDS1-LOC102160109			C			T			0.59			0.00


			NC_010450.4			122050995			intergenic_region			RAP1GDS1-LOC102160109			G			A			0.88			0.00


			NC_010450.4			122051191			intergenic_region			RAP1GDS1-LOC102160109			C			T			0.59			0.00


			NC_010450.4			122051366			intergenic_region			RAP1GDS1-LOC102160109			A			G			0.58			0.00


			NC_010450.4			122051947			intergenic_region			RAP1GDS1-LOC102160109			G			A			0.62			0.00


			NC_010450.4			122052000			intergenic_region			RAP1GDS1-LOC102160109			T			C			0.64			0.00


			NC_010450.4			122052023			intergenic_region			RAP1GDS1-LOC102160109			T			C			0.61			0.00


			NC_010450.4			122052043			intergenic_region			RAP1GDS1-LOC102160109			T			A			0.66			0.00


			NC_010450.4			122057842			intergenic_region			RAP1GDS1-LOC102160109			A			G			0.57			0.03			0.54


			NC_010450.4			122057846			intergenic_region			RAP1GDS1-LOC102160109			C			T			0.57			0.03			0.54


			NC_010450.4			122057906			intergenic_region			RAP1GDS1-LOC102160109			C			T			0.56			0.03			0.53


			NC_010450.4			122057953			intergenic_region			RAP1GDS1-LOC102160109			A			G			0.56			0.03			0.53


			NC_010450.4			122058014			intergenic_region			RAP1GDS1-LOC102160109			A			G			0.57			0.03			0.54


			NC_010450.4			122058015			intergenic_region			RAP1GDS1-LOC102160109			T			C			0.57			0.03			0.54


			NC_010450.4			122058115			intergenic_region			RAP1GDS1-LOC102160109			C			T			0.78			0.03			0.75


			NC_010450.4			122058258			intergenic_region			RAP1GDS1-LOC102160109			T			C			0.90			0.03			0.87


			NC_010450.4			122058263			intergenic_region			RAP1GDS1-LOC102160109			A			C			0.90			0.03			0.87


			NC_010450.4			122052237			intergenic_region			RAP1GDS1-LOC102160109			A			G			0.62			0.00


			NC_010450.4			122052258			intergenic_region			RAP1GDS1-LOC102160109			C			A			0.66			0.00


			NC_010450.4			122052295			intergenic_region			RAP1GDS1-LOC102160109			C			T			0.59			0.00


			NC_010450.4			122052331			intergenic_region			RAP1GDS1-LOC102160109			A			T			0.66			0.00


			NC_010450.4			122060436			intergenic_region			RAP1GDS1-LOC102160109			G			T			0.55			0.03			0.52


			NC_010450.4			122060452			intergenic_region			RAP1GDS1-LOC102160109			G			A			0.55			0.03			0.52


			NC_010450.4			122052389			intergenic_region			RAP1GDS1-LOC102160109			T			C			0.55			0.00


			NC_010450.4			122052423			intergenic_region			RAP1GDS1-LOC102160109			C			T			0.56			0.00


			NC_010450.4			122052491			intergenic_region			RAP1GDS1-LOC102160109			C			T			0.56			0.00


			NC_010450.4			122052510			intergenic_region			RAP1GDS1-LOC102160109			T			C			0.58			0.00


			NC_010450.4			122052524			intergenic_region			RAP1GDS1-LOC102160109			G			C			0.55			0.00


			NC_010450.4			122062109			intergenic_region			RAP1GDS1-LOC102160109			A			G			0.88			0.03			0.85


			NC_010450.4			122052539			intergenic_region			RAP1GDS1-LOC102160109			T			C			0.51			0.00


			NC_010450.4			122062183			intergenic_region			RAP1GDS1-LOC102160109			T			C			0.88			0.03			0.85


			NC_010450.4			122052541			intergenic_region			RAP1GDS1-LOC102160109			G			A			0.51			0.00


			NC_010450.4			122062370			intergenic_region			RAP1GDS1-LOC102160109			C			T			0.93			0.03			0.90


			NC_010450.4			122062440			intergenic_region			RAP1GDS1-LOC102160109			A			T			0.95			0.05			0.90


			NC_010450.4			122052560			intergenic_region			RAP1GDS1-LOC102160109			T			C			0.54			0.00


			NC_010450.4			122052564			intergenic_region			RAP1GDS1-LOC102160109			T			C			0.54			0.00


			NC_010450.4			122062780			intergenic_region			RAP1GDS1-LOC102160109			A			G			0.64			0.05			0.59


			NC_010450.4			122052738			intergenic_region			RAP1GDS1-LOC102160109			T			C			0.82			0.00


			NC_010450.4			122063090			intergenic_region			RAP1GDS1-LOC102160109			C			T			0.65			0.03			0.62


			NC_010450.4			122063109			intergenic_region			RAP1GDS1-LOC102160109			T			C			0.64			0.03			0.61


			NC_010450.4			122063171			intergenic_region			RAP1GDS1-LOC102160109			T			C			0.64			0.03			0.61


			NC_010450.4			122052739			intergenic_region			RAP1GDS1-LOC102160109			G			A			0.82			0.00


			NC_010450.4			122053749			intergenic_region			RAP1GDS1-LOC102160109			G			A			0.91			0.00


			NC_010450.4			122063818			intergenic_region			RAP1GDS1-LOC102160109			C			T			0.88			0.03			0.85


			NC_010450.4			122063878			intergenic_region			RAP1GDS1-LOC102160109			A			G			0.92			0.03			0.89


			NC_010450.4			122063928			intergenic_region			RAP1GDS1-LOC102160109			G			C			0.91			0.03			0.88


			NC_010450.4			122054110			intergenic_region			RAP1GDS1-LOC102160109			A			C			0.91			0.00


			NC_010450.4			122054160			intergenic_region			RAP1GDS1-LOC102160109			A			G			0.66			0.00


			NC_010450.4			122054176			intergenic_region			RAP1GDS1-LOC102160109			G			A			0.65			0.00


			NC_010450.4			122064446			intergenic_region			RAP1GDS1-LOC102160109			T			C			0.90			0.03			0.87


			NC_010450.4			122064673			intergenic_region			RAP1GDS1-LOC102160109			A			T			0.91			0.03			0.88


			NC_010450.4			122064728			intergenic_region			RAP1GDS1-LOC102160109			A			G			0.67			0.03			0.64


			NC_010450.4			122064765			intergenic_region			RAP1GDS1-LOC102160109			G			A			0.68			0.03			0.65


			NC_010450.4			122064956			intergenic_region			RAP1GDS1-LOC102160109			A			G			0.91			0.03			0.88


			NC_010450.4			122054192			intergenic_region			RAP1GDS1-LOC102160109			A			G			0.88			0.00


			NC_010450.4			122055255			intergenic_region			RAP1GDS1-LOC102160109			C			A			0.91			0.00


			NC_010450.4			122065638			intergenic_region			RAP1GDS1-LOC102160109			G			A			0.90			0.03			0.87


			NC_010450.4			122065991			intergenic_region			RAP1GDS1-LOC102160109			T			G			0.84			0.03			0.81


			NC_010450.4			122066007			intergenic_region			RAP1GDS1-LOC102160109			A			G			0.81			0.03			0.78


			NC_010450.4			122066175			intergenic_region			RAP1GDS1-LOC102160109			A			G			0.79			0.03			0.76


			NC_010450.4			122066267			intergenic_region			RAP1GDS1-LOC102160109			C			T			0.80			0.03			0.77


			NC_010450.4			122066282			intergenic_region			RAP1GDS1-LOC102160109			T			C			0.81			0.03			0.78


			NC_010450.4			122066322			intergenic_region			RAP1GDS1-LOC102160109			C			T			0.78			0.03			0.75


			NC_010450.4			122066973			intergenic_region			RAP1GDS1-LOC102160109			G			C			0.90			0.03			0.87


			NC_010450.4			122067027			intergenic_region			RAP1GDS1-LOC102160109			T			C			0.89			0.05			0.84


			NC_010450.4			122067032			intergenic_region			RAP1GDS1-LOC102160109			G			A			0.89			0.05			0.84


			NC_010450.4			122055809			intergenic_region			RAP1GDS1-LOC102160109			G			A			0.93			0.00


			NC_010450.4			122055893			intergenic_region			RAP1GDS1-LOC102160109			T			C			0.66			0.00


			NC_010450.4			122067471			intergenic_region			RAP1GDS1-LOC102160109			A			G			0.90			0.05			0.85


			NC_010450.4			122067517			intergenic_region			RAP1GDS1-LOC102160109			C			T			0.90			0.05			0.85


			NC_010450.4			122055992			intergenic_region			RAP1GDS1-LOC102160109			T			G			0.72			0.00


			NC_010450.4			122056718			intergenic_region			RAP1GDS1-LOC102160109			T			C			0.71			0.00


			NC_010450.4			122056764			intergenic_region			RAP1GDS1-LOC102160109			G			A			0.71			0.00


			NC_010450.4			122056773			intergenic_region			RAP1GDS1-LOC102160109			T			C			0.73			0.00


			NC_010450.4			122067753			intergenic_region			RAP1GDS1-LOC102160109			T			C			0.90			0.03			0.87


			NC_010450.4			122067903			intergenic_region			RAP1GDS1-LOC102160109			A			C			0.91			0.03			0.88


			NC_010450.4			122067980			intergenic_region			RAP1GDS1-LOC102160109			A			G			0.91			0.03			0.88


			NC_010450.4			122068051			intergenic_region			RAP1GDS1-LOC102160109			T			A			0.92			0.03			0.89


			NC_010450.4			122068114			intergenic_region			RAP1GDS1-LOC102160109			C			T			0.92			0.03			0.89


			NC_010450.4			122068141			intergenic_region			RAP1GDS1-LOC102160109			G			A			0.91			0.03			0.88


			NC_010450.4			122068156			intergenic_region			RAP1GDS1-LOC102160109			T			C			0.89			0.03			0.86


			NC_010450.4			122068189			intergenic_region			RAP1GDS1-LOC102160109			A			G			0.91			0.03			0.88


			NC_010450.4			122068297			intergenic_region			RAP1GDS1-LOC102160109			T			C			0.89			0.03			0.86


			NC_010450.4			122068411			intergenic_region			RAP1GDS1-LOC102160109			C			G			0.87			0.03			0.84


			NC_010450.4			122068564			intergenic_region			RAP1GDS1-LOC102160109			A			G			0.89			0.03			0.86


			NC_010450.4			122068605			intergenic_region			RAP1GDS1-LOC102160109			T			C			0.70			0.05			0.65


			NC_010450.4			122068982			intergenic_region			RAP1GDS1-LOC102160109			T			C			0.91			0.03			0.88


			NC_010450.4			122069099			intergenic_region			RAP1GDS1-LOC102160109			G			A			0.92			0.03			0.89


			NC_010450.4			122069136			intergenic_region			RAP1GDS1-LOC102160109			T			C			0.92			0.03			0.89


			NC_010450.4			122069222			intergenic_region			RAP1GDS1-LOC102160109			A			G			0.92			0.03			0.89


			NC_010450.4			122069337			intergenic_region			RAP1GDS1-LOC102160109			T			C			0.92			0.03			0.89


			NC_010450.4			122069603			intergenic_region			RAP1GDS1-LOC102160109			C			T			0.91			0.03			0.88


			NC_010450.4			122071409			intergenic_region			RAP1GDS1-LOC102160109			A			C			0.60			0.05			0.55


			NC_010450.4			122072362			intergenic_region			RAP1GDS1-LOC102160109			G			A			0.88			0.03			0.85


			NC_010450.4			122072428			intergenic_region			RAP1GDS1-LOC102160109			G			A			0.91			0.03			0.88


			NC_010450.4			122072463			intergenic_region			RAP1GDS1-LOC102160109			C			T			0.88			0.03			0.85


			NC_010450.4			122072471			intergenic_region			RAP1GDS1-LOC102160109			T			C			0.87			0.03			0.84


			NC_010450.4			122072475			intergenic_region			RAP1GDS1-LOC102160109			C			T			0.87			0.03			0.84


			NC_010450.4			122072724			intergenic_region			RAP1GDS1-LOC102160109			A			C			0.89			0.05			0.84


			NC_010450.4			122056827			intergenic_region			RAP1GDS1-LOC102160109			A			T			0.93			0.00


			NC_010450.4			122073055			intergenic_region			RAP1GDS1-LOC102160109			G			A			0.91			0.03			0.88


			NC_010450.4			122073138			intergenic_region			RAP1GDS1-LOC102160109			C			T			0.91			0.03			0.88


			NC_010450.4			122073141			intergenic_region			RAP1GDS1-LOC102160109			G			T			0.91			0.03			0.88


			NC_010450.4			122073250			intergenic_region			RAP1GDS1-LOC102160109			C			T			0.91			0.03			0.88


			NC_010450.4			122073265			intergenic_region			RAP1GDS1-LOC102160109			A			G			0.91			0.03			0.88


			NC_010450.4			122056850			intergenic_region			RAP1GDS1-LOC102160109			G			A			0.94			0.00


			NC_010450.4			122073422			intergenic_region			RAP1GDS1-LOC102160109			A			G			0.89			0.03			0.86


			NC_010450.4			122056912			intergenic_region			RAP1GDS1-LOC102160109			T			C			0.93			0.00


			NC_010450.4			122056922			intergenic_region			RAP1GDS1-LOC102160109			G			T			0.87			0.00


			NC_010450.4			122073720			intergenic_region			RAP1GDS1-LOC102160109			T			C			0.57			0.03			0.54


			NC_010450.4			122073810			intergenic_region			RAP1GDS1-LOC102160109			T			G			0.57			0.03			0.54


			NC_010450.4			122073863			intergenic_region			RAP1GDS1-LOC102160109			G			A			0.56			0.03			0.53


			NC_010450.4			122074221			intergenic_region			RAP1GDS1-LOC102160109			T			C			0.58			0.03			0.55


			NC_010450.4			122057275			intergenic_region			RAP1GDS1-LOC102160109			C			A			0.90			0.00


			NC_010450.4			122057681			intergenic_region			RAP1GDS1-LOC102160109			C			A			0.90			0.00


			NC_010450.4			122076282			intergenic_region			RAP1GDS1-LOC102160109			G			A			0.78			0.03			0.75


			NC_010450.4			122058671			intergenic_region			RAP1GDS1-LOC102160109			G			A			0.93			0.00


			NC_010450.4			122058691			intergenic_region			RAP1GDS1-LOC102160109			A			G			0.93			0.00


			NC_010450.4			122058726			intergenic_region			RAP1GDS1-LOC102160109			C			T			0.73			0.00


			NC_010450.4			122059121			intergenic_region			RAP1GDS1-LOC102160109			A			G			0.51			0.00


			NC_010450.4			122076586			intergenic_region			RAP1GDS1-LOC102160109			T			A			0.73			0.05			0.68


			NC_010450.4			122076593			intergenic_region			RAP1GDS1-LOC102160109			T			C			0.72			0.05			0.67


			NC_010450.4			122076826			intergenic_region			RAP1GDS1-LOC102160109			A			G			0.76			0.05			0.71


			NC_010450.4			122076904			intergenic_region			RAP1GDS1-LOC102160109			C			T			0.78			0.05			0.73


			NC_010450.4			122077006			intergenic_region			RAP1GDS1-LOC102160109			G			A			0.79			0.05			0.74


			NC_010450.4			122077027			intergenic_region			RAP1GDS1-LOC102160109			G			A			0.80			0.05			0.75


			NC_010450.4			122077035			intergenic_region			RAP1GDS1-LOC102160109			T			C			0.81			0.05			0.76


			NC_010450.4			122060720			intergenic_region			RAP1GDS1-LOC102160109			T			C			0.90			0.00


			NC_010450.4			122060721			intergenic_region			RAP1GDS1-LOC102160109			G			A			0.90			0.00


			NC_010450.4			122077382			intergenic_region			RAP1GDS1-LOC102160109			T			C			0.89			0.03			0.86


			NC_010450.4			122061531			intergenic_region			RAP1GDS1-LOC102160109			C			G			0.72			0.00


			NC_010450.4			122061830			intergenic_region			RAP1GDS1-LOC102160109			A			G			0.59			0.00


			NC_010450.4			122062087			intergenic_region			RAP1GDS1-LOC102160109			T			G			0.51			0.00


			NC_010451.4			13822458			5_prime_UTR_variant			TENM4			T			A			0.76			0.11			0.65


			NC_010452.4			8337039			5_prime_UTR_variant			TGFB2			C			G			0.76			0.26			0.50


			NC_010452.4			23760638			upstream_gene_variant			TNNT2			C			T			0.76			0.13			0.63


			NC_010455.5			206035682			downstream_gene_variant			PDE9A			G			C			0.76			0.14			0.62


			NC_010456.5			43550461			synonymous_variant			MYO18B			G			C			0.76			0.16			0.60


			NC_010458.4			38179003			5_prime_UTR_variant			PDE4D			T			C			0.76			0.03			0.73


			NC_010458.4			66453808			3_prime_UTR_variant			SGCD			T			C			0.76			0.16			0.60


			NC_010459.5			57803198			downstream_gene_variant			RBM38			G			A			0.76			0.26			0.50


			NC_010443.5			162274270			splice_region_variant&intron_variant			ALPK2			C			T			0.76			0.18			0.57


			NC_010450.4			122062133			intergenic_region			RAP1GDS1-LOC102160109			G			A			0.54			0.00


			NC_010443.5			162174336			upstream_gene_variant			ALPK2			C			T			0.75			0.13			0.62


			NC_010451.4			13044467			3_prime_UTR_variant			TENM4			A			C			0.75			0.18			0.57


			NC_010451.4			13822534			5_prime_UTR_premature_start_codon_gain_variant			TENM4			C			A			0.75			0.08			0.67


			NC_010450.4			122062197			intergenic_region			RAP1GDS1-LOC102160109			A			T			0.51			0.00


			NC_010450.4			122062684			intergenic_region			RAP1GDS1-LOC102160109			T			C			0.65			0.00


			NC_010459.5			57585023			3_prime_UTR_variant			BMP7			A			G			0.75			0.21			0.54


			NC_010459.5			57800136			non_coding_transcript_exon_variant			RBM38			T			C			0.75			0.11			0.64


			NC_010459.5			57800931			non_coding_transcript_exon_variant			RBM38			T			C			0.75			0.24			0.51


			NC_010449.5			19704750			upstream_gene_variant			RIPOR2			T			C			0.74			0.05			0.69


			NC_010443.5			268309448			3_prime_UTR_variant			ENG			G			A			0.74			0.06			0.68


			NC_010451.4			13043052			3_prime_UTR_variant			TENM4			A			G			0.74			0.17			0.57


			NC_010451.4			13052497			intron_variant			TENM4			T			G			0.66			0.16			0.50


			NC_010451.4			13052699			intron_variant			TENM4			C			T			0.76			0.19			0.57


			NC_010451.4			13053412			intron_variant			TENM4			C			G			0.65			0.03			0.62


			NC_010451.4			13054140			intron_variant			TENM4			A			G			0.63			0.08			0.55


			NC_010451.4			13043128			3_prime_UTR_variant			TENM4			G			A			0.74			0.21			0.53


			NC_010451.4			13044141			3_prime_UTR_variant			TENM4			G			A			0.74			0.18			0.56


			NC_010451.4			13056276			intron_variant			TENM4			T			C			0.76			0.08			0.68


			NC_010451.4			13056294			intron_variant			TENM4			T			C			0.75			0.08			0.67


			NC_010451.4			13056485			intron_variant			TENM4			T			G			0.23			0.92			0.68


			NC_010451.4			13056489			intron_variant			TENM4			C			T			0.06			0.62			0.56


			NC_010451.4			13056744			intron_variant			TENM4			G			A			0.59			0.08			0.51


			NC_010451.4			13056814			intron_variant			TENM4			A			G			0.15			0.81			0.65


			NC_010451.4			13057012			intron_variant			TENM4			A			G			0.27			0.92			0.65


			NC_010451.4			13057284			intron_variant			TENM4			T			C			0.20			0.78			0.58


			NC_010451.4			13057302			intron_variant			TENM4			C			A			0.05			0.55			0.50


			NC_010450.4			122062726			intergenic_region			RAP1GDS1-LOC102160109			A			C			0.66			0.00


			NC_010451.4			13057853			intron_variant			TENM4			A			G			0.26			0.92			0.66


			NC_010451.4			13058979			intron_variant			TENM4			C			T			0.00			0.50


			NC_010451.4			13060089			intron_variant			TENM4			G			A			0.05			0.58			0.53


			NC_010451.4			13062422			intron_variant			TENM4			C			G			0.68			0.06			0.62


			NC_010451.4			13062424			intron_variant			TENM4			A			T			0.68			0.06			0.62


			NC_010450.4			122062892			intergenic_region			RAP1GDS1-LOC102160109			G			A			0.90			0.00


			NC_010450.4			122063234			intergenic_region			RAP1GDS1-LOC102160109			A			G			0.63			0.00


			NC_010450.4			122063352			intergenic_region			RAP1GDS1-LOC102160109			G			T			0.88			0.00


			NC_010451.4			13062723			intron_variant			TENM4			A			G			0.57			0.03			0.54


			NC_010451.4			13062907			intron_variant			TENM4			T			C			0.62			0.05			0.57


			NC_010451.4			13063653			intron_variant			TENM4			A			G			0.08			0.61			0.52


			NC_010451.4			13065633			intron_variant			TENM4			T			C			0.81			0.18			0.63


			NC_010451.4			13065795			intron_variant			TENM4			A			G			0.83			0.16			0.67


			NC_010451.4			13066604			intron_variant			TENM4			C			T			0.85			0.18			0.67


			NC_010451.4			13066705			intron_variant			TENM4			C			A			0.69			0.18			0.51


			NC_010451.4			13066732			intron_variant			TENM4			T			C			0.89			0.13			0.76


			NC_010451.4			13066768			intron_variant			TENM4			T			C			0.79			0.18			0.61


			NC_010451.4			13066871			intron_variant			TENM4			T			G			0.88			0.16			0.72


			NC_010451.4			13067082			intron_variant			TENM4			C			T			0.71			0.13			0.58


			NC_010451.4			13067120			intron_variant			TENM4			A			C			0.78			0.18			0.60


			NC_010451.4			13067189			intron_variant			TENM4			T			C			0.88			0.18			0.70


			NC_010451.4			13067343			intron_variant			TENM4			G			A			0.73			0.13			0.60


			NC_010451.4			13067411			intron_variant			TENM4			T			C			0.88			0.13			0.75


			NC_010451.4			13067414			intron_variant			TENM4			T			C			0.88			0.13			0.75


			NC_010451.4			13067441			intron_variant			TENM4			T			C			0.86			0.18			0.68


			NC_010451.4			13067446			intron_variant			TENM4			T			A			0.69			0.18			0.51


			NC_010451.4			13067449			intron_variant			TENM4			G			A			0.86			0.18			0.68


			NC_010451.4			13067542			intron_variant			TENM4			A			G			0.88			0.18			0.70


			NC_010451.4			13067622			intron_variant			TENM4			G			T			0.88			0.16			0.72


			NC_010451.4			13067628			intron_variant			TENM4			T			C			0.86			0.16			0.70


			NC_010451.4			13067643			intron_variant			TENM4			A			C			0.86			0.08			0.78


			NC_010451.4			13067665			intron_variant			TENM4			G			C			0.88			0.05			0.83


			NC_010451.4			13067684			intron_variant			TENM4			T			C			0.86			0.16			0.70


			NC_010451.4			13067714			intron_variant			TENM4			T			C			0.86			0.16			0.70


			NC_010450.4			122064107			intergenic_region			RAP1GDS1-LOC102160109			G			A			0.91			0.00


			NC_010450.4			122064254			intergenic_region			RAP1GDS1-LOC102160109			A			G			0.91			0.00


			NC_010451.4			13068596			intron_variant			TENM4			T			C			0.64			0.11			0.53


			NC_010451.4			13070342			intron_variant			TENM4			A			C			0.85			0.13			0.72


			NC_010451.4			13070705			intron_variant			TENM4			G			C			0.86			0.16			0.70


			NC_010451.4			13071405			intron_variant			TENM4			T			C			0.87			0.21			0.66


			NC_010450.4			122064261			intergenic_region			RAP1GDS1-LOC102160109			C			T			0.63			0.00


			NC_010451.4			13072110			intron_variant			TENM4			A			G			0.63			0.11			0.52


			NC_010451.4			13072756			intron_variant			TENM4			A			G			0.62			0.08			0.54


			NC_010451.4			13073007			intron_variant			TENM4			T			C			0.56			0.05			0.51


			NC_010451.4			13073025			intron_variant			TENM4			C			T			0.56			0.05			0.51


			NC_010451.4			13075912			intron_variant			TENM4			G			T			0.86			0.16			0.70


			NC_010451.4			13075966			intron_variant			TENM4			A			G			0.64			0.08			0.56


			NC_010451.4			13076872			intron_variant			TENM4			A			G			0.84			0.18			0.66


			NC_010451.4			13077572			intron_variant			TENM4			A			G			0.85			0.16			0.69


			NC_010451.4			13077875			intron_variant			TENM4			C			A			0.82			0.16			0.66


			NC_010451.4			13077927			intron_variant			TENM4			C			T			0.79			0.17			0.62


			NC_010451.4			13077937			intron_variant			TENM4			A			C			0.74			0.18			0.56


			NC_010451.4			13077966			intron_variant			TENM4			A			G			0.73			0.14			0.59


			NC_010451.4			13078736			intron_variant			TENM4			G			C			0.80			0.18			0.62


			NC_010451.4			13078830			intron_variant			TENM4			T			C			0.79			0.18			0.61


			NC_010451.4			13079372			intron_variant			TENM4			A			G			0.66			0.14			0.52


			NC_010451.4			13079392			intron_variant			TENM4			C			T			0.87			0.11			0.76


			NC_010451.4			13079462			intron_variant			TENM4			G			C			0.86			0.18			0.68


			NC_010450.4			122065435			intergenic_region			RAP1GDS1-LOC102160109			A			G			0.77			0.00


			NC_010451.4			13080631			intron_variant			TENM4			G			C			0.83			0.18			0.65


			NC_010451.4			13081586			intron_variant			TENM4			C			G			0.90			0.16			0.74


			NC_010451.4			13081722			intron_variant			TENM4			T			G			0.62			0.05			0.57


			NC_010451.4			13081725			intron_variant			TENM4			G			A			0.62			0.05			0.57


			NC_010451.4			13081862			intron_variant			TENM4			G			A			0.62			0.08			0.54


			NC_010451.4			13081902			intron_variant			TENM4			T			C			0.58			0.08			0.50


			NC_010451.4			13044424			3_prime_UTR_variant			TENM4			C			T			0.74			0.11			0.63


			NC_010451.4			13083075			intron_variant			TENM4			T			C			0.85			0.16			0.69


			NC_010451.4			13083165			intron_variant			TENM4			C			G			0.88			0.18			0.70


			NC_010451.4			13083188			intron_variant			TENM4			G			A			0.91			0.18			0.73


			NC_010451.4			13083201			intron_variant			TENM4			A			G			0.91			0.18			0.73


			NC_010451.4			13083204			intron_variant			TENM4			A			C			0.91			0.18			0.73


			NC_010451.4			13083731			intron_variant			TENM4			T			C			0.88			0.11			0.77


			NC_010451.4			13083752			intron_variant			TENM4			C			G			0.87			0.08			0.79


			NC_010451.4			13084095			intron_variant			TENM4			C			G			0.86			0.11			0.75


			NC_010451.4			13084101			intron_variant			TENM4			G			C			0.88			0.11			0.77


			NC_010451.4			13084107			intron_variant			TENM4			A			G			0.87			0.11			0.76


			NC_010451.4			13084157			intron_variant			TENM4			G			C			0.88			0.08			0.80


			NC_010451.4			13084161			intron_variant			TENM4			T			G			0.63			0.08			0.55


			NC_010451.4			13084171			intron_variant			TENM4			G			A			0.61			0.08			0.53


			NC_010451.4			13084264			intron_variant			TENM4			T			C			0.89			0.11			0.78


			NC_010451.4			13084273			intron_variant			TENM4			T			C			0.89			0.09			0.80


			NC_010451.4			13085088			intron_variant			TENM4			T			C			0.87			0.09			0.78


			NC_010451.4			13085206			intron_variant			TENM4			G			A			0.72			0.10			0.62


			NC_010451.4			13085278			intron_variant			TENM4			C			T			0.75			0.13			0.62


			NC_010451.4			13085322			intron_variant			TENM4			C			G			0.79			0.16			0.63


			NC_010451.4			13085594			intron_variant			TENM4			T			G			0.79			0.05			0.74


			NC_010451.4			13086643			intron_variant			TENM4			T			G			0.87			0.16			0.71


			NC_010451.4			13087696			intron_variant			TENM4			A			G			0.76			0.06			0.70


			NC_010451.4			13089793			intron_variant			TENM4			A			G			0.68			0.03			0.65


			NC_010451.4			13089799			intron_variant			TENM4			G			A			0.68			0.03			0.65


			NC_010451.4			13089807			intron_variant			TENM4			C			T			0.69			0.03			0.66


			NC_010451.4			13090988			intron_variant			TENM4			G			A			0.76			0.16			0.60


			NC_010451.4			13090989			intron_variant			TENM4			C			T			0.76			0.16			0.60


			NC_010451.4			13091487			intron_variant			TENM4			A			G			0.89			0.13			0.76


			NC_010451.4			13091508			intron_variant			TENM4			G			T			0.89			0.17			0.72


			NC_010451.4			13091590			intron_variant			TENM4			T			C			0.75			0.19			0.56


			NC_010451.4			13091598			intron_variant			TENM4			C			T			0.09			0.76			0.67


			NC_010451.4			13091702			intron_variant			TENM4			C			G			0.90			0.18			0.72


			NC_010451.4			13091868			intron_variant			TENM4			G			A			0.91			0.16			0.75


			NC_010451.4			13092215			intron_variant			TENM4			A			G			0.90			0.18			0.72


			NC_010451.4			13092221			intron_variant			TENM4			G			C			0.90			0.18			0.72


			NC_010451.4			13092358			intron_variant			TENM4			G			A			0.88			0.16			0.72


			NC_010451.4			13092370			intron_variant			TENM4			C			G			0.88			0.18			0.70


			NC_010451.4			13092449			intron_variant			TENM4			A			G			0.89			0.18			0.71


			NC_010451.4			13092907			intron_variant			TENM4			T			C			0.87			0.18			0.69


			NC_010451.4			13092916			intron_variant			TENM4			G			C			0.62			0.08			0.54


			NC_010451.4			13092996			intron_variant			TENM4			T			C			0.62			0.11			0.51


			NC_010451.4			13093483			intron_variant			TENM4			A			G			0.90			0.21			0.69


			NC_010451.4			13093550			intron_variant			TENM4			T			C			0.64			0.05			0.59


			NC_010451.4			13093562			intron_variant			TENM4			T			C			0.92			0.31			0.61


			NC_010451.4			13093603			intron_variant			TENM4			C			T			0.63			0.11			0.52


			NC_010451.4			13093679			intron_variant			TENM4			T			C			0.90			0.18			0.72


			NC_010451.4			13093846			intron_variant			TENM4			G			A			0.64			0.08			0.56


			NC_010451.4			13093861			intron_variant			TENM4			C			T			0.90			0.16			0.74


			NC_010451.4			13093945			intron_variant			TENM4			A			G			0.91			0.13			0.78


			NC_010451.4			13044529			3_prime_UTR_variant			TENM4			T			G			0.74			0.11			0.63


			NC_010455.5			35910502			3_prime_UTR_variant			CACNA1D			C			T			0.74			0.13			0.61


			NC_010451.4			13094271			intron_variant			TENM4			G			A			0.71			0.16			0.55


			NC_010451.4			13094345			intron_variant			TENM4			G			A			0.65			0.13			0.52


			NC_010451.4			13094357			intron_variant			TENM4			T			C			0.87			0.11			0.76


			NC_010451.4			13094380			intron_variant			TENM4			T			C			0.74			0.06			0.68


			NC_010451.4			13094402			intron_variant			TENM4			G			A			0.10			0.96			0.86


			NC_010451.4			13095004			intron_variant			TENM4			T			G			0.88			0.11			0.77


			NC_010451.4			13095233			intron_variant			TENM4			T			C			0.86			0.11			0.75


			NC_010451.4			13095383			intron_variant			TENM4			C			T			0.17			0.89			0.72


			NC_010450.4			122065531			intergenic_region			RAP1GDS1-LOC102160109			T			C			0.90			0.00


			NC_010451.4			13095846			intron_variant			TENM4			G			A			0.18			0.84			0.66


			NC_010451.4			13095898			intron_variant			TENM4			C			T			0.38			0.89			0.51


			NC_010451.4			13095931			intron_variant			TENM4			T			C			0.24			0.89			0.66


			NC_010451.4			13096111			intron_variant			TENM4			T			G			0.10			0.82			0.71


			NC_010451.4			13096189			intron_variant			TENM4			C			G			0.83			0.13			0.70


			NC_010451.4			13096519			intron_variant			TENM4			C			A			0.58			0.08			0.50


			NC_010451.4			13096520			intron_variant			TENM4			A			C			0.38			0.91			0.54


			NC_010451.4			13096635			intron_variant			TENM4			T			C			0.31			0.82			0.50


			NC_010451.4			13096903			intron_variant			TENM4			G			C			0.10			0.79			0.68


			NC_010451.4			13097318			intron_variant			TENM4			C			T			0.09			0.78			0.69


			NC_010451.4			13097525			intron_variant			TENM4			G			A			0.22			0.74			0.52


			NC_010451.4			13098615			intron_variant			TENM4			C			G			0.33			0.84			0.52


			NC_010451.4			13100490			intron_variant			TENM4			C			T			0.63			0.06			0.57


			NC_010451.4			13101595			intron_variant			TENM4			C			T			0.10			0.82			0.71


			NC_010451.4			13101843			intron_variant			TENM4			G			T			0.19			0.79			0.60


			NC_010451.4			13102084			intron_variant			TENM4			T			C			0.10			0.79			0.69


			NC_010451.4			13102348			intron_variant			TENM4			A			G			0.18			0.84			0.66


			NC_010451.4			13102440			intron_variant			TENM4			G			T			0.22			0.81			0.58


			NC_010451.4			13102505			intron_variant			TENM4			C			A			0.21			0.78			0.56


			NC_010451.4			13102657			intron_variant			TENM4			G			A			0.10			0.79			0.68


			NC_010451.4			13102947			intron_variant			TENM4			A			G			0.11			0.76			0.65


			NC_010450.4			122067101			intergenic_region			RAP1GDS1-LOC102160109			A			G			0.86			0.00


			NC_010451.4			13103888			intron_variant			TENM4			T			C			0.12			0.79			0.67


			NC_010451.4			13104942			intron_variant			TENM4			C			T			0.10			0.86			0.76


			NC_010451.4			13105294			intron_variant			TENM4			G			C			0.09			0.74			0.64


			NC_010451.4			13105528			intron_variant			TENM4			C			T			0.10			0.81			0.71


			NC_010451.4			13105548			intron_variant			TENM4			A			G			0.21			0.81			0.60


			NC_010451.4			13105570			intron_variant			TENM4			G			C			0.10			0.75			0.65


			NC_010451.4			13105571			intron_variant			TENM4			C			T			0.10			0.75			0.65


			NC_010451.4			13105603			intron_variant			TENM4			T			C			0.20			0.78			0.58


			NC_010457.5			33607653			downstream_gene_variant			MYOM2			C			A			0.74			0.06			0.68


			NC_010451.4			13106993			intron_variant			TENM4			C			T			0.17			0.76			0.59


			NC_010450.4			122067144			intergenic_region			RAP1GDS1-LOC102160109			A			G			0.85			0.00


			NC_010451.4			13108130			intron_variant			TENM4			G			A			0.16			0.80			0.64


			NC_010451.4			13109044			intron_variant			TENM4			C			T			0.17			0.75			0.58


			NC_010451.4			13109541			intron_variant			TENM4			C			T			0.07			0.72			0.65


			NC_010450.4			122067612			intergenic_region			RAP1GDS1-LOC102160109			C			T			0.88			0.00


			NC_010450.4			122067636			intergenic_region			RAP1GDS1-LOC102160109			C			T			0.87			0.00


			NC_010451.4			13110401			intron_variant			TENM4			T			C			0.08			0.82			0.74


			NC_010451.4			13115147			intron_variant			TENM4			A			G			0.14			0.89			0.76


			NC_010450.4			122067637			intergenic_region			RAP1GDS1-LOC102160109			A			C			0.87			0.00


			NC_010451.4			13115659			intron_variant			TENM4			G			T			0.21			0.87			0.66


			NC_010450.4			122067708			intergenic_region			RAP1GDS1-LOC102160109			G			A			0.90			0.00


			NC_010450.4			122072961			intergenic_region			RAP1GDS1-LOC102160109			G			A			0.90			0.00


			NC_010450.4			122073362			intergenic_region			RAP1GDS1-LOC102160109			T			C			0.60			0.00


			NC_010450.4			122073538			intergenic_region			RAP1GDS1-LOC102160109			G			T			0.58			0.00


			NC_010451.4			13116185			intron_variant			TENM4			C			T			0.23			0.89			0.66


			NC_010450.4			122073558			intergenic_region			RAP1GDS1-LOC102160109			G			C			0.56			0.00


			NC_010450.4			122074564			intergenic_region			RAP1GDS1-LOC102160109			C			T			0.56			0.00


			NC_010450.4			122074616			intergenic_region			RAP1GDS1-LOC102160109			G			A			0.57			0.00


			NC_010450.4			122076292			intergenic_region			RAP1GDS1-LOC102160109			T			C			0.80			0.00


			NC_010450.4			122076485			intergenic_region			RAP1GDS1-LOC102160109			G			A			0.79			0.00


			NC_010450.4			122076545			intergenic_region			RAP1GDS1-LOC102160109			T			C			0.77			0.00


			NC_010450.4			122076552			intergenic_region			RAP1GDS1-LOC102160109			G			T			0.77			0.00


			NC_010451.4			13116465			intron_variant			TENM4			G			A			0.24			0.89			0.65


			NC_010450.4			122077193			intergenic_region			RAP1GDS1-LOC102160109			C			T			0.90			0.00


			NC_010450.4			122077203			intergenic_region			RAP1GDS1-LOC102160109			A			G			0.53			0.00


			NC_010450.4			122077427			intergenic_region			RAP1GDS1-LOC102160109			T			C			0.53			0.00


			NC_010450.4			122077572			intergenic_region			RAP1GDS1-LOC102160109			A			G			0.65			0.00


			NC_010450.4			122077597			intergenic_region			RAP1GDS1-LOC102160109			A			G			0.95			0.00


			NC_010451.4			13057407			intron_variant			TENM4			G			A			0.51			0.00


			NC_010451.4			13062444			intron_variant			TENM4			C			T			0.65			0.00


			NC_010451.4			13062642			intron_variant			TENM4			T			C			0.54			0.00


			NC_010451.4			13062692			intron_variant			TENM4			C			T			0.52			0.00


			NC_010451.4			13068420			intron_variant			TENM4			T			C			0.53			0.00


			NC_010451.4			13068455			intron_variant			TENM4			A			G			0.51			0.00


			NC_010451.4			13071631			intron_variant			TENM4			A			C			0.51			0.00


			NC_010451.4			13080500			intron_variant			TENM4			C			T			0.59			0.00


			NC_010451.4			13095735			intron_variant			TENM4			A			T			0.61			0.00


			NC_010451.4			13103841			intron_variant			TENM4			T			C			0.53			0.00


			NC_010451.4			13117646			intron_variant			TENM4			C			A			0.27			0.89			0.63


			NC_010451.4			13117688			intron_variant			TENM4			C			T			0.23			0.86			0.63


			NC_010451.4			13117690			intron_variant			TENM4			C			T			0.23			0.86			0.63


			NC_010451.4			13117922			intron_variant			TENM4			T			C			0.33			0.87			0.54


			NC_010451.4			13118015			intron_variant			TENM4			T			C			0.17			0.87			0.70


			NC_010451.4			13118088			intron_variant			TENM4			G			C			0.10			0.89			0.80


			NC_010451.4			13118459			intron_variant			TENM4			G			A			0.39			0.89			0.50


			NC_010451.4			13118851			intron_variant			TENM4			A			G			0.09			0.66			0.57


			NC_010451.4			13121010			intron_variant			TENM4			T			C			0.39			0.92			0.53


			NC_010451.4			13121021			intron_variant			TENM4			G			A			0.36			0.89			0.53


			NC_010451.4			13121552			intron_variant			TENM4			C			T			0.39			0.89			0.50


			NC_010451.4			13121612			intron_variant			TENM4			G			A			0.39			0.89			0.50


			NC_010451.4			13121756			intron_variant			TENM4			T			C			0.23			0.88			0.64


			NC_010451.4			13107000			intron_variant			TENM4			T			C			0.53			0.00


			NC_010451.4			13122759			intron_variant			TENM4			G			A			0.16			0.89			0.74


			NC_010451.4			13122997			intron_variant			TENM4			G			A			0.16			0.67			0.51


			NC_010451.4			13123096			intron_variant			TENM4			G			T			0.19			0.89			0.70


			NC_010451.4			13123097			intron_variant			TENM4			T			C			0.19			0.89			0.70


			NC_010451.4			13123098			intron_variant			TENM4			G			A			0.19			0.89			0.70


			NC_010451.4			13123146			intron_variant			TENM4			G			T			0.19			0.92			0.72


			NC_010451.4			13123746			intron_variant			TENM4			A			G			0.17			0.91			0.75


			NC_010451.4			13109945			intron_variant			TENM4			T			C			0.56			0.00


			NC_010451.4			13123896			intron_variant			TENM4			G			A			0.20			0.89			0.68


			NC_010451.4			13110339			intron_variant			TENM4			C			T			0.51			0.00


			NC_010451.4			13124046			intron_variant			TENM4			G			C			0.20			0.89			0.70


			NC_010451.4			13115479			intron_variant			TENM4			C			T			0.56			0.00


			NC_010451.4			13115778			intron_variant			TENM4			T			C			0.71			0.00


			NC_010451.4			13115787			intron_variant			TENM4			C			A			0.73			0.00


			NC_010451.4			13124402			intron_variant			TENM4			G			C			0.30			0.92			0.63


			NC_010451.4			13124409			intron_variant			TENM4			G			A			0.22			0.89			0.68


			NC_010451.4			13124450			intron_variant			TENM4			T			C			0.19			0.87			0.68


			NC_010451.4			13124467			intron_variant			TENM4			T			C			0.17			0.87			0.70


			NC_010451.4			13124493			intron_variant			TENM4			G			A			0.17			0.87			0.69


			NC_010451.4			13124554			intron_variant			TENM4			C			T			0.18			0.86			0.68


			NC_010451.4			13124559			intron_variant			TENM4			C			T			0.18			0.87			0.69


			NC_010451.4			13124603			intron_variant			TENM4			C			T			0.19			0.92			0.73


			NC_010451.4			13124627			intron_variant			TENM4			C			T			0.19			0.87			0.68


			NC_010451.4			13124685			intron_variant			TENM4			G			A			0.14			0.81			0.66


			NC_010451.4			13124688			intron_variant			TENM4			A			G			0.14			0.71			0.57


			NC_010451.4			13124698			intron_variant			TENM4			C			T			0.15			0.71			0.56


			NC_010451.4			13115868			intron_variant			TENM4			G			A			0.60			0.00


			NC_010451.4			13116099			intron_variant			TENM4			C			T			0.71			0.00


			NC_010451.4			13124801			intron_variant			TENM4			C			G			0.16			0.84			0.68


			NC_010451.4			13124843			intron_variant			TENM4			C			T			0.19			0.89			0.71


			NC_010451.4			13124887			intron_variant			TENM4			G			A			0.20			0.89			0.69


			NC_010451.4			13124888			intron_variant			TENM4			T			C			0.20			0.89			0.70


			NC_010451.4			13116261			intron_variant			TENM4			C			G			0.69			0.00


			NC_010451.4			13125049			intron_variant			TENM4			G			C			0.21			0.89			0.69


			NC_010451.4			13125278			intron_variant			TENM4			T			C			0.30			0.89			0.60


			NC_010451.4			13125285			intron_variant			TENM4			C			G			0.61			0.03			0.58


			NC_010451.4			13125658			intron_variant			TENM4			C			T			0.10			0.63			0.53


			NC_010451.4			13116263			intron_variant			TENM4			T			G			0.69			0.00


			NC_010451.4			13125959			intron_variant			TENM4			C			T			0.19			0.92			0.74


			NC_010451.4			13125969			intron_variant			TENM4			G			A			0.21			0.92			0.71


			NC_010451.4			13116344			intron_variant			TENM4			G			A			0.72			0.00


			NC_010451.4			13126086			intron_variant			TENM4			C			T			0.16			0.87			0.71


			NC_010451.4			13116374			intron_variant			TENM4			A			G			0.73			0.00


			NC_010451.4			13116413			intron_variant			TENM4			G			A			0.70			0.00


			NC_010451.4			13116454			intron_variant			TENM4			G			A			0.69			0.00


			NC_010451.4			13116464			intron_variant			TENM4			C			T			0.69			0.00


			NC_010451.4			13116487			intron_variant			TENM4			C			T			0.68			0.00


			NC_010451.4			13126193			intron_variant			TENM4			G			A			0.20			0.89			0.69


			NC_010451.4			13116504			intron_variant			TENM4			T			A			0.67			0.00


			NC_010451.4			13126439			intron_variant			TENM4			T			C			0.24			0.92			0.68


			NC_010451.4			13126501			intron_variant			TENM4			G			A			0.25			0.92			0.67


			NC_010451.4			13126563			intron_variant			TENM4			C			T			0.28			0.92			0.64


			NC_010451.4			13126600			intron_variant			TENM4			C			T			0.27			0.89			0.63


			NC_010451.4			13126642			intron_variant			TENM4			T			C			0.27			0.87			0.60


			NC_010451.4			13126662			intron_variant			TENM4			A			G			0.25			0.89			0.64


			NC_010451.4			13126712			intron_variant			TENM4			T			C			0.32			0.94			0.63


			NC_010451.4			13126931			intron_variant			TENM4			C			T			0.30			0.86			0.56


			NC_010451.4			13126941			intron_variant			TENM4			G			T			0.10			0.61			0.51


			NC_010451.4			13127204			intron_variant			TENM4			T			C			0.32			0.89			0.57


			NC_010451.4			13127209			intron_variant			TENM4			C			A			0.31			0.89			0.57


			NC_010451.4			13127221			intron_variant			TENM4			G			A			0.31			0.89			0.58


			NC_010451.4			13127246			intron_variant			TENM4			A			G			0.30			0.89			0.59


			NC_010451.4			13127335			intron_variant			TENM4			C			T			0.15			0.83			0.68


			NC_010451.4			13127336			intron_variant			TENM4			T			C			0.18			0.89			0.71


			NC_010451.4			13127340			intron_variant			TENM4			C			T			0.15			0.83			0.68


			NC_010451.4			13127404			intron_variant			TENM4			G			A			0.18			0.89			0.71


			NC_010451.4			13128419			intron_variant			TENM4			C			T			0.41			0.92			0.50


			NC_010451.4			13129674			intron_variant			TENM4			T			A			0.42			0.92			0.50


			NC_010451.4			13129718			intron_variant			TENM4			C			T			0.10			0.61			0.50


			NC_010451.4			13129772			intron_variant			TENM4			C			T			0.40			0.92			0.52


			NC_010451.4			13130524			intron_variant			TENM4			G			A			0.10			0.83			0.74


			NC_010451.4			13131048			intron_variant			TENM4			C			T			0.26			0.85			0.60


			NC_010451.4			13131434			intron_variant			TENM4			T			C			0.13			0.63			0.51


			NC_010451.4			13132339			intron_variant			TENM4			T			A			0.13			0.66			0.52


			NC_010451.4			13132564			intron_variant			TENM4			A			G			0.53			0.03			0.50


			NC_010451.4			13133198			intron_variant			TENM4			A			G			0.53			0.03			0.50


			NC_010451.4			13133201			intron_variant			TENM4			T			C			0.53			0.03			0.50


			NC_010451.4			13134816			intron_variant			TENM4			T			G			0.09			0.61			0.51


			NC_010451.4			13136080			intron_variant			TENM4			A			T			0.13			0.87			0.74


			NC_010451.4			13136248			intron_variant			TENM4			G			A			0.14			0.89			0.76


			NC_010451.4			13136583			intron_variant			TENM4			C			T			0.11			0.89			0.78


			NC_010451.4			13136811			intron_variant			TENM4			T			C			0.14			0.92			0.78


			NC_010451.4			13116604			intron_variant			TENM4			T			C			0.69			0.00


			NC_010451.4			13137083			intron_variant			TENM4			C			T			0.33			0.89			0.57


			NC_010451.4			13137367			intron_variant			TENM4			G			A			0.10			0.61			0.51


			NC_010451.4			13137437			intron_variant			TENM4			G			A			0.30			0.87			0.57


			NC_010451.4			13137450			intron_variant			TENM4			T			A			0.07			0.63			0.56


			NC_010451.4			13140135			intron_variant			TENM4			A			G			0.07			0.61			0.54


			NC_010451.4			13140259			intron_variant			TENM4			T			C			0.13			0.78			0.65


			NC_010451.4			13140347			intron_variant			TENM4			T			C			0.73			0.03			0.70


			NC_010451.4			13140462			intron_variant			TENM4			T			C			0.10			0.89			0.79


			NC_010451.4			13140470			intron_variant			TENM4			G			A			0.10			0.89			0.79


			NC_010451.4			13116644			intron_variant			TENM4			A			G			0.71			0.00


			NC_010451.4			13116665			intron_variant			TENM4			C			T			0.65			0.00


			NC_010451.4			13116687			intron_variant			TENM4			T			C			0.68			0.00


			NC_010451.4			13141205			intron_variant			TENM4			T			C			0.85			0.05			0.80


			NC_010451.4			13141210			intron_variant			TENM4			T			C			0.85			0.05			0.80


			NC_010451.4			13141309			intron_variant			TENM4			T			C			0.80			0.05			0.75


			NC_010451.4			13141326			intron_variant			TENM4			T			C			0.82			0.05			0.77


			NC_010451.4			13116746			intron_variant			TENM4			A			G			0.65			0.00


			NC_010451.4			13116755			intron_variant			TENM4			A			G			0.69			0.00


			NC_010451.4			13141458			intron_variant			TENM4			T			C			0.83			0.03			0.80


			NC_010451.4			13116787			intron_variant			TENM4			C			T			0.66			0.00


			NC_010451.4			13116798			intron_variant			TENM4			A			C			0.71			0.00


			NC_010451.4			13116808			intron_variant			TENM4			C			T			0.70			0.00


			NC_010451.4			13116905			intron_variant			TENM4			T			C			0.64			0.00


			NC_010451.4			13142688			intron_variant			TENM4			G			A			0.12			0.63			0.51


			NC_010451.4			13144171			intron_variant			TENM4			A			G			0.01			0.55			0.54


			NC_010451.4			13144216			intron_variant			TENM4			C			T			0.11			0.89			0.78


			NC_010451.4			13145153			intron_variant			TENM4			G			A			0.09			0.61			0.51


			NC_010451.4			13145172			intron_variant			TENM4			A			C			0.74			0.03			0.71


			NC_010451.4			13145184			intron_variant			TENM4			A			G			0.74			0.03			0.71


			NC_010451.4			13146401			intron_variant			TENM4			C			T			0.35			0.92			0.58


			NC_010451.4			13146594			intron_variant			TENM4			T			C			0.10			0.63			0.53


			NC_010451.4			13146761			intron_variant			TENM4			C			G			0.13			0.68			0.54


			NC_010451.4			13146793			intron_variant			TENM4			C			T			0.09			0.61			0.52


			NC_010451.4			13146810			intron_variant			TENM4			C			T			0.11			0.61			0.51


			NC_010451.4			13148131			intron_variant			TENM4			C			T			0.12			0.79			0.68


			NC_010451.4			13148937			intron_variant			TENM4			C			T			0.28			0.79			0.51


			NC_010451.4			13149883			intron_variant			TENM4			C			T			0.10			0.71			0.61


			NC_010451.4			13150484			intron_variant			TENM4			G			A			0.09			0.69			0.60


			NC_010451.4			13151028			intron_variant			TENM4			A			C			0.10			0.61			0.50


			NC_010451.4			13151227			intron_variant			TENM4			A			T			0.10			0.61			0.50


			NC_010451.4			13151367			intron_variant			TENM4			G			A			0.13			0.75			0.62


			NC_010451.4			13151387			intron_variant			TENM4			G			C			0.19			0.71			0.52


			NC_010451.4			13151550			intron_variant			TENM4			C			T			0.11			0.75			0.64


			NC_010451.4			13151991			intron_variant			TENM4			A			G			0.10			0.89			0.80


			NC_010451.4			13152326			intron_variant			TENM4			A			C			0.08			0.66			0.58


			NC_010451.4			13152327			intron_variant			TENM4			T			C			0.10			0.89			0.79


			NC_010451.4			13152389			intron_variant			TENM4			T			C			0.10			0.89			0.79


			NC_010451.4			13152396			intron_variant			TENM4			T			C			0.11			0.89			0.78


			NC_010451.4			13152397			intron_variant			TENM4			C			T			0.11			0.89			0.78


			NC_010451.4			13152508			intron_variant			TENM4			T			C			0.10			0.89			0.79


			NC_010451.4			13152525			intron_variant			TENM4			T			C			0.55			0.03			0.52


			NC_010451.4			13152541			intron_variant			TENM4			C			T			0.10			0.68			0.58


			NC_010451.4			13152721			intron_variant			TENM4			G			T			0.10			0.89			0.79


			NC_010451.4			13152788			intron_variant			TENM4			C			T			0.11			0.86			0.75


			NC_010451.4			13152897			intron_variant			TENM4			T			C			0.11			0.86			0.75


			NC_010451.4			13152925			intron_variant			TENM4			C			T			0.11			0.80			0.69


			NC_010451.4			13153128			intron_variant			TENM4			C			T			0.08			0.89			0.81


			NC_010451.4			13153196			intron_variant			TENM4			A			G			0.12			0.87			0.75


			NC_010451.4			13153272			intron_variant			TENM4			T			A			0.26			0.87			0.61


			NC_010451.4			13153284			intron_variant			TENM4			C			T			0.17			0.87			0.70


			NC_010451.4			13153290			intron_variant			TENM4			G			A			0.30			0.89			0.59


			NC_010451.4			13153554			intron_variant			TENM4			C			G			0.20			0.86			0.66


			NC_010451.4			13153582			intron_variant			TENM4			C			T			0.21			0.87			0.66


			NC_010451.4			13153622			intron_variant			TENM4			G			T			0.20			0.87			0.67


			NC_010451.4			13153628			intron_variant			TENM4			C			T			0.19			0.87			0.68


			NC_010451.4			13153636			intron_variant			TENM4			T			C			0.35			0.87			0.52


			NC_010451.4			13153686			intron_variant			TENM4			A			G			0.19			0.84			0.65


			NC_010451.4			13153726			intron_variant			TENM4			A			G			0.17			0.82			0.65


			NC_010451.4			13153741			intron_variant			TENM4			C			G			0.17			0.82			0.64


			NC_010451.4			13153799			intron_variant			TENM4			T			C			0.17			0.89			0.72


			NC_010451.4			13153800			intron_variant			TENM4			G			T			0.17			0.89			0.72


			NC_010451.4			13153859			intron_variant			TENM4			G			C			0.26			0.87			0.61


			NC_010451.4			13153892			intron_variant			TENM4			C			T			0.26			0.87			0.61


			NC_010451.4			13153964			intron_variant			TENM4			T			C			0.17			0.87			0.70


			NC_010451.4			13153981			intron_variant			TENM4			C			G			0.17			0.87			0.70


			NC_010451.4			13154031			intron_variant			TENM4			T			C			0.14			0.83			0.69


			NC_010451.4			13154159			intron_variant			TENM4			C			T			0.17			0.81			0.63


			NC_010451.4			13154233			intron_variant			TENM4			C			T			0.17			0.84			0.67


			NC_010451.4			13154356			intron_variant			TENM4			G			C			0.15			0.87			0.72


			NC_010451.4			13154361			intron_variant			TENM4			C			A			0.15			0.87			0.72


			NC_010451.4			13154401			intron_variant			TENM4			T			C			0.20			0.84			0.64


			NC_010451.4			13154451			intron_variant			TENM4			C			T			0.18			0.87			0.69


			NC_010451.4			13154468			intron_variant			TENM4			G			A			0.17			0.87			0.69


			NC_010451.4			13154551			intron_variant			TENM4			T			C			0.18			0.84			0.66


			NC_010451.4			13154580			intron_variant			TENM4			C			G			0.17			0.83			0.66


			NC_010451.4			13154739			intron_variant			TENM4			A			G			0.17			0.87			0.70


			NC_010451.4			13154760			intron_variant			TENM4			G			A			0.19			0.87			0.68


			NC_010451.4			13154860			intron_variant			TENM4			G			A			0.18			0.87			0.69


			NC_010451.4			13154902			intron_variant			TENM4			C			T			0.16			0.87			0.71


			NC_010451.4			13154904			intron_variant			TENM4			A			G			0.16			0.87			0.71


			NC_010451.4			13154956			intron_variant			TENM4			T			C			0.15			0.84			0.69


			NC_010451.4			13155210			intron_variant			TENM4			T			C			0.15			0.87			0.72


			NC_010451.4			13155211			intron_variant			TENM4			G			A			0.15			0.87			0.72


			NC_010451.4			13155215			intron_variant			TENM4			G			A			0.15			0.87			0.72


			NC_010451.4			13155252			intron_variant			TENM4			C			T			0.17			0.82			0.65


			NC_010451.4			13155377			intron_variant			TENM4			A			*			0.06			0.78			0.72


			NC_010451.4			13156732			intron_variant			TENM4			G			A			0.10			0.87			0.77


			NC_010451.4			13156888			intron_variant			TENM4			T			C			0.22			0.89			0.67


			NC_010451.4			13156908			intron_variant			TENM4			G			T			0.23			0.89			0.67


			NC_010451.4			13156948			intron_variant			TENM4			C			T			0.22			0.89			0.67


			NC_010451.4			13156949			intron_variant			TENM4			T			C			0.22			0.89			0.67


			NC_010451.4			13157091			intron_variant			TENM4			T			C			0.20			0.89			0.70


			NC_010451.4			13157100			intron_variant			TENM4			C			G			0.19			0.89			0.70


			NC_010451.4			13157263			intron_variant			TENM4			A			G			0.57			0.06			0.51


			NC_010451.4			13157290			intron_variant			TENM4			A			G			0.14			0.82			0.69


			NC_010451.4			13157351			intron_variant			TENM4			C			T			0.13			0.94			0.82


			NC_010451.4			13157360			intron_variant			TENM4			G			C			0.46			0.97			0.51


			NC_010451.4			13157442			intron_variant			TENM4			A			G			0.15			0.87			0.72


			NC_010451.4			13157488			intron_variant			TENM4			A			G			0.14			0.87			0.73


			NC_010451.4			13157593			intron_variant			TENM4			G			A			0.14			0.73			0.59


			NC_010451.4			13159628			intron_variant			TENM4			C			T			0.08			0.63			0.54


			NC_010451.4			13116960			intron_variant			TENM4			A			T			0.85			0.00


			NC_010451.4			13117225			intron_variant			TENM4			T			C			0.68			0.00


			NC_010451.4			13159904			intron_variant			TENM4			T			C			0.19			0.91			0.72


			NC_010451.4			13160160			intron_variant			TENM4			T			C			0.33			0.91			0.58


			NC_010451.4			13160297			intron_variant			TENM4			C			T			0.35			0.87			0.51


			NC_010451.4			13160419			intron_variant			TENM4			G			C			0.17			0.87			0.70


			NC_010451.4			13160430			intron_variant			TENM4			C			T			0.10			0.87			0.77


			NC_010451.4			13160828			intron_variant			TENM4			C			T			0.12			0.92			0.80


			NC_010451.4			13160989			intron_variant			TENM4			T			C			0.35			0.87			0.52


			NC_010451.4			13160993			intron_variant			TENM4			G			C			0.34			0.87			0.53


			NC_010451.4			13161009			intron_variant			TENM4			T			C			0.35			0.87			0.52


			NC_010451.4			13161034			intron_variant			TENM4			G			A			0.08			0.87			0.79


			NC_010451.4			13162367			intron_variant			TENM4			A			C			0.23			0.92			0.68


			NC_010451.4			13162629			intron_variant			TENM4			T			C			0.14			0.92			0.78


			NC_010451.4			13117463			intron_variant			TENM4			G			A			0.54			0.00


			NC_010451.4			13164073			intron_variant			TENM4			A			G			0.22			0.87			0.65


			NC_010451.4			13164076			intron_variant			TENM4			C			G			0.12			0.87			0.75


			NC_010451.4			13164475			intron_variant			TENM4			A			G			0.89			0.16			0.73


			NC_010451.4			13164527			intron_variant			TENM4			G			A			0.67			0.03			0.64


			NC_010451.4			13164616			intron_variant			TENM4			C			T			0.87			0.03			0.84


			NC_010451.4			13164673			intron_variant			TENM4			T			C			0.23			0.89			0.67


			NC_010451.4			13164908			intron_variant			TENM4			C			T			0.63			0.03			0.60


			NC_010451.4			13122647			intron_variant			TENM4			T			C			0.56			0.00


			NC_010451.4			13165182			intron_variant			TENM4			G			A			0.35			0.89			0.55


			NC_010451.4			13165250			intron_variant			TENM4			G			C			0.35			0.89			0.54


			NC_010451.4			13165753			intron_variant			TENM4			G			A			0.38			0.92			0.54


			NC_010451.4			13165760			intron_variant			TENM4			C			T			0.36			0.89			0.53


			NC_010451.4			13165795			intron_variant			TENM4			G			A			0.11			0.92			0.80


			NC_010451.4			13165836			intron_variant			TENM4			C			T			0.10			0.89			0.79


			NC_010451.4			13166202			intron_variant			TENM4			C			A			0.09			0.92			0.83


			NC_010451.4			13166364			intron_variant			TENM4			G			T			0.09			0.84			0.75


			NC_010451.4			13167259			intron_variant			TENM4			C			A			0.11			0.89			0.79


			NC_010451.4			13167367			intron_variant			TENM4			G			A			0.10			0.89			0.79


			NC_010451.4			13167553			intron_variant			TENM4			C			T			0.36			0.89			0.53


			NC_010451.4			13167751			intron_variant			TENM4			T			C			0.25			0.87			0.62


			NC_010451.4			13168124			intron_variant			TENM4			C			T			0.15			0.87			0.72


			NC_010451.4			13168347			intron_variant			TENM4			T			C			0.09			0.87			0.78


			NC_010451.4			13168782			intron_variant			TENM4			G			A			0.05			0.89			0.84


			NC_010451.4			13168964			intron_variant			TENM4			G			T			0.40			0.91			0.52


			NC_010451.4			13169761			intron_variant			TENM4			T			C			0.18			0.92			0.74


			NC_010451.4			13169974			intron_variant			TENM4			T			C			0.26			0.84			0.59


			NC_010451.4			13170019			intron_variant			TENM4			G			A			0.23			0.87			0.64


			NC_010451.4			13170385			intron_variant			TENM4			G			A			0.09			0.87			0.78


			NC_010451.4			13170566			intron_variant			TENM4			C			T			0.20			0.89			0.70


			NC_010451.4			13170720			intron_variant			TENM4			A			G			0.24			0.87			0.63


			NC_010451.4			13170797			intron_variant			TENM4			A			G			0.23			0.89			0.67


			NC_010451.4			13171005			intron_variant			TENM4			C			G			0.16			0.89			0.74


			NC_010451.4			13171232			intron_variant			TENM4			G			A			0.17			0.87			0.70


			NC_010451.4			13171294			intron_variant			TENM4			G			A			0.23			0.86			0.63


			NC_010451.4			13171319			intron_variant			TENM4			C			T			0.23			0.83			0.60


			NC_010451.4			13171431			intron_variant			TENM4			C			T			0.17			0.89			0.72


			NC_010451.4			13171436			intron_variant			TENM4			G			C			0.35			0.92			0.57


			NC_010451.4			13171488			intron_variant			TENM4			T			C			0.23			0.86			0.63


			NC_010451.4			13171670			intron_variant			TENM4			T			G			0.28			0.90			0.62


			NC_010458.4			37910850			synonymous_variant			PDE4D			T			C			0.74			0.13			0.61


			NC_010451.4			13172076			intron_variant			TENM4			A			C			0.18			0.82			0.64


			NC_010451.4			13172077			intron_variant			TENM4			A			T			0.18			0.82			0.64


			NC_010451.4			13172080			intron_variant			TENM4			G			A			0.18			0.88			0.69


			NC_010451.4			13172160			intron_variant			TENM4			G			A			0.09			0.89			0.80


			NC_010451.4			13172351			intron_variant			TENM4			T			C			0.15			0.88			0.73


			NC_010451.4			13172359			intron_variant			TENM4			C			T			0.09			0.88			0.79


			NC_010451.4			13172372			intron_variant			TENM4			C			G			0.09			0.90			0.81


			NC_010451.4			13172550			intron_variant			TENM4			G			A			0.08			0.85			0.77


			NC_010451.4			13172603			intron_variant			TENM4			C			T			0.07			0.85			0.77


			NC_010451.4			13172698			intron_variant			TENM4			T			C			0.15			0.88			0.73


			NC_010451.4			13172747			intron_variant			TENM4			T			C			0.12			0.89			0.77


			NC_010451.4			13172763			intron_variant			TENM4			C			T			0.09			0.88			0.79


			NC_010451.4			13172839			intron_variant			TENM4			C			T			0.18			0.89			0.71


			NC_010451.4			13174188			intron_variant			TENM4			C			T			0.10			0.89			0.79


			NC_010451.4			13174206			intron_variant			TENM4			C			T			0.10			0.89			0.79


			NC_010451.4			13174875			intron_variant			TENM4			G			A			0.18			0.89			0.71


			NC_010451.4			13175814			intron_variant			TENM4			C			T			0.14			0.83			0.70


			NC_010451.4			13175943			intron_variant			TENM4			C			T			0.14			0.87			0.73


			NC_010451.4			13176108			intron_variant			TENM4			T			C			0.14			0.87			0.73


			NC_010451.4			13176382			intron_variant			TENM4			G			A			0.40			0.92			0.52


			NC_010451.4			13176561			intron_variant			TENM4			G			A			0.29			0.87			0.58


			NC_010451.4			13176748			intron_variant			TENM4			T			C			0.17			0.92			0.75


			NC_010451.4			13177052			intron_variant			TENM4			T			G			0.33			0.92			0.59


			NC_010451.4			13177053			intron_variant			TENM4			C			A			0.33			0.92			0.59


			NC_010451.4			13177238			intron_variant			TENM4			A			G			0.36			0.89			0.54


			NC_010451.4			13177239			intron_variant			TENM4			C			T			0.36			0.89			0.54


			NC_010451.4			13177749			intron_variant			TENM4			T			C			0.12			0.87			0.75


			NC_010451.4			13177781			intron_variant			TENM4			T			C			0.21			0.84			0.63


			NC_010451.4			13177787			intron_variant			TENM4			C			T			0.12			0.84			0.73


			NC_010451.4			13177788			intron_variant			TENM4			G			A			0.12			0.84			0.73


			NC_010451.4			13178112			intron_variant			TENM4			A			G			0.19			0.84			0.65


			NC_010451.4			13178157			intron_variant			TENM4			T			C			0.21			0.84			0.63


			NC_010451.4			13178161			intron_variant			TENM4			G			C			0.21			0.84			0.63


			NC_010451.4			13178180			intron_variant			TENM4			A			G			0.19			0.84			0.65


			NC_010451.4			13178233			intron_variant			TENM4			A			G			0.31			0.87			0.56


			NC_010451.4			13178295			intron_variant			TENM4			C			T			0.26			0.84			0.58


			NC_010451.4			13178340			intron_variant			TENM4			C			T			0.14			0.89			0.75


			NC_010451.4			13178346			intron_variant			TENM4			C			T			0.14			0.89			0.75


			NC_010451.4			13178362			intron_variant			TENM4			G			T			0.15			0.86			0.71


			NC_010451.4			13178384			intron_variant			TENM4			G			A			0.16			0.87			0.71


			NC_010451.4			13178406			intron_variant			TENM4			C			A			0.20			0.89			0.70


			NC_010451.4			13178506			intron_variant			TENM4			T			C			0.17			0.95			0.78


			NC_010451.4			13178510			intron_variant			TENM4			C			T			0.18			0.94			0.77


			NC_010451.4			13178528			intron_variant			TENM4			G			A			0.19			0.91			0.72


			NC_010451.4			13178602			intron_variant			TENM4			C			T			0.25			0.89			0.64


			NC_010451.4			13178706			intron_variant			TENM4			A			G			0.21			0.92			0.71


			NC_010451.4			13178738			intron_variant			TENM4			T			C			0.24			0.89			0.66


			NC_010451.4			13178903			intron_variant			TENM4			T			G			0.10			0.89			0.78


			NC_010451.4			13178942			intron_variant			TENM4			G			A			0.09			0.89			0.80


			NC_010451.4			13178979			intron_variant			TENM4			C			T			0.10			0.88			0.78


			NC_010451.4			13179153			intron_variant			TENM4			T			G			0.68			0.03			0.65


			NC_010451.4			13179322			intron_variant			TENM4			C			A			0.61			0.06			0.55


			NC_010451.4			13123780			intron_variant			TENM4			C			T			0.74			0.00


			NC_010451.4			13183083			intron_variant			TENM4			G			C			0.14			0.95			0.81


			NC_010451.4			13184776			intron_variant			TENM4			G			A			0.26			0.89			0.64


			NC_010451.4			13186001			intron_variant			TENM4			G			T			0.17			0.93			0.77


			NC_010451.4			13186064			intron_variant			TENM4			C			T			0.23			0.84			0.62


			NC_010451.4			13186625			intron_variant			TENM4			C			T			0.29			0.89			0.60


			NC_010451.4			13186692			intron_variant			TENM4			G			T			0.31			0.89			0.58


			NC_010451.4			13186694			intron_variant			TENM4			G			A			0.33			0.89			0.57


			NC_010451.4			13186922			intron_variant			TENM4			C			T			0.13			0.89			0.77


			NC_010451.4			13188113			intron_variant			TENM4			A			G			0.11			0.87			0.76


			NC_010451.4			13188140			intron_variant			TENM4			T			A			0.26			0.87			0.61


			NC_010451.4			13188533			intron_variant			TENM4			G			T			0.54			0.03			0.51


			NC_010451.4			13188881			intron_variant			TENM4			T			C			0.38			0.92			0.54


			NC_010451.4			13188902			intron_variant			TENM4			T			C			0.13			0.92			0.79


			NC_010451.4			13188906			intron_variant			TENM4			T			C			0.40			0.92			0.53


			NC_010451.4			13188921			intron_variant			TENM4			T			C			0.40			0.92			0.52


			NC_010451.4			13188953			intron_variant			TENM4			A			G			0.38			0.89			0.51


			NC_010451.4			13188996			intron_variant			TENM4			G			A			0.29			0.89			0.61


			NC_010451.4			13189109			intron_variant			TENM4			A			G			0.31			0.92			0.61


			NC_010451.4			13189118			intron_variant			TENM4			T			C			0.30			0.92			0.62


			NC_010451.4			13189120			intron_variant			TENM4			G			T			0.15			0.92			0.77


			NC_010451.4			13189134			intron_variant			TENM4			G			A			0.13			0.92			0.79


			NC_010451.4			13189145			intron_variant			TENM4			C			T			0.14			0.92			0.78


			NC_010451.4			13189370			intron_variant			TENM4			G			A			0.14			0.89			0.76


			NC_010451.4			13189435			intron_variant			TENM4			G			T			0.21			0.89			0.69


			NC_010451.4			13189459			intron_variant			TENM4			G			A			0.13			0.92			0.79


			NC_010451.4			13189460			intron_variant			TENM4			A			C			0.13			0.92			0.79


			NC_010451.4			13189516			intron_variant			TENM4			G			C			0.28			0.89			0.61


			NC_010451.4			13189694			intron_variant			TENM4			T			C			0.12			0.75			0.63


			NC_010451.4			13189889			intron_variant			TENM4			G			A			0.13			0.88			0.75


			NC_010451.4			13190675			intron_variant			TENM4			G			A			0.12			0.89			0.78


			NC_010451.4			13190730			intron_variant			TENM4			T			C			0.21			0.89			0.69


			NC_010451.4			13190731			intron_variant			TENM4			C			T			0.77			0.11			0.66


			NC_010451.4			13191595			intron_variant			TENM4			A			G			0.58			0.08			0.50


			NC_010451.4			13192215			intron_variant			TENM4			A			G			0.08			0.92			0.84


			NC_010451.4			13194203			intron_variant			TENM4			C			G			0.34			0.89			0.55


			NC_010451.4			13194509			intron_variant			TENM4			G			A			0.82			0.08			0.74


			NC_010451.4			13195213			intron_variant			TENM4			C			T			0.62			0.11			0.51


			NC_010451.4			13195449			intron_variant			TENM4			C			T			0.73			0.06			0.67


			NC_010451.4			13195760			intron_variant			TENM4			C			A			0.71			0.13			0.58


			NC_010451.4			13196342			intron_variant			TENM4			T			C			0.09			0.89			0.80


			NC_010451.4			13196809			intron_variant			TENM4			T			G			0.10			0.92			0.82


			NC_010451.4			13197099			intron_variant			TENM4			T			A			0.31			0.89			0.59


			NC_010451.4			13197615			intron_variant			TENM4			C			T			0.16			0.83			0.67


			NC_010451.4			13197671			intron_variant			TENM4			C			A			0.12			0.83			0.71


			NC_010451.4			13197755			intron_variant			TENM4			C			A			0.20			0.86			0.66


			NC_010451.4			13197832			intron_variant			TENM4			T			C			0.77			0.11			0.66


			NC_010451.4			13197949			intron_variant			TENM4			A			G			0.42			0.95			0.52


			NC_010451.4			13197976			intron_variant			TENM4			T			C			0.27			0.94			0.67


			NC_010451.4			13197979			intron_variant			TENM4			T			A			0.26			0.94			0.68


			NC_010451.4			13198019			intron_variant			TENM4			T			G			0.24			0.92			0.67


			NC_010459.5			57584591			upstream_gene_variant			BMP7			T			G			0.74			0.03			0.71


			NC_010451.4			13123929			intron_variant			TENM4			T			C			0.59			0.00


			NC_010451.4			13124052			intron_variant			TENM4			T			C			0.61			0.00


			NC_010451.4			13124223			intron_variant			TENM4			A			G			0.59			0.00


			NC_010451.4			13124226			intron_variant			TENM4			A			T			0.57			0.00


			NC_010451.4			13199634			intron_variant			TENM4			T			C			0.89			0.11			0.78


			NC_010451.4			13124718			intron_variant			TENM4			C			T			0.57			0.00


			NC_010451.4			13124761			intron_variant			TENM4			A			T			0.53			0.00


			NC_010451.4			13201495			intron_variant			TENM4			G			A			0.15			0.92			0.77


			NC_010451.4			13201507			intron_variant			TENM4			G			A			0.15			0.92			0.77


			NC_010451.4			13201556			intron_variant			TENM4			G			C			0.39			0.92			0.53


			NC_010451.4			13201559			intron_variant			TENM4			C			T			0.39			0.92			0.53


			NC_010451.4			13201779			intron_variant			TENM4			C			T			0.13			0.92			0.79


			NC_010451.4			13124975			intron_variant			TENM4			C			T			0.55			0.00


			NC_010451.4			13202291			intron_variant			TENM4			A			G			0.31			0.92			0.61


			NC_010451.4			13202300			intron_variant			TENM4			T			C			0.11			0.92			0.81


			NC_010451.4			13203773			intron_variant			TENM4			C			T			0.34			0.92			0.58


			NC_010451.4			13204493			intron_variant			TENM4			T			A			0.39			0.89			0.51


			NC_010451.4			13205260			intron_variant			TENM4			G			C			0.09			0.88			0.79


			NC_010451.4			13207529			intron_variant			TENM4			T			C			0.09			0.83			0.74


			NC_010451.4			13207762			intron_variant			TENM4			T			C			0.20			0.87			0.67


			NC_010451.4			13208076			intron_variant			TENM4			C			T			0.20			0.89			0.69


			NC_010451.4			13125947			intron_variant			TENM4			T			C			0.67			0.00


			NC_010451.4			13208988			intron_variant			TENM4			T			C			0.55			0.05			0.50


			NC_010451.4			13209994			intron_variant			TENM4			C			T			0.09			0.89			0.80


			NC_010451.4			13211282			intron_variant			TENM4			T			C			0.06			0.89			0.84


			NC_010451.4			13211627			intron_variant			TENM4			T			C			0.39			0.91			0.53


			NC_010451.4			13211890			intron_variant			TENM4			G			T			0.63			0.03			0.60


			NC_010451.4			13211895			intron_variant			TENM4			C			A			0.61			0.03			0.58


			NC_010451.4			13212136			intron_variant			TENM4			A			G			0.10			0.85			0.75


			NC_010451.4			13212138			intron_variant			TENM4			G			A			0.12			0.85			0.74


			NC_010451.4			13212799			intron_variant			TENM4			A			C			0.05			0.86			0.82


			NC_010451.4			13212929			intron_variant			TENM4			T			C			0.07			0.86			0.79


			NC_010451.4			13213091			intron_variant			TENM4			T			C			0.12			0.92			0.79


			NC_010451.4			13213241			intron_variant			TENM4			C			G			0.00			0.87


			NC_010451.4			13213246			intron_variant			TENM4			T			G			0.01			0.83			0.82


			NC_010451.4			13213267			intron_variant			TENM4			C			T			0.07			0.91			0.84


			NC_010451.4			13213551			intron_variant			TENM4			T			A			0.08			0.84			0.76


			NC_010451.4			13213704			intron_variant			TENM4			G			A			0.08			0.91			0.82


			NC_010451.4			13214096			intron_variant			TENM4			G			T			0.72			0.03			0.69


			NC_010451.4			13214245			intron_variant			TENM4			A			G			0.06			0.89			0.84


			NC_010451.4			13214259			intron_variant			TENM4			C			G			0.83			0.11			0.72


			NC_010451.4			13214336			intron_variant			TENM4			C			T			0.06			0.93			0.88


			NC_010451.4			13214883			intron_variant			TENM4			C			T			0.09			0.92			0.83


			NC_010451.4			13214956			intron_variant			TENM4			A			C			0.24			0.89			0.66


			NC_010451.4			13215279			intron_variant			TENM4			T			C			0.26			0.92			0.65


			NC_010451.4			13215409			intron_variant			TENM4			C			T			0.35			0.92			0.58


			NC_010451.4			13215462			intron_variant			TENM4			G			A			0.06			0.89			0.83


			NC_010451.4			13215868			intron_variant			TENM4			A			G			0.10			0.89			0.80


			NC_010451.4			13216217			intron_variant			TENM4			C			T			0.12			0.79			0.68


			NC_010451.4			13216374			intron_variant			TENM4			C			T			0.17			0.89			0.72


			NC_010451.4			13216436			intron_variant			TENM4			C			T			0.36			0.89			0.53


			NC_010451.4			13216437			intron_variant			TENM4			G			T			0.20			0.89			0.69


			NC_010451.4			13216564			intron_variant			TENM4			C			T			0.18			0.91			0.73


			NC_010451.4			13216652			intron_variant			TENM4			C			T			0.14			0.92			0.78


			NC_010451.4			13216702			intron_variant			TENM4			C			T			0.23			0.92			0.69


			NC_010451.4			13216794			intron_variant			TENM4			A			T			0.20			0.87			0.67


			NC_010451.4			13217107			intron_variant			TENM4			T			C			0.32			0.91			0.59


			NC_010451.4			13217479			intron_variant			TENM4			G			A			0.24			0.89			0.65


			NC_010451.4			13217483			intron_variant			TENM4			G			A			0.17			0.89			0.72


			NC_010451.4			13126035			intron_variant			TENM4			C			T			0.54			0.00


			NC_010451.4			13217776			intron_variant			TENM4			G			A			0.18			0.78			0.61


			NC_010451.4			13126107			intron_variant			TENM4			T			C			0.63			0.00


			NC_010451.4			13218906			intron_variant			TENM4			G			T			0.07			0.86			0.79


			NC_010451.4			13219365			intron_variant			TENM4			C			T			0.36			0.92			0.56


			NC_010451.4			13219491			intron_variant			TENM4			C			T			0.30			0.92			0.62


			NC_010451.4			13219800			intron_variant			TENM4			G			A			0.33			0.87			0.54


			NC_010451.4			13220097			intron_variant			TENM4			A			T			0.18			0.89			0.72


			NC_010451.4			13220357			intron_variant			TENM4			G			C			0.33			0.92			0.60


			NC_010451.4			13220566			intron_variant			TENM4			C			T			0.06			0.64			0.58


			NC_010451.4			13220837			intron_variant			TENM4			T			C			0.05			0.79			0.74


			NC_010451.4			13221247			intron_variant			TENM4			T			C			0.08			1.00			0.92


			NC_010451.4			13221408			intron_variant			TENM4			G			C			0.07			0.80			0.73


			NC_010451.4			13221468			intron_variant			TENM4			A			C			0.13			0.89			0.75


			NC_010451.4			13221983			intron_variant			TENM4			T			C			0.12			0.87			0.75


			NC_010451.4			13222004			intron_variant			TENM4			C			T			0.17			0.89			0.73


			NC_010451.4			13222134			intron_variant			TENM4			T			C			0.06			0.89			0.84


			NC_010451.4			13222153			intron_variant			TENM4			T			C			0.06			0.89			0.84


			NC_010451.4			13222168			intron_variant			TENM4			T			C			0.05			0.91			0.87


			NC_010451.4			13222208			intron_variant			TENM4			G			A			0.05			0.94			0.89


			NC_010451.4			13222224			intron_variant			TENM4			G			T			0.05			0.94			0.89


			NC_010451.4			13222249			intron_variant			TENM4			C			T			0.06			0.92			0.86


			NC_010451.4			13222255			intron_variant			TENM4			T			C			0.91			0.05			0.86


			NC_010451.4			13126108			intron_variant			TENM4			G			C			0.51			0.00


			NC_010451.4			13223390			intron_variant			TENM4			C			A			0.08			0.82			0.74


			NC_010451.4			13223423			intron_variant			TENM4			G			A			0.08			0.87			0.79


			NC_010451.4			13126137			intron_variant			TENM4			A			G			0.53			0.00


			NC_010451.4			13126150			intron_variant			TENM4			T			C			0.53			0.00


			NC_010451.4			13126159			intron_variant			TENM4			C			T			0.52			0.00


			NC_010451.4			13126274			intron_variant			TENM4			G			A			0.55			0.00


			NC_010451.4			13224122			intron_variant			TENM4			T			C			0.80			0.08			0.72


			NC_010451.4			13136891			intron_variant			TENM4			A			G			0.60			0.00


			NC_010451.4			13140571			intron_variant			TENM4			G			A			0.60			0.00


			NC_010451.4			13225609			intron_variant			TENM4			G			A			0.78			0.08			0.70


			NC_010451.4			13225698			intron_variant			TENM4			T			C			0.64			0.08			0.56


			NC_010451.4			13226287			intron_variant			TENM4			G			A			0.59			0.08			0.51


			NC_010451.4			13226484			intron_variant			TENM4			A			G			0.38			0.95			0.57


			NC_010451.4			13226488			intron_variant			TENM4			C			T			0.17			0.95			0.78


			NC_010451.4			13226568			intron_variant			TENM4			G			C			0.56			0.05			0.51


			NC_010451.4			13226586			intron_variant			TENM4			A			G			0.90			0.08			0.82


			NC_010451.4			13227596			intron_variant			TENM4			A			G			0.83			0.08			0.75


			NC_010451.4			13227734			intron_variant			TENM4			G			A			0.58			0.08			0.50


			NC_010451.4			13227828			intron_variant			TENM4			T			C			0.58			0.08			0.50


			NC_010451.4			13227834			intron_variant			TENM4			G			A			0.58			0.08			0.50


			NC_010451.4			13228185			intron_variant			TENM4			C			A			0.44			1.00			0.56


			NC_010451.4			13228227			intron_variant			TENM4			C			A			0.60			0.03			0.57


			NC_010451.4			13228238			intron_variant			TENM4			G			A			0.60			0.03			0.57


			NC_010451.4			13228239			intron_variant			TENM4			T			G			0.60			0.03			0.57


			NC_010451.4			13228440			intron_variant			TENM4			A			G			0.42			0.92			0.50


			NC_010451.4			13228536			intron_variant			TENM4			A			G			0.58			0.03			0.55


			NC_010451.4			13141038			intron_variant			TENM4			T			C			0.65			0.00


			NC_010451.4			13229162			intron_variant			TENM4			C			T			0.29			0.87			0.58


			NC_010451.4			13141049			intron_variant			TENM4			G			A			0.79			0.00


			NC_010451.4			13229644			intron_variant			TENM4			C			T			0.86			0.11			0.75


			NC_010451.4			13229646			intron_variant			TENM4			G			A			0.86			0.11			0.75


			NC_010451.4			13229686			intron_variant			TENM4			T			C			0.91			0.08			0.83


			NC_010451.4			13230032			intron_variant			TENM4			G			T			0.82			0.05			0.77


			NC_010451.4			13230271			intron_variant			TENM4			C			T			0.67			0.06			0.61


			NC_010451.4			13230562			intron_variant			TENM4			T			C			0.69			0.06			0.63


			NC_010451.4			13231109			intron_variant			TENM4			A			G			0.84			0.05			0.79


			NC_010451.4			13231140			intron_variant			TENM4			T			C			0.92			0.03			0.89


			NC_010451.4			13231184			intron_variant			TENM4			A			T			0.84			0.03			0.81


			NC_010451.4			13141352			intron_variant			TENM4			C			A			0.61			0.00


			NC_010451.4			13141359			intron_variant			TENM4			C			T			0.61			0.00


			NC_010451.4			13231999			intron_variant			TENM4			T			C			0.13			0.82			0.69


			NC_010451.4			13232139			intron_variant			TENM4			T			C			0.89			0.11			0.78


			NC_010451.4			13232150			intron_variant			TENM4			C			T			0.64			0.03			0.61


			NC_010451.4			13232328			intron_variant			TENM4			T			C			0.74			0.03			0.71


			NC_010451.4			13232359			intron_variant			TENM4			A			G			0.60			0.03			0.57


			NC_010451.4			13141495			intron_variant			TENM4			C			T			0.84			0.00


			NC_010451.4			13141629			intron_variant			TENM4			A			G			0.78			0.00


			NC_010451.4			13141641			intron_variant			TENM4			T			C			0.76			0.00


			NC_010451.4			13232482			intron_variant			TENM4			A			G			0.75			0.03			0.72


			NC_010451.4			13141666			intron_variant			TENM4			G			A			0.54			0.00


			NC_010451.4			13232575			intron_variant			TENM4			A			G			0.81			0.03			0.78


			NC_010451.4			13232704			intron_variant			TENM4			A			G			0.86			0.13			0.73


			NC_010451.4			13232859			intron_variant			TENM4			C			T			0.70			0.11			0.59


			NC_010451.4			13233083			intron_variant			TENM4			A			G			0.73			0.08			0.65


			NC_010451.4			13233563			intron_variant			TENM4			T			G			0.72			0.03			0.69


			NC_010451.4			13235248			intron_variant			TENM4			T			C			0.88			0.11			0.77


			NC_010451.4			13235406			intron_variant			TENM4			T			A			0.56			0.03			0.53


			NC_010451.4			13235448			intron_variant			TENM4			C			T			0.55			0.03			0.52


			NC_010451.4			13235450			intron_variant			TENM4			A			C			0.79			0.03			0.76


			NC_010451.4			13235459			intron_variant			TENM4			G			T			0.75			0.03			0.72


			NC_010451.4			13235582			intron_variant			TENM4			C			T			0.88			0.08			0.80


			NC_010451.4			13235606			intron_variant			TENM4			A			C			0.65			0.08			0.57


			NC_010451.4			13235744			intron_variant			TENM4			C			A			0.84			0.03			0.81


			NC_010451.4			13159816			intron_variant			TENM4			A			T			0.51			0.00


			NC_010451.4			13159822			intron_variant			TENM4			G			T			0.51			0.00


			NC_010451.4			13236105			intron_variant			TENM4			A			G			0.91			0.11			0.80


			NC_010451.4			13162682			intron_variant			TENM4			G			T			0.60			0.00


			NC_010451.4			13236552			intron_variant			TENM4			T			C			0.92			0.08			0.84


			NC_010451.4			13165025			intron_variant			TENM4			T			C			0.61			0.00


			NC_010451.4			13179759			intron_variant			TENM4			G			A			0.81			0.00


			NC_010451.4			13237501			intron_variant			TENM4			T			C			0.87			0.03			0.84


			NC_010451.4			13198687			intron_variant			TENM4			G			A			0.51			0.00


			NC_010451.4			13198757			intron_variant			TENM4			G			A			0.55			0.00


			NC_010451.4			13241184			intron_variant			TENM4			C			T			0.82			0.03			0.79


			NC_010451.4			13242194			intron_variant			TENM4			A			G			0.57			0.03			0.54


			NC_010451.4			13198813			intron_variant			TENM4			G			A			0.58			0.00


			NC_010451.4			13242554			intron_variant			TENM4			A			G			0.90			0.26			0.64


			NC_010451.4			13242658			intron_variant			TENM4			A			G			0.69			0.03			0.66


			NC_010451.4			13242679			intron_variant			TENM4			A			C			0.70			0.03			0.67


			NC_010451.4			13242731			intron_variant			TENM4			G			A			0.61			0.03			0.58


			NC_010451.4			13242741			intron_variant			TENM4			T			C			0.64			0.03			0.61


			NC_010451.4			13242805			intron_variant			TENM4			T			A			0.70			0.03			0.67


			NC_010451.4			13244825			intron_variant			TENM4			C			T			0.75			0.03			0.72


			NC_010451.4			13244940			intron_variant			TENM4			A			G			0.75			0.03			0.72


			NC_010451.4			13245033			intron_variant			TENM4			T			C			0.85			0.03			0.82


			NC_010451.4			13199576			intron_variant			TENM4			G			A			0.60			0.00


			NC_010451.4			13199766			intron_variant			TENM4			G			A			0.53			0.00


			NC_010451.4			13246023			intron_variant			TENM4			A			T			0.88			0.03			0.85


			NC_010451.4			13200333			intron_variant			TENM4			T			C			0.61			0.00


			NC_010451.4			13246101			intron_variant			TENM4			A			T			0.84			0.03			0.81


			NC_010451.4			13201905			intron_variant			TENM4			A			G			0.83			0.00


			NC_010451.4			13208879			intron_variant			TENM4			A			G			0.61			0.00


			NC_010451.4			13246391			intron_variant			TENM4			A			T			0.91			0.03			0.88


			NC_010451.4			13247098			intron_variant			TENM4			C			T			0.93			0.32			0.61


			NC_010451.4			13247101			intron_variant			TENM4			C			A			0.93			0.32			0.61


			NC_010451.4			13217511			intron_variant			TENM4			G			A			0.53			0.00


			NC_010451.4			13247381			intron_variant			TENM4			C			A			0.93			0.37			0.56


			NC_010451.4			13247545			intron_variant			TENM4			C			T			0.91			0.03			0.88


			NC_010451.4			13248889			intron_variant			TENM4			C			T			0.98			0.31			0.67


			NC_010451.4			13218433			intron_variant			TENM4			T			C			0.67			0.00


			NC_010451.4			13251381			intron_variant			TENM4			A			G			0.87			0.03			0.84


			NC_010451.4			13251401			intron_variant			TENM4			A			G			0.88			0.03			0.85


			NC_010451.4			13223222			intron_variant			TENM4			C			T			0.55			0.00


			NC_010451.4			13223512			intron_variant			TENM4			A			C			0.63			0.00


			NC_010451.4			13223524			intron_variant			TENM4			T			C			0.63			0.00


			NC_010451.4			13252008			intron_variant			TENM4			G			A			0.76			0.03			0.73


			NC_010451.4			13223702			intron_variant			TENM4			T			C			0.60			0.00


			NC_010451.4			13252045			intron_variant			TENM4			A			G			0.85			0.03			0.82


			NC_010451.4			13224060			intron_variant			TENM4			A			G			0.55			0.00


			NC_010451.4			13224125			intron_variant			TENM4			T			C			0.61			0.00


			NC_010451.4			13252525			intron_variant			TENM4			T			G			0.73			0.03			0.70


			NC_010451.4			13252719			intron_variant			TENM4			C			T			0.94			0.15			0.79


			NC_010451.4			13224132			intron_variant			TENM4			G			A			0.51			0.00


			NC_010451.4			13228588			intron_variant			TENM4			T			C			0.53			0.00


			NC_010451.4			13229603			intron_variant			TENM4			T			C			0.85			0.00


			NC_010451.4			13231243			intron_variant			TENM4			C			T			0.80			0.00


			NC_010451.4			13231257			intron_variant			TENM4			C			T			0.55			0.00


			NC_010451.4			13232379			intron_variant			TENM4			A			G			0.76			0.00


			NC_010451.4			13253609			intron_variant			TENM4			A			G			0.65			0.03			0.62


			NC_010451.4			13232427			intron_variant			TENM4			T			C			0.77			0.00


			NC_010451.4			13232431			intron_variant			TENM4			T			C			0.67			0.00


			NC_010451.4			13232553			intron_variant			TENM4			T			C			0.56			0.00


			NC_010451.4			13235948			intron_variant			TENM4			A			C			0.88			0.00


			NC_010451.4			13235982			intron_variant			TENM4			G			C			0.84			0.00


			NC_010451.4			13254300			intron_variant			TENM4			G			T			0.84			0.03			0.81


			NC_010451.4			13236306			intron_variant			TENM4			T			G			0.52			0.00


			NC_010451.4			13236718			intron_variant			TENM4			A			G			0.55			0.00


			NC_010451.4			13236719			intron_variant			TENM4			T			C			0.52			0.00


			NC_010451.4			13238473			intron_variant			TENM4			A			G			0.89			0.00


			NC_010451.4			13239769			intron_variant			TENM4			T			C			0.94			0.00


			NC_010451.4			13254959			intron_variant			TENM4			G			A			0.88			0.03			0.85


			NC_010451.4			13256304			intron_variant			TENM4			T			C			0.98			0.16			0.82


			NC_010451.4			13256496			intron_variant			TENM4			G			A			0.86			0.03			0.83


			NC_010451.4			13242249			intron_variant			TENM4			A			G			0.57			0.00


			NC_010451.4			13257291			intron_variant			TENM4			T			C			0.79			0.03			0.76


			NC_010451.4			13257821			intron_variant			TENM4			A			C			0.76			0.03			0.73


			NC_010451.4			13258146			intron_variant			TENM4			A			G			0.94			0.16			0.78


			NC_010451.4			13245085			intron_variant			TENM4			C			T			0.53			0.00


			NC_010451.4			13260047			intron_variant			TENM4			T			C			0.69			0.03			0.66


			NC_010451.4			13260219			intron_variant			TENM4			A			G			0.68			0.03			0.65


			NC_010451.4			13260612			intron_variant			TENM4			C			T			0.76			0.15			0.61


			NC_010451.4			13245878			intron_variant			TENM4			T			C			0.59			0.00


			NC_010451.4			13263314			intron_variant			TENM4			G			T			0.88			0.13			0.75


			NC_010451.4			13263643			intron_variant			TENM4			C			T			0.90			0.03			0.87


			NC_010451.4			13263771			intron_variant			TENM4			T			C			0.92			0.10			0.82


			NC_010451.4			13263819			intron_variant			TENM4			T			C			0.89			0.05			0.84


			NC_010451.4			13263820			intron_variant			TENM4			G			A			0.84			0.03			0.81


			NC_010451.4			13263861			intron_variant			TENM4			C			G			0.90			0.05			0.85


			NC_010451.4			13246091			intron_variant			TENM4			T			G			0.67			0.00


			NC_010451.4			13246283			intron_variant			TENM4			C			T			0.84			0.00


			NC_010451.4			13246342			intron_variant			TENM4			G			A			0.56			0.00


			NC_010451.4			13247194			intron_variant			TENM4			T			C			0.60			0.00


			NC_010451.4			13251215			intron_variant			TENM4			T			C			0.80			0.00


			NC_010451.4			13251791			intron_variant			TENM4			G			A			0.57			0.00


			NC_010451.4			13251859			intron_variant			TENM4			A			G			0.80			0.00


			NC_010451.4			13265783			intron_variant			TENM4			G			C			0.74			0.03			0.71


			NC_010451.4			13265809			intron_variant			TENM4			C			G			0.75			0.03			0.72


			NC_010451.4			13251973			intron_variant			TENM4			C			T			0.76			0.00


			NC_010451.4			13252044			intron_variant			TENM4			C			T			0.75			0.00


			NC_010451.4			13268075			intron_variant			TENM4			A			G			0.91			0.03			0.88


			NC_010451.4			13252167			intron_variant			TENM4			C			T			0.56			0.00


			NC_010451.4			13252174			intron_variant			TENM4			C			T			0.59			0.00


			NC_010451.4			13253223			intron_variant			TENM4			T			C			0.59			0.00


			NC_010451.4			13253236			intron_variant			TENM4			A			G			0.75			0.00


			NC_010451.4			13253240			intron_variant			TENM4			T			C			0.79			0.00


			NC_010451.4			13268621			intron_variant			TENM4			T			C			0.91			0.03			0.88


			NC_010451.4			13253247			intron_variant			TENM4			A			G			0.66			0.00


			NC_010451.4			13269766			intron_variant			TENM4			C			T			0.90			0.03			0.87


			NC_010451.4			13253296			intron_variant			TENM4			C			G			0.54			0.00


			NC_010451.4			13270506			intron_variant			TENM4			C			G			0.89			0.05			0.84


			NC_010451.4			13253349			intron_variant			TENM4			A			G			0.69			0.00


			NC_010451.4			13270676			intron_variant			TENM4			A			G			0.92			0.03			0.89


			NC_010451.4			13270928			intron_variant			TENM4			A			G			0.85			0.03			0.82


			NC_010451.4			13270976			intron_variant			TENM4			C			T			0.80			0.03			0.77


			NC_010451.4			13253970			intron_variant			TENM4			T			C			0.87			0.00


			NC_010451.4			13253971			intron_variant			TENM4			G			A			0.54			0.00


			NC_010451.4			13254156			intron_variant			TENM4			T			C			0.52			0.00


			NC_010451.4			13271447			intron_variant			TENM4			T			G			0.86			0.03			0.83


			NC_010451.4			13271537			intron_variant			TENM4			T			C			0.91			0.03			0.88


			NC_010451.4			13271553			intron_variant			TENM4			A			G			0.93			0.03			0.90


			NC_010451.4			13271569			intron_variant			TENM4			T			C			0.91			0.03			0.88


			NC_010451.4			13271653			intron_variant			TENM4			T			C			0.89			0.03			0.86


			NC_010451.4			13271654			intron_variant			TENM4			G			A			0.70			0.03			0.67


			NC_010451.4			13254178			intron_variant			TENM4			C			T			0.52			0.00


			NC_010451.4			13271806			intron_variant			TENM4			C			T			0.70			0.03			0.67


			NC_010451.4			13271882			intron_variant			TENM4			A			G			0.90			0.06			0.84


			NC_010451.4			13254230			intron_variant			TENM4			T			C			0.66			0.00


			NC_010451.4			13254420			intron_variant			TENM4			A			C			0.85			0.00


			NC_010451.4			13254477			intron_variant			TENM4			A			G			0.88			0.00


			NC_010451.4			13254747			intron_variant			TENM4			T			A			0.80			0.00


			NC_010451.4			13254750			intron_variant			TENM4			T			A			0.80			0.00


			NC_010451.4			13254804			intron_variant			TENM4			T			A			0.72			0.00


			NC_010451.4			13256843			intron_variant			TENM4			T			C			0.87			0.00


			NC_010451.4			13259670			intron_variant			TENM4			A			G			0.64			0.00


			NC_010451.4			13260666			intron_variant			TENM4			T			C			0.63			0.00


			NC_010451.4			13279205			intron_variant			TENM4			A			G			0.57			0.03			0.54


			NC_010451.4			13264228			intron_variant			TENM4			C			T			0.91			0.00


			NC_010451.4			13264300			intron_variant			TENM4			T			G			0.61			0.00


			NC_010451.4			13264580			intron_variant			TENM4			A			C			0.88			0.00


			NC_010451.4			13299373			intron_variant			TENM4			A			G			0.67			0.03			0.64


			NC_010451.4			13300065			intron_variant			TENM4			T			C			0.64			0.03			0.61


			NC_010451.4			13300117			intron_variant			TENM4			T			C			0.62			0.03			0.59


			NC_010451.4			13264585			intron_variant			TENM4			T			C			0.88			0.00


			NC_010451.4			13264594			intron_variant			TENM4			C			T			0.88			0.00


			NC_010451.4			13264647			intron_variant			TENM4			T			C			0.58			0.00


			NC_010451.4			13264699			intron_variant			TENM4			G			A			0.87			0.00


			NC_010451.4			13267233			intron_variant			TENM4			C			G			0.74			0.00


			NC_010451.4			13302597			intron_variant			TENM4			T			C			0.62			0.05			0.57


			NC_010451.4			13302598			intron_variant			TENM4			A			G			0.62			0.05			0.57


			NC_010451.4			13302691			intron_variant			TENM4			T			C			0.81			0.03			0.78


			NC_010451.4			13302744			intron_variant			TENM4			T			C			0.55			0.03			0.52


			NC_010451.4			13304240			intron_variant			TENM4			G			A			0.85			0.03			0.82


			NC_010451.4			13267550			intron_variant			TENM4			T			C			0.51			0.00


			NC_010451.4			13304623			intron_variant			TENM4			G			T			0.90			0.03			0.87


			NC_010451.4			13307163			intron_variant			TENM4			C			T			0.09			0.66			0.57


			NC_010451.4			13307771			intron_variant			TENM4			C			A			0.27			0.84			0.57


			NC_010451.4			13307860			intron_variant			TENM4			C			T			0.27			0.84			0.57


			NC_010451.4			13308796			intron_variant			TENM4			C			T			0.31			0.84			0.53


			NC_010451.4			13308853			intron_variant			TENM4			A			C			0.33			0.84			0.51


			NC_010451.4			13308880			intron_variant			TENM4			A			G			0.80			0.03			0.77


			NC_010451.4			13308997			intron_variant			TENM4			G			T			0.35			0.89			0.54


			NC_010451.4			13309217			intron_variant			TENM4			G			A			0.29			0.81			0.51


			NC_010451.4			13268168			intron_variant			TENM4			C			T			0.92			0.00


			NC_010451.4			13310620			intron_variant			TENM4			G			C			0.60			0.03			0.57


			NC_010451.4			13312330			intron_variant			TENM4			T			C			0.56			0.03			0.53


			NC_010451.4			13268273			intron_variant			TENM4			T			C			0.87			0.00


			NC_010451.4			13313463			intron_variant			TENM4			C			A			0.92			0.29			0.63


			NC_010451.4			13313524			intron_variant			TENM4			A			C			0.93			0.32			0.61


			NC_010451.4			13313527			intron_variant			TENM4			A			C			0.93			0.32			0.61


			NC_010451.4			13313937			intron_variant			TENM4			C			G			0.93			0.37			0.56


			NC_010451.4			13314020			intron_variant			TENM4			G			T			0.91			0.37			0.54


			NC_010451.4			13314072			intron_variant			TENM4			C			T			0.91			0.37			0.54


			NC_010451.4			13314129			intron_variant			TENM4			T			G			0.90			0.34			0.56


			NC_010451.4			13314266			intron_variant			TENM4			T			C			0.91			0.36			0.55


			NC_010451.4			13314293			intron_variant			TENM4			G			A			0.91			0.33			0.58


			NC_010451.4			13314315			intron_variant			TENM4			C			T			0.90			0.36			0.54


			NC_010451.4			13314346			intron_variant			TENM4			C			T			0.91			0.31			0.60


			NC_010451.4			13314347			intron_variant			TENM4			A			G			0.91			0.31			0.60


			NC_010451.4			13314400			intron_variant			TENM4			T			C			0.91			0.34			0.57


			NC_010451.4			13314401			intron_variant			TENM4			G			A			0.91			0.34			0.57


			NC_010451.4			13314457			intron_variant			TENM4			C			T			0.88			0.34			0.54


			NC_010451.4			13314463			intron_variant			TENM4			T			C			0.90			0.34			0.56


			NC_010451.4			13314647			intron_variant			TENM4			A			G			0.92			0.34			0.58


			NC_010451.4			13314774			intron_variant			TENM4			C			T			0.92			0.37			0.55


			NC_010451.4			13314790			intron_variant			TENM4			G			A			0.90			0.34			0.56


			NC_010451.4			13314823			intron_variant			TENM4			T			C			0.92			0.37			0.55


			NC_010451.4			13314970			intron_variant			TENM4			A			G			0.91			0.34			0.57


			NC_010451.4			13315218			intron_variant			TENM4			T			C			0.87			0.33			0.54


			NC_010451.4			13315233			intron_variant			TENM4			C			T			0.91			0.34			0.57


			NC_010451.4			13315253			intron_variant			TENM4			G			A			0.92			0.34			0.58


			NC_010451.4			13315593			intron_variant			TENM4			T			C			0.92			0.37			0.55


			NC_010451.4			13315657			intron_variant			TENM4			T			C			0.74			0.04			0.70


			NC_010451.4			13315726			intron_variant			TENM4			T			C			0.84			0.16			0.68


			NC_010451.4			13315824			intron_variant			TENM4			C			G			0.88			0.36			0.52


			NC_010451.4			13315828			intron_variant			TENM4			A			G			0.88			0.36			0.52


			NC_010451.4			13268288			intron_variant			TENM4			G			A			0.86			0.00


			NC_010451.4			13316578			intron_variant			TENM4			G			A			0.89			0.31			0.58


			NC_010451.4			13318414			intron_variant			TENM4			C			T			0.91			0.36			0.55


			NC_010451.4			13318748			intron_variant			TENM4			C			T			0.56			0.03			0.53


			NC_010451.4			13318808			intron_variant			TENM4			T			C			0.57			0.03			0.54


			NC_010451.4			13318953			intron_variant			TENM4			G			A			0.56			0.06			0.50


			NC_010451.4			13319571			intron_variant			TENM4			G			A			0.92			0.37			0.55


			NC_010451.4			13319730			intron_variant			TENM4			A			G			0.90			0.31			0.59


			NC_010451.4			13321541			intron_variant			TENM4			T			C			0.93			0.33			0.60


			NC_010451.4			13321997			intron_variant			TENM4			C			G			0.67			0.03			0.64


			NC_010451.4			13323573			intron_variant			TENM4			G			T			0.69			0.03			0.66


			NC_010451.4			13323830			intron_variant			TENM4			T			C			0.59			0.03			0.56


			NC_010451.4			13268335			intron_variant			TENM4			A			G			0.88			0.00


			NC_010451.4			13268369			intron_variant			TENM4			G			A			0.87			0.00


			NC_010451.4			13325715			intron_variant			TENM4			A			G			0.94			0.37			0.57


			NC_010451.4			13268699			intron_variant			TENM4			T			C			0.82			0.00


			NC_010451.4			13269882			intron_variant			TENM4			T			C			0.57			0.00


			NC_010451.4			13328633			intron_variant			TENM4			T			C			0.92			0.37			0.55


			NC_010451.4			13270646			intron_variant			TENM4			T			C			0.79			0.00


			NC_010451.4			13328644			intron_variant			TENM4			T			C			0.94			0.37			0.57


			NC_010451.4			13271056			intron_variant			TENM4			T			C			0.81			0.00


			NC_010451.4			13271099			intron_variant			TENM4			C			T			0.71			0.00


			NC_010451.4			13271110			intron_variant			TENM4			A			T			0.83			0.00


			NC_010451.4			13332810			intron_variant			TENM4			C			T			0.05			0.63			0.58


			NC_010451.4			13271689			intron_variant			TENM4			T			C			0.88			0.00


			NC_010451.4			13333216			intron_variant			TENM4			T			C			0.82			0.03			0.79


			NC_010451.4			13333275			intron_variant			TENM4			T			G			0.79			0.03			0.76


			NC_010451.4			13272038			intron_variant			TENM4			A			C			0.82			0.00


			NC_010451.4			13337027			intron_variant			TENM4			A			G			0.91			0.03			0.88


			NC_010451.4			13337829			intron_variant			TENM4			G			C			0.63			0.03			0.60


			NC_010451.4			13337854			intron_variant			TENM4			A			G			0.84			0.03			0.81


			NC_010451.4			13272081			intron_variant			TENM4			A			G			0.89			0.00


			NC_010451.4			13272092			intron_variant			TENM4			G			A			0.71			0.00


			NC_010451.4			13272110			intron_variant			TENM4			A			G			0.90			0.00


			NC_010451.4			13272195			intron_variant			TENM4			C			A			0.58			0.00


			NC_010451.4			13338701			intron_variant			TENM4			A			T			0.88			0.03			0.85


			NC_010451.4			13272263			intron_variant			TENM4			G			A			0.75			0.00


			NC_010451.4			13272267			intron_variant			TENM4			C			T			0.74			0.00


			NC_010451.4			13273129			intron_variant			TENM4			A			G			0.78			0.00


			NC_010451.4			13279041			intron_variant			TENM4			G			C			0.64			0.00


			NC_010451.4			13287753			intron_variant			TENM4			C			T			0.67			0.00


			NC_010451.4			13287754			intron_variant			TENM4			A			G			0.82			0.00


			NC_010451.4			13296981			intron_variant			TENM4			C			T			0.57			0.00


			NC_010451.4			13342177			intron_variant			TENM4			A			C			0.92			0.03			0.89


			NC_010451.4			13342534			intron_variant			TENM4			T			C			0.92			0.03			0.89


			NC_010451.4			13342697			intron_variant			TENM4			G			A			0.53			0.03			0.50


			NC_010451.4			13342816			intron_variant			TENM4			T			C			0.92			0.03			0.89


			NC_010451.4			13301511			intron_variant			TENM4			A			G			0.68			0.00


			NC_010451.4			13301514			intron_variant			TENM4			T			C			0.68			0.00


			NC_010451.4			13343089			intron_variant			TENM4			T			C			0.92			0.05			0.87


			NC_010451.4			13343593			intron_variant			TENM4			G			A			0.80			0.03			0.77


			NC_010451.4			13301527			intron_variant			TENM4			T			A			0.53			0.00


			NC_010451.4			13343884			intron_variant			TENM4			T			C			0.70			0.03			0.67


			NC_010451.4			13301716			intron_variant			TENM4			T			C			0.71			0.00


			NC_010451.4			13301746			intron_variant			TENM4			A			G			0.74			0.00


			NC_010451.4			13304318			intron_variant			TENM4			T			C			0.68			0.00


			NC_010451.4			13309620			intron_variant			TENM4			C			G			0.91			0.00


			NC_010451.4			13312983			intron_variant			TENM4			T			C			0.82			0.00


			NC_010451.4			13316335			intron_variant			TENM4			C			T			0.56			0.00


			NC_010451.4			13325394			intron_variant			TENM4			G			T			0.69			0.00


			NC_010451.4			13325439			intron_variant			TENM4			T			C			0.55			0.00


			NC_010451.4			13325912			intron_variant			TENM4			C			A			0.70			0.00


			NC_010451.4			13344363			intron_variant			TENM4			T			A			0.87			0.05			0.82


			NC_010451.4			13327690			intron_variant			TENM4			C			G			0.69			0.00


			NC_010451.4			13344484			intron_variant			TENM4			T			C			0.05			0.68			0.64


			NC_010451.4			13328641			intron_variant			TENM4			C			T			0.67			0.00


			NC_010451.4			13330443			intron_variant			TENM4			T			C			0.89			0.00


			NC_010451.4			13344654			intron_variant			TENM4			A			T			0.03			0.55			0.52


			NC_010451.4			13344678			intron_variant			TENM4			A			G			0.79			0.16			0.63


			NC_010451.4			13344711			intron_variant			TENM4			G			A			0.58			0.03			0.55


			NC_010451.4			13330799			intron_variant			TENM4			G			C			0.63			0.00


			NC_010451.4			13345873			intron_variant			TENM4			C			T			0.14			0.76			0.62


			NC_010451.4			13346392			intron_variant			TENM4			C			T			0.25			0.83			0.58


			NC_010451.4			13346631			intron_variant			TENM4			T			G			0.12			0.79			0.67


			NC_010451.4			13347836			intron_variant			TENM4			G			T			0.71			0.19			0.52


			NC_010451.4			13347897			intron_variant			TENM4			T			G			0.10			0.81			0.70


			NC_010451.4			13348471			intron_variant			TENM4			T			A			0.27			0.78			0.51


			NC_010451.4			13348680			intron_variant			TENM4			G			A			0.23			0.79			0.56


			NC_010451.4			13348906			intron_variant			TENM4			A			C			0.67			0.05			0.62


			NC_010451.4			13348913			intron_variant			TENM4			A			C			0.67			0.03			0.64


			NC_010451.4			13349399			intron_variant			TENM4			A			G			0.83			0.22			0.61


			NC_010451.4			13349412			intron_variant			TENM4			C			T			0.83			0.18			0.65


			NC_010451.4			13349981			intron_variant			TENM4			G			T			0.67			0.15			0.52


			NC_010451.4			13330922			intron_variant			TENM4			A			G			0.91			0.00


			NC_010451.4			13332980			intron_variant			TENM4			T			C			0.79			0.00


			NC_010451.4			13336672			intron_variant			TENM4			A			G			0.66			0.00


			NC_010451.4			13338050			intron_variant			TENM4			C			A			0.63			0.00


			NC_010451.4			13338451			intron_variant			TENM4			A			G			0.71			0.00


			NC_010451.4			13338484			intron_variant			TENM4			T			C			0.74			0.00


			NC_010451.4			13338485			intron_variant			TENM4			C			A			0.74			0.00


			NC_010451.4			13338897			intron_variant			TENM4			A			G			0.93			0.00


			NC_010451.4			13338991			intron_variant			TENM4			T			C			0.91			0.00


			NC_010451.4			13339006			intron_variant			TENM4			C			T			0.83			0.00


			NC_010451.4			13339274			intron_variant			TENM4			T			G			0.59			0.00


			NC_010451.4			13339358			intron_variant			TENM4			A			G			0.55			0.00


			NC_010451.4			13341577			intron_variant			TENM4			G			A			0.78			0.00


			NC_010451.4			13341585			intron_variant			TENM4			A			T			0.91			0.00


			NC_010451.4			13360857			intron_variant			TENM4			A			G			0.91			0.35			0.56


			NC_010451.4			13342832			intron_variant			TENM4			T			C			0.57			0.00


			NC_010451.4			13363669			intron_variant			TENM4			C			T			0.87			0.26			0.61


			NC_010451.4			13364100			intron_variant			TENM4			C			T			0.88			0.17			0.71


			NC_010451.4			13342935			intron_variant			TENM4			C			T			0.61			0.00


			NC_010451.4			13343773			intron_variant			TENM4			G			C			0.71			0.00


			NC_010451.4			13344055			intron_variant			TENM4			G			A			0.71			0.00


			NC_010451.4			13344089			intron_variant			TENM4			A			C			0.93			0.00


			NC_010451.4			13344118			intron_variant			TENM4			C			A			0.73			0.00


			NC_010451.4			13344163			intron_variant			TENM4			A			G			0.72			0.00


			NC_010451.4			13344175			intron_variant			TENM4			A			C			0.72			0.00


			NC_010451.4			13344190			intron_variant			TENM4			C			G			0.72			0.00


			NC_010451.4			13344206			intron_variant			TENM4			G			A			0.71			0.00


			NC_010451.4			13344236			intron_variant			TENM4			G			A			0.72			0.00


			NC_010451.4			13344341			intron_variant			TENM4			T			C			0.76			0.00


			NC_010451.4			13344399			intron_variant			TENM4			C			A			0.60			0.00


			NC_010451.4			13344594			intron_variant			TENM4			C			T			0.56			0.00


			NC_010451.4			13344624			intron_variant			TENM4			A			C			0.62			0.00


			NC_010451.4			13345375			intron_variant			TENM4			G			C			0.58			0.00


			NC_010451.4			13351170			intron_variant			TENM4			T			C			0.61			0.00


			NC_010451.4			13351557			intron_variant			TENM4			G			T			0.66			0.00


			NC_010451.4			13357666			intron_variant			TENM4			G			A			0.52			0.00


			NC_010451.4			13357685			intron_variant			TENM4			T			C			0.70			0.00


			NC_010451.4			13357754			intron_variant			TENM4			G			A			0.69			0.00


			NC_010451.4			13370861			intron_variant			TENM4			T			C			0.77			0.22			0.55


			NC_010451.4			13376935			intron_variant			TENM4			T			G			0.70			0.16			0.54


			NC_010451.4			13358417			intron_variant			TENM4			G			C			0.78			0.00


			NC_010451.4			13379488			intron_variant			TENM4			G			C			0.81			0.21			0.60


			NC_010451.4			13358458			intron_variant			TENM4			A			G			0.65			0.00


			NC_010451.4			13358659			intron_variant			TENM4			T			C			0.67			0.00


			NC_010451.4			13379863			intron_variant			TENM4			A			G			0.70			0.18			0.52


			NC_010451.4			13380014			intron_variant			TENM4			T			C			0.78			0.21			0.57


			NC_010451.4			13383292			intron_variant			TENM4			T			C			0.81			0.18			0.63


			NC_010451.4			13383898			intron_variant			TENM4			C			A			0.67			0.16			0.51


			NC_010451.4			13390999			intron_variant			TENM4			A			G			0.61			0.03			0.58


			NC_010451.4			13391928			intron_variant			TENM4			T			C			0.68			0.16			0.52


			NC_010451.4			13358677			intron_variant			TENM4			A			G			0.63			0.00


			NC_010451.4			13392643			intron_variant			TENM4			C			T			0.87			0.21			0.66


			NC_010451.4			13360584			intron_variant			TENM4			T			C			0.62			0.00


			NC_010451.4			13360606			intron_variant			TENM4			C			T			0.56			0.00


			NC_010451.4			13360608			intron_variant			TENM4			C			T			0.62			0.00


			NC_010451.4			13394292			intron_variant			TENM4			G			A			0.83			0.21			0.62


			NC_010451.4			13360676			intron_variant			TENM4			T			C			0.63			0.00


			NC_010451.4			13360677			intron_variant			TENM4			G			A			0.63			0.00


			NC_010451.4			13361482			intron_variant			TENM4			G			T			0.55			0.00


			NC_010451.4			13366312			intron_variant			TENM4			C			T			0.67			0.00


			NC_010451.4			13366674			intron_variant			TENM4			T			C			0.58			0.00


			NC_010451.4			13367311			intron_variant			TENM4			A			G			0.55			0.00


			NC_010451.4			13367422			intron_variant			TENM4			T			C			0.74			0.00


			NC_010451.4			13367443			intron_variant			TENM4			G			A			0.62			0.00


			NC_010451.4			13367645			intron_variant			TENM4			C			T			0.59			0.00


			NC_010451.4			13367674			intron_variant			TENM4			A			G			0.60			0.00


			NC_010451.4			13368112			intron_variant			TENM4			G			C			0.70			0.00


			NC_010451.4			13368128			intron_variant			TENM4			G			T			0.65			0.00


			NC_010451.4			13368789			intron_variant			TENM4			A			G			0.55			0.00


			NC_010451.4			13368885			intron_variant			TENM4			C			A			0.51			0.00


			NC_010451.4			13369000			intron_variant			TENM4			G			C			0.59			0.00


			NC_010451.4			13369033			intron_variant			TENM4			T			C			0.59			0.00


			NC_010451.4			13369058			intron_variant			TENM4			A			G			0.61			0.00


			NC_010451.4			13369168			intron_variant			TENM4			G			A			0.54			0.00


			NC_010451.4			13403425			intron_variant			TENM4			G			A			0.72			0.11			0.61


			NC_010451.4			13369317			intron_variant			TENM4			T			G			0.70			0.00


			NC_010451.4			13405525			intron_variant			TENM4			G			T			0.82			0.29			0.53


			NC_010451.4			13405562			intron_variant			TENM4			A			C			0.93			0.29			0.64


			NC_010451.4			13369391			intron_variant			TENM4			G			A			0.55			0.00


			NC_010451.4			13369397			intron_variant			TENM4			T			C			0.62			0.00


			NC_010451.4			13369400			intron_variant			TENM4			T			C			0.62			0.00


			NC_010451.4			13412043			intron_variant			TENM4			G			A			0.89			0.38			0.51


			NC_010451.4			13412948			intron_variant			TENM4			C			T			0.62			0.11			0.51


			NC_010451.4			13413790			intron_variant			TENM4			G			T			0.79			0.21			0.58


			NC_010451.4			13413822			intron_variant			TENM4			A			G			0.89			0.19			0.70


			NC_010451.4			13414669			intron_variant			TENM4			A			G			0.93			0.39			0.54


			NC_010451.4			13414852			intron_variant			TENM4			C			T			0.77			0.16			0.61


			NC_010451.4			13415174			intron_variant			TENM4			G			A			0.84			0.26			0.58


			NC_010451.4			13427923			intron_variant			TENM4			C			A			0.56			0.03			0.53


			NC_010451.4			13428952			intron_variant			TENM4			C			T			0.01			0.53			0.51


			NC_010451.4			13429609			intron_variant			TENM4			G			C			0.18			0.76			0.59


			NC_010451.4			13429635			intron_variant			TENM4			T			C			0.11			0.78			0.67


			NC_010451.4			13429737			intron_variant			TENM4			T			A			0.89			0.19			0.70


			NC_010451.4			13429955			intron_variant			TENM4			A			G			0.68			0.18			0.50


			NC_010451.4			13429998			intron_variant			TENM4			A			C			0.76			0.16			0.60


			NC_010451.4			13430127			intron_variant			TENM4			T			C			0.86			0.18			0.68


			NC_010451.4			13430188			intron_variant			TENM4			T			C			0.83			0.18			0.65


			NC_010451.4			13430208			intron_variant			TENM4			T			C			0.87			0.21			0.66


			NC_010451.4			13430226			intron_variant			TENM4			A			G			0.85			0.21			0.64


			NC_010451.4			13430273			intron_variant			TENM4			T			C			0.87			0.16			0.71


			NC_010451.4			13430391			intron_variant			TENM4			A			G			0.88			0.21			0.67


			NC_010451.4			13430501			intron_variant			TENM4			T			C			0.69			0.17			0.52


			NC_010451.4			13430861			intron_variant			TENM4			G			A			0.08			0.82			0.73


			NC_010451.4			13431259			intron_variant			TENM4			G			A			0.91			0.22			0.69


			NC_010451.4			13369970			intron_variant			TENM4			C			T			0.60			0.00


			NC_010451.4			13379032			intron_variant			TENM4			T			C			0.55			0.00


			NC_010451.4			13379521			intron_variant			TENM4			C			T			0.70			0.00


			NC_010451.4			13379615			intron_variant			TENM4			C			G			0.62			0.00


			NC_010451.4			13445021			intron_variant			TENM4			T			C			0.91			0.39			0.52


			NC_010451.4			13391998			intron_variant			TENM4			A			G			0.54			0.00


			NC_010451.4			13393011			intron_variant			TENM4			C			T			0.58			0.00


			NC_010451.4			13393038			intron_variant			TENM4			T			C			0.58			0.00


			NC_010451.4			13393759			intron_variant			TENM4			G			A			0.52			0.00


			NC_010451.4			13395601			intron_variant			TENM4			T			C			0.70			0.00


			NC_010451.4			13395768			intron_variant			TENM4			T			C			0.56			0.00


			NC_010451.4			13396065			intron_variant			TENM4			C			T			0.59			0.00


			NC_010451.4			13396087			intron_variant			TENM4			G			A			0.52			0.00


			NC_010451.4			13396122			intron_variant			TENM4			G			A			0.60			0.00


			NC_010451.4			13396164			intron_variant			TENM4			A			G			0.79			0.00


			NC_010451.4			13396312			intron_variant			TENM4			G			T			0.65			0.00


			NC_010451.4			13396473			intron_variant			TENM4			C			T			0.65			0.00


			NC_010451.4			13396726			intron_variant			TENM4			A			G			0.70			0.00


			NC_010451.4			13397177			intron_variant			TENM4			C			T			0.70			0.00


			NC_010451.4			13453013			intron_variant			TENM4			T			C			0.77			0.24			0.53


			NC_010451.4			13453024			intron_variant			TENM4			G			A			0.76			0.22			0.54


			NC_010451.4			13399076			intron_variant			TENM4			G			T			0.66			0.00


			NC_010451.4			13453151			intron_variant			TENM4			T			C			0.85			0.18			0.67


			NC_010451.4			13399103			intron_variant			TENM4			C			T			0.68			0.00


			NC_010451.4			13453904			intron_variant			TENM4			T			C			0.84			0.06			0.78


			NC_010451.4			13453919			intron_variant			TENM4			G			T			0.78			0.06			0.72


			NC_010451.4			13399289			intron_variant			TENM4			A			T			0.66			0.00


			NC_010451.4			13399332			intron_variant			TENM4			T			A			0.53			0.00


			NC_010451.4			13454143			intron_variant			TENM4			A			G			0.88			0.08			0.80


			NC_010451.4			13454558			intron_variant			TENM4			T			C			0.86			0.06			0.80


			NC_010451.4			13454818			intron_variant			TENM4			C			T			0.83			0.18			0.65


			NC_010451.4			13454918			intron_variant			TENM4			A			G			0.68			0.13			0.55


			NC_010451.4			13455105			intron_variant			TENM4			A			T			0.61			0.08			0.53


			NC_010451.4			13400731			intron_variant			TENM4			G			A			0.52			0.00


			NC_010451.4			13400735			intron_variant			TENM4			C			A			0.51			0.00


			NC_010451.4			13400736			intron_variant			TENM4			C			T			0.51			0.00


			NC_010451.4			13455653			intron_variant			TENM4			A			G			0.79			0.07			0.72


			NC_010451.4			13400765			intron_variant			TENM4			G			A			0.85			0.00


			NC_010451.4			13455754			intron_variant			TENM4			A			G			0.72			0.11			0.61


			NC_010451.4			13405435			intron_variant			TENM4			T			G			0.57			0.00


			NC_010451.4			13405633			intron_variant			TENM4			A			G			0.51			0.00


			NC_010451.4			13405635			intron_variant			TENM4			T			C			0.53			0.00


			NC_010451.4			13459418			intron_variant			TENM4			A			G			0.71			0.06			0.65


			NC_010451.4			13459464			intron_variant			TENM4			T			C			0.68			0.12			0.56


			NC_010451.4			13405927			intron_variant			TENM4			A			G			0.68			0.00


			NC_010451.4			13431412			intron_variant			TENM4			C			T			0.90			0.00


			NC_010451.4			13431415			intron_variant			TENM4			T			C			0.90			0.00


			NC_010451.4			13459716			intron_variant			TENM4			G			A			0.67			0.06			0.61


			NC_010451.4			13466010			intron_variant			TENM4			T			C			0.15			0.66			0.51


			NC_010451.4			13466127			intron_variant			TENM4			C			T			0.42			1.00			0.58


			NC_010451.4			13466132			intron_variant			TENM4			G			A			0.14			1.00			0.86


			NC_010451.4			13466152			intron_variant			TENM4			C			T			0.23			1.00			0.77


			NC_010451.4			13466184			intron_variant			TENM4			A			G			0.10			0.71			0.61


			NC_010451.4			13466225			intron_variant			TENM4			G			A			0.17			1.00			0.83


			NC_010451.4			13466239			intron_variant			TENM4			A			G			0.44			1.00			0.56


			NC_010451.4			13466240			intron_variant			TENM4			C			T			0.44			1.00			0.56


			NC_010451.4			13466245			intron_variant			TENM4			T			C			0.24			1.00			0.76


			NC_010451.4			13467992			intron_variant			TENM4			C			G			0.07			0.68			0.61


			NC_010451.4			13468519			intron_variant			TENM4			A			G			0.23			0.79			0.56


			NC_010451.4			13469297			intron_variant			TENM4			C			T			0.27			0.82			0.55


			NC_010451.4			13470859			intron_variant			TENM4			T			G			0.83			0.29			0.54


			NC_010451.4			13470992			intron_variant			TENM4			T			C			0.83			0.26			0.57


			NC_010451.4			13472033			intron_variant			TENM4			A			G			0.82			0.32			0.50


			NC_010451.4			13472600			intron_variant			TENM4			C			T			0.84			0.26			0.58


			NC_010451.4			13472858			intron_variant			TENM4			T			C			0.82			0.24			0.58


			NC_010451.4			13473100			intron_variant			TENM4			T			C			0.81			0.11			0.70


			NC_010451.4			13473164			intron_variant			TENM4			T			C			0.79			0.25			0.54


			NC_010451.4			13473306			intron_variant			TENM4			G			A			0.81			0.24			0.57


			NC_010451.4			13473315			intron_variant			TENM4			A			G			0.81			0.24			0.57


			NC_010451.4			13443443			intron_variant			TENM4			T			C			0.55			0.00


			NC_010451.4			13443445			intron_variant			TENM4			A			G			0.55			0.00


			NC_010451.4			13445776			intron_variant			TENM4			T			C			0.52			0.00


			NC_010451.4			13475119			intron_variant			TENM4			G			A			0.09			0.69			0.61


			NC_010451.4			13475258			intron_variant			TENM4			C			T			0.11			0.66			0.55


			NC_010451.4			13475612			intron_variant			TENM4			G			A			0.14			0.66			0.52


			NC_010451.4			13476087			intron_variant			TENM4			C			T			0.14			0.69			0.55


			NC_010451.4			13478340			intron_variant			TENM4			A			C			0.96			0.18			0.78


			NC_010451.4			13483372			intron_variant			TENM4			A			G			0.95			0.45			0.50


			NC_010451.4			13487560			intron_variant			TENM4			T			C			0.55			0.03			0.52


			NC_010451.4			13487561			intron_variant			TENM4			G			T			0.55			0.03			0.52


			NC_010451.4			13487569			intron_variant			TENM4			A			G			0.55			0.03			0.52


			NC_010451.4			13488583			intron_variant			TENM4			T			C			0.83			0.31			0.52


			NC_010451.4			13488967			intron_variant			TENM4			T			C			0.55			0.03			0.52


			NC_010451.4			13489067			intron_variant			TENM4			T			C			0.96			0.29			0.67


			NC_010451.4			13489305			intron_variant			TENM4			T			C			0.89			0.29			0.60


			NC_010451.4			13445796			intron_variant			TENM4			G			A			0.63			0.00


			NC_010451.4			13450339			intron_variant			TENM4			T			C			0.60			0.00


			NC_010451.4			13498112			intron_variant			TENM4			C			T			0.63			0.03			0.60


			NC_010451.4			13498411			intron_variant			TENM4			C			T			0.77			0.24			0.53


			NC_010451.4			13499013			intron_variant			TENM4			T			C			0.73			0.16			0.57


			NC_010451.4			13499208			intron_variant			TENM4			C			T			0.81			0.29			0.52


			NC_010451.4			13499741			intron_variant			TENM4			G			A			0.83			0.03			0.80


			NC_010451.4			13499746			intron_variant			TENM4			T			C			0.83			0.03			0.80


			NC_010451.4			13450997			intron_variant			TENM4			C			G			0.71			0.00


			NC_010451.4			13501209			intron_variant			TENM4			A			G			0.81			0.03			0.78


			NC_010451.4			13501238			intron_variant			TENM4			A			G			0.82			0.03			0.79


			NC_010451.4			13501494			intron_variant			TENM4			G			T			0.57			0.03			0.54


			NC_010451.4			13501521			intron_variant			TENM4			T			A			0.65			0.03			0.62


			NC_010451.4			13501593			intron_variant			TENM4			C			A			0.84			0.29			0.55


			NC_010451.4			13501725			intron_variant			TENM4			C			T			0.57			0.03			0.54


			NC_010451.4			13502072			intron_variant			TENM4			G			T			0.83			0.25			0.58


			NC_010451.4			13502447			intron_variant			TENM4			G			A			0.84			0.24			0.60


			NC_010451.4			13502898			intron_variant			TENM4			T			G			0.76			0.26			0.50


			NC_010451.4			13502988			intron_variant			TENM4			G			A			0.85			0.26			0.59


			NC_010451.4			13451112			intron_variant			TENM4			T			C			0.87			0.00


			NC_010451.4			13451680			intron_variant			TENM4			A			G			0.81			0.00


			NC_010451.4			13451873			intron_variant			TENM4			G			A			0.58			0.00


			NC_010451.4			13451876			intron_variant			TENM4			A			G			0.79			0.00


			NC_010451.4			13451879			intron_variant			TENM4			C			A			0.58			0.00


			NC_010451.4			13452040			intron_variant			TENM4			C			G			0.51			0.00


			NC_010451.4			13452144			intron_variant			TENM4			T			C			0.81			0.00


			NC_010451.4			13452175			intron_variant			TENM4			C			T			0.58			0.00


			NC_010451.4			13452307			intron_variant			TENM4			T			C			0.70			0.00


			NC_010451.4			13452905			intron_variant			TENM4			C			T			0.60			0.00


			NC_010451.4			13511792			intron_variant			TENM4			T			C			0.70			0.19			0.51


			NC_010451.4			13512711			intron_variant			TENM4			G			C			0.84			0.31			0.53


			NC_010451.4			13513756			intron_variant			TENM4			T			C			0.73			0.18			0.55


			NC_010451.4			13453143			intron_variant			TENM4			C			T			0.70			0.00


			NC_010451.4			13453749			intron_variant			TENM4			A			G			0.58			0.00


			NC_010451.4			13516835			intron_variant			TENM4			G			C			0.84			0.26			0.58


			NC_010451.4			13516848			intron_variant			TENM4			T			C			0.76			0.26			0.50


			NC_010451.4			13518652			intron_variant			TENM4			A			G			0.82			0.19			0.63


			NC_010451.4			13519458			intron_variant			TENM4			A			G			0.64			0.06			0.58


			NC_010451.4			13453937			intron_variant			TENM4			A			G			0.54			0.00


			NC_010451.4			13454058			intron_variant			TENM4			C			A			0.85			0.00


			NC_010451.4			13524800			intron_variant			TENM4			C			T			0.79			0.29			0.50


			NC_010451.4			13527660			intron_variant			TENM4			A			G			0.85			0.31			0.54


			NC_010451.4			13528181			intron_variant			TENM4			A			G			0.83			0.26			0.57


			NC_010451.4			13528584			intron_variant			TENM4			T			G			0.85			0.24			0.61


			NC_010451.4			13533708			intron_variant			TENM4			G			T			0.88			0.34			0.54


			NC_010451.4			13536439			intron_variant			TENM4			C			T			0.09			0.76			0.67


			NC_010451.4			13536613			intron_variant			TENM4			G			A			0.16			0.74			0.58


			NC_010451.4			13536696			intron_variant			TENM4			G			A			0.14			0.71			0.57


			NC_010451.4			13536712			intron_variant			TENM4			T			C			0.14			0.68			0.54


			NC_010451.4			13536747			intron_variant			TENM4			T			A			0.14			0.69			0.55


			NC_010451.4			13537049			intron_variant			TENM4			C			G			0.13			0.71			0.58


			NC_010451.4			13537057			intron_variant			TENM4			A			G			0.19			0.69			0.50


			NC_010451.4			13537075			intron_variant			TENM4			G			A			0.15			0.75			0.60


			NC_010451.4			13537716			intron_variant			TENM4			T			G			0.13			0.75			0.62


			NC_010451.4			13538302			intron_variant			TENM4			C			A			0.09			0.75			0.66


			NC_010451.4			13538367			intron_variant			TENM4			T			G			0.09			0.76			0.67


			NC_010451.4			13455384			intron_variant			TENM4			A			C			0.70			0.00


			NC_010451.4			13539151			intron_variant			TENM4			C			G			0.09			0.76			0.67


			NC_010451.4			13455644			intron_variant			TENM4			T			C			0.78			0.00


			NC_010451.4			13540133			intron_variant			TENM4			G			T			0.27			0.79			0.52


			NC_010451.4			13542901			intron_variant			TENM4			T			C			0.83			0.32			0.51


			NC_010451.4			13455648			intron_variant			TENM4			G			A			0.78			0.00


			NC_010451.4			13543947			intron_variant			TENM4			T			C			0.15			0.74			0.59


			NC_010451.4			13549969			intron_variant			TENM4			T			G			0.68			0.11			0.57


			NC_010451.4			13550010			intron_variant			TENM4			G			A			0.66			0.09			0.57


			NC_010451.4			13550029			intron_variant			TENM4			C			T			0.63			0.09			0.54


			NC_010451.4			13550055			intron_variant			TENM4			A			T			0.85			0.21			0.64


			NC_010451.4			13552118			intron_variant			TENM4			T			C			0.83			0.26			0.57


			NC_010451.4			13552445			intron_variant			TENM4			A			G			0.83			0.29			0.54


			NC_010451.4			13553619			intron_variant			TENM4			T			C			0.86			0.26			0.60


			NC_010451.4			13553701			intron_variant			TENM4			T			C			0.83			0.32			0.51


			NC_010451.4			13553702			intron_variant			TENM4			G			A			0.83			0.32			0.51


			NC_010451.4			13553816			intron_variant			TENM4			A			C			0.80			0.26			0.54


			NC_010451.4			13455683			intron_variant			TENM4			C			T			0.58			0.00


			NC_010451.4			13554225			intron_variant			TENM4			C			T			0.83			0.26			0.57


			NC_010451.4			13554466			intron_variant			TENM4			T			C			0.84			0.28			0.56


			NC_010451.4			13557081			intron_variant			TENM4			T			C			0.76			0.26			0.50


			NC_010451.4			13558287			intron_variant			TENM4			T			C			0.65			0.15			0.50


			NC_010451.4			13456452			intron_variant			TENM4			T			C			0.70			0.00


			NC_010451.4			13456750			intron_variant			TENM4			T			C			0.70			0.00


			NC_010451.4			13456843			intron_variant			TENM4			C			A			0.61			0.00


			NC_010451.4			13559403			intron_variant			TENM4			A			G			0.78			0.24			0.54


			NC_010451.4			13459491			intron_variant			TENM4			C			G			0.68			0.00


			NC_010451.4			13560192			intron_variant			TENM4			C			G			0.73			0.19			0.54


			NC_010451.4			13560202			intron_variant			TENM4			G			A			0.77			0.19			0.58


			NC_010451.4			13459619			intron_variant			TENM4			G			A			0.67			0.00


			NC_010451.4			13459635			intron_variant			TENM4			C			T			0.67			0.00


			NC_010451.4			13473478			intron_variant			TENM4			A			G			0.73			0.00


			NC_010451.4			13564678			intron_variant			TENM4			T			C			0.85			0.29			0.56


			NC_010451.4			13568152			intron_variant			TENM4			C			T			0.83			0.29			0.54


			NC_010451.4			13568263			intron_variant			TENM4			A			G			0.82			0.24			0.58


			NC_010451.4			13568312			intron_variant			TENM4			A			G			0.85			0.24			0.61


			NC_010451.4			13568463			intron_variant			TENM4			G			A			0.82			0.25			0.57


			NC_010451.4			13568469			intron_variant			TENM4			G			A			0.83			0.31			0.52


			NC_010451.4			13568985			intron_variant			TENM4			C			T			0.95			0.24			0.71


			NC_010451.4			13473533			intron_variant			TENM4			T			C			0.78			0.00


			NC_010451.4			13473961			intron_variant			TENM4			C			T			0.58			0.00


			NC_010451.4			13569809			intron_variant			TENM4			C			T			0.94			0.44			0.50


			NC_010451.4			13492589			intron_variant			TENM4			A			C			0.51			0.00


			NC_010451.4			13496270			intron_variant			TENM4			T			C			0.53			0.00


			NC_010451.4			13500138			intron_variant			TENM4			A			C			0.63			0.00


			NC_010451.4			13506396			intron_variant			TENM4			T			C			0.62			0.00


			NC_010451.4			13569961			intron_variant			TENM4			C			T			0.74			0.19			0.55


			NC_010451.4			13506451			intron_variant			TENM4			G			C			0.65			0.00


			NC_010451.4			13570086			intron_variant			TENM4			A			G			0.80			0.26			0.54


			NC_010451.4			13506533			intron_variant			TENM4			A			C			0.62			0.00


			NC_010451.4			13572969			intron_variant			TENM4			A			G			0.82			0.24			0.58


			NC_010451.4			13575145			intron_variant			TENM4			T			C			0.96			0.44			0.52


			NC_010451.4			13576541			intron_variant			TENM4			T			C			0.80			0.21			0.59


			NC_010451.4			13576735			intron_variant			TENM4			G			A			0.67			0.16			0.51


			NC_010451.4			13579194			intron_variant			TENM4			T			C			0.82			0.32			0.50


			NC_010451.4			13506702			intron_variant			TENM4			G			C			0.68			0.00


			NC_010451.4			13580349			intron_variant			TENM4			C			T			0.83			0.25			0.58


			NC_010451.4			13506877			intron_variant			TENM4			T			C			0.70			0.00


			NC_010451.4			13580606			intron_variant			TENM4			C			T			0.84			0.24			0.60


			NC_010451.4			13580607			intron_variant			TENM4			A			G			0.92			0.24			0.68


			NC_010451.4			13580616			intron_variant			TENM4			T			C			0.95			0.24			0.71


			NC_010451.4			13506994			intron_variant			TENM4			C			T			0.53			0.00


			NC_010451.4			13507020			intron_variant			TENM4			T			C			0.53			0.00


			NC_010451.4			13507954			intron_variant			TENM4			C			T			0.65			0.00


			NC_010451.4			13507990			intron_variant			TENM4			C			T			0.72			0.00


			NC_010451.4			13508398			intron_variant			TENM4			G			A			0.56			0.00


			NC_010451.4			13586630			intron_variant			TENM4			T			C			0.79			0.26			0.53


			NC_010451.4			13514145			intron_variant			TENM4			C			T			0.64			0.00


			NC_010451.4			13587681			intron_variant			TENM4			G			A			0.83			0.24			0.59


			NC_010451.4			13587925			intron_variant			TENM4			T			C			0.81			0.18			0.63


			NC_010451.4			13514966			intron_variant			TENM4			G			A			0.60			0.00


			NC_010451.4			13587987			intron_variant			TENM4			A			C			0.82			0.21			0.61


			NC_010451.4			13588134			intron_variant			TENM4			A			G			0.75			0.24			0.51


			NC_010451.4			13588400			intron_variant			TENM4			T			C			0.83			0.29			0.54


			NC_010451.4			13588431			intron_variant			TENM4			C			T			0.85			0.28			0.57


			NC_010451.4			13520244			intron_variant			TENM4			G			C			0.64			0.00


			NC_010451.4			13589125			intron_variant			TENM4			A			G			0.82			0.31			0.51


			NC_010451.4			13589317			intron_variant			TENM4			A			G			0.83			0.29			0.54


			NC_010451.4			13589774			intron_variant			TENM4			A			G			0.76			0.24			0.52


			NC_010451.4			13589914			intron_variant			TENM4			A			C			0.77			0.26			0.51


			NC_010451.4			13522195			intron_variant			TENM4			A			C			0.64			0.00


			NC_010451.4			13538543			intron_variant			TENM4			G			A			0.51			0.00


			NC_010451.4			13593895			intron_variant			TENM4			T			C			0.86			0.33			0.53


			NC_010451.4			13595845			intron_variant			TENM4			A			T			0.68			0.16			0.52


			NC_010451.4			13595913			intron_variant			TENM4			A			G			0.71			0.16			0.55


			NC_010451.4			13596263			intron_variant			TENM4			T			C			0.94			0.44			0.50


			NC_010451.4			13596629			intron_variant			TENM4			G			A			0.94			0.39			0.55


			NC_010451.4			13597109			intron_variant			TENM4			T			C			0.84			0.29			0.55


			NC_010451.4			13597415			intron_variant			TENM4			C			A			0.79			0.28			0.51


			NC_010451.4			13597798			intron_variant			TENM4			A			G			0.84			0.34			0.50


			NC_010451.4			13539451			intron_variant			TENM4			C			A			0.56			0.00


			NC_010451.4			13601383			intron_variant			TENM4			A			G			0.84			0.26			0.58


			NC_010451.4			13601764			intron_variant			TENM4			T			C			0.85			0.29			0.56


			NC_010451.4			13601969			intron_variant			TENM4			T			C			0.79			0.29			0.50


			NC_010451.4			13602939			intron_variant			TENM4			G			A			0.58			0.03			0.55


			NC_010451.4			13602943			intron_variant			TENM4			A			T			0.58			0.03			0.55


			NC_010451.4			13603117			intron_variant			TENM4			A			G			0.82			0.29			0.53


			NC_010451.4			13605495			intron_variant			TENM4			C			G			0.02			0.63			0.61


			NC_010451.4			13607127			intron_variant			TENM4			C			T			0.59			0.03			0.56


			NC_010451.4			13607791			intron_variant			TENM4			G			A			0.83			0.26			0.57


			NC_010451.4			13607822			intron_variant			TENM4			A			G			0.82			0.29			0.53


			NC_010451.4			13607952			intron_variant			TENM4			G			A			0.80			0.26			0.54


			NC_010451.4			13608886			intron_variant			TENM4			T			A			0.75			0.24			0.51


			NC_010451.4			13609592			intron_variant			TENM4			T			C			0.81			0.21			0.60


			NC_010451.4			13543002			intron_variant			TENM4			G			A			0.52			0.00


			NC_010451.4			13553826			intron_variant			TENM4			G			A			0.53			0.00


			NC_010451.4			13611185			intron_variant			TENM4			T			C			0.74			0.24			0.50


			NC_010451.4			13558501			intron_variant			TENM4			A			C			0.56			0.00


			NC_010451.4			13559264			intron_variant			TENM4			G			A			0.55			0.00


			NC_010451.4			13559360			intron_variant			TENM4			G			A			0.52			0.00


			NC_010451.4			13559949			intron_variant			TENM4			G			A			0.61			0.00


			NC_010451.4			13612258			intron_variant			TENM4			C			G			0.80			0.24			0.56


			NC_010451.4			13612301			intron_variant			TENM4			T			C			0.79			0.22			0.57


			NC_010451.4			13612302			intron_variant			TENM4			T			C			0.73			0.22			0.51


			NC_010451.4			13560273			intron_variant			TENM4			G			A			0.61			0.00


			NC_010451.4			13612560			intron_variant			TENM4			T			A			0.79			0.13			0.66


			NC_010451.4			13612740			intron_variant			TENM4			T			A			0.71			0.18			0.53


			NC_010451.4			13613606			intron_variant			TENM4			C			T			0.78			0.17			0.61


			NC_010451.4			13613625			intron_variant			TENM4			A			G			0.74			0.19			0.55


			NC_010451.4			13615222			intron_variant			TENM4			T			C			0.79			0.29			0.50


			NC_010451.4			13560837			intron_variant			TENM4			A			C			0.67			0.00


			NC_010451.4			13616949			intron_variant			TENM4			T			C			0.91			0.38			0.53


			NC_010451.4			13616951			intron_variant			TENM4			A			G			0.77			0.11			0.66


			NC_010451.4			13617763			intron_variant			TENM4			T			C			0.74			0.14			0.60


			NC_010451.4			13619448			intron_variant			TENM4			T			G			0.74			0.08			0.66


			NC_010451.4			13619491			intron_variant			TENM4			A			G			0.90			0.34			0.56


			NC_010451.4			13619925			intron_variant			TENM4			T			C			0.79			0.08			0.71


			NC_010451.4			13620761			intron_variant			TENM4			T			C			0.91			0.32			0.59


			NC_010451.4			13621567			intron_variant			TENM4			G			T			0.86			0.32			0.54


			NC_010451.4			13621618			intron_variant			TENM4			C			T			0.10			0.61			0.51


			NC_010451.4			13621685			intron_variant			TENM4			G			A			0.88			0.29			0.59


			NC_010451.4			13630517			intron_variant			TENM4			T			C			0.81			0.29			0.52


			NC_010451.4			13631047			intron_variant			TENM4			T			C			0.76			0.16			0.60


			NC_010451.4			13631091			intron_variant			TENM4			C			A			0.81			0.17			0.64


			NC_010451.4			13633577			intron_variant			TENM4			C			A			0.74			0.21			0.53


			NC_010451.4			13634161			intron_variant			TENM4			G			C			0.61			0.08			0.53


			NC_010451.4			13634965			intron_variant			TENM4			T			A			0.79			0.14			0.65


			NC_010451.4			13635098			intron_variant			TENM4			A			G			0.62			0.05			0.57


			NC_010451.4			13636197			intron_variant			TENM4			G			A			0.67			0.16			0.51


			NC_010451.4			13637808			intron_variant			TENM4			T			C			0.81			0.24			0.57


			NC_010451.4			13638810			intron_variant			TENM4			A			G			0.82			0.24			0.58


			NC_010451.4			13638904			intron_variant			TENM4			A			G			0.82			0.25			0.57


			NC_010451.4			13638927			intron_variant			TENM4			T			C			0.82			0.29			0.53


			NC_010451.4			13638971			intron_variant			TENM4			A			G			0.76			0.19			0.57


			NC_010451.4			13638973			intron_variant			TENM4			C			T			0.70			0.19			0.51


			NC_010451.4			13639539			intron_variant			TENM4			T			G			0.63			0.08			0.55


			NC_010451.4			13639558			intron_variant			TENM4			T			C			0.82			0.22			0.60


			NC_010451.4			13640045			intron_variant			TENM4			T			C			0.66			0.08			0.58


			NC_010451.4			13640135			intron_variant			TENM4			C			A			0.55			0.05			0.50


			NC_010451.4			13640229			intron_variant			TENM4			G			A			0.84			0.29			0.55


			NC_010451.4			13564574			intron_variant			TENM4			C			A			0.56			0.00


			NC_010451.4			13569562			intron_variant			TENM4			C			T			0.70			0.00


			NC_010451.4			13642580			intron_variant			TENM4			C			T			0.83			0.29			0.54


			NC_010451.4			13642991			intron_variant			TENM4			A			C			0.85			0.25			0.60


			NC_010451.4			13643817			intron_variant			TENM4			A			G			0.86			0.29			0.57


			NC_010451.4			13643881			intron_variant			TENM4			G			T			0.81			0.29			0.52


			NC_010451.4			13643945			intron_variant			TENM4			A			C			0.81			0.16			0.65


			NC_010451.4			13644606			intron_variant			TENM4			T			C			0.78			0.26			0.52


			NC_010451.4			13644798			intron_variant			TENM4			T			C			0.79			0.14			0.65


			NC_010451.4			13647155			intron_variant			TENM4			T			C			0.79			0.05			0.74


			NC_010451.4			13569683			intron_variant			TENM4			G			C			0.69			0.00


			NC_010451.4			13569888			intron_variant			TENM4			A			C			0.63			0.00


			NC_010451.4			13648690			intron_variant			TENM4			C			T			0.59			0.08			0.51


			NC_010451.4			13648691			intron_variant			TENM4			G			A			0.59			0.08			0.51


			NC_010451.4			13648736			intron_variant			TENM4			C			T			0.78			0.08			0.70


			NC_010451.4			13648751			intron_variant			TENM4			G			C			0.64			0.08			0.56


			NC_010451.4			13648835			intron_variant			TENM4			T			C			0.69			0.08			0.61


			NC_010451.4			13569905			intron_variant			TENM4			C			T			0.63			0.00


			NC_010451.4			13648934			intron_variant			TENM4			C			T			0.87			0.05			0.82


			NC_010451.4			13648965			intron_variant			TENM4			G			A			0.61			0.08			0.53


			NC_010451.4			13649040			intron_variant			TENM4			A			G			0.88			0.08			0.80


			NC_010451.4			13649144			intron_variant			TENM4			A			C			0.86			0.08			0.78


			NC_010451.4			13649491			intron_variant			TENM4			C			T			0.86			0.08			0.78


			NC_010451.4			13649648			intron_variant			TENM4			T			C			0.76			0.11			0.65


			NC_010451.4			13649783			intron_variant			TENM4			G			A			0.67			0.11			0.56


			NC_010451.4			13649802			intron_variant			TENM4			A			T			0.82			0.11			0.71


			NC_010451.4			13649860			intron_variant			TENM4			C			G			0.72			0.11			0.61


			NC_010451.4			13649891			intron_variant			TENM4			G			C			0.86			0.11			0.75


			NC_010451.4			13649916			intron_variant			TENM4			G			A			0.68			0.11			0.57


			NC_010451.4			13649983			intron_variant			TENM4			T			C			0.84			0.11			0.73


			NC_010451.4			13650312			intron_variant			TENM4			A			G			0.86			0.11			0.75


			NC_010451.4			13650417			intron_variant			TENM4			T			C			0.85			0.11			0.74


			NC_010451.4			13650591			intron_variant			TENM4			T			C			0.88			0.34			0.54


			NC_010451.4			13569913			intron_variant			TENM4			G			A			0.64			0.00


			NC_010451.4			13651699			intron_variant			TENM4			C			T			0.90			0.32			0.58


			NC_010451.4			13651800			intron_variant			TENM4			G			C			0.69			0.11			0.58


			NC_010451.4			13651836			intron_variant			TENM4			A			G			0.86			0.34			0.52


			NC_010451.4			13654008			intron_variant			TENM4			T			C			0.90			0.29			0.61


			NC_010451.4			13569919			intron_variant			TENM4			A			G			0.68			0.00


			NC_010451.4			13654825			intron_variant			TENM4			A			G			0.92			0.26			0.66


			NC_010451.4			13657674			intron_variant			TENM4			C			G			0.68			0.11			0.57


			NC_010451.4			13658090			intron_variant			TENM4			G			A			0.58			0.08			0.50


			NC_010451.4			13569965			intron_variant			TENM4			G			A			0.77			0.00


			NC_010451.4			13659127			intron_variant			TENM4			T			C			0.92			0.32			0.60


			NC_010451.4			13659334			intron_variant			TENM4			A			G			0.88			0.29			0.59


			NC_010451.4			13659719			intron_variant			TENM4			A			C			0.91			0.32			0.59


			NC_010451.4			13660002			intron_variant			TENM4			T			C			0.68			0.17			0.51


			NC_010451.4			13660147			intron_variant			TENM4			T			A			0.86			0.21			0.65


			NC_010451.4			13570196			intron_variant			TENM4			T			C			0.83			0.00


			NC_010451.4			13661861			intron_variant			TENM4			G			T			0.83			0.29			0.54


			NC_010451.4			13662401			intron_variant			TENM4			T			C			0.87			0.29			0.58


			NC_010451.4			13662444			intron_variant			TENM4			C			T			0.88			0.29			0.59


			NC_010451.4			13663124			intron_variant			TENM4			A			G			0.86			0.19			0.67


			NC_010451.4			13663203			intron_variant			TENM4			A			G			0.83			0.21			0.62


			NC_010451.4			13663247			intron_variant			TENM4			A			G			0.61			0.11			0.50


			NC_010451.4			13665003			intron_variant			TENM4			T			C			0.87			0.32			0.55


			NC_010451.4			13579751			intron_variant			TENM4			T			C			0.58			0.00


			NC_010451.4			13665193			intron_variant			TENM4			G			A			0.86			0.03			0.83


			NC_010451.4			13665310			intron_variant			TENM4			G			A			0.86			0.18			0.68


			NC_010451.4			13665318			intron_variant			TENM4			A			G			0.85			0.08			0.77


			NC_010451.4			13665383			intron_variant			TENM4			T			C			0.86			0.26			0.60


			NC_010451.4			13665387			intron_variant			TENM4			A			T			0.86			0.26			0.60


			NC_010451.4			13665390			intron_variant			TENM4			C			G			0.86			0.26			0.60


			NC_010451.4			13665458			intron_variant			TENM4			T			C			0.86			0.05			0.81


			NC_010451.4			13665545			intron_variant			TENM4			C			T			0.90			0.05			0.85


			NC_010451.4			13580384			intron_variant			TENM4			G			C			0.59			0.00


			NC_010451.4			13665791			intron_variant			TENM4			C			T			0.87			0.08			0.79


			NC_010451.4			13665799			intron_variant			TENM4			T			C			0.87			0.08			0.79


			NC_010451.4			13665833			intron_variant			TENM4			G			A			0.88			0.11			0.77


			NC_010451.4			13665862			intron_variant			TENM4			T			C			0.85			0.11			0.74


			NC_010451.4			13665870			intron_variant			TENM4			C			A			0.79			0.11			0.68


			NC_010451.4			13665969			intron_variant			TENM4			G			A			0.65			0.06			0.59


			NC_010451.4			13581800			intron_variant			TENM4			C			T			0.64			0.00


			NC_010451.4			13666399			intron_variant			TENM4			A			G			0.76			0.11			0.65


			NC_010451.4			13666448			intron_variant			TENM4			T			A			0.72			0.11			0.61


			NC_010451.4			13666456			intron_variant			TENM4			T			G			0.70			0.11			0.59


			NC_010451.4			13666519			intron_variant			TENM4			C			T			0.71			0.11			0.60


			NC_010451.4			13666655			intron_variant			TENM4			C			T			0.74			0.11			0.63


			NC_010451.4			13666681			intron_variant			TENM4			T			C			0.75			0.11			0.64


			NC_010451.4			13667797			intron_variant			TENM4			C			G			0.75			0.11			0.64


			NC_010451.4			13667821			intron_variant			TENM4			A			C			0.58			0.08			0.50


			NC_010451.4			13668855			intron_variant			TENM4			C			T			0.76			0.25			0.51


			NC_010451.4			13668880			intron_variant			TENM4			C			T			0.74			0.22			0.52


			NC_010451.4			13668886			intron_variant			TENM4			C			T			0.78			0.19			0.59


			NC_010451.4			13668948			intron_variant			TENM4			C			T			0.78			0.15			0.63


			NC_010451.4			13668950			intron_variant			TENM4			T			C			0.76			0.15			0.61


			NC_010451.4			13669007			intron_variant			TENM4			A			G			0.77			0.11			0.66


			NC_010451.4			13669734			intron_variant			TENM4			T			C			0.83			0.26			0.57


			NC_010451.4			13669964			intron_variant			TENM4			A			G			0.61			0.09			0.52


			NC_010451.4			13669972			intron_variant			TENM4			T			C			0.61			0.06			0.55


			NC_010451.4			13581967			intron_variant			TENM4			T			C			0.58			0.00


			NC_010451.4			13670537			intron_variant			TENM4			A			G			0.85			0.24			0.61


			NC_010451.4			13670567			intron_variant			TENM4			T			A			0.67			0.16			0.51


			NC_010451.4			13670629			intron_variant			TENM4			G			A			0.71			0.19			0.52


			NC_010451.4			13670728			intron_variant			TENM4			T			C			0.76			0.18			0.58


			NC_010451.4			13671060			intron_variant			TENM4			G			A			0.71			0.17			0.54


			NC_010451.4			13671953			intron_variant			TENM4			C			G			0.73			0.18			0.55


			NC_010451.4			13674361			intron_variant			TENM4			A			G			0.66			0.16			0.50


			NC_010451.4			13674542			intron_variant			TENM4			T			A			0.86			0.32			0.54


			NC_010451.4			13674943			intron_variant			TENM4			G			T			0.78			0.25			0.53


			NC_010451.4			13675059			intron_variant			TENM4			G			C			0.80			0.16			0.64


			NC_010451.4			13676386			intron_variant			TENM4			C			G			0.75			0.11			0.64


			NC_010451.4			13582206			intron_variant			TENM4			G			A			0.55			0.00


			NC_010451.4			13585617			intron_variant			TENM4			C			T			0.56			0.00


			NC_010451.4			13677630			intron_variant			TENM4			T			C			0.61			0.11			0.50


			NC_010451.4			13678701			intron_variant			TENM4			A			C			0.84			0.26			0.58


			NC_010451.4			13678913			intron_variant			TENM4			A			G			0.79			0.21			0.58


			NC_010451.4			13679441			intron_variant			TENM4			C			T			0.72			0.11			0.61


			NC_010451.4			13679977			intron_variant			TENM4			A			G			0.75			0.18			0.57


			NC_010451.4			13681022			intron_variant			TENM4			T			C			0.83			0.25			0.58


			NC_010451.4			13681822			intron_variant			TENM4			C			T			0.76			0.26			0.50


			NC_010451.4			13682087			intron_variant			TENM4			G			T			0.76			0.26			0.50


			NC_010451.4			13682219			intron_variant			TENM4			G			T			0.75			0.11			0.64


			NC_010451.4			13682524			intron_variant			TENM4			A			G			0.86			0.29			0.57


			NC_010451.4			13684236			intron_variant			TENM4			T			C			0.82			0.26			0.56


			NC_010451.4			13585643			intron_variant			TENM4			C			T			0.67			0.00


			NC_010451.4			13684606			intron_variant			TENM4			T			G			0.84			0.03			0.81


			NC_010451.4			13684669			intron_variant			TENM4			G			A			0.71			0.08			0.63


			NC_010451.4			13684688			intron_variant			TENM4			T			C			0.83			0.25			0.58


			NC_010451.4			13684852			intron_variant			TENM4			C			T			0.69			0.03			0.66


			NC_010451.4			13684977			intron_variant			TENM4			A			G			0.83			0.16			0.67


			NC_010451.4			13685220			intron_variant			TENM4			A			G			0.66			0.11			0.55


			NC_010451.4			13685563			intron_variant			TENM4			A			G			0.84			0.24			0.60


			NC_010451.4			13687645			intron_variant			TENM4			T			C			0.72			0.21			0.51


			NC_010451.4			13687921			intron_variant			TENM4			T			C			0.80			0.26			0.54


			NC_010451.4			13687928			intron_variant			TENM4			T			C			0.81			0.28			0.53


			NC_010451.4			13586877			intron_variant			TENM4			T			C			0.57			0.00


			NC_010451.4			13688209			intron_variant			TENM4			A			G			0.79			0.29			0.50


			NC_010451.4			13688401			intron_variant			TENM4			C			G			0.84			0.26			0.58


			NC_010451.4			13688412			intron_variant			TENM4			T			C			0.83			0.26			0.57


			NC_010451.4			13688445			intron_variant			TENM4			G			A			0.83			0.29			0.54


			NC_010451.4			13587952			intron_variant			TENM4			T			C			0.75			0.00


			NC_010451.4			13689195			intron_variant			TENM4			T			C			0.84			0.16			0.68


			NC_010451.4			13689462			intron_variant			TENM4			C			G			0.82			0.18			0.64


			NC_010451.4			13689577			intron_variant			TENM4			A			G			0.86			0.21			0.65


			NC_010451.4			13689812			intron_variant			TENM4			G			A			0.82			0.26			0.56


			NC_010451.4			13689922			intron_variant			TENM4			C			G			0.81			0.26			0.55


			NC_010451.4			13691460			intron_variant			TENM4			A			G			0.60			0.06			0.54


			NC_010451.4			13691925			intron_variant			TENM4			T			C			0.65			0.03			0.62


			NC_010451.4			13692090			intron_variant			TENM4			C			G			0.90			0.29			0.61


			NC_010451.4			13692239			intron_variant			TENM4			G			C			0.81			0.18			0.63


			NC_010451.4			13692248			intron_variant			TENM4			C			G			0.56			0.03			0.53


			NC_010451.4			13692558			intron_variant			TENM4			T			C			0.58			0.08			0.50


			NC_010451.4			13692931			intron_variant			TENM4			G			A			0.80			0.13			0.67


			NC_010451.4			13692967			intron_variant			TENM4			A			G			0.63			0.11			0.52


			NC_010451.4			13694113			intron_variant			TENM4			C			T			0.83			0.22			0.61


			NC_010451.4			13696703			intron_variant			TENM4			A			G			0.87			0.29			0.58


			NC_010451.4			13696854			intron_variant			TENM4			T			C			0.84			0.21			0.63


			NC_010451.4			13697165			intron_variant			TENM4			T			A			0.82			0.16			0.66


			NC_010451.4			13697223			intron_variant			TENM4			T			C			0.84			0.22			0.62


			NC_010451.4			13697418			intron_variant			TENM4			A			G			0.83			0.29			0.54


			NC_010451.4			13697547			intron_variant			TENM4			T			C			0.85			0.31			0.54


			NC_010451.4			13697562			intron_variant			TENM4			G			C			0.85			0.29			0.56


			NC_010451.4			13697643			intron_variant			TENM4			C			T			0.88			0.29			0.59


			NC_010451.4			13697679			intron_variant			TENM4			A			C			0.77			0.26			0.51


			NC_010451.4			13697715			intron_variant			TENM4			T			A			0.86			0.26			0.60


			NC_010451.4			13697868			intron_variant			TENM4			C			T			0.61			0.08			0.53


			NC_010451.4			13697895			intron_variant			TENM4			A			G			0.85			0.32			0.53


			NC_010451.4			13697966			intron_variant			TENM4			G			C			0.84			0.31			0.53


			NC_010451.4			13698007			intron_variant			TENM4			T			C			0.82			0.25			0.57


			NC_010451.4			13698017			intron_variant			TENM4			A			G			0.81			0.17			0.64


			NC_010451.4			13698018			intron_variant			TENM4			G			A			0.61			0.11			0.50


			NC_010451.4			13698812			intron_variant			TENM4			C			T			0.64			0.08			0.56


			NC_010451.4			13698859			intron_variant			TENM4			T			C			0.83			0.13			0.70


			NC_010451.4			13698977			intron_variant			TENM4			A			G			0.81			0.13			0.68


			NC_010451.4			13698992			intron_variant			TENM4			T			C			0.81			0.13			0.68


			NC_010451.4			13699091			intron_variant			TENM4			T			C			0.83			0.16			0.67


			NC_010451.4			13699272			intron_variant			TENM4			T			C			0.63			0.11			0.52


			NC_010451.4			13699994			intron_variant			TENM4			T			C			0.89			0.16			0.73


			NC_010451.4			13700777			intron_variant			TENM4			T			C			0.85			0.29			0.56


			NC_010451.4			13701648			intron_variant			TENM4			A			G			0.86			0.16			0.70


			NC_010451.4			13702340			intron_variant			TENM4			C			G			0.79			0.16			0.63


			NC_010451.4			13702363			intron_variant			TENM4			T			C			0.87			0.16			0.71


			NC_010451.4			13702416			intron_variant			TENM4			C			T			0.80			0.19			0.61


			NC_010451.4			13702519			intron_variant			TENM4			A			G			0.71			0.18			0.53


			NC_010451.4			13702874			intron_variant			TENM4			C			T			0.72			0.18			0.54


			NC_010451.4			13703003			intron_variant			TENM4			T			C			0.73			0.18			0.55


			NC_010451.4			13703401			intron_variant			TENM4			C			A			0.86			0.26			0.60


			NC_010451.4			13704693			intron_variant			TENM4			G			A			0.85			0.25			0.60


			NC_010451.4			13705795			intron_variant			TENM4			T			C			0.83			0.29			0.54


			NC_010451.4			13706758			intron_variant			TENM4			G			C			0.71			0.18			0.53


			NC_010451.4			13706798			intron_variant			TENM4			G			A			0.70			0.11			0.59


			NC_010451.4			13706807			intron_variant			TENM4			T			C			0.70			0.11			0.59


			NC_010451.4			13706809			intron_variant			TENM4			T			G			0.70			0.11			0.59


			NC_010451.4			13706822			intron_variant			TENM4			T			C			0.70			0.08			0.62


			NC_010451.4			13706873			intron_variant			TENM4			A			C			0.68			0.18			0.50


			NC_010451.4			13707427			intron_variant			TENM4			T			C			0.66			0.08			0.58


			NC_010451.4			13707549			intron_variant			TENM4			A			C			0.63			0.13			0.50


			NC_010451.4			13707550			intron_variant			TENM4			G			C			0.63			0.13			0.50


			NC_010451.4			13707715			intron_variant			TENM4			A			G			0.73			0.19			0.54


			NC_010451.4			13708166			intron_variant			TENM4			C			T			0.81			0.11			0.70


			NC_010451.4			13708808			intron_variant			TENM4			T			C			0.84			0.09			0.75


			NC_010451.4			13709216			intron_variant			TENM4			T			C			0.68			0.18			0.50


			NC_010451.4			13710472			intron_variant			TENM4			T			G			0.74			0.24			0.50


			NC_010451.4			13710601			intron_variant			TENM4			G			A			0.61			0.04			0.57


			NC_010451.4			13710963			intron_variant			TENM4			T			C			0.74			0.10			0.64


			NC_010451.4			13713132			intron_variant			TENM4			A			G			0.79			0.24			0.55


			NC_010451.4			13713978			intron_variant			TENM4			A			G			0.76			0.16			0.60


			NC_010451.4			13714254			intron_variant			TENM4			G			T			0.79			0.26			0.53


			NC_010451.4			13588873			intron_variant			TENM4			T			C			0.56			0.00


			NC_010451.4			13716477			intron_variant			TENM4			T			A			0.87			0.24			0.63


			NC_010451.4			13716545			intron_variant			TENM4			A			C			0.82			0.24			0.58


			NC_010451.4			13716608			intron_variant			TENM4			C			A			0.84			0.26			0.58


			NC_010451.4			13716623			intron_variant			TENM4			T			C			0.86			0.26			0.60


			NC_010451.4			13716830			intron_variant			TENM4			T			C			0.88			0.26			0.62


			NC_010451.4			13716845			intron_variant			TENM4			T			C			0.86			0.26			0.60


			NC_010451.4			13716966			intron_variant			TENM4			G			A			0.78			0.21			0.57


			NC_010451.4			13592328			intron_variant			TENM4			T			C			0.51			0.00


			NC_010451.4			13717512			intron_variant			TENM4			A			C			0.77			0.11			0.66


			NC_010451.4			13717727			intron_variant			TENM4			G			A			0.75			0.03			0.72


			NC_010451.4			13718365			intron_variant			TENM4			A			G			0.60			0.08			0.52


			NC_010451.4			13593582			intron_variant			TENM4			T			C			0.68			0.00


			NC_010451.4			13719176			intron_variant			TENM4			A			G			0.88			0.18			0.70


			NC_010451.4			13719725			intron_variant			TENM4			C			T			0.83			0.32			0.51


			NC_010451.4			13719789			intron_variant			TENM4			T			C			0.87			0.29			0.58


			NC_010451.4			13720435			intron_variant			TENM4			G			A			0.82			0.21			0.61


			NC_010451.4			13720470			intron_variant			TENM4			T			C			0.82			0.11			0.71


			NC_010451.4			13599840			intron_variant			TENM4			T			C			0.66			0.00


			NC_010451.4			13721378			intron_variant			TENM4			T			C			0.84			0.18			0.66


			NC_010451.4			13721554			intron_variant			TENM4			T			C			0.85			0.18			0.67


			NC_010451.4			13722123			intron_variant			TENM4			A			G			0.77			0.16			0.61


			NC_010451.4			13722136			intron_variant			TENM4			C			T			0.82			0.16			0.66


			NC_010451.4			13722314			intron_variant			TENM4			A			C			0.84			0.16			0.68


			NC_010451.4			13722318			intron_variant			TENM4			C			T			0.84			0.16			0.68


			NC_010451.4			13722344			intron_variant			TENM4			T			C			0.83			0.18			0.65


			NC_010451.4			13722396			intron_variant			TENM4			T			C			0.83			0.18			0.65


			NC_010451.4			13722412			intron_variant			TENM4			A			G			0.64			0.11			0.53


			NC_010451.4			13722425			intron_variant			TENM4			A			G			0.65			0.11			0.54


			NC_010451.4			13722433			intron_variant			TENM4			T			C			0.86			0.11			0.75


			NC_010451.4			13722448			intron_variant			TENM4			A			G			0.86			0.08			0.78


			NC_010451.4			13722451			intron_variant			TENM4			A			G			0.86			0.08			0.78


			NC_010451.4			13722505			intron_variant			TENM4			A			G			0.83			0.13			0.70


			NC_010451.4			13722534			intron_variant			TENM4			T			A			0.78			0.18			0.60


			NC_010451.4			13609893			intron_variant			TENM4			C			T			0.61			0.00


			NC_010451.4			13609926			intron_variant			TENM4			T			C			0.64			0.00


			NC_010451.4			13611753			intron_variant			TENM4			T			C			0.80			0.00


			NC_010451.4			13722612			intron_variant			TENM4			T			C			0.76			0.18			0.58


			NC_010451.4			13722780			intron_variant			TENM4			C			T			0.80			0.08			0.72


			NC_010451.4			13722782			intron_variant			TENM4			C			T			0.80			0.08			0.72


			NC_010451.4			13722830			intron_variant			TENM4			T			C			0.80			0.11			0.69


			NC_010451.4			13722924			intron_variant			TENM4			T			C			0.75			0.17			0.58


			NC_010451.4			13722925			intron_variant			TENM4			G			C			0.75			0.17			0.58


			NC_010451.4			13722926			intron_variant			TENM4			G			A			0.68			0.17			0.51


			NC_010451.4			13722997			intron_variant			TENM4			T			C			0.87			0.11			0.76


			NC_010451.4			13723481			intron_variant			TENM4			A			G			0.65			0.14			0.51


			NC_010451.4			13723596			intron_variant			TENM4			C			G			0.68			0.03			0.65


			NC_010451.4			13723734			intron_variant			TENM4			A			G			0.86			0.12			0.74


			NC_010451.4			13724193			intron_variant			TENM4			C			T			0.91			0.17			0.74


			NC_010451.4			13724348			intron_variant			TENM4			T			C			0.84			0.18			0.66


			NC_010451.4			13724661			intron_variant			TENM4			C			T			0.73			0.18			0.55


			NC_010451.4			13725050			intron_variant			TENM4			A			G			0.81			0.16			0.65


			NC_010451.4			13725060			intron_variant			TENM4			G			A			0.84			0.16			0.68


			NC_010451.4			13611800			intron_variant			TENM4			A			C			0.55			0.00


			NC_010451.4			13725067			intron_variant			TENM4			C			T			0.84			0.16			0.68


			NC_010451.4			13611956			intron_variant			TENM4			T			C			0.79			0.00


			NC_010451.4			13725622			intron_variant			TENM4			T			C			0.68			0.14			0.54


			NC_010451.4			13725632			intron_variant			TENM4			A			G			0.84			0.14			0.70


			NC_010451.4			13726290			intron_variant			TENM4			G			A			0.76			0.21			0.55


			NC_010451.4			13612026			intron_variant			TENM4			G			T			0.75			0.00


			NC_010451.4			13727507			intron_variant			TENM4			A			G			0.73			0.19			0.54


			NC_010451.4			13727772			intron_variant			TENM4			G			A			0.69			0.18			0.51


			NC_010451.4			13727963			intron_variant			TENM4			A			G			0.78			0.18			0.60


			NC_010451.4			13612395			intron_variant			TENM4			T			C			0.71			0.00


			NC_010451.4			13616064			intron_variant			TENM4			C			G			0.61			0.00


			NC_010451.4			13729194			intron_variant			TENM4			A			G			0.78			0.18			0.60


			NC_010451.4			13729278			intron_variant			TENM4			T			C			0.76			0.18			0.58


			NC_010451.4			13641090			intron_variant			TENM4			C			A			0.59			0.00


			NC_010451.4			13641166			intron_variant			TENM4			C			A			0.59			0.00


			NC_010451.4			13647754			intron_variant			TENM4			G			A			0.53			0.00


			NC_010451.4			13729938			intron_variant			TENM4			C			T			0.74			0.21			0.53


			NC_010451.4			13730433			intron_variant			TENM4			T			A			0.77			0.21			0.56


			NC_010451.4			13647785			intron_variant			TENM4			T			C			0.62			0.00


			NC_010451.4			13648871			intron_variant			TENM4			G			A			0.57			0.00


			NC_010451.4			13733408			intron_variant			TENM4			C			T			0.78			0.21			0.57


			NC_010451.4			13733539			intron_variant			TENM4			C			T			0.81			0.21			0.60


			NC_010451.4			13733671			intron_variant			TENM4			C			T			0.87			0.18			0.69


			NC_010451.4			13651552			intron_variant			TENM4			C			T			0.57			0.00


			NC_010451.4			13654791			intron_variant			TENM4			A			G			0.72			0.00


			NC_010451.4			13734419			intron_variant			TENM4			T			C			0.77			0.21			0.56


			NC_010451.4			13735089			intron_variant			TENM4			T			C			0.82			0.21			0.61


			NC_010451.4			13735345			intron_variant			TENM4			T			C			0.89			0.16			0.73


			NC_010451.4			13735517			intron_variant			TENM4			T			C			0.90			0.21			0.69


			NC_010451.4			13735546			intron_variant			TENM4			G			C			0.63			0.11			0.52


			NC_010451.4			13735619			intron_variant			TENM4			G			A			0.97			0.45			0.52


			NC_010451.4			13735756			intron_variant			TENM4			A			C			0.65			0.03			0.62


			NC_010451.4			13735976			intron_variant			TENM4			A			T			0.70			0.11			0.59


			NC_010451.4			13735980			intron_variant			TENM4			C			T			0.70			0.11			0.59


			NC_010451.4			13736149			intron_variant			TENM4			T			C			0.73			0.14			0.59


			NC_010451.4			13736944			intron_variant			TENM4			T			C			0.88			0.16			0.72


			NC_010451.4			13737254			intron_variant			TENM4			T			C			0.64			0.03			0.61


			NC_010451.4			13737438			intron_variant			TENM4			T			C			0.63			0.03			0.60


			NC_010451.4			13737515			intron_variant			TENM4			C			T			0.83			0.18			0.65


			NC_010451.4			13737614			intron_variant			TENM4			C			T			0.70			0.03			0.67


			NC_010451.4			13738886			intron_variant			TENM4			T			C			0.84			0.13			0.71


			NC_010451.4			13738909			intron_variant			TENM4			T			C			0.84			0.13			0.71


			NC_010451.4			13738980			intron_variant			TENM4			A			G			0.81			0.03			0.78


			NC_010451.4			13738981			intron_variant			TENM4			G			T			0.81			0.03			0.78


			NC_010451.4			13741083			intron_variant			TENM4			T			A			0.57			0.06			0.51


			NC_010451.4			13741084			intron_variant			TENM4			T			C			0.76			0.19			0.57


			NC_010451.4			13741127			intron_variant			TENM4			T			G			0.59			0.09			0.50


			NC_010451.4			13741628			intron_variant			TENM4			C			T			0.76			0.19			0.57


			NC_010451.4			13741743			intron_variant			TENM4			A			C			0.80			0.29			0.51


			NC_010451.4			13741835			intron_variant			TENM4			C			T			0.53			0.03			0.50


			NC_010451.4			13741836			intron_variant			TENM4			A			G			0.82			0.31			0.51


			NC_010451.4			13746658			intron_variant			TENM4			A			C			0.65			0.12			0.53


			NC_010451.4			13749223			intron_variant			TENM4			G			A			0.75			0.21			0.54


			NC_010451.4			13749276			intron_variant			TENM4			A			G			0.80			0.26			0.54


			NC_010451.4			13749300			intron_variant			TENM4			T			C			0.78			0.26			0.52


			NC_010451.4			13754665			intron_variant			TENM4			T			C			0.65			0.08			0.57


			NC_010451.4			13757128			intron_variant			TENM4			T			C			0.77			0.26			0.51


			NC_010451.4			13757230			intron_variant			TENM4			A			G			0.78			0.24			0.54


			NC_010451.4			13764845			intron_variant			TENM4			C			A			0.84			0.18			0.66


			NC_010451.4			13764981			intron_variant			TENM4			A			G			0.83			0.21			0.62


			NC_010451.4			13766170			intron_variant			TENM4			C			G			0.73			0.16			0.57


			NC_010451.4			13766407			intron_variant			TENM4			G			T			0.86			0.21			0.65


			NC_010451.4			13766862			intron_variant			TENM4			T			C			0.85			0.17			0.68


			NC_010451.4			13767087			intron_variant			TENM4			G			A			0.85			0.19			0.66


			NC_010451.4			13767100			intron_variant			TENM4			C			G			0.83			0.19			0.64


			NC_010451.4			13768499			intron_variant			TENM4			C			T			0.85			0.21			0.64


			NC_010451.4			13768848			intron_variant			TENM4			A			G			0.85			0.08			0.77


			NC_010451.4			13768869			intron_variant			TENM4			T			C			0.88			0.18			0.70


			NC_010451.4			13770728			intron_variant			TENM4			T			C			0.70			0.06			0.64


			NC_010451.4			13770736			intron_variant			TENM4			T			C			0.71			0.06			0.65


			NC_010451.4			13770822			intron_variant			TENM4			C			G			0.78			0.08			0.70


			NC_010451.4			13770989			intron_variant			TENM4			T			C			0.67			0.12			0.55


			NC_010451.4			13658414			intron_variant			TENM4			G			T			0.58			0.00


			NC_010451.4			13772916			intron_variant			TENM4			C			A			0.75			0.13			0.62


			NC_010451.4			13772964			intron_variant			TENM4			A			G			0.67			0.03			0.64


			NC_010451.4			13773042			intron_variant			TENM4			G			A			0.72			0.13			0.59


			NC_010451.4			13773094			intron_variant			TENM4			T			C			0.72			0.13			0.59


			NC_010451.4			13773290			intron_variant			TENM4			A			G			0.75			0.13			0.62


			NC_010451.4			13773380			intron_variant			TENM4			T			C			0.73			0.13			0.60


			NC_010451.4			13773415			intron_variant			TENM4			A			G			0.73			0.13			0.60


			NC_010451.4			13773427			intron_variant			TENM4			G			C			0.73			0.13			0.60


			NC_010451.4			13773461			intron_variant			TENM4			C			T			0.68			0.11			0.57


			NC_010451.4			13773529			intron_variant			TENM4			T			C			0.74			0.13			0.61


			NC_010451.4			13773647			intron_variant			TENM4			T			G			0.78			0.13			0.65


			NC_010451.4			13773656			intron_variant			TENM4			C			T			0.79			0.13			0.66


			NC_010451.4			13774116			intron_variant			TENM4			A			G			0.77			0.13			0.64


			NC_010451.4			13774193			intron_variant			TENM4			T			C			0.74			0.13			0.61


			NC_010451.4			13774199			intron_variant			TENM4			C			A			0.74			0.13			0.61


			NC_010451.4			13774529			intron_variant			TENM4			A			C			0.75			0.13			0.62


			NC_010451.4			13774800			intron_variant			TENM4			A			G			0.83			0.06			0.77


			NC_010451.4			13774925			intron_variant			TENM4			T			C			0.80			0.24			0.56


			NC_010451.4			13775042			intron_variant			TENM4			T			G			0.59			0.03			0.56


			NC_010451.4			13775200			intron_variant			TENM4			A			T			0.86			0.11			0.75


			NC_010451.4			13777604			intron_variant			TENM4			T			C			0.88			0.37			0.51


			NC_010451.4			13778011			intron_variant			TENM4			T			A			0.88			0.18			0.70


			NC_010451.4			13778639			intron_variant			TENM4			T			C			0.71			0.03			0.68


			NC_010451.4			13778675			intron_variant			TENM4			A			T			0.68			0.03			0.65


			NC_010451.4			13778951			intron_variant			TENM4			A			G			0.63			0.08			0.55


			NC_010451.4			13781695			intron_variant			TENM4			T			C			0.83			0.21			0.62


			NC_010451.4			13781963			intron_variant			TENM4			G			C			0.65			0.11			0.54


			NC_010451.4			13781979			intron_variant			TENM4			G			A			0.63			0.11			0.52


			NC_010451.4			13782090			intron_variant			TENM4			G			C			0.85			0.18			0.67


			NC_010451.4			13782106			intron_variant			TENM4			T			C			0.77			0.18			0.59


			NC_010451.4			13782221			intron_variant			TENM4			T			C			0.66			0.08			0.58


			NC_010451.4			13782370			intron_variant			TENM4			A			C			0.73			0.21			0.52


			NC_010451.4			13782375			intron_variant			TENM4			C			T			0.73			0.21			0.52


			NC_010451.4			13782403			intron_variant			TENM4			T			C			0.78			0.18			0.60


			NC_010451.4			13782492			intron_variant			TENM4			G			A			0.76			0.19			0.57


			NC_010451.4			13782974			intron_variant			TENM4			G			T			0.82			0.24			0.58


			NC_010451.4			13783035			intron_variant			TENM4			A			G			0.80			0.18			0.62


			NC_010451.4			13783037			intron_variant			TENM4			C			A			0.80			0.18			0.62


			NC_010451.4			13783186			intron_variant			TENM4			C			A			0.79			0.21			0.58


			NC_010451.4			13783446			intron_variant			TENM4			A			C			0.68			0.16			0.52


			NC_010451.4			13783463			intron_variant			TENM4			A			T			0.84			0.18			0.66


			NC_010451.4			13783501			intron_variant			TENM4			A			G			0.86			0.18			0.68


			NC_010451.4			13784046			intron_variant			TENM4			A			G			0.84			0.21			0.63


			NC_010451.4			13784510			intron_variant			TENM4			C			T			0.73			0.21			0.52


			NC_010451.4			13784755			intron_variant			TENM4			C			G			0.73			0.21			0.52


			NC_010451.4			13784934			intron_variant			TENM4			G			A			0.86			0.21			0.65


			NC_010451.4			13784972			intron_variant			TENM4			G			A			0.87			0.21			0.66


			NC_010451.4			13785028			intron_variant			TENM4			A			G			0.88			0.22			0.66


			NC_010451.4			13785785			intron_variant			TENM4			T			G			0.88			0.21			0.67


			NC_010451.4			13785993			intron_variant			TENM4			C			T			0.86			0.22			0.64


			NC_010451.4			13661769			intron_variant			TENM4			C			A			0.72			0.00


			NC_010451.4			13786086			intron_variant			TENM4			T			C			0.59			0.08			0.51


			NC_010451.4			13787923			intron_variant			TENM4			A			G			0.80			0.21			0.59


			NC_010451.4			13787938			intron_variant			TENM4			G			A			0.80			0.11			0.69


			NC_010451.4			13788029			intron_variant			TENM4			T			C			0.80			0.11			0.69


			NC_010451.4			13788450			intron_variant			TENM4			T			G			0.77			0.18			0.59


			NC_010451.4			13788467			intron_variant			TENM4			A			G			0.80			0.19			0.61


			NC_010451.4			13788622			intron_variant			TENM4			T			C			0.69			0.18			0.51


			NC_010451.4			13788624			intron_variant			TENM4			G			C			0.72			0.18			0.54


			NC_010451.4			13788894			intron_variant			TENM4			A			G			0.62			0.11			0.51


			NC_010451.4			13788899			intron_variant			TENM4			T			C			0.80			0.18			0.62


			NC_010451.4			13788958			intron_variant			TENM4			T			C			0.80			0.18			0.62


			NC_010451.4			13789805			intron_variant			TENM4			A			G			0.73			0.19			0.54


			NC_010451.4			13792645			intron_variant			TENM4			G			C			0.59			0.08			0.51


			NC_010451.4			13794679			intron_variant			TENM4			C			G			0.72			0.17			0.55


			NC_010451.4			13794773			intron_variant			TENM4			A			C			0.86			0.33			0.53


			NC_010451.4			13796890			intron_variant			TENM4			C			T			0.58			0.08			0.50


			NC_010451.4			13797236			intron_variant			TENM4			G			A			0.70			0.16			0.54


			NC_010451.4			13798312			intron_variant			TENM4			G			A			0.73			0.13			0.60


			NC_010451.4			13799836			intron_variant			TENM4			T			C			0.71			0.17			0.54


			NC_010451.4			13800812			intron_variant			TENM4			T			C			0.90			0.39			0.51


			NC_010451.4			13802168			intron_variant			TENM4			A			C			0.86			0.36			0.50


			NC_010451.4			13802214			intron_variant			TENM4			A			G			0.86			0.32			0.54


			NC_010451.4			13802215			intron_variant			TENM4			A			G			0.90			0.32			0.58


			NC_010451.4			13802398			intron_variant			TENM4			T			A			0.72			0.14			0.58


			NC_010451.4			13802724			intron_variant			TENM4			T			C			0.85			0.32			0.53


			NC_010451.4			13803226			intron_variant			TENM4			T			C			0.89			0.34			0.55


			NC_010451.4			13803337			intron_variant			TENM4			T			C			0.87			0.34			0.53


			NC_010451.4			13803933			intron_variant			TENM4			G			T			0.88			0.34			0.54


			NC_010451.4			13804607			intron_variant			TENM4			A			G			0.68			0.10			0.58


			NC_010451.4			13805224			intron_variant			TENM4			G			T			0.89			0.36			0.53


			NC_010451.4			13805729			intron_variant			TENM4			T			C			0.88			0.37			0.51


			NC_010451.4			13805979			intron_variant			TENM4			A			G			0.84			0.32			0.52


			NC_010451.4			13806014			intron_variant			TENM4			T			G			0.84			0.34			0.50


			NC_010451.4			13806141			intron_variant			TENM4			A			G			0.94			0.31			0.63


			NC_010451.4			13806512			intron_variant			TENM4			C			T			0.85			0.28			0.57


			NC_010451.4			13806713			intron_variant			TENM4			T			C			0.79			0.09			0.70


			NC_010451.4			13806723			intron_variant			TENM4			A			G			0.73			0.03			0.70


			NC_010451.4			13806803			intron_variant			TENM4			A			G			0.82			0.03			0.79


			NC_010451.4			13807064			intron_variant			TENM4			G			A			0.88			0.34			0.54


			NC_010451.4			13807066			intron_variant			TENM4			G			A			0.86			0.34			0.52


			NC_010451.4			13808211			intron_variant			TENM4			T			C			0.87			0.33			0.54


			NC_010451.4			13810238			intron_variant			TENM4			T			C			0.11			0.74			0.63


			NC_010451.4			13810247			intron_variant			TENM4			G			T			0.11			0.74			0.62


			NC_010451.4			13810336			intron_variant			TENM4			A			C			0.64			0.13			0.51


			NC_010451.4			13810595			intron_variant			TENM4			C			T			0.82			0.13			0.69


			NC_010451.4			13810697			intron_variant			TENM4			T			C			0.08			0.64			0.56


			NC_010451.4			13810700			intron_variant			TENM4			C			T			0.09			0.64			0.55


			NC_010451.4			13810839			intron_variant			TENM4			T			G			0.91			0.11			0.80


			NC_010451.4			13810869			intron_variant			TENM4			C			T			0.83			0.11			0.72


			NC_010451.4			13810899			intron_variant			TENM4			G			A			0.84			0.11			0.73


			NC_010451.4			13810913			intron_variant			TENM4			G			T			0.80			0.08			0.72


			NC_010451.4			13810942			intron_variant			TENM4			C			T			0.79			0.11			0.68


			NC_010451.4			13811946			intron_variant			TENM4			T			C			0.10			0.74			0.63


			NC_010451.4			13811987			intron_variant			TENM4			T			C			0.84			0.16			0.68


			NC_010451.4			13812149			intron_variant			TENM4			G			A			0.82			0.05			0.77


			NC_010451.4			13812240			intron_variant			TENM4			T			A			0.84			0.16			0.68


			NC_010451.4			13812592			intron_variant			TENM4			A			G			0.88			0.24			0.64


			NC_010451.4			13812668			intron_variant			TENM4			A			G			0.87			0.26			0.61


			NC_010451.4			13812708			intron_variant			TENM4			G			A			0.83			0.16			0.67


			NC_010451.4			13812795			intron_variant			TENM4			A			G			0.71			0.13			0.58


			NC_010451.4			13813158			intron_variant			TENM4			A			G			0.86			0.26			0.60


			NC_010451.4			13813805			intron_variant			TENM4			G			A			0.10			0.67			0.56


			NC_010451.4			13814121			intron_variant			TENM4			T			A			0.22			0.74			0.52


			NC_010451.4			13814451			intron_variant			TENM4			C			T			0.13			0.71			0.59


			NC_010451.4			13814481			intron_variant			TENM4			T			C			0.13			0.74			0.61


			NC_010451.4			13815070			intron_variant			TENM4			G			C			0.09			0.76			0.67


			NC_010451.4			13815157			intron_variant			TENM4			T			C			0.10			0.75			0.65


			NC_010451.4			13815700			intron_variant			TENM4			G			A			0.11			0.71			0.60


			NC_010451.4			13815740			intron_variant			TENM4			T			C			0.09			0.68			0.59


			NC_010451.4			13816254			intron_variant			TENM4			A			C			0.85			0.18			0.67


			NC_010451.4			13817652			intron_variant			TENM4			C			T			0.81			0.21			0.60


			NC_010451.4			13818131			intron_variant			TENM4			T			C			0.12			0.79			0.67


			NC_010451.4			13818178			intron_variant			TENM4			C			T			0.10			0.72			0.62


			NC_010451.4			13818640			intron_variant			TENM4			G			A			0.10			0.67			0.57


			NC_010451.4			13818757			intron_variant			TENM4			C			T			0.07			0.68			0.60


			NC_010451.4			13819017			intron_variant			TENM4			C			T			0.11			0.63			0.52


			NC_010459.5			57800779			non_coding_transcript_exon_variant			RBM38			A			T			0.74			0.22			0.52


			NC_010460.4			19764453			synonymous_variant			FLNC			A			G			0.74			0.03			0.71


			NC_010443.5			271268733			upstream_gene_variant			PLPP7			G			A			0.74			0.14			0.60


			NC_010443.5			162285806			synonymous_variant			ALPK2			T			C			0.74			0.16			0.58


			NC_010451.4			13665184			intron_variant			TENM4			C			A			0.81			0.00


			NC_010451.4			13665752			intron_variant			TENM4			C			T			0.81			0.00


			NC_010445.4			17298253			upstream_gene_variant			TRIM72			T			C			0.74			0.03			0.71


			NC_010451.4			13666309			intron_variant			TENM4			C			T			0.59			0.00


			NC_010443.5			162265970			missense_variant			ALPK2			T			A			0.73			0.16			0.57


			NC_010451.4			13670426			intron_variant			TENM4			C			G			0.56			0.00


			NC_010451.4			13676645			intron_variant			TENM4			C			A			0.62			0.00


			NC_010450.4			119755384			downstream_gene_variant			PPP3CA			C			T			0.73			0.13			0.60


			NC_010451.4			13043126			3_prime_UTR_variant			TENM4			G			A			0.73			0.21			0.52


			NC_010451.4			13044587			3_prime_UTR_variant			TENM4			G			A			0.73			0.16			0.57


			NC_010457.5			33607735			downstream_gene_variant			MYOM2			G			A			0.73			0.05			0.68


			NC_010458.4			66453754			3_prime_UTR_variant			SGCD			A			G			0.73			0.16			0.57


			NC_010459.5			48025031			upstream_gene_variant			TNNC2			C			G			0.73			0.08			0.65


			NC_010459.5			48025164			upstream_gene_variant			TNNC2			G			A			0.73			0.08			0.65


			NC_010459.5			48027423			upstream_gene_variant			TNNC2			C			T			0.73			0.05			0.68


			NC_010444.4			60930505			synonymous_variant			TMEM38A			C			G			0.73			0.03			0.70


			NC_010451.4			13677329			intron_variant			TENM4			A			C			0.58			0.00


			NC_010449.5			93776290			upstream_gene_variant			SLC8A3			G			A			0.73			0.11			0.62


			NC_010451.4			13684605			intron_variant			TENM4			C			T			0.73			0.00


			NC_010451.4			13688120			intron_variant			TENM4			C			T			0.51			0.00


			NC_010451.4			45456782			intron_variant			SCN4B			A			C			0.02			0.74			0.71


			NC_010451.4			45457294			intron_variant			SCN4B			A			G			0.29			0.88			0.59


			NC_010451.4			45457665			intron_variant			SCN4B			T			C			0.33			0.89			0.57


			NC_010451.4			45457941			intron_variant			SCN4B			A			G			0.34			0.92			0.58


			NC_010451.4			45458286			intron_variant			SCN4B			C			T			0.27			0.87			0.60


			NC_010451.4			45458740			intron_variant			SCN4B			G			A			0.01			0.63			0.61


			NC_010451.4			45459672			intron_variant			SCN4B			G			A			0.32			0.92			0.60


			NC_010451.4			45459819			intron_variant			SCN4B			C			G			0.30			0.87			0.57


			NC_010451.4			45459930			intron_variant			SCN4B			T			G			0.29			0.92			0.63


			NC_010451.4			45460233			intron_variant			SCN4B			C			T			0.28			0.92			0.64


			NC_010451.4			45460332			intron_variant			SCN4B			G			A			0.27			0.91			0.64


			NC_010451.4			45460422			intron_variant			SCN4B			C			T			0.25			0.89			0.64


			NC_010451.4			45460452			intron_variant			SCN4B			T			C			0.24			0.89			0.65


			NC_010451.4			45460467			intron_variant			SCN4B			A			C			0.25			0.89			0.64


			NC_010451.4			45460556			intron_variant			SCN4B			C			G			0.22			0.88			0.65


			NC_010451.4			45460616			intron_variant			SCN4B			G			A			0.24			0.92			0.68


			NC_010451.4			45460666			intron_variant			SCN4B			C			G			0.26			0.92			0.66


			NC_010451.4			45460694			intron_variant			SCN4B			C			T			0.25			0.92			0.67


			NC_010451.4			45460730			intron_variant			SCN4B			G			C			0.22			0.92			0.70


			NC_010451.4			45460927			intron_variant			SCN4B			G			C			0.26			0.95			0.69


			NC_010451.4			45460999			intron_variant			SCN4B			A			T			0.22			0.92			0.70


			NC_010451.4			45461061			intron_variant			SCN4B			G			A			0.23			0.95			0.71


			NC_010451.4			45461519			intron_variant			SCN4B			C			T			0.22			0.94			0.72


			NC_010451.4			45461521			intron_variant			SCN4B			A			G			0.22			0.94			0.72


			NC_010451.4			45461548			intron_variant			SCN4B			A			G			0.24			0.94			0.71


			NC_010451.4			13689097			intron_variant			TENM4			C			T			0.78			0.00


			NC_010451.4			45461629			intron_variant			SCN4B			G			A			0.26			0.83			0.57


			NC_010451.4			45461885			intron_variant			SCN4B			T			C			0.35			0.89			0.55


			NC_010451.4			45461899			intron_variant			SCN4B			T			C			0.34			0.89			0.55


			NC_010451.4			45461952			intron_variant			SCN4B			C			T			0.33			0.92			0.60


			NC_010451.4			45461991			intron_variant			SCN4B			C			T			0.34			0.92			0.58


			NC_010451.4			45462005			intron_variant			SCN4B			A			T			0.33			0.92			0.59


			NC_010451.4			45462117			intron_variant			SCN4B			G			C			0.26			0.92			0.65


			NC_010451.4			45462450			intron_variant			SCN4B			C			G			0.26			0.92			0.66


			NC_010451.4			45462454			intron_variant			SCN4B			T			C			0.26			0.92			0.66


			NC_010451.4			45462477			intron_variant			SCN4B			T			C			0.26			0.92			0.66


			NC_010451.4			45462478			intron_variant			SCN4B			G			A			0.26			0.92			0.66


			NC_010451.4			45462520			intron_variant			SCN4B			T			G			0.25			0.97			0.72


			NC_010451.4			45462524			intron_variant			SCN4B			A			C			0.25			0.92			0.67


			NC_010451.4			45462565			intron_variant			SCN4B			C			T			0.27			0.94			0.67


			NC_010451.4			45462626			intron_variant			SCN4B			A			G			0.24			0.92			0.68


			NC_010451.4			45462721			intron_variant			SCN4B			G			C			0.27			0.92			0.65


			NC_010451.4			45462746			intron_variant			SCN4B			A			G			0.30			0.92			0.62


			NC_010451.4			45462989			intron_variant			SCN4B			C			G			0.27			0.78			0.51


			NC_010451.4			45463237			intron_variant			SCN4B			C			T			0.26			0.89			0.63


			NC_010451.4			45465939			intron_variant			SCN4B			A			C			0.07			0.76			0.69


			NC_010443.5			162305046			3_prime_UTR_variant			ALPK2			T			G			0.72			0.18			0.54


			NC_010451.4			13821887			5_prime_UTR_variant			TENM4			G			A			0.72			0.05			0.67


			NC_010458.4			38178026			5_prime_UTR_variant			PDE4D			T			G			0.72			0.03			0.69


			NC_010451.4			13716028			intron_variant			TENM4			C			A			0.59			0.00


			NC_010451.4			13717315			intron_variant			TENM4			C			G			0.54			0.00


			NC_010451.4			45470036			intron_variant			SCN4B			C			T			0.01			0.89			0.88


			NC_010451.4			13718572			intron_variant			TENM4			C			A			0.55			0.00


			NC_010451.4			45470803			intron_variant			SCN4B			C			T			0.02			0.71			0.68


			NC_010451.4			45471285			intron_variant			SCN4B			T			C			0.33			0.89			0.56


			NC_010451.4			45474866			intron_variant			SCN4B			A			G			0.96			0.11			0.85


			NC_010451.4			45478523			intergenic_region			SCN4B-SCN2B			G			A			0.11			0.69			0.58


			NC_010451.4			45478523			intergenic_region			SCN4B-SCN2B			G			A			0.11			0.69			0.58


			NC_010451.4			45482393			intergenic_region			SCN4B-SCN2B			A			G			0.90			0.39			0.51


			NC_010451.4			45482393			intergenic_region			SCN4B-SCN2B			A			G			0.90			0.39			0.51


			NC_010451.4			45483694			intergenic_region			SCN4B-SCN2B			A			G			0.82			0.12			0.70


			NC_010451.4			45483694			intergenic_region			SCN4B-SCN2B			A			G			0.82			0.12			0.70


			NC_010458.4			38181366			5_prime_UTR_variant			PDE4D			T			A			0.72			0.03			0.69


			NC_010460.4			19769872			synonymous_variant			FLNC			C			T			0.72			0.08			0.64


			NC_010451.4			13721204			intron_variant			TENM4			G			A			0.61			0.00


			NC_010451.4			13722559			intron_variant			TENM4			G			C			0.52			0.00


			NC_010451.4			13722568			intron_variant			TENM4			C			T			0.52			0.00


			NC_010451.4			13722582			intron_variant			TENM4			T			C			0.67			0.00


			NC_010451.4			13725061			intron_variant			TENM4			T			C			0.80			0.00


			NC_010451.4			13725212			intron_variant			TENM4			C			A			0.77			0.00


			NC_010451.4			13726325			intron_variant			TENM4			G			A			0.51			0.00


			NC_010451.4			13728791			intron_variant			TENM4			T			C			0.51			0.00


			NC_010451.4			13728966			intron_variant			TENM4			T			G			0.67			0.00


			NC_010451.4			13729548			intron_variant			TENM4			T			C			0.55			0.00


			NC_010451.4			13729659			intron_variant			TENM4			T			C			0.78			0.00


			NC_010451.4			13729804			intron_variant			TENM4			A			G			0.58			0.00


			NC_010451.4			13732629			intron_variant			TENM4			G			A			0.53			0.00


			NC_010451.4			13732938			intron_variant			TENM4			C			T			0.51			0.00


			NC_010451.4			45493636			intron_variant			SCN2B			T			C			0.77			0.24			0.53


			NC_010451.4			45495174			intron_variant			SCN2B			T			C			0.02			0.76			0.74


			NC_010451.4			45495284			intron_variant			SCN2B			G			A			0.21			0.76			0.56


			NC_010451.4			45496653			intron_variant			SCN2B			T			C			0.05			0.78			0.73


			NC_010451.4			13734092			intron_variant			TENM4			T			A			0.73			0.00


			NC_010451.4			13734377			intron_variant			TENM4			T			G			0.80			0.00


			NC_010451.4			45500805			intron_variant			SCN2B			A			G			0.64			0.08			0.56


			NC_010451.4			13771345			intron_variant			TENM4			A			G			0.61			0.00


			NC_010444.4			125604508			synonymous_variant			LOX			A			G			0.72			0.03			0.69


			NC_010451.4			50516998			intron_variant			SCN3B			C			G			0.02			0.53			0.50


			NC_010451.4			50524819			intron_variant			SCN3B			G			A			0.03			0.55			0.52


			NC_010451.4			50527521			intron_variant			SCN3B			T			C			0.03			0.55			0.52


			NC_010451.4			50528096			intron_variant			SCN3B			A			G			0.03			0.55			0.52


			NC_010451.4			50528178			intron_variant			SCN3B			C			T			0.03			0.55			0.52


			NC_010451.4			50530610			intron_variant			SCN3B			C			T			0.02			0.56			0.53


			NC_010451.4			50530868			intron_variant			SCN3B			A			C			0.02			0.53			0.50


			NC_010451.4			13786010			intron_variant			TENM4			C			T			0.51			0.00


			NC_010451.4			50534137			intergenic_region			SCN3B-ZNF202			C			T			0.05			0.55			0.51


			NC_010451.4			50537499			intergenic_region			SCN3B-ZNF202			C			G			0.05			0.55			0.51


			NC_010451.4			50537505			intergenic_region			SCN3B-ZNF202			G			T			0.05			0.55			0.51


			NC_010451.4			50537528			intergenic_region			SCN3B-ZNF202			C			T			0.05			0.55			0.51


			NC_010451.4			50538011			intergenic_region			SCN3B-ZNF202			G			A			0.07			0.58			0.51


			NC_010451.4			13822108			5_prime_UTR_variant			TENM4			G			C			0.59			0.00


			NC_010451.4			13825372			5_prime_UTR_variant			TENM4			A			C			0.52			0.00


			NC_010451.4			50540359			intergenic_region			SCN3B-ZNF202			C			T			0.06			0.58			0.52


			NC_010451.4			45461597			intron_variant			SCN4B			C			T			0.57			0.00


			NC_010451.4			45468105			upstream_gene_variant			SCN4B			T			C			0.89			0.00


			NC_010451.4			45468285			upstream_gene_variant			SCN4B			T			C			0.90			0.00


			NC_010451.4			45468683			upstream_gene_variant			SCN4B			T			C			0.88			0.00


			NC_010451.4			45469061			intron_variant			SCN4B			A			G			0.63			0.00


			NC_010451.4			45469356			intron_variant			SCN4B			C			T			0.90			0.00


			NC_010451.4			45470310			intron_variant			SCN4B			G			A			0.63			0.00


			NC_010451.4			45487301			3_prime_UTR_variant			SCN2B			A			G			0.61			0.00


			NC_010451.4			45487434			3_prime_UTR_variant			SCN2B			T			C			0.71			0.00


			NC_010451.4			45487466			3_prime_UTR_variant			SCN2B			A			G			0.67			0.00


			NC_010451.4			45489240			intron_variant			SCN2B			G			A			0.55			0.00


			NC_010451.4			45489379			intron_variant			SCN2B			A			G			0.80			0.00


			NC_010451.4			45489521			intron_variant			SCN2B			A			G			0.91			0.00


			NC_010451.4			45489875			intron_variant			SCN2B			A			C			0.68			0.00


			NC_010451.4			50546520			intergenic_region			SCN3B-ZNF202			T			A			0.04			0.58			0.54


			NC_010451.4			50548171			intergenic_region			SCN3B-ZNF202			G			A			0.02			0.59			0.56


			NC_010451.4			50549053			intergenic_region			SCN3B-ZNF202			C			T			0.04			0.56			0.52


			NC_010451.4			50549326			intergenic_region			SCN3B-ZNF202			C			T			0.03			0.58			0.54


			NC_010451.4			50555370			intergenic_region			SCN3B-ZNF202			G			A			0.03			0.58			0.54


			NC_010451.4			50555632			intergenic_region			SCN3B-ZNF202			A			T			0.05			0.58			0.53


			NC_010451.4			50557037			intergenic_region			SCN3B-ZNF202			G			A			0.05			0.55			0.51


			NC_010451.4			45489975			intron_variant			SCN2B			A			G			0.61			0.00


			NC_010451.4			45490033			intron_variant			SCN2B			T			C			0.65			0.00


			NC_010451.4			45490837			intron_variant			SCN2B			T			C			0.89			0.00


			NC_010451.4			50562022			intergenic_region			SCN3B-ZNF202			G			T			0.02			0.55			0.53


			NC_010451.4			50563754			intergenic_region			SCN3B-ZNF202			C			A			0.94			0.03			0.91


			NC_010451.4			50563755			intergenic_region			SCN3B-ZNF202			A			C			0.94			0.03			0.91


			NC_010451.4			50563770			intergenic_region			SCN3B-ZNF202			C			T			0.94			0.03			0.91


			NC_010451.4			50564249			intergenic_region			SCN3B-ZNF202			C			G			0.93			0.06			0.87


			NC_010451.4			45491202			intron_variant			SCN2B			G			A			0.74			0.00


			NC_010451.4			50565147			intergenic_region			SCN3B-ZNF202			C			T			0.94			0.06			0.88


			NC_010451.4			50565518			intergenic_region			SCN3B-ZNF202			A			G			0.95			0.05			0.90


			NC_010451.4			50565842			intergenic_region			SCN3B-ZNF202			T			C			0.93			0.06			0.87


			NC_010451.4			50568011			intergenic_region			SCN3B-ZNF202			A			G			0.90			0.05			0.85


			NC_010451.4			50568454			intergenic_region			SCN3B-ZNF202			A			G			0.93			0.03			0.90


			NC_010451.4			50568459			intergenic_region			SCN3B-ZNF202			T			C			0.93			0.03			0.90


			NC_010451.4			50568498			intergenic_region			SCN3B-ZNF202			T			C			0.93			0.03			0.90


			NC_010451.4			50568552			intergenic_region			SCN3B-ZNF202			G			A			0.95			0.06			0.89


			NC_010451.4			50569339			intergenic_region			SCN3B-ZNF202			A			G			0.95			0.03			0.92


			NC_010451.4			50569401			intergenic_region			SCN3B-ZNF202			C			G			0.91			0.03			0.88


			NC_010451.4			50570109			intergenic_region			SCN3B-ZNF202			A			G			0.94			0.05			0.89


			NC_010451.4			50570122			intergenic_region			SCN3B-ZNF202			G			A			0.94			0.05			0.89


			NC_010451.4			50570170			intergenic_region			SCN3B-ZNF202			C			T			0.58			0.06			0.52


			NC_010451.4			50570274			intergenic_region			SCN3B-ZNF202			G			C			0.96			0.08			0.88


			NC_010451.4			50570304			intergenic_region			SCN3B-ZNF202			T			A			0.95			0.05			0.90


			NC_010451.4			50570351			intergenic_region			SCN3B-ZNF202			C			G			0.95			0.03			0.92


			NC_010451.4			50570603			intergenic_region			SCN3B-ZNF202			C			T			0.53			0.03			0.50


			NC_010451.4			50570682			intergenic_region			SCN3B-ZNF202			C			G			0.94			0.06			0.88


			NC_010451.4			50570935			intergenic_region			SCN3B-ZNF202			T			A			0.95			0.05			0.90


			NC_010451.4			50570955			intergenic_region			SCN3B-ZNF202			T			C			0.95			0.05			0.90


			NC_010451.4			50572076			intergenic_region			SCN3B-ZNF202			C			T			0.95			0.05			0.90


			NC_010451.4			50572077			intergenic_region			SCN3B-ZNF202			G			A			0.95			0.05			0.90


			NC_010451.4			50572294			intergenic_region			SCN3B-ZNF202			T			G			0.57			0.05			0.52


			NC_010451.4			50572797			intergenic_region			SCN3B-ZNF202			G			A			0.95			0.05			0.90


			NC_010451.4			50573286			intergenic_region			SCN3B-ZNF202			T			C			0.95			0.05			0.90


			NC_010451.4			50573323			intergenic_region			SCN3B-ZNF202			A			G			0.95			0.05			0.90


			NC_010451.4			50573803			intergenic_region			SCN3B-ZNF202			A			C			0.95			0.05			0.90


			NC_010451.4			50574272			intergenic_region			SCN3B-ZNF202			C			T			0.95			0.08			0.87


			NC_010451.4			50574381			intergenic_region			SCN3B-ZNF202			T			G			0.93			0.05			0.88


			NC_010451.4			50575196			intergenic_region			SCN3B-ZNF202			C			T			0.89			0.03			0.86


			NC_010451.4			45491203			intron_variant			SCN2B			A			G			0.74			0.00


			NC_010451.4			50575713			intergenic_region			SCN3B-ZNF202			G			A			0.03			0.74			0.70


			NC_010451.4			50575954			intergenic_region			SCN3B-ZNF202			C			T			0.03			0.71			0.68


			NC_010451.4			50576158			intergenic_region			SCN3B-ZNF202			G			T			0.03			0.74			0.70


			NC_010451.4			50576439			intergenic_region			SCN3B-ZNF202			A			C			0.02			0.71			0.69


			NC_010451.4			50576580			intergenic_region			SCN3B-ZNF202			A			G			0.02			0.58			0.55


			NC_010451.4			50577346			intergenic_region			SCN3B-ZNF202			G			A			0.01			0.68			0.67


			NC_010451.4			50577600			intergenic_region			SCN3B-ZNF202			C			A			0.04			0.68			0.64


			NC_010451.4			50577899			intergenic_region			SCN3B-ZNF202			G			A			0.03			0.67			0.63


			NC_010451.4			50577911			intergenic_region			SCN3B-ZNF202			G			A			0.03			0.67			0.63


			NC_010451.4			50577928			intergenic_region			SCN3B-ZNF202			T			C			0.03			0.67			0.63


			NC_010451.4			50577972			intergenic_region			SCN3B-ZNF202			C			T			0.02			0.63			0.61


			NC_010451.4			50578389			intergenic_region			SCN3B-ZNF202			C			T			0.05			0.71			0.66


			NC_010451.4			50578839			intergenic_region			SCN3B-ZNF202			G			A			0.02			0.71			0.69


			NC_010451.4			50578900			intergenic_region			SCN3B-ZNF202			A			G			0.01			0.74			0.73


			NC_010451.4			50579034			intergenic_region			SCN3B-ZNF202			T			C			0.03			0.71			0.68


			NC_010451.4			50579106			intergenic_region			SCN3B-ZNF202			G			A			0.03			0.71			0.68


			NC_010451.4			50579111			intergenic_region			SCN3B-ZNF202			C			T			0.03			0.71			0.68


			NC_010451.4			50579218			intergenic_region			SCN3B-ZNF202			A			G			0.04			0.71			0.67


			NC_010451.4			50579229			intergenic_region			SCN3B-ZNF202			C			T			0.04			0.71			0.67


			NC_010451.4			50579329			intergenic_region			SCN3B-ZNF202			T			C			0.02			0.65			0.62


			NC_010451.4			50579392			intergenic_region			SCN3B-ZNF202			G			A			0.03			0.68			0.65


			NC_010451.4			50579486			intergenic_region			SCN3B-ZNF202			G			A			0.03			0.69			0.66


			NC_010451.4			50579550			intergenic_region			SCN3B-ZNF202			T			C			0.03			0.54			0.51


			NC_010451.4			50579692			intergenic_region			SCN3B-ZNF202			G			A			0.03			0.72			0.69


			NC_010451.4			50579781			intergenic_region			SCN3B-ZNF202			C			G			0.02			0.71			0.69


			NC_010451.4			50579782			intergenic_region			SCN3B-ZNF202			C			T			0.02			0.71			0.69


			NC_010451.4			50579975			intergenic_region			SCN3B-ZNF202			G			C			0.03			0.56			0.53


			NC_010451.4			50579982			intergenic_region			SCN3B-ZNF202			T			C			0.03			0.56			0.53


			NC_010451.4			50579991			intergenic_region			SCN3B-ZNF202			C			T			0.03			0.56			0.53


			NC_010451.4			50579993			intergenic_region			SCN3B-ZNF202			T			C			0.03			0.56			0.53


			NC_010451.4			50580007			intergenic_region			SCN3B-ZNF202			G			C			0.03			0.59			0.56


			NC_010451.4			50580016			intergenic_region			SCN3B-ZNF202			G			C			0.03			0.59			0.56


			NC_010451.4			50580033			intergenic_region			SCN3B-ZNF202			A			G			0.03			0.65			0.61


			NC_010451.4			50580096			intergenic_region			SCN3B-ZNF202			T			C			0.02			0.68			0.65


			NC_010451.4			50580147			intergenic_region			SCN3B-ZNF202			G			C			0.02			0.63			0.60


			NC_010451.4			50580251			intergenic_region			SCN3B-ZNF202			G			A			0.01			0.58			0.57


			NC_010451.4			50580285			intergenic_region			SCN3B-ZNF202			T			C			0.00			0.50


			NC_010451.4			50580307			intergenic_region			SCN3B-ZNF202			G			A			0.00			0.50


			NC_010451.4			50581250			intergenic_region			SCN3B-ZNF202			A			C			0.03			0.72			0.69


			NC_010451.4			50581354			intergenic_region			SCN3B-ZNF202			T			C			0.02			0.72			0.70


			NC_010451.4			50581448			intergenic_region			SCN3B-ZNF202			C			T			0.03			0.74			0.70


			NC_010451.4			50582330			intergenic_region			SCN3B-ZNF202			C			T			0.10			0.68			0.57


			NC_010451.4			45491716			intron_variant			SCN2B			C			T			0.51			0.00


			NC_010451.4			53088628			intron_variant			CDON			A			G			0.03			0.58			0.55


			NC_010451.4			53088853			intron_variant			CDON			A			C			0.03			0.63			0.60


			NC_010451.4			53089749			intron_variant			CDON			G			A			0.02			0.65			0.62


			NC_010451.4			53091724			intron_variant			CDON			G			A			0.02			0.62			0.59


			NC_010451.4			53092254			intron_variant			CDON			C			T			0.02			0.61			0.58


			NC_010451.4			53093161			intron_variant			CDON			A			C			0.02			0.64			0.62


			NC_010451.4			45491966			intron_variant			SCN2B			A			G			0.90			0.00


			NC_010451.4			53098529			intron_variant			CDON			G			T			0.02			0.63			0.61


			NC_010451.4			53100685			intron_variant			CDON			G			A			0.02			0.61			0.58


			NC_010451.4			45491974			intron_variant			SCN2B			G			T			0.56			0.00


			NC_010451.4			53228243			intergenic_region			CDON-RPUSD4			T			C			0.08			0.61			0.53


			NC_010451.4			53231089			intergenic_region			CDON-RPUSD4			C			T			0.07			0.61			0.54


			NC_010451.4			53232035			intergenic_region			CDON-RPUSD4			C			T			0.05			0.64			0.59


			NC_010451.4			53232093			intergenic_region			CDON-RPUSD4			G			A			0.05			0.61			0.56


			NC_010451.4			53233310			intergenic_region			CDON-RPUSD4			G			A			0.03			0.61			0.57


			NC_010451.4			53233606			intergenic_region			CDON-RPUSD4			T			A			0.05			0.63			0.59


			NC_010451.4			53234941			intergenic_region			CDON-RPUSD4			G			C			0.05			0.79			0.74


			NC_010451.4			53235507			intergenic_region			CDON-RPUSD4			C			T			0.04			0.76			0.73


			NC_010451.4			53235834			intergenic_region			CDON-RPUSD4			T			C			0.05			0.76			0.72


			NC_010451.4			53236308			intergenic_region			CDON-RPUSD4			C			T			0.01			0.63			0.62


			NC_010451.4			53236886			intergenic_region			CDON-RPUSD4			G			A			0.02			0.61			0.59


			NC_010451.4			53238867			intergenic_region			CDON-RPUSD4			G			A			0.04			0.63			0.60


			NC_010451.4			53239596			intergenic_region			CDON-RPUSD4			G			A			0.01			0.68			0.67


			NC_010451.4			53239729			intergenic_region			CDON-RPUSD4			C			T			0.01			0.61			0.59


			NC_010451.4			53241809			intergenic_region			CDON-RPUSD4			T			C			0.02			0.63			0.61


			NC_010451.4			53244158			intergenic_region			CDON-RPUSD4			G			T			0.30			0.83			0.54


			NC_010451.4			53247061			intergenic_region			CDON-RPUSD4			C			A			0.02			0.63			0.60


			NC_010451.4			45492068			intron_variant			SCN2B			G			A			0.91			0.00


			NC_010451.4			53252216			intergenic_region			CDON-RPUSD4			A			T			0.01			0.63			0.61


			NC_010451.4			45496764			intron_variant			SCN2B			A			T			0.61			0.00


			NC_010451.4			53257236			intergenic_region			CDON-RPUSD4			G			A			0.17			0.79			0.62


			NC_010451.4			50538818			intergenic_region			SCN3B-ZNF202			C			T			0.56			0.00


			NC_010451.4			50539695			intergenic_region			SCN3B-ZNF202			T			A			0.55			0.00


			NC_010451.4			50540526			intergenic_region			SCN3B-ZNF202			C			A			0.55			0.00


			NC_010451.4			53265517			intergenic_region			CDON-RPUSD4			A			T			0.02			0.70			0.68


			NC_010451.4			50540551			intergenic_region			SCN3B-ZNF202			C			T			0.59			0.00


			NC_010451.4			50540668			intergenic_region			SCN3B-ZNF202			A			G			0.59			0.00


			NC_010451.4			50540698			intergenic_region			SCN3B-ZNF202			C			T			0.58			0.00


			NC_010451.4			57116043			intergenic_region			ADAMTS8-ADAMTS15			G			A			0.74			0.03			0.71


			NC_010451.4			57117291			intergenic_region			ADAMTS8-ADAMTS15			C			T			0.83			0.03			0.80


			NC_010451.4			57117318			intergenic_region			ADAMTS8-ADAMTS15			T			C			0.85			0.03			0.82


			NC_010451.4			57117342			intergenic_region			ADAMTS8-ADAMTS15			G			A			0.85			0.03			0.82


			NC_010451.4			57117731			intergenic_region			ADAMTS8-ADAMTS15			T			G			0.82			0.03			0.79


			NC_010451.4			57118100			intergenic_region			ADAMTS8-ADAMTS15			A			G			0.76			0.03			0.73


			NC_010451.4			57118513			intergenic_region			ADAMTS8-ADAMTS15			G			A			0.83			0.03			0.80


			NC_010451.4			57118529			intergenic_region			ADAMTS8-ADAMTS15			A			C			0.86			0.03			0.83


			NC_010451.4			57118629			intergenic_region			ADAMTS8-ADAMTS15			T			C			0.89			0.03			0.86


			NC_010451.4			57119009			intergenic_region			ADAMTS8-ADAMTS15			G			A			0.85			0.03			0.82


			NC_010451.4			57119064			intergenic_region			ADAMTS8-ADAMTS15			T			C			0.87			0.03			0.84


			NC_010451.4			57119172			intergenic_region			ADAMTS8-ADAMTS15			C			T			0.83			0.05			0.78


			NC_010451.4			57119210			intergenic_region			ADAMTS8-ADAMTS15			A			G			0.87			0.03			0.84


			NC_010451.4			50540844			intergenic_region			SCN3B-ZNF202			G			A			0.58			0.00


			NC_010451.4			50541109			intergenic_region			SCN3B-ZNF202			A			G			0.58			0.00


			NC_010451.4			57119364			intergenic_region			ADAMTS8-ADAMTS15			G			A			0.77			0.03			0.74


			NC_010451.4			50541259			intergenic_region			SCN3B-ZNF202			C			T			0.57			0.00


			NC_010451.4			57119725			intergenic_region			ADAMTS8-ADAMTS15			G			A			0.83			0.03			0.80


			NC_010451.4			57119734			intergenic_region			ADAMTS8-ADAMTS15			T			C			0.83			0.03			0.80


			NC_010451.4			57119776			intergenic_region			ADAMTS8-ADAMTS15			A			G			0.81			0.03			0.78


			NC_010451.4			57120175			intergenic_region			ADAMTS8-ADAMTS15			C			T			0.86			0.03			0.83


			NC_010451.4			57120177			intergenic_region			ADAMTS8-ADAMTS15			A			T			0.86			0.03			0.83


			NC_010451.4			57120179			intergenic_region			ADAMTS8-ADAMTS15			A			T			0.86			0.03			0.83


			NC_010451.4			50541373			intergenic_region			SCN3B-ZNF202			C			G			0.55			0.00


			NC_010451.4			50541375			intergenic_region			SCN3B-ZNF202			T			A			0.55			0.00


			NC_010451.4			50541417			intergenic_region			SCN3B-ZNF202			G			A			0.52			0.00


			NC_010451.4			50541428			intergenic_region			SCN3B-ZNF202			C			T			0.54			0.00


			NC_010451.4			57120457			intergenic_region			ADAMTS8-ADAMTS15			C			T			0.86			0.03			0.83


			NC_010451.4			57120626			intergenic_region			ADAMTS8-ADAMTS15			G			A			0.83			0.03			0.80


			NC_010451.4			57120646			intergenic_region			ADAMTS8-ADAMTS15			A			G			0.80			0.03			0.77


			NC_010451.4			57120906			intergenic_region			ADAMTS8-ADAMTS15			T			C			0.80			0.03			0.77


			NC_010451.4			57120907			intergenic_region			ADAMTS8-ADAMTS15			G			A			0.80			0.03			0.77


			NC_010451.4			57120986			intergenic_region			ADAMTS8-ADAMTS15			C			T			0.79			0.03			0.76


			NC_010451.4			57120988			intergenic_region			ADAMTS8-ADAMTS15			C			T			0.79			0.03			0.76


			NC_010451.4			57121000			intergenic_region			ADAMTS8-ADAMTS15			G			A			0.80			0.03			0.77


			NC_010451.4			57121088			intergenic_region			ADAMTS8-ADAMTS15			T			A			0.78			0.03			0.75


			NC_010451.4			57121303			intergenic_region			ADAMTS8-ADAMTS15			T			C			0.82			0.03			0.79


			NC_010451.4			57121344			intergenic_region			ADAMTS8-ADAMTS15			A			G			0.83			0.03			0.80


			NC_010451.4			57121507			intergenic_region			ADAMTS8-ADAMTS15			A			G			0.75			0.03			0.72


			NC_010451.4			57121531			intergenic_region			ADAMTS8-ADAMTS15			G			A			0.84			0.03			0.81


			NC_010451.4			57121912			intergenic_region			ADAMTS8-ADAMTS15			C			G			0.84			0.03			0.81


			NC_010451.4			57121992			intergenic_region			ADAMTS8-ADAMTS15			A			G			0.80			0.03			0.77


			NC_010451.4			57122396			intergenic_region			ADAMTS8-ADAMTS15			T			C			0.90			0.03			0.87


			NC_010451.4			57122692			intergenic_region			ADAMTS8-ADAMTS15			G			A			0.82			0.03			0.79


			NC_010451.4			57122791			intergenic_region			ADAMTS8-ADAMTS15			T			C			0.80			0.03			0.77


			NC_010451.4			57122895			intergenic_region			ADAMTS8-ADAMTS15			T			C			0.85			0.03			0.82


			NC_010451.4			57123004			intergenic_region			ADAMTS8-ADAMTS15			A			C			0.84			0.05			0.79


			NC_010451.4			57123025			intergenic_region			ADAMTS8-ADAMTS15			G			A			0.84			0.03			0.81


			NC_010451.4			57123139			intergenic_region			ADAMTS8-ADAMTS15			G			A			0.80			0.03			0.77


			NC_010451.4			57123328			intergenic_region			ADAMTS8-ADAMTS15			C			G			0.82			0.03			0.79


			NC_010451.4			57123340			intergenic_region			ADAMTS8-ADAMTS15			A			G			0.80			0.03			0.77


			NC_010451.4			57123497			intergenic_region			ADAMTS8-ADAMTS15			A			G			0.85			0.03			0.82


			NC_010451.4			57123559			intergenic_region			ADAMTS8-ADAMTS15			G			A			0.83			0.03			0.80


			NC_010451.4			57123589			intergenic_region			ADAMTS8-ADAMTS15			G			A			0.88			0.03			0.85


			NC_010451.4			57123596			intergenic_region			ADAMTS8-ADAMTS15			C			T			0.83			0.03			0.80


			NC_010451.4			57123640			intergenic_region			ADAMTS8-ADAMTS15			C			T			0.81			0.03			0.78


			NC_010451.4			57123714			intergenic_region			ADAMTS8-ADAMTS15			C			T			0.81			0.03			0.78


			NC_010451.4			57123748			intergenic_region			ADAMTS8-ADAMTS15			G			A			0.86			0.03			0.83


			NC_010451.4			57123789			intergenic_region			ADAMTS8-ADAMTS15			A			G			0.89			0.03			0.86


			NC_010451.4			57123885			intergenic_region			ADAMTS8-ADAMTS15			G			A			0.83			0.03			0.80


			NC_010451.4			50541579			intergenic_region			SCN3B-ZNF202			G			A			0.55			0.00


			NC_010451.4			50541590			intergenic_region			SCN3B-ZNF202			A			G			0.54			0.00


			NC_010451.4			57124460			intergenic_region			ADAMTS8-ADAMTS15			G			A			0.83			0.03			0.80


			NC_010451.4			50541881			intergenic_region			SCN3B-ZNF202			G			A			0.56			0.00


			NC_010451.4			57125123			intergenic_region			ADAMTS8-ADAMTS15			G			C			0.88			0.03			0.85


			NC_010451.4			57125320			intergenic_region			ADAMTS8-ADAMTS15			C			T			0.80			0.03			0.77


			NC_010456.5			43489110			synonymous_variant			MYO18B			G			A			0.71			0.13			0.58


			NC_010451.4			50557326			intergenic_region			SCN3B-ZNF202			C			T			0.54			0.00


			NC_010451.4			50559869			intergenic_region			SCN3B-ZNF202			A			T			0.55			0.00


			NC_010451.4			57131902			intron_variant			ADAMTS15			G			A			0.82			0.03			0.79


			NC_010451.4			57131962			intron_variant			ADAMTS15			G			A			0.84			0.03			0.81


			NC_010451.4			57131983			intron_variant			ADAMTS15			C			G			0.84			0.03			0.81


			NC_010451.4			57131995			intron_variant			ADAMTS15			T			G			0.85			0.03			0.82


			NC_010451.4			57132318			intron_variant			ADAMTS15			C			T			0.78			0.03			0.75


			NC_010451.4			57132319			intron_variant			ADAMTS15			T			G			0.83			0.03			0.80


			NC_010451.4			57132496			intron_variant			ADAMTS15			A			T			0.83			0.03			0.80


			NC_010451.4			57132972			intron_variant			ADAMTS15			T			C			0.84			0.03			0.81


			NC_010451.4			57133116			intron_variant			ADAMTS15			A			G			0.84			0.03			0.81


			NC_010451.4			57133155			intron_variant			ADAMTS15			C			T			0.84			0.03			0.81


			NC_010451.4			57133182			intron_variant			ADAMTS15			A			G			0.83			0.03			0.80


			NC_010451.4			57133189			intron_variant			ADAMTS15			C			T			0.90			0.03			0.87


			NC_010451.4			57133398			intron_variant			ADAMTS15			T			A			0.83			0.03			0.80


			NC_010451.4			57133400			intron_variant			ADAMTS15			T			A			0.83			0.03			0.80


			NC_010451.4			57133401			intron_variant			ADAMTS15			C			G			0.83			0.03			0.80


			NC_010451.4			57133509			intron_variant			ADAMTS15			T			C			0.85			0.03			0.82


			NC_010451.4			57133960			intron_variant			ADAMTS15			C			T			0.83			0.03			0.80


			NC_010451.4			57133986			intron_variant			ADAMTS15			G			A			0.86			0.03			0.83


			NC_010451.4			57134543			intron_variant			ADAMTS15			G			C			0.81			0.05			0.76


			NC_010451.4			57134628			intron_variant			ADAMTS15			T			C			0.83			0.03			0.80


			NC_010451.4			57134801			intron_variant			ADAMTS15			C			T			0.82			0.03			0.79


			NC_010451.4			57134960			intron_variant			ADAMTS15			T			C			0.83			0.03			0.80


			NC_010451.4			57135036			intron_variant			ADAMTS15			A			G			0.83			0.03			0.80


			NC_010451.4			57135132			intron_variant			ADAMTS15			A			C			0.83			0.03			0.80


			NC_010451.4			57135377			intron_variant			ADAMTS15			T			C			0.83			0.03			0.80


			NC_010451.4			57135447			intron_variant			ADAMTS15			C			T			0.83			0.03			0.80


			NC_010451.4			57135591			intron_variant			ADAMTS15			T			C			0.82			0.03			0.79


			NC_010451.4			57136052			intron_variant			ADAMTS15			G			A			0.79			0.03			0.76


			NC_010451.4			57136114			intron_variant			ADAMTS15			T			C			0.78			0.03			0.75


			NC_010451.4			57136398			intron_variant			ADAMTS15			T			A			0.80			0.03			0.77


			NC_010451.4			57136599			intron_variant			ADAMTS15			G			A			0.84			0.03			0.81


			NC_010451.4			57136688			intron_variant			ADAMTS15			G			A			0.80			0.03			0.77


			NC_010451.4			57136723			intron_variant			ADAMTS15			T			G			0.78			0.03			0.75


			NC_010451.4			57136770			intron_variant			ADAMTS15			G			A			0.79			0.03			0.76


			NC_010451.4			50561955			intergenic_region			SCN3B-ZNF202			G			T			0.64			0.00


			NC_010451.4			57136926			intron_variant			ADAMTS15			T			C			0.76			0.03			0.73


			NC_010451.4			57137101			intron_variant			ADAMTS15			G			A			0.85			0.03			0.82


			NC_010451.4			57137534			intron_variant			ADAMTS15			A			G			0.82			0.03			0.79


			NC_010451.4			57137613			intron_variant			ADAMTS15			C			A			0.78			0.03			0.75


			NC_010451.4			50564699			intergenic_region			SCN3B-ZNF202			T			C			0.56			0.00


			NC_010451.4			57137699			intron_variant			ADAMTS15			T			C			0.80			0.03			0.77


			NC_010451.4			57137871			intron_variant			ADAMTS15			T			C			0.79			0.03			0.76


			NC_010451.4			57137951			intron_variant			ADAMTS15			C			T			0.78			0.03			0.75


			NC_010451.4			57138052			intron_variant			ADAMTS15			C			G			0.79			0.03			0.76


			NC_010451.4			57138084			intron_variant			ADAMTS15			A			G			0.80			0.03			0.77


			NC_010451.4			57138090			intron_variant			ADAMTS15			G			A			0.89			0.03			0.86


			NC_010451.4			57138205			intron_variant			ADAMTS15			G			A			0.83			0.03			0.80


			NC_010451.4			57138600			intron_variant			ADAMTS15			G			A			0.85			0.03			0.82


			NC_010451.4			57138723			intron_variant			ADAMTS15			T			C			0.76			0.03			0.73


			NC_010451.4			57138760			intron_variant			ADAMTS15			A			G			0.80			0.03			0.77


			NC_010451.4			57138896			intron_variant			ADAMTS15			A			G			0.81			0.03			0.78


			NC_010451.4			50575310			intergenic_region			SCN3B-ZNF202			A			T			0.96			0.00


			NC_010451.4			57139675			intron_variant			ADAMTS15			T			C			0.96			0.15			0.81


			NC_010451.4			57139742			intron_variant			ADAMTS15			C			T			0.74			0.03			0.71


			NC_010451.4			57139798			intron_variant			ADAMTS15			T			C			0.95			0.21			0.74


			NC_010451.4			57140051			intron_variant			ADAMTS15			C			T			0.82			0.03			0.79


			NC_010451.4			57140700			intron_variant			ADAMTS15			C			A			0.81			0.04			0.77


			NC_010451.4			53096670			intron_variant			CDON			C			T			0.59			0.00


			NC_010451.4			53107613			intron_variant			CDON			A			G			0.52			0.00


			NC_010451.4			53252204			intergenic_region			CDON-RPUSD4			G			A			0.57			0.00


			NC_010451.4			57144850			intron_variant			ADAMTS15			A			G			0.91			0.24			0.67


			NC_010451.4			57145020			intron_variant			ADAMTS15			T			C			0.94			0.26			0.68


			NC_010451.4			57145026			intron_variant			ADAMTS15			G			A			0.93			0.26			0.67


			NC_010451.4			57145341			intron_variant			ADAMTS15			T			C			0.93			0.29			0.64


			NC_010451.4			57145386			intron_variant			ADAMTS15			A			G			0.98			0.26			0.72


			NC_010451.4			57145550			intron_variant			ADAMTS15			T			C			0.93			0.18			0.75


			NC_010451.4			57145672			intron_variant			ADAMTS15			C			T			0.97			0.29			0.68


			NC_010456.5			123935695			synonymous_variant			NRAP			G			A			0.71			0.03			0.68


			NC_010451.4			57146043			intron_variant			ADAMTS15			T			C			0.94			0.19			0.75


			NC_010451.4			57146086			intron_variant			ADAMTS15			T			C			0.94			0.10			0.84


			NC_010451.4			57146114			intron_variant			ADAMTS15			A			G			0.94			0.11			0.83


			NC_010451.4			57146185			intron_variant			ADAMTS15			A			C			0.93			0.36			0.57


			NC_010451.4			57146312			intron_variant			ADAMTS15			T			C			0.94			0.20			0.74


			NC_010451.4			57146320			intron_variant			ADAMTS15			G			A			0.94			0.17			0.77


			NC_010451.4			57146941			intron_variant			ADAMTS15			G			C			0.95			0.16			0.79


			NC_010451.4			57146951			intron_variant			ADAMTS15			C			T			0.95			0.16			0.79


			NC_010451.4			57147133			intron_variant			ADAMTS15			T			C			0.93			0.18			0.75


			NC_010451.4			57147146			intron_variant			ADAMTS15			A			G			0.89			0.14			0.75


			NC_010451.4			57147212			intron_variant			ADAMTS15			C			T			0.93			0.24			0.69


			NC_010451.4			57147872			intron_variant			ADAMTS15			T			C			0.97			0.24			0.73


			NC_010451.4			57147983			intron_variant			ADAMTS15			C			A			0.96			0.26			0.70


			NC_010451.4			57148011			intron_variant			ADAMTS15			C			T			0.96			0.22			0.74


			NC_010451.4			57148074			intron_variant			ADAMTS15			T			G			0.97			0.24			0.73


			NC_010451.4			57148112			intron_variant			ADAMTS15			A			G			0.97			0.26			0.71


			NC_010451.4			57148122			intron_variant			ADAMTS15			G			T			0.97			0.26			0.71


			NC_010451.4			57148305			intron_variant			ADAMTS15			C			T			0.97			0.26			0.71


			NC_010451.4			57148317			intron_variant			ADAMTS15			T			C			0.95			0.26			0.69


			NC_010451.4			57148530			intron_variant			ADAMTS15			C			G			0.97			0.22			0.75


			NC_010451.4			57148573			intron_variant			ADAMTS15			A			G			0.96			0.21			0.75


			NC_010451.4			57148747			intron_variant			ADAMTS15			G			A			0.97			0.21			0.76


			NC_010456.5			123994676			synonymous_variant			NRAP			T			C			0.71			0.05			0.66


			NC_010458.4			37899781			3_prime_UTR_variant			PDE4D			A			C			0.71			0.13			0.58


			NC_010458.4			37923330			5_prime_UTR_variant			PDE4D			G			T			0.71			0.11			0.60


			NC_010458.4			38171512			5_prime_UTR_variant			PDE4D			T			C			0.71			0.08			0.63


			NC_010459.5			57785891			5_prime_UTR_variant			RBM38			C			G			0.71			0.03			0.68


			NC_010451.4			57155273			intergenic_region			ADAMTS15-LOC110255461			T			C			0.93			0.09			0.84


			NC_010451.4			57156149			intergenic_region			ADAMTS15-LOC110255461			T			C			0.92			0.03			0.89


			NC_010451.4			57156630			intergenic_region			ADAMTS15-LOC110255461			C			G			0.84			0.03			0.81


			NC_010451.4			53252258			intergenic_region			CDON-RPUSD4			G			A			0.95			0.00


			NC_010451.4			57156956			intergenic_region			ADAMTS15-LOC110255461			A			G			0.82			0.03			0.79


			NC_010451.4			57157017			intergenic_region			ADAMTS15-LOC110255461			T			G			0.58			0.05			0.53


			NC_010451.4			57157201			intergenic_region			ADAMTS15-LOC110255461			A			G			0.82			0.03			0.79


			NC_010451.4			57157240			intergenic_region			ADAMTS15-LOC110255461			G			T			0.95			0.22			0.73


			NC_010451.4			57157415			intergenic_region			ADAMTS15-LOC110255461			T			C			0.84			0.03			0.81


			NC_010451.4			57157808			intergenic_region			ADAMTS15-LOC110255461			T			A			0.85			0.03			0.82


			NC_010451.4			57157822			intergenic_region			ADAMTS15-LOC110255461			A			C			0.85			0.03			0.82


			NC_010451.4			57157963			intergenic_region			ADAMTS15-LOC110255461			C			T			0.84			0.03			0.81


			NC_010451.4			57159498			intergenic_region			ADAMTS15-LOC110255461			T			C			0.95			0.26			0.69


			NC_010451.4			57160099			intergenic_region			ADAMTS15-LOC110255461			T			C			0.98			0.26			0.72


			NC_010451.4			53257520			intergenic_region			CDON-RPUSD4			C			A			0.63			0.00


			NC_010451.4			53259469			intergenic_region			CDON-RPUSD4			A			G			0.51			0.00


			NC_010451.4			57160227			intergenic_region			ADAMTS15-LOC110255461			T			C			0.98			0.16			0.82


			NC_010451.4			57161911			intergenic_region			ADAMTS15-LOC110255461			G			A			0.03			0.72			0.69


			NC_010451.4			57162311			intergenic_region			ADAMTS15-LOC110255461			G			A			0.02			0.78			0.76


			NC_010451.4			57163050			intergenic_region			ADAMTS15-LOC110255461			A			G			0.02			0.71			0.69


			NC_010451.4			57163213			intergenic_region			ADAMTS15-LOC110255461			T			C			0.05			0.66			0.61


			NC_010451.4			57163214			intergenic_region			ADAMTS15-LOC110255461			G			A			0.65			0.05			0.60


			NC_010451.4			57163333			intergenic_region			ADAMTS15-LOC110255461			A			G			0.03			0.68			0.65


			NC_010451.4			57163597			intergenic_region			ADAMTS15-LOC110255461			C			T			0.03			0.74			0.70


			NC_010451.4			57163803			intergenic_region			ADAMTS15-LOC110255461			C			T			0.02			0.71			0.69


			NC_010451.4			57163886			intergenic_region			ADAMTS15-LOC110255461			C			T			0.20			0.74			0.53


			NC_010451.4			57164391			intergenic_region			ADAMTS15-LOC110255461			C			T			0.05			0.78			0.73


			NC_010451.4			57164449			intergenic_region			ADAMTS15-LOC110255461			C			T			0.03			0.65			0.61


			NC_010451.4			57164542			intergenic_region			ADAMTS15-LOC110255461			C			T			0.03			0.69			0.65


			NC_010451.4			57164683			intergenic_region			ADAMTS15-LOC110255461			G			A			0.02			0.75			0.73


			NC_010451.4			57164734			intergenic_region			ADAMTS15-LOC110255461			T			C			0.01			0.81			0.80


			NC_010451.4			57166586			intergenic_region			ADAMTS15-LOC110255461			T			G			0.02			0.61			0.59


			NC_010451.4			53259766			intergenic_region			CDON-RPUSD4			G			A			0.66			0.00


			NC_010451.4			53267953			intergenic_region			CDON-RPUSD4			A			G			0.91			0.00


			NC_010451.4			53270117			intergenic_region			CDON-RPUSD4			T			C			0.57			0.00


			NC_010451.4			57115564			intergenic_region			ADAMTS8-ADAMTS15			G			A			0.72			0.00


			NC_010451.4			57119266			intergenic_region			ADAMTS8-ADAMTS15			G			A			0.83			0.00


			NC_010451.4			57119277			intergenic_region			ADAMTS8-ADAMTS15			A			G			0.81			0.00


			NC_010451.4			57119635			intergenic_region			ADAMTS8-ADAMTS15			A			T			0.81			0.00


			NC_010451.4			57120236			intergenic_region			ADAMTS8-ADAMTS15			T			G			0.83			0.00


			NC_010451.4			57168187			intergenic_region			ADAMTS15-LOC110255461			C			T			0.89			0.03			0.86


			NC_010451.4			57168237			intergenic_region			ADAMTS15-LOC110255461			T			C			0.70			0.03			0.67


			NC_010451.4			57168249			intergenic_region			ADAMTS15-LOC110255461			T			C			0.89			0.03			0.86


			NC_010451.4			57168558			intergenic_region			ADAMTS15-LOC110255461			C			G			0.90			0.03			0.87


			NC_010451.4			57168576			intergenic_region			ADAMTS15-LOC110255461			T			A			0.77			0.03			0.74


			NC_010451.4			57168698			intergenic_region			ADAMTS15-LOC110255461			C			T			0.71			0.05			0.66


			NC_010451.4			57168871			intergenic_region			ADAMTS15-LOC110255461			C			T			0.69			0.03			0.66


			NC_010451.4			57168911			intergenic_region			ADAMTS15-LOC110255461			C			A			0.85			0.03			0.82


			NC_010451.4			57169358			intergenic_region			ADAMTS15-LOC110255461			G			T			0.85			0.03			0.82


			NC_010451.4			57169919			intergenic_region			ADAMTS15-LOC110255461			C			T			0.91			0.03			0.88


			NC_010451.4			57169984			intergenic_region			ADAMTS15-LOC110255461			C			A			0.88			0.03			0.85


			NC_010451.4			57169999			intergenic_region			ADAMTS15-LOC110255461			C			T			0.71			0.03			0.68


			NC_010451.4			57170014			intergenic_region			ADAMTS15-LOC110255461			G			T			0.88			0.03			0.85


			NC_010451.4			57170153			intergenic_region			ADAMTS15-LOC110255461			T			A			0.87			0.03			0.84


			NC_010451.4			57120270			intergenic_region			ADAMTS8-ADAMTS15			A			C			0.83			0.00


			NC_010451.4			57120305			intergenic_region			ADAMTS8-ADAMTS15			A			G			0.84			0.00


			NC_010451.4			57120346			intergenic_region			ADAMTS8-ADAMTS15			C			T			0.84			0.00


			NC_010451.4			57170761			intergenic_region			ADAMTS15-LOC110255461			C			T			0.90			0.03			0.87


			NC_010451.4			57170878			intergenic_region			ADAMTS15-LOC110255461			A			G			0.71			0.03			0.68


			NC_010451.4			57124345			intergenic_region			ADAMTS8-ADAMTS15			C			T			0.85			0.00


			NC_010451.4			57171554			intergenic_region			ADAMTS15-LOC110255461			T			G			0.76			0.03			0.73


			NC_010451.4			57171668			intergenic_region			ADAMTS15-LOC110255461			A			G			0.91			0.03			0.88


			NC_010451.4			57171946			intergenic_region			ADAMTS15-LOC110255461			C			T			0.77			0.03			0.74


			NC_010451.4			57172005			intergenic_region			ADAMTS15-LOC110255461			T			C			0.87			0.03			0.84


			NC_010451.4			57172019			intergenic_region			ADAMTS15-LOC110255461			T			G			0.87			0.03			0.84


			NC_010451.4			57124358			intergenic_region			ADAMTS8-ADAMTS15			T			A			0.85			0.00


			NC_010451.4			57124726			intergenic_region			ADAMTS8-ADAMTS15			C			T			0.82			0.00


			NC_010451.4			57131834			intron_variant			ADAMTS15			A			G			0.84			0.00


			NC_010451.4			57131849			intron_variant			ADAMTS15			C			T			0.85			0.00


			NC_010451.4			57136836			intron_variant			ADAMTS15			C			T			0.81			0.00


			NC_010451.4			57137655			intron_variant			ADAMTS15			T			C			0.85			0.00


			NC_010451.4			57139508			intron_variant			ADAMTS15			G			T			0.79			0.00


			NC_010451.4			57172813			intergenic_region			ADAMTS15-LOC110255461			G			A			0.90			0.03			0.87


			NC_010451.4			57140899			intron_variant			ADAMTS15			G			A			0.75			0.00


			NC_010451.4			57141080			intron_variant			ADAMTS15			G			A			0.83			0.00


			NC_010451.4			57141091			intron_variant			ADAMTS15			C			A			0.81			0.00


			NC_010451.4			57156729			intergenic_region			ADAMTS15-LOC110255461			T			C			0.86			0.00


			NC_010451.4			57160184			intergenic_region			ADAMTS15-LOC110255461			G			C			0.79			0.00


			NC_010451.4			57160214			intergenic_region			ADAMTS15-LOC110255461			A			G			0.82			0.00


			NC_010451.4			57167301			intergenic_region			ADAMTS15-LOC110255461			C			T			0.88			0.00


			NC_010451.4			57167356			intergenic_region			ADAMTS15-LOC110255461			G			A			0.88			0.00


			NC_010451.4			57173129			intergenic_region			ADAMTS15-LOC110255461			T			C			0.70			0.03			0.67


			NC_010451.4			57173245			intergenic_region			ADAMTS15-LOC110255461			A			T			0.88			0.03			0.85


			NC_010451.4			57167398			intergenic_region			ADAMTS15-LOC110255461			T			C			0.90			0.00


			NC_010451.4			57167585			intergenic_region			ADAMTS15-LOC110255461			C			T			0.91			0.00


			NC_010451.4			57173578			intergenic_region			ADAMTS15-LOC110255461			T			C			0.65			0.03			0.62


			NC_010451.4			57173599			intergenic_region			ADAMTS15-LOC110255461			G			A			0.91			0.03			0.88


			NC_010451.4			57167746			intergenic_region			ADAMTS15-LOC110255461			G			A			0.67			0.00


			NC_010451.4			57167790			intergenic_region			ADAMTS15-LOC110255461			G			C			0.71			0.00


			NC_010451.4			57173753			intergenic_region			ADAMTS15-LOC110255461			G			C			0.11			1.00			0.89


			NC_010451.4			57167835			intergenic_region			ADAMTS15-LOC110255461			A			G			0.88			0.00


			NC_010451.4			57168146			intergenic_region			ADAMTS15-LOC110255461			T			C			0.88			0.00


			NC_010451.4			57170271			intergenic_region			ADAMTS15-LOC110255461			C			T			0.85			0.00


			NC_010451.4			57174222			intergenic_region			ADAMTS15-LOC110255461			C			T			0.71			0.03			0.68


			NC_010451.4			57170567			intergenic_region			ADAMTS15-LOC110255461			A			G			0.73			0.00


			NC_010451.4			57174425			intergenic_region			ADAMTS15-LOC110255461			A			G			0.88			0.03			0.85


			NC_010451.4			57174811			intergenic_region			ADAMTS15-LOC110255461			A			G			0.92			0.03			0.89


			NC_010451.4			57174812			intergenic_region			ADAMTS15-LOC110255461			T			C			0.76			0.03			0.73


			NC_010451.4			57174830			intergenic_region			ADAMTS15-LOC110255461			C			T			0.75			0.03			0.72


			NC_010451.4			57174928			intergenic_region			ADAMTS15-LOC110255461			C			T			0.91			0.03			0.88


			NC_010451.4			57170578			intergenic_region			ADAMTS15-LOC110255461			C			T			0.72			0.00


			NC_010451.4			57170949			intergenic_region			ADAMTS15-LOC110255461			C			A			0.78			0.00


			NC_010451.4			57172084			intergenic_region			ADAMTS15-LOC110255461			C			T			0.90			0.00


			NC_010451.4			57172085			intergenic_region			ADAMTS15-LOC110255461			A			G			0.90			0.00


			NC_010451.4			57172144			intergenic_region			ADAMTS15-LOC110255461			A			G			0.88			0.00


			NC_010451.4			57172164			intergenic_region			ADAMTS15-LOC110255461			A			G			0.82			0.00


			NC_010451.4			57172174			intergenic_region			ADAMTS15-LOC110255461			T			C			0.86			0.00


			NC_010451.4			57175524			intergenic_region			ADAMTS15-LOC110255461			G			C			0.89			0.03			0.86


			NC_010451.4			57175586			intergenic_region			ADAMTS15-LOC110255461			A			T			0.86			0.03			0.83


			NC_010451.4			57175676			intergenic_region			ADAMTS15-LOC110255461			T			A			0.74			0.03			0.71


			NC_010451.4			57172480			intergenic_region			ADAMTS15-LOC110255461			A			G			0.89			0.00


			NC_010451.4			57175816			intergenic_region			ADAMTS15-LOC110255461			G			A			0.73			0.03			0.70


			NC_010451.4			57176017			intergenic_region			ADAMTS15-LOC110255461			G			A			0.91			0.03			0.88


			NC_010451.4			57176044			intergenic_region			ADAMTS15-LOC110255461			A			G			0.89			0.03			0.86


			NC_010451.4			57176052			intergenic_region			ADAMTS15-LOC110255461			C			T			0.91			0.03			0.88


			NC_010451.4			57172764			intergenic_region			ADAMTS15-LOC110255461			C			T			0.70			0.00


			NC_010451.4			57172911			intergenic_region			ADAMTS15-LOC110255461			T			C			0.91			0.00


			NC_010451.4			57172976			intergenic_region			ADAMTS15-LOC110255461			C			T			0.92			0.00


			NC_010451.4			57173002			intergenic_region			ADAMTS15-LOC110255461			C			T			0.70			0.00


			NC_010451.4			57176664			intergenic_region			ADAMTS15-LOC110255461			C			T			0.73			0.03			0.70


			NC_010451.4			57176754			intergenic_region			ADAMTS15-LOC110255461			G			A			0.75			0.05			0.70


			NC_010451.4			57176853			intergenic_region			ADAMTS15-LOC110255461			A			G			0.73			0.03			0.70


			NC_010451.4			57176900			intergenic_region			ADAMTS15-LOC110255461			C			A			0.73			0.03			0.70


			NC_010451.4			57177039			intergenic_region			ADAMTS15-LOC110255461			C			T			0.66			0.03			0.63


			NC_010451.4			57177143			intergenic_region			ADAMTS15-LOC110255461			G			A			0.73			0.03			0.70


			NC_010451.4			57177191			intergenic_region			ADAMTS15-LOC110255461			A			G			0.75			0.03			0.72


			NC_010451.4			57177254			intergenic_region			ADAMTS15-LOC110255461			A			G			0.74			0.03			0.71


			NC_010451.4			57177472			intergenic_region			ADAMTS15-LOC110255461			A			G			0.76			0.03			0.73


			NC_010451.4			57177575			intergenic_region			ADAMTS15-LOC110255461			A			G			0.88			0.03			0.85


			NC_010451.4			57177638			intergenic_region			ADAMTS15-LOC110255461			C			T			0.77			0.03			0.74


			NC_010451.4			57173018			intergenic_region			ADAMTS15-LOC110255461			T			C			0.88			0.00


			NC_010451.4			57178072			intergenic_region			ADAMTS15-LOC110255461			A			G			0.72			0.03			0.69


			NC_010451.4			57178107			intergenic_region			ADAMTS15-LOC110255461			C			T			0.74			0.03			0.71


			NC_010451.4			57178163			intergenic_region			ADAMTS15-LOC110255461			G			A			0.81			0.03			0.78


			NC_010451.4			57178531			intergenic_region			ADAMTS15-LOC110255461			G			A			0.89			0.03			0.86


			NC_010451.4			57178594			intergenic_region			ADAMTS15-LOC110255461			G			T			0.89			0.03			0.86


			NC_010451.4			57178848			intergenic_region			ADAMTS15-LOC110255461			G			C			0.91			0.03			0.88


			NC_010451.4			57178898			intergenic_region			ADAMTS15-LOC110255461			G			C			0.90			0.03			0.87


			NC_010451.4			57178981			intergenic_region			ADAMTS15-LOC110255461			A			C			0.90			0.03			0.87


			NC_010451.4			57179246			intergenic_region			ADAMTS15-LOC110255461			G			T			0.90			0.03			0.87


			NC_010451.4			57179431			intergenic_region			ADAMTS15-LOC110255461			C			G			0.68			0.03			0.65


			NC_010451.4			57173036			intergenic_region			ADAMTS15-LOC110255461			G			A			0.88			0.00


			NC_010451.4			57173040			intergenic_region			ADAMTS15-LOC110255461			A			C			0.88			0.00


			NC_010451.4			57173064			intergenic_region			ADAMTS15-LOC110255461			G			A			0.67			0.00


			NC_010451.4			57179633			intergenic_region			ADAMTS15-LOC110255461			A			G			0.93			0.03			0.90


			NC_010451.4			57179698			intergenic_region			ADAMTS15-LOC110255461			T			G			0.90			0.03			0.87


			NC_010451.4			57179759			intergenic_region			ADAMTS15-LOC110255461			C			T			0.65			0.03			0.62


			NC_010451.4			57179778			intergenic_region			ADAMTS15-LOC110255461			T			C			0.86			0.03			0.83


			NC_010451.4			57173076			intergenic_region			ADAMTS15-LOC110255461			T			C			0.88			0.00


			NC_010451.4			57173365			intergenic_region			ADAMTS15-LOC110255461			A			T			0.92			0.00


			NC_010451.4			57180017			intergenic_region			ADAMTS15-LOC110255461			A			G			0.92			0.03			0.89


			NC_010451.4			57180397			intergenic_region			ADAMTS15-LOC110255461			A			G			0.92			0.03			0.89


			NC_010451.4			57180422			intergenic_region			ADAMTS15-LOC110255461			G			A			0.90			0.03			0.87


			NC_010451.4			57180498			intergenic_region			ADAMTS15-LOC110255461			A			G			0.89			0.03			0.86


			NC_010451.4			57180698			intergenic_region			ADAMTS15-LOC110255461			T			C			0.90			0.03			0.87


			NC_010451.4			57180998			intergenic_region			ADAMTS15-LOC110255461			C			A			0.90			0.03			0.87


			NC_010451.4			57181023			intergenic_region			ADAMTS15-LOC110255461			T			A			0.91			0.03			0.88


			NC_010451.4			57181036			intergenic_region			ADAMTS15-LOC110255461			A			G			0.91			0.03			0.88


			NC_010451.4			57181090			intergenic_region			ADAMTS15-LOC110255461			T			G			0.94			0.03			0.91


			NC_010451.4			57181203			intergenic_region			ADAMTS15-LOC110255461			C			G			0.88			0.03			0.85


			NC_010451.4			57181278			intergenic_region			ADAMTS15-LOC110255461			C			A			0.93			0.03			0.90


			NC_010451.4			57181497			intergenic_region			ADAMTS15-LOC110255461			A			G			0.92			0.03			0.89


			NC_010451.4			57181551			intergenic_region			ADAMTS15-LOC110255461			A			C			0.89			0.03			0.86


			NC_010451.4			57173376			intergenic_region			ADAMTS15-LOC110255461			A			T			0.91			0.00


			NC_010451.4			57173735			intergenic_region			ADAMTS15-LOC110255461			T			C			0.84			0.00


			NC_010451.4			57173736			intergenic_region			ADAMTS15-LOC110255461			G			A			0.84			0.00


			NC_010451.4			57173797			intergenic_region			ADAMTS15-LOC110255461			A			G			0.84			0.00


			NC_010451.4			57173804			intergenic_region			ADAMTS15-LOC110255461			A			G			0.86			0.00


			NC_010451.4			57174054			intergenic_region			ADAMTS15-LOC110255461			A			T			0.61			0.00


			NC_010451.4			57174260			intergenic_region			ADAMTS15-LOC110255461			C			T			0.70			0.00


			NC_010451.4			57175298			intergenic_region			ADAMTS15-LOC110255461			C			T			0.87			0.00


			NC_010451.4			57175319			intergenic_region			ADAMTS15-LOC110255461			G			C			0.86			0.00


			NC_010451.4			57175333			intergenic_region			ADAMTS15-LOC110255461			T			C			0.83			0.00


			NC_010451.4			57182045			intergenic_region			ADAMTS15-LOC110255461			T			C			0.87			0.03			0.84


			NC_010451.4			57182053			intergenic_region			ADAMTS15-LOC110255461			C			T			0.87			0.03			0.84


			NC_010451.4			57182084			intergenic_region			ADAMTS15-LOC110255461			A			G			0.89			0.03			0.86


			NC_010451.4			57182090			intergenic_region			ADAMTS15-LOC110255461			T			C			0.89			0.03			0.86


			NC_010451.4			57175345			intergenic_region			ADAMTS15-LOC110255461			T			C			0.82			0.00


			NC_010451.4			57175355			intergenic_region			ADAMTS15-LOC110255461			T			G			0.81			0.00


			NC_010451.4			57182434			intergenic_region			ADAMTS15-LOC110255461			T			C			0.86			0.03			0.83


			NC_010451.4			57182471			intergenic_region			ADAMTS15-LOC110255461			T			C			0.90			0.03			0.87


			NC_010451.4			57182510			intergenic_region			ADAMTS15-LOC110255461			C			T			0.88			0.03			0.85


			NC_010451.4			57182533			intergenic_region			ADAMTS15-LOC110255461			A			G			0.90			0.03			0.87


			NC_010451.4			57182555			intergenic_region			ADAMTS15-LOC110255461			T			A			0.91			0.03			0.88


			NC_010451.4			57182640			intergenic_region			ADAMTS15-LOC110255461			A			G			0.93			0.03			0.90


			NC_010451.4			57182794			intergenic_region			ADAMTS15-LOC110255461			C			T			0.66			0.03			0.63


			NC_010451.4			57182832			intergenic_region			ADAMTS15-LOC110255461			G			A			0.91			0.03			0.88


			NC_010451.4			57182985			intergenic_region			ADAMTS15-LOC110255461			G			A			0.86			0.03			0.83


			NC_010451.4			57183156			intergenic_region			ADAMTS15-LOC110255461			A			G			0.90			0.03			0.87


			NC_010451.4			57183194			intergenic_region			ADAMTS15-LOC110255461			G			T			0.91			0.03			0.88


			NC_010451.4			57183309			intergenic_region			ADAMTS15-LOC110255461			C			T			0.90			0.03			0.87


			NC_010451.4			57183330			intergenic_region			ADAMTS15-LOC110255461			A			G			0.86			0.03			0.83


			NC_010451.4			57175497			intergenic_region			ADAMTS15-LOC110255461			T			C			0.74			0.00


			NC_010451.4			57175505			intergenic_region			ADAMTS15-LOC110255461			T			C			0.91			0.00


			NC_010451.4			57175745			intergenic_region			ADAMTS15-LOC110255461			A			G			0.73			0.00


			NC_010451.4			57176276			intergenic_region			ADAMTS15-LOC110255461			G			A			0.71			0.00


			NC_010451.4			57184219			intergenic_region			ADAMTS15-LOC110255461			T			C			0.90			0.03			0.87


			NC_010451.4			57184597			intergenic_region			ADAMTS15-LOC110255461			G			C			0.84			0.03			0.81


			NC_010451.4			57176297			intergenic_region			ADAMTS15-LOC110255461			G			T			0.85			0.00


			NC_010451.4			57185119			intergenic_region			ADAMTS15-LOC110255461			T			C			0.88			0.03			0.85


			NC_010451.4			57185177			intergenic_region			ADAMTS15-LOC110255461			T			A			0.67			0.03			0.64


			NC_010451.4			57185205			intergenic_region			ADAMTS15-LOC110255461			C			T			0.65			0.03			0.62


			NC_010451.4			57185376			intergenic_region			ADAMTS15-LOC110255461			C			A			0.88			0.03			0.85


			NC_010451.4			57185424			intergenic_region			ADAMTS15-LOC110255461			A			G			0.91			0.03			0.88


			NC_010451.4			57185514			intergenic_region			ADAMTS15-LOC110255461			T			C			0.88			0.03			0.85


			NC_010451.4			57176304			intergenic_region			ADAMTS15-LOC110255461			A			G			0.85			0.00


			NC_010451.4			57185746			intergenic_region			ADAMTS15-LOC110255461			G			A			0.70			0.03			0.67


			NC_010451.4			57186076			intergenic_region			ADAMTS15-LOC110255461			G			A			0.67			0.03			0.64


			NC_010451.4			57186138			intergenic_region			ADAMTS15-LOC110255461			T			C			0.88			0.03			0.85


			NC_010451.4			57186223			intergenic_region			ADAMTS15-LOC110255461			T			C			0.87			0.03			0.84


			NC_010451.4			57186280			intergenic_region			ADAMTS15-LOC110255461			T			C			0.72			0.03			0.69


			NC_010451.4			57186358			intergenic_region			ADAMTS15-LOC110255461			T			G			0.71			0.03			0.68


			NC_010451.4			57186583			intergenic_region			ADAMTS15-LOC110255461			G			T			0.68			0.03			0.65


			NC_010451.4			57176313			intergenic_region			ADAMTS15-LOC110255461			C			A			0.74			0.00


			NC_010451.4			57187200			intergenic_region			ADAMTS15-LOC110255461			C			T			0.63			0.03			0.60


			NC_010451.4			57187321			intergenic_region			ADAMTS15-LOC110255461			C			T			0.96			0.03			0.93


			NC_010451.4			57178000			intergenic_region			ADAMTS15-LOC110255461			A			T			0.74			0.00


			NC_010451.4			57187415			intergenic_region			ADAMTS15-LOC110255461			C			G			0.70			0.03			0.67


			NC_010451.4			57188079			intergenic_region			ADAMTS15-LOC110255461			C			T			0.92			0.03			0.89


			NC_010451.4			57188114			intergenic_region			ADAMTS15-LOC110255461			T			C			0.67			0.03			0.64


			NC_010451.4			57188337			intergenic_region			ADAMTS15-LOC110255461			T			C			0.90			0.03			0.87


			NC_010451.4			57188349			intergenic_region			ADAMTS15-LOC110255461			T			C			0.88			0.03			0.85


			NC_010451.4			57188398			intergenic_region			ADAMTS15-LOC110255461			C			T			0.68			0.03			0.65


			NC_010451.4			57188401			intergenic_region			ADAMTS15-LOC110255461			A			G			0.87			0.03			0.84


			NC_010451.4			57179511			intergenic_region			ADAMTS15-LOC110255461			A			G			0.86			0.00


			NC_010451.4			57179530			intergenic_region			ADAMTS15-LOC110255461			C			T			0.64			0.00


			NC_010451.4			57189450			intergenic_region			ADAMTS15-LOC110255461			G			A			0.88			0.03			0.85


			NC_010451.4			57179575			intergenic_region			ADAMTS15-LOC110255461			G			A			0.60			0.00


			NC_010451.4			57179883			intergenic_region			ADAMTS15-LOC110255461			A			G			0.91			0.00


			NC_010451.4			57190684			intergenic_region			ADAMTS15-LOC110255461			T			C			0.87			0.03			0.84


			NC_010451.4			57190735			intergenic_region			ADAMTS15-LOC110255461			A			G			0.91			0.03			0.88


			NC_010451.4			57191500			intergenic_region			ADAMTS15-LOC110255461			T			C			0.91			0.03			0.88


			NC_010451.4			57191568			intergenic_region			ADAMTS15-LOC110255461			G			A			0.68			0.03			0.65


			NC_010451.4			57191803			intergenic_region			ADAMTS15-LOC110255461			G			T			0.91			0.03			0.88


			NC_010451.4			57191857			intergenic_region			ADAMTS15-LOC110255461			T			C			0.71			0.03			0.68


			NC_010451.4			57192263			intergenic_region			ADAMTS15-LOC110255461			C			G			0.69			0.03			0.66


			NC_010451.4			57192484			intergenic_region			ADAMTS15-LOC110255461			C			G			0.87			0.03			0.84


			NC_010451.4			57192665			intergenic_region			ADAMTS15-LOC110255461			A			G			0.64			0.03			0.61


			NC_010451.4			57192668			intergenic_region			ADAMTS15-LOC110255461			A			G			0.84			0.03			0.81


			NC_010451.4			57192849			intergenic_region			ADAMTS15-LOC110255461			C			T			0.70			0.03			0.67


			NC_010451.4			57192889			intergenic_region			ADAMTS15-LOC110255461			G			T			0.70			0.03			0.67


			NC_010451.4			57193215			intergenic_region			ADAMTS15-LOC110255461			C			T			0.90			0.03			0.87


			NC_010451.4			57193248			intergenic_region			ADAMTS15-LOC110255461			C			T			0.92			0.03			0.89


			NC_010451.4			57193349			intergenic_region			ADAMTS15-LOC110255461			T			C			0.89			0.03			0.86


			NC_010451.4			57193584			intergenic_region			ADAMTS15-LOC110255461			T			C			0.86			0.03			0.83


			NC_010451.4			57193702			intergenic_region			ADAMTS15-LOC110255461			T			G			0.71			0.03			0.68


			NC_010451.4			57193861			intergenic_region			ADAMTS15-LOC110255461			A			C			0.90			0.03			0.87


			NC_010451.4			57193973			intergenic_region			ADAMTS15-LOC110255461			G			A			0.89			0.03			0.86


			NC_010451.4			57194073			intergenic_region			ADAMTS15-LOC110255461			A			G			0.85			0.03			0.82


			NC_010451.4			57194089			intergenic_region			ADAMTS15-LOC110255461			A			G			0.88			0.03			0.85


			NC_010451.4			57194191			intergenic_region			ADAMTS15-LOC110255461			T			C			0.90			0.03			0.87


			NC_010451.4			57194265			intergenic_region			ADAMTS15-LOC110255461			A			G			0.68			0.03			0.65


			NC_010451.4			57179911			intergenic_region			ADAMTS15-LOC110255461			T			C			0.92			0.00


			NC_010451.4			57194284			intergenic_region			ADAMTS15-LOC110255461			C			T			0.68			0.03			0.65


			NC_010451.4			57195758			intergenic_region			ADAMTS15-LOC110255461			G			A			0.07			0.58			0.51


			NC_010451.4			57181718			intergenic_region			ADAMTS15-LOC110255461			C			A			0.90			0.00


			NC_010451.4			57196939			intergenic_region			ADAMTS15-LOC110255461			C			T			0.53			0.03			0.50


			NC_010451.4			57197269			intergenic_region			ADAMTS15-LOC110255461			G			T			0.05			0.63			0.59


			NC_010451.4			57197501			intergenic_region			ADAMTS15-LOC110255461			G			A			0.67			0.03			0.64


			NC_010451.4			57197760			intergenic_region			ADAMTS15-LOC110255461			T			C			0.67			0.03			0.64


			NC_010451.4			57197910			intergenic_region			ADAMTS15-LOC110255461			C			T			0.67			0.03			0.64


			NC_010451.4			57198600			intergenic_region			ADAMTS15-LOC110255461			T			C			0.05			0.61			0.56


			NC_010451.4			57198818			intergenic_region			ADAMTS15-LOC110255461			A			T			0.06			0.71			0.65


			NC_010451.4			57199207			intergenic_region			ADAMTS15-LOC110255461			T			C			0.06			0.58			0.52


			NC_010451.4			57199311			intergenic_region			ADAMTS15-LOC110255461			C			A			0.05			0.61			0.56


			NC_010451.4			57199332			intergenic_region			ADAMTS15-LOC110255461			A			G			0.59			0.03			0.56


			NC_010451.4			57199443			intergenic_region			ADAMTS15-LOC110255461			C			T			0.04			0.64			0.60


			NC_010451.4			57199882			intergenic_region			ADAMTS15-LOC110255461			G			A			0.04			0.58			0.55


			NC_010451.4			57199992			intergenic_region			ADAMTS15-LOC110255461			C			T			0.05			0.61			0.56


			NC_010451.4			57200023			intergenic_region			ADAMTS15-LOC110255461			G			A			0.05			0.61			0.56


			NC_010451.4			57181801			intergenic_region			ADAMTS15-LOC110255461			G			A			0.90			0.00


			NC_010451.4			57181838			intergenic_region			ADAMTS15-LOC110255461			T			A			0.56			0.00


			NC_010451.4			57200429			intergenic_region			ADAMTS15-LOC110255461			C			T			0.05			0.68			0.64


			NC_010451.4			57200577			intergenic_region			ADAMTS15-LOC110255461			C			T			0.05			0.61			0.56


			NC_010451.4			57200625			intergenic_region			ADAMTS15-LOC110255461			A			G			0.03			0.61			0.59


			NC_010451.4			57200792			intergenic_region			ADAMTS15-LOC110255461			A			G			0.06			0.58			0.52


			NC_010451.4			57201086			intergenic_region			ADAMTS15-LOC110255461			T			C			0.04			0.61			0.57


			NC_010451.4			57201116			intergenic_region			ADAMTS15-LOC110255461			A			G			0.05			0.66			0.61


			NC_010451.4			57201172			intergenic_region			ADAMTS15-LOC110255461			C			T			0.05			0.64			0.59


			NC_010451.4			57201207			intergenic_region			ADAMTS15-LOC110255461			A			G			0.07			0.64			0.57


			NC_010451.4			57201266			intergenic_region			ADAMTS15-LOC110255461			C			T			0.58			0.03			0.55


			NC_010451.4			57201459			intergenic_region			ADAMTS15-LOC110255461			A			G			0.06			0.61			0.55


			NC_010451.4			57201505			intergenic_region			ADAMTS15-LOC110255461			C			T			0.05			0.55			0.51


			NC_010451.4			57201625			intergenic_region			ADAMTS15-LOC110255461			A			T			0.05			0.61			0.56


			NC_010451.4			57201966			intergenic_region			ADAMTS15-LOC110255461			A			G			0.03			0.55			0.52


			NC_010451.4			57202037			intergenic_region			ADAMTS15-LOC110255461			T			G			0.06			0.64			0.58


			NC_010451.4			57202069			intergenic_region			ADAMTS15-LOC110255461			A			G			0.05			0.68			0.64


			NC_010451.4			57202537			intergenic_region			ADAMTS15-LOC110255461			C			T			0.63			0.03			0.60


			NC_010451.4			57202715			intergenic_region			ADAMTS15-LOC110255461			T			C			0.05			0.75			0.70


			NC_010451.4			57202762			intergenic_region			ADAMTS15-LOC110255461			C			T			0.03			0.61			0.58


			NC_010451.4			57202868			intergenic_region			ADAMTS15-LOC110255461			T			C			0.05			0.55			0.50


			NC_010451.4			57203028			intergenic_region			ADAMTS15-LOC110255461			C			T			0.03			0.63			0.60


			NC_010451.4			57203279			intergenic_region			ADAMTS15-LOC110255461			A			G			0.04			0.58			0.54


			NC_010451.4			57203312			intergenic_region			ADAMTS15-LOC110255461			G			A			0.02			0.58			0.56


			NC_010451.4			57203408			intergenic_region			ADAMTS15-LOC110255461			T			C			0.24			0.83			0.59


			NC_010451.4			57203432			intergenic_region			ADAMTS15-LOC110255461			C			G			0.53			0.03			0.50


			NC_010451.4			57203481			intergenic_region			ADAMTS15-LOC110255461			A			G			0.58			0.03			0.55


			NC_010451.4			57203591			intergenic_region			ADAMTS15-LOC110255461			G			A			0.02			0.61			0.58


			NC_010451.4			57181840			intergenic_region			ADAMTS15-LOC110255461			G			C			0.58			0.00


			NC_010451.4			57203832			intergenic_region			ADAMTS15-LOC110255461			A			G			0.05			0.61			0.56


			NC_010451.4			57203860			intergenic_region			ADAMTS15-LOC110255461			G			A			0.03			0.66			0.62


			NC_010451.4			57181855			intergenic_region			ADAMTS15-LOC110255461			G			A			0.65			0.00


			NC_010451.4			57181860			intergenic_region			ADAMTS15-LOC110255461			A			G			0.87			0.00


			NC_010451.4			57181875			intergenic_region			ADAMTS15-LOC110255461			T			C			0.86			0.00


			NC_010451.4			57204145			intergenic_region			ADAMTS15-LOC110255461			G			A			0.05			0.61			0.56


			NC_010451.4			57204409			intergenic_region			ADAMTS15-LOC110255461			C			T			0.06			0.63			0.57


			NC_010451.4			57204465			intergenic_region			ADAMTS15-LOC110255461			G			A			0.62			0.03			0.59


			NC_010451.4			57204475			intergenic_region			ADAMTS15-LOC110255461			C			T			0.05			0.62			0.57


			NC_010451.4			57205005			intergenic_region			ADAMTS15-LOC110255461			C			G			0.56			0.03			0.53


			NC_010451.4			57205164			intergenic_region			ADAMTS15-LOC110255461			G			A			0.55			0.03			0.52


			NC_010451.4			57205518			intergenic_region			ADAMTS15-LOC110255461			G			T			0.06			0.58			0.52


			NC_010451.4			57205565			intergenic_region			ADAMTS15-LOC110255461			T			A			0.91			0.03			0.88


			NC_010451.4			57205614			intergenic_region			ADAMTS15-LOC110255461			T			C			0.06			0.63			0.57


			NC_010451.4			57205645			intergenic_region			ADAMTS15-LOC110255461			G			A			0.06			0.63			0.57


			NC_010451.4			57206044			intergenic_region			ADAMTS15-LOC110255461			T			G			0.06			0.61			0.55


			NC_010451.4			57206357			intergenic_region			ADAMTS15-LOC110255461			A			G			0.06			0.58			0.52


			NC_010451.4			57206472			intergenic_region			ADAMTS15-LOC110255461			A			G			0.85			0.03			0.82


			NC_010451.4			57206561			intergenic_region			ADAMTS15-LOC110255461			G			A			0.01			0.61			0.60


			NC_010451.4			57207772			intergenic_region			ADAMTS15-LOC110255461			C			A			0.72			0.03			0.69


			NC_010451.4			57207798			intergenic_region			ADAMTS15-LOC110255461			A			G			0.67			0.03			0.64


			NC_010451.4			57208058			intergenic_region			ADAMTS15-LOC110255461			G			A			0.66			0.03			0.63


			NC_010451.4			57181877			intergenic_region			ADAMTS15-LOC110255461			A			G			0.86			0.00


			NC_010451.4			57208480			intergenic_region			ADAMTS15-LOC110255461			A			C			0.13			0.64			0.52


			NC_010451.4			57208899			intergenic_region			ADAMTS15-LOC110255461			C			A			0.03			0.54			0.50


			NC_010451.4			57209012			intergenic_region			ADAMTS15-LOC110255461			A			G			0.04			0.56			0.52


			NC_010451.4			57209020			intergenic_region			ADAMTS15-LOC110255461			G			A			0.04			0.59			0.56


			NC_010451.4			57209587			intergenic_region			ADAMTS15-LOC110255461			G			A			0.02			0.61			0.58


			NC_010451.4			57209920			intergenic_region			ADAMTS15-LOC110255461			C			T			0.04			0.61			0.57


			NC_010451.4			57210049			intergenic_region			ADAMTS15-LOC110255461			T			C			0.63			0.03			0.60


			NC_010451.4			57210227			intergenic_region			ADAMTS15-LOC110255461			C			T			0.67			0.03			0.64


			NC_010451.4			57210285			intergenic_region			ADAMTS15-LOC110255461			G			A			0.06			0.63			0.57


			NC_010451.4			57210309			intergenic_region			ADAMTS15-LOC110255461			A			G			0.05			0.58			0.53


			NC_010451.4			57210710			intergenic_region			ADAMTS15-LOC110255461			C			T			0.05			0.61			0.56


			NC_010451.4			57210789			intergenic_region			ADAMTS15-LOC110255461			C			G			0.05			0.61			0.56


			NC_010451.4			57210850			intergenic_region			ADAMTS15-LOC110255461			A			G			0.04			0.58			0.54


			NC_010451.4			57211134			intergenic_region			ADAMTS15-LOC110255461			G			A			0.06			0.66			0.60


			NC_010451.4			57211287			intergenic_region			ADAMTS15-LOC110255461			C			T			0.06			0.64			0.58


			NC_010451.4			57211969			intergenic_region			ADAMTS15-LOC110255461			A			C			0.07			0.61			0.54


			NC_010451.4			57212169			intergenic_region			ADAMTS15-LOC110255461			G			C			0.62			0.03			0.59


			NC_010451.4			57212236			intergenic_region			ADAMTS15-LOC110255461			T			G			0.03			0.61			0.57


			NC_010451.4			57212643			intergenic_region			ADAMTS15-LOC110255461			C			T			0.88			0.03			0.85


			NC_010451.4			57212745			intergenic_region			ADAMTS15-LOC110255461			G			A			0.88			0.03			0.85


			NC_010451.4			57212784			intergenic_region			ADAMTS15-LOC110255461			A			G			0.89			0.03			0.86


			NC_010451.4			57212890			intergenic_region			ADAMTS15-LOC110255461			G			A			0.88			0.03			0.85


			NC_010451.4			57213167			intergenic_region			ADAMTS15-LOC110255461			A			G			0.86			0.03			0.83


			NC_010451.4			57213594			intergenic_region			ADAMTS15-LOC110255461			G			A			0.88			0.03			0.85


			NC_010451.4			57213627			intergenic_region			ADAMTS15-LOC110255461			C			T			0.85			0.03			0.82


			NC_010451.4			57213851			intergenic_region			ADAMTS15-LOC110255461			A			G			0.90			0.03			0.87


			NC_010451.4			57214199			intergenic_region			ADAMTS15-LOC110255461			G			A			0.88			0.03			0.85


			NC_010451.4			57214506			intergenic_region			ADAMTS15-LOC110255461			C			A			0.87			0.03			0.84


			NC_010451.4			57215521			intergenic_region			ADAMTS15-LOC110255461			G			A			0.53			0.03			0.50


			NC_010451.4			57181899			intergenic_region			ADAMTS15-LOC110255461			G			C			0.84			0.00


			NC_010451.4			57216167			intergenic_region			ADAMTS15-LOC110255461			A			G			0.88			0.03			0.85


			NC_010451.4			57216512			intergenic_region			ADAMTS15-LOC110255461			T			C			0.91			0.03			0.88


			NC_010451.4			57216876			intergenic_region			ADAMTS15-LOC110255461			C			T			0.80			0.03			0.77


			NC_010451.4			57217103			intergenic_region			ADAMTS15-LOC110255461			A			C			0.83			0.03			0.80


			NC_010451.4			57217203			intergenic_region			ADAMTS15-LOC110255461			A			C			0.82			0.03			0.79


			NC_010451.4			57217319			intergenic_region			ADAMTS15-LOC110255461			T			C			0.81			0.03			0.78


			NC_010451.4			57217389			intergenic_region			ADAMTS15-LOC110255461			G			A			0.81			0.03			0.78


			NC_010451.4			57217683			intergenic_region			ADAMTS15-LOC110255461			C			G			0.81			0.03			0.78


			NC_010451.4			57218283			intergenic_region			ADAMTS15-LOC110255461			G			C			0.94			0.34			0.60


			NC_010451.4			57219033			intergenic_region			ADAMTS15-LOC110255461			C			T			0.06			0.71			0.65


			NC_010451.4			57219195			intergenic_region			ADAMTS15-LOC110255461			G			A			0.02			0.76			0.74


			NC_010451.4			57219253			intergenic_region			ADAMTS15-LOC110255461			G			A			0.86			0.03			0.83


			NC_010451.4			57219415			intergenic_region			ADAMTS15-LOC110255461			G			A			0.01			0.61			0.59


			NC_010451.4			57219454			intergenic_region			ADAMTS15-LOC110255461			T			C			0.85			0.16			0.69


			NC_010451.4			57219631			intergenic_region			ADAMTS15-LOC110255461			G			A			0.92			0.18			0.74


			NC_010451.4			57219785			intergenic_region			ADAMTS15-LOC110255461			A			G			0.92			0.18			0.74


			NC_010451.4			57219839			intergenic_region			ADAMTS15-LOC110255461			G			A			0.94			0.18			0.76


			NC_010451.4			57219863			intergenic_region			ADAMTS15-LOC110255461			C			T			0.94			0.18			0.76


			NC_010451.4			57220031			intergenic_region			ADAMTS15-LOC110255461			C			T			0.92			0.16			0.76


			NC_010451.4			57220042			intergenic_region			ADAMTS15-LOC110255461			A			C			0.93			0.17			0.76


			NC_010451.4			57220050			intergenic_region			ADAMTS15-LOC110255461			C			T			0.93			0.16			0.77


			NC_010451.4			57220063			intergenic_region			ADAMTS15-LOC110255461			T			C			0.93			0.16			0.77


			NC_010451.4			57220257			intergenic_region			ADAMTS15-LOC110255461			C			A			0.93			0.22			0.71


			NC_010451.4			57220377			intergenic_region			ADAMTS15-LOC110255461			T			C			0.95			0.21			0.74


			NC_010451.4			57220508			intergenic_region			ADAMTS15-LOC110255461			T			C			0.88			0.17			0.71


			NC_010451.4			57220524			intergenic_region			ADAMTS15-LOC110255461			G			A			0.87			0.17			0.70


			NC_010451.4			57220610			intergenic_region			ADAMTS15-LOC110255461			C			T			0.84			0.17			0.67


			NC_010451.4			57220667			intergenic_region			ADAMTS15-LOC110255461			A			G			0.93			0.17			0.76


			NC_010451.4			57220807			intergenic_region			ADAMTS15-LOC110255461			C			T			0.89			0.21			0.68


			NC_010451.4			57220867			intergenic_region			ADAMTS15-LOC110255461			A			T			0.94			0.18			0.76


			NC_010451.4			57221001			intergenic_region			ADAMTS15-LOC110255461			C			T			0.87			0.16			0.71


			NC_010451.4			57221031			intergenic_region			ADAMTS15-LOC110255461			G			A			0.84			0.16			0.68


			NC_010451.4			57221090			intergenic_region			ADAMTS15-LOC110255461			C			T			0.81			0.16			0.65


			NC_010451.4			57221106			intergenic_region			ADAMTS15-LOC110255461			T			C			0.91			0.16			0.75


			NC_010451.4			57221201			intergenic_region			ADAMTS15-LOC110255461			T			G			0.92			0.21			0.71


			NC_010451.4			57221283			intergenic_region			ADAMTS15-LOC110255461			G			A			0.93			0.16			0.77


			NC_010451.4			57221569			intergenic_region			ADAMTS15-LOC110255461			A			G			0.94			0.16			0.78


			NC_010451.4			57221573			intergenic_region			ADAMTS15-LOC110255461			T			C			0.94			0.17			0.77


			NC_010451.4			57221757			intergenic_region			ADAMTS15-LOC110255461			G			A			0.78			0.11			0.67


			NC_010451.4			57221778			intergenic_region			ADAMTS15-LOC110255461			A			G			0.91			0.08			0.83


			NC_010451.4			57221809			intergenic_region			ADAMTS15-LOC110255461			A			G			0.93			0.08			0.85


			NC_010451.4			57221911			intergenic_region			ADAMTS15-LOC110255461			G			A			0.92			0.09			0.83


			NC_010451.4			57222004			intergenic_region			ADAMTS15-LOC110255461			G			C			0.92			0.19			0.73


			NC_010451.4			57222019			intergenic_region			ADAMTS15-LOC110255461			G			A			0.94			0.19			0.75


			NC_010451.4			57222020			intergenic_region			ADAMTS15-LOC110255461			T			C			0.94			0.19			0.75


			NC_010451.4			57222061			intergenic_region			ADAMTS15-LOC110255461			T			C			0.92			0.09			0.83


			NC_010451.4			57222550			intergenic_region			ADAMTS15-LOC110255461			G			A			0.78			0.15			0.63


			NC_010451.4			57222667			intergenic_region			ADAMTS15-LOC110255461			C			T			0.95			0.16			0.79


			NC_010451.4			57222701			intergenic_region			ADAMTS15-LOC110255461			G			T			0.85			0.18			0.67


			NC_010451.4			57222747			intergenic_region			ADAMTS15-LOC110255461			T			C			0.92			0.21			0.71


			NC_010451.4			57222765			intergenic_region			ADAMTS15-LOC110255461			C			G			0.83			0.21			0.62


			NC_010451.4			57222849			intergenic_region			ADAMTS15-LOC110255461			A			C			0.93			0.18			0.75


			NC_010451.4			57222883			intergenic_region			ADAMTS15-LOC110255461			C			A			0.81			0.16			0.65


			NC_010451.4			57223000			intergenic_region			ADAMTS15-LOC110255461			A			C			0.80			0.18			0.62


			NC_010451.4			57223079			intergenic_region			ADAMTS15-LOC110255461			G			T			0.92			0.18			0.74


			NC_010451.4			57223226			intergenic_region			ADAMTS15-LOC110255461			T			C			0.92			0.14			0.78


			NC_010451.4			57223409			intergenic_region			ADAMTS15-LOC110255461			C			T			0.83			0.18			0.65


			NC_010451.4			57223422			intergenic_region			ADAMTS15-LOC110255461			T			G			0.94			0.18			0.76


			NC_010451.4			57223665			intergenic_region			ADAMTS15-LOC110255461			T			A			0.83			0.16			0.67


			NC_010451.4			57223733			intergenic_region			ADAMTS15-LOC110255461			C			T			0.83			0.17			0.66


			NC_010451.4			57223751			intergenic_region			ADAMTS15-LOC110255461			C			T			0.95			0.17			0.78


			NC_010451.4			57223851			intergenic_region			ADAMTS15-LOC110255461			T			C			0.94			0.09			0.85


			NC_010451.4			57224295			intergenic_region			ADAMTS15-LOC110255461			C			T			0.83			0.18			0.65


			NC_010451.4			57224297			intergenic_region			ADAMTS15-LOC110255461			A			G			0.93			0.18			0.75


			NC_010451.4			57224477			intergenic_region			ADAMTS15-LOC110255461			C			A			0.82			0.14			0.68


			NC_010451.4			57224490			intergenic_region			ADAMTS15-LOC110255461			C			T			0.85			0.14			0.71


			NC_010451.4			57224612			intergenic_region			ADAMTS15-LOC110255461			G			A			0.81			0.17			0.64


			NC_010451.4			57224658			intergenic_region			ADAMTS15-LOC110255461			C			T			0.94			0.16			0.78


			NC_010451.4			57224907			intergenic_region			ADAMTS15-LOC110255461			G			A			0.86			0.18			0.68


			NC_010451.4			57225103			intergenic_region			ADAMTS15-LOC110255461			C			T			0.78			0.18			0.60


			NC_010451.4			57225115			intergenic_region			ADAMTS15-LOC110255461			A			G			0.77			0.18			0.59


			NC_010451.4			57225226			intergenic_region			ADAMTS15-LOC110255461			C			T			0.82			0.18			0.64


			NC_010451.4			57225340			intergenic_region			ADAMTS15-LOC110255461			A			G			0.93			0.16			0.77


			NC_010451.4			57225368			intergenic_region			ADAMTS15-LOC110255461			T			G			0.83			0.16			0.67


			NC_010451.4			57225453			intergenic_region			ADAMTS15-LOC110255461			G			C			0.96			0.17			0.79


			NC_010451.4			57225454			intergenic_region			ADAMTS15-LOC110255461			G			A			0.88			0.17			0.71


			NC_010451.4			57225467			intergenic_region			ADAMTS15-LOC110255461			T			C			0.96			0.17			0.79


			NC_010451.4			57225471			intergenic_region			ADAMTS15-LOC110255461			G			A			0.64			0.14			0.50


			NC_010451.4			57225520			intergenic_region			ADAMTS15-LOC110255461			A			G			0.93			0.18			0.75


			NC_010451.4			57225737			intergenic_region			ADAMTS15-LOC110255461			T			C			0.93			0.16			0.77


			NC_010451.4			57225814			intergenic_region			ADAMTS15-LOC110255461			A			G			0.95			0.18			0.77


			NC_010451.4			57226219			intergenic_region			ADAMTS15-LOC110255461			A			G			0.91			0.17			0.74


			NC_010451.4			57226262			intergenic_region			ADAMTS15-LOC110255461			T			C			0.91			0.16			0.75


			NC_010451.4			57227328			intergenic_region			ADAMTS15-LOC110255461			T			G			0.92			0.19			0.73


			NC_010451.4			57227592			intergenic_region			ADAMTS15-LOC110255461			T			C			0.93			0.13			0.80


			NC_010451.4			57228648			intergenic_region			ADAMTS15-LOC110255461			T			C			0.90			0.16			0.74


			NC_010451.4			57228892			intergenic_region			ADAMTS15-LOC110255461			A			G			0.91			0.18			0.73


			NC_010451.4			57229007			intergenic_region			ADAMTS15-LOC110255461			C			G			0.18			0.86			0.69


			NC_010451.4			57229074			intergenic_region			ADAMTS15-LOC110255461			A			G			0.93			0.16			0.77


			NC_010451.4			57230266			intergenic_region			ADAMTS15-LOC110255461			T			C			0.02			0.55			0.53


			NC_010451.4			57233105			intergenic_region			ADAMTS15-LOC110255461			T			G			0.09			0.91			0.82


			NC_010451.4			57235270			intergenic_region			ADAMTS15-LOC110255461			G			C			0.06			0.83			0.77


			NC_010451.4			57236922			intergenic_region			ADAMTS15-LOC110255461			G			C			0.08			0.87			0.79


			NC_010451.4			57181912			intergenic_region			ADAMTS15-LOC110255461			G			T			0.86			0.00


			NC_010451.4			57238079			intergenic_region			ADAMTS15-LOC110255461			G			A			0.07			0.84			0.77


			NC_010451.4			57182172			intergenic_region			ADAMTS15-LOC110255461			T			C			0.88			0.00


			NC_010451.4			57238779			intergenic_region			ADAMTS15-LOC110255461			C			T			0.08			0.82			0.74


			NC_010451.4			57239111			intergenic_region			ADAMTS15-LOC110255461			C			T			0.06			0.81			0.74


			NC_010451.4			57241042			intergenic_region			ADAMTS15-LOC110255461			G			A			0.26			0.84			0.58


			NC_010451.4			57182210			intergenic_region			ADAMTS15-LOC110255461			T			C			0.88			0.00


			NC_010451.4			57242430			intergenic_region			ADAMTS15-LOC110255461			C			T			0.25			0.84			0.59


			NC_010451.4			57242866			intergenic_region			ADAMTS15-LOC110255461			T			C			0.07			0.84			0.77


			NC_010451.4			57245156			intergenic_region			ADAMTS15-LOC110255461			A			C			0.07			0.86			0.79


			NC_010451.4			57246032			intergenic_region			ADAMTS15-LOC110255461			G			C			0.29			0.87			0.58


			NC_010451.4			57246235			intergenic_region			ADAMTS15-LOC110255461			C			T			0.23			0.84			0.62


			NC_010451.4			57246352			intergenic_region			ADAMTS15-LOC110255461			A			G			0.05			0.61			0.56


			NC_010451.4			57183572			intergenic_region			ADAMTS15-LOC110255461			G			A			0.89			0.00


			NC_010451.4			57247312			intergenic_region			ADAMTS15-LOC110255461			C			T			0.23			0.82			0.58


			NC_010451.4			57247314			intergenic_region			ADAMTS15-LOC110255461			G			A			0.25			0.82			0.57


			NC_010451.4			57248252			intergenic_region			ADAMTS15-LOC110255461			C			T			0.07			0.83			0.76


			NC_010451.4			57249827			intergenic_region			ADAMTS15-LOC110255461			C			T			0.00			0.61


			NC_010451.4			57183630			intergenic_region			ADAMTS15-LOC110255461			G			C			0.90			0.00


			NC_010451.4			57183653			intergenic_region			ADAMTS15-LOC110255461			A			G			0.89			0.00


			NC_010451.4			57184039			intergenic_region			ADAMTS15-LOC110255461			A			G			0.88			0.00


			NC_010451.4			57184797			intergenic_region			ADAMTS15-LOC110255461			A			G			0.72			0.00


			NC_010451.4			57185659			intergenic_region			ADAMTS15-LOC110255461			C			A			0.64			0.00


			NC_010451.4			57187136			intergenic_region			ADAMTS15-LOC110255461			T			G			0.86			0.00


			NC_010451.4			57187373			intergenic_region			ADAMTS15-LOC110255461			G			A			0.89			0.00


			NC_010451.4			57188871			intergenic_region			ADAMTS15-LOC110255461			A			G			0.91			0.00


			NC_010451.4			57188904			intergenic_region			ADAMTS15-LOC110255461			T			G			0.91			0.00


			NC_010451.4			57189590			intergenic_region			ADAMTS15-LOC110255461			A			G			0.88			0.00


			NC_010451.4			57190409			intergenic_region			ADAMTS15-LOC110255461			T			G			0.79			0.00


			NC_010451.4			57194269			intergenic_region			ADAMTS15-LOC110255461			A			C			0.65			0.00


			NC_010451.4			57261014			intergenic_region			ADAMTS15-LOC110255461			G			A			0.01			0.55			0.54


			NC_010451.4			57196247			intergenic_region			ADAMTS15-LOC110255461			C			A			0.53			0.00


			NC_010451.4			57262327			intergenic_region			ADAMTS15-LOC110255461			T			C			0.91			0.03			0.88


			NC_010451.4			57200343			intergenic_region			ADAMTS15-LOC110255461			G			T			0.60			0.00


			NC_010451.4			57200361			intergenic_region			ADAMTS15-LOC110255461			A			G			0.63			0.00


			NC_010451.4			57203627			intergenic_region			ADAMTS15-LOC110255461			C			A			0.59			0.00


			NC_010451.4			57203941			intergenic_region			ADAMTS15-LOC110255461			T			C			0.58			0.00


			NC_010451.4			57203954			intergenic_region			ADAMTS15-LOC110255461			C			T			0.59			0.00


			NC_010451.4			57203969			intergenic_region			ADAMTS15-LOC110255461			C			T			0.56			0.00


			NC_010451.4			57208154			intergenic_region			ADAMTS15-LOC110255461			G			A			0.56			0.00


			NC_010451.4			57216138			intergenic_region			ADAMTS15-LOC110255461			C			T			0.65			0.00


			NC_010451.4			57237266			intergenic_region			ADAMTS15-LOC110255461			T			C			0.84			0.00


			NC_010451.4			57238572			intergenic_region			ADAMTS15-LOC110255461			T			G			0.65			0.00


			NC_010451.4			57272999			intergenic_region			ADAMTS15-LOC110255461			G			A			0.02			0.55			0.53


			NC_010451.4			57241723			intergenic_region			ADAMTS15-LOC110255461			G			T			0.64			0.00


			NC_010451.4			57273560			intergenic_region			ADAMTS15-LOC110255461			T			A			0.02			0.55			0.53


			NC_010451.4			57246669			intergenic_region			ADAMTS15-LOC110255461			A			G			0.51			0.00


			NC_010451.4			57252337			intergenic_region			ADAMTS15-LOC110255461			A			T			0.79			0.00


			NC_010451.4			57256655			intergenic_region			ADAMTS15-LOC110255461			G			A			0.56			0.00


			NC_010451.4			57256681			intergenic_region			ADAMTS15-LOC110255461			A			G			0.59			0.00


			NC_010451.4			57256692			intergenic_region			ADAMTS15-LOC110255461			C			G			0.59			0.00


			NC_010451.4			57256693			intergenic_region			ADAMTS15-LOC110255461			G			T			0.59			0.00


			NC_010451.4			57256712			intergenic_region			ADAMTS15-LOC110255461			T			C			0.58			0.00


			NC_010451.4			57256945			intergenic_region			ADAMTS15-LOC110255461			A			G			0.61			0.00


			NC_010451.4			57257136			intergenic_region			ADAMTS15-LOC110255461			T			C			0.59			0.00


			NC_010451.4			57257138			intergenic_region			ADAMTS15-LOC110255461			G			A			0.62			0.00


			NC_010451.4			57257258			intergenic_region			ADAMTS15-LOC110255461			T			G			0.66			0.00


			NC_010451.4			57260521			intergenic_region			ADAMTS15-LOC110255461			A			G			0.76			0.00


			NC_010451.4			57261010			intergenic_region			ADAMTS15-LOC110255461			A			C			0.57			0.00


			NC_010451.4			57261712			intergenic_region			ADAMTS15-LOC110255461			A			G			0.83			0.00


			NC_010451.4			57263129			intergenic_region			ADAMTS15-LOC110255461			A			G			0.87			0.00


			NC_010451.4			57263368			intergenic_region			ADAMTS15-LOC110255461			G			A			0.93			0.00


			NC_010451.4			57265853			intergenic_region			ADAMTS15-LOC110255461			G			A			0.53			0.00


			NC_010451.4			57269205			intergenic_region			ADAMTS15-LOC110255461			G			C			0.68			0.00


			NC_010451.4			57269924			intergenic_region			ADAMTS15-LOC110255461			A			T			0.75			0.00


			NC_010451.4			57270745			intergenic_region			ADAMTS15-LOC110255461			A			G			0.81			0.00


			NC_010451.4			57271292			intergenic_region			ADAMTS15-LOC110255461			A			C			0.58			0.00


			NC_010451.4			57271913			intergenic_region			ADAMTS15-LOC110255461			C			T			0.58			0.00


			NC_010451.4			57271946			intergenic_region			ADAMTS15-LOC110255461			G			A			0.57			0.00


			NC_010451.4			57272592			intergenic_region			ADAMTS15-LOC110255461			T			G			0.58			0.00


			NC_010451.4			57273499			intergenic_region			ADAMTS15-LOC110255461			A			C			0.57			0.00


			NC_010451.4			57274588			intergenic_region			ADAMTS15-LOC110255461			C			T			0.65			0.00


			NC_010451.4			57274762			intergenic_region			ADAMTS15-LOC110255461			A			G			0.63			0.00


			NC_010451.4			57274768			intergenic_region			ADAMTS15-LOC110255461			T			C			0.83			0.00


			NC_010451.4			57275023			intergenic_region			ADAMTS15-LOC110255461			G			A			0.62			0.00


			NC_010451.4			57275293			intergenic_region			ADAMTS15-LOC110255461			C			T			0.62			0.00


			NC_010451.4			57275535			intergenic_region			ADAMTS15-LOC110255461			G			T			0.63			0.00


			NC_010451.4			57275622			intergenic_region			ADAMTS15-LOC110255461			A			G			0.80			0.00


			NC_010451.4			57275638			intergenic_region			ADAMTS15-LOC110255461			G			A			0.56			0.00


			NC_010451.4			57275702			intergenic_region			ADAMTS15-LOC110255461			G			C			0.64			0.00


			NC_010451.4			57276370			intergenic_region			ADAMTS15-LOC110255461			A			G			0.60			0.00


			NC_010451.4			64343821			intron_variant			ATP2B4			A			G			0.88			0.32			0.56


			NC_010451.4			64344186			intron_variant			ATP2B4			A			T			0.70			0.18			0.52


			NC_010451.4			57276477			intergenic_region			ADAMTS15-LOC110255461			T			C			0.83			0.00


			NC_010451.4			64345929			intron_variant			ATP2B4			C			T			0.85			0.18			0.67


			NC_010451.4			64346315			intron_variant			ATP2B4			G			C			0.76			0.18			0.58


			NC_010451.4			64358897			intron_variant			ATP2B4			A			G			0.88			0.35			0.53


			NC_010451.4			64359976			intron_variant			ATP2B4			C			T			0.89			0.39			0.50


			NC_010451.4			64359987			intron_variant			ATP2B4			C			T			0.89			0.39			0.50


			NC_010451.4			64360104			intron_variant			ATP2B4			C			G			0.91			0.38			0.53


			NC_010451.4			64360125			intron_variant			ATP2B4			C			T			0.88			0.38			0.50


			NC_010451.4			64360175			intron_variant			ATP2B4			G			A			0.92			0.38			0.54


			NC_010451.4			64360189			intron_variant			ATP2B4			T			C			0.92			0.38			0.54


			NC_010451.4			64360608			intron_variant			ATP2B4			T			C			0.90			0.34			0.56


			NC_010451.4			64360609			intron_variant			ATP2B4			T			C			0.90			0.34			0.56


			NC_010451.4			64361079			intron_variant			ATP2B4			C			T			0.90			0.39			0.51


			NC_010451.4			64366063			intron_variant			ATP2B4			A			G			0.90			0.39			0.51


			NC_010451.4			64368628			intron_variant			ATP2B4			A			G			0.89			0.38			0.51


			NC_010451.4			64374357			intron_variant			ATP2B4			A			G			0.91			0.36			0.55


			NC_010451.4			57276981			intergenic_region			ADAMTS15-LOC110255461			T			C			0.76			0.00


			NC_010451.4			64375012			intron_variant			ATP2B4			T			C			0.93			0.39			0.54


			NC_010451.4			57279239			intergenic_region			ADAMTS15-LOC110255461			A			G			0.76			0.00


			NC_010451.4			57279241			intergenic_region			ADAMTS15-LOC110255461			T			C			0.77			0.00


			NC_010451.4			57279792			intergenic_region			ADAMTS15-LOC110255461			T			A			0.64			0.00


			NC_010451.4			57279797			intergenic_region			ADAMTS15-LOC110255461			C			T			0.64			0.00


			NC_010451.4			64377209			intron_variant			ATP2B4			G			A			0.92			0.42			0.50


			NC_010451.4			64379691			intron_variant			ATP2B4			A			C			0.88			0.34			0.54


			NC_010451.4			64380678			intron_variant			ATP2B4			C			A			0.90			0.39			0.51


			NC_010451.4			64382681			intron_variant			ATP2B4			A			G			0.91			0.28			0.63


			NC_010451.4			57279815			intergenic_region			ADAMTS15-LOC110255461			C			G			0.63			0.00


			NC_010451.4			64390160			intron_variant			ATP2B4			T			G			0.79			0.29			0.50


			NC_010451.4			57279819			intergenic_region			ADAMTS15-LOC110255461			G			T			0.63			0.00


			NC_010451.4			57279843			intergenic_region			ADAMTS15-LOC110255461			G			A			0.65			0.00


			NC_010451.4			57279847			intergenic_region			ADAMTS15-LOC110255461			T			C			0.65			0.00


			NC_010451.4			57279848			intergenic_region			ADAMTS15-LOC110255461			T			G			0.65			0.00


			NC_010451.4			57279941			intergenic_region			ADAMTS15-LOC110255461			C			T			0.67			0.00


			NC_010451.4			57279973			intergenic_region			ADAMTS15-LOC110255461			T			C			0.65			0.00


			NC_010451.4			64397687			intron_variant			ATP2B4			T			C			0.81			0.25			0.56


			NC_010451.4			57280180			intergenic_region			ADAMTS15-LOC110255461			C			T			0.62			0.00


			NC_010451.4			57280277			intergenic_region			ADAMTS15-LOC110255461			T			C			0.66			0.00


			NC_010451.4			57280332			intergenic_region			ADAMTS15-LOC110255461			A			G			0.65			0.00


			NC_010451.4			64403684			intron_variant			ATP2B4			C			A			0.43			0.95			0.52


			NC_010451.4			57280346			intergenic_region			ADAMTS15-LOC110255461			C			T			0.64			0.00


			NC_010451.4			64431182			intron_variant			ATP2B4			G			C			0.94			0.42			0.52


			NC_010446.5			83323345			3_prime_UTR_variant			RCSD1			G			T			0.71			0.13			0.58


			NC_010451.4			57280405			intergenic_region			ADAMTS15-LOC110255461			A			G			0.63			0.00


			NC_010451.4			57280443			intergenic_region			ADAMTS15-LOC110255461			G			T			0.61			0.00


			NC_010451.4			57280821			intergenic_region			ADAMTS15-LOC110255461			A			G			0.59			0.00


			NC_010446.5			83323234			3_prime_UTR_variant			RCSD1			T			C			0.71			0.03			0.67


			NC_010451.4			57280891			intergenic_region			ADAMTS15-LOC110255461			T			C			0.63			0.00


			NC_010451.4			57280892			intergenic_region			ADAMTS15-LOC110255461			G			A			0.63			0.00


			NC_010451.4			57281131			intergenic_region			ADAMTS15-LOC110255461			A			G			0.63			0.00


			NC_010451.4			57281989			intergenic_region			ADAMTS15-LOC110255461			C			T			0.63			0.00


			NC_010451.4			68494256			intron_variant			SRI			G			A			0.59			0.08			0.51


			NC_010451.4			68494276			intron_variant			SRI			G			A			0.95			0.08			0.87


			NC_010451.4			68494388			intron_variant			SRI			G			A			0.69			0.08			0.61


			NC_010451.4			68494532			intron_variant			SRI			C			T			0.73			0.05			0.68


			NC_010451.4			68494587			intron_variant			SRI			T			G			0.59			0.08			0.51


			NC_010451.4			68494933			intron_variant			SRI			G			A			0.95			0.11			0.84


			NC_010451.4			68495023			intron_variant			SRI			C			A			0.95			0.08			0.87


			NC_010451.4			68495025			intron_variant			SRI			C			T			0.79			0.08			0.71


			NC_010451.4			57283110			intergenic_region			ADAMTS15-LOC110255461			T			G			0.66			0.00


			NC_010451.4			68495086			intron_variant			SRI			G			A			0.76			0.08			0.68


			NC_010451.4			68495173			intron_variant			SRI			A			G			0.61			0.08			0.53


			NC_010451.4			68495219			intron_variant			SRI			A			G			0.80			0.08			0.72


			NC_010451.4			68495259			intron_variant			SRI			T			C			0.77			0.11			0.66


			NC_010451.4			68495291			intron_variant			SRI			A			G			0.84			0.05			0.79


			NC_010451.4			68495433			intron_variant			SRI			A			G			0.61			0.08			0.53


			NC_010451.4			68495498			intron_variant			SRI			C			T			0.76			0.08			0.68


			NC_010451.4			68495740			intron_variant			SRI			A			G			0.76			0.08			0.68


			NC_010451.4			68495942			intron_variant			SRI			T			C			0.88			0.08			0.80


			NC_010451.4			64344596			intron_variant			ATP2B4			G			C			0.66			0.00


			NC_010451.4			64374981			intron_variant			ATP2B4			T			C			0.54			0.00


			NC_010451.4			64375320			intron_variant			ATP2B4			T			A			0.54			0.00


			NC_010451.4			64375590			intron_variant			ATP2B4			T			A			0.54			0.00


			NC_010451.4			64375669			intron_variant			ATP2B4			C			T			0.53			0.00


			NC_010451.4			68500813			intron_variant			SRI			C			T			0.01			0.62			0.61


			NC_010451.4			64376347			intron_variant			ATP2B4			G			A			0.53			0.00


			NC_010451.4			64389351			intron_variant			ATP2B4			G			A			0.71			0.00


			NC_010451.4			64394256			intron_variant			ATP2B4			C			T			0.74			0.00


			NC_010451.4			64394459			intron_variant			ATP2B4			T			C			0.64			0.00


			NC_010451.4			68501231			intron_variant			SRI			C			T			0.01			0.61			0.60


			NC_010451.4			64395892			intron_variant			ATP2B4			T			C			0.64			0.00


			NC_010451.4			64395947			intron_variant			ATP2B4			C			G			0.78			0.00


			NC_010451.4			64397240			intron_variant			ATP2B4			A			G			0.77			0.00


			NC_010451.4			64397411			intron_variant			ATP2B4			T			A			0.53			0.00


			NC_010451.4			68503323			intron_variant			SRI			G			A			0.14			0.66			0.52


			NC_010451.4			68505320			intron_variant			SRI			C			T			0.03			0.68			0.65


			NC_010451.4			68505545			intron_variant			SRI			C			G			0.01			0.64			0.63


			NC_010451.4			68506565			intron_variant			SRI			G			T			0.01			0.61			0.59


			NC_010451.4			68507359			intron_variant			SRI			A			G			0.99			0.22			0.77


			NC_010451.4			68507438			intron_variant			SRI			T			C			0.99			0.32			0.67


			NC_010451.4			64398142			intron_variant			ATP2B4			A			G			0.58			0.00


			NC_010450.4			119755568			downstream_gene_variant			PPP3CA			G			C			0.70			0.18			0.52


			NC_010454.4			15006599			upstream_gene_variant			SCN4A			G			A			0.70			0.17			0.53


			NC_010451.4			64398602			intron_variant			ATP2B4			G			A			0.56			0.00


			NC_010451.4			64398811			intron_variant			ATP2B4			T			G			0.55			0.00


			NC_010451.4			64419424			intron_variant			ATP2B4			G			A			0.52			0.00


			NC_010451.4			68511069			intron_variant			SRI			A			T			0.97			0.29			0.68


			NC_010451.4			68491615			upstream_gene_variant			SRI			A			G			0.63			0.00


			NC_010451.4			68491980			upstream_gene_variant			SRI			A			G			0.64			0.00


			NC_010451.4			68492408			upstream_gene_variant			SRI			A			G			0.67			0.00


			NC_010451.4			68511711			intron_variant			SRI			C			T			0.01			0.65			0.64


			NC_010451.4			68512097			intron_variant			SRI			T			A			0.06			0.63			0.57


			NC_010451.4			68492530			upstream_gene_variant			SRI			G			T			0.64			0.00


			NC_010451.4			68495072			intron_variant			SRI			C			T			0.54			0.00


			NC_010451.4			68512201			intron_variant			SRI			A			G			0.01			0.63			0.62


			NC_010451.4			68512304			intron_variant			SRI			G			A			0.00			0.58


			NC_010451.4			68512551			intron_variant			SRI			G			A			0.03			0.66			0.62


			NC_010451.4			68497218			intron_variant			SRI			G			T			0.88			0.00


			NC_010451.4			68512901			intron_variant			SRI			T			C			0.05			0.61			0.56


			NC_010451.4			68499110			intron_variant			SRI			A			C			0.71			0.00


			NC_010451.4			68499779			intron_variant			SRI			C			T			0.86			0.00


			NC_010451.4			68513261			intron_variant			SRI			C			T			0.02			0.63			0.61


			NC_010451.4			68500243			intron_variant			SRI			C			A			0.53			0.00


			NC_010451.4			68513615			intron_variant			SRI			C			T			0.03			0.61			0.57


			NC_010451.4			68513655			intron_variant			SRI			G			C			0.02			0.63			0.61


			NC_010451.4			68513689			intron_variant			SRI			C			T			0.03			0.63			0.60


			NC_010451.4			68513759			intron_variant			SRI			T			C			0.03			0.66			0.62


			NC_010451.4			68513852			intron_variant			SRI			T			C			0.06			0.66			0.60


			NC_010451.4			68513858			intron_variant			SRI			T			C			0.93			0.32			0.61


			NC_010451.4			68513940			intron_variant			SRI			C			T			0.03			0.63			0.60


			NC_010451.4			68500672			intron_variant			SRI			A			G			0.85			0.00


			NC_010451.4			68514115			intron_variant			SRI			G			T			0.06			0.66			0.60


			NC_010451.4			68514186			intron_variant			SRI			A			T			0.05			0.67			0.62


			NC_010451.4			68514227			intron_variant			SRI			C			T			0.06			0.66			0.60


			NC_010451.4			68514388			intron_variant			SRI			C			T			0.09			0.64			0.55


			NC_010451.4			68514655			intron_variant			SRI			T			C			0.11			0.63			0.52


			NC_010451.4			68514983			intron_variant			SRI			G			A			0.10			0.65			0.54


			NC_010451.4			68515032			intron_variant			SRI			T			C			0.05			0.67			0.62


			NC_010456.5			123935659			splice_region_variant&synonymous_variant			NRAP			A			G			0.70			0.03			0.67


			NC_010457.5			33607640			downstream_gene_variant			MYOM2			C			T			0.70			0.05			0.65


			NC_010458.4			38472430			5_prime_UTR_variant			PDE4D			T			G			0.70			0.08			0.62


			NC_010459.5			48024876			upstream_gene_variant			TNNC2			C			T			0.70			0.08			0.62


			NC_010451.4			109398334			intron_variant			EZH2			G			T			0.92			0.32			0.60


			NC_010451.4			109398413			intron_variant			EZH2			T			C			0.63			0.06			0.57


			NC_010451.4			109398717			intron_variant			EZH2			A			G			0.06			0.61			0.55


			NC_010451.4			109398964			intron_variant			EZH2			T			C			0.63			0.08			0.55


			NC_010451.4			109402814			intron_variant			EZH2			A			G			0.58			0.08			0.50


			NC_010451.4			109406347			intron_variant			EZH2			T			G			0.07			0.58			0.51


			NC_010451.4			109406871			intron_variant			EZH2			A			G			0.08			0.71			0.63


			NC_010459.5			48025075			upstream_gene_variant			TNNC2			G			A			0.70			0.08			0.62


			NC_010448.4			146237083			upstream_gene_variant			PDE4B			T			C			0.70			0.11			0.59


			NC_010451.4			109408812			intron_variant			EZH2			C			G			0.03			0.58			0.54


			NC_010451.4			109409916			intron_variant			EZH2			T			C			0.03			0.61			0.58


			NC_010446.5			83323272			3_prime_UTR_variant			RCSD1			G			A			0.69			0.13			0.56


			NC_010451.4			68501028			intron_variant			SRI			C			T			0.82			0.00


			NC_010451.4			109413728			intron_variant			EZH2			A			G			0.08			0.67			0.59


			NC_010451.4			68501064			intron_variant			SRI			A			G			0.67			0.00


			NC_010451.4			68501070			intron_variant			SRI			A			G			0.83			0.00


			NC_010451.4			68501111			intron_variant			SRI			G			A			0.68			0.00


			NC_010451.4			68501696			intron_variant			SRI			A			C			0.94			0.00


			NC_010451.4			68502325			intron_variant			SRI			T			C			0.64			0.00


			NC_010451.4			68502383			intron_variant			SRI			T			C			0.62			0.00


			NC_010451.4			68502596			intron_variant			SRI			G			A			0.64			0.00


			NC_010450.4			41005255			synonymous_variant			PDGFRA			C			T			0.69			0.05			0.64


			NC_010451.4			109430433			intron_variant			EZH2			T			G			0.74			0.11			0.63


			NC_010451.4			109431348			intron_variant			EZH2			G			A			0.78			0.21			0.57


			NC_010451.4			68508002			intron_variant			SRI			C			T			0.58			0.00


			NC_010451.4			68510525			intron_variant			SRI			A			C			0.59			0.00


			NC_010451.4			68510812			intron_variant			SRI			T			A			0.65			0.00


			NC_010451.4			109433895			intron_variant			EZH2			G			T			0.93			0.18			0.75


			NC_010451.4			109433935			intron_variant			EZH2			G			A			0.93			0.21			0.72


			NC_010451.4			109436098			intron_variant			EZH2			A			G			0.08			0.61			0.53


			NC_010451.4			68510993			intron_variant			SRI			A			G			0.64			0.00


			NC_010451.4			109436501			intron_variant			EZH2			T			C			0.10			0.61			0.50


			NC_010451.4			68511124			intron_variant			SRI			A			G			0.83			0.00


			NC_010451.4			68511519			intron_variant			SRI			C			T			0.58			0.00


			NC_010451.4			109441686			intron_variant			EZH2			T			A			0.74			0.16			0.58


			NC_010451.4			68511527			intron_variant			SRI			G			A			0.61			0.00


			NC_010451.4			68512191			intron_variant			SRI			C			T			0.90			0.00


			NC_010451.4			68512195			intron_variant			SRI			A			C			0.90			0.00


			NC_010451.4			68512701			intron_variant			SRI			C			T			0.63			0.00


			NC_010451.4			68512908			intron_variant			SRI			C			A			0.88			0.00


			NC_010451.4			68513181			intron_variant			SRI			C			T			0.82			0.00


			NC_010451.4			68513372			intron_variant			SRI			C			T			0.83			0.00


			NC_010451.4			68514105			intron_variant			SRI			C			G			0.65			0.00


			NC_010451.4			109417774			intron_variant			EZH2			G			A			0.57			0.00


			NC_010451.4			109420256			intron_variant			EZH2			T			C			0.60			0.00


			NC_010451.4			13044333			3_prime_UTR_variant			TENM4			G			A			0.69			0.16			0.53


			NC_010451.4			13044689			3_prime_UTR_variant			TENM4			C			G			0.69			0.16			0.53


			NC_010452.4			8312579			intron_variant			TGFB2			A			G			0.90			0.32			0.58


			NC_010452.4			8313097			intron_variant			TGFB2			A			T			0.85			0.34			0.51


			NC_010452.4			8313277			intron_variant			TGFB2			C			T			0.76			0.21			0.55


			NC_010452.4			8313509			intron_variant			TGFB2			A			T			0.88			0.36			0.52


			NC_010452.4			8319219			intron_variant			TGFB2			G			A			0.92			0.35			0.57


			NC_010452.4			8319224			intron_variant			TGFB2			G			A			0.92			0.35			0.57


			NC_010452.4			8319613			intron_variant			TGFB2			T			G			0.93			0.42			0.51


			NC_010452.4			8319615			intron_variant			TGFB2			A			C			0.93			0.42			0.51


			NC_010452.4			8319618			intron_variant			TGFB2			T			C			0.93			0.42			0.51


			NC_010452.4			8320526			intron_variant			TGFB2			T			C			0.89			0.38			0.51


			NC_010452.4			8321433			intron_variant			TGFB2			G			C			0.93			0.42			0.51


			NC_010452.4			8321711			intron_variant			TGFB2			A			G			0.78			0.16			0.62


			NC_010452.4			8322856			intron_variant			TGFB2			T			C			0.86			0.36			0.50


			NC_010452.4			8323397			intron_variant			TGFB2			A			C			0.95			0.15			0.80


			NC_010452.4			8323405			intron_variant			TGFB2			T			C			0.95			0.14			0.81


			NC_010452.4			8324372			intron_variant			TGFB2			T			C			0.94			0.42			0.52


			NC_010452.4			8329242			intron_variant			TGFB2			C			T			0.91			0.24			0.67


			NC_010452.4			8329385			intron_variant			TGFB2			A			T			0.94			0.26			0.68


			NC_010452.4			8329597			intron_variant			TGFB2			C			T			0.88			0.24			0.64


			NC_010452.4			8329716			intron_variant			TGFB2			C			T			0.93			0.32			0.61


			NC_010452.4			8330749			intron_variant			TGFB2			A			G			0.97			0.47			0.50


			NC_010452.4			8331225			intron_variant			TGFB2			C			T			0.69			0.18			0.51


			NC_010452.4			8331379			intron_variant			TGFB2			T			C			0.71			0.13			0.58


			NC_010452.4			8332935			intron_variant			TGFB2			C			T			0.93			0.32			0.61


			NC_010452.4			8332993			intron_variant			TGFB2			C			T			0.99			0.47			0.52


			NC_010452.4			8333200			intron_variant			TGFB2			A			T			0.93			0.03			0.90


			NC_010452.4			8333224			intron_variant			TGFB2			A			G			0.89			0.03			0.86


			NC_010452.4			8333472			intron_variant			TGFB2			T			C			0.99			0.42			0.57


			NC_010451.4			109421374			intron_variant			EZH2			G			C			0.59			0.00


			NC_010452.4			8334048			intron_variant			TGFB2			C			T			0.99			0.47			0.52


			NC_010452.4			8335127			intron_variant			TGFB2			A			C			0.75			0.11			0.64


			NC_010452.4			8335351			intron_variant			TGFB2			A			G			0.87			0.33			0.54


			NC_010452.4			8335352			intron_variant			TGFB2			C			T			0.93			0.33			0.60


			NC_010452.4			8335439			intron_variant			TGFB2			G			A			0.95			0.22			0.73


			NC_010451.4			13822616			5_prime_UTR_variant			TENM4			A			G			0.69			0.13			0.56


			NC_010456.5			43467012			upstream_gene_variant			MYO18B			A			G			0.69			0.11			0.58


			NC_010458.4			37923064			5_prime_UTR_variant			PDE4D			A			G			0.69			0.11			0.58


			NC_010458.4			38182419			5_prime_UTR_variant			PDE4D			C			T			0.69			0.03			0.66


			NC_010449.5			76186090			upstream_gene_variant			MMP14			A			G			0.69			0.05			0.63


			NC_010451.4			109422902			intron_variant			EZH2			T			C			0.62			0.00


			NC_010448.4			120540820			synonymous_variant			FHOD3			T			C			0.69			0.11			0.58


			NC_010451.4			109424092			intron_variant			EZH2			G			A			0.61			0.00


			NC_010451.4			109427404			intron_variant			EZH2			A			G			0.58			0.00


			NC_010449.5			19639656			3_prime_UTR_variant			RIPOR2			T			A			0.68			0.18			0.50


			NC_010456.5			123945292			synonymous_variant			NRAP			C			T			0.68			0.03			0.65


			NC_010458.4			38184227			5_prime_UTR_variant			PDE4D			T			C			0.68			0.03			0.65


			NC_010458.4			39368572			upstream_gene_variant			PDE4D			C			A			0.68			0.08			0.60


			NC_010459.5			48930561			upstream_gene_variant			EYA2			C			G			0.68			0.05			0.63


			NC_010451.4			109427943			intron_variant			EZH2			C			T			0.54			0.00


			NC_010451.4			109428842			splice_region_variant&synonymous_variant			EZH2			A			G			0.53			0.00


			NC_010452.4			8339271			intron_variant			TGFB2			T			C			0.75			0.15			0.60


			NC_010451.4			109433211			intron_variant			EZH2			G			A			0.55			0.00


			NC_010452.4			8340388			intron_variant			TGFB2			A			G			0.88			0.22			0.66


			NC_010452.4			8340561			intron_variant			TGFB2			T			C			0.97			0.35			0.62


			NC_010452.4			8340631			intron_variant			TGFB2			T			C			0.92			0.09			0.83


			NC_010452.4			8340816			intron_variant			TGFB2			T			C			0.88			0.22			0.66


			NC_010452.4			8341218			intron_variant			TGFB2			A			C			0.64			0.09			0.55


			NC_010452.4			8341466			intron_variant			TGFB2			G			C			0.78			0.22			0.56


			NC_010451.4			109433356			intron_variant			EZH2			A			G			0.56			0.00


			NC_010452.4			8341860			intron_variant			TGFB2			T			C			0.90			0.26			0.64


			NC_010452.4			8341875			intron_variant			TGFB2			A			C			0.85			0.26			0.59


			NC_010452.4			8342167			intron_variant			TGFB2			A			G			0.93			0.19			0.74


			NC_010452.4			8342224			intron_variant			TGFB2			T			C			0.83			0.18			0.65


			NC_010452.4			8342782			intron_variant			TGFB2			C			T			0.78			0.19			0.59


			NC_010452.4			8342828			intron_variant			TGFB2			T			C			0.73			0.18			0.55


			NC_010452.4			8342999			intron_variant			TGFB2			G			A			0.97			0.47			0.50


			NC_010452.4			8343474			intron_variant			TGFB2			C			T			0.87			0.26			0.61


			NC_010452.4			8343483			intron_variant			TGFB2			G			A			0.86			0.26			0.60


			NC_010452.4			8343662			intron_variant			TGFB2			T			C			0.89			0.22			0.67


			NC_010452.4			8343984			intron_variant			TGFB2			A			G			0.89			0.29			0.60


			NC_010452.4			8344103			intron_variant			TGFB2			T			C			0.84			0.28			0.56


			NC_010452.4			8344537			intron_variant			TGFB2			T			A			0.91			0.22			0.69


			NC_010452.4			8344602			intron_variant			TGFB2			A			G			0.80			0.21			0.59


			NC_010452.4			8344757			intron_variant			TGFB2			A			G			0.90			0.26			0.64


			NC_010452.4			8344836			intron_variant			TGFB2			C			T			0.55			0.05			0.50


			NC_010452.4			8344843			intron_variant			TGFB2			C			T			0.92			0.26			0.66


			NC_010452.4			8345015			intron_variant			TGFB2			G			A			0.93			0.28			0.65


			NC_010452.4			8345058			intron_variant			TGFB2			A			G			0.93			0.24			0.69


			NC_010452.4			8345262			intron_variant			TGFB2			T			C			0.78			0.26			0.52


			NC_010452.4			8345307			intron_variant			TGFB2			G			A			0.69			0.17			0.52


			NC_010452.4			8345320			intron_variant			TGFB2			G			C			0.67			0.16			0.51


			NC_010452.4			8345604			intron_variant			TGFB2			T			G			0.68			0.06			0.62


			NC_010452.4			8345623			intron_variant			TGFB2			A			G			0.89			0.06			0.83


			NC_010452.4			8345624			intron_variant			TGFB2			A			G			0.89			0.06			0.83


			NC_010452.4			8345826			intron_variant			TGFB2			T			C			0.92			0.22			0.70


			NC_010452.4			8345889			intron_variant			TGFB2			A			C			0.58			0.08			0.50


			NC_010452.4			8345962			intron_variant			TGFB2			G			A			0.61			0.06			0.55


			NC_010452.4			8346115			intron_variant			TGFB2			A			G			0.89			0.16			0.73


			NC_010452.4			8346164			intron_variant			TGFB2			T			G			0.79			0.25			0.54


			NC_010452.4			8346877			intron_variant			TGFB2			T			C			0.67			0.15			0.52


			NC_010452.4			8346915			intron_variant			TGFB2			A			G			0.90			0.25			0.65


			NC_010452.4			8347023			intron_variant			TGFB2			T			C			0.88			0.21			0.67


			NC_010452.4			8347088			intron_variant			TGFB2			C			T			0.95			0.25			0.70


			NC_010452.4			8347089			intron_variant			TGFB2			A			G			0.95			0.25			0.70


			NC_010452.4			8347390			intron_variant			TGFB2			A			G			0.86			0.32			0.54


			NC_010452.4			8347451			intron_variant			TGFB2			T			G			0.91			0.29			0.62


			NC_010452.4			8347478			intron_variant			TGFB2			A			G			0.62			0.03			0.59


			NC_010452.4			8347649			intron_variant			TGFB2			G			A			0.58			0.03			0.55


			NC_010452.4			8350786			intron_variant			TGFB2			A			G			0.91			0.29			0.62


			NC_010452.4			8350978			intron_variant			TGFB2			G			A			0.94			0.26			0.68


			NC_010452.4			8351082			intron_variant			TGFB2			A			G			0.91			0.28			0.63


			NC_010452.4			8351233			intron_variant			TGFB2			A			G			0.76			0.26			0.50


			NC_010452.4			8351269			intron_variant			TGFB2			T			C			0.82			0.26			0.56


			NC_010452.4			8351399			intron_variant			TGFB2			G			A			0.89			0.24			0.65


			NC_010452.4			8351687			intron_variant			TGFB2			T			C			0.93			0.19			0.74


			NC_010452.4			8352345			intron_variant			TGFB2			C			T			0.93			0.10			0.83


			NC_010452.4			8352778			intron_variant			TGFB2			A			G			0.63			0.10			0.53


			NC_010451.4			109433849			intron_variant			EZH2			C			T			0.55			0.00


			NC_010452.4			8353136			intron_variant			TGFB2			G			T			0.94			0.25			0.69


			NC_010452.4			8353146			intron_variant			TGFB2			G			A			0.86			0.25			0.61


			NC_010452.4			8353242			intron_variant			TGFB2			C			T			0.65			0.09			0.56


			NC_010452.4			8353371			intron_variant			TGFB2			A			C			0.86			0.31			0.55


			NC_010452.4			8353449			intron_variant			TGFB2			A			G			0.62			0.06			0.56


			NC_010452.4			8353644			intron_variant			TGFB2			A			G			0.96			0.19			0.77


			NC_010452.4			8353716			intron_variant			TGFB2			G			A			0.64			0.11			0.53


			NC_010452.4			8353720			intron_variant			TGFB2			C			T			0.91			0.19			0.72


			NC_010452.4			8353942			intron_variant			TGFB2			T			C			0.91			0.22			0.69


			NC_010452.4			8354160			intron_variant			TGFB2			T			G			0.94			0.26			0.68


			NC_010452.4			8354209			intron_variant			TGFB2			A			G			0.91			0.25			0.66


			NC_010452.4			8354353			intron_variant			TGFB2			G			A			0.93			0.26			0.67


			NC_010452.4			8354729			intron_variant			TGFB2			T			C			0.93			0.29			0.64


			NC_010452.4			8355089			intron_variant			TGFB2			A			G			0.95			0.29			0.66


			NC_010452.4			8355300			intron_variant			TGFB2			C			T			0.60			0.08			0.52


			NC_010452.4			8355338			intron_variant			TGFB2			C			T			0.87			0.29			0.58


			NC_010452.4			8355340			intron_variant			TGFB2			T			C			0.87			0.29			0.58


			NC_010452.4			8355387			intron_variant			TGFB2			C			T			0.76			0.08			0.68


			NC_010452.4			8355434			intron_variant			TGFB2			T			A			0.92			0.26			0.66


			NC_010452.4			8355736			intron_variant			TGFB2			A			G			0.65			0.05			0.60


			NC_010452.4			8355757			intron_variant			TGFB2			C			T			0.87			0.29			0.58


			NC_010452.4			8355807			intron_variant			TGFB2			A			C			0.68			0.08			0.60


			NC_010452.4			8355834			intron_variant			TGFB2			T			C			0.86			0.25			0.61


			NC_010452.4			8355975			intron_variant			TGFB2			C			T			0.93			0.31			0.62


			NC_010451.4			109436352			intron_variant			EZH2			C			T			0.52			0.00


			NC_010452.4			8356185			intron_variant			TGFB2			G			A			0.88			0.10			0.78


			NC_010452.4			8356195			intron_variant			TGFB2			G			A			0.68			0.10			0.58


			NC_010452.4			8356209			intron_variant			TGFB2			C			T			0.85			0.13			0.72


			NC_010452.4			8356336			intron_variant			TGFB2			C			T			0.92			0.11			0.81


			NC_010452.4			8356370			intron_variant			TGFB2			T			C			0.88			0.26			0.62


			NC_010452.4			8356738			intron_variant			TGFB2			T			C			0.89			0.19			0.70


			NC_010452.4			8358102			intron_variant			TGFB2			T			G			0.86			0.24			0.62


			NC_010452.4			8358107			intron_variant			TGFB2			A			G			0.72			0.03			0.69


			NC_010452.4			8358233			intron_variant			TGFB2			T			C			0.91			0.24			0.67


			NC_010452.4			8358236			intron_variant			TGFB2			C			G			0.91			0.24			0.67


			NC_010452.4			8358522			intron_variant			TGFB2			T			A			0.63			0.03			0.60


			NC_010452.4			8358756			intron_variant			TGFB2			A			G			0.91			0.24			0.67


			NC_010452.4			8358773			intron_variant			TGFB2			T			C			0.89			0.19			0.70


			NC_010452.4			8358780			intron_variant			TGFB2			G			A			0.88			0.19			0.69


			NC_010452.4			8358784			intron_variant			TGFB2			A			G			0.89			0.19			0.70


			NC_010452.4			8358965			intron_variant			TGFB2			T			C			0.69			0.18			0.51


			NC_010451.4			109437501			intron_variant			EZH2			C			T			0.56			0.00


			NC_010452.4			8359032			intron_variant			TGFB2			C			T			0.73			0.18			0.55


			NC_010452.4			8359080			intron_variant			TGFB2			A			C			0.82			0.28			0.54


			NC_010452.4			8361572			intron_variant			TGFB2			G			T			0.89			0.32			0.57


			NC_010452.4			8363938			intron_variant			TGFB2			G			A			0.14			0.66			0.52


			NC_010452.4			8363984			intron_variant			TGFB2			T			C			0.58			0.08			0.50


			NC_010452.4			8364195			intron_variant			TGFB2			C			T			0.53			0.03			0.50


			NC_010451.4			109440814			intron_variant			EZH2			G			A			0.56			0.00


			NC_010452.4			8364481			intron_variant			TGFB2			T			C			0.95			0.31			0.64


			NC_010452.4			8365141			intron_variant			TGFB2			T			C			0.89			0.34			0.55


			NC_010452.4			8365182			intron_variant			TGFB2			T			G			0.93			0.26			0.67


			NC_010452.4			8365203			intron_variant			TGFB2			T			A			0.93			0.26			0.67


			NC_010452.4			8366235			intron_variant			TGFB2			G			A			0.87			0.34			0.53


			NC_010452.4			8366347			intron_variant			TGFB2			T			C			0.76			0.25			0.51


			NC_010452.4			8366485			intron_variant			TGFB2			G			A			0.91			0.28			0.63


			NC_010452.4			8366890			intron_variant			TGFB2			G			C			0.93			0.32			0.61


			NC_010452.4			8366979			intron_variant			TGFB2			A			G			0.93			0.31			0.62


			NC_010452.4			8367268			intron_variant			TGFB2			T			C			0.92			0.32			0.60


			NC_010452.4			8367629			intron_variant			TGFB2			C			A			0.81			0.26			0.55


			NC_010452.4			8367680			intron_variant			TGFB2			G			A			0.88			0.29			0.59


			NC_010452.4			8367723			intron_variant			TGFB2			T			C			0.93			0.29			0.64


			NC_010452.4			8367929			intron_variant			TGFB2			T			C			0.92			0.32			0.60


			NC_010452.4			8368303			intron_variant			TGFB2			A			G			0.92			0.32			0.60


			NC_010452.4			8368374			intron_variant			TGFB2			A			G			0.91			0.24			0.67


			NC_010452.4			8368380			intron_variant			TGFB2			C			T			0.81			0.19			0.62


			NC_010452.4			8368383			intron_variant			TGFB2			A			G			0.85			0.16			0.69


			NC_010452.4			8368386			intron_variant			TGFB2			A			G			0.85			0.15			0.70


			NC_010452.4			8368434			intron_variant			TGFB2			T			C			0.86			0.19			0.67


			NC_010452.4			8368558			intron_variant			TGFB2			C			T			0.83			0.31			0.52


			NC_010452.4			8368608			intron_variant			TGFB2			A			G			0.91			0.26			0.65


			NC_010452.4			8368643			intron_variant			TGFB2			G			A			0.79			0.25			0.54


			NC_010452.4			8368668			intron_variant			TGFB2			G			C			0.78			0.18			0.60


			NC_010452.4			8368674			intron_variant			TGFB2			A			G			0.78			0.18			0.60


			NC_010452.4			8368703			intron_variant			TGFB2			C			T			0.78			0.03			0.75


			NC_010451.4			109442206			intron_variant			EZH2			G			A			0.51			0.00


			NC_010452.4			8368836			intron_variant			TGFB2			A			G			0.93			0.32			0.61


			NC_010452.4			8368852			intron_variant			TGFB2			T			C			0.86			0.32			0.54


			NC_010452.4			8368877			intron_variant			TGFB2			G			A			0.91			0.32			0.59


			NC_010452.4			8368938			intron_variant			TGFB2			A			C			0.90			0.26			0.64


			NC_010452.4			8368942			intron_variant			TGFB2			A			C			0.82			0.26			0.56


			NC_010452.4			8369152			intron_variant			TGFB2			G			C			0.93			0.32			0.61


			NC_010452.4			8369306			intron_variant			TGFB2			T			C			0.93			0.32			0.61


			NC_010452.4			8369427			intron_variant			TGFB2			C			T			0.92			0.32			0.60


			NC_010452.4			8369476			intron_variant			TGFB2			A			T			0.92			0.32			0.60


			NC_010452.4			8369523			intron_variant			TGFB2			A			G			0.92			0.29			0.63


			NC_010452.4			8369737			intron_variant			TGFB2			T			A			0.94			0.26			0.68


			NC_010452.4			8369958			intron_variant			TGFB2			A			C			0.80			0.29			0.51


			NC_010451.4			109443790			intron_variant			EZH2			A			G			0.51			0.00


			NC_010452.4			8370170			intron_variant			TGFB2			T			C			0.90			0.21			0.69


			NC_010452.4			8370206			intron_variant			TGFB2			A			G			0.91			0.29			0.62


			NC_010452.4			8370280			intron_variant			TGFB2			A			G			0.90			0.34			0.56


			NC_010452.4			8370771			intron_variant			TGFB2			T			C			0.93			0.35			0.58


			NC_010452.4			8371411			intron_variant			TGFB2			T			C			0.76			0.25			0.51


			NC_010452.4			8371834			intron_variant			TGFB2			C			G			0.83			0.32			0.51


			NC_010452.4			8371856			intron_variant			TGFB2			T			C			0.90			0.34			0.56


			NC_010452.4			8372294			intron_variant			TGFB2			A			G			0.72			0.21			0.51


			NC_010452.4			8372328			intron_variant			TGFB2			G			A			0.73			0.21			0.52


			NC_010452.4			8372356			intron_variant			TGFB2			G			A			0.77			0.21			0.56


			NC_010451.4			109445108			intron_variant			EZH2			A			G			0.53			0.00


			NC_010452.4			8372491			intron_variant			TGFB2			A			G			0.75			0.22			0.53


			NC_010452.4			8373174			intron_variant			TGFB2			G			T			0.88			0.32			0.56


			NC_010452.4			8373342			intron_variant			TGFB2			G			T			0.81			0.26			0.55


			NC_010452.4			8373356			intron_variant			TGFB2			G			A			0.79			0.26			0.53


			NC_010452.4			8373698			intron_variant			TGFB2			T			C			0.89			0.29			0.60


			NC_010452.4			8373776			intron_variant			TGFB2			T			C			0.91			0.26			0.65


			NC_010452.4			8373799			intron_variant			TGFB2			A			G			0.93			0.32			0.61


			NC_010452.4			8375622			intron_variant			TGFB2			T			C			0.94			0.32			0.62


			NC_010452.4			8376539			intron_variant			TGFB2			C			T			0.93			0.32			0.61


			NC_010452.4			8379318			intron_variant			TGFB2			T			C			0.83			0.25			0.58


			NC_010452.4			8379380			intron_variant			TGFB2			T			C			0.83			0.29			0.54


			NC_010452.4			8379521			intron_variant			TGFB2			T			A			0.71			0.21			0.50


			NC_010452.4			8379867			intron_variant			TGFB2			C			T			0.75			0.25			0.50


			NC_010451.4			109445311			intron_variant			EZH2			A			C			0.55			0.00


			NC_010452.4			8379910			intron_variant			TGFB2			A			G			0.74			0.24			0.50


			NC_010452.4			8380230			intron_variant			TGFB2			A			G			0.88			0.24			0.64


			NC_010452.4			8380807			intron_variant			TGFB2			A			G			0.83			0.28			0.55


			NC_010452.4			8380824			intron_variant			TGFB2			G			A			0.93			0.39			0.54


			NC_010452.4			8380852			intron_variant			TGFB2			A			G			0.61			0.11			0.50


			NC_010452.4			8380976			intron_variant			TGFB2			T			C			0.93			0.34			0.59


			NC_010452.4			8381020			intron_variant			TGFB2			T			C			0.92			0.32			0.60


			NC_010452.4			8381059			intron_variant			TGFB2			T			C			0.92			0.32			0.60


			NC_010452.4			8381069			intron_variant			TGFB2			A			G			0.91			0.32			0.59


			NC_010452.4			8381181			intron_variant			TGFB2			A			T			0.92			0.26			0.66


			NC_010452.4			8381200			intron_variant			TGFB2			A			G			0.92			0.29			0.63


			NC_010452.4			8381262			intron_variant			TGFB2			T			C			0.89			0.39			0.50


			NC_010452.4			8381453			intron_variant			TGFB2			T			C			0.85			0.33			0.52


			NC_010452.4			8381735			intron_variant			TGFB2			C			G			0.86			0.32			0.54


			NC_010452.4			8381786			intron_variant			TGFB2			A			G			0.91			0.07			0.84


			NC_010452.4			8381879			intron_variant			TGFB2			T			C			0.91			0.24			0.67


			NC_010452.4			8381983			intron_variant			TGFB2			A			G			0.90			0.32			0.58


			NC_010452.4			8382043			intron_variant			TGFB2			G			A			0.95			0.28			0.67


			NC_010452.4			8383581			intron_variant			TGFB2			C			A			0.70			0.05			0.65


			NC_010452.4			8383667			intron_variant			TGFB2			G			C			0.82			0.29			0.53


			NC_010452.4			8383670			intron_variant			TGFB2			C			T			0.90			0.29			0.61


			NC_010452.4			8383740			intron_variant			TGFB2			C			T			0.90			0.26			0.64


			NC_010452.4			8384102			intron_variant			TGFB2			G			A			0.91			0.26			0.65


			NC_010451.4			109447689			intron_variant			EZH2			A			T			0.52			0.00


			NC_010451.4			109447700			intron_variant			EZH2			T			C			0.51			0.00


			NC_010451.4			109449016			intron_variant			EZH2			G			A			0.54			0.00


			NC_010451.4			109449309			intron_variant			EZH2			G			A			0.52			0.00


			NC_010451.4			109450051			intron_variant			EZH2			T			C			0.51			0.00


			NC_010451.4			109450154			intron_variant			EZH2			G			C			0.51			0.00


			NC_010452.4			8385316			intron_variant			TGFB2			T			C			0.89			0.34			0.55


			NC_010451.4			109450990			downstream_gene_variant			EZH2			A			G			0.57			0.00


			NC_010452.4			8385430			intron_variant			TGFB2			T			C			0.89			0.39			0.50


			NC_010452.4			8386130			intron_variant			TGFB2			C			T			0.95			0.39			0.56


			NC_010452.4			8386140			intron_variant			TGFB2			G			A			0.95			0.39			0.56


			NC_010452.4			8387247			intron_variant			TGFB2			C			T			0.68			0.08			0.60


			NC_010452.4			8387508			intron_variant			TGFB2			G			C			0.89			0.34			0.55


			NC_010452.4			8387530			intron_variant			TGFB2			G			A			0.90			0.34			0.56


			NC_010452.4			8387826			intron_variant			TGFB2			C			G			0.92			0.34			0.58


			NC_010452.4			8388892			intron_variant			TGFB2			G			T			0.57			0.03			0.54


			NC_010451.4			109451042			downstream_gene_variant			EZH2			C			T			0.56			0.00


			NC_010443.5			271269154			5_prime_UTR_variant			PLPP7			G			C			0.67			0.15			0.52


			NC_010452.4			8333977			intron_variant			TGFB2			C			G			0.78			0.00


			NC_010452.4			8336016			upstream_gene_variant			TGFB2			G			C			0.67			0.00


			NC_010443.5			109011601			upstream_gene_variant			TPM1			C			A			0.67			0.03			0.64


			NC_010443.5			271268740			upstream_gene_variant			PLPP7			A			G			0.67			0.09			0.58


			NC_010452.4			8336519			5_prime_UTR_variant			TGFB2			G			A			0.56			0.00


			NC_010452.4			8339917			intron_variant			TGFB2			C			T			0.65			0.00


			NC_010452.4			8341580			intron_variant			TGFB2			T			G			0.51			0.00


			NC_010451.4			13044349			3_prime_UTR_variant			TENM4			C			T			0.67			0.11			0.56


			NC_010457.5			80673609			3_prime_UTR_variant			CHRNA1			G			A			0.67			0.08			0.59


			NC_010452.4			8393265			intron_variant			TGFB2			T			C			0.94			0.26			0.68


			NC_010452.4			8397112			intron_variant			TGFB2			C			T			0.91			0.11			0.80


			NC_010452.4			8397221			intron_variant			TGFB2			C			T			0.85			0.11			0.74


			NC_010452.4			8397488			intron_variant			TGFB2			G			A			0.87			0.08			0.79


			NC_010452.4			8397522			intron_variant			TGFB2			C			G			0.88			0.06			0.82


			NC_010452.4			8397707			intron_variant			TGFB2			G			A			0.92			0.09			0.83


			NC_010452.4			8397794			intron_variant			TGFB2			T			C			0.02			0.79			0.77


			NC_010452.4			8397923			intron_variant			TGFB2			T			C			0.10			0.66			0.56


			NC_010452.4			8397959			intron_variant			TGFB2			T			C			0.02			0.53			0.50


			NC_010452.4			8398440			intron_variant			TGFB2			G			C			0.05			0.55			0.51


			NC_010452.4			8398447			intron_variant			TGFB2			A			G			0.07			0.87			0.80


			NC_010452.4			8398490			intron_variant			TGFB2			G			A			0.06			0.61			0.55


			NC_010452.4			8398782			intron_variant			TGFB2			C			G			0.22			0.76			0.54


			NC_010452.4			8398993			intron_variant			TGFB2			C			T			0.09			0.82			0.72


			NC_010452.4			8399096			intron_variant			TGFB2			T			C			0.33			0.89			0.56


			NC_010452.4			8399666			intron_variant			TGFB2			T			G			0.78			0.11			0.67


			NC_010452.4			8399796			intron_variant			TGFB2			T			G			0.06			0.92			0.86


			NC_010452.4			8400128			intron_variant			TGFB2			T			G			0.75			0.08			0.67


			NC_010452.4			8400967			intron_variant			TGFB2			G			A			0.02			0.53			0.50


			NC_010452.4			8401389			intron_variant			TGFB2			A			T			0.05			0.87			0.82


			NC_010452.4			8401784			intron_variant			TGFB2			C			G			0.06			0.89			0.83


			NC_010452.4			8404092			intron_variant			TGFB2			C			T			0.05			0.63			0.59


			NC_010452.4			8407956			intron_variant			TGFB2			T			C			0.45			1.00			0.55


			NC_010452.4			8407957			intron_variant			TGFB2			G			T			0.45			1.00			0.55


			NC_010452.4			8408137			intron_variant			TGFB2			A			G			0.62			0.03			0.59


			NC_010452.4			8352825			intron_variant			TGFB2			A			G			0.60			0.00


			NC_010452.4			8408238			intron_variant			TGFB2			C			A			0.44			1.00			0.56


			NC_010452.4			8408636			intron_variant			TGFB2			G			C			0.20			0.89			0.68


			NC_010452.4			8408751			intron_variant			TGFB2			G			A			0.11			0.87			0.75


			NC_010452.4			8408782			intron_variant			TGFB2			G			A			0.10			0.87			0.77


			NC_010452.4			8408811			intron_variant			TGFB2			C			T			0.40			1.00			0.60


			NC_010452.4			8408817			intron_variant			TGFB2			G			T			0.06			0.87			0.81


			NC_010452.4			8408932			intron_variant			TGFB2			G			C			0.02			0.87			0.85


			NC_010452.4			8409216			intron_variant			TGFB2			T			C			0.37			0.89			0.52


			NC_010452.4			8409358			intron_variant			TGFB2			C			G			0.05			0.89			0.84


			NC_010452.4			8410240			intron_variant			TGFB2			C			T			0.10			0.87			0.77


			NC_010452.4			8410774			intron_variant			TGFB2			C			T			0.66			0.11			0.55


			NC_010452.4			8410874			intron_variant			TGFB2			C			G			0.64			0.11			0.53


			NC_010452.4			8410921			intron_variant			TGFB2			A			G			0.05			0.89			0.85


			NC_010452.4			8411089			intron_variant			TGFB2			G			A			0.58			0.03			0.55


			NC_010452.4			8411739			intron_variant			TGFB2			T			C			0.20			1.00			0.80


			NC_010452.4			8411774			intron_variant			TGFB2			G			A			0.26			1.00			0.74


			NC_010452.4			8411796			intron_variant			TGFB2			G			A			0.06			0.83			0.77


			NC_010452.4			8411936			intron_variant			TGFB2			C			A			0.05			0.63			0.59


			NC_010452.4			8411972			intron_variant			TGFB2			C			T			0.07			0.61			0.53


			NC_010452.4			8412101			intron_variant			TGFB2			C			T			0.06			0.59			0.53


			NC_010452.4			8412377			intron_variant			TGFB2			T			G			0.28			1.00			0.72


			NC_010452.4			8413286			intron_variant			TGFB2			C			T			0.43			1.00			0.57


			NC_010452.4			8416897			intron_variant			TGFB2			G			A			0.33			0.83			0.50


			NC_010452.4			8417145			intron_variant			TGFB2			A			G			0.02			0.58			0.56


			NC_010452.4			8417324			intron_variant			TGFB2			A			G			0.03			0.82			0.78


			NC_010452.4			8417392			intron_variant			TGFB2			C			T			0.07			0.78			0.71


			NC_010452.4			8417593			intron_variant			TGFB2			G			A			0.17			0.76			0.59


			NC_010452.4			8417735			intron_variant			TGFB2			A			G			0.10			0.71			0.61


			NC_010452.4			8417905			intron_variant			TGFB2			G			A			0.10			0.89			0.79


			NC_010452.4			8418469			intron_variant			TGFB2			G			A			0.28			0.81			0.53


			NC_010452.4			8418702			intron_variant			TGFB2			A			T			0.05			0.89			0.84


			NC_010452.4			8419059			intron_variant			TGFB2			C			T			0.09			0.89			0.80


			NC_010452.4			8419122			intron_variant			TGFB2			A			T			0.06			0.78			0.72


			NC_010452.4			8419459			intron_variant			TGFB2			A			G			0.13			0.89			0.77


			NC_010452.4			8419608			intron_variant			TGFB2			A			T			0.29			0.89			0.60


			NC_010452.4			8419651			intron_variant			TGFB2			A			G			0.11			0.89			0.78


			NC_010452.4			8421952			intron_variant			TGFB2			G			C			0.06			0.89			0.84


			NC_010452.4			8422011			intron_variant			TGFB2			G			T			0.69			0.11			0.58


			NC_010452.4			8422522			intron_variant			TGFB2			C			T			0.05			0.87			0.82


			NC_010452.4			8422733			intron_variant			TGFB2			A			G			0.31			1.00			0.69


			NC_010452.4			8422924			intron_variant			TGFB2			T			C			0.29			1.00			0.71


			NC_010452.4			8422945			intron_variant			TGFB2			C			T			0.32			1.00			0.68


			NC_010452.4			8423280			intron_variant			TGFB2			G			A			0.30			1.00			0.70


			NC_010452.4			8426739			intron_variant			TGFB2			C			G			0.05			0.58			0.53


			NC_010452.4			8430418			intron_variant			TGFB2			T			G			0.03			0.58			0.54


			NC_010452.4			8430538			intron_variant			TGFB2			T			C			0.22			1.00			0.78


			NC_010452.4			8431754			intron_variant			TGFB2			C			A			0.11			0.89			0.79


			NC_010452.4			8434287			intron_variant			TGFB2			C			A			0.02			0.64			0.61


			NC_010452.4			8434298			intron_variant			TGFB2			T			A			0.01			0.64			0.62


			NC_010452.4			8434684			intron_variant			TGFB2			G			A			0.03			0.61			0.57


			NC_010452.4			8434820			intron_variant			TGFB2			C			T			0.02			0.66			0.64


			NC_010459.5			48025173			upstream_gene_variant			TNNC2			C			A			0.67			0.08			0.59


			NC_010460.4			19762411			splice_region_variant&intron_variant			FLNC			C			G			0.67			0.08			0.59


			NC_010460.4			19764118			splice_region_variant&intron_variant			FLNC			A			G			0.67			0.03			0.64


			NC_010452.4			8356148			intron_variant			TGFB2			G			C			0.73			0.00


			NC_010452.4			8359024			intron_variant			TGFB2			A			G			0.54			0.00


			NC_010452.4			23505652			intron_variant			CACNA1S			G			A			0.17			0.85			0.68


			NC_010452.4			8364246			intron_variant			TGFB2			C			*			0.52			0.00


			NC_010452.4			8368768			intron_variant			TGFB2			G			A			0.54			0.00


			NC_010452.4			23506164			intron_variant			CACNA1S			T			C			0.90			0.38			0.52


			NC_010452.4			23506272			intron_variant			CACNA1S			C			T			0.11			0.61			0.50


			NC_010452.4			23506321			intron_variant			CACNA1S			G			T			0.09			0.60			0.51


			NC_010452.4			8370162			intron_variant			TGFB2			A			G			0.57			0.00


			NC_010452.4			23509424			intron_variant			CACNA1S			G			A			0.12			0.63			0.51


			NC_010452.4			23510094			intron_variant			CACNA1S			G			C			0.73			0.16			0.57


			NC_010452.4			23510308			intron_variant			CACNA1S			T			C			0.94			0.41			0.53


			NC_010452.4			8372390			intron_variant			TGFB2			T			C			0.54			0.00


			NC_010452.4			8379898			intron_variant			TGFB2			G			T			0.52			0.00


			NC_010452.4			8384627			intron_variant			TGFB2			G			A			0.56			0.00


			NC_010443.5			271269051			5_prime_UTR_variant			PLPP7			A			C			0.66			0.12			0.54


			NC_010445.4			118011686			3_prime_UTR_variant			SDC1			A			G			0.66			0.03			0.64


			NC_010452.4			8384630			intron_variant			TGFB2			G			A			0.56			0.00


			NC_010452.4			8384884			intron_variant			TGFB2			A			G			0.51			0.00


			NC_010452.4			23514757			intron_variant			CACNA1S			C			A			0.91			0.08			0.83


			NC_010452.4			23514797			intron_variant			CACNA1S			G			C			0.63			0.05			0.58


			NC_010452.4			8384924			intron_variant			TGFB2			C			T			0.54			0.00


			NC_010452.4			8385043			intron_variant			TGFB2			T			C			0.65			0.00


			NC_010452.4			8385047			intron_variant			TGFB2			A			G			0.65			0.00


			NC_010452.4			8385396			intron_variant			TGFB2			C			A			0.60			0.00


			NC_010452.4			23517147			intron_variant			CACNA1S			C			G			0.96			0.15			0.81


			NC_010452.4			23518078			intron_variant			CACNA1S			G			C			0.71			0.21			0.50


			NC_010452.4			8408165			intron_variant			TGFB2			A			G			0.78			0.00


			NC_010452.4			8435786			downstream_gene_variant			TGFB2			G			C			0.52			0.00


			NC_010452.4			8435799			downstream_gene_variant			TGFB2			G			A			0.54			0.00


			NC_010452.4			23520547			intron_variant			CACNA1S			A			G			0.90			0.35			0.55


			NC_010452.4			23520767			intron_variant			CACNA1S			T			C			0.85			0.24			0.61


			NC_010452.4			23525551			intron_variant			CACNA1S			T			C			0.58			0.06			0.52


			NC_010452.4			23528509			intron_variant			CACNA1S			A			G			0.33			0.91			0.58


			NC_010452.4			8436053			downstream_gene_variant			TGFB2			T			G			0.81			0.00


			NC_010452.4			23530809			intron_variant			CACNA1S			C			T			0.70			0.19			0.51


			NC_010452.4			23506011			intron_variant			CACNA1S			T			C			0.64			0.00


			NC_010452.4			23532630			intron_variant			CACNA1S			G			T			0.86			0.31			0.55


			NC_010452.4			23506119			intron_variant			CACNA1S			C			T			0.51			0.00


			NC_010445.4			118008383			missense_variant			SDC1			T			C			0.66			0.03			0.64


			NC_010452.4			23534928			intron_variant			CACNA1S			C			T			0.01			0.53			0.52


			NC_010452.4			23513598			intron_variant			CACNA1S			T			C			0.68			0.00


			NC_010452.4			23513599			intron_variant			CACNA1S			G			A			0.62			0.00


			NC_010452.4			23514110			intron_variant			CACNA1S			C			T			0.83			0.00


			NC_010452.4			23514670			intron_variant			CACNA1S			G			A			0.56			0.00


			NC_010452.4			23514745			intron_variant			CACNA1S			C			A			0.59			0.00


			NC_010452.4			23514847			intron_variant			CACNA1S			G			T			0.57			0.00


			NC_010452.4			23515007			intron_variant			CACNA1S			G			T			0.54			0.00


			NC_010452.4			23538237			intron_variant			CACNA1S			G			A			0.14			1.00			0.86


			NC_010452.4			23516910			intron_variant			CACNA1S			C			T			0.61			0.00


			NC_010452.4			23517078			intron_variant			CACNA1S			G			A			0.84			0.00


			NC_010452.4			23541393			intron_variant			CACNA1S			G			A			0.01			0.66			0.65


			NC_010452.4			23541402			intron_variant			CACNA1S			C			A			0.01			0.66			0.65


			NC_010452.4			23519045			intron_variant			CACNA1S			T			C			0.75			0.00


			NC_010451.4			13044363			3_prime_UTR_variant			TENM4			T			A			0.66			0.11			0.55


			NC_010452.4			23544120			intron_variant			CACNA1S			A			G			0.02			0.63			0.61


			NC_010452.4			23544770			intron_variant			CACNA1S			C			T			0.04			0.61			0.57


			NC_010452.4			23545390			intron_variant			CACNA1S			G			A			0.01			0.66			0.65


			NC_010452.4			23545643			intron_variant			CACNA1S			A			G			0.70			0.03			0.67


			NC_010452.4			23519407			intron_variant			CACNA1S			C			T			0.74			0.00


			NC_010452.4			23519739			intron_variant			CACNA1S			T			C			0.73			0.00


			NC_010452.4			23547648			intron_variant			CACNA1S			G			C			0.96			0.25			0.71


			NC_010452.4			23548766			intron_variant			CACNA1S			T			G			1.00			0.47			0.53


			NC_010452.4			23550289			intron_variant			CACNA1S			T			C			1.00			0.45			0.55


			NC_010452.4			23550348			intron_variant			CACNA1S			A			G			0.81			0.13			0.68


			NC_010452.4			23550891			intron_variant			CACNA1S			C			A			0.69			0.16			0.53


			NC_010452.4			23550902			intron_variant			CACNA1S			G			T			0.71			0.16			0.55


			NC_010452.4			23552115			intron_variant			CACNA1S			T			C			0.82			0.16			0.66


			NC_010452.4			23528514			intron_variant			CACNA1S			G			C			0.55			0.00


			NC_010452.4			23533848			intron_variant			CACNA1S			A			G			0.71			0.00


			NC_010452.4			23554938			intron_variant			CACNA1S			G			A			0.92			0.25			0.67


			NC_010452.4			23533916			splice_region_variant&synonymous_variant			CACNA1S			A			G			0.59			0.00


			NC_010452.4			23536682			intron_variant			CACNA1S			T			C			0.85			0.00


			NC_010452.4			23556552			intron_variant			CACNA1S			G			T			0.00			0.80


			NC_010452.4			23536808			intron_variant			CACNA1S			C			A			0.63			0.00


			NC_010452.4			23536825			intron_variant			CACNA1S			T			C			0.76			0.00


			NC_010452.4			23536953			intron_variant			CACNA1S			C			T			0.67			0.00


			NC_010452.4			23536955			intron_variant			CACNA1S			G			T			0.67			0.00


			NC_010452.4			23536970			intron_variant			CACNA1S			G			A			0.68			0.00


			NC_010452.4			23537543			intron_variant			CACNA1S			A			G			0.57			0.00


			NC_010452.4			23541178			intron_variant			CACNA1S			T			C			0.54			0.00


			NC_010452.4			23541289			intron_variant			CACNA1S			C			T			0.74			0.00


			NC_010452.4			23541882			intron_variant			CACNA1S			G			C			0.72			0.00


			NC_010452.4			23545998			intron_variant			CACNA1S			C			T			0.55			0.00


			NC_010452.4			23547541			intron_variant			CACNA1S			C			A			0.55			0.00


			NC_010452.4			23553784			intron_variant			CACNA1S			G			A			0.62			0.00


			NC_010452.4			23553890			intron_variant			CACNA1S			T			C			0.76			0.00


			NC_010452.4			23555924			intron_variant			CACNA1S			T			C			0.52			0.00


			NC_010452.4			23556347			intron_variant			CACNA1S			C			T			0.53			0.00


			NC_010452.4			23558191			intron_variant			CACNA1S			T			C			0.59			0.00


			NC_010452.4			23558201			intron_variant			CACNA1S			C			G			0.57			0.00


			NC_010452.4			23558218			intron_variant			CACNA1S			C			T			0.60			0.00


			NC_010452.4			23558457			intron_variant			CACNA1S			T			C			0.53			0.00


			NC_010452.4			23558887			intron_variant			CACNA1S			C			T			0.93			0.00


			NC_010452.4			23559015			intron_variant			CACNA1S			A			G			0.94			0.00


			NC_010452.4			23559150			intron_variant			CACNA1S			C			A			0.93			0.00


			NC_010452.4			23559259			intron_variant			CACNA1S			T			C			0.95			0.00


			NC_010452.4			23559268			intron_variant			CACNA1S			G			A			0.94			0.00


			NC_010452.4			23559292			intron_variant			CACNA1S			C			T			0.94			0.00


			NC_010452.4			23559371			intron_variant			CACNA1S			G			A			0.97			0.00


			NC_010452.4			23559388			intron_variant			CACNA1S			A			G			0.96			0.00


			NC_010452.4			23559397			intron_variant			CACNA1S			T			C			0.99			0.00


			NC_010452.4			23559571			intron_variant			CACNA1S			T			C			0.83			0.00


			NC_010452.4			23559601			intron_variant			CACNA1S			G			A			0.83			0.00


			NC_010452.4			23560965			intron_variant			CACNA1S			G			A			0.60			0.00


			NC_010452.4			23561002			intron_variant			CACNA1S			G			C			0.63			0.00


			NC_010452.4			23561168			intron_variant			CACNA1S			A			G			0.51			0.00


			NC_010452.4			23561199			intron_variant			CACNA1S			G			A			0.53			0.00


			NC_010452.4			23561202			intron_variant			CACNA1S			T			C			0.64			0.00


			NC_010452.4			23561230			intron_variant			CACNA1S			C			T			0.65			0.00


			NC_010452.4			23561231			intron_variant			CACNA1S			A			G			0.88			0.00


			NC_010452.4			23561262			intron_variant			CACNA1S			T			C			0.91			0.00


			NC_010452.4			23561354			intron_variant			CACNA1S			T			G			0.70			0.00


			NC_010452.4			23561537			intron_variant			CACNA1S			T			C			0.92			0.00


			NC_010452.4			23561730			intron_variant			CACNA1S			C			A			0.80			0.00


			NC_010452.4			23562127			intron_variant			CACNA1S			G			A			0.64			0.00


			NC_010452.4			23562278			intron_variant			CACNA1S			G			A			0.59			0.00


			NC_010452.4			23562460			intron_variant			CACNA1S			C			T			0.86			0.00


			NC_010452.4			23562576			intron_variant			CACNA1S			T			A			0.70			0.00


			NC_010452.4			23562587			intron_variant			CACNA1S			T			C			0.89			0.00


			NC_010452.4			23562588			intron_variant			CACNA1S			G			A			0.70			0.00


			NC_010452.4			23562598			intron_variant			CACNA1S			C			T			0.62			0.00


			NC_010452.4			23562630			intron_variant			CACNA1S			A			C			0.59			0.00


			NC_010452.4			23563681			intron_variant			CACNA1S			A			G			0.91			0.00


			NC_010452.4			23563744			intron_variant			CACNA1S			A			G			0.92			0.00


			NC_010452.4			23563748			intron_variant			CACNA1S			A			C			0.92			0.00


			NC_010452.4			23564164			intron_variant			CACNA1S			A			G			0.56			0.00


			NC_010452.4			23564192			intron_variant			CACNA1S			G			A			0.56			0.00


			NC_010452.4			23564463			intron_variant			CACNA1S			T			C			0.94			0.00


			NC_010452.4			23564572			intron_variant			CACNA1S			T			G			0.88			0.00


			NC_010452.4			23564801			intron_variant			CACNA1S			A			C			0.55			0.00


			NC_010452.4			23565105			intron_variant			CACNA1S			A			G			0.73			0.00


			NC_010452.4			23565174			intron_variant			CACNA1S			C			G			0.65			0.00


			NC_010452.4			23565175			intron_variant			CACNA1S			C			G			0.65			0.00


			NC_010456.5			43498134			missense_variant			MYO18B			T			C			0.66			0.11			0.55


			NC_010456.5			123932347			synonymous_variant			NRAP			C			T			0.66			0.03			0.63


			NC_010457.5			80676224			synonymous_variant			CHRNA1			G			T			0.66			0.05			0.61


			NC_010448.4			146236692			upstream_gene_variant			PDE4B			G			T			0.66			0.03			0.63


			NC_010452.4			23565235			intron_variant			CACNA1S			T			C			0.78			0.00


			NC_010452.4			23565247			intron_variant			CACNA1S			G			C			0.70			0.00


			NC_010452.4			23751648			intron_variant			TNNT2			C			G			0.14			1.00			0.86


			NC_010452.4			23751656			intron_variant			TNNT2			C			G			0.14			1.00			0.86


			NC_010452.4			23565256			intron_variant			CACNA1S			A			G			0.64			0.00


			NC_010452.4			23751659			intron_variant			TNNT2			C			G			0.13			1.00			0.88


			NC_010452.4			23565383			intron_variant			CACNA1S			C			T			0.55			0.00


			NC_010452.4			23565417			intron_variant			CACNA1S			C			T			0.51			0.00


			NC_010452.4			23751746			intron_variant			TNNT2			T			C			0.77			0.03			0.74


			NC_010452.4			23751771			intron_variant			TNNT2			T			C			0.79			0.03			0.76


			NC_010452.4			23751857			intron_variant			TNNT2			T			C			0.86			0.05			0.81


			NC_010452.4			23751881			intron_variant			TNNT2			C			G			0.09			0.94			0.85


			NC_010452.4			23752146			intron_variant			TNNT2			C			T			0.82			0.03			0.79


			NC_010452.4			23752243			intron_variant			TNNT2			A			G			0.88			0.03			0.85


			NC_010452.4			23565586			intron_variant			CACNA1S			G			A			0.63			0.00


			NC_010449.5			19639322			3_prime_UTR_variant			RIPOR2			T			G			0.66			0.05			0.61


			NC_010452.4			23565629			intron_variant			CACNA1S			G			A			0.66			0.00


			NC_010452.4			23565671			intron_variant			CACNA1S			C			T			0.58			0.00


			NC_010452.4			23565706			intron_variant			CACNA1S			A			G			0.72			0.00


			NC_010452.4			23565742			intron_variant			CACNA1S			T			C			0.61			0.00


			NC_010452.4			23565773			intron_variant			CACNA1S			A			G			0.62			0.00


			NC_010452.4			23565793			intron_variant			CACNA1S			T			C			0.95			0.00


			NC_010452.4			23566125			intron_variant			CACNA1S			G			C			0.96			0.00


			NC_010452.4			23566138			intron_variant			CACNA1S			C			G			0.96			0.00


			NC_010452.4			23753806			intron_variant			TNNT2			C			G			0.17			1.00			0.83


			NC_010452.4			23566299			intron_variant			CACNA1S			A			G			0.67			0.00


			NC_010452.4			23568482			upstream_gene_variant			CACNA1S			G			C			0.95			0.00


			NC_010452.4			23748742			upstream_gene_variant			TNNT2			G			A			0.59			0.00


			NC_010452.4			23754239			intron_variant			TNNT2			A			G			0.11			1.00			0.89


			NC_010452.4			23748786			upstream_gene_variant			TNNT2			C			G			0.57			0.00


			NC_010452.4			23749162			upstream_gene_variant			TNNT2			A			G			0.51			0.00


			NC_010452.4			23757405			intron_variant			TNNT2			C			T			0.72			0.21			0.51


			NC_010452.4			23757615			intron_variant			TNNT2			T			C			0.92			0.19			0.73


			NC_010452.4			23757616			intron_variant			TNNT2			A			G			0.92			0.19			0.73


			NC_010449.5			75704637			downstream_gene_variant			LOC100736765			A			C			0.66			0.08			0.58


			NC_010443.5			271268182			upstream_gene_variant			PLPP7			G			C			0.66			0.16			0.50


			NC_010452.4			23751657			intron_variant			TNNT2			T			A			0.82			0.00


			NC_010452.4			23751665			intron_variant			TNNT2			G			A			0.83			0.00


			NC_010452.4			23751715			intron_variant			TNNT2			A			G			0.76			0.00


			NC_010452.4			23752606			intron_variant			TNNT2			T			C			0.75			0.00


			NC_010452.4			56108502			intron_variant			ITGB1			C			T			0.04			0.56			0.52


			NC_010452.4			56114917			intron_variant			ITGB1			G			A			0.02			0.55			0.53


			NC_010452.4			56121515			intron_variant			ITGB1			T			C			0.02			0.69			0.66


			NC_010452.4			56122741			intron_variant			ITGB1			A			G			0.05			0.58			0.53


			NC_010452.4			56122808			intron_variant			ITGB1			A			C			0.05			0.55			0.51


			NC_010452.4			56126652			intron_variant			ITGB1			A			G			0.14			0.66			0.52


			NC_010452.4			56126671			intron_variant			ITGB1			A			T			0.14			0.66			0.52


			NC_010452.4			56126985			intron_variant			ITGB1			A			G			0.32			0.86			0.54


			NC_010452.4			56127646			intron_variant			ITGB1			C			G			0.05			0.71			0.67


			NC_010452.4			56129127			intron_variant			ITGB1			C			A			0.33			0.84			0.51


			NC_010452.4			56129163			intron_variant			ITGB1			C			G			0.08			0.68			0.60


			NC_010453.5			1558833			intron_variant			FGF9			A			G			0.90			0.05			0.85


			NC_010453.5			1566717			intron_variant			FGF9			T			C			0.91			0.06			0.85


			NC_010453.5			1566865			intron_variant			FGF9			T			C			0.65			0.05			0.60


			NC_010453.5			1568906			intron_variant			FGF9			A			G			0.90			0.05			0.85


			NC_010453.5			1571205			intron_variant			FGF9			C			T			0.04			0.61			0.58


			NC_010453.5			1572339			intron_variant			FGF9			C			T			0.75			0.05			0.70


			NC_010452.4			23753184			splice_region_variant&synonymous_variant			TNNT2			A			G			0.75			0.00


			NC_010452.4			23753272			intron_variant			TNNT2			C			T			0.80			0.00


			NC_010452.4			23753342			intron_variant			TNNT2			C			T			0.76			0.00


			NC_010453.5			1577956			intron_variant			FGF9			C			T			0.07			0.58			0.51


			NC_010453.5			1578027			intron_variant			FGF9			T			C			0.83			0.05			0.78


			NC_010452.4			23753356			intron_variant			TNNT2			G			T			0.76			0.00


			NC_010453.5			1581209			intron_variant			FGF9			T			C			0.63			0.05			0.58


			NC_010452.4			23753461			intron_variant			TNNT2			T			C			0.74			0.00


			NC_010452.4			23753646			intron_variant			TNNT2			T			C			0.76			0.00


			NC_010452.4			23753672			intron_variant			TNNT2			A			G			0.74			0.00


			NC_010453.5			1584586			intergenic_region			FGF9-LOC102165071			T			G			0.55			0.05			0.50


			NC_010453.5			1588051			intergenic_region			FGF9-LOC102165071			T			C			0.71			0.05			0.66


			NC_010453.5			1589221			intergenic_region			FGF9-LOC102165071			A			T			0.73			0.05			0.68


			NC_010453.5			1589379			intergenic_region			FGF9-LOC102165071			T			C			0.74			0.05			0.69


			NC_010453.5			1589851			intergenic_region			FGF9-LOC102165071			T			C			0.75			0.05			0.70


			NC_010453.5			1591169			intergenic_region			FGF9-LOC102165071			C			G			0.65			0.05			0.60


			NC_010453.5			1593016			intergenic_region			FGF9-LOC102165071			T			C			0.84			0.05			0.79


			NC_010453.5			1593320			intergenic_region			FGF9-LOC102165071			A			G			0.86			0.05			0.81


			NC_010453.5			1593406			intergenic_region			FGF9-LOC102165071			G			A			0.86			0.05			0.81


			NC_010452.4			23753675			intron_variant			TNNT2			A			G			0.74			0.00


			NC_010452.4			23753694			intron_variant			TNNT2			A			G			0.74			0.00


			NC_010453.5			1596110			intergenic_region			FGF9-LOC102165071			A			G			0.04			0.55			0.51


			NC_010453.5			1596163			intergenic_region			FGF9-LOC102165071			T			C			0.82			0.05			0.77


			NC_010452.4			23754041			intron_variant			TNNT2			T			G			0.76			0.00


			NC_010452.4			23754100			intron_variant			TNNT2			C			T			0.80			0.00


			NC_010452.4			23754114			intron_variant			TNNT2			C			G			0.78			0.00


			NC_010453.5			1597306			intergenic_region			FGF9-LOC102165071			C			T			0.91			0.05			0.86


			NC_010453.5			1597343			intergenic_region			FGF9-LOC102165071			G			A			0.88			0.05			0.83


			NC_010453.5			1597379			intergenic_region			FGF9-LOC102165071			C			G			0.88			0.05			0.83


			NC_010453.5			1597727			intergenic_region			FGF9-LOC102165071			C			T			0.83			0.05			0.78


			NC_010453.5			1597732			intergenic_region			FGF9-LOC102165071			G			T			0.83			0.05			0.78


			NC_010453.5			1597856			intergenic_region			FGF9-LOC102165071			C			T			0.70			0.06			0.64


			NC_010453.5			1597909			intergenic_region			FGF9-LOC102165071			G			T			0.02			0.56			0.54


			NC_010453.5			1597910			intergenic_region			FGF9-LOC102165071			G			C			0.02			0.56			0.54


			NC_010453.5			1597913			intergenic_region			FGF9-LOC102165071			T			C			0.02			0.56			0.54


			NC_010453.5			1598747			intergenic_region			FGF9-LOC102165071			A			G			0.89			0.05			0.84


			NC_010452.4			23754345			intron_variant			TNNT2			C			T			0.68			0.00


			NC_010453.5			1598825			intergenic_region			FGF9-LOC102165071			G			A			0.88			0.03			0.85


			NC_010453.5			1599550			intergenic_region			FGF9-LOC102165071			T			C			0.92			0.06			0.86


			NC_010453.5			1599670			intergenic_region			FGF9-LOC102165071			C			T			0.89			0.06			0.83


			NC_010453.5			1599734			intergenic_region			FGF9-LOC102165071			G			A			0.85			0.06			0.79


			NC_010453.5			1599768			intergenic_region			FGF9-LOC102165071			T			C			0.86			0.03			0.83


			NC_010453.5			1599815			intergenic_region			FGF9-LOC102165071			T			C			0.87			0.03			0.84


			NC_010453.5			1599866			intergenic_region			FGF9-LOC102165071			G			A			0.82			0.03			0.79


			NC_010453.5			1599904			intergenic_region			FGF9-LOC102165071			C			T			0.86			0.08			0.78


			NC_010453.5			1599959			intergenic_region			FGF9-LOC102165071			T			C			0.85			0.05			0.80


			NC_010453.5			1600050			intergenic_region			FGF9-LOC102165071			T			C			0.90			0.05			0.85


			NC_010453.5			1600076			intergenic_region			FGF9-LOC102165071			C			G			0.90			0.05			0.85


			NC_010453.5			1600087			intergenic_region			FGF9-LOC102165071			G			C			0.82			0.05			0.77


			NC_010453.5			1600133			intergenic_region			FGF9-LOC102165071			G			A			0.88			0.05			0.83


			NC_010453.5			1600140			intergenic_region			FGF9-LOC102165071			T			C			0.90			0.05			0.85


			NC_010453.5			1600225			intergenic_region			FGF9-LOC102165071			G			A			0.02			0.56			0.53


			NC_010453.5			1600226			intergenic_region			FGF9-LOC102165071			G			A			0.02			0.56			0.53


			NC_010453.5			1600229			intergenic_region			FGF9-LOC102165071			T			C			0.02			0.56			0.53


			NC_010453.5			1600399			intergenic_region			FGF9-LOC102165071			C			T			0.04			0.61			0.57


			NC_010453.5			1600818			intergenic_region			FGF9-LOC102165071			C			A			0.92			0.05			0.87


			NC_010453.5			1600897			intergenic_region			FGF9-LOC102165071			C			T			0.92			0.03			0.89


			NC_010453.5			1600909			intergenic_region			FGF9-LOC102165071			C			A			0.92			0.03			0.89


			NC_010453.5			1600939			intergenic_region			FGF9-LOC102165071			A			G			0.90			0.05			0.85


			NC_010453.5			1601882			intergenic_region			FGF9-LOC102165071			T			C			0.60			0.06			0.54


			NC_010453.5			1601988			intergenic_region			FGF9-LOC102165071			T			C			0.90			0.06			0.84


			NC_010452.4			23754456			intron_variant			TNNT2			A			T			0.60			0.00


			NC_010453.5			1572972			intron_variant			FGF9			T			C			0.51			0.00


			NC_010453.5			1574605			intron_variant			FGF9			T			C			0.61			0.00


			NC_010453.5			1577673			intron_variant			FGF9			T			G			0.51			0.00


			NC_010453.5			1579486			intron_variant			FGF9			A			G			0.88			0.00


			NC_010453.5			1603159			intergenic_region			FGF9-LOC102165071			C			G			0.05			0.55			0.50


			NC_010453.5			1581210			intron_variant			FGF9			G			A			0.55			0.00


			NC_010453.5			1581569			intron_variant			FGF9			C			T			0.56			0.00


			NC_010453.5			1604769			intergenic_region			FGF9-LOC102165071			T			C			0.90			0.05			0.85


			NC_010453.5			1605479			intergenic_region			FGF9-LOC102165071			A			G			0.90			0.05			0.85


			NC_010453.5			1583984			intergenic_region			FGF9-LOC102165071			G			T			0.57			0.00


			NC_010453.5			1595372			intergenic_region			FGF9-LOC102165071			G			C			0.81			0.00


			NC_010453.5			1606107			intergenic_region			FGF9-LOC102165071			T			C			0.76			0.03			0.73


			NC_010453.5			1606764			intergenic_region			FGF9-LOC102165071			C			G			0.03			0.58			0.54


			NC_010453.5			1595959			intergenic_region			FGF9-LOC102165071			T			G			0.76			0.00


			NC_010453.5			1596554			intergenic_region			FGF9-LOC102165071			A			G			0.55			0.00


			NC_010453.5			1608369			intergenic_region			FGF9-LOC102165071			T			C			0.78			0.08			0.70


			NC_010453.5			1608383			intergenic_region			FGF9-LOC102165071			G			T			0.91			0.08			0.83


			NC_010453.5			1608497			intergenic_region			FGF9-LOC102165071			G			C			0.63			0.03			0.60


			NC_010453.5			1608706			intergenic_region			FGF9-LOC102165071			T			A			0.58			0.03			0.55


			NC_010453.5			1609098			intergenic_region			FGF9-LOC102165071			A			G			0.80			0.05			0.75


			NC_010453.5			1609117			intergenic_region			FGF9-LOC102165071			T			C			0.69			0.03			0.66


			NC_010453.5			1609437			intergenic_region			FGF9-LOC102165071			A			G			0.83			0.05			0.78


			NC_010453.5			1609631			intergenic_region			FGF9-LOC102165071			T			G			0.90			0.05			0.85


			NC_010453.5			1609653			intergenic_region			FGF9-LOC102165071			A			G			0.90			0.05			0.85


			NC_010453.5			1609916			intergenic_region			FGF9-LOC102165071			G			A			0.60			0.03			0.57


			NC_010453.5			1610238			intergenic_region			FGF9-LOC102165071			A			G			0.93			0.05			0.88


			NC_010453.5			1610345			intergenic_region			FGF9-LOC102165071			G			C			0.93			0.05			0.88


			NC_010453.5			1610621			intergenic_region			FGF9-LOC102165071			A			G			0.91			0.06			0.85


			NC_010453.5			1610803			intergenic_region			FGF9-LOC102165071			C			A			0.66			0.09			0.57


			NC_010453.5			1611131			intergenic_region			FGF9-LOC102165071			A			G			0.78			0.05			0.73


			NC_010453.5			1611143			intergenic_region			FGF9-LOC102165071			A			G			0.88			0.05			0.83


			NC_010453.5			1611269			intergenic_region			FGF9-LOC102165071			A			G			0.67			0.05			0.62


			NC_010453.5			1611331			intergenic_region			FGF9-LOC102165071			T			C			0.68			0.03			0.65


			NC_010453.5			1611431			intergenic_region			FGF9-LOC102165071			C			T			0.91			0.06			0.85


			NC_010453.5			1611551			intergenic_region			FGF9-LOC102165071			T			C			0.90			0.05			0.85


			NC_010453.5			1613127			intergenic_region			FGF9-LOC102165071			G			C			0.65			0.03			0.62


			NC_010453.5			1613707			intergenic_region			FGF9-LOC102165071			C			T			0.63			0.05			0.58


			NC_010453.5			1613738			intergenic_region			FGF9-LOC102165071			T			C			0.89			0.08			0.81


			NC_010453.5			1613799			intergenic_region			FGF9-LOC102165071			G			T			0.58			0.08			0.50


			NC_010453.5			1613911			intergenic_region			FGF9-LOC102165071			A			G			0.62			0.05			0.57


			NC_010453.5			1613946			intergenic_region			FGF9-LOC102165071			C			T			0.56			0.05			0.51


			NC_010453.5			1614526			intergenic_region			FGF9-LOC102165071			A			G			0.65			0.05			0.60


			NC_010453.5			1614562			intergenic_region			FGF9-LOC102165071			A			G			0.67			0.05			0.62


			NC_010453.5			1614569			intergenic_region			FGF9-LOC102165071			T			G			0.67			0.05			0.62


			NC_010453.5			1614828			intergenic_region			FGF9-LOC102165071			C			T			0.03			0.61			0.57


			NC_010453.5			1615353			intergenic_region			FGF9-LOC102165071			A			G			0.03			0.61			0.57


			NC_010453.5			1615662			intergenic_region			FGF9-LOC102165071			G			A			0.02			0.64			0.61


			NC_010453.5			1596891			intergenic_region			FGF9-LOC102165071			T			C			0.88			0.00


			NC_010453.5			1616212			intergenic_region			FGF9-LOC102165071			C			T			0.03			0.61			0.57


			NC_010453.5			1597142			intergenic_region			FGF9-LOC102165071			A			T			0.63			0.00


			NC_010453.5			1598806			intergenic_region			FGF9-LOC102165071			C			T			0.83			0.00


			NC_010453.5			1602118			intergenic_region			FGF9-LOC102165071			T			C			0.94			0.00


			NC_010453.5			1602372			intergenic_region			FGF9-LOC102165071			G			A			0.68			0.00


			NC_010453.5			1602417			intergenic_region			FGF9-LOC102165071			G			A			0.62			0.00


			NC_010453.5			1619509			intergenic_region			FGF9-LOC102165071			C			G			0.91			0.05			0.86


			NC_010453.5			1619596			intergenic_region			FGF9-LOC102165071			C			T			0.83			0.03			0.80


			NC_010453.5			1620326			intergenic_region			FGF9-LOC102165071			C			T			0.12			0.69			0.58


			NC_010453.5			1602652			intergenic_region			FGF9-LOC102165071			T			C			0.59			0.00


			NC_010453.5			1602712			intergenic_region			FGF9-LOC102165071			G			A			0.59			0.00


			NC_010449.5			75704717			downstream_gene_variant			LOC100736765			A			G			0.65			0.11			0.55


			NC_010453.5			1603186			intergenic_region			FGF9-LOC102165071			G			A			0.65			0.00


			NC_010454.4			11665724			intron_variant			PRKAR1A			G			A			0.00			0.50


			NC_010453.5			1603197			intergenic_region			FGF9-LOC102165071			A			G			0.65			0.00


			NC_010453.5			1605514			intergenic_region			FGF9-LOC102165071			A			G			0.66			0.00


			NC_010453.5			1605724			intergenic_region			FGF9-LOC102165071			T			C			0.60			0.00


			NC_010453.5			1606851			intergenic_region			FGF9-LOC102165071			G			A			0.54			0.00


			NC_010453.5			1606862			intergenic_region			FGF9-LOC102165071			T			C			0.51			0.00


			NC_010454.4			11668957			intron_variant			PRKAR1A			T			C			0.00			0.53


			NC_010453.5			1616197			intergenic_region			FGF9-LOC102165071			A			C			0.53			0.00


			NC_010454.4			11669856			intron_variant			PRKAR1A			C			T			0.00			0.53


			NC_010454.4			11670233			intron_variant			PRKAR1A			C			T			0.00			0.60


			NC_010454.4			11671381			intron_variant			PRKAR1A			T			C			0.00			0.53


			NC_010454.4			11671998			intron_variant			PRKAR1A			A			G			0.00			0.53


			NC_010454.4			11672017			intron_variant			PRKAR1A			C			T			0.00			0.53


			NC_010454.4			11672065			intron_variant			PRKAR1A			T			C			0.00			0.53


			NC_010454.4			11673002			intron_variant			PRKAR1A			G			T			0.00			0.50


			NC_010454.4			11673971			intron_variant			PRKAR1A			A			G			0.00			0.53


			NC_010454.4			11675650			intron_variant			PRKAR1A			T			A			0.00			0.53


			NC_010454.4			11675755			intron_variant			PRKAR1A			A			G			0.00			0.55


			NC_010454.4			11676371			intron_variant			PRKAR1A			A			G			0.00			0.53


			NC_010454.4			11676380			intron_variant			PRKAR1A			G			A			0.00			0.53


			NC_010454.4			11677237			intron_variant			PRKAR1A			G			A			0.05			0.55			0.51


			NC_010453.5			1616216			intergenic_region			FGF9-LOC102165071			G			A			0.56			0.00


			NC_010451.4			68492064			upstream_gene_variant			SRI			T			C			0.65			0.08			0.57


			NC_010459.5			35502234			missense_variant			MYLK2			T			G			0.65			0.12			0.53


			NC_010459.5			48024811			upstream_gene_variant			TNNC2			G			A			0.65			0.05			0.60


			NC_010443.5			162174456			upstream_gene_variant			ALPK2			A			G			0.65			0.05			0.60


			NC_010453.5			1616445			intergenic_region			FGF9-LOC102165071			C			A			0.76			0.00


			NC_010454.4			11678973			intron_variant			PRKAR1A			C			G			0.00			0.50


			NC_010454.4			11679015			intron_variant			PRKAR1A			T			C			0.00			0.53


			NC_010454.4			11679117			intron_variant			PRKAR1A			G			A			0.00			0.53


			NC_010454.4			11679139			intron_variant			PRKAR1A			A			G			0.00			0.50


			NC_010454.4			11679221			intron_variant			PRKAR1A			A			T			0.00			0.50


			NC_010453.5			1618159			intergenic_region			FGF9-LOC102165071			T			C			0.52			0.00


			NC_010454.4			11682871			intergenic_region			PRKAR1A-LOC100522461			G			A			0.00			0.53


			NC_010454.4			11683484			intergenic_region			PRKAR1A-LOC100522461			C			T			0.02			0.56			0.53


			NC_010454.4			11683930			intergenic_region			PRKAR1A-LOC100522461			C			T			0.00			0.53


			NC_010454.4			11683950			intergenic_region			PRKAR1A-LOC100522461			C			A			0.00			0.50


			NC_010454.4			11684531			intergenic_region			PRKAR1A-LOC100522461			G			A			0.02			0.53			0.50


			NC_010454.4			11684690			intergenic_region			PRKAR1A-LOC100522461			C			T			0.02			0.53			0.50


			NC_010454.4			11684929			intergenic_region			PRKAR1A-LOC100522461			A			G			0.02			0.55			0.53


			NC_010454.4			11684954			intergenic_region			PRKAR1A-LOC100522461			C			T			0.02			0.53			0.50


			NC_010454.4			11684960			intergenic_region			PRKAR1A-LOC100522461			C			T			0.02			0.53			0.50


			NC_010454.4			11685003			intergenic_region			PRKAR1A-LOC100522461			T			C			0.14			0.66			0.52


			NC_010454.4			11685376			intergenic_region			PRKAR1A-LOC100522461			T			C			0.02			0.53			0.50


			NC_010454.4			11685388			intergenic_region			PRKAR1A-LOC100522461			G			A			0.02			0.53			0.50


			NC_010454.4			11686075			intergenic_region			PRKAR1A-LOC100522461			C			T			0.00			0.50


			NC_010454.4			11686954			intergenic_region			PRKAR1A-LOC100522461			C			T			0.70			0.13			0.57


			NC_010454.4			11687676			intergenic_region			PRKAR1A-LOC100522461			C			T			0.06			0.61			0.55


			NC_010454.4			11687689			intergenic_region			PRKAR1A-LOC100522461			C			G			0.10			0.66			0.56


			NC_010454.4			11687705			intergenic_region			PRKAR1A-LOC100522461			G			A			0.06			0.66			0.60


			NC_010454.4			11688132			intergenic_region			PRKAR1A-LOC100522461			G			C			0.00			0.66


			NC_010454.4			11688180			intergenic_region			PRKAR1A-LOC100522461			G			T			0.00			0.64


			NC_010454.4			11688291			intergenic_region			PRKAR1A-LOC100522461			T			C			0.59			0.08			0.51


			NC_010454.4			11688296			intergenic_region			PRKAR1A-LOC100522461			C			A			0.00			0.50


			NC_010454.4			11688701			intergenic_region			PRKAR1A-LOC100522461			T			C			0.00			0.63


			NC_010454.4			11691520			intergenic_region			PRKAR1A-LOC100522461			C			T			0.62			0.08			0.54


			NC_010454.4			11691578			intergenic_region			PRKAR1A-LOC100522461			T			A			0.03			0.56			0.52


			NC_010453.5			1618160			intergenic_region			FGF9-LOC102165071			C			A			0.52			0.00


			NC_010454.4			11693591			intergenic_region			PRKAR1A-LOC100522461			T			C			0.74			0.13			0.61


			NC_010454.4			11694041			intergenic_region			PRKAR1A-LOC100522461			C			T			0.01			0.67			0.66


			NC_010454.4			11695367			intergenic_region			PRKAR1A-LOC100522461			C			A			0.02			0.58			0.56


			NC_010454.4			11696218			intergenic_region			PRKAR1A-LOC100522461			G			T			0.58			0.08			0.50


			NC_010454.4			11696271			intergenic_region			PRKAR1A-LOC100522461			C			T			0.00			0.50


			NC_010454.4			11697072			intergenic_region			PRKAR1A-LOC100522461			A			G			0.07			0.61			0.54


			NC_010454.4			11697140			intergenic_region			PRKAR1A-LOC100522461			C			T			0.19			0.78			0.58


			NC_010454.4			11697162			intergenic_region			PRKAR1A-LOC100522461			G			A			0.27			0.86			0.59


			NC_010454.4			11699469			intergenic_region			PRKAR1A-LOC100522461			G			A			0.01			0.69			0.68


			NC_010454.4			11701202			intergenic_region			PRKAR1A-LOC100522461			A			T			0.01			0.63			0.62


			NC_010454.4			11702497			intergenic_region			PRKAR1A-LOC100522461			C			T			0.28			0.82			0.54


			NC_010454.4			11702522			intergenic_region			PRKAR1A-LOC100522461			C			T			0.11			0.83			0.73


			NC_010454.4			11703085			intergenic_region			PRKAR1A-LOC100522461			G			C			0.80			0.08			0.72


			NC_010454.4			11703910			intergenic_region			PRKAR1A-LOC100522461			T			C			0.70			0.18			0.52


			NC_010453.5			1619399			intergenic_region			FGF9-LOC102165071			C			T			0.54			0.00


			NC_010454.4			11663767			3_prime_UTR_variant			PRKAR1A			T			C			0.67			0.00


			NC_010454.4			15005304			intron_variant			SCN4A			G			A			0.25			0.75			0.50


			NC_010454.4			15005311			intron_variant			SCN4A			T			C			0.76			0.25			0.51


			NC_010454.4			15005312			intron_variant			SCN4A			G			A			0.76			0.25			0.51


			NC_010454.4			15005313			intron_variant			SCN4A			G			A			0.76			0.25			0.51


			NC_010443.5			128971906			synonymous_variant			CAPN3			A			G			0.65			0.03			0.62


			NC_010454.4			11667291			intron_variant			PRKAR1A			A			C			0.56			0.00


			NC_010454.4			11668304			intron_variant			PRKAR1A			A			C			0.56			0.00


			NC_010454.4			11668305			intron_variant			PRKAR1A			A			G			0.56			0.00


			NC_010454.4			15007696			intron_variant			SCN4A			A			G			0.90			0.13			0.77


			NC_010454.4			15009468			intron_variant			SCN4A			A			G			0.68			0.18			0.50


			NC_010454.4			15009881			intron_variant			SCN4A			C			T			0.58			0.05			0.53


			NC_010454.4			15009900			intron_variant			SCN4A			G			A			0.59			0.05			0.54


			NC_010454.4			15010448			intron_variant			SCN4A			A			G			0.74			0.13			0.61


			NC_010454.4			15010784			intron_variant			SCN4A			A			G			0.92			0.18			0.74


			NC_010454.4			15010787			intron_variant			SCN4A			G			A			0.72			0.05			0.67


			NC_010454.4			15010966			intron_variant			SCN4A			A			G			0.55			0.05			0.50


			NC_010454.4			15011206			intron_variant			SCN4A			A			G			0.85			0.16			0.69


			NC_010454.4			15011384			intron_variant			SCN4A			G			A			0.91			0.17			0.74


			NC_010454.4			15011658			intron_variant			SCN4A			C			G			0.70			0.19			0.51


			NC_010454.4			15012385			intron_variant			SCN4A			G			A			0.76			0.16			0.60


			NC_010454.4			15012660			intron_variant			SCN4A			T			C			0.75			0.18			0.57


			NC_010454.4			15012694			intron_variant			SCN4A			T			C			0.74			0.18			0.56


			NC_010454.4			15012717			intron_variant			SCN4A			T			C			0.74			0.18			0.56


			NC_010454.4			15012820			intron_variant			SCN4A			C			T			0.77			0.18			0.59


			NC_010454.4			15012859			intron_variant			SCN4A			A			G			0.82			0.29			0.53


			NC_010454.4			15013292			intron_variant			SCN4A			G			T			0.93			0.17			0.76


			NC_010454.4			15013294			intron_variant			SCN4A			C			T			0.93			0.17			0.76


			NC_010454.4			15013702			intron_variant			SCN4A			G			A			1.00			0.24			0.76


			NC_010454.4			15014139			intron_variant			SCN4A			C			A			0.88			0.21			0.67


			NC_010454.4			15014799			intron_variant			SCN4A			A			G			1.00			0.24			0.76


			NC_010454.4			15014828			intron_variant			SCN4A			A			G			1.00			0.42			0.58


			NC_010454.4			15015268			intron_variant			SCN4A			T			C			0.91			0.17			0.74


			NC_010454.4			15015358			intron_variant			SCN4A			A			G			0.72			0.21			0.51


			NC_010454.4			15015581			intron_variant			SCN4A			C			T			0.00			0.67


			NC_010454.4			15015588			intron_variant			SCN4A			A			G			0.05			0.79			0.74


			NC_010454.4			15015595			intron_variant			SCN4A			T			C			0.00			0.69


			NC_010454.4			15015606			intron_variant			SCN4A			G			A			1.00			0.22			0.78


			NC_010454.4			15015640			intron_variant			SCN4A			A			G			1.00			0.26			0.74


			NC_010454.4			15016463			intron_variant			SCN4A			A			G			1.00			0.24			0.76


			NC_010454.4			15016542			intron_variant			SCN4A			A			T			0.99			0.18			0.81


			NC_010451.4			13825800			5_prime_UTR_variant			TENM4			A			G			0.64			0.13			0.51


			NC_010454.4			15020004			intron_variant			SCN4A			G			A			1.00			0.37			0.63


			NC_010454.4			15020112			intron_variant			SCN4A			A			G			0.99			0.34			0.65


			NC_010454.4			15020783			intron_variant			SCN4A			C			T			0.66			0.13			0.53


			NC_010454.4			15020911			intron_variant			SCN4A			T			A			0.56			0.05			0.51


			NC_010454.4			15026876			synonymous_variant			SCN4A			G			A			0.64			0.06			0.58


			NC_010454.4			15021439			intron_variant			SCN4A			T			C			0.96			0.29			0.67


			NC_010454.4			15021585			intron_variant			SCN4A			T			C			0.99			0.36			0.63


			NC_010454.4			15021601			intron_variant			SCN4A			T			C			0.83			0.25			0.58


			NC_010454.4			15021608			intron_variant			SCN4A			A			G			0.93			0.29			0.64


			NC_010454.4			15021788			intron_variant			SCN4A			T			G			1.00			0.24			0.76


			NC_010454.4			15021790			intron_variant			SCN4A			G			A			0.58			0.05			0.53


			NC_010454.4			15021799			intron_variant			SCN4A			A			G			1.00			0.25			0.75


			NC_010454.4			15021846			intron_variant			SCN4A			C			T			0.82			0.31			0.51


			NC_010454.4			15021879			intron_variant			SCN4A			A			G			1.00			0.36			0.64


			NC_010454.4			15021929			intron_variant			SCN4A			C			T			0.86			0.22			0.64


			NC_010454.4			15022136			intron_variant			SCN4A			T			C			1.00			0.33			0.67


			NC_010454.4			15022163			intron_variant			SCN4A			G			C			0.79			0.26			0.53


			NC_010454.4			15022440			intron_variant			SCN4A			G			A			0.79			0.22			0.57


			NC_010454.4			15022518			intron_variant			SCN4A			A			C			1.00			0.29			0.71


			NC_010454.4			15022637			intron_variant			SCN4A			G			A			0.65			0.14			0.51


			NC_010454.4			15022638			intron_variant			SCN4A			C			T			0.99			0.29			0.70


			NC_010454.4			15023011			intron_variant			SCN4A			C			T			0.61			0.11			0.50


			NC_010454.4			15023228			intron_variant			SCN4A			T			C			0.99			0.26			0.73


			NC_010454.4			15023402			intron_variant			SCN4A			G			A			0.55			0.05			0.50


			NC_010454.4			15023431			intron_variant			SCN4A			T			C			0.99			0.33			0.66


			NC_010454.4			15023565			intron_variant			SCN4A			C			T			0.85			0.28			0.57


			NC_010454.4			15023645			intron_variant			SCN4A			T			C			0.68			0.13			0.55


			NC_010454.4			15023707			intron_variant			SCN4A			A			G			0.86			0.21			0.65


			NC_010454.4			15023899			intron_variant			SCN4A			A			G			0.85			0.24			0.61


			NC_010454.4			15024139			intron_variant			SCN4A			T			C			0.86			0.36			0.50


			NC_010455.5			140602032			5_prime_UTR_premature_start_codon_gain_variant			POPDC2			C			T			0.64			0.03			0.61


			NC_010454.4			15025636			intron_variant			SCN4A			T			C			0.74			0.14			0.60


			NC_010454.4			15025645			intron_variant			SCN4A			G			A			0.66			0.08			0.58


			NC_010454.4			15025664			intron_variant			SCN4A			C			G			0.67			0.06			0.61


			NC_010454.4			15025670			intron_variant			SCN4A			C			G			0.65			0.06			0.59


			NC_010454.4			15025673			intron_variant			SCN4A			G			A			0.61			0.05			0.56


			NC_010454.4			15025757			intron_variant			SCN4A			C			A			0.81			0.23			0.58


			NC_010454.4			15025781			intron_variant			SCN4A			A			T			0.62			0.07			0.55


			NC_010454.4			15025812			intron_variant			SCN4A			T			G			0.74			0.18			0.56


			NC_010454.4			15025891			intron_variant			SCN4A			C			T			0.71			0.11			0.60


			NC_010454.4			15025941			intron_variant			SCN4A			A			G			0.89			0.21			0.68


			NC_010454.4			15026121			intron_variant			SCN4A			G			A			0.83			0.19			0.64


			NC_010454.4			15026168			intron_variant			SCN4A			G			T			0.07			0.66			0.59


			NC_010454.4			15026223			intron_variant			SCN4A			G			A			0.76			0.16			0.60


			NC_010456.5			123937370			synonymous_variant			NRAP			C			T			0.64			0.03			0.61


			NC_010454.4			15027297			intron_variant			SCN4A			A			G			1.00			0.25			0.75


			NC_010454.4			15028159			intron_variant			SCN4A			T			C			0.92			0.22			0.70


			NC_010454.4			15028221			intron_variant			SCN4A			T			C			1.00			0.21			0.79


			NC_010454.4			15028558			intron_variant			SCN4A			A			G			0.69			0.13			0.56


			NC_010454.4			15029144			intron_variant			SCN4A			C			T			1.00			0.25			0.75


			NC_010454.4			15029654			intron_variant			SCN4A			C			T			1.00			0.26			0.74


			NC_010454.4			15031373			intron_variant			SCN4A			G			A			1.00			0.17			0.83


			NC_010454.4			15032097			intron_variant			SCN4A			T			C			0.72			0.11			0.61


			NC_010454.4			15032133			intron_variant			SCN4A			G			T			1.00			0.21			0.79


			NC_010454.4			15032207			intron_variant			SCN4A			A			G			0.95			0.16			0.79


			NC_010454.4			11668323			intron_variant			PRKAR1A			C			T			0.57			0.00


			NC_010454.4			15032696			intron_variant			SCN4A			A			G			0.97			0.14			0.83


			NC_010454.4			15033542			intron_variant			SCN4A			T			C			0.55			0.05			0.50


			NC_010454.4			15033867			intron_variant			SCN4A			A			G			1.00			0.32			0.68


			NC_010454.4			15033900			intron_variant			SCN4A			A			G			1.00			0.28			0.72


			NC_010454.4			15034205			intron_variant			SCN4A			T			C			0.75			0.11			0.64


			NC_010454.4			15034286			intron_variant			SCN4A			A			G			0.96			0.24			0.72


			NC_010454.4			15034716			intron_variant			SCN4A			G			T			1.00			0.24			0.76


			NC_010454.4			15034732			intron_variant			SCN4A			T			C			0.69			0.08			0.61


			NC_010454.4			15034743			intron_variant			SCN4A			A			G			0.85			0.13			0.72


			NC_010454.4			15034764			intron_variant			SCN4A			G			C			0.94			0.22			0.72


			NC_010454.4			15034782			intron_variant			SCN4A			C			T			0.89			0.13			0.76


			NC_010454.4			15035122			intron_variant			SCN4A			A			G			0.99			0.16			0.83


			NC_010454.4			15035367			intron_variant			SCN4A			A			G			1.00			0.24			0.76


			NC_010457.5			621136			missense_variant			NEB			G			A			0.64			0.11			0.53


			NC_010458.4			38185407			upstream_gene_variant			PDE4D			G			A			0.64			0.03			0.61


			NC_010454.4			15036449			intron_variant			SCN4A			T			C			1.00			0.26			0.74


			NC_010454.4			15037519			intron_variant			SCN4A			A			C			0.78			0.18			0.60


			NC_010458.4			38185443			upstream_gene_variant			PDE4D			T			G			0.64			0.03			0.61


			NC_010454.4			15038978			intron_variant			SCN4A			A			G			1.00			0.19			0.81


			NC_010454.4			15039186			intron_variant			SCN4A			T			G			0.08			0.75			0.68


			NC_010454.4			15039924			intron_variant			SCN4A			G			C			0.64			0.13			0.51


			NC_010458.4			38801074			5_prime_UTR_variant			PDE4D			C			T			0.64			0.09			0.55


			NC_010454.4			15041366			intron_variant			SCN4A			A			G			0.74			0.03			0.71


			NC_010454.4			15041918			intron_variant			SCN4A			G			A			0.67			0.06			0.61


			NC_010454.4			11668743			intron_variant			PRKAR1A			C			T			0.51			0.00


			NC_010454.4			15044328			intron_variant			SCN4A			T			A			0.70			0.11			0.59


			NC_010454.4			15044346			intron_variant			SCN4A			G			A			0.73			0.11			0.62


			NC_010454.4			15044367			intron_variant			SCN4A			G			T			0.68			0.11			0.57


			NC_010454.4			15044412			intron_variant			SCN4A			T			C			0.83			0.22			0.61


			NC_010459.5			48025196			upstream_gene_variant			TNNC2			C			T			0.64			0.08			0.56


			NC_010459.5			57785823			5_prime_UTR_variant			RBM38			T			C			0.64			0.03			0.61


			NC_010454.4			15049186			intergenic_region			SCN4A-CD79B			T			C			0.95			0.09			0.86


			NC_010454.4			15049574			intergenic_region			SCN4A-CD79B			A			G			1.00			0.28			0.72


			NC_010454.4			15050760			intergenic_region			SCN4A-CD79B			C			T			0.00			0.66


			NC_010454.4			15051337			intergenic_region			SCN4A-CD79B			T			G			0.68			0.14			0.54


			NC_010443.5			108993868			3_prime_UTR_variant			TPM1			C			T			0.64			0.11			0.53


			NC_010443.5			162174639			upstream_gene_variant			ALPK2			A			G			0.64			0.06			0.58


			NC_010446.5			110789993			3_prime_UTR_variant			SORT1			A			G			0.64			0.13			0.51


			NC_010448.4			146236938			upstream_gene_variant			PDE4B			A			G			0.64			0.03			0.61


			NC_010454.4			11691925			intergenic_region			PRKAR1A-LOC100522461			C			T			0.59			0.00


			NC_010454.4			15021237			synonymous_variant			SCN4A			C			T			0.53			0.00


			NC_010454.4			15032226			intron_variant			SCN4A			A			C			0.65			0.00


			NC_010454.4			15041962			intron_variant			SCN4A			G			T			0.68			0.00


			NC_010454.4			16773804			upstream_gene_variant			MYL4			G			T			0.57			0.00


			NC_010445.4			17298257			upstream_gene_variant			TRIM72			G			T			0.63			0.03			0.61


			NC_010454.4			16773847			upstream_gene_variant			MYL4			C			A			0.63			0.00


			NC_010454.4			16775966			intron_variant			MYL4			G			A			0.01			0.58			0.57


			NC_010454.4			16776945			intron_variant			MYL4			C			A			0.00			0.55


			NC_010454.4			16777014			intron_variant			MYL4			G			A			0.01			0.55			0.54


			NC_010454.4			16778383			intron_variant			MYL4			G			A			0.53			0.03			0.50


			NC_010454.4			16773925			upstream_gene_variant			MYL4			C			A			0.70			0.00


			NC_010451.4			13823228			5_prime_UTR_variant			TENM4			T			C			0.63			0.13			0.50


			NC_010454.4			16791341			intron_variant			MYL4			C			G			0.98			0.47			0.51


			NC_010451.4			13825121			5_prime_UTR_variant			TENM4			A			G			0.63			0.08			0.55


			NC_010454.4			18566098			intergenic_region			GJC1-ADAM11			T			C			0.86			0.19			0.67


			NC_010456.5			104805503			synonymous_variant			MYOF			A			G			0.63			0.03			0.60


			NC_010457.5			700187			synonymous_variant			NEB			A			G			0.63			0.13			0.50


			NC_010457.5			73665118			upstream_gene_variant			XIRP2			G			A			0.63			0.11			0.52


			NC_010458.4			37924291			5_prime_UTR_variant			PDE4D			T			C			0.63			0.13			0.50


			NC_010458.4			39368687			upstream_gene_variant			PDE4D			A			T			0.63			0.11			0.52


			NC_010460.4			29707217			5_prime_UTR_premature_start_codon_gain_variant			CAV2			T			C			0.63			0.08			0.55


			NC_010448.4			72229919			3_prime_UTR_variant			TNFRSF1B			G			A			0.63			0.11			0.52


			NC_010454.4			16773937			upstream_gene_variant			MYL4			C			A			0.69			0.00


			NC_010448.4			146236763			upstream_gene_variant			PDE4B			T			G			0.63			0.03			0.60


			NC_010454.4			16774380			upstream_gene_variant			MYL4			C			G			0.73			0.00


			NC_010454.4			51936089			intron_variant			CAMTA2			C			G			0.99			0.45			0.54


			NC_010454.4			51936112			intron_variant			CAMTA2			C			A			0.95			0.42			0.53


			NC_010454.4			51936258			intron_variant			CAMTA2			T			C			0.98			0.42			0.56


			NC_010454.4			51942338			intron_variant			CAMTA2			C			G			0.75			0.18			0.57


			NC_010454.4			16774564			upstream_gene_variant			MYL4			G			A			0.79			0.00


			NC_010454.4			16774568			upstream_gene_variant			MYL4			T			G			0.79			0.00


			NC_010454.4			51945139			intron_variant			CAMTA2			A			G			0.78			0.18			0.60


			NC_010454.4			51945193			intron_variant			CAMTA2			A			G			0.82			0.24			0.58


			NC_010454.4			51945279			intron_variant			CAMTA2			T			G			0.95			0.32			0.63


			NC_010454.4			51945359			intron_variant			CAMTA2			G			A			0.82			0.21			0.61


			NC_010454.4			51945416			intron_variant			CAMTA2			A			G			0.79			0.13			0.66


			NC_010454.4			51945674			intron_variant			CAMTA2			A			G			0.95			0.39			0.56


			NC_010454.4			51946438			intron_variant			CAMTA2			T			C			0.94			0.34			0.60


			NC_010454.4			16774572			upstream_gene_variant			MYL4			G			A			0.93			0.00


			NC_010454.4			22653233			upstream_gene_variant			TCAP			C			T			0.51			0.00


			NC_010451.4			13823877			5_prime_UTR_variant			TENM4			A			G			0.62			0.08			0.54


			NC_010454.4			51942753			intron_variant			CAMTA2			C			T			0.64			0.00


			NC_010457.5			80676233			synonymous_variant			CHRNA1			T			A			0.62			0.06			0.56


			NC_010458.4			37922850			5_prime_UTR_variant			PDE4D			A			G			0.62			0.11			0.51


			NC_010458.4			37922851			5_prime_UTR_premature_start_codon_gain_variant			PDE4D			C			A			0.62			0.11			0.51


			NC_010455.5			23339735			intron_variant			SCN5A			A			T			0.10			0.81			0.71


			NC_010455.5			23340249			intron_variant			SCN5A			G			A			0.00			0.50


			NC_010455.5			23341781			intron_variant			SCN5A			G			A			0.01			0.55			0.54


			NC_010455.5			23341948			intron_variant			SCN5A			T			G			0.03			0.82			0.78


			NC_010455.5			23342098			intron_variant			SCN5A			G			A			0.76			0.11			0.65


			NC_010455.5			23342107			intron_variant			SCN5A			T			C			0.74			0.11			0.63


			NC_010455.5			23342145			intron_variant			SCN5A			T			G			0.70			0.13			0.57


			NC_010458.4			39369711			upstream_gene_variant			PDE4D			C			T			0.62			0.11			0.51


			NC_010455.5			23344090			intron_variant			SCN5A			C			T			0.33			0.89			0.57


			NC_010455.5			23344097			intron_variant			SCN5A			C			T			0.32			0.89			0.57


			NC_010455.5			23344170			intron_variant			SCN5A			C			T			0.33			0.94			0.61


			NC_010455.5			23352481			intron_variant			SCN5A			G			A			0.10			0.61			0.50


			NC_010455.5			23352685			intron_variant			SCN5A			G			A			0.06			0.58			0.52


			NC_010455.5			23353572			intron_variant			SCN5A			A			G			0.39			0.89			0.50


			NC_010455.5			23354363			intron_variant			SCN5A			G			A			0.19			0.92			0.73


			NC_010455.5			23354716			intron_variant			SCN5A			T			C			0.29			0.90			0.61


			NC_010455.5			23354808			intron_variant			SCN5A			T			C			0.10			0.61			0.51


			NC_010455.5			23354865			intron_variant			SCN5A			T			C			0.95			0.31			0.64


			NC_010455.5			23355106			intron_variant			SCN5A			A			G			0.38			0.92			0.53


			NC_010455.5			23356312			intron_variant			SCN5A			G			T			0.10			0.67			0.56


			NC_010455.5			23356340			intron_variant			SCN5A			G			A			0.09			0.63			0.54


			NC_010455.5			23356392			intron_variant			SCN5A			G			A			0.15			0.71			0.55


			NC_010455.5			23358846			intron_variant			SCN5A			T			C			0.33			0.87			0.54


			NC_010455.5			23367313			intron_variant			SCN5A			A			G			0.37			0.87			0.50


			NC_010455.5			23367641			intron_variant			SCN5A			T			C			0.36			0.89			0.53


			NC_010455.5			23371362			intron_variant			SCN5A			A			G			0.57			0.03			0.54


			NC_010455.5			23371484			intron_variant			SCN5A			C			T			0.69			0.03			0.66


			NC_010455.5			23371556			intron_variant			SCN5A			G			A			0.68			0.03			0.65


			NC_010455.5			23371603			intron_variant			SCN5A			A			G			0.09			0.63			0.54


			NC_010455.5			23371745			intron_variant			SCN5A			A			G			0.74			0.05			0.69


			NC_010455.5			23371761			intron_variant			SCN5A			C			T			0.60			0.03			0.57


			NC_010455.5			23371840			intron_variant			SCN5A			T			C			0.60			0.03			0.57


			NC_010455.5			23372841			intron_variant			SCN5A			G			A			0.71			0.03			0.68


			NC_010445.4			118011701			3_prime_UTR_variant			SDC1			G			A			0.62			0.03			0.59


			NC_010455.5			23376225			intron_variant			SCN5A			G			C			0.89			0.29			0.60


			NC_010454.4			51943868			intron_variant			CAMTA2			G			A			0.57			0.00


			NC_010455.5			23377352			intron_variant			SCN5A			A			G			0.60			0.06			0.54


			NC_010455.5			23377357			intron_variant			SCN5A			C			G			0.66			0.06			0.60


			NC_010454.4			55160564			intron_variant			LOC110255887			G			A			0.54			0.00


			NC_010455.5			23377340			intron_variant			SCN5A			C			T			0.53			0.00


			NC_010455.5			23377878			intron_variant			SCN5A			C			T			0.65			0.13			0.52


			NC_010455.5			23377826			intron_variant			SCN5A			C			T			0.56			0.00


			NC_010455.5			23377851			intron_variant			SCN5A			A			G			0.54			0.00


			NC_010455.5			23381416			intron_variant			SCN5A			A			C			0.84			0.34			0.50


			NC_010455.5			23377884			intron_variant			SCN5A			C			T			0.56			0.00


			NC_010455.5			23378068			intron_variant			SCN5A			G			A			0.68			0.00


			NC_010455.5			23382352			intron_variant			SCN5A			C			T			0.67			0.13			0.54


			NC_010449.5			75691328			synonymous_variant			LOC100736765			G			A			0.62			0.03			0.59


			NC_010455.5			23381967			intron_variant			SCN5A			T			C			0.51			0.00


			NC_010455.5			23382278			intron_variant			SCN5A			C			T			0.57			0.00


			NC_010455.5			23382811			synonymous_variant			SCN5A			G			A			0.62			0.00


			NC_010455.5			23383790			intron_variant			SCN5A			T			C			0.51			0.00


			NC_010455.5			23384224			intron_variant			SCN5A			T			C			0.54			0.00


			NC_010455.5			23384262			intron_variant			SCN5A			T			G			0.53			0.00


			NC_010455.5			23384650			intron_variant			SCN5A			A			G			0.91			0.34			0.57


			NC_010455.5			23384272			intron_variant			SCN5A			A			G			0.68			0.00


			NC_010455.5			23385820			intron_variant			SCN5A			T			C			0.73			0.22			0.51


			NC_010455.5			23386645			intron_variant			SCN5A			G			A			0.68			0.03			0.65


			NC_010455.5			23386728			intron_variant			SCN5A			T			C			0.78			0.28			0.50


			NC_010455.5			23389009			intron_variant			SCN5A			G			A			0.93			0.37			0.56


			NC_010455.5			23391958			intron_variant			SCN5A			T			C			0.68			0.03			0.65


			NC_010455.5			23391988			intron_variant			SCN5A			T			C			0.69			0.05			0.64


			NC_010455.5			23392043			intron_variant			SCN5A			A			G			0.74			0.08			0.66


			NC_010455.5			23393979			intron_variant			SCN5A			A			G			0.98			0.45			0.53


			NC_010455.5			23397485			intron_variant			SCN5A			T			G			0.11			0.63			0.52


			NC_010455.5			23397908			intron_variant			SCN5A			T			C			0.63			0.13			0.50


			NC_010455.5			23397951			intron_variant			SCN5A			A			G			0.65			0.05			0.60


			NC_010455.5			23384518			intron_variant			SCN5A			A			G			0.55			0.00


			NC_010455.5			23384533			intron_variant			SCN5A			T			C			0.56			0.00


			NC_010455.5			23384902			intron_variant			SCN5A			T			A			0.56			0.00


			NC_010447.5			47687554			upstream_gene_variant			BHLHE41			G			T			0.62			0.09			0.52


			NC_010455.5			23398284			intron_variant			SCN5A			T			C			0.62			0.00


			NC_010455.5			23398578			intron_variant			SCN5A			C			G			0.10			0.63			0.54


			NC_010455.5			23398852			intron_variant			SCN5A			G			A			0.06			0.66			0.60


			NC_010455.5			23398997			intron_variant			SCN5A			C			A			0.04			0.68			0.65


			NC_010455.5			23399247			intron_variant			SCN5A			G			C			0.03			0.58			0.55


			NC_010455.5			23399363			intron_variant			SCN5A			A			G			0.10			0.66			0.55


			NC_010455.5			23400097			intron_variant			SCN5A			C			A			0.05			0.64			0.59


			NC_010455.5			23400329			intron_variant			SCN5A			T			C			0.93			0.41			0.52


			NC_010455.5			23400806			intron_variant			SCN5A			A			G			0.73			0.03			0.70


			NC_010455.5			23401013			intron_variant			SCN5A			C			T			0.03			0.61			0.58


			NC_010455.5			23401018			intron_variant			SCN5A			G			A			0.03			0.58			0.54


			NC_010455.5			23401689			intron_variant			SCN5A			T			C			0.89			0.26			0.63


			NC_010455.5			23401712			intron_variant			SCN5A			T			C			0.03			0.66			0.63


			NC_010455.5			23398348			intron_variant			SCN5A			T			C			0.62			0.00


			NC_010455.5			23398352			intron_variant			SCN5A			A			G			0.62			0.00


			NC_010455.5			23402464			intron_variant			SCN5A			A			G			0.04			0.58			0.55


			NC_010455.5			23402766			intron_variant			SCN5A			C			T			0.04			0.61			0.57


			NC_010455.5			23403289			intron_variant			SCN5A			C			T			0.02			0.58			0.56


			NC_010455.5			23403351			intron_variant			SCN5A			A			G			0.05			0.58			0.53


			NC_010455.5			23403366			intron_variant			SCN5A			A			G			0.05			0.56			0.51


			NC_010455.5			23403662			intron_variant			SCN5A			G			A			0.03			0.56			0.52


			NC_010455.5			23403765			intron_variant			SCN5A			G			T			0.07			0.66			0.59


			NC_010455.5			23403833			intron_variant			SCN5A			C			T			0.04			0.69			0.66


			NC_010455.5			23403933			intron_variant			SCN5A			A			T			0.03			0.63			0.60


			NC_010455.5			23404377			intron_variant			SCN5A			A			G			0.03			0.56			0.53


			NC_010455.5			23404517			intron_variant			SCN5A			C			T			0.62			0.03			0.59


			NC_010455.5			23404650			intron_variant			SCN5A			C			T			0.05			0.61			0.56


			NC_010455.5			23404660			intron_variant			SCN5A			T			C			0.05			0.61			0.56


			NC_010455.5			23405037			intron_variant			SCN5A			C			T			0.07			0.64			0.57


			NC_010455.5			23405266			intron_variant			SCN5A			C			T			0.73			0.03			0.70


			NC_010455.5			23405994			intron_variant			SCN5A			G			A			0.02			0.53			0.51


			NC_010455.5			23406070			intron_variant			SCN5A			G			A			0.08			0.61			0.53


			NC_010455.5			23406076			intron_variant			SCN5A			C			T			0.05			0.58			0.53


			NC_010455.5			23406358			intron_variant			SCN5A			T			C			0.08			0.68			0.60


			NC_010455.5			23406486			intron_variant			SCN5A			C			T			0.05			0.66			0.61


			NC_010455.5			23406978			intron_variant			SCN5A			G			A			0.06			0.58			0.52


			NC_010455.5			23407660			intron_variant			SCN5A			G			A			0.06			0.63			0.57


			NC_010455.5			23407748			intron_variant			SCN5A			G			A			0.06			0.61			0.55


			NC_010455.5			23407851			intron_variant			SCN5A			C			G			0.07			0.61			0.54


			NC_010455.5			23407872			intron_variant			SCN5A			T			C			0.08			0.61			0.53


			NC_010455.5			23407969			intron_variant			SCN5A			G			A			0.07			0.63			0.56


			NC_010455.5			23408103			intron_variant			SCN5A			T			G			0.05			0.61			0.56


			NC_010455.5			23408834			intron_variant			SCN5A			C			T			0.38			0.97			0.59


			NC_010455.5			23408878			intron_variant			SCN5A			G			A			0.04			0.63			0.59


			NC_010455.5			23409007			intron_variant			SCN5A			C			T			0.53			0.03			0.50


			NC_010455.5			23409089			intron_variant			SCN5A			C			G			0.57			0.03			0.54


			NC_010455.5			23409868			intron_variant			SCN5A			T			C			0.93			0.37			0.56


			NC_010455.5			23409870			intron_variant			SCN5A			A			G			0.88			0.37			0.51


			NC_010455.5			23410373			intron_variant			SCN5A			C			T			0.58			0.03			0.55


			NC_010455.5			23410418			intron_variant			SCN5A			C			T			0.62			0.03			0.59


			NC_010455.5			23410525			intron_variant			SCN5A			T			C			0.94			0.32			0.62


			NC_010455.5			23412394			intron_variant			SCN5A			G			A			0.16			0.67			0.50


			NC_010455.5			23412630			intron_variant			SCN5A			T			C			0.65			0.03			0.62


			NC_010455.5			23412642			intron_variant			SCN5A			T			C			0.02			0.53			0.51


			NC_010455.5			23412837			intron_variant			SCN5A			C			A			0.64			0.03			0.61


			NC_010455.5			23413177			intron_variant			SCN5A			G			A			0.35			0.95			0.59


			NC_010455.5			23413195			intron_variant			SCN5A			A			G			0.29			0.95			0.65


			NC_010455.5			23413392			intron_variant			SCN5A			T			C			0.60			0.03			0.57


			NC_010455.5			23413771			intron_variant			SCN5A			C			A			0.02			0.61			0.58


			NC_010455.5			23413843			intron_variant			SCN5A			G			C			0.06			0.61			0.55


			NC_010455.5			23413895			intron_variant			SCN5A			T			C			0.54			0.03			0.51


			NC_010455.5			23398370			synonymous_variant			SCN5A			C			T			0.62			0.00


			NC_010455.5			23414681			intron_variant			SCN5A			G			A			0.04			0.58			0.55


			NC_010455.5			23415732			intron_variant			SCN5A			G			T			0.02			0.63			0.61


			NC_010455.5			23421192			intron_variant			SCN5A			C			G			0.04			0.61			0.57


			NC_010455.5			23398421			synonymous_variant			SCN5A			C			T			0.63			0.00


			NC_010455.5			23402192			intron_variant			SCN5A			G			C			0.63			0.00


			NC_010455.5			23414680			intron_variant			SCN5A			C			T			0.59			0.00


			NC_010455.5			35574988			intron_variant			CACNA1D			T			C			0.97			0.32			0.65


			NC_010455.5			35575499			intron_variant			CACNA1D			A			G			0.95			0.44			0.51


			NC_010455.5			23421253			intron_variant			SCN5A			C			A			0.87			0.00


			NC_010455.5			35585238			intron_variant			CACNA1D			T			G			0.99			0.47			0.52


			NC_010455.5			35578028			intron_variant			CACNA1D			T			C			0.61			0.00


			NC_010455.5			35627633			intron_variant			CACNA1D			T			C			0.88			0.34			0.54


			NC_010455.5			35628055			intron_variant			CACNA1D			T			C			0.87			0.29			0.58


			NC_010455.5			35628409			intron_variant			CACNA1D			T			C			0.87			0.34			0.53


			NC_010455.5			35628498			intron_variant			CACNA1D			C			T			0.87			0.26			0.61


			NC_010455.5			35630767			intron_variant			CACNA1D			T			C			0.91			0.32			0.59


			NC_010455.5			35634437			intron_variant			CACNA1D			T			G			0.87			0.37			0.50


			NC_010455.5			35638111			intron_variant			CACNA1D			C			A			0.91			0.36			0.55


			NC_010455.5			35639143			intron_variant			CACNA1D			G			A			0.92			0.34			0.58


			NC_010455.5			35639778			intron_variant			CACNA1D			A			C			0.90			0.30			0.60


			NC_010455.5			35642765			intron_variant			CACNA1D			G			T			0.90			0.37			0.53


			NC_010455.5			35642943			intron_variant			CACNA1D			A			G			0.90			0.35			0.55


			NC_010455.5			35662097			intron_variant			CACNA1D			A			C			0.97			0.42			0.55


			NC_010455.5			35665881			intron_variant			CACNA1D			A			G			0.95			0.09			0.86


			NC_010455.5			35667946			intron_variant			CACNA1D			A			G			0.96			0.39			0.57


			NC_010455.5			35671881			intron_variant			CACNA1D			A			G			0.95			0.44			0.51


			NC_010455.5			35671886			intron_variant			CACNA1D			T			C			0.98			0.47			0.51


			NC_010455.5			35683869			intron_variant			CACNA1D			A			G			0.95			0.45			0.50


			NC_010455.5			35686073			intron_variant			CACNA1D			T			C			0.71			0.21			0.50


			NC_010455.5			35692844			intron_variant			CACNA1D			C			T			0.82			0.26			0.56


			NC_010455.5			35693782			intron_variant			CACNA1D			A			G			0.97			0.37			0.60


			NC_010455.5			35694976			intron_variant			CACNA1D			G			T			0.97			0.37			0.60


			NC_010455.5			35695159			intron_variant			CACNA1D			C			G			0.83			0.32			0.51


			NC_010455.5			35695649			intron_variant			CACNA1D			C			G			0.89			0.39			0.50


			NC_010455.5			35698932			intron_variant			CACNA1D			T			C			0.94			0.42			0.52


			NC_010455.5			35700824			intron_variant			CACNA1D			A			G			0.99			0.47			0.52


			NC_010455.5			35702398			intron_variant			CACNA1D			A			C			0.96			0.42			0.54


			NC_010455.5			35704102			intron_variant			CACNA1D			A			G			0.97			0.39			0.58


			NC_010455.5			35704727			intron_variant			CACNA1D			G			C			0.97			0.39			0.58


			NC_010455.5			35704944			intron_variant			CACNA1D			G			C			0.95			0.37			0.58


			NC_010455.5			35704967			intron_variant			CACNA1D			T			C			0.94			0.32			0.62


			NC_010455.5			35705101			intron_variant			CACNA1D			A			G			0.95			0.42			0.53


			NC_010455.5			35705146			intron_variant			CACNA1D			A			G			0.96			0.45			0.51


			NC_010455.5			35705407			intron_variant			CACNA1D			T			C			0.59			0.08			0.51


			NC_010455.5			35594799			intron_variant			CACNA1D			T			C			0.60			0.00


			NC_010455.5			35706880			intron_variant			CACNA1D			G			A			0.97			0.39			0.58


			NC_010455.5			35706911			intron_variant			CACNA1D			A			G			0.97			0.39			0.58


			NC_010455.5			35707507			intron_variant			CACNA1D			T			C			0.95			0.34			0.61


			NC_010455.5			35707704			intron_variant			CACNA1D			T			C			0.96			0.37			0.59


			NC_010455.5			35707739			intron_variant			CACNA1D			C			T			0.91			0.36			0.55


			NC_010455.5			35707805			intron_variant			CACNA1D			G			C			0.90			0.29			0.61


			NC_010455.5			35707826			intron_variant			CACNA1D			T			C			0.95			0.32			0.63


			NC_010455.5			35707837			intron_variant			CACNA1D			A			G			0.89			0.28			0.61


			NC_010455.5			35708656			intron_variant			CACNA1D			A			G			0.93			0.39			0.54


			NC_010455.5			35705472			intron_variant			CACNA1D			A			G			0.60			0.00


			NC_010455.5			35710242			intron_variant			CACNA1D			C			T			0.51			0.00


			NC_010455.5			35713222			intron_variant			CACNA1D			C			T			0.52			0.00


			NC_010455.5			35713292			intron_variant			CACNA1D			C			T			0.53			0.00


			NC_010455.5			35713775			intron_variant			CACNA1D			A			G			0.96			0.42			0.54


			NC_010455.5			35713304			intron_variant			CACNA1D			A			C			0.54			0.00


			NC_010455.5			35713915			intron_variant			CACNA1D			C			T			0.51			0.00


			NC_010455.5			35715347			intron_variant			CACNA1D			C			T			0.95			0.39			0.56


			NC_010455.5			35715759			intron_variant			CACNA1D			T			A			0.91			0.36			0.55


			NC_010455.5			35714920			intron_variant			CACNA1D			A			T			0.59			0.00


			NC_010455.5			35715955			intron_variant			CACNA1D			T			C			0.96			0.24			0.72


			NC_010455.5			35717528			intron_variant			CACNA1D			C			T			0.96			0.44			0.52


			NC_010455.5			35715845			intron_variant			CACNA1D			G			A			0.57			0.00


			NC_010455.5			35718379			intron_variant			CACNA1D			T			C			0.97			0.39			0.58


			NC_010455.5			35717559			intron_variant			CACNA1D			T			G			0.58			0.00


			NC_010455.5			35722069			intron_variant			CACNA1D			G			A			0.98			0.32			0.66


			NC_010455.5			35722071			intron_variant			CACNA1D			G			C			0.98			0.32			0.66


			NC_010455.5			35722273			intron_variant			CACNA1D			C			T			0.91			0.14			0.77


			NC_010455.5			35722926			intron_variant			CACNA1D			A			G			0.93			0.06			0.87


			NC_010455.5			35722980			intron_variant			CACNA1D			T			C			0.94			0.16			0.78


			NC_010455.5			35723869			intron_variant			CACNA1D			C			A			0.97			0.37			0.60


			NC_010455.5			35724103			intron_variant			CACNA1D			C			A			0.97			0.39			0.58


			NC_010455.5			35724164			intron_variant			CACNA1D			A			G			0.94			0.37			0.57


			NC_010455.5			35724271			intron_variant			CACNA1D			C			A			0.95			0.34			0.61


			NC_010455.5			35724359			intron_variant			CACNA1D			A			G			0.98			0.42			0.56


			NC_010455.5			35726153			intron_variant			CACNA1D			C			A			0.97			0.39			0.58


			NC_010455.5			35726338			intron_variant			CACNA1D			A			G			0.95			0.39			0.56


			NC_010455.5			35726357			intron_variant			CACNA1D			A			G			0.94			0.39			0.55


			NC_010455.5			35726387			intron_variant			CACNA1D			G			C			0.95			0.34			0.61


			NC_010455.5			35726471			intron_variant			CACNA1D			G			A			0.96			0.37			0.59


			NC_010455.5			35726483			intron_variant			CACNA1D			G			A			0.96			0.37			0.59


			NC_010455.5			35726604			intron_variant			CACNA1D			G			A			0.95			0.36			0.59


			NC_010455.5			35726616			intron_variant			CACNA1D			A			G			0.95			0.36			0.59


			NC_010455.5			35726692			intron_variant			CACNA1D			A			G			0.97			0.17			0.80


			NC_010455.5			35726696			intron_variant			CACNA1D			T			C			0.97			0.39			0.58


			NC_010455.5			35726697			intron_variant			CACNA1D			G			C			0.97			0.39			0.58


			NC_010455.5			35726706			intron_variant			CACNA1D			C			T			0.94			0.14			0.80


			NC_010455.5			35726748			intron_variant			CACNA1D			C			T			0.96			0.44			0.52


			NC_010455.5			35726754			intron_variant			CACNA1D			C			T			0.96			0.42			0.54


			NC_010455.5			35726818			intron_variant			CACNA1D			C			T			0.94			0.13			0.81


			NC_010455.5			35726868			intron_variant			CACNA1D			G			C			0.92			0.18			0.74


			NC_010455.5			35726872			intron_variant			CACNA1D			T			C			0.96			0.42			0.54


			NC_010455.5			35726925			intron_variant			CACNA1D			C			T			0.97			0.39			0.58


			NC_010455.5			35726952			intron_variant			CACNA1D			A			G			0.96			0.39			0.57


			NC_010455.5			35726954			intron_variant			CACNA1D			G			C			0.96			0.39			0.57


			NC_010455.5			35727012			intron_variant			CACNA1D			C			T			0.95			0.42			0.53


			NC_010455.5			35727410			intron_variant			CACNA1D			T			C			0.95			0.39			0.56


			NC_010455.5			35727424			intron_variant			CACNA1D			G			A			0.91			0.18			0.73


			NC_010455.5			35727452			intron_variant			CACNA1D			C			A			0.93			0.17			0.76


			NC_010455.5			35727537			intron_variant			CACNA1D			C			G			0.94			0.18			0.76


			NC_010455.5			35727577			intron_variant			CACNA1D			A			G			0.97			0.42			0.55


			NC_010455.5			35727667			intron_variant			CACNA1D			T			C			0.91			0.11			0.80


			NC_010455.5			35727699			intron_variant			CACNA1D			T			C			0.94			0.32			0.62


			NC_010455.5			35727901			intron_variant			CACNA1D			C			T			0.98			0.47			0.51


			NC_010455.5			35728062			intron_variant			CACNA1D			G			A			0.95			0.13			0.82


			NC_010455.5			35728498			intron_variant			CACNA1D			T			C			0.96			0.42			0.54


			NC_010455.5			35729408			intron_variant			CACNA1D			G			A			0.96			0.37			0.59


			NC_010455.5			35729411			intron_variant			CACNA1D			G			A			0.92			0.11			0.81


			NC_010455.5			35729517			intron_variant			CACNA1D			A			T			0.99			0.47			0.52


			NC_010455.5			35729553			intron_variant			CACNA1D			T			G			0.96			0.36			0.60


			NC_010455.5			35729833			intron_variant			CACNA1D			A			G			0.95			0.34			0.61


			NC_010455.5			35729862			intron_variant			CACNA1D			C			T			0.97			0.34			0.63


			NC_010455.5			35729867			intron_variant			CACNA1D			G			C			0.97			0.36			0.61


			NC_010455.5			35729884			intron_variant			CACNA1D			A			G			0.94			0.17			0.77


			NC_010455.5			35729900			intron_variant			CACNA1D			C			T			0.95			0.18			0.77


			NC_010455.5			35729931			intron_variant			CACNA1D			C			T			0.95			0.37			0.58


			NC_010455.5			35752044			intron_variant			CACNA1D			C			G			0.20			0.87			0.67


			NC_010455.5			35757676			intron_variant			CACNA1D			G			C			0.98			0.47			0.51


			NC_010455.5			35759248			intron_variant			CACNA1D			A			C			0.72			0.13			0.59


			NC_010455.5			35718623			intron_variant			CACNA1D			G			A			0.60			0.00


			NC_010455.5			35760495			intron_variant			CACNA1D			A			G			0.97			0.18			0.79


			NC_010455.5			35760564			intron_variant			CACNA1D			T			C			0.90			0.34			0.56


			NC_010455.5			35760568			intron_variant			CACNA1D			C			T			0.90			0.34			0.56


			NC_010455.5			35760570			intron_variant			CACNA1D			C			A			0.90			0.34			0.56


			NC_010455.5			35760589			intron_variant			CACNA1D			A			G			0.89			0.37			0.52


			NC_010455.5			35760604			intron_variant			CACNA1D			A			T			0.92			0.42			0.50


			NC_010455.5			35760629			intron_variant			CACNA1D			A			C			0.88			0.34			0.54


			NC_010455.5			35760635			intron_variant			CACNA1D			G			A			0.86			0.34			0.52


			NC_010455.5			35760832			intron_variant			CACNA1D			G			T			0.97			0.33			0.64


			NC_010455.5			35760859			intron_variant			CACNA1D			T			C			0.97			0.47			0.50


			NC_010455.5			35760892			intron_variant			CACNA1D			A			T			0.97			0.36			0.61


			NC_010455.5			35760907			intron_variant			CACNA1D			A			G			0.97			0.36			0.61


			NC_010455.5			35761030			intron_variant			CACNA1D			C			T			0.84			0.34			0.50


			NC_010455.5			35761089			intron_variant			CACNA1D			T			C			0.94			0.39			0.55


			NC_010455.5			35761112			intron_variant			CACNA1D			C			T			0.89			0.32			0.57


			NC_010455.5			35761127			intron_variant			CACNA1D			G			T			0.94			0.32			0.62


			NC_010455.5			35761283			intron_variant			CACNA1D			C			A			0.83			0.32			0.51


			NC_010455.5			35761441			intron_variant			CACNA1D			C			A			0.89			0.34			0.55


			NC_010455.5			35761698			intron_variant			CACNA1D			G			A			0.89			0.26			0.63


			NC_010455.5			35761727			intron_variant			CACNA1D			A			C			0.91			0.06			0.85


			NC_010455.5			35761792			intron_variant			CACNA1D			T			C			0.93			0.31			0.62


			NC_010455.5			35761961			intron_variant			CACNA1D			G			T			0.84			0.24			0.60


			NC_010455.5			35759873			intron_variant			CACNA1D			G			A			0.51			0.00


			NC_010455.5			35762066			intron_variant			CACNA1D			G			A			0.83			0.11			0.72


			NC_010455.5			35762410			intron_variant			CACNA1D			A			C			0.95			0.42			0.53


			NC_010455.5			35762035			intron_variant			CACNA1D			C			T			0.84			0.00


			NC_010455.5			35763076			intron_variant			CACNA1D			A			G			0.98			0.47			0.51


			NC_010455.5			35764095			intron_variant			CACNA1D			T			C			0.88			0.29			0.59


			NC_010455.5			35764119			intron_variant			CACNA1D			T			C			0.86			0.29			0.57


			NC_010455.5			35764208			intron_variant			CACNA1D			A			G			0.84			0.24			0.60


			NC_010455.5			35764520			intron_variant			CACNA1D			A			G			0.86			0.24			0.62


			NC_010455.5			35765117			intron_variant			CACNA1D			T			C			0.84			0.24			0.60


			NC_010455.5			35765274			intron_variant			CACNA1D			T			A			0.99			0.47			0.52


			NC_010455.5			35765376			intron_variant			CACNA1D			T			C			0.99			0.47			0.52


			NC_010455.5			35765555			intron_variant			CACNA1D			C			A			0.89			0.31			0.58


			NC_010455.5			35765629			intron_variant			CACNA1D			C			T			0.92			0.29			0.63


			NC_010455.5			35765661			intron_variant			CACNA1D			C			T			0.93			0.29			0.64


			NC_010455.5			35765674			intron_variant			CACNA1D			G			T			0.95			0.37			0.58


			NC_010455.5			35766039			intron_variant			CACNA1D			C			T			0.92			0.39			0.53


			NC_010455.5			35766147			intron_variant			CACNA1D			A			G			0.87			0.31			0.56


			NC_010455.5			35771048			intron_variant			CACNA1D			C			T			0.83			0.21			0.62


			NC_010455.5			35772327			intron_variant			CACNA1D			G			A			0.89			0.21			0.68


			NC_010455.5			35772411			intron_variant			CACNA1D			G			A			0.83			0.21			0.62


			NC_010455.5			35772673			intron_variant			CACNA1D			G			A			0.83			0.24			0.59


			NC_010455.5			35777167			intron_variant			CACNA1D			G			A			0.74			0.16			0.58


			NC_010455.5			35777538			intron_variant			CACNA1D			T			C			0.76			0.21			0.55


			NC_010455.5			35777938			intron_variant			CACNA1D			G			T			0.69			0.19			0.50


			NC_010455.5			35784831			intron_variant			CACNA1D			A			G			0.93			0.34			0.59


			NC_010455.5			35786158			intron_variant			CACNA1D			A			G			0.93			0.34			0.59


			NC_010455.5			35787527			intron_variant			CACNA1D			T			C			0.91			0.29			0.62


			NC_010455.5			35788066			intron_variant			CACNA1D			A			C			0.90			0.08			0.82


			NC_010455.5			35790155			intron_variant			CACNA1D			G			A			0.91			0.29			0.62


			NC_010455.5			35802077			intron_variant			CACNA1D			A			G			0.58			0.00


			NC_010455.5			35805599			intron_variant			CACNA1D			T			C			0.96			0.44			0.52


			NC_010455.5			35806172			intron_variant			CACNA1D			A			G			0.55			0.05			0.50


			NC_010455.5			35811305			intron_variant			CACNA1D			A			G			0.86			0.34			0.52


			NC_010455.5			35811388			intron_variant			CACNA1D			T			C			0.93			0.39			0.54


			NC_010455.5			35811462			intron_variant			CACNA1D			G			A			0.91			0.37			0.54


			NC_010455.5			35811612			intron_variant			CACNA1D			A			G			0.99			0.29			0.70


			NC_010455.5			35815282			intron_variant			CACNA1D			T			C			0.61			0.11			0.50


			NC_010455.5			35823872			intron_variant			CACNA1D			A			G			0.62			0.11			0.51


			NC_010455.5			35824350			intron_variant			CACNA1D			T			C			0.79			0.29			0.50


			NC_010455.5			35824466			intron_variant			CACNA1D			T			C			0.82			0.29			0.53


			NC_010455.5			35824501			intron_variant			CACNA1D			G			C			0.97			0.34			0.63


			NC_010455.5			35824839			intron_variant			CACNA1D			A			G			0.63			0.08			0.55


			NC_010455.5			35824991			intron_variant			CACNA1D			A			T			0.64			0.08			0.56


			NC_010455.5			35825002			intron_variant			CACNA1D			G			T			0.64			0.08			0.56


			NC_010455.5			35825243			intron_variant			CACNA1D			G			C			0.65			0.08			0.57


			NC_010455.5			35825427			intron_variant			CACNA1D			G			A			0.63			0.08			0.55


			NC_010455.5			35825980			intron_variant			CACNA1D			C			T			0.65			0.08			0.57


			NC_010455.5			35826032			intron_variant			CACNA1D			T			C			0.64			0.08			0.56


			NC_010455.5			35826052			intron_variant			CACNA1D			T			C			0.63			0.08			0.55


			NC_010455.5			35826289			intron_variant			CACNA1D			T			C			0.66			0.08			0.58


			NC_010455.5			35826375			intron_variant			CACNA1D			T			C			0.67			0.08			0.59


			NC_010455.5			35826434			intron_variant			CACNA1D			C			G			0.90			0.37			0.53


			NC_010455.5			35826613			intron_variant			CACNA1D			T			C			0.94			0.37			0.57


			NC_010455.5			35826797			intron_variant			CACNA1D			G			T			0.56			0.00


			NC_010455.5			35826895			intron_variant			CACNA1D			A			G			0.64			0.08			0.56


			NC_010455.5			35826983			intron_variant			CACNA1D			T			G			0.58			0.05			0.53


			NC_010455.5			35828675			intron_variant			CACNA1D			G			A			0.96			0.45			0.51


			NC_010455.5			35829374			intron_variant			CACNA1D			T			C			0.96			0.46			0.50


			NC_010455.5			35829503			intron_variant			CACNA1D			G			A			0.99			0.47			0.52


			NC_010455.5			35830390			intron_variant			CACNA1D			T			G			0.78			0.26			0.52


			NC_010455.5			35831779			intron_variant			CACNA1D			A			G			0.83			0.29			0.54


			NC_010455.5			35838984			intron_variant			CACNA1D			T			C			0.99			0.43			0.56


			NC_010455.5			35846925			intron_variant			CACNA1D			C			T			0.01			0.53			0.51


			NC_010455.5			35847726			intron_variant			CACNA1D			G			T			0.00			0.50


			NC_010455.5			35848231			intron_variant			CACNA1D			A			G			0.96			0.37			0.59


			NC_010455.5			35848574			intron_variant			CACNA1D			A			G			0.89			0.34			0.55


			NC_010455.5			35848799			intron_variant			CACNA1D			C			A			0.87			0.34			0.53


			NC_010455.5			35849010			intron_variant			CACNA1D			G			A			0.01			0.53			0.51


			NC_010455.5			35849347			intron_variant			CACNA1D			G			A			0.01			0.53			0.51


			NC_010455.5			35849352			intron_variant			CACNA1D			C			T			0.01			0.53			0.51


			NC_010455.5			35850226			intron_variant			CACNA1D			G			A			0.01			0.53			0.51


			NC_010455.5			35850275			intron_variant			CACNA1D			C			A			0.01			0.53			0.51


			NC_010455.5			35850314			intron_variant			CACNA1D			G			C			0.96			0.37			0.59


			NC_010455.5			35850939			intron_variant			CACNA1D			C			T			0.01			0.53			0.51


			NC_010455.5			35850961			intron_variant			CACNA1D			G			A			0.01			0.53			0.51


			NC_010455.5			35851278			intron_variant			CACNA1D			G			A			0.00			0.53


			NC_010455.5			35852150			intron_variant			CACNA1D			A			G			0.96			0.32			0.64


			NC_010455.5			35852204			intron_variant			CACNA1D			A			G			0.96			0.33			0.63


			NC_010455.5			35852259			intron_variant			CACNA1D			C			T			0.95			0.37			0.58


			NC_010455.5			35852748			intron_variant			CACNA1D			A			G			0.95			0.37			0.58


			NC_010455.5			35853125			intron_variant			CACNA1D			A			C			0.95			0.37			0.58


			NC_010455.5			35853158			intron_variant			CACNA1D			A			G			0.95			0.36			0.59


			NC_010455.5			35854263			intron_variant			CACNA1D			G			A			0.59			0.08			0.51


			NC_010455.5			35854792			intron_variant			CACNA1D			C			T			0.58			0.08			0.50


			NC_010455.5			35855554			intron_variant			CACNA1D			T			C			0.95			0.37			0.58


			NC_010455.5			35855765			intron_variant			CACNA1D			A			G			0.77			0.08			0.69


			NC_010455.5			35856050			intron_variant			CACNA1D			A			G			0.95			0.37			0.58


			NC_010455.5			35858191			intron_variant			CACNA1D			A			G			0.59			0.06			0.53


			NC_010455.5			35858994			intron_variant			CACNA1D			C			A			0.97			0.39			0.58


			NC_010455.5			35859099			intron_variant			CACNA1D			C			T			0.68			0.09			0.59


			NC_010455.5			35859244			intron_variant			CACNA1D			A			G			0.95			0.31			0.64


			NC_010455.5			35859358			intron_variant			CACNA1D			A			G			0.97			0.26			0.71


			NC_010455.5			35859421			intron_variant			CACNA1D			T			C			0.95			0.34			0.61


			NC_010455.5			35860169			intron_variant			CACNA1D			G			T			0.97			0.37			0.60


			NC_010455.5			35860320			intron_variant			CACNA1D			A			G			0.95			0.34			0.61


			NC_010455.5			35860771			intron_variant			CACNA1D			A			G			0.96			0.37			0.59


			NC_010455.5			35860980			intron_variant			CACNA1D			A			G			0.96			0.32			0.64


			NC_010455.5			35861007			intron_variant			CACNA1D			C			T			0.96			0.37			0.59


			NC_010455.5			35861024			intron_variant			CACNA1D			T			C			0.95			0.37			0.58


			NC_010455.5			35861084			intron_variant			CACNA1D			A			G			0.95			0.39			0.56


			NC_010455.5			35861170			intron_variant			CACNA1D			G			A			0.96			0.39			0.57


			NC_010455.5			35861215			intron_variant			CACNA1D			G			A			0.96			0.37			0.59


			NC_010455.5			35861232			intron_variant			CACNA1D			C			T			0.96			0.37			0.59


			NC_010455.5			35861250			intron_variant			CACNA1D			A			G			0.95			0.37			0.58


			NC_010455.5			35861372			intron_variant			CACNA1D			A			G			0.97			0.36			0.61


			NC_010455.5			35861700			intron_variant			CACNA1D			T			C			0.95			0.39			0.56


			NC_010455.5			35862472			intron_variant			CACNA1D			T			C			0.95			0.37			0.58


			NC_010455.5			35862608			intron_variant			CACNA1D			T			A			0.96			0.15			0.81


			NC_010455.5			35862730			intron_variant			CACNA1D			T			C			0.93			0.29			0.64


			NC_010455.5			35862991			intron_variant			CACNA1D			A			G			0.96			0.31			0.65


			NC_010455.5			35863001			intron_variant			CACNA1D			T			C			0.99			0.32			0.67


			NC_010455.5			35863003			intron_variant			CACNA1D			A			G			0.99			0.29			0.70


			NC_010455.5			35863022			intron_variant			CACNA1D			G			A			0.99			0.29			0.70


			NC_010455.5			35863383			intron_variant			CACNA1D			A			G			0.96			0.32			0.64


			NC_010455.5			35863454			intron_variant			CACNA1D			T			C			0.96			0.32			0.64


			NC_010455.5			35864439			intron_variant			CACNA1D			T			C			0.91			0.32			0.59


			NC_010455.5			35864538			intron_variant			CACNA1D			T			C			0.88			0.34			0.54


			NC_010455.5			35864828			intron_variant			CACNA1D			A			T			0.91			0.34			0.57


			NC_010455.5			35864885			intron_variant			CACNA1D			T			C			0.88			0.32			0.56


			NC_010455.5			35864952			intron_variant			CACNA1D			A			C			0.90			0.34			0.56


			NC_010455.5			35865063			intron_variant			CACNA1D			G			A			0.88			0.34			0.54


			NC_010455.5			35865115			intron_variant			CACNA1D			T			A			0.95			0.34			0.61


			NC_010455.5			35865174			intron_variant			CACNA1D			A			T			0.96			0.34			0.62


			NC_010455.5			35865367			intron_variant			CACNA1D			A			G			0.92			0.34			0.58


			NC_010455.5			35866001			intron_variant			CACNA1D			G			A			0.95			0.34			0.61


			NC_010455.5			35866581			intron_variant			CACNA1D			C			A			0.96			0.34			0.62


			NC_010455.5			35867160			intron_variant			CACNA1D			T			C			0.97			0.34			0.63


			NC_010455.5			35867544			intron_variant			CACNA1D			T			C			0.95			0.32			0.63


			NC_010455.5			35867779			intron_variant			CACNA1D			A			G			0.95			0.34			0.61


			NC_010455.5			35867884			intron_variant			CACNA1D			G			A			0.96			0.34			0.62


			NC_010455.5			35867961			intron_variant			CACNA1D			G			A			0.95			0.18			0.77


			NC_010455.5			35868008			intron_variant			CACNA1D			C			T			0.95			0.00


			NC_010455.5			35868019			intron_variant			CACNA1D			A			G			0.95			0.00


			NC_010455.5			35868064			intron_variant			CACNA1D			A			G			0.94			0.26			0.68


			NC_010455.5			35868741			intron_variant			CACNA1D			T			C			0.95			0.34			0.61


			NC_010455.5			35869770			intron_variant			CACNA1D			A			G			0.90			0.32			0.58


			NC_010455.5			35870698			intron_variant			CACNA1D			G			A			0.93			0.37			0.56


			NC_010455.5			35871382			intron_variant			CACNA1D			G			C			0.87			0.34			0.53


			NC_010455.5			35873761			intron_variant			CACNA1D			T			A			0.56			0.03			0.53


			NC_010455.5			35874193			intron_variant			CACNA1D			A			G			0.73			0.13			0.60


			NC_010455.5			35875516			intron_variant			CACNA1D			A			G			0.71			0.14			0.57


			NC_010455.5			35875545			intron_variant			CACNA1D			A			G			0.73			0.13			0.60


			NC_010455.5			35875598			intron_variant			CACNA1D			G			A			0.73			0.11			0.62


			NC_010455.5			35875727			intron_variant			CACNA1D			A			G			0.89			0.34			0.55


			NC_010455.5			35875800			intron_variant			CACNA1D			G			A			0.88			0.33			0.55


			NC_010455.5			35875821			intron_variant			CACNA1D			A			G			0.87			0.36			0.51


			NC_010455.5			35875849			intron_variant			CACNA1D			C			T			0.87			0.34			0.53


			NC_010455.5			35875966			intron_variant			CACNA1D			T			G			0.90			0.34			0.56


			NC_010455.5			35875986			intron_variant			CACNA1D			T			C			0.90			0.34			0.56


			NC_010455.5			35877620			intron_variant			CACNA1D			C			A			0.89			0.32			0.57


			NC_010455.5			35877794			intron_variant			CACNA1D			A			G			0.90			0.34			0.56


			NC_010455.5			35877891			intron_variant			CACNA1D			A			G			0.89			0.32			0.57


			NC_010455.5			35878078			intron_variant			CACNA1D			A			G			0.87			0.33			0.54


			NC_010455.5			35878278			intron_variant			CACNA1D			G			C			0.90			0.37			0.53


			NC_010455.5			35878287			intron_variant			CACNA1D			A			G			0.92			0.34			0.58


			NC_010455.5			35879037			intron_variant			CACNA1D			G			C			0.91			0.34			0.57


			NC_010455.5			35903453			intron_variant			CACNA1D			A			C			0.95			0.34			0.61


			NC_010455.5			35903640			intron_variant			CACNA1D			G			T			0.96			0.34			0.62


			NC_010455.5			35904750			intron_variant			CACNA1D			T			C			0.98			0.34			0.64


			NC_010455.5			140603884			intron_variant			POPDC2			G			A			0.69			0.00


			NC_010451.4			45499442			upstream_gene_variant			SCN2B			C			T			0.61			0.03			0.58


			NC_010455.5			64934877			intron_variant			LMCD1			G			A			0.00			0.53


			NC_010455.5			64941994			intron_variant			LMCD1			G			C			0.02			0.53			0.50


			NC_010455.5			64942009			intron_variant			LMCD1			A			T			0.02			0.53			0.50


			NC_010455.5			64945827			intron_variant			LMCD1			A			G			0.58			0.06			0.52


			NC_010455.5			64956313			intron_variant			LMCD1			C			T			0.02			0.61			0.58


			NC_010455.5			64956864			intron_variant			LMCD1			A			G			0.20			0.92			0.72


			NC_010455.5			64998136			intergenic_region			LMCD1-SSUH2			G			A			0.88			0.38			0.50


			NC_010455.5			65004885			intergenic_region			LMCD1-SSUH2			A			G			0.96			0.44			0.52


			NC_010455.5			65014797			intergenic_region			LMCD1-SSUH2			C			G			0.00			0.50


			NC_010455.5			65016899			intergenic_region			LMCD1-SSUH2			T			C			0.34			0.91			0.57


			NC_010455.5			65019129			intergenic_region			LMCD1-SSUH2			G			A			0.09			0.92			0.83


			NC_010455.5			65031772			intergenic_region			LMCD1-SSUH2			A			G			0.06			0.92			0.86


			NC_010455.5			65032568			intergenic_region			LMCD1-SSUH2			A			C			0.08			0.89			0.81


			NC_010455.5			65032824			intergenic_region			LMCD1-SSUH2			G			A			0.05			0.55			0.51


			NC_010455.5			65039974			intergenic_region			LMCD1-SSUH2			G			A			0.03			0.58			0.54


			NC_010457.5			80672091			upstream_gene_variant			CHRNA1			A			C			0.61			0.08			0.53


			NC_010458.4			38176339			5_prime_UTR_variant			PDE4D			A			G			0.61			0.03			0.58


			NC_010445.4			118011610			3_prime_UTR_variant			SDC1			T			C			0.61			0.03			0.58


			NC_010455.5			140602770			intron_variant			POPDC2			T			C			0.94			0.03			0.91


			NC_010455.5			140603098			intron_variant			POPDC2			C			T			0.55			0.03			0.52


			NC_010455.5			140603163			intron_variant			POPDC2			G			A			0.97			0.42			0.55


			NC_010455.5			140603340			intron_variant			POPDC2			C			T			0.53			0.03			0.50


			NC_010455.5			140607613			intron_variant			POPDC2			A			G			0.71			0.00


			NC_010455.5			140604640			intron_variant			POPDC2			A			G			0.93			0.41			0.52


			NC_010455.5			140606656			intron_variant			POPDC2			T			C			0.57			0.03			0.54


			NC_010455.5			140607286			intron_variant			POPDC2			C			T			0.70			0.03			0.67


			NC_010455.5			140607477			intron_variant			POPDC2			C			G			0.68			0.03			0.65


			NC_010455.5			140607546			intron_variant			POPDC2			G			C			0.96			0.42			0.54


			NC_010455.5			140608929			intron_variant			POPDC2			T			C			0.97			0.00


			NC_010455.5			140607661			intron_variant			POPDC2			G			A			0.71			0.03			0.68


			NC_010455.5			140607707			intron_variant			POPDC2			T			C			0.66			0.03			0.63


			NC_010455.5			140608643			intron_variant			POPDC2			T			C			0.95			0.03			0.92


			NC_010455.5			140624221			intergenic_region			POPDC2-PLA1A			T			C			0.93			0.00


			NC_010455.5			140608997			intron_variant			POPDC2			T			C			0.69			0.03			0.66


			NC_010455.5			140609135			intron_variant			POPDC2			A			G			0.71			0.03			0.68


			NC_010455.5			140609707			intron_variant			POPDC2			C			T			0.58			0.03			0.55


			NC_010455.5			140610288			intron_variant			POPDC2			T			C			0.69			0.03			0.66


			NC_010455.5			140610458			intron_variant			POPDC2			T			A			0.69			0.03			0.66


			NC_010455.5			140610459			intron_variant			POPDC2			T			A			0.95			0.03			0.92


			NC_010455.5			140610735			intron_variant			POPDC2			A			G			0.73			0.03			0.70


			NC_010455.5			140611176			intron_variant			POPDC2			A			G			0.69			0.03			0.66


			NC_010455.5			140611320			intron_variant			POPDC2			T			C			0.55			0.03			0.52


			NC_010455.5			140612169			intron_variant			POPDC2			G			C			0.70			0.03			0.67


			NC_010455.5			140614840			intron_variant			POPDC2			A			G			0.96			0.45			0.51


			NC_010455.5			140616576			intron_variant			POPDC2			A			C			0.96			0.11			0.85


			NC_010455.5			140617763			intron_variant			POPDC2			A			G			0.76			0.08			0.68


			NC_010455.5			140619330			intron_variant			POPDC2			A			G			0.71			0.05			0.66


			NC_010455.5			140619346			intron_variant			POPDC2			C			T			0.73			0.05			0.68


			NC_010455.5			140625098			intergenic_region			POPDC2-PLA1A			A			G			0.95			0.00


			NC_010455.5			140625610			intergenic_region			POPDC2-PLA1A			G			T			0.95			0.00


			NC_010455.5			140631808			intergenic_region			POPDC2-PLA1A			G			A			0.97			0.00


			NC_010455.5			140626711			intergenic_region			POPDC2-PLA1A			C			T			0.98			0.33			0.65


			NC_010455.5			140628143			intergenic_region			POPDC2-PLA1A			T			C			0.94			0.03			0.91


			NC_010455.5			140629127			intergenic_region			POPDC2-PLA1A			G			A			0.53			0.03			0.50


			NC_010455.5			140629837			intergenic_region			POPDC2-PLA1A			T			C			0.96			0.03			0.93


			NC_010455.5			140631373			intergenic_region			POPDC2-PLA1A			A			G			0.94			0.03			0.91


			NC_010455.5			140631406			intergenic_region			POPDC2-PLA1A			T			C			0.95			0.03			0.92


			NC_010455.5			140631627			intergenic_region			POPDC2-PLA1A			T			C			0.96			0.03			0.93


			NC_010455.5			140633312			intergenic_region			POPDC2-PLA1A			C			T			0.57			0.00


			NC_010455.5			140632108			intergenic_region			POPDC2-PLA1A			G			A			0.79			0.03			0.76


			NC_010455.5			140633592			intergenic_region			POPDC2-PLA1A			C			T			0.58			0.00


			NC_010455.5			140633423			intergenic_region			POPDC2-PLA1A			T			C			0.98			0.03			0.95


			NC_010455.5			140633715			intergenic_region			POPDC2-PLA1A			T			A			0.60			0.00


			NC_010455.5			140634433			intergenic_region			POPDC2-PLA1A			T			C			0.57			0.00


			NC_010455.5			140634477			intergenic_region			POPDC2-PLA1A			G			C			0.52			0.00


			NC_010455.5			140635406			intergenic_region			POPDC2-PLA1A			C			T			0.54			0.00


			NC_010455.5			140635583			intergenic_region			POPDC2-PLA1A			G			A			0.58			0.00


			NC_010455.5			140635960			intergenic_region			POPDC2-PLA1A			G			A			0.67			0.00


			NC_010455.5			140636486			intergenic_region			POPDC2-PLA1A			C			T			0.74			0.00


			NC_010455.5			140636898			intergenic_region			POPDC2-PLA1A			A			C			0.63			0.00


			NC_010455.5			140636504			intergenic_region			POPDC2-PLA1A			C			T			0.87			0.03			0.84


			NC_010455.5			140636924			intergenic_region			POPDC2-PLA1A			A			G			0.64			0.00


			NC_010455.5			140637144			intergenic_region			POPDC2-PLA1A			T			G			0.57			0.00


			NC_010455.5			140637464			intergenic_region			POPDC2-PLA1A			G			C			0.59			0.00


			NC_010455.5			205937377			upstream_gene_variant			PDE9A			T			C			0.83			0.00


			NC_010455.5			205937478			upstream_gene_variant			PDE9A			C			A			0.59			0.00


			NC_010443.5			162178519			upstream_gene_variant			ALPK2			A			G			0.61			0.08			0.53


			NC_010455.5			205937788			upstream_gene_variant			PDE9A			A			C			0.53			0.00


			NC_010443.5			271269077			5_prime_UTR_variant			PLPP7			C			A			0.61			0.07			0.54


			NC_010455.5			205939243			intron_variant			PDE9A			C			A			0.26			0.77			0.51


			NC_010455.5			205939687			intron_variant			PDE9A			G			A			0.18			0.81			0.63


			NC_010455.5			205940095			intron_variant			PDE9A			C			T			0.22			0.76			0.54


			NC_010455.5			205940097			intron_variant			PDE9A			G			A			0.06			0.81			0.74


			NC_010455.5			205940733			intron_variant			PDE9A			T			C			0.24			0.75			0.51


			NC_010455.5			205940848			intron_variant			PDE9A			C			G			0.06			0.72			0.66


			NC_010455.5			205942560			intron_variant			PDE9A			C			A			0.01			0.58			0.57


			NC_010455.5			205943262			intron_variant			PDE9A			A			G			0.00			0.56


			NC_010455.5			205943351			intron_variant			PDE9A			G			A			0.01			0.65			0.64


			NC_010455.5			205943373			intron_variant			PDE9A			G			T			0.69			0.08			0.61


			NC_010455.5			205943399			intron_variant			PDE9A			A			C			0.68			0.09			0.59


			NC_010455.5			205943505			intron_variant			PDE9A			C			T			0.69			0.03			0.66


			NC_010455.5			205943526			intron_variant			PDE9A			T			C			0.74			0.03			0.71


			NC_010455.5			205943531			intron_variant			PDE9A			C			T			0.01			0.57			0.55


			NC_010455.5			205943654			intron_variant			PDE9A			G			A			0.01			0.72			0.71


			NC_010455.5			205943704			intron_variant			PDE9A			C			T			0.00			0.74


			NC_010455.5			205943726			intron_variant			PDE9A			T			G			0.72			0.08			0.64


			NC_010455.5			205943812			intron_variant			PDE9A			A			G			0.76			0.11			0.65


			NC_010455.5			205943996			intron_variant			PDE9A			A			G			0.68			0.11			0.57


			NC_010455.5			205944048			intron_variant			PDE9A			G			A			0.78			0.08			0.70


			NC_010455.5			205944076			intron_variant			PDE9A			A			C			0.74			0.11			0.63


			NC_010455.5			205944142			intron_variant			PDE9A			G			C			0.69			0.09			0.60


			NC_010455.5			205944189			intron_variant			PDE9A			A			G			0.70			0.08			0.62


			NC_010455.5			205944249			intron_variant			PDE9A			A			G			0.74			0.08			0.66


			NC_010455.5			205944311			intron_variant			PDE9A			G			A			0.73			0.08			0.65


			NC_010455.5			205944343			intron_variant			PDE9A			C			T			0.68			0.11			0.57


			NC_010455.5			205944643			intron_variant			PDE9A			G			A			0.72			0.00


			NC_010455.5			205944720			intron_variant			PDE9A			C			G			0.66			0.03			0.63


			NC_010455.5			205944846			intron_variant			PDE9A			G			A			0.68			0.00


			NC_010455.5			205944873			intron_variant			PDE9A			C			T			0.78			0.16			0.62


			NC_010455.5			205944879			intron_variant			PDE9A			A			G			0.91			0.15			0.76


			NC_010455.5			205945084			intron_variant			PDE9A			G			A			0.71			0.03			0.68


			NC_010455.5			205945955			intron_variant			PDE9A			A			G			0.97			0.39			0.58


			NC_010455.5			205946002			intron_variant			PDE9A			A			G			0.85			0.34			0.51


			NC_010455.5			205946015			intron_variant			PDE9A			C			T			0.88			0.34			0.54


			NC_010455.5			205946270			intron_variant			PDE9A			T			G			0.94			0.06			0.88


			NC_010455.5			205947020			intron_variant			PDE9A			G			C			0.97			0.36			0.61


			NC_010455.5			205947085			intron_variant			PDE9A			G			A			0.95			0.28			0.67


			NC_010455.5			205948471			intron_variant			PDE9A			A			G			0.58			0.00


			NC_010455.5			205948481			intron_variant			PDE9A			G			A			0.74			0.00


			NC_010455.5			205948495			intron_variant			PDE9A			A			T			0.76			0.00


			NC_010455.5			205948585			intron_variant			PDE9A			A			G			0.72			0.00


			NC_010455.5			205948641			intron_variant			PDE9A			T			C			0.71			0.00


			NC_010455.5			205948824			intron_variant			PDE9A			C			T			0.70			0.00


			NC_010455.5			205948837			intron_variant			PDE9A			A			G			0.66			0.00


			NC_010455.5			205948940			intron_variant			PDE9A			C			T			0.74			0.00


			NC_010455.5			205949058			intron_variant			PDE9A			A			G			0.87			0.14			0.73


			NC_010455.5			205949102			intron_variant			PDE9A			C			T			0.70			0.00


			NC_010455.5			205949344			intron_variant			PDE9A			G			C			0.74			0.00


			NC_010455.5			205949891			intron_variant			PDE9A			A			G			0.77			0.00


			NC_010455.5			205950132			intron_variant			PDE9A			T			C			0.79			0.25			0.54


			NC_010455.5			205951013			intron_variant			PDE9A			T			C			0.62			0.00


			NC_010455.5			205951609			intron_variant			PDE9A			C			T			0.82			0.00


			NC_010455.5			205952705			intron_variant			PDE9A			G			A			0.78			0.19			0.59


			NC_010455.5			205954010			intron_variant			PDE9A			T			C			0.79			0.00


			NC_010455.5			205954339			intron_variant			PDE9A			G			C			0.85			0.00


			NC_010455.5			205955994			intron_variant			PDE9A			G			A			0.57			0.00


			NC_010455.5			205956010			intron_variant			PDE9A			C			A			0.81			0.00


			NC_010455.5			205956017			intron_variant			PDE9A			T			C			0.75			0.00


			NC_010455.5			205956187			intron_variant			PDE9A			A			G			0.81			0.00


			NC_010455.5			205956264			intron_variant			PDE9A			T			C			0.83			0.00


			NC_010455.5			205958666			intron_variant			PDE9A			T			C			0.63			0.00


			NC_010455.5			205958949			intron_variant			PDE9A			G			T			0.69			0.00


			NC_010455.5			205959114			intron_variant			PDE9A			T			C			0.71			0.14			0.57


			NC_010455.5			205959274			intron_variant			PDE9A			A			G			0.85			0.14			0.71


			NC_010455.5			205959346			intron_variant			PDE9A			G			A			0.60			0.00


			NC_010455.5			205959398			intron_variant			PDE9A			C			A			0.60			0.00


			NC_010455.5			205959457			intron_variant			PDE9A			G			T			0.55			0.00


			NC_010455.5			205959461			intron_variant			PDE9A			A			G			0.57			0.00


			NC_010455.5			205960102			intron_variant			PDE9A			T			C			0.61			0.00


			NC_010455.5			205960595			intron_variant			PDE9A			A			G			0.74			0.13			0.61


			NC_010455.5			205961495			intron_variant			PDE9A			T			C			0.66			0.12			0.54


			NC_010455.5			205966718			intron_variant			PDE9A			G			A			0.21			0.71			0.50


			NC_010443.5			128972861			5_prime_UTR_premature_start_codon_gain_variant			CAPN3			G			A			0.60			0.03			0.58


			NC_010446.5			115819759			synonymous_variant			COL11A1			T			C			0.60			0.03			0.58


			NC_010455.5			205967461			intron_variant			PDE9A			T			A			0.68			0.13			0.55


			NC_010455.5			205967887			intron_variant			PDE9A			G			T			0.98			0.33			0.65


			NC_010455.5			205967057			splice_region_variant&intron_variant			PDE9A			A			C			0.59			0.00


			NC_010455.5			205968180			intron_variant			PDE9A			A			G			0.89			0.36			0.53


			NC_010455.5			205968184			intron_variant			PDE9A			G			A			0.89			0.36			0.53


			NC_010455.5			205968178			intron_variant			PDE9A			C			T			0.73			0.00


			NC_010455.5			205968302			intron_variant			PDE9A			C			T			0.74			0.00


			NC_010455.5			205969890			intron_variant			PDE9A			C			T			0.68			0.00


			NC_010455.5			205972343			intron_variant			PDE9A			T			C			0.71			0.12			0.59


			NC_010455.5			205970058			intron_variant			PDE9A			T			C			0.73			0.00


			NC_010455.5			205972620			intron_variant			PDE9A			T			C			0.80			0.00


			NC_010455.5			205972633			intron_variant			PDE9A			A			G			0.71			0.00


			NC_010455.5			205973614			intron_variant			PDE9A			A			G			0.96			0.31			0.65


			NC_010455.5			205972710			intron_variant			PDE9A			G			A			0.53			0.00


			NC_010455.5			205975946			intron_variant			PDE9A			T			C			0.55			0.00


			NC_010455.5			205976252			intron_variant			PDE9A			C			G			0.88			0.37			0.51


			NC_010455.5			205976198			intron_variant			PDE9A			T			C			0.51			0.00


			NC_010455.5			205976539			intron_variant			PDE9A			A			G			0.89			0.32			0.57


			NC_010455.5			205976804			intron_variant			PDE9A			T			C			0.97			0.39			0.58


			NC_010455.5			205976494			intron_variant			PDE9A			T			C			0.62			0.00


			NC_010455.5			205977055			intron_variant			PDE9A			C			G			0.51			0.00


			NC_010455.5			205977057			intron_variant			PDE9A			G			A			0.51			0.00


			NC_010455.5			205977142			intron_variant			PDE9A			T			C			0.63			0.00


			NC_010455.5			205977377			intron_variant			PDE9A			A			G			0.57			0.00


			NC_010455.5			205977612			intron_variant			PDE9A			C			T			0.59			0.00


			NC_010455.5			205977937			intron_variant			PDE9A			A			G			0.95			0.42			0.53


			NC_010455.5			205978268			intron_variant			PDE9A			C			T			0.98			0.42			0.56


			NC_010455.5			205978621			intron_variant			PDE9A			C			T			0.92			0.42			0.50


			NC_010455.5			205978664			intron_variant			PDE9A			G			A			0.94			0.39			0.55


			NC_010455.5			205978671			intron_variant			PDE9A			T			G			0.94			0.39			0.55


			NC_010455.5			205978871			intron_variant			PDE9A			A			G			0.98			0.45			0.53


			NC_010455.5			205980261			intron_variant			PDE9A			A			G			0.90			0.39			0.51


			NC_010455.5			205980847			intron_variant			PDE9A			T			C			0.91			0.37			0.54


			NC_010455.5			205980893			intron_variant			PDE9A			T			C			0.89			0.37			0.52


			NC_010455.5			205977622			intron_variant			PDE9A			C			T			0.57			0.00


			NC_010455.5			205981142			intron_variant			PDE9A			T			A			0.66			0.00


			NC_010455.5			205981233			intron_variant			PDE9A			C			T			0.77			0.00


			NC_010455.5			205981271			intron_variant			PDE9A			C			T			0.87			0.31			0.56


			NC_010455.5			205981247			intron_variant			PDE9A			G			A			0.57			0.00


			NC_010455.5			205981486			intron_variant			PDE9A			T			C			0.95			0.39			0.56


			NC_010455.5			205981488			intron_variant			PDE9A			G			A			0.97			0.39			0.58


			NC_010455.5			205982275			intron_variant			PDE9A			A			G			0.81			0.26			0.55


			NC_010455.5			205982877			intron_variant			PDE9A			G			T			0.96			0.22			0.74


			NC_010455.5			205981289			intron_variant			PDE9A			C			T			0.86			0.00


			NC_010455.5			205984623			intron_variant			PDE9A			T			C			0.84			0.17			0.67


			NC_010455.5			205984625			intron_variant			PDE9A			C			T			0.84			0.17			0.67


			NC_010455.5			205983958			intron_variant			PDE9A			G			C			0.59			0.00


			NC_010455.5			205984871			intron_variant			PDE9A			A			C			0.68			0.15			0.53


			NC_010455.5			205984704			intron_variant			PDE9A			A			G			0.55			0.00


			NC_010455.5			205985588			intron_variant			PDE9A			C			T			0.92			0.26			0.66


			NC_010455.5			205985743			intron_variant			PDE9A			A			C			0.96			0.22			0.74


			NC_010455.5			205985922			intron_variant			PDE9A			C			G			0.95			0.26			0.69


			NC_010455.5			205985223			intron_variant			PDE9A			T			C			0.87			0.00


			NC_010455.5			205986065			intron_variant			PDE9A			T			C			0.96			0.21			0.75


			NC_010455.5			205985977			intron_variant			PDE9A			A			G			0.83			0.00


			NC_010455.5			205986794			intron_variant			PDE9A			A			G			0.97			0.22			0.75


			NC_010455.5			205986760			intron_variant			PDE9A			T			C			0.63			0.00


			NC_010455.5			205986872			intron_variant			PDE9A			T			G			0.79			0.00


			NC_010455.5			205986921			intron_variant			PDE9A			T			C			0.92			0.25			0.67


			NC_010455.5			205987175			intron_variant			PDE9A			T			C			0.93			0.26			0.67


			NC_010455.5			205987324			intron_variant			PDE9A			G			A			0.76			0.26			0.50


			NC_010455.5			205989027			intron_variant			PDE9A			G			A			0.67			0.16			0.51


			NC_010455.5			205989160			intron_variant			PDE9A			G			A			0.72			0.19			0.53


			NC_010455.5			205986895			intron_variant			PDE9A			T			C			0.51			0.00


			NC_010455.5			205989454			intron_variant			PDE9A			A			G			0.54			0.00


			NC_010455.5			205989457			intron_variant			PDE9A			C			T			0.55			0.00


			NC_010455.5			205989474			intron_variant			PDE9A			A			G			0.51			0.00


			NC_010455.5			205989476			intron_variant			PDE9A			G			A			0.51			0.00


			NC_010455.5			205989513			intron_variant			PDE9A			G			A			0.51			0.00


			NC_010455.5			205989701			intron_variant			PDE9A			T			C			0.84			0.00


			NC_010455.5			205989884			intron_variant			PDE9A			C			T			0.85			0.00


			NC_010455.5			205989966			intron_variant			PDE9A			A			G			0.82			0.00


			NC_010455.5			205990009			intron_variant			PDE9A			C			G			0.61			0.00


			NC_010455.5			205990064			intron_variant			PDE9A			A			G			0.83			0.00


			NC_010455.5			205990073			intron_variant			PDE9A			A			G			0.71			0.00


			NC_010455.5			205990155			intron_variant			PDE9A			A			G			0.79			0.00


			NC_010455.5			205990296			intron_variant			PDE9A			A			C			0.51			0.00


			NC_010455.5			205990544			intron_variant			PDE9A			A			G			0.70			0.00


			NC_010455.5			205990555			intron_variant			PDE9A			G			T			0.68			0.00


			NC_010455.5			205990578			intron_variant			PDE9A			G			A			0.68			0.00


			NC_010449.5			19639304			3_prime_UTR_variant			RIPOR2			G			A			0.60			0.05			0.55


			NC_010458.4			38181207			5_prime_UTR_variant			PDE4D			G			A			0.60			0.03			0.57


			NC_010448.4			146168451			3_prime_UTR_variant			PDE4B			G			T			0.60			0.08			0.52


			NC_010455.5			205990631			upstream_gene_variant			PDE9A			A			G			0.76			0.00


			NC_010455.5			205991189			upstream_gene_variant			PDE9A			T			C			0.78			0.00


			NC_010455.5			205991874			upstream_gene_variant			PDE9A			C			T			0.61			0.00


			NC_010455.5			205991932			upstream_gene_variant			PDE9A			T			C			0.73			0.00


			NC_010455.5			205992976			intron_variant			PDE9A			A			G			0.71			0.00


			NC_010455.5			205993035			intron_variant			PDE9A			T			G			0.53			0.00


			NC_010455.5			205993223			intron_variant			PDE9A			G			A			0.51			0.00


			NC_010455.5			205993904			intron_variant			PDE9A			T			G			0.87			0.00


			NC_010455.5			205994366			intron_variant			PDE9A			A			G			0.51			0.00


			NC_010449.5			112160281			upstream_gene_variant			CALM1			A			G			0.60			0.06			0.54


			NC_010446.5			99969788			upstream_gene_variant			BCL9			C			A			0.60			0.08			0.52


			NC_010455.5			205995198			intron_variant			PDE9A			A			G			0.83			0.00


			NC_010443.5			271267878			upstream_gene_variant			PLPP7			C			T			0.59			0.05			0.54


			NC_010455.5			205996239			intron_variant			PDE9A			A			G			0.52			0.00


			NC_010455.5			205996995			upstream_gene_variant			PDE9A			A			G			0.57			0.00


			NC_010455.5			206006352			intron_variant			PDE9A			G			C			0.01			0.53			0.52


			NC_010455.5			206006658			intron_variant			PDE9A			C			T			0.07			0.97			0.90


			NC_010455.5			206006834			intron_variant			PDE9A			T			C			0.03			0.67			0.64


			NC_010455.5			205997808			upstream_gene_variant			PDE9A			T			C			0.84			0.00


			NC_010455.5			205999661			5_prime_UTR_variant			PDE9A			A			G			0.55			0.00


			NC_010455.5			206000181			5_prime_UTR_variant			PDE9A			T			C			0.86			0.00


			NC_010455.5			206000259			5_prime_UTR_variant			PDE9A			T			C			0.84			0.00


			NC_010455.5			206004087			intron_variant			PDE9A			C			T			0.70			0.00


			NC_010455.5			206004657			intron_variant			PDE9A			A			G			0.51			0.00


			NC_010455.5			206009756			intron_variant			PDE9A			C			T			0.71			0.00


			NC_010455.5			206010110			intron_variant			PDE9A			T			C			0.62			0.00


			NC_010455.5			206010123			intron_variant			PDE9A			C			G			0.84			0.00


			NC_010455.5			206010234			intron_variant			PDE9A			G			A			0.87			0.00


			NC_010455.5			206010446			intron_variant			PDE9A			G			C			0.58			0.00


			NC_010455.5			206011397			intron_variant			PDE9A			G			A			0.61			0.00


			NC_010455.5			206011403			intron_variant			PDE9A			T			C			0.86			0.00


			NC_010455.5			206011404			intron_variant			PDE9A			G			A			0.76			0.00


			NC_010455.5			206011412			intron_variant			PDE9A			A			G			0.77			0.00


			NC_010455.5			206011466			intron_variant			PDE9A			A			T			0.51			0.00


			NC_010455.5			206011467			intron_variant			PDE9A			G			C			0.73			0.00


			NC_010455.5			206011503			intron_variant			PDE9A			G			A			0.74			0.00


			NC_010455.5			206011509			intron_variant			PDE9A			C			G			0.74			0.00


			NC_010455.5			206011535			intron_variant			PDE9A			T			G			0.80			0.00


			NC_010455.5			206011585			intron_variant			PDE9A			G			A			0.71			0.00


			NC_010455.5			206011605			intron_variant			PDE9A			C			T			0.70			0.00


			NC_010455.5			206011613			intron_variant			PDE9A			A			G			0.70			0.00


			NC_010455.5			206011647			intron_variant			PDE9A			A			C			0.89			0.00


			NC_010455.5			206011806			intron_variant			PDE9A			C			T			0.62			0.00


			NC_010455.5			206011809			intron_variant			PDE9A			C			T			0.62			0.00


			NC_010455.5			206011925			intron_variant			PDE9A			A			G			0.76			0.00


			NC_010455.5			206012628			intron_variant			PDE9A			A			T			0.81			0.00


			NC_010455.5			206012666			intron_variant			PDE9A			T			C			0.74			0.00


			NC_010455.5			206012712			intron_variant			PDE9A			A			T			0.79			0.00


			NC_010455.5			206012786			intron_variant			PDE9A			C			T			0.80			0.00


			NC_010455.5			206012822			intron_variant			PDE9A			A			C			0.80			0.00


			NC_010455.5			206012997			intron_variant			PDE9A			T			C			0.78			0.00


			NC_010455.5			206013015			intron_variant			PDE9A			G			A			0.79			0.00


			NC_010455.5			206013024			intron_variant			PDE9A			C			A			0.58			0.00


			NC_010455.5			206013491			intron_variant			PDE9A			C			T			0.09			1.00			0.91


			NC_010455.5			206013515			intron_variant			PDE9A			G			C			0.32			1.00			0.68


			NC_010455.5			206013516			intron_variant			PDE9A			G			A			0.16			1.00			0.84


			NC_010455.5			206014661			intron_variant			PDE9A			C			T			0.84			0.21			0.63


			NC_010455.5			206014812			intron_variant			PDE9A			A			G			0.05			0.61			0.56


			NC_010455.5			206014937			intron_variant			PDE9A			G			A			0.64			0.08			0.56


			NC_010455.5			206013064			intron_variant			PDE9A			T			C			0.76			0.00


			NC_010455.5			206013347			intron_variant			PDE9A			A			G			0.51			0.00


			NC_010455.5			206015921			intron_variant			PDE9A			A			G			0.74			0.16			0.58


			NC_010455.5			206016009			intron_variant			PDE9A			A			G			0.84			0.13			0.71


			NC_010455.5			206013348			intron_variant			PDE9A			T			C			0.51			0.00


			NC_010455.5			206013355			intron_variant			PDE9A			A			C			0.51			0.00


			NC_010455.5			206013402			intron_variant			PDE9A			T			C			0.51			0.00


			NC_010455.5			206013406			intron_variant			PDE9A			A			C			0.51			0.00


			NC_010455.5			206014941			intron_variant			PDE9A			G			A			0.83			0.00


			NC_010455.5			206015416			intron_variant			PDE9A			C			A			0.81			0.00


			NC_010455.5			206017958			intron_variant			PDE9A			A			G			0.58			0.00


			NC_010455.5			206018709			intron_variant			PDE9A			A			G			0.53			0.00


			NC_010455.5			206021308			intron_variant			PDE9A			G			A			0.62			0.11			0.51


			NC_010455.5			206019579			intron_variant			PDE9A			T			C			0.64			0.00


			NC_010455.5			206021406			intron_variant			PDE9A			A			G			0.86			0.08			0.78


			NC_010455.5			206021674			intron_variant			PDE9A			T			G			0.84			0.11			0.73


			NC_010455.5			206019664			intron_variant			PDE9A			T			C			0.58			0.00


			NC_010455.5			206020115			intron_variant			PDE9A			T			C			0.53			0.00


			NC_010455.5			206026131			intron_variant			PDE9A			G			A			0.21			0.72			0.51


			NC_010455.5			206026348			intron_variant			PDE9A			A			G			0.82			0.06			0.76


			NC_010455.5			206020164			intron_variant			PDE9A			G			C			0.64			0.00


			NC_010455.5			206020169			intron_variant			PDE9A			G			C			0.65			0.00


			NC_010455.5			206020205			intron_variant			PDE9A			T			G			0.71			0.00


			NC_010455.5			206021379			intron_variant			PDE9A			G			A			0.77			0.00


			NC_010455.5			206025462			intron_variant			PDE9A			G			A			0.75			0.00


			NC_010455.5			206026049			intron_variant			PDE9A			A			G			0.86			0.00


			NC_010455.5			206026350			intron_variant			PDE9A			A			G			0.75			0.00


			NC_010455.5			206026733			intron_variant			PDE9A			A			G			0.79			0.00


			NC_010455.5			206027139			intron_variant			PDE9A			A			G			0.60			0.00


			NC_010455.5			206028019			intron_variant			PDE9A			G			A			0.84			0.00


			NC_010455.5			206028667			intron_variant			PDE9A			A			G			0.68			0.00


			NC_010455.5			206028858			intron_variant			PDE9A			C			G			0.54			0.00


			NC_010455.5			206029593			intron_variant			PDE9A			G			A			0.82			0.00


			NC_010455.5			206029604			intron_variant			PDE9A			T			C			0.59			0.00


			NC_010455.5			206029630			intron_variant			PDE9A			A			G			0.58			0.00


			NC_010455.5			206029949			intron_variant			PDE9A			G			A			0.71			0.00


			NC_010455.5			206030490			intron_variant			PDE9A			A			T			0.59			0.00


			NC_010455.5			206030621			intron_variant			PDE9A			T			C			0.51			0.00


			NC_010455.5			206031017			intron_variant			PDE9A			C			A			0.51			0.00


			NC_010455.5			206031314			intron_variant			PDE9A			A			G			0.86			0.00


			NC_010455.5			206031326			intron_variant			PDE9A			T			C			0.63			0.00


			NC_010455.5			206031446			intron_variant			PDE9A			A			G			0.89			0.00


			NC_010455.5			206031646			intron_variant			PDE9A			A			G			0.67			0.00


			NC_010455.5			206033427			intron_variant			PDE9A			C			T			0.05			0.86			0.81


			NC_010455.5			206033433			intron_variant			PDE9A			G			T			0.05			0.89			0.84


			NC_010455.5			206031726			intron_variant			PDE9A			A			G			0.88			0.00


			NC_010448.4			72230529			3_prime_UTR_variant			TNFRSF1B			A			C			0.59			0.08			0.51


			NC_010449.5			112160270			upstream_gene_variant			CALM1			C			A			0.59			0.06			0.54


			NC_010455.5			206031733			intron_variant			PDE9A			A			G			0.87			0.00


			NC_010443.5			126932438			synonymous_variant			SPG11			A			G			0.59			0.06			0.54


			NC_010455.5			206033160			intron_variant			PDE9A			A			G			0.76			0.00


			NC_010455.5			206033259			intron_variant			PDE9A			A			G			0.88			0.00


			NC_010456.5			7952633			intron_variant			STC1			A			G			0.79			0.29			0.50


			NC_010456.5			7956569			intron_variant			STC1			A			T			0.61			0.07			0.54


			NC_010456.5			7956966			intron_variant			STC1			A			G			0.15			0.71			0.56


			NC_010456.5			7960427			intron_variant			STC1			A			G			0.81			0.21			0.60


			NC_010456.5			7960671			intron_variant			STC1			A			C			0.93			0.39			0.54


			NC_010456.5			7960678			intron_variant			STC1			A			G			0.93			0.39			0.54


			NC_010456.5			7963398			intergenic_region			STC1-ADAM28			A			T			0.66			0.11			0.55


			NC_010456.5			7970345			intergenic_region			STC1-ADAM28			C			T			0.92			0.34			0.58


			NC_010456.5			7970392			intergenic_region			STC1-ADAM28			T			C			0.91			0.39			0.52


			NC_010456.5			7974191			intergenic_region			STC1-ADAM28			T			G			0.61			0.04			0.57


			NC_010456.5			7974272			intergenic_region			STC1-ADAM28			T			C			0.17			0.76			0.59


			NC_010456.5			7974283			intergenic_region			STC1-ADAM28			G			A			0.16			0.76			0.60


			NC_010456.5			7974493			intergenic_region			STC1-ADAM28			A			G			0.05			0.55			0.51


			NC_010456.5			7974604			intergenic_region			STC1-ADAM28			T			C			0.09			0.61			0.51


			NC_010456.5			7974764			intergenic_region			STC1-ADAM28			C			T			0.08			0.62			0.54


			NC_010456.5			7974787			intergenic_region			STC1-ADAM28			G			C			0.08			0.62			0.54


			NC_010456.5			7975384			intergenic_region			STC1-ADAM28			T			G			0.90			0.39			0.51


			NC_010456.5			7976126			intergenic_region			STC1-ADAM28			G			A			0.57			0.05			0.52


			NC_010456.5			7976190			intergenic_region			STC1-ADAM28			C			G			0.63			0.08			0.55


			NC_010455.5			206033273			intron_variant			PDE9A			T			C			0.86			0.00


			NC_010456.5			7976333			intergenic_region			STC1-ADAM28			G			A			0.05			0.56			0.51


			NC_010456.5			7984752			intergenic_region			STC1-ADAM28			G			A			0.63			0.03			0.60


			NC_010456.5			7989514			intergenic_region			STC1-ADAM28			T			A			0.90			0.25			0.65


			NC_010456.5			7991216			intergenic_region			STC1-ADAM28			G			T			0.05			0.57			0.52


			NC_010456.5			7991406			intergenic_region			STC1-ADAM28			T			C			0.94			0.33			0.61


			NC_010456.5			7991614			intergenic_region			STC1-ADAM28			A			G			0.12			0.63			0.51


			NC_010456.5			7991640			intergenic_region			STC1-ADAM28			C			T			0.06			0.57			0.51


			NC_010456.5			7992728			intergenic_region			STC1-ADAM28			A			G			0.81			0.22			0.59


			NC_010456.5			7992825			intergenic_region			STC1-ADAM28			G			C			0.95			0.25			0.70


			NC_010456.5			7993005			intergenic_region			STC1-ADAM28			T			C			0.92			0.35			0.57


			NC_010456.5			7993065			intergenic_region			STC1-ADAM28			G			A			0.81			0.29			0.52


			NC_010456.5			7993066			intergenic_region			STC1-ADAM28			G			A			0.81			0.29			0.52


			NC_010456.5			7993260			intergenic_region			STC1-ADAM28			C			T			0.66			0.15			0.51


			NC_010456.5			7993421			intergenic_region			STC1-ADAM28			G			C			0.06			0.75			0.69


			NC_010456.5			7993453			intergenic_region			STC1-ADAM28			T			C			0.75			0.11			0.64


			NC_010456.5			7993467			intergenic_region			STC1-ADAM28			C			T			0.72			0.11			0.61


			NC_010456.5			7993472			intergenic_region			STC1-ADAM28			G			A			0.02			0.65			0.63


			NC_010456.5			7993556			intergenic_region			STC1-ADAM28			C			T			0.74			0.22			0.52


			NC_010456.5			7993637			intergenic_region			STC1-ADAM28			A			G			0.92			0.20			0.72


			NC_010456.5			7993647			intergenic_region			STC1-ADAM28			A			G			0.74			0.10			0.64


			NC_010456.5			7993833			intergenic_region			STC1-ADAM28			C			T			0.87			0.35			0.52


			NC_010456.5			7993970			intergenic_region			STC1-ADAM28			G			A			0.80			0.20			0.60


			NC_010456.5			7994111			intergenic_region			STC1-ADAM28			G			C			0.95			0.31			0.64


			NC_010456.5			7994463			intergenic_region			STC1-ADAM28			C			T			0.82			0.12			0.70


			NC_010456.5			7996598			intergenic_region			STC1-ADAM28			C			T			0.94			0.41			0.53


			NC_010456.5			7997117			intergenic_region			STC1-ADAM28			G			A			0.05			0.57			0.53


			NC_010456.5			7997218			intergenic_region			STC1-ADAM28			G			C			0.93			0.17			0.76


			NC_010456.5			7999126			intergenic_region			STC1-ADAM28			T			G			0.05			0.61			0.57


			NC_010456.5			7999454			intergenic_region			STC1-ADAM28			A			G			0.03			0.55			0.51


			NC_010456.5			7999932			intergenic_region			STC1-ADAM28			A			T			0.03			0.54			0.51


			NC_010456.5			8000802			intergenic_region			STC1-ADAM28			T			C			0.77			0.24			0.53


			NC_010456.5			8001226			intergenic_region			STC1-ADAM28			A			G			0.02			0.56			0.53


			NC_010456.5			8001243			intergenic_region			STC1-ADAM28			C			T			0.02			0.53			0.50


			NC_010456.5			8002948			intergenic_region			STC1-ADAM28			C			T			0.05			0.58			0.53


			NC_010456.5			8005331			intergenic_region			STC1-ADAM28			G			A			0.05			0.55			0.51


			NC_010456.5			8005658			intergenic_region			STC1-ADAM28			C			T			0.14			0.71			0.58


			NC_010456.5			8009662			intergenic_region			STC1-ADAM28			C			T			0.09			0.66			0.56


			NC_010456.5			8013447			intergenic_region			STC1-ADAM28			G			A			0.28			0.78			0.50


			NC_010456.5			8014900			intergenic_region			STC1-ADAM28			T			A			0.16			0.81			0.65


			NC_010456.5			8014955			intergenic_region			STC1-ADAM28			C			T			0.21			0.76			0.56


			NC_010456.5			8014961			intergenic_region			STC1-ADAM28			T			C			0.20			0.72			0.53


			NC_010456.5			8024805			intergenic_region			STC1-ADAM28			T			C			0.25			0.77			0.52


			NC_010456.5			8024936			intergenic_region			STC1-ADAM28			C			T			0.05			0.55			0.51


			NC_010456.5			8028125			intergenic_region			STC1-ADAM28			A			C			0.20			0.81			0.61


			NC_010456.5			8028335			intergenic_region			STC1-ADAM28			T			G			0.26			0.83			0.58


			NC_010456.5			8028360			intergenic_region			STC1-ADAM28			A			G			0.30			0.83			0.54


			NC_010456.5			8028985			intergenic_region			STC1-ADAM28			T			C			0.15			0.68			0.54


			NC_010456.5			8028999			intergenic_region			STC1-ADAM28			C			T			0.13			0.73			0.60


			NC_010456.5			8029013			intergenic_region			STC1-ADAM28			T			C			0.15			0.75			0.60


			NC_010456.5			8029281			intergenic_region			STC1-ADAM28			C			T			0.21			0.83			0.62


			NC_010456.5			8036442			intergenic_region			STC1-ADAM28			C			T			0.10			0.61			0.50


			NC_010456.5			8038310			intergenic_region			STC1-ADAM28			G			A			0.37			0.93			0.56


			NC_010456.5			8038963			intergenic_region			STC1-ADAM28			A			C			0.24			0.79			0.55


			NC_010456.5			8039045			intergenic_region			STC1-ADAM28			G			A			0.91			0.31			0.60


			NC_010456.5			8039067			intergenic_region			STC1-ADAM28			G			T			0.86			0.29			0.57


			NC_010456.5			8039305			intergenic_region			STC1-ADAM28			T			C			0.08			0.63			0.55


			NC_010456.5			8041233			intergenic_region			STC1-ADAM28			A			G			0.81			0.26			0.55


			NC_010456.5			8041916			intergenic_region			STC1-ADAM28			C			G			0.73			0.17			0.56


			NC_010456.5			8041917			intergenic_region			STC1-ADAM28			G			T			0.98			0.39			0.59


			NC_010456.5			8041991			intergenic_region			STC1-ADAM28			T			C			0.73			0.06			0.67


			NC_010456.5			8041997			intergenic_region			STC1-ADAM28			T			C			0.73			0.06			0.67


			NC_010456.5			8041999			intergenic_region			STC1-ADAM28			A			G			0.71			0.06			0.65


			NC_010456.5			8042932			intergenic_region			STC1-ADAM28			A			G			0.89			0.29			0.60


			NC_010456.5			8046666			intergenic_region			STC1-ADAM28			C			T			0.08			0.68			0.60


			NC_010456.5			8048033			intergenic_region			STC1-ADAM28			T			C			0.97			0.41			0.56


			NC_010456.5			8048804			intergenic_region			STC1-ADAM28			G			A			0.96			0.45			0.51


			NC_010456.5			8050040			intergenic_region			STC1-ADAM28			C			A			0.70			0.18			0.52


			NC_010456.5			8050237			intergenic_region			STC1-ADAM28			A			G			0.84			0.26			0.58


			NC_010456.5			8050343			intergenic_region			STC1-ADAM28			G			A			0.81			0.29			0.52


			NC_010456.5			8052943			intergenic_region			STC1-ADAM28			C			G			0.77			0.26			0.51


			NC_010456.5			8052948			intergenic_region			STC1-ADAM28			T			C			0.92			0.26			0.66


			NC_010456.5			8053409			intergenic_region			STC1-ADAM28			A			G			0.97			0.45			0.52


			NC_010456.5			8053418			intergenic_region			STC1-ADAM28			G			A			0.96			0.45			0.51


			NC_010456.5			8054719			intergenic_region			STC1-ADAM28			A			G			0.97			0.45			0.52


			NC_010456.5			8055663			intergenic_region			STC1-ADAM28			T			G			0.96			0.27			0.69


			NC_010456.5			8059826			intergenic_region			STC1-ADAM28			T			C			0.90			0.32			0.58


			NC_010456.5			8060652			intergenic_region			STC1-ADAM28			A			G			0.66			0.11			0.55


			NC_010456.5			8060759			intergenic_region			STC1-ADAM28			T			C			0.69			0.08			0.61


			NC_010456.5			8060833			intergenic_region			STC1-ADAM28			T			G			0.76			0.26			0.50


			NC_010456.5			8064303			intergenic_region			STC1-ADAM28			G			T			0.69			0.14			0.55


			NC_010456.5			8064792			intergenic_region			STC1-ADAM28			A			C			0.75			0.24			0.51


			NC_010456.5			8065159			intergenic_region			STC1-ADAM28			G			A			0.80			0.15			0.65


			NC_010456.5			8078524			intergenic_region			STC1-ADAM28			G			A			0.87			0.32			0.55


			NC_010456.5			8078591			intergenic_region			STC1-ADAM28			A			G			0.84			0.33			0.51


			NC_010456.5			8081588			intergenic_region			STC1-ADAM28			A			G			0.89			0.34			0.55


			NC_010456.5			8081874			intergenic_region			STC1-ADAM28			T			C			0.90			0.29			0.61


			NC_010456.5			8082515			intergenic_region			STC1-ADAM28			G			T			0.95			0.44			0.51


			NC_010456.5			8082516			intergenic_region			STC1-ADAM28			T			G			0.95			0.44			0.51


			NC_010456.5			8083251			intergenic_region			STC1-ADAM28			G			A			0.81			0.28			0.53


			NC_010456.5			8083346			intergenic_region			STC1-ADAM28			A			G			0.71			0.21			0.50


			NC_010456.5			8083378			intergenic_region			STC1-ADAM28			G			C			0.74			0.19			0.55


			NC_010456.5			8083448			intergenic_region			STC1-ADAM28			T			C			0.96			0.39			0.57


			NC_010456.5			8083931			intergenic_region			STC1-ADAM28			T			C			0.78			0.25			0.53


			NC_010456.5			8084263			intergenic_region			STC1-ADAM28			T			G			0.98			0.44			0.54


			NC_010456.5			8084286			intergenic_region			STC1-ADAM28			C			A			0.95			0.39			0.56


			NC_010456.5			8084343			intergenic_region			STC1-ADAM28			T			C			0.97			0.41			0.56


			NC_010456.5			8084781			intergenic_region			STC1-ADAM28			A			C			0.73			0.06			0.67


			NC_010456.5			8085015			intergenic_region			STC1-ADAM28			C			T			0.69			0.13			0.56


			NC_010456.5			8085370			intergenic_region			STC1-ADAM28			A			G			0.58			0.08			0.50


			NC_010456.5			8086011			intergenic_region			STC1-ADAM28			T			C			0.97			0.37			0.60


			NC_010456.5			8086744			intergenic_region			STC1-ADAM28			C			T			0.32			0.91			0.59


			NC_010456.5			8088877			intergenic_region			STC1-ADAM28			A			G			0.97			0.47			0.50


			NC_010456.5			8090123			intergenic_region			STC1-ADAM28			G			T			0.97			0.44			0.53


			NC_010456.5			8090418			intergenic_region			STC1-ADAM28			T			C			0.89			0.21			0.68


			NC_010456.5			8092206			intergenic_region			STC1-ADAM28			G			A			0.79			0.24			0.55


			NC_010456.5			8092486			intergenic_region			STC1-ADAM28			C			T			0.32			0.87			0.55


			NC_010456.5			8092556			intergenic_region			STC1-ADAM28			G			A			0.71			0.13			0.58


			NC_010455.5			206033310			intron_variant			PDE9A			A			G			0.89			0.00


			NC_010456.5			8092929			intergenic_region			STC1-ADAM28			T			C			0.78			0.13			0.65


			NC_010456.5			8094413			intergenic_region			STC1-ADAM28			C			A			0.88			0.28			0.60


			NC_010456.5			8094469			intergenic_region			STC1-ADAM28			G			A			0.67			0.14			0.53


			NC_010456.5			8097484			intergenic_region			STC1-ADAM28			G			T			0.97			0.44			0.53


			NC_010456.5			8098343			intergenic_region			STC1-ADAM28			T			C			0.76			0.21			0.55


			NC_010456.5			8099646			intergenic_region			STC1-ADAM28			A			C			0.96			0.44			0.52


			NC_010456.5			8100037			intergenic_region			STC1-ADAM28			G			A			0.98			0.47			0.51


			NC_010456.5			8100738			intergenic_region			STC1-ADAM28			C			A			0.58			0.05			0.53


			NC_010456.5			8101842			intergenic_region			STC1-ADAM28			A			G			0.98			0.47			0.51


			NC_010456.5			8102830			intergenic_region			STC1-ADAM28			T			C			0.96			0.41			0.55


			NC_010456.5			8102834			intergenic_region			STC1-ADAM28			G			T			0.96			0.41			0.55


			NC_010456.5			8102843			intergenic_region			STC1-ADAM28			G			T			0.96			0.41			0.55


			NC_010456.5			8103765			intergenic_region			STC1-ADAM28			T			C			0.97			0.47			0.50


			NC_010456.5			8104676			intergenic_region			STC1-ADAM28			T			C			0.58			0.06			0.52


			NC_010456.5			8109256			intergenic_region			STC1-ADAM28			C			T			0.71			0.11			0.60


			NC_010456.5			8109557			intergenic_region			STC1-ADAM28			G			A			0.85			0.29			0.56


			NC_010456.5			8109663			intergenic_region			STC1-ADAM28			T			G			0.80			0.24			0.56


			NC_010456.5			8111460			intergenic_region			STC1-ADAM28			G			C			0.70			0.08			0.62


			NC_010456.5			8111493			intergenic_region			STC1-ADAM28			C			A			0.91			0.32			0.59


			NC_010456.5			8111766			intergenic_region			STC1-ADAM28			A			C			0.23			0.74			0.51


			NC_010456.5			8112031			intergenic_region			STC1-ADAM28			G			T			0.24			0.79			0.55


			NC_010456.5			8112598			intergenic_region			STC1-ADAM28			C			T			0.70			0.09			0.61


			NC_010456.5			8112607			intergenic_region			STC1-ADAM28			G			A			0.72			0.10			0.62


			NC_010456.5			8112620			intergenic_region			STC1-ADAM28			A			G			0.96			0.27			0.69


			NC_010456.5			8112639			intergenic_region			STC1-ADAM28			T			C			0.03			0.67			0.64


			NC_010456.5			8112651			intergenic_region			STC1-ADAM28			G			C			0.03			0.62			0.59


			NC_010456.5			8114900			intergenic_region			STC1-ADAM28			C			T			0.95			0.42			0.53


			NC_010456.5			8115492			intergenic_region			STC1-ADAM28			C			T			0.60			0.05			0.55


			NC_010456.5			8116177			intergenic_region			STC1-ADAM28			A			G			0.96			0.44			0.52


			NC_010456.5			8116882			intergenic_region			STC1-ADAM28			A			G			0.97			0.31			0.66


			NC_010456.5			8117409			intergenic_region			STC1-ADAM28			A			G			0.82			0.32			0.50


			NC_010456.5			8117963			intergenic_region			STC1-ADAM28			T			C			0.98			0.47			0.51


			NC_010456.5			8123331			intergenic_region			STC1-ADAM28			G			A			0.98			0.45			0.53


			NC_010456.5			8123422			intergenic_region			STC1-ADAM28			T			C			0.90			0.37			0.53


			NC_010456.5			8123448			intergenic_region			STC1-ADAM28			G			A			0.91			0.39			0.52


			NC_010456.5			8123725			intergenic_region			STC1-ADAM28			A			C			0.90			0.33			0.57


			NC_010456.5			8123926			intergenic_region			STC1-ADAM28			T			C			0.90			0.34			0.56


			NC_010456.5			8124040			intergenic_region			STC1-ADAM28			G			A			0.87			0.31			0.56


			NC_010456.5			8124084			intergenic_region			STC1-ADAM28			G			T			0.91			0.39			0.52


			NC_010456.5			8124162			intergenic_region			STC1-ADAM28			C			T			0.92			0.38			0.54


			NC_010456.5			8124298			intergenic_region			STC1-ADAM28			C			G			0.99			0.47			0.52


			NC_010456.5			8124299			intergenic_region			STC1-ADAM28			A			G			0.93			0.39			0.54


			NC_010456.5			8124315			intergenic_region			STC1-ADAM28			C			T			0.99			0.47			0.52


			NC_010456.5			8124351			intergenic_region			STC1-ADAM28			T			C			0.83			0.30			0.53


			NC_010456.5			8124367			intergenic_region			STC1-ADAM28			G			A			0.88			0.33			0.55


			NC_010456.5			8124392			intergenic_region			STC1-ADAM28			G			A			0.97			0.47			0.50


			NC_010456.5			8126695			intergenic_region			STC1-ADAM28			C			T			0.98			0.47			0.51


			NC_010456.5			8129498			intergenic_region			STC1-ADAM28			T			C			0.98			0.45			0.53


			NC_010456.5			8130048			intergenic_region			STC1-ADAM28			C			G			0.97			0.47			0.50


			NC_010456.5			8130128			intergenic_region			STC1-ADAM28			T			G			0.97			0.47			0.50


			NC_010456.5			8131640			intergenic_region			STC1-ADAM28			A			G			0.96			0.39			0.57


			NC_010456.5			8132070			intergenic_region			STC1-ADAM28			C			T			0.80			0.28			0.52


			NC_010456.5			8132676			intergenic_region			STC1-ADAM28			C			T			0.91			0.24			0.67


			NC_010456.5			8132829			intergenic_region			STC1-ADAM28			T			C			0.90			0.16			0.74


			NC_010456.5			8132830			intergenic_region			STC1-ADAM28			G			T			0.80			0.16			0.64


			NC_010456.5			8132843			intergenic_region			STC1-ADAM28			G			A			0.90			0.16			0.74


			NC_010456.5			8132903			intergenic_region			STC1-ADAM28			A			G			0.77			0.16			0.61


			NC_010456.5			8132933			intergenic_region			STC1-ADAM28			G			C			0.88			0.24			0.64


			NC_010456.5			8132947			intergenic_region			STC1-ADAM28			C			T			0.79			0.15			0.64


			NC_010456.5			8132958			intergenic_region			STC1-ADAM28			A			G			0.77			0.15			0.62


			NC_010456.5			8133002			intergenic_region			STC1-ADAM28			C			T			0.76			0.19			0.57


			NC_010456.5			8133003			intergenic_region			STC1-ADAM28			A			G			0.87			0.25			0.62


			NC_010456.5			8133439			intergenic_region			STC1-ADAM28			A			C			0.80			0.11			0.69


			NC_010456.5			8133446			intergenic_region			STC1-ADAM28			G			T			0.86			0.21			0.65


			NC_010456.5			8133449			intergenic_region			STC1-ADAM28			A			G			0.86			0.20			0.66


			NC_010456.5			8133457			intergenic_region			STC1-ADAM28			C			T			0.91			0.19			0.72


			NC_010456.5			8133863			intergenic_region			STC1-ADAM28			C			A			0.86			0.36			0.50


			NC_010456.5			8133890			intergenic_region			STC1-ADAM28			C			T			0.60			0.06			0.54


			NC_010456.5			8133938			intergenic_region			STC1-ADAM28			C			T			0.87			0.37			0.50


			NC_010456.5			8133953			intergenic_region			STC1-ADAM28			G			A			0.60			0.08			0.52


			NC_010456.5			8134424			intergenic_region			STC1-ADAM28			A			G			0.57			0.06			0.51


			NC_010456.5			8135057			intergenic_region			STC1-ADAM28			A			C			0.55			0.05			0.50


			NC_010456.5			8135186			intergenic_region			STC1-ADAM28			T			C			0.97			0.42			0.55


			NC_010456.5			8135321			intergenic_region			STC1-ADAM28			A			G			0.89			0.39			0.50


			NC_010456.5			8135590			intergenic_region			STC1-ADAM28			C			T			0.25			0.81			0.56


			NC_010456.5			8136183			intergenic_region			STC1-ADAM28			G			T			0.13			0.64			0.51


			NC_010456.5			8141288			intergenic_region			STC1-ADAM28			T			A			0.97			0.45			0.52


			NC_010456.5			8141911			intergenic_region			STC1-ADAM28			T			C			0.94			0.44			0.50


			NC_010456.5			8143933			intergenic_region			STC1-ADAM28			T			A			0.95			0.42			0.53


			NC_010456.5			8144623			intergenic_region			STC1-ADAM28			A			C			0.89			0.22			0.67


			NC_010456.5			8146552			intergenic_region			STC1-ADAM28			G			A			0.94			0.42			0.52


			NC_010456.5			8148028			intergenic_region			STC1-ADAM28			C			T			0.90			0.39			0.51


			NC_010456.5			8148284			intergenic_region			STC1-ADAM28			A			G			0.11			0.63			0.52


			NC_010456.5			8148296			intergenic_region			STC1-ADAM28			C			T			0.84			0.34			0.50


			NC_010456.5			8149289			intergenic_region			STC1-ADAM28			A			G			0.86			0.34			0.52


			NC_010456.5			8149360			intergenic_region			STC1-ADAM28			G			C			0.84			0.34			0.50


			NC_010456.5			8149440			intergenic_region			STC1-ADAM28			G			A			0.84			0.32			0.52


			NC_010456.5			8149450			intergenic_region			STC1-ADAM28			G			A			0.84			0.32			0.52


			NC_010456.5			8149624			intergenic_region			STC1-ADAM28			G			A			0.83			0.29			0.54


			NC_010456.5			8149953			intergenic_region			STC1-ADAM28			A			G			0.86			0.13			0.73


			NC_010456.5			8155498			intergenic_region			STC1-ADAM28			C			G			0.11			0.68			0.57


			NC_010456.5			8157711			intergenic_region			STC1-ADAM28			T			C			0.94			0.30			0.64


			NC_010456.5			8158283			intergenic_region			STC1-ADAM28			T			A			0.62			0.04			0.58


			NC_010456.5			8158299			intergenic_region			STC1-ADAM28			C			T			0.65			0.13			0.52


			NC_010456.5			8158381			intergenic_region			STC1-ADAM28			C			G			0.89			0.25			0.64


			NC_010456.5			8158431			intergenic_region			STC1-ADAM28			T			G			0.90			0.23			0.67


			NC_010456.5			8158676			intergenic_region			STC1-ADAM28			C			A			0.93			0.15			0.78


			NC_010456.5			8160260			intergenic_region			STC1-ADAM28			T			G			0.61			0.11			0.50


			NC_010455.5			206033545			missense_variant			PDE9A			T			G			0.87			0.00


			NC_010456.5			8161390			intergenic_region			STC1-ADAM28			A			C			0.77			0.06			0.71


			NC_010456.5			8162579			intergenic_region			STC1-ADAM28			T			C			0.85			0.17			0.68


			NC_010455.5			206034864			3_prime_UTR_variant			PDE9A			T			C			0.89			0.00


			NC_010455.5			206035137			downstream_gene_variant			PDE9A			A			G			0.67			0.00


			NC_010456.5			7976223			intergenic_region			STC1-ADAM28			G			A			0.64			0.00


			NC_010456.5			8163614			intergenic_region			STC1-ADAM28			A			G			0.62			0.05			0.57


			NC_010456.5			8164570			intergenic_region			STC1-ADAM28			T			A			0.93			0.42			0.51


			NC_010456.5			8164594			intergenic_region			STC1-ADAM28			C			T			0.93			0.42			0.51


			NC_010456.5			8164686			intergenic_region			STC1-ADAM28			G			T			0.94			0.39			0.55


			NC_010456.5			8165266			intergenic_region			STC1-ADAM28			A			C			0.93			0.29			0.64


			NC_010456.5			8165484			intergenic_region			STC1-ADAM28			C			T			0.92			0.42			0.50


			NC_010456.5			8167247			intergenic_region			STC1-ADAM28			G			T			0.91			0.39			0.52


			NC_010456.5			8167312			intergenic_region			STC1-ADAM28			G			A			0.69			0.16			0.53


			NC_010456.5			8167352			intergenic_region			STC1-ADAM28			C			A			0.67			0.16			0.51


			NC_010456.5			8167573			intergenic_region			STC1-ADAM28			G			A			0.92			0.29			0.63


			NC_010456.5			8186620			intergenic_region			STC1-ADAM28			C			T			0.79			0.25			0.54


			NC_010456.5			8186916			intergenic_region			STC1-ADAM28			T			A			0.79			0.26			0.53


			NC_010456.5			8186931			intergenic_region			STC1-ADAM28			A			G			0.77			0.25			0.52


			NC_010456.5			8188465			intergenic_region			STC1-ADAM28			C			T			0.76			0.24			0.52


			NC_010456.5			8188573			intergenic_region			STC1-ADAM28			A			G			0.13			0.66			0.53


			NC_010456.5			8188576			intergenic_region			STC1-ADAM28			T			C			0.58			0.03			0.55


			NC_010456.5			8188860			intergenic_region			STC1-ADAM28			T			A			0.85			0.25			0.60


			NC_010456.5			8188871			intergenic_region			STC1-ADAM28			C			T			0.67			0.05			0.62


			NC_010456.5			8197275			intergenic_region			STC1-ADAM28			T			C			0.93			0.42			0.51


			NC_010456.5			8197564			intergenic_region			STC1-ADAM28			A			C			0.87			0.37			0.50


			NC_010456.5			8197741			intergenic_region			STC1-ADAM28			T			A			0.69			0.16			0.53


			NC_010456.5			8197968			intergenic_region			STC1-ADAM28			A			G			0.63			0.11			0.52


			NC_010456.5			8092606			intergenic_region			STC1-ADAM28			C			T			0.57			0.00


			NC_010456.5			8200828			intergenic_region			STC1-ADAM28			C			T			0.14			0.74			0.60


			NC_010456.5			8201194			intergenic_region			STC1-ADAM28			T			A			0.95			0.41			0.54


			NC_010456.5			8161145			intergenic_region			STC1-ADAM28			A			G			0.51			0.00


			NC_010456.5			8162612			intergenic_region			STC1-ADAM28			T			G			0.53			0.00


			NC_010456.5			8202298			intergenic_region			STC1-ADAM28			A			G			0.89			0.38			0.51


			NC_010456.5			8203299			intergenic_region			STC1-ADAM28			C			G			0.97			0.44			0.53


			NC_010456.5			8162614			intergenic_region			STC1-ADAM28			A			G			0.53			0.00


			NC_010456.5			8206204			intergenic_region			STC1-ADAM28			G			A			0.70			0.06			0.64


			NC_010456.5			8211098			intergenic_region			STC1-ADAM28			C			T			0.96			0.32			0.64


			NC_010456.5			8214272			intergenic_region			STC1-ADAM28			T			C			0.79			0.23			0.56


			NC_010456.5			8162618			intergenic_region			STC1-ADAM28			C			T			0.51			0.00


			NC_010456.5			8216813			intergenic_region			STC1-ADAM28			T			G			0.92			0.17			0.75


			NC_010456.5			8250180			intergenic_region			STC1-ADAM28			C			A			0.15			0.80			0.65


			NC_010456.5			8257784			intergenic_region			STC1-ADAM28			A			G			0.17			0.73			0.56


			NC_010456.5			8258823			intergenic_region			STC1-ADAM28			T			A			0.74			0.07			0.67


			NC_010456.5			8258825			intergenic_region			STC1-ADAM28			A			G			0.74			0.07			0.67


			NC_010456.5			8268864			intergenic_region			STC1-ADAM28			C			T			0.93			0.21			0.72


			NC_010456.5			8281098			intergenic_region			STC1-ADAM28			C			T			0.74			0.14			0.60


			NC_010456.5			8295443			intergenic_region			STC1-ADAM28			T			C			0.49			1.00			0.51


			NC_010456.5			8295445			intergenic_region			STC1-ADAM28			C			T			0.49			1.00			0.51


			NC_010456.5			8321670			intergenic_region			STC1-ADAM28			A			G			0.90			0.38			0.52


			NC_010456.5			8321916			intergenic_region			STC1-ADAM28			C			T			0.87			0.26			0.61


			NC_010456.5			8321917			intergenic_region			STC1-ADAM28			A			G			0.94			0.26			0.68


			NC_010456.5			8322128			intergenic_region			STC1-ADAM28			T			C			0.89			0.39			0.50


			NC_010456.5			8322949			intergenic_region			STC1-ADAM28			G			A			0.76			0.14			0.62


			NC_010456.5			8322958			intergenic_region			STC1-ADAM28			T			C			0.76			0.15			0.61


			NC_010456.5			8322985			intergenic_region			STC1-ADAM28			A			C			0.71			0.19			0.52


			NC_010456.5			8323667			intergenic_region			STC1-ADAM28			T			C			0.82			0.26			0.56


			NC_010456.5			8324729			intergenic_region			STC1-ADAM28			C			T			0.95			0.42			0.53


			NC_010456.5			8325173			intergenic_region			STC1-ADAM28			G			C			0.89			0.39			0.50


			NC_010456.5			8325658			intergenic_region			STC1-ADAM28			A			G			0.92			0.39			0.53


			NC_010456.5			8325831			intergenic_region			STC1-ADAM28			A			T			0.96			0.42			0.54


			NC_010456.5			8327001			intergenic_region			STC1-ADAM28			A			G			0.94			0.44			0.50


			NC_010456.5			8350677			intergenic_region			STC1-ADAM28			A			G			0.13			0.64			0.51


			NC_010456.5			8354849			intergenic_region			STC1-ADAM28			C			T			0.09			0.61			0.51


			NC_010456.5			8358740			intergenic_region			STC1-ADAM28			C			T			0.05			0.65			0.60


			NC_010456.5			8359624			intergenic_region			STC1-ADAM28			A			G			0.07			0.58			0.52


			NC_010456.5			8362401			intergenic_region			STC1-ADAM28			A			G			0.05			0.56			0.51


			NC_010456.5			8362575			intergenic_region			STC1-ADAM28			T			C			0.61			0.07			0.54


			NC_010456.5			8364294			intergenic_region			STC1-ADAM28			A			C			0.15			0.67			0.52


			NC_010456.5			8364626			intergenic_region			STC1-ADAM28			A			T			0.22			0.82			0.60


			NC_010456.5			8365621			intergenic_region			STC1-ADAM28			A			C			0.34			0.84			0.50


			NC_010456.5			8366208			intergenic_region			STC1-ADAM28			C			T			0.24			0.83			0.59


			NC_010456.5			8366230			intergenic_region			STC1-ADAM28			A			G			0.32			0.83			0.52


			NC_010456.5			8366272			intergenic_region			STC1-ADAM28			G			A			0.22			0.72			0.50


			NC_010456.5			8366424			intergenic_region			STC1-ADAM28			A			T			0.25			0.84			0.59


			NC_010456.5			8366448			intergenic_region			STC1-ADAM28			T			A			0.23			0.82			0.58


			NC_010456.5			8366454			intergenic_region			STC1-ADAM28			G			A			0.23			0.82			0.58


			NC_010456.5			8370122			intergenic_region			STC1-ADAM28			C			T			0.26			0.82			0.55


			NC_010456.5			8372112			intergenic_region			STC1-ADAM28			C			T			0.13			0.63			0.51


			NC_010456.5			9217482			intron_variant			DOCK5			C			T			0.88			0.35			0.53


			NC_010456.5			8200052			intergenic_region			STC1-ADAM28			T			A			0.58			0.00


			NC_010456.5			9218873			intron_variant			DOCK5			C			G			0.79			0.17			0.62


			NC_010456.5			9220301			intron_variant			DOCK5			A			G			0.87			0.25			0.62


			NC_010456.5			9221562			intron_variant			DOCK5			C			T			0.91			0.32			0.59


			NC_010456.5			9221634			intron_variant			DOCK5			G			C			0.91			0.31			0.60


			NC_010456.5			9225338			intron_variant			DOCK5			T			C			0.98			0.47			0.51


			NC_010456.5			9225342			intron_variant			DOCK5			G			C			0.98			0.47			0.51


			NC_010456.5			9226201			intron_variant			DOCK5			A			G			0.96			0.35			0.61


			NC_010456.5			9226943			intron_variant			DOCK5			A			G			0.99			0.47			0.52


			NC_010456.5			9227389			intron_variant			DOCK5			A			G			0.98			0.47			0.51


			NC_010456.5			9229594			intron_variant			DOCK5			C			T			0.76			0.22			0.54


			NC_010456.5			9229624			intron_variant			DOCK5			C			T			0.65			0.15			0.50


			NC_010456.5			9229675			intron_variant			DOCK5			A			C			0.98			0.44			0.54


			NC_010456.5			9229691			intron_variant			DOCK5			A			C			0.64			0.13			0.51


			NC_010456.5			9230626			intron_variant			DOCK5			C			T			0.99			0.44			0.55


			NC_010456.5			9230968			intron_variant			DOCK5			A			G			0.98			0.18			0.80


			NC_010456.5			9231004			intron_variant			DOCK5			A			G			0.99			0.44			0.55


			NC_010456.5			9236079			intron_variant			DOCK5			A			G			0.99			0.39			0.60


			NC_010456.5			9243055			intron_variant			DOCK5			G			A			0.97			0.36			0.61


			NC_010456.5			9243097			intron_variant			DOCK5			T			C			0.98			0.37			0.61


			NC_010456.5			9243098			intron_variant			DOCK5			A			G			0.90			0.37			0.53


			NC_010456.5			9243191			intron_variant			DOCK5			C			T			0.99			0.45			0.54


			NC_010456.5			9243321			intron_variant			DOCK5			A			G			0.99			0.44			0.55


			NC_010456.5			9243634			intron_variant			DOCK5			C			T			0.98			0.43			0.55


			NC_010456.5			9243635			intron_variant			DOCK5			A			G			0.98			0.43			0.55


			NC_010456.5			9243650			intron_variant			DOCK5			C			T			0.98			0.43			0.55


			NC_010456.5			9243979			intron_variant			DOCK5			G			C			1.00			0.25			0.75


			NC_010456.5			9243992			intron_variant			DOCK5			T			C			1.00			0.29			0.71


			NC_010456.5			9244020			intron_variant			DOCK5			A			C			0.95			0.36			0.59


			NC_010456.5			9245155			intron_variant			DOCK5			C			T			0.98			0.47			0.51


			NC_010456.5			9245433			intron_variant			DOCK5			G			A			1.00			0.47			0.53


			NC_010456.5			9248560			intron_variant			DOCK5			G			A			0.61			0.03			0.58


			NC_010456.5			9248689			intron_variant			DOCK5			G			C			0.69			0.11			0.58


			NC_010456.5			9248695			intron_variant			DOCK5			C			T			0.63			0.11			0.52


			NC_010456.5			9248815			intron_variant			DOCK5			A			G			0.67			0.08			0.59


			NC_010456.5			9248850			intron_variant			DOCK5			T			C			0.70			0.08			0.62


			NC_010456.5			9249009			intron_variant			DOCK5			C			G			0.62			0.03			0.59


			NC_010456.5			9250554			intron_variant			DOCK5			G			T			0.64			0.05			0.59


			NC_010456.5			9250582			intron_variant			DOCK5			C			T			0.66			0.08			0.58


			NC_010456.5			9250757			intron_variant			DOCK5			G			A			0.67			0.11			0.56


			NC_010456.5			9251227			intron_variant			DOCK5			A			G			0.95			0.45			0.50


			NC_010456.5			9251706			intron_variant			DOCK5			G			A			0.56			0.06			0.50


			NC_010456.5			9251734			intron_variant			DOCK5			T			C			0.64			0.08			0.56


			NC_010456.5			9253184			intron_variant			DOCK5			C			A			0.63			0.08			0.55


			NC_010456.5			9254551			intron_variant			DOCK5			A			G			0.99			0.41			0.58


			NC_010456.5			9259908			intron_variant			DOCK5			A			G			0.95			0.42			0.53


			NC_010456.5			9272957			intron_variant			DOCK5			G			T			0.60			0.03			0.57


			NC_010456.5			9273069			intron_variant			DOCK5			A			C			0.68			0.18			0.50


			NC_010456.5			9282576			intron_variant			DOCK5			C			G			0.08			0.58			0.50


			NC_010456.5			9283326			intron_variant			DOCK5			C			A			0.73			0.06			0.67


			NC_010456.5			8201259			intergenic_region			STC1-ADAM28			T			C			0.74			0.00


			NC_010456.5			9284057			intron_variant			DOCK5			A			G			0.89			0.24			0.65


			NC_010456.5			9284262			intron_variant			DOCK5			T			C			0.88			0.29			0.59


			NC_010456.5			9289259			intron_variant			DOCK5			T			C			0.02			0.55			0.53


			NC_010456.5			9294574			intron_variant			DOCK5			A			G			1.00			0.47			0.53


			NC_010456.5			9297687			intron_variant			DOCK5			T			G			0.04			0.58			0.54


			NC_010456.5			9302502			intron_variant			DOCK5			T			A			0.60			0.08			0.52


			NC_010456.5			8201481			intergenic_region			STC1-ADAM28			G			A			0.69			0.00


			NC_010456.5			8205910			intergenic_region			STC1-ADAM28			C			T			0.66			0.00


			NC_010456.5			9303531			intron_variant			DOCK5			A			G			0.63			0.08			0.55


			NC_010456.5			9303572			intron_variant			DOCK5			A			G			0.61			0.08			0.53


			NC_010456.5			9303780			intron_variant			DOCK5			T			C			0.63			0.03			0.60


			NC_010456.5			9303927			intron_variant			DOCK5			C			T			0.62			0.05			0.57


			NC_010456.5			8216411			intergenic_region			STC1-ADAM28			C			T			0.59			0.00


			NC_010456.5			9304179			intron_variant			DOCK5			T			C			0.59			0.06			0.53


			NC_010456.5			9304225			intron_variant			DOCK5			A			G			0.63			0.05			0.58


			NC_010456.5			9304475			intron_variant			DOCK5			A			G			0.62			0.08			0.54


			NC_010456.5			9313045			intron_variant			DOCK5			A			G			0.17			0.72			0.55


			NC_010456.5			9313154			intron_variant			DOCK5			C			G			0.07			0.67			0.60


			NC_010456.5			9317154			intron_variant			DOCK5			T			C			0.86			0.34			0.52


			NC_010456.5			9319771			intron_variant			DOCK5			C			G			0.79			0.28			0.51


			NC_010456.5			9322216			intron_variant			DOCK5			A			G			0.68			0.18			0.50


			NC_010456.5			9323524			intron_variant			DOCK5			C			T			0.67			0.10			0.57


			NC_010456.5			9323711			intron_variant			DOCK5			T			C			0.63			0.08			0.55


			NC_010456.5			9218286			intron_variant			DOCK5			C			T			0.63			0.00


			NC_010456.5			9325165			intron_variant			DOCK5			A			G			0.67			0.03			0.64


			NC_010456.5			9325346			intron_variant			DOCK5			G			C			0.98			0.45			0.53


			NC_010456.5			9325384			intron_variant			DOCK5			T			C			0.96			0.45			0.51


			NC_010456.5			9325398			intron_variant			DOCK5			T			C			0.96			0.45			0.51


			NC_010456.5			9283328			intron_variant			DOCK5			T			C			0.53			0.00


			NC_010456.5			9327367			intron_variant			DOCK5			A			G			0.89			0.11			0.78


			NC_010456.5			9302903			intron_variant			DOCK5			C			A			0.58			0.00


			NC_010456.5			9328231			intron_variant			DOCK5			C			G			0.98			0.44			0.54


			NC_010456.5			9332419			intron_variant			DOCK5			C			A			0.99			0.47			0.52


			NC_010456.5			9333397			intron_variant			DOCK5			A			G			1.00			0.40			0.60


			NC_010456.5			9334222			intron_variant			DOCK5			C			T			0.71			0.03			0.68


			NC_010456.5			9334271			intron_variant			DOCK5			T			C			0.54			0.03			0.51


			NC_010456.5			9334959			intron_variant			DOCK5			C			A			0.53			0.03			0.50


			NC_010456.5			9334982			intron_variant			DOCK5			G			T			0.53			0.03			0.50


			NC_010456.5			9303442			intron_variant			DOCK5			C			T			0.65			0.00


			NC_010456.5			9303997			intron_variant			DOCK5			A			G			0.58			0.00


			NC_010456.5			9340069			intron_variant			DOCK5			G			A			0.75			0.11			0.64


			NC_010456.5			9340070			intron_variant			DOCK5			G			A			0.75			0.11			0.64


			NC_010456.5			9341185			intron_variant			DOCK5			T			C			0.79			0.05			0.74


			NC_010456.5			9341935			intron_variant			DOCK5			A			G			0.94			0.44			0.50


			NC_010456.5			9342981			intron_variant			DOCK5			A			C			0.79			0.08			0.71


			NC_010456.5			9343033			intron_variant			DOCK5			A			T			0.85			0.21			0.64


			NC_010456.5			9343055			intron_variant			DOCK5			A			G			0.87			0.22			0.65


			NC_010456.5			9343059			intron_variant			DOCK5			G			A			0.86			0.22			0.64


			NC_010456.5			9343119			intron_variant			DOCK5			C			T			0.96			0.36			0.60


			NC_010456.5			9343645			intron_variant			DOCK5			C			T			0.93			0.22			0.71


			NC_010456.5			9343785			intron_variant			DOCK5			A			T			0.89			0.25			0.64


			NC_010456.5			9343829			intron_variant			DOCK5			G			A			0.90			0.18			0.72


			NC_010456.5			9343860			intron_variant			DOCK5			C			T			0.89			0.39			0.50


			NC_010456.5			9343862			intron_variant			DOCK5			G			A			0.89			0.39			0.50


			NC_010456.5			9344268			intron_variant			DOCK5			A			G			0.84			0.13			0.71


			NC_010456.5			9344723			intron_variant			DOCK5			G			A			0.74			0.11			0.63


			NC_010456.5			9346170			intron_variant			DOCK5			T			C			0.68			0.16			0.52


			NC_010456.5			9347583			intron_variant			DOCK5			A			G			0.97			0.47			0.50


			NC_010456.5			9324925			intron_variant			DOCK5			C			T			0.58			0.00


			NC_010456.5			9349043			intron_variant			DOCK5			T			C			0.73			0.05			0.68


			NC_010456.5			9349202			intron_variant			DOCK5			A			G			0.95			0.25			0.70


			NC_010456.5			9327347			intron_variant			DOCK5			A			G			0.80			0.00


			NC_010456.5			9349463			intron_variant			DOCK5			T			C			0.95			0.41			0.54


			NC_010456.5			9349571			intron_variant			DOCK5			G			A			0.89			0.19			0.70


			NC_010456.5			9349648			intron_variant			DOCK5			A			T			0.83			0.15			0.68


			NC_010456.5			9349654			intron_variant			DOCK5			T			C			0.96			0.41			0.55


			NC_010456.5			9349760			intron_variant			DOCK5			T			C			0.83			0.13			0.70


			NC_010456.5			9350007			intron_variant			DOCK5			T			C			0.99			0.47			0.52


			NC_010456.5			9350044			intron_variant			DOCK5			T			C			0.76			0.21			0.55


			NC_010456.5			9350339			intron_variant			DOCK5			A			G			0.91			0.26			0.65


			NC_010456.5			9350536			intron_variant			DOCK5			G			C			0.99			0.47			0.52


			NC_010456.5			9350714			intron_variant			DOCK5			G			T			1.00			0.47			0.53


			NC_010456.5			9350774			intron_variant			DOCK5			C			T			0.94			0.39			0.55


			NC_010456.5			9327592			intron_variant			DOCK5			C			T			0.76			0.00


			NC_010456.5			9335595			intron_variant			DOCK5			A			G			0.59			0.00


			NC_010456.5			9338453			intron_variant			DOCK5			A			G			0.52			0.00


			NC_010456.5			9351283			intron_variant			DOCK5			C			T			0.81			0.08			0.73


			NC_010456.5			9351288			intron_variant			DOCK5			A			T			1.00			0.42			0.58


			NC_010456.5			9351299			intron_variant			DOCK5			C			T			0.67			0.08			0.59


			NC_010456.5			9351451			intron_variant			DOCK5			T			A			0.65			0.08			0.57


			NC_010456.5			9351498			intron_variant			DOCK5			A			G			0.70			0.08			0.62


			NC_010456.5			9351619			intron_variant			DOCK5			G			A			0.67			0.08			0.59


			NC_010456.5			9351634			intron_variant			DOCK5			G			A			0.76			0.13			0.63


			NC_010456.5			9351635			intron_variant			DOCK5			A			G			0.76			0.13			0.63


			NC_010456.5			9351644			intron_variant			DOCK5			A			G			1.00			0.47			0.53


			NC_010456.5			9351661			intron_variant			DOCK5			A			G			0.80			0.19			0.61


			NC_010456.5			9351806			intron_variant			DOCK5			C			T			0.66			0.11			0.55


			NC_010456.5			9351843			intron_variant			DOCK5			G			A			0.65			0.05			0.60


			NC_010456.5			9351887			intron_variant			DOCK5			C			A			0.89			0.18			0.71


			NC_010456.5			9352224			intron_variant			DOCK5			C			T			0.78			0.08			0.70


			NC_010456.5			9349012			intron_variant			DOCK5			G			T			0.63			0.00


			NC_010456.5			9352300			intron_variant			DOCK5			A			G			0.79			0.26			0.53


			NC_010456.5			9352435			intron_variant			DOCK5			A			G			0.88			0.16			0.72


			NC_010456.5			9352556			intron_variant			DOCK5			C			T			0.96			0.44			0.52


			NC_010456.5			9349329			intron_variant			DOCK5			C			G			0.63			0.00


			NC_010456.5			9352995			intron_variant			DOCK5			A			G			0.70			0.08			0.62


			NC_010456.5			9353122			intron_variant			DOCK5			G			A			0.97			0.42			0.55


			NC_010456.5			9350941			intron_variant			DOCK5			A			G			0.65			0.00


			NC_010456.5			9353359			intron_variant			DOCK5			G			A			0.86			0.14			0.72


			NC_010456.5			9350972			intron_variant			DOCK5			C			A			0.66			0.00


			NC_010456.5			9353538			intron_variant			DOCK5			T			A			0.58			0.08			0.50


			NC_010456.5			9353649			intron_variant			DOCK5			A			G			0.92			0.42			0.50


			NC_010456.5			9353694			intron_variant			DOCK5			A			G			0.88			0.26			0.62


			NC_010456.5			9350991			intron_variant			DOCK5			G			A			0.66			0.00


			NC_010456.5			9353943			intron_variant			DOCK5			C			T			0.83			0.16			0.67


			NC_010456.5			9354895			intron_variant			DOCK5			C			T			0.84			0.14			0.70


			NC_010456.5			9352260			intron_variant			DOCK5			G			A			0.51			0.00


			NC_010456.5			71357983			synonymous_variant			MYPN			C			T			0.59			0.03			0.56


			NC_010456.5			9352925			intron_variant			DOCK5			C			A			0.55			0.00


			NC_010456.5			9353255			intron_variant			DOCK5			A			G			0.52			0.00


			NC_010456.5			9356409			intron_variant			DOCK5			G			A			0.53			0.03			0.50


			NC_010456.5			9356450			intron_variant			DOCK5			T			C			0.57			0.06			0.51


			NC_010456.5			9357585			intron_variant			DOCK5			A			G			0.55			0.03			0.52


			NC_010456.5			9357662			intron_variant			DOCK5			T			C			0.56			0.03			0.53


			NC_010456.5			9353498			intron_variant			DOCK5			A			C			0.56			0.00


			NC_010456.5			9353780			intron_variant			DOCK5			C			T			0.53			0.00


			NC_010456.5			9359075			intron_variant			DOCK5			A			G			0.90			0.21			0.69


			NC_010456.5			9359198			intron_variant			DOCK5			T			G			0.95			0.25			0.70


			NC_010456.5			9359212			intron_variant			DOCK5			T			C			0.80			0.25			0.55


			NC_010456.5			9360150			intron_variant			DOCK5			T			C			0.90			0.24			0.66


			NC_010456.5			9360255			intron_variant			DOCK5			A			T			0.88			0.32			0.56


			NC_010456.5			9360258			intron_variant			DOCK5			T			C			0.82			0.32			0.50


			NC_010456.5			9360288			intron_variant			DOCK5			G			A			0.81			0.29			0.52


			NC_010456.5			9360459			intron_variant			DOCK5			A			G			0.85			0.29			0.56


			NC_010456.5			9362045			intron_variant			DOCK5			C			A			0.81			0.29			0.52


			NC_010456.5			9362531			intron_variant			DOCK5			C			A			0.81			0.25			0.56


			NC_010456.5			9362537			intron_variant			DOCK5			G			A			0.86			0.25			0.61


			NC_010456.5			9366178			intron_variant			DOCK5			G			A			0.18			0.74			0.56


			NC_010456.5			9367083			intron_variant			DOCK5			G			A			0.77			0.26			0.51


			NC_010456.5			9367640			intron_variant			DOCK5			C			G			0.14			0.69			0.55


			NC_010456.5			9368281			intron_variant			DOCK5			G			A			0.10			0.61			0.51


			NC_010456.5			9380581			intron_variant			DOCK5			G			A			0.98			0.47			0.51


			NC_010456.5			9380961			intron_variant			DOCK5			A			G			0.25			0.82			0.57


			NC_010456.5			9383744			intron_variant			DOCK5			G			A			0.83			0.32			0.51


			NC_010456.5			9383789			intron_variant			DOCK5			G			A			0.74			0.24			0.50


			NC_010456.5			9386022			intron_variant			DOCK5			G			A			0.38			0.89			0.51


			NC_010456.5			9386099			intron_variant			DOCK5			T			C			0.22			0.75			0.53


			NC_010456.5			9388144			intron_variant			DOCK5			A			G			0.60			0.08			0.52


			NC_010456.5			9388462			intron_variant			DOCK5			C			T			0.78			0.26			0.52


			NC_010456.5			9388466			intron_variant			DOCK5			G			A			0.66			0.11			0.55


			NC_010456.5			9389480			intron_variant			DOCK5			A			G			0.92			0.21			0.71


			NC_010456.5			9389601			intron_variant			DOCK5			T			C			1.00			0.47			0.53


			NC_010456.5			9389805			intron_variant			DOCK5			A			G			0.89			0.06			0.83


			NC_010456.5			9389832			intron_variant			DOCK5			T			C			0.57			0.05			0.52


			NC_010456.5			9355969			intron_variant			DOCK5			C			T			0.53			0.00


			NC_010456.5			9390103			intron_variant			DOCK5			A			G			0.76			0.22			0.54


			NC_010456.5			9390408			intron_variant			DOCK5			G			A			0.80			0.24			0.56


			NC_010456.5			9390547			intron_variant			DOCK5			G			T			0.59			0.03			0.56


			NC_010456.5			9390554			intron_variant			DOCK5			C			T			0.58			0.03			0.55


			NC_010456.5			9390872			intron_variant			DOCK5			T			A			0.80			0.21			0.59


			NC_010456.5			9400519			intron_variant			DOCK5			A			C			0.60			0.08			0.52


			NC_010456.5			9355998			synonymous_variant			DOCK5			T			C			0.52			0.00


			NC_010456.5			9406993			intron_variant			DOCK5			A			G			0.00			0.50


			NC_010456.5			9408991			intron_variant			DOCK5			T			C			0.94			0.32			0.62


			NC_010456.5			9410658			intron_variant			DOCK5			C			G			0.64			0.08			0.56


			NC_010456.5			9429088			intron_variant			DOCK5			C			T			0.99			0.13			0.86


			NC_010456.5			9430591			intron_variant			DOCK5			A			G			0.02			0.61			0.59


			NC_010456.5			9440006			intergenic_region			DOCK5-GNRH1			A			T			0.95			0.33			0.62


			NC_010457.5			33577747			missense_variant			MYOM2			G			C			0.59			0.05			0.54


			NC_010456.5			9356340			intron_variant			DOCK5			T			G			0.66			0.00


			NC_010456.5			43473154			intron_variant			MYO18B			G			A			0.08			0.86			0.78


			NC_010458.4			38181907			5_prime_UTR_variant			PDE4D			A			G			0.59			0.03			0.56


			NC_010459.5			48027600			upstream_gene_variant			TNNC2			A			G			0.59			0.05			0.54


			NC_010456.5			43476793			intron_variant			MYO18B			C			T			0.05			0.87			0.82


			NC_010456.5			43477107			intron_variant			MYO18B			C			T			0.05			0.87			0.82


			NC_010456.5			43477674			intron_variant			MYO18B			A			C			0.02			0.87			0.84


			NC_010456.5			43478995			intron_variant			MYO18B			G			C			0.23			0.87			0.64


			NC_010456.5			43479792			intron_variant			MYO18B			G			A			0.25			0.84			0.59


			NC_010456.5			43480577			intron_variant			MYO18B			C			T			0.30			0.85			0.55


			NC_010456.5			43480851			intron_variant			MYO18B			T			C			0.93			0.13			0.80


			NC_010456.5			43481121			intron_variant			MYO18B			T			C			0.94			0.11			0.83


			NC_010459.5			48027602			upstream_gene_variant			TNNC2			T			A			0.59			0.05			0.54


			NC_010456.5			43483432			intron_variant			MYO18B			T			G			0.29			0.87			0.58


			NC_010456.5			9356344			intron_variant			DOCK5			C			G			0.66			0.00


			NC_010456.5			9358695			intron_variant			DOCK5			C			T			0.80			0.00


			NC_010456.5			9358743			intron_variant			DOCK5			G			A			0.56			0.00


			NC_010456.5			9389872			intron_variant			DOCK5			C			T			0.58			0.00


			NC_010456.5			9404284			intron_variant			DOCK5			A			T			0.56			0.00


			NC_010456.5			43469652			intron_variant			MYO18B			G			A			0.56			0.00


			NC_010456.5			43488139			intron_variant			MYO18B			T			C			0.64			0.13			0.51


			NC_010456.5			43488148			intron_variant			MYO18B			G			T			0.64			0.13			0.51


			NC_010456.5			43488393			intron_variant			MYO18B			A			C			0.63			0.11			0.52


			NC_010456.5			43488676			intron_variant			MYO18B			T			A			0.69			0.11			0.58


			NC_010456.5			43488680			intron_variant			MYO18B			A			T			0.69			0.11			0.58


			NC_010456.5			43488899			intron_variant			MYO18B			C			T			0.70			0.11			0.59


			NC_010460.4			23803190			upstream_gene_variant			LMOD2			G			A			0.59			0.03			0.56


			NC_010456.5			43489176			intron_variant			MYO18B			T			G			0.72			0.13			0.59


			NC_010456.5			43489221			intron_variant			MYO18B			A			G			0.68			0.11			0.57


			NC_010456.5			43489242			intron_variant			MYO18B			A			C			0.64			0.11			0.53


			NC_010456.5			43490563			intron_variant			MYO18B			A			G			0.64			0.13			0.51


			NC_010456.5			43490601			intron_variant			MYO18B			A			G			0.65			0.11			0.54


			NC_010456.5			43490735			intron_variant			MYO18B			A			T			0.94			0.11			0.83


			NC_010456.5			43490946			intron_variant			MYO18B			G			T			0.66			0.13			0.53


			NC_010456.5			43491558			intron_variant			MYO18B			G			C			0.70			0.13			0.57


			NC_010456.5			43492657			intron_variant			MYO18B			C			T			0.93			0.13			0.80


			NC_010456.5			43492758			intron_variant			MYO18B			G			A			0.68			0.11			0.57


			NC_010456.5			43486573			intron_variant			MYO18B			C			T			0.51			0.00


			NC_010456.5			43486627			intron_variant			MYO18B			G			C			0.51			0.00


			NC_010456.5			43493548			intron_variant			MYO18B			A			G			0.81			0.11			0.70


			NC_010456.5			43494460			intron_variant			MYO18B			G			A			0.95			0.11			0.84


			NC_010456.5			43486712			intron_variant			MYO18B			T			C			0.57			0.00


			NC_010456.5			43495236			intron_variant			MYO18B			A			G			0.93			0.13			0.80


			NC_010456.5			43487552			intron_variant			MYO18B			G			C			0.54			0.00


			NC_010456.5			43487664			intron_variant			MYO18B			G			A			0.53			0.00


			NC_010456.5			43487814			intron_variant			MYO18B			A			G			0.55			0.00


			NC_010456.5			43493387			intron_variant			MYO18B			A			C			0.55			0.00


			NC_010456.5			43493442			intron_variant			MYO18B			A			G			0.55			0.00


			NC_010456.5			43495902			intron_variant			MYO18B			T			C			0.94			0.13			0.81


			NC_010456.5			43495049			intron_variant			MYO18B			C			G			0.56			0.00


			NC_010456.5			43495728			intron_variant			MYO18B			G			T			0.62			0.00


			NC_010456.5			43495733			intron_variant			MYO18B			T			C			0.62			0.00


			NC_010456.5			43495781			intron_variant			MYO18B			T			C			0.58			0.00


			NC_010456.5			43495832			intron_variant			MYO18B			A			C			0.64			0.00


			NC_010456.5			43495850			intron_variant			MYO18B			A			G			0.64			0.00


			NC_010456.5			43496056			intron_variant			MYO18B			T			C			0.64			0.00


			NC_010456.5			43496781			intron_variant			MYO18B			C			A			0.00			0.53


			NC_010456.5			43496208			intron_variant			MYO18B			G			A			0.65			0.00


			NC_010456.5			43496228			intron_variant			MYO18B			G			A			0.64			0.00


			NC_010456.5			43496649			intron_variant			MYO18B			A			G			0.62			0.00


			NC_010456.5			43496681			intron_variant			MYO18B			C			T			0.63			0.00


			NC_010456.5			43497659			intron_variant			MYO18B			T			C			0.94			0.13			0.81


			NC_010456.5			43496710			intron_variant			MYO18B			T			G			0.61			0.00


			NC_010456.5			43496733			intron_variant			MYO18B			T			C			0.65			0.00


			NC_010456.5			43496805			intron_variant			MYO18B			T			C			0.58			0.00


			NC_010456.5			43496855			intron_variant			MYO18B			C			T			0.63			0.00


			NC_010456.5			43496856			intron_variant			MYO18B			A			G			0.62			0.00


			NC_010456.5			43497472			intron_variant			MYO18B			G			C			0.60			0.00


			NC_010456.5			43498159			synonymous_variant			MYO18B			G			A			0.60			0.00


			NC_010456.5			43498697			intron_variant			MYO18B			T			C			0.58			0.00


			NC_010456.5			43499007			intron_variant			MYO18B			G			A			0.58			0.00


			NC_010456.5			43499047			intron_variant			MYO18B			A			G			0.53			0.00


			NC_010456.5			43499728			intron_variant			MYO18B			A			G			0.94			0.11			0.83


			NC_010456.5			43499736			intron_variant			MYO18B			G			A			0.70			0.11			0.59


			NC_010456.5			43499774			intron_variant			MYO18B			A			C			0.95			0.13			0.82


			NC_010456.5			43499829			intron_variant			MYO18B			A			G			0.97			0.13			0.84


			NC_010456.5			43499148			intron_variant			MYO18B			C			T			0.60			0.00


			NC_010456.5			43499286			intron_variant			MYO18B			T			G			0.57			0.00


			NC_010456.5			43499380			intron_variant			MYO18B			T			C			0.58			0.00


			NC_010456.5			43499563			intron_variant			MYO18B			T			G			0.62			0.00


			NC_010456.5			43499635			intron_variant			MYO18B			A			G			0.55			0.00


			NC_010456.5			43499850			intron_variant			MYO18B			C			T			0.57			0.00


			NC_010456.5			43499892			intron_variant			MYO18B			C			A			0.57			0.00


			NC_010456.5			43500128			intron_variant			MYO18B			T			A			0.72			0.00


			NC_010456.5			43500265			intron_variant			MYO18B			T			C			0.72			0.00


			NC_010456.5			43500328			intron_variant			MYO18B			G			T			0.60			0.00


			NC_010456.5			43500391			intron_variant			MYO18B			G			T			0.73			0.00


			NC_010456.5			43501048			intron_variant			MYO18B			A			G			0.95			0.13			0.82


			NC_010456.5			43502393			intron_variant			MYO18B			G			A			0.94			0.13			0.81


			NC_010456.5			43502597			intron_variant			MYO18B			C			T			0.87			0.17			0.70


			NC_010456.5			43502939			intron_variant			MYO18B			C			T			0.84			0.13			0.71


			NC_010456.5			43503030			intron_variant			MYO18B			G			A			0.87			0.14			0.73


			NC_010456.5			43503050			intron_variant			MYO18B			G			A			0.86			0.13			0.73


			NC_010456.5			43503294			intron_variant			MYO18B			G			T			0.84			0.13			0.71


			NC_010456.5			43500436			intron_variant			MYO18B			C			T			0.72			0.00


			NC_010456.5			43503598			intron_variant			MYO18B			G			C			0.00			0.58


			NC_010456.5			43506206			intron_variant			MYO18B			A			G			0.93			0.13			0.80


			NC_010456.5			43508696			intron_variant			MYO18B			A			G			0.88			0.11			0.77


			NC_010456.5			43510306			intron_variant			MYO18B			G			C			0.88			0.13			0.75


			NC_010456.5			43511144			intron_variant			MYO18B			C			T			0.00			0.58


			NC_010456.5			43512067			intron_variant			MYO18B			G			A			0.63			0.13			0.50


			NC_010456.5			43512765			intron_variant			MYO18B			C			T			0.84			0.13			0.71


			NC_010456.5			43513166			intron_variant			MYO18B			G			A			0.88			0.13			0.75


			NC_010456.5			43500495			intron_variant			MYO18B			T			C			0.71			0.00


			NC_010456.5			43500525			intron_variant			MYO18B			C			T			0.77			0.00


			NC_010456.5			43500537			intron_variant			MYO18B			G			A			0.77			0.00


			NC_010456.5			43514788			intron_variant			MYO18B			A			G			0.95			0.13			0.82


			NC_010456.5			43515705			intron_variant			MYO18B			T			A			0.95			0.11			0.84


			NC_010456.5			43516875			intron_variant			MYO18B			G			C			0.03			0.86			0.83


			NC_010456.5			43518248			intron_variant			MYO18B			C			T			0.95			0.13			0.82


			NC_010456.5			43519631			intron_variant			MYO18B			A			C			0.98			0.11			0.87


			NC_010456.5			43500582			intron_variant			MYO18B			G			T			0.71			0.00


			NC_010456.5			43521327			intron_variant			MYO18B			T			C			0.96			0.13			0.83


			NC_010456.5			43522300			intron_variant			MYO18B			A			G			0.95			0.13			0.82


			NC_010456.5			43525113			intron_variant			MYO18B			A			G			0.95			0.13			0.82


			NC_010456.5			43526115			intron_variant			MYO18B			G			A			0.00			0.58


			NC_010456.5			43529992			intron_variant			MYO18B			T			C			0.09			0.89			0.80


			NC_010456.5			43530185			intron_variant			MYO18B			A			G			0.00			0.58


			NC_010456.5			43530205			intron_variant			MYO18B			C			T			0.91			0.13			0.78


			NC_010456.5			43530605			intron_variant			MYO18B			A			G			0.89			0.13			0.76


			NC_010456.5			43530606			intron_variant			MYO18B			T			C			0.92			0.13			0.79


			NC_010456.5			43503345			intron_variant			MYO18B			C			T			0.56			0.00


			NC_010456.5			43531183			intron_variant			MYO18B			T			C			0.05			0.84			0.79


			NC_010456.5			43531839			intron_variant			MYO18B			C			T			0.03			0.86			0.84


			NC_010456.5			43514001			intron_variant			MYO18B			G			A			0.69			0.00


			NC_010456.5			43532274			intron_variant			MYO18B			C			T			0.00			0.58


			NC_010456.5			43534426			intron_variant			MYO18B			T			C			0.85			0.11			0.74


			NC_010456.5			43536663			intron_variant			MYO18B			G			A			0.96			0.13			0.83


			NC_010456.5			43538115			intron_variant			MYO18B			T			C			0.85			0.14			0.71


			NC_010456.5			43538414			intron_variant			MYO18B			A			G			0.95			0.13			0.82


			NC_010456.5			43538523			intron_variant			MYO18B			T			C			0.96			0.13			0.83


			NC_010456.5			43542226			intron_variant			MYO18B			C			T			0.82			0.13			0.69


			NC_010456.5			43543701			intron_variant			MYO18B			T			C			0.95			0.13			0.82


			NC_010456.5			43545349			intron_variant			MYO18B			A			G			0.30			0.84			0.55


			NC_010456.5			43546300			intron_variant			MYO18B			G			A			0.24			0.84			0.60


			NC_010456.5			43546758			intron_variant			MYO18B			C			G			0.23			0.89			0.67


			NC_010456.5			43547231			intron_variant			MYO18B			G			A			0.21			0.82			0.60


			NC_010456.5			43547644			intron_variant			MYO18B			A			G			0.89			0.16			0.73


			NC_010456.5			43547778			intron_variant			MYO18B			A			G			0.08			0.84			0.76


			NC_010456.5			43547825			intron_variant			MYO18B			C			T			0.09			0.89			0.80


			NC_010456.5			43547834			intron_variant			MYO18B			T			G			0.09			0.89			0.80


			NC_010456.5			43547842			intron_variant			MYO18B			G			A			0.90			0.08			0.82


			NC_010456.5			43548198			intron_variant			MYO18B			G			C			0.88			0.13			0.75


			NC_010456.5			43548340			intron_variant			MYO18B			T			A			0.90			0.16			0.74


			NC_010456.5			43548607			intron_variant			MYO18B			A			G			0.87			0.14			0.73


			NC_010456.5			43549294			intron_variant			MYO18B			A			G			0.05			0.82			0.77


			NC_010456.5			43549300			intron_variant			MYO18B			G			A			0.05			0.82			0.77


			NC_010456.5			43549615			intron_variant			MYO18B			G			A			0.07			0.81			0.74


			NC_010456.5			43549627			intron_variant			MYO18B			T			C			0.07			0.83			0.77


			NC_010445.4			11654343			downstream_gene_variant			GTF2IRD1			G			A			0.59			0.03			0.56


			NC_010456.5			43550496			intron_variant			MYO18B			C			T			0.05			0.84			0.79


			NC_010456.5			43550554			intron_variant			MYO18B			A			G			0.88			0.13			0.75


			NC_010456.5			43550723			intron_variant			MYO18B			A			G			0.07			0.84			0.77


			NC_010456.5			43550971			intron_variant			MYO18B			G			A			0.06			0.83			0.77


			NC_010456.5			43552023			intron_variant			MYO18B			A			G			0.09			0.87			0.78


			NC_010456.5			43552385			intron_variant			MYO18B			G			T			0.06			0.74			0.68


			NC_010456.5			43552480			intron_variant			MYO18B			A			G			0.86			0.16			0.70


			NC_010456.5			43552750			intron_variant			MYO18B			A			G			0.88			0.16			0.72


			NC_010456.5			43552806			intron_variant			MYO18B			G			A			0.85			0.14			0.71


			NC_010456.5			43553116			intron_variant			MYO18B			G			C			0.89			0.16			0.73


			NC_010456.5			43553550			intron_variant			MYO18B			T			C			0.89			0.16			0.73


			NC_010456.5			43553834			intron_variant			MYO18B			A			G			0.91			0.16			0.75


			NC_010456.5			43553903			intron_variant			MYO18B			G			A			0.69			0.13			0.56


			NC_010456.5			43553948			intron_variant			MYO18B			A			G			0.70			0.13			0.57


			NC_010456.5			43554077			intron_variant			MYO18B			G			A			0.72			0.13			0.59


			NC_010456.5			43554204			intron_variant			MYO18B			T			C			0.70			0.13			0.57


			NC_010456.5			43554411			intron_variant			MYO18B			G			C			0.68			0.13			0.55


			NC_010456.5			43554414			intron_variant			MYO18B			C			T			0.68			0.13			0.55


			NC_010456.5			43554505			intron_variant			MYO18B			G			A			0.71			0.13			0.58


			NC_010456.5			43554674			intron_variant			MYO18B			A			G			0.99			0.13			0.86


			NC_010456.5			43554962			intron_variant			MYO18B			A			G			0.70			0.11			0.59


			NC_010456.5			43554988			intron_variant			MYO18B			A			G			0.74			0.11			0.63


			NC_010456.5			43555645			intron_variant			MYO18B			A			G			0.67			0.13			0.54


			NC_010456.5			43555664			intron_variant			MYO18B			A			G			0.70			0.13			0.57


			NC_010456.5			43556019			intron_variant			MYO18B			C			T			0.06			0.71			0.65


			NC_010456.5			43556360			intron_variant			MYO18B			G			A			0.73			0.11			0.62


			NC_010456.5			43557245			intron_variant			MYO18B			C			T			0.73			0.13			0.60


			NC_010456.5			43557325			intron_variant			MYO18B			C			T			0.70			0.13			0.57


			NC_010456.5			43557371			intron_variant			MYO18B			C			G			0.70			0.13			0.57


			NC_010456.5			43557555			intron_variant			MYO18B			A			G			0.74			0.11			0.63


			NC_010456.5			43557589			intron_variant			MYO18B			G			T			0.73			0.11			0.62


			NC_010456.5			43557716			intron_variant			MYO18B			G			A			0.73			0.13			0.60


			NC_010456.5			43557768			intron_variant			MYO18B			G			A			0.63			0.13			0.50


			NC_010456.5			43557824			intron_variant			MYO18B			A			G			0.72			0.13			0.59


			NC_010456.5			43557857			intron_variant			MYO18B			G			C			0.70			0.11			0.59


			NC_010456.5			43557858			intron_variant			MYO18B			C			A			0.70			0.11			0.59


			NC_010456.5			43557874			intron_variant			MYO18B			T			C			0.69			0.11			0.58


			NC_010456.5			43557948			intron_variant			MYO18B			G			A			0.73			0.11			0.62


			NC_010456.5			43558000			intron_variant			MYO18B			T			C			0.73			0.12			0.61


			NC_010456.5			43558066			intron_variant			MYO18B			A			G			0.88			0.24			0.64


			NC_010456.5			43558110			intron_variant			MYO18B			T			C			0.88			0.25			0.63


			NC_010456.5			43558154			intron_variant			MYO18B			G			A			0.69			0.13			0.56


			NC_010456.5			43558177			intron_variant			MYO18B			A			G			0.89			0.21			0.68


			NC_010456.5			43558234			intron_variant			MYO18B			C			T			0.74			0.13			0.61


			NC_010456.5			43558284			intron_variant			MYO18B			T			C			0.93			0.32			0.61


			NC_010456.5			43558455			intron_variant			MYO18B			T			C			0.97			0.24			0.73


			NC_010456.5			43514130			intron_variant			MYO18B			T			C			0.74			0.00


			NC_010456.5			43558859			intron_variant			MYO18B			G			A			0.88			0.21			0.67


			NC_010456.5			43558865			intron_variant			MYO18B			A			T			0.91			0.21			0.70


			NC_010456.5			43558940			intron_variant			MYO18B			T			C			0.90			0.19			0.71


			NC_010456.5			43558952			intron_variant			MYO18B			A			G			0.88			0.19			0.69


			NC_010456.5			43559023			intron_variant			MYO18B			C			A			0.89			0.26			0.63


			NC_010456.5			43559812			intron_variant			MYO18B			T			C			0.92			0.26			0.66


			NC_010456.5			43559831			intron_variant			MYO18B			G			A			0.70			0.13			0.57


			NC_010456.5			43559837			intron_variant			MYO18B			C			T			0.91			0.26			0.65


			NC_010456.5			43559894			intron_variant			MYO18B			C			T			0.68			0.13			0.55


			NC_010456.5			43560191			intron_variant			MYO18B			G			A			0.69			0.13			0.56


			NC_010456.5			43561591			intron_variant			MYO18B			G			A			0.67			0.13			0.54


			NC_010456.5			43561601			intron_variant			MYO18B			G			A			0.83			0.26			0.57


			NC_010456.5			43562491			intron_variant			MYO18B			A			G			0.72			0.13			0.59


			NC_010456.5			43562569			intron_variant			MYO18B			A			C			0.73			0.13			0.60


			NC_010456.5			43563567			intron_variant			MYO18B			T			G			0.66			0.13			0.53


			NC_010456.5			43565169			intron_variant			MYO18B			A			G			0.65			0.14			0.51


			NC_010456.5			43565369			intron_variant			MYO18B			G			A			0.66			0.16			0.50


			NC_010456.5			43565963			intron_variant			MYO18B			A			C			0.66			0.14			0.52


			NC_010456.5			43566987			intron_variant			MYO18B			T			A			0.89			0.29			0.60


			NC_010456.5			43568159			intron_variant			MYO18B			C			T			0.90			0.29			0.61


			NC_010456.5			43571073			intron_variant			MYO18B			A			G			0.79			0.29			0.50


			NC_010456.5			43586967			intron_variant			MYO18B			G			A			0.96			0.21			0.75


			NC_010456.5			43587812			intron_variant			MYO18B			A			G			0.13			0.74			0.61


			NC_010456.5			43594654			intron_variant			MYO18B			A			G			0.00			0.53


			NC_010456.5			43596444			intron_variant			MYO18B			A			G			0.00			0.50


			NC_010456.5			43598796			intron_variant			MYO18B			T			C			0.90			0.24			0.66


			NC_010456.5			43599154			intron_variant			MYO18B			T			C			0.92			0.26			0.66


			NC_010456.5			43514349			intron_variant			MYO18B			A			C			0.72			0.00


			NC_010456.5			43601917			intron_variant			MYO18B			A			G			0.64			0.13			0.51


			NC_010456.5			43601998			intron_variant			MYO18B			G			A			0.27			0.87			0.60


			NC_010456.5			43603963			intron_variant			MYO18B			C			G			0.92			0.24			0.68


			NC_010456.5			43604025			intron_variant			MYO18B			G			C			0.92			0.24			0.68


			NC_010456.5			43605253			intron_variant			MYO18B			C			G			0.91			0.24			0.67


			NC_010456.5			43605913			intron_variant			MYO18B			G			A			0.00			0.53


			NC_010456.5			43605927			intron_variant			MYO18B			T			C			0.92			0.25			0.67


			NC_010456.5			43608148			intron_variant			MYO18B			C			G			0.94			0.24			0.70


			NC_010456.5			43608168			intron_variant			MYO18B			T			C			0.95			0.21			0.74


			NC_010456.5			43608410			intron_variant			MYO18B			G			T			0.94			0.26			0.68


			NC_010456.5			43608439			intron_variant			MYO18B			T			C			0.94			0.26			0.68


			NC_010456.5			43610308			intron_variant			MYO18B			T			C			0.00			0.56


			NC_010456.5			43610453			intron_variant			MYO18B			C			T			0.62			0.12			0.50


			NC_010456.5			43611222			intron_variant			MYO18B			C			G			0.93			0.29			0.64


			NC_010456.5			43612194			intron_variant			MYO18B			G			A			0.87			0.24			0.63


			NC_010456.5			43612684			intron_variant			MYO18B			G			A			0.63			0.13			0.50


			NC_010456.5			43612838			intron_variant			MYO18B			T			C			0.94			0.26			0.68


			NC_010456.5			43613942			intron_variant			MYO18B			T			A			0.71			0.08			0.63


			NC_010456.5			43614320			intron_variant			MYO18B			T			C			0.67			0.13			0.54


			NC_010456.5			43614357			intron_variant			MYO18B			A			G			0.67			0.08			0.59


			NC_010456.5			43614535			intron_variant			MYO18B			A			G			0.70			0.08			0.62


			NC_010456.5			43614845			intron_variant			MYO18B			G			C			0.67			0.13			0.54


			NC_010456.5			43614909			intron_variant			MYO18B			C			T			0.94			0.26			0.68


			NC_010456.5			43619248			intron_variant			MYO18B			T			G			0.97			0.21			0.76


			NC_010456.5			43531013			intron_variant			MYO18B			C			T			0.67			0.00


			NC_010456.5			43622293			intron_variant			MYO18B			C			T			0.15			0.71			0.56


			NC_010456.5			43599373			intron_variant			MYO18B			T			C			0.59			0.00


			NC_010456.5			43620720			intron_variant			MYO18B			G			A			0.55			0.00


			NC_010456.5			43624822			intron_variant			MYO18B			G			T			0.58			0.00


			NC_010456.5			43625746			intron_variant			MYO18B			C			A			0.68			0.00


			NC_010456.5			43629076			intron_variant			MYO18B			T			C			0.52			0.00


			NC_010456.5			43629363			intron_variant			MYO18B			T			C			0.52			0.00


			NC_010456.5			43631229			intron_variant			MYO18B			T			G			0.08			0.74			0.66


			NC_010456.5			43633116			intron_variant			MYO18B			G			A			0.09			0.79			0.70


			NC_010456.5			43633647			intron_variant			MYO18B			C			T			0.10			0.74			0.64


			NC_010456.5			43634290			intron_variant			MYO18B			G			A			0.28			0.84			0.56


			NC_010456.5			43634340			intron_variant			MYO18B			A			G			0.02			0.61			0.58


			NC_010456.5			43634681			intron_variant			MYO18B			A			C			0.10			0.74			0.64


			NC_010456.5			43634755			intron_variant			MYO18B			A			G			0.10			0.75			0.65


			NC_010456.5			43635007			intron_variant			MYO18B			T			C			0.08			0.74			0.66


			NC_010456.5			43635776			intron_variant			MYO18B			C			T			0.05			0.71			0.67


			NC_010456.5			43637191			intron_variant			MYO18B			C			A			0.05			0.74			0.69


			NC_010456.5			43638654			intron_variant			MYO18B			C			T			0.05			0.71			0.66


			NC_010456.5			43638856			intron_variant			MYO18B			C			A			0.05			0.68			0.64


			NC_010456.5			43639860			intron_variant			MYO18B			C			T			0.03			0.61			0.58


			NC_010456.5			43640453			intron_variant			MYO18B			G			A			0.05			0.71			0.66


			NC_010456.5			43641063			intron_variant			MYO18B			C			T			0.02			0.58			0.56


			NC_010456.5			43644601			intron_variant			MYO18B			G			C			0.16			0.71			0.55


			NC_010456.5			43646120			intron_variant			MYO18B			C			T			0.20			0.74			0.54


			NC_010456.5			43648644			intron_variant			MYO18B			T			C			0.90			0.28			0.62


			NC_010456.5			43649500			intron_variant			MYO18B			G			A			0.05			0.66			0.61


			NC_010456.5			43650036			intron_variant			MYO18B			G			A			0.06			0.71			0.65


			NC_010456.5			43650051			intron_variant			MYO18B			G			A			0.03			0.71			0.67


			NC_010456.5			43651471			intron_variant			MYO18B			C			T			0.19			0.72			0.53


			NC_010456.5			43651473			intron_variant			MYO18B			T			C			0.20			0.72			0.52


			NC_010456.5			43651712			intron_variant			MYO18B			G			A			0.05			0.78			0.73


			NC_010456.5			43651846			intron_variant			MYO18B			G			T			0.08			0.72			0.64


			NC_010456.5			43651850			intron_variant			MYO18B			G			T			0.06			0.72			0.66


			NC_010456.5			43652030			intron_variant			MYO18B			A			T			0.07			0.71			0.64


			NC_010456.5			43652198			intron_variant			MYO18B			C			T			0.09			0.74			0.65


			NC_010456.5			43652250			intron_variant			MYO18B			T			C			0.06			0.68			0.62


			NC_010456.5			43652328			intron_variant			MYO18B			C			T			0.10			0.72			0.62


			NC_010456.5			43652410			intron_variant			MYO18B			T			C			0.80			0.24			0.56


			NC_010456.5			43652944			intron_variant			MYO18B			G			C			0.10			0.74			0.63


			NC_010456.5			43653625			intron_variant			MYO18B			A			G			0.14			0.76			0.63


			NC_010456.5			43654088			intron_variant			MYO18B			G			A			0.89			0.24			0.65


			NC_010456.5			43654518			intron_variant			MYO18B			G			A			0.85			0.20			0.65


			NC_010456.5			43655956			intron_variant			MYO18B			A			G			0.95			0.19			0.76


			NC_010456.5			43656365			intron_variant			MYO18B			G			A			0.05			0.71			0.66


			NC_010456.5			43657668			intron_variant			MYO18B			G			T			0.03			0.75			0.72


			NC_010456.5			43657896			intron_variant			MYO18B			T			C			0.18			0.71			0.53


			NC_010456.5			43658312			intron_variant			MYO18B			G			A			0.05			0.74			0.69


			NC_010456.5			43658506			intron_variant			MYO18B			T			C			0.21			0.72			0.51


			NC_010456.5			43659030			intron_variant			MYO18B			C			T			0.90			0.26			0.64


			NC_010456.5			43659291			intron_variant			MYO18B			A			T			0.06			0.74			0.68


			NC_010456.5			43659470			intron_variant			MYO18B			T			C			0.70			0.11			0.59


			NC_010456.5			43659614			intron_variant			MYO18B			C			T			0.05			0.74			0.69


			NC_010456.5			43659700			intron_variant			MYO18B			C			T			0.34			0.84			0.50


			NC_010456.5			43659714			intron_variant			MYO18B			T			C			0.28			0.84			0.56


			NC_010456.5			43659715			intron_variant			MYO18B			G			A			0.28			0.84			0.56


			NC_010456.5			43659916			intron_variant			MYO18B			G			A			0.29			0.87			0.58


			NC_010456.5			43660756			intron_variant			MYO18B			T			C			0.05			0.68			0.64


			NC_010456.5			43660767			intron_variant			MYO18B			A			G			0.05			0.71			0.67


			NC_010456.5			43660836			intron_variant			MYO18B			G			C			0.07			0.68			0.62


			NC_010456.5			43660909			intron_variant			MYO18B			G			A			0.08			0.74			0.66


			NC_010456.5			43661033			intron_variant			MYO18B			G			A			0.06			0.74			0.68


			NC_010456.5			43661111			intron_variant			MYO18B			A			G			0.06			0.74			0.68


			NC_010456.5			43661124			intron_variant			MYO18B			G			A			0.06			0.74			0.68


			NC_010456.5			43661184			intron_variant			MYO18B			C			T			0.04			0.66			0.62


			NC_010456.5			43661385			intron_variant			MYO18B			A			G			0.03			0.74			0.70


			NC_010456.5			43661609			intron_variant			MYO18B			G			A			0.07			0.74			0.67


			NC_010456.5			43661800			intron_variant			MYO18B			T			C			0.06			0.71			0.65


			NC_010456.5			43662221			intron_variant			MYO18B			T			C			0.20			0.76			0.56


			NC_010456.5			43663013			intron_variant			MYO18B			G			A			0.05			0.71			0.66


			NC_010456.5			43663308			intron_variant			MYO18B			T			C			0.93			0.26			0.67


			NC_010456.5			43663803			intron_variant			MYO18B			G			T			0.93			0.26			0.67


			NC_010456.5			43665044			intron_variant			MYO18B			C			A			0.23			0.74			0.50


			NC_010456.5			43665686			intron_variant			MYO18B			C			T			0.19			0.71			0.52


			NC_010456.5			43665727			intron_variant			MYO18B			T			C			0.18			0.74			0.56


			NC_010456.5			43665734			intron_variant			MYO18B			C			A			0.18			0.74			0.56


			NC_010456.5			43665812			intron_variant			MYO18B			G			C			0.23			0.76			0.53


			NC_010456.5			43665823			intron_variant			MYO18B			T			G			0.24			0.76			0.52


			NC_010456.5			43666865			intron_variant			MYO18B			C			T			0.03			0.68			0.65


			NC_010456.5			43669223			intron_variant			MYO18B			A			G			0.20			0.71			0.51


			NC_010456.5			43629423			intron_variant			MYO18B			C			T			0.56			0.00


			NC_010456.5			43629557			intron_variant			MYO18B			A			G			0.56			0.00


			NC_010456.5			43672469			intron_variant			MYO18B			C			T			0.86			0.00


			NC_010456.5			43672838			intron_variant			MYO18B			T			C			0.85			0.00


			NC_010456.5			43675846			intron_variant			MYO18B			A			G			0.93			0.26			0.67


			NC_010456.5			43678341			intron_variant			MYO18B			T			C			0.83			0.22			0.61


			NC_010456.5			43678535			intron_variant			MYO18B			T			C			0.95			0.24			0.71


			NC_010456.5			43683932			intron_variant			MYO18B			A			C			0.94			0.24			0.70


			NC_010456.5			43673507			intron_variant			MYO18B			C			T			0.78			0.00


			NC_010456.5			43688778			intergenic_region			MYO18B-LOC110256609			T			C			0.80			0.11			0.69


			NC_010456.5			43689187			intergenic_region			MYO18B-LOC110256609			G			A			0.14			0.86			0.72


			NC_010456.5			43689239			intergenic_region			MYO18B-LOC110256609			A			C			0.28			0.87			0.59


			NC_010456.5			43689766			intergenic_region			MYO18B-LOC110256609			G			A			0.03			0.69			0.66


			NC_010456.5			43689970			intergenic_region			MYO18B-LOC110256609			A			G			0.87			0.08			0.79


			NC_010456.5			43690037			intergenic_region			MYO18B-LOC110256609			T			C			0.91			0.16			0.75


			NC_010456.5			43690293			intergenic_region			MYO18B-LOC110256609			G			A			0.17			0.72			0.55


			NC_010456.5			43690762			intergenic_region			MYO18B-LOC110256609			A			G			0.78			0.21			0.57


			NC_010456.5			43692017			intergenic_region			MYO18B-LOC110256609			G			A			0.76			0.24			0.52


			NC_010456.5			43692212			intergenic_region			MYO18B-LOC110256609			A			T			0.22			0.76			0.54


			NC_010456.5			43694943			intergenic_region			MYO18B-LOC110256609			A			G			0.95			0.24			0.71


			NC_010456.5			43701165			intergenic_region			MYO18B-LOC110256609			A			G			0.91			0.19			0.72


			NC_010456.5			43702937			intergenic_region			MYO18B-LOC110256609			T			C			0.83			0.26			0.57


			NC_010456.5			43705090			intergenic_region			MYO18B-LOC110256609			A			G			0.93			0.26			0.67


			NC_010456.5			43713136			intergenic_region			MYO18B-LOC110256609			A			G			0.16			0.76			0.60


			NC_010456.5			43713834			intergenic_region			MYO18B-LOC110256609			G			A			0.97			0.42			0.55


			NC_010456.5			43720912			intergenic_region			MYO18B-LOC110256609			A			G			0.32			0.84			0.52


			NC_010456.5			43724294			intergenic_region			MYO18B-LOC110256609			T			C			0.91			0.16			0.75


			NC_010456.5			43729252			intergenic_region			MYO18B-LOC110256609			G			A			0.16			0.71			0.55


			NC_010456.5			43730160			intergenic_region			MYO18B-LOC110256609			T			C			0.15			0.71			0.56


			NC_010456.5			43731456			intergenic_region			MYO18B-LOC110256609			G			A			0.13			0.71			0.58


			NC_010456.5			43732836			intergenic_region			MYO18B-LOC110256609			T			C			0.04			0.68			0.65


			NC_010456.5			43733877			intergenic_region			MYO18B-LOC110256609			A			G			0.25			0.89			0.64


			NC_010456.5			43734221			intergenic_region			MYO18B-LOC110256609			G			A			0.20			0.81			0.61


			NC_010456.5			43734320			intergenic_region			MYO18B-LOC110256609			A			G			0.24			0.87			0.62


			NC_010456.5			43734415			intergenic_region			MYO18B-LOC110256609			T			C			0.23			0.86			0.63


			NC_010456.5			43734517			intergenic_region			MYO18B-LOC110256609			C			T			0.23			0.84			0.62


			NC_010456.5			43734680			intergenic_region			MYO18B-LOC110256609			A			C			0.24			0.85			0.61


			NC_010456.5			43734762			intergenic_region			MYO18B-LOC110256609			A			G			0.23			0.79			0.57


			NC_010456.5			43734764			intergenic_region			MYO18B-LOC110256609			A			G			0.21			0.79			0.58


			NC_010456.5			43734848			intergenic_region			MYO18B-LOC110256609			G			A			0.24			0.86			0.62


			NC_010456.5			43734899			intergenic_region			MYO18B-LOC110256609			G			A			0.24			0.84			0.60


			NC_010456.5			43734960			intergenic_region			MYO18B-LOC110256609			G			C			0.12			0.90			0.78


			NC_010456.5			43734969			intergenic_region			MYO18B-LOC110256609			T			C			0.24			0.90			0.66


			NC_010456.5			43735051			intergenic_region			MYO18B-LOC110256609			A			G			0.03			0.71			0.67


			NC_010456.5			43735120			intergenic_region			MYO18B-LOC110256609			G			T			0.27			0.86			0.59


			NC_010456.5			43735185			intergenic_region			MYO18B-LOC110256609			A			G			0.25			0.87			0.62


			NC_010456.5			43735263			intergenic_region			MYO18B-LOC110256609			G			A			0.24			0.87			0.62


			NC_010456.5			43735285			intergenic_region			MYO18B-LOC110256609			G			A			0.26			0.87			0.61


			NC_010456.5			43735676			intergenic_region			MYO18B-LOC110256609			A			G			0.27			0.87			0.60


			NC_010456.5			43736097			intergenic_region			MYO18B-LOC110256609			A			G			0.13			0.72			0.60


			NC_010456.5			43736522			intergenic_region			MYO18B-LOC110256609			C			T			0.21			0.71			0.50


			NC_010456.5			43736961			intergenic_region			MYO18B-LOC110256609			A			G			0.19			0.71			0.52


			NC_010456.5			43737936			intergenic_region			MYO18B-LOC110256609			C			T			0.23			0.74			0.51


			NC_010456.5			43739470			intergenic_region			MYO18B-LOC110256609			C			T			0.06			0.71			0.65


			NC_010456.5			43741535			intergenic_region			MYO18B-LOC110256609			C			T			0.33			0.83			0.51


			NC_010456.5			43741605			intergenic_region			MYO18B-LOC110256609			A			G			0.80			0.16			0.64


			NC_010456.5			43742305			intergenic_region			MYO18B-LOC110256609			G			A			0.66			0.16			0.50


			NC_010456.5			43742967			intergenic_region			MYO18B-LOC110256609			A			G			0.96			0.42			0.54


			NC_010456.5			43748399			intergenic_region			MYO18B-LOC110256609			G			A			0.08			0.71			0.63


			NC_010456.5			43748461			intergenic_region			MYO18B-LOC110256609			A			G			0.77			0.26			0.51


			NC_010456.5			53653980			intron_variant			RYR2			C			A			0.86			0.09			0.77


			NC_010456.5			53654094			intron_variant			RYR2			A			T			0.88			0.08			0.80


			NC_010456.5			53654268			intron_variant			RYR2			C			A			0.99			0.38			0.61


			NC_010456.5			53654295			intron_variant			RYR2			A			G			0.99			0.26			0.73


			NC_010456.5			53654501			intron_variant			RYR2			T			C			0.87			0.11			0.76


			NC_010456.5			53654519			intron_variant			RYR2			T			C			0.12			0.89			0.78


			NC_010456.5			53654532			intron_variant			RYR2			T			C			0.85			0.11			0.74


			NC_010456.5			53654582			intron_variant			RYR2			C			T			0.87			0.11			0.76


			NC_010456.5			53654604			intron_variant			RYR2			T			A			0.88			0.11			0.77


			NC_010456.5			53654658			intron_variant			RYR2			G			A			0.90			0.12			0.78


			NC_010456.5			53654756			intron_variant			RYR2			A			T			0.87			0.11			0.76


			NC_010456.5			43673893			intron_variant			MYO18B			A			G			0.84			0.00


			NC_010456.5			53654831			intron_variant			RYR2			G			A			0.87			0.08			0.79


			NC_010456.5			53654956			intron_variant			RYR2			T			C			0.01			0.74			0.73


			NC_010456.5			53655085			intron_variant			RYR2			T			A			0.85			0.11			0.74


			NC_010456.5			53655147			intron_variant			RYR2			G			T			0.99			0.22			0.77


			NC_010456.5			53655151			intron_variant			RYR2			G			A			0.99			0.22			0.77


			NC_010456.5			53655214			intron_variant			RYR2			C			T			0.86			0.11			0.75


			NC_010456.5			53655246			intron_variant			RYR2			T			C			0.86			0.13			0.73


			NC_010456.5			53655422			intron_variant			RYR2			C			A			0.98			0.25			0.73


			NC_010456.5			53655796			intron_variant			RYR2			A			G			0.83			0.11			0.72


			NC_010456.5			53655843			intron_variant			RYR2			T			C			0.01			0.75			0.74


			NC_010456.5			53655907			intron_variant			RYR2			C			T			0.11			0.86			0.75


			NC_010456.5			43685038			missense_variant			MYO18B			T			C			0.54			0.00


			NC_010456.5			53655987			intron_variant			RYR2			G			A			0.85			0.17			0.68


			NC_010456.5			53656072			intron_variant			RYR2			T			C			0.84			0.13			0.71


			NC_010456.5			53656096			intron_variant			RYR2			A			G			0.99			0.26			0.73


			NC_010456.5			53656390			intron_variant			RYR2			G			A			0.89			0.08			0.81


			NC_010456.5			53656438			intron_variant			RYR2			T			G			0.84			0.08			0.76


			NC_010456.5			53656442			intron_variant			RYR2			T			C			0.84			0.08			0.76


			NC_010456.5			53656460			intron_variant			RYR2			T			C			0.85			0.08			0.77


			NC_010456.5			53656541			intron_variant			RYR2			G			A			0.98			0.24			0.74


			NC_010456.5			53656831			intron_variant			RYR2			G			A			0.87			0.11			0.76


			NC_010456.5			53656880			intron_variant			RYR2			C			T			0.88			0.11			0.77


			NC_010456.5			53656890			intron_variant			RYR2			C			A			0.99			0.26			0.73


			NC_010456.5			53656962			intron_variant			RYR2			A			C			0.87			0.11			0.76


			NC_010456.5			53657018			intron_variant			RYR2			T			C			0.87			0.11			0.76


			NC_010456.5			53657091			intron_variant			RYR2			A			G			0.88			0.05			0.83


			NC_010456.5			53657101			intron_variant			RYR2			T			G			0.88			0.05			0.83


			NC_010456.5			53657108			intron_variant			RYR2			G			T			0.99			0.24			0.75


			NC_010456.5			53657138			intron_variant			RYR2			T			C			0.88			0.05			0.83


			NC_010456.5			53657142			intron_variant			RYR2			C			A			0.88			0.05			0.83


			NC_010456.5			53657180			intron_variant			RYR2			G			T			0.89			0.08			0.81


			NC_010456.5			53657211			intron_variant			RYR2			C			T			0.84			0.08			0.76


			NC_010456.5			53657345			intron_variant			RYR2			C			G			0.83			0.05			0.78


			NC_010456.5			53654822			intron_variant			RYR2			C			T			0.51			0.00


			NC_010456.5			53657477			intron_variant			RYR2			A			G			0.83			0.13			0.70


			NC_010456.5			53657479			intron_variant			RYR2			C			T			0.83			0.13			0.70


			NC_010456.5			53657565			intron_variant			RYR2			T			C			0.87			0.11			0.76


			NC_010456.5			53657772			intron_variant			RYR2			A			G			0.96			0.36			0.60


			NC_010456.5			53657778			intron_variant			RYR2			G			A			0.84			0.14			0.70


			NC_010456.5			53657973			intron_variant			RYR2			G			T			0.89			0.09			0.80


			NC_010456.5			53658135			intron_variant			RYR2			A			C			0.88			0.15			0.73


			NC_010456.5			53658170			intron_variant			RYR2			C			A			0.87			0.16			0.71


			NC_010456.5			53658317			intron_variant			RYR2			A			G			0.99			0.35			0.64


			NC_010456.5			53658469			intron_variant			RYR2			T			C			0.87			0.13			0.74


			NC_010456.5			53658551			intron_variant			RYR2			C			G			1.00			0.35			0.65


			NC_010456.5			53658664			intron_variant			RYR2			C			T			0.87			0.17			0.70


			NC_010456.5			53658676			intron_variant			RYR2			G			A			0.87			0.17			0.70


			NC_010456.5			53658708			intron_variant			RYR2			A			T			0.87			0.25			0.62


			NC_010456.5			53658823			intron_variant			RYR2			T			C			0.86			0.06			0.80


			NC_010456.5			53658852			intron_variant			RYR2			A			G			1.00			0.27			0.73


			NC_010456.5			53658897			intron_variant			RYR2			C			G			1.00			0.21			0.79


			NC_010456.5			53659148			intron_variant			RYR2			C			A			0.88			0.15			0.73


			NC_010456.5			53659173			intron_variant			RYR2			C			T			0.88			0.16			0.72


			NC_010456.5			53659192			intron_variant			RYR2			T			C			0.90			0.15			0.75


			NC_010456.5			53659247			intron_variant			RYR2			A			G			1.00			0.38			0.62


			NC_010456.5			53659302			intron_variant			RYR2			C			G			0.86			0.15			0.71


			NC_010456.5			53659336			intron_variant			RYR2			A			G			0.87			0.15			0.72


			NC_010456.5			53659359			intron_variant			RYR2			G			T			0.88			0.15			0.73


			NC_010456.5			53659472			intron_variant			RYR2			G			C			0.89			0.17			0.72


			NC_010456.5			53659587			intron_variant			RYR2			C			T			0.89			0.13			0.76


			NC_010456.5			53659640			intron_variant			RYR2			T			G			0.90			0.13			0.77


			NC_010456.5			53659707			intron_variant			RYR2			G			A			0.91			0.14			0.77


			NC_010456.5			53659713			intron_variant			RYR2			A			G			0.91			0.13			0.78


			NC_010456.5			53659818			intron_variant			RYR2			A			G			0.87			0.17			0.70


			NC_010456.5			53659835			intron_variant			RYR2			A			G			0.86			0.16			0.70


			NC_010456.5			53659905			intron_variant			RYR2			C			T			0.86			0.15			0.71


			NC_010456.5			53659925			intron_variant			RYR2			T			C			0.85			0.17			0.68


			NC_010456.5			53659930			intron_variant			RYR2			G			A			0.85			0.16			0.69


			NC_010456.5			53659945			intron_variant			RYR2			G			A			0.85			0.15			0.70


			NC_010456.5			53659956			intron_variant			RYR2			C			T			0.87			0.15			0.72


			NC_010456.5			53660009			intron_variant			RYR2			C			T			0.89			0.15			0.74


			NC_010456.5			53660010			intron_variant			RYR2			T			G			0.89			0.15			0.74


			NC_010456.5			53660179			intron_variant			RYR2			A			G			0.86			0.19			0.67


			NC_010456.5			53660183			intron_variant			RYR2			A			G			0.88			0.18			0.70


			NC_010456.5			53660197			intron_variant			RYR2			C			T			0.90			0.15			0.75


			NC_010456.5			53660229			intron_variant			RYR2			C			T			0.89			0.15			0.74


			NC_010456.5			53660493			intron_variant			RYR2			C			T			0.86			0.15			0.71


			NC_010456.5			53660534			intron_variant			RYR2			A			G			0.85			0.15			0.70


			NC_010456.5			53660609			intron_variant			RYR2			G			T			0.99			0.38			0.61


			NC_010456.5			53660621			intron_variant			RYR2			A			C			0.87			0.17			0.70


			NC_010456.5			53660871			intron_variant			RYR2			G			C			0.90			0.15			0.75


			NC_010456.5			53660922			intron_variant			RYR2			G			C			0.85			0.16			0.69


			NC_010456.5			53660981			intron_variant			RYR2			A			T			1.00			0.33			0.67


			NC_010456.5			53661260			intron_variant			RYR2			T			C			0.87			0.18			0.69


			NC_010456.5			53661285			intron_variant			RYR2			T			C			0.89			0.18			0.71


			NC_010456.5			53661339			intron_variant			RYR2			T			C			0.86			0.14			0.72


			NC_010456.5			53661340			intron_variant			RYR2			G			A			0.86			0.13			0.73


			NC_010456.5			53661366			intron_variant			RYR2			C			A			0.87			0.12			0.75


			NC_010456.5			53661381			intron_variant			RYR2			C			G			0.87			0.13			0.74


			NC_010456.5			53661413			intron_variant			RYR2			A			G			1.00			0.33			0.67


			NC_010456.5			53661447			intron_variant			RYR2			T			C			1.00			0.33			0.67


			NC_010456.5			53661460			intron_variant			RYR2			G			A			1.00			0.31			0.69


			NC_010456.5			53661464			intron_variant			RYR2			T			A			1.00			0.31			0.69


			NC_010456.5			53661550			intron_variant			RYR2			G			T			0.87			0.15			0.72


			NC_010456.5			53661575			intron_variant			RYR2			T			C			0.86			0.15			0.71


			NC_010456.5			53661632			intron_variant			RYR2			C			T			0.87			0.15			0.72


			NC_010456.5			53661638			intron_variant			RYR2			G			A			1.00			0.32			0.68


			NC_010456.5			53661782			intron_variant			RYR2			C			T			0.88			0.21			0.67


			NC_010456.5			53662059			intron_variant			RYR2			A			C			1.00			0.31			0.69


			NC_010456.5			53662205			intron_variant			RYR2			C			T			1.00			0.35			0.65


			NC_010456.5			53662266			intron_variant			RYR2			C			T			0.89			0.14			0.75


			NC_010456.5			53662406			intron_variant			RYR2			T			G			0.86			0.11			0.75


			NC_010456.5			53662658			intron_variant			RYR2			G			A			0.86			0.08			0.78


			NC_010456.5			53662787			intron_variant			RYR2			A			G			0.88			0.11			0.77


			NC_010456.5			53662866			intron_variant			RYR2			C			T			0.87			0.08			0.79


			NC_010456.5			53662877			intron_variant			RYR2			G			T			0.85			0.08			0.77


			NC_010456.5			53662929			intron_variant			RYR2			A			G			0.88			0.13			0.75


			NC_010456.5			53662967			intron_variant			RYR2			T			C			0.86			0.11			0.75


			NC_010456.5			53663005			intron_variant			RYR2			A			G			0.99			0.26			0.73


			NC_010456.5			53663085			intron_variant			RYR2			G			A			0.99			0.26			0.73


			NC_010456.5			53663271			intron_variant			RYR2			G			C			0.99			0.24			0.75


			NC_010456.5			53663681			intron_variant			RYR2			T			C			0.87			0.08			0.79


			NC_010456.5			53664179			intron_variant			RYR2			T			C			0.77			0.11			0.66


			NC_010456.5			53664261			intron_variant			RYR2			T			C			0.99			0.26			0.73


			NC_010456.5			53664592			intron_variant			RYR2			C			T			0.77			0.08			0.69


			NC_010456.5			53664912			intron_variant			RYR2			A			G			0.77			0.14			0.63


			NC_010456.5			53665258			intron_variant			RYR2			T			C			0.75			0.08			0.67


			NC_010456.5			53665349			intron_variant			RYR2			C			G			0.77			0.08			0.69


			NC_010456.5			53665378			intron_variant			RYR2			T			C			0.79			0.08			0.71


			NC_010456.5			53665622			intron_variant			RYR2			A			C			0.76			0.13			0.63


			NC_010456.5			53666937			intron_variant			RYR2			A			G			0.80			0.11			0.69


			NC_010456.5			53667170			intron_variant			RYR2			T			C			0.76			0.11			0.65


			NC_010456.5			53668732			intron_variant			RYR2			C			T			0.75			0.11			0.64


			NC_010456.5			53669984			intron_variant			RYR2			T			C			0.99			0.29			0.70


			NC_010456.5			53670793			intron_variant			RYR2			A			G			0.27			0.87			0.60


			NC_010456.5			53670814			intron_variant			RYR2			T			G			0.28			0.89			0.62


			NC_010456.5			53671201			intron_variant			RYR2			T			C			0.31			1.00			0.69


			NC_010456.5			53671408			intron_variant			RYR2			G			A			0.28			0.92			0.64


			NC_010456.5			53671791			intron_variant			RYR2			T			C			0.95			0.05			0.90


			NC_010456.5			53672239			intron_variant			RYR2			A			G			0.29			1.00			0.71


			NC_010456.5			53673150			intron_variant			RYR2			A			G			0.27			0.89			0.62


			NC_010456.5			53673412			intron_variant			RYR2			C			T			0.26			0.89			0.63


			NC_010456.5			53675158			intron_variant			RYR2			C			T			0.31			1.00			0.69


			NC_010456.5			53675750			intron_variant			RYR2			G			A			0.31			1.00			0.69


			NC_010456.5			53677867			intron_variant			RYR2			A			G			0.30			1.00			0.70


			NC_010456.5			53678051			intron_variant			RYR2			T			C			0.02			0.89			0.87


			NC_010456.5			53678652			intron_variant			RYR2			G			A			0.29			1.00			0.71


			NC_010456.5			53678657			intron_variant			RYR2			T			C			0.29			1.00			0.71


			NC_010456.5			53678963			intron_variant			RYR2			A			G			0.01			0.86			0.85


			NC_010456.5			53679547			intron_variant			RYR2			T			A			0.07			0.89			0.83


			NC_010456.5			53655972			intron_variant			RYR2			G			A			0.51			0.00


			NC_010456.5			53682435			intron_variant			RYR2			A			C			0.88			0.08			0.80


			NC_010456.5			53657360			intron_variant			RYR2			G			A			0.51			0.00


			NC_010456.5			53681140			intron_variant			RYR2			A			C			0.51			0.00


			NC_010456.5			53682539			intron_variant			RYR2			G			C			0.52			0.00


			NC_010449.5			19639317			3_prime_UTR_variant			RIPOR2			T			A			0.58			0.05			0.53


			NC_010456.5			53685049			intron_variant			RYR2			A			T			0.73			0.08			0.65


			NC_010456.5			53685056			intron_variant			RYR2			C			T			0.76			0.22			0.54


			NC_010456.5			53686698			intron_variant			RYR2			G			A			0.63			0.08			0.55


			NC_010456.5			53683938			intron_variant			RYR2			G			A			0.53			0.00


			NC_010456.5			53684584			intron_variant			RYR2			A			G			0.51			0.00


			NC_010456.5			53684900			synonymous_variant			RYR2			A			G			0.51			0.00


			NC_010456.5			53687224			intron_variant			RYR2			A			G			0.62			0.00


			NC_010456.5			53687232			intron_variant			RYR2			C			T			0.61			0.00


			NC_010456.5			53687464			intron_variant			RYR2			T			C			0.62			0.00


			NC_010456.5			53687521			intron_variant			RYR2			A			G			0.62			0.00


			NC_010456.5			53687585			intron_variant			RYR2			A			G			0.63			0.00


			NC_010456.5			53687702			intron_variant			RYR2			G			A			0.66			0.00


			NC_010456.5			53687848			intron_variant			RYR2			C			T			0.65			0.00


			NC_010456.5			53688537			intron_variant			RYR2			G			T			0.75			0.11			0.64


			NC_010456.5			53688657			intron_variant			RYR2			C			T			0.81			0.08			0.73


			NC_010456.5			53688667			intron_variant			RYR2			C			A			0.97			0.08			0.89


			NC_010456.5			53690389			intron_variant			RYR2			G			A			0.75			0.05			0.70


			NC_010456.5			53690961			intron_variant			RYR2			C			T			0.78			0.05			0.73


			NC_010456.5			53691051			intron_variant			RYR2			T			C			0.76			0.13			0.63


			NC_010456.5			53691109			intron_variant			RYR2			C			T			0.76			0.11			0.65


			NC_010456.5			53691132			intron_variant			RYR2			C			T			0.78			0.11			0.67


			NC_010456.5			53691275			intron_variant			RYR2			T			C			0.76			0.11			0.65


			NC_010456.5			53691482			intron_variant			RYR2			A			G			0.75			0.11			0.64


			NC_010456.5			53691604			intron_variant			RYR2			A			G			0.78			0.11			0.67


			NC_010456.5			53692011			intron_variant			RYR2			A			G			0.78			0.11			0.67


			NC_010456.5			53692046			intron_variant			RYR2			G			A			0.76			0.11			0.65


			NC_010456.5			53692303			intron_variant			RYR2			T			A			0.81			0.13			0.68


			NC_010456.5			53692372			intron_variant			RYR2			A			G			0.77			0.11			0.66


			NC_010456.5			53692721			intron_variant			RYR2			C			T			0.80			0.08			0.72


			NC_010456.5			53692865			intron_variant			RYR2			A			G			0.78			0.08			0.70


			NC_010456.5			53693360			intron_variant			RYR2			C			T			0.85			0.13			0.72


			NC_010456.5			53693413			intron_variant			RYR2			C			T			0.10			0.89			0.79


			NC_010456.5			53693495			intron_variant			RYR2			T			C			0.10			0.89			0.79


			NC_010456.5			53693762			intron_variant			RYR2			T			C			0.86			0.11			0.75


			NC_010456.5			53694200			intron_variant			RYR2			T			C			0.89			0.08			0.81


			NC_010456.5			53694547			intron_variant			RYR2			C			A			0.95			0.05			0.90


			NC_010456.5			53694951			intron_variant			RYR2			A			G			0.85			0.11			0.74


			NC_010456.5			53695149			intron_variant			RYR2			G			T			0.89			0.11			0.78


			NC_010456.5			53695723			intron_variant			RYR2			A			C			0.73			0.11			0.62


			NC_010456.5			53687897			intron_variant			RYR2			C			T			0.63			0.00


			NC_010456.5			53698463			intron_variant			RYR2			C			T			0.60			0.08			0.52


			NC_010456.5			53701640			intron_variant			RYR2			C			T			0.02			0.53			0.50


			NC_010456.5			53706549			intron_variant			RYR2			G			T			0.99			0.47			0.52


			NC_010456.5			53707426			intron_variant			RYR2			C			A			0.22			0.87			0.65


			NC_010456.5			53707696			intron_variant			RYR2			C			T			0.03			0.85			0.82


			NC_010456.5			53708656			intron_variant			RYR2			T			C			0.01			0.56			0.55


			NC_010456.5			53709651			intron_variant			RYR2			C			T			0.69			0.06			0.63


			NC_010456.5			53711342			intron_variant			RYR2			G			T			0.74			0.08			0.66


			NC_010456.5			53719367			intron_variant			RYR2			A			T			0.90			0.13			0.77


			NC_010456.5			53720121			intron_variant			RYR2			G			C			0.98			0.13			0.85


			NC_010456.5			53721187			intron_variant			RYR2			G			A			0.91			0.13			0.78


			NC_010456.5			53722743			intron_variant			RYR2			G			A			0.87			0.11			0.76


			NC_010456.5			53723197			intron_variant			RYR2			C			A			0.88			0.13			0.75


			NC_010456.5			53724428			intron_variant			RYR2			C			T			0.86			0.11			0.75


			NC_010456.5			53730014			intron_variant			RYR2			G			C			0.02			0.87			0.85


			NC_010456.5			53733390			intron_variant			RYR2			T			C			0.63			0.03			0.60


			NC_010456.5			53734608			intron_variant			RYR2			G			A			0.01			0.87			0.86


			NC_010456.5			53736239			intron_variant			RYR2			T			A			0.01			0.87			0.86


			NC_010456.5			53738922			intron_variant			RYR2			G			A			0.02			0.87			0.85


			NC_010456.5			53744114			intron_variant			RYR2			T			A			0.04			0.81			0.77


			NC_010456.5			53744202			intron_variant			RYR2			A			G			0.13			1.00			0.87


			NC_010456.5			53751510			intron_variant			RYR2			C			T			0.35			0.88			0.53


			NC_010456.5			53757420			intron_variant			RYR2			A			T			0.45			0.97			0.52


			NC_010456.5			53687991			intron_variant			RYR2			T			C			0.65			0.00


			NC_010456.5			53688124			intron_variant			RYR2			A			T			0.62			0.00


			NC_010456.5			53696653			intron_variant			RYR2			C			T			0.72			0.00


			NC_010456.5			53803259			intron_variant			RYR2			C			T			0.34			1.00			0.66


			NC_010456.5			53809212			intron_variant			RYR2			T			C			0.58			0.08			0.50


			NC_010456.5			53809424			intron_variant			RYR2			T			C			0.64			0.08			0.56


			NC_010456.5			53810681			intron_variant			RYR2			A			G			0.49			1.00			0.51


			NC_010456.5			53785057			intron_variant			RYR2			C			T			0.51			0.00


			NC_010456.5			53813420			intron_variant			RYR2			G			T			0.46			0.97			0.51


			NC_010456.5			53813558			intron_variant			RYR2			C			T			0.71			0.13			0.58


			NC_010456.5			53813986			intron_variant			RYR2			G			C			0.69			0.18			0.51


			NC_010456.5			53814443			intron_variant			RYR2			A			G			0.72			0.18			0.54


			NC_010456.5			53824209			intron_variant			RYR2			G			T			0.62			0.08			0.54


			NC_010456.5			53836893			intron_variant			RYR2			C			T			0.05			0.87			0.82


			NC_010456.5			53836992			intron_variant			RYR2			T			C			0.05			0.87			0.82


			NC_010456.5			53838367			intron_variant			RYR2			C			G			0.03			0.94			0.91


			NC_010456.5			53838935			intron_variant			RYR2			A			G			0.02			0.82			0.79


			NC_010456.5			53838990			intron_variant			RYR2			T			C			0.80			0.13			0.67


			NC_010456.5			53839229			intron_variant			RYR2			C			T			0.77			0.03			0.74


			NC_010456.5			53839460			intron_variant			RYR2			A			C			0.80			0.14			0.66


			NC_010456.5			53839526			intron_variant			RYR2			G			A			0.03			0.81			0.77


			NC_010456.5			53840011			intron_variant			RYR2			C			T			0.81			0.15			0.66


			NC_010456.5			53840219			intron_variant			RYR2			G			T			0.79			0.03			0.76


			NC_010456.5			53841512			intron_variant			RYR2			T			C			0.81			0.13			0.68


			NC_010456.5			53841568			intron_variant			RYR2			G			A			0.79			0.11			0.68


			NC_010456.5			53841666			intron_variant			RYR2			A			G			0.80			0.13			0.67


			NC_010456.5			53841700			intron_variant			RYR2			T			C			0.82			0.13			0.69


			NC_010456.5			53841705			intron_variant			RYR2			C			T			0.13			0.82			0.69


			NC_010456.5			53842483			intron_variant			RYR2			G			T			0.81			0.13			0.68


			NC_010456.5			53844629			intron_variant			RYR2			C			G			0.02			0.82			0.79


			NC_010456.5			53845612			intron_variant			RYR2			C			T			0.98			0.18			0.80


			NC_010456.5			53849148			intron_variant			RYR2			T			C			0.98			0.18			0.80


			NC_010456.5			53850304			intron_variant			RYR2			C			T			0.98			0.18			0.80


			NC_010456.5			53851075			intron_variant			RYR2			T			C			0.98			0.18			0.80


			NC_010456.5			53851313			intron_variant			RYR2			A			G			0.98			0.18			0.80


			NC_010456.5			53851996			intron_variant			RYR2			A			C			0.98			0.16			0.82


			NC_010456.5			53852101			intron_variant			RYR2			G			A			0.98			0.05			0.93


			NC_010456.5			53852379			intron_variant			RYR2			A			T			0.56			0.03			0.53


			NC_010456.5			53854723			intron_variant			RYR2			G			C			0.98			0.16			0.82


			NC_010456.5			53855259			intron_variant			RYR2			T			C			0.99			0.11			0.88


			NC_010456.5			53856599			intron_variant			RYR2			G			A			0.02			0.82			0.79


			NC_010456.5			53858175			intron_variant			RYR2			T			C			0.43			0.94			0.51


			NC_010456.5			53859478			intron_variant			RYR2			A			G			0.95			0.23			0.72


			NC_010456.5			53863583			intron_variant			RYR2			T			G			0.02			0.82			0.79


			NC_010456.5			53870527			intron_variant			RYR2			C			T			0.98			0.18			0.80


			NC_010456.5			53872400			intron_variant			RYR2			A			G			0.96			0.18			0.78


			NC_010456.5			53873193			intron_variant			RYR2			A			C			0.01			0.79			0.78


			NC_010456.5			53785219			intron_variant			RYR2			T			G			0.52			0.00


			NC_010456.5			53878086			intron_variant			RYR2			A			C			0.12			0.82			0.70


			NC_010456.5			53878458			intron_variant			RYR2			A			C			0.01			0.81			0.79


			NC_010456.5			53880271			intron_variant			RYR2			T			C			0.98			0.18			0.80


			NC_010456.5			53889579			intron_variant			RYR2			C			T			0.00			0.65


			NC_010456.5			53891971			intron_variant			RYR2			T			C			0.01			0.84			0.83


			NC_010456.5			53896041			intron_variant			RYR2			C			T			0.02			0.83			0.81


			NC_010456.5			53903604			intron_variant			RYR2			T			C			0.38			0.89			0.52


			NC_010456.5			53904056			intron_variant			RYR2			G			T			0.35			0.92			0.57


			NC_010456.5			53905603			intron_variant			RYR2			G			C			0.37			0.89			0.52


			NC_010456.5			53907809			intron_variant			RYR2			A			G			0.02			0.80			0.78


			NC_010456.5			53911307			intron_variant			RYR2			A			C			0.49			1.00			0.51


			NC_010456.5			53915066			intron_variant			RYR2			T			C			0.02			0.84			0.82


			NC_010456.5			53916265			intron_variant			RYR2			T			C			0.01			0.94			0.93


			NC_010456.5			53916282			intron_variant			RYR2			T			C			0.38			0.89			0.51


			NC_010456.5			53917373			intron_variant			RYR2			G			C			0.34			0.85			0.51


			NC_010456.5			53918614			intron_variant			RYR2			C			T			0.39			0.89			0.51


			NC_010456.5			53918655			intron_variant			RYR2			A			T			0.38			0.94			0.56


			NC_010456.5			53919050			intron_variant			RYR2			T			C			0.33			0.89			0.56


			NC_010456.5			53920592			intron_variant			RYR2			G			A			0.39			0.89			0.51


			NC_010456.5			53922052			intron_variant			RYR2			A			C			0.39			0.89			0.50


			NC_010456.5			53922738			intron_variant			RYR2			G			T			0.36			0.89			0.53


			NC_010456.5			53924185			intron_variant			RYR2			T			C			0.39			0.89			0.51


			NC_010456.5			53924945			intron_variant			RYR2			G			T			0.37			0.89			0.52


			NC_010456.5			53925078			intron_variant			RYR2			C			T			0.37			0.89			0.53


			NC_010456.5			53925835			intron_variant			RYR2			C			T			0.33			0.89			0.57


			NC_010456.5			53925886			intron_variant			RYR2			A			G			0.38			0.92			0.54


			NC_010456.5			53926868			intron_variant			RYR2			G			C			0.38			0.89			0.52


			NC_010456.5			53926941			intron_variant			RYR2			T			C			0.35			0.87			0.52


			NC_010456.5			53927082			intron_variant			RYR2			G			A			0.35			0.86			0.52


			NC_010456.5			53927123			intron_variant			RYR2			A			C			0.37			0.89			0.53


			NC_010456.5			53927550			intron_variant			RYR2			C			G			0.35			0.89			0.54


			NC_010456.5			53927616			intron_variant			RYR2			G			A			0.35			0.87			0.52


			NC_010456.5			53927892			intron_variant			RYR2			C			A			0.36			0.86			0.50


			NC_010456.5			53927894			intron_variant			RYR2			G			A			0.36			0.86			0.50


			NC_010456.5			53928208			intron_variant			RYR2			T			C			0.38			0.89			0.51


			NC_010456.5			53928372			intron_variant			RYR2			A			G			0.36			0.89			0.53


			NC_010456.5			53931572			intron_variant			RYR2			C			T			0.03			0.89			0.86


			NC_010456.5			53932127			intron_variant			RYR2			T			C			0.02			0.86			0.84


			NC_010456.5			53933915			intron_variant			RYR2			C			G			0.48			1.00			0.52


			NC_010456.5			53939183			intron_variant			RYR2			A			G			0.02			0.83			0.81


			NC_010456.5			53943605			intron_variant			RYR2			C			T			0.02			0.89			0.87


			NC_010456.5			53944188			intron_variant			RYR2			T			C			0.00			0.57


			NC_010456.5			53944838			intron_variant			RYR2			G			A			0.18			0.97			0.79


			NC_010456.5			53945794			intron_variant			RYR2			G			A			0.17			0.97			0.80


			NC_010456.5			53945800			intron_variant			RYR2			T			A			0.17			0.97			0.80


			NC_010456.5			53947170			intron_variant			RYR2			C			T			0.20			0.97			0.78


			NC_010456.5			53947418			intron_variant			RYR2			C			T			0.19			0.97			0.78


			NC_010456.5			53948016			intron_variant			RYR2			A			C			0.20			0.97			0.77


			NC_010456.5			53948179			intron_variant			RYR2			A			G			0.02			0.87			0.85


			NC_010456.5			53948335			intron_variant			RYR2			T			C			0.02			0.89			0.87


			NC_010456.5			53949587			intron_variant			RYR2			C			T			0.20			0.97			0.77


			NC_010456.5			53952058			intron_variant			RYR2			T			G			0.20			0.87			0.66


			NC_010456.5			53953186			intron_variant			RYR2			A			G			0.26			0.97			0.72


			NC_010456.5			53954566			intron_variant			RYR2			C			A			0.23			0.97			0.74


			NC_010456.5			53954594			intron_variant			RYR2			T			C			0.23			0.95			0.72


			NC_010456.5			53954632			intron_variant			RYR2			A			G			0.23			0.97			0.74


			NC_010456.5			53954636			intron_variant			RYR2			T			C			0.32			1.00			0.68


			NC_010456.5			53955048			intron_variant			RYR2			A			C			0.28			0.94			0.66


			NC_010456.5			53955204			intron_variant			RYR2			A			T			0.27			0.97			0.71


			NC_010456.5			53955462			intron_variant			RYR2			C			T			0.28			1.00			0.72


			NC_010456.5			53956968			intron_variant			RYR2			T			C			0.17			0.84			0.67


			NC_010456.5			53957806			intron_variant			RYR2			C			T			0.38			1.00			0.62


			NC_010456.5			53959853			intron_variant			RYR2			G			A			0.36			1.00			0.64


			NC_010456.5			53789083			intron_variant			RYR2			A			G			0.51			0.00


			NC_010456.5			53811088			intron_variant			RYR2			G			C			0.51			0.00


			NC_010456.5			53969848			intron_variant			RYR2			G			C			0.98			0.13			0.85


			NC_010456.5			53969849			intron_variant			RYR2			G			A			0.70			0.13			0.57


			NC_010456.5			53970191			intron_variant			RYR2			G			A			0.98			0.13			0.85


			NC_010456.5			53970202			intron_variant			RYR2			G			A			0.98			0.13			0.85


			NC_010456.5			53970250			intron_variant			RYR2			G			C			0.97			0.13			0.84


			NC_010456.5			53970266			intron_variant			RYR2			G			A			0.97			0.13			0.84


			NC_010456.5			53961417			intron_variant			RYR2			C			T			0.54			0.00


			NC_010456.5			53971259			intron_variant			RYR2			C			T			0.65			0.14			0.51


			NC_010456.5			53972870			intron_variant			RYR2			G			T			0.97			0.11			0.86


			NC_010456.5			53962751			intron_variant			RYR2			C			A			0.74			0.00


			NC_010456.5			53970400			intron_variant			RYR2			A			C			0.56			0.00


			NC_010456.5			53976764			intron_variant			RYR2			T			G			0.01			0.68			0.67


			NC_010456.5			53976779			intron_variant			RYR2			T			A			0.19			0.79			0.60


			NC_010456.5			53976937			intron_variant			RYR2			G			T			0.01			0.69			0.68


			NC_010456.5			53977039			intron_variant			RYR2			C			T			0.99			0.34			0.65


			NC_010456.5			53977192			intron_variant			RYR2			T			G			0.80			0.18			0.62


			NC_010456.5			53977243			intron_variant			RYR2			G			A			0.99			0.32			0.67


			NC_010456.5			53977613			intron_variant			RYR2			A			C			0.99			0.32			0.67


			NC_010456.5			53977788			intron_variant			RYR2			A			G			0.98			0.32			0.66


			NC_010456.5			53974486			intron_variant			RYR2			C			T			0.57			0.00


			NC_010456.5			53978262			intron_variant			RYR2			A			G			0.99			0.32			0.67


			NC_010456.5			53978281			intron_variant			RYR2			A			G			0.99			0.32			0.67


			NC_010456.5			53978311			intron_variant			RYR2			T			G			0.99			0.32			0.67


			NC_010456.5			53978370			intron_variant			RYR2			G			T			0.99			0.32			0.67


			NC_010456.5			53978388			intron_variant			RYR2			A			G			0.99			0.32			0.67


			NC_010456.5			53978395			intron_variant			RYR2			C			T			0.89			0.13			0.76


			NC_010456.5			53978403			intron_variant			RYR2			T			C			0.99			0.32			0.67


			NC_010456.5			53978404			intron_variant			RYR2			G			A			0.91			0.13			0.78


			NC_010456.5			53978663			intron_variant			RYR2			G			T			0.99			0.25			0.74


			NC_010456.5			53978769			intron_variant			RYR2			C			T			0.90			0.32			0.58


			NC_010456.5			53978856			intron_variant			RYR2			C			T			0.99			0.32			0.67


			NC_010456.5			53978897			intron_variant			RYR2			T			C			0.98			0.35			0.63


			NC_010456.5			53979004			intron_variant			RYR2			G			A			0.98			0.31			0.67


			NC_010456.5			53979015			intron_variant			RYR2			T			C			0.02			0.71			0.69


			NC_010456.5			53979094			intron_variant			RYR2			T			C			0.01			0.68			0.67


			NC_010456.5			53979324			intron_variant			RYR2			A			G			0.99			0.32			0.67


			NC_010456.5			53979348			intron_variant			RYR2			C			G			0.90			0.32			0.58


			NC_010456.5			53979487			intron_variant			RYR2			C			A			0.91			0.28			0.63


			NC_010456.5			53979561			intron_variant			RYR2			T			A			0.99			0.32			0.67


			NC_010456.5			53979604			intron_variant			RYR2			G			C			0.90			0.32			0.58


			NC_010456.5			53979624			intron_variant			RYR2			C			T			0.99			0.32			0.67


			NC_010456.5			53979655			intron_variant			RYR2			A			C			0.97			0.29			0.68


			NC_010456.5			53979927			intron_variant			RYR2			G			A			0.01			0.66			0.65


			NC_010456.5			53980065			intron_variant			RYR2			C			T			1.00			0.42			0.58


			NC_010456.5			53980169			intron_variant			RYR2			G			A			0.90			0.32			0.58


			NC_010456.5			53980207			intron_variant			RYR2			A			G			0.89			0.32			0.57


			NC_010456.5			53980407			intron_variant			RYR2			C			T			0.98			0.32			0.66


			NC_010456.5			53980696			intron_variant			RYR2			C			A			0.90			0.29			0.61


			NC_010456.5			53980923			intron_variant			RYR2			T			C			0.91			0.20			0.71


			NC_010456.5			53980942			intron_variant			RYR2			T			A			0.90			0.19			0.71


			NC_010456.5			53981281			intron_variant			RYR2			A			G			0.99			0.32			0.67


			NC_010456.5			53981330			intron_variant			RYR2			G			T			0.92			0.32			0.60


			NC_010456.5			53981341			intron_variant			RYR2			T			C			0.99			0.32			0.67


			NC_010456.5			53981391			intron_variant			RYR2			G			A			0.99			0.29			0.70


			NC_010456.5			53981395			intron_variant			RYR2			G			A			0.91			0.29			0.62


			NC_010456.5			53981450			intron_variant			RYR2			C			T			0.99			0.32			0.67


			NC_010456.5			53981455			intron_variant			RYR2			T			C			0.93			0.32			0.61


			NC_010456.5			53981504			intron_variant			RYR2			T			C			0.98			0.28			0.70


			NC_010456.5			53981587			intron_variant			RYR2			C			T			0.96			0.29			0.67


			NC_010456.5			53981601			intron_variant			RYR2			C			T			0.99			0.29			0.70


			NC_010456.5			53981648			intron_variant			RYR2			G			T			0.99			0.29			0.70


			NC_010456.5			53981708			intron_variant			RYR2			T			C			0.98			0.25			0.73


			NC_010456.5			53981714			intron_variant			RYR2			T			C			0.98			0.26			0.72


			NC_010456.5			53981733			intron_variant			RYR2			A			G			0.98			0.26			0.72


			NC_010456.5			53981815			intron_variant			RYR2			A			G			0.99			0.21			0.78


			NC_010456.5			53981842			intron_variant			RYR2			A			T			0.84			0.22			0.62


			NC_010456.5			53981843			intron_variant			RYR2			C			T			0.84			0.19			0.65


			NC_010456.5			53981846			intron_variant			RYR2			C			T			0.82			0.22			0.60


			NC_010456.5			53982057			intron_variant			RYR2			G			A			0.92			0.32			0.60


			NC_010456.5			53982127			intron_variant			RYR2			G			C			0.99			0.32			0.67


			NC_010456.5			53982265			intron_variant			RYR2			T			C			0.99			0.23			0.76


			NC_010456.5			53982313			intron_variant			RYR2			C			T			0.90			0.31			0.59


			NC_010456.5			53982607			intron_variant			RYR2			T			C			0.92			0.31			0.61


			NC_010456.5			53983100			intron_variant			RYR2			C			T			0.93			0.29			0.64


			NC_010456.5			53983490			intron_variant			RYR2			C			T			0.99			0.32			0.67


			NC_010456.5			53983987			intron_variant			RYR2			A			G			0.98			0.26			0.72


			NC_010456.5			53984769			intron_variant			RYR2			T			G			0.63			0.11			0.52


			NC_010456.5			53984775			intron_variant			RYR2			C			G			0.80			0.29			0.51


			NC_010456.5			53985136			intron_variant			RYR2			C			T			0.99			0.29			0.70


			NC_010456.5			53985142			intron_variant			RYR2			C			T			0.99			0.29			0.70


			NC_010456.5			53985502			intron_variant			RYR2			G			C			1.00			0.39			0.61


			NC_010456.5			53985641			intron_variant			RYR2			T			C			0.99			0.32			0.67


			NC_010456.5			53985674			intron_variant			RYR2			A			G			0.99			0.32			0.67


			NC_010456.5			53985775			intron_variant			RYR2			A			C			0.99			0.29			0.70


			NC_010456.5			53985829			intron_variant			RYR2			C			G			0.98			0.29			0.69


			NC_010456.5			53985942			intron_variant			RYR2			A			T			0.99			0.32			0.67


			NC_010456.5			53986274			intron_variant			RYR2			A			G			0.99			0.29			0.70


			NC_010456.5			53986873			intron_variant			RYR2			C			T			1.00			0.42			0.58


			NC_010456.5			53987009			intron_variant			RYR2			C			T			0.98			0.16			0.82


			NC_010456.5			53987419			intron_variant			RYR2			A			G			0.97			0.19			0.78


			NC_010456.5			53987484			intron_variant			RYR2			A			G			0.88			0.18			0.70


			NC_010456.5			53987870			intron_variant			RYR2			G			A			0.96			0.17			0.79


			NC_010456.5			53988963			intron_variant			RYR2			G			C			0.87			0.16			0.71


			NC_010456.5			53989660			intron_variant			RYR2			C			T			0.67			0.13			0.54


			NC_010456.5			53989743			intron_variant			RYR2			G			A			0.98			0.18			0.80


			NC_010456.5			53989822			intron_variant			RYR2			A			G			0.98			0.18			0.80


			NC_010456.5			53990060			intron_variant			RYR2			A			T			0.83			0.18			0.65


			NC_010456.5			53990100			intron_variant			RYR2			C			A			0.85			0.18			0.67


			NC_010456.5			53990123			intron_variant			RYR2			A			G			0.86			0.18			0.68


			NC_010456.5			53990127			intron_variant			RYR2			C			T			0.86			0.18			0.68


			NC_010456.5			53990308			intron_variant			RYR2			C			T			0.98			0.18			0.80


			NC_010456.5			53990327			intron_variant			RYR2			G			A			0.71			0.13			0.58


			NC_010456.5			53990344			intron_variant			RYR2			G			C			0.69			0.14			0.55


			NC_010456.5			53990384			intron_variant			RYR2			A			G			0.85			0.19			0.66


			NC_010456.5			53990408			intron_variant			RYR2			T			C			0.86			0.21			0.65


			NC_010456.5			53990490			intron_variant			RYR2			A			G			0.87			0.16			0.71


			NC_010456.5			53990567			intron_variant			RYR2			T			C			0.96			0.14			0.82


			NC_010456.5			53990573			intron_variant			RYR2			G			C			0.83			0.14			0.69


			NC_010456.5			53990707			intron_variant			RYR2			C			A			0.87			0.18			0.69


			NC_010456.5			53990804			intron_variant			RYR2			G			A			0.84			0.18			0.66


			NC_010456.5			53990880			intron_variant			RYR2			C			G			0.85			0.18			0.67


			NC_010456.5			53990907			intron_variant			RYR2			A			T			0.85			0.18			0.67


			NC_010456.5			53990908			intron_variant			RYR2			C			G			0.98			0.18			0.80


			NC_010456.5			53990939			intron_variant			RYR2			G			A			0.86			0.18			0.68


			NC_010456.5			53991010			intron_variant			RYR2			A			C			0.98			0.18			0.80


			NC_010456.5			53991498			intron_variant			RYR2			G			T			0.98			0.40			0.58


			NC_010456.5			53991515			intron_variant			RYR2			A			C			0.98			0.27			0.71


			NC_010456.5			53991516			intron_variant			RYR2			G			A			0.98			0.27			0.71


			NC_010456.5			53991529			intron_variant			RYR2			T			C			0.98			0.25			0.73


			NC_010456.5			53991561			intron_variant			RYR2			A			G			0.85			0.25			0.60


			NC_010456.5			53992450			intron_variant			RYR2			C			T			0.98			0.21			0.77


			NC_010456.5			53992554			intron_variant			RYR2			T			C			0.98			0.18			0.80


			NC_010456.5			53992569			intron_variant			RYR2			C			T			0.98			0.18			0.80


			NC_010456.5			53992607			intron_variant			RYR2			A			G			0.97			0.18			0.79


			NC_010456.5			53992665			intron_variant			RYR2			A			G			0.98			0.18			0.80


			NC_010456.5			53992753			intron_variant			RYR2			C			T			0.98			0.18			0.80


			NC_010456.5			53992902			intron_variant			RYR2			T			G			0.98			0.18			0.80


			NC_010456.5			53992952			intron_variant			RYR2			A			G			0.98			0.18			0.80


			NC_010456.5			53993192			intron_variant			RYR2			T			C			0.79			0.16			0.63


			NC_010456.5			53993388			intron_variant			RYR2			T			G			0.79			0.18			0.61


			NC_010456.5			53993462			intron_variant			RYR2			G			C			0.77			0.18			0.59


			NC_010456.5			53993626			intron_variant			RYR2			A			T			0.93			0.18			0.75


			NC_010456.5			53993684			intron_variant			RYR2			C			A			0.92			0.18			0.74


			NC_010456.5			53993688			intron_variant			RYR2			G			C			0.92			0.18			0.74


			NC_010456.5			53993771			intron_variant			RYR2			A			T			0.77			0.18			0.59


			NC_010456.5			53993877			intron_variant			RYR2			C			T			0.97			0.18			0.79


			NC_010456.5			53993960			intron_variant			RYR2			G			C			0.98			0.21			0.77


			NC_010456.5			53994015			intron_variant			RYR2			C			A			0.98			0.18			0.80


			NC_010456.5			53994122			intron_variant			RYR2			C			A			0.99			0.17			0.82


			NC_010456.5			53994144			intron_variant			RYR2			G			A			0.95			0.19			0.76


			NC_010456.5			53994166			intron_variant			RYR2			A			C			0.96			0.18			0.78


			NC_010456.5			53994286			intron_variant			RYR2			A			G			0.96			0.18			0.78


			NC_010456.5			53994292			intron_variant			RYR2			A			G			0.96			0.18			0.78


			NC_010456.5			53994298			intron_variant			RYR2			T			C			0.96			0.18			0.78


			NC_010456.5			53994366			intron_variant			RYR2			G			A			0.99			0.16			0.83


			NC_010456.5			53994413			intron_variant			RYR2			C			T			0.90			0.17			0.73


			NC_010456.5			53994469			intron_variant			RYR2			T			C			0.96			0.18			0.78


			NC_010456.5			53994716			intron_variant			RYR2			T			G			0.98			0.18			0.80


			NC_010456.5			53994742			intron_variant			RYR2			A			G			0.98			0.16			0.82


			NC_010456.5			53994846			intron_variant			RYR2			G			A			0.98			0.18			0.80


			NC_010456.5			53994993			intron_variant			RYR2			C			T			0.98			0.18			0.80


			NC_010456.5			53995097			intron_variant			RYR2			A			G			0.98			0.18			0.80


			NC_010456.5			53995133			intron_variant			RYR2			G			C			0.97			0.18			0.79


			NC_010456.5			53995254			intron_variant			RYR2			C			G			0.96			0.19			0.77


			NC_010456.5			53995651			intron_variant			RYR2			G			A			0.99			0.12			0.87


			NC_010456.5			53995713			intron_variant			RYR2			A			T			0.99			0.16			0.83


			NC_010456.5			53995881			intron_variant			RYR2			G			A			0.99			0.14			0.85


			NC_010456.5			53995889			intron_variant			RYR2			A			G			0.99			0.14			0.85


			NC_010456.5			53996206			intron_variant			RYR2			T			C			0.98			0.16			0.82


			NC_010456.5			53996264			intron_variant			RYR2			G			A			0.98			0.16			0.82


			NC_010456.5			53996357			intron_variant			RYR2			G			A			0.98			0.18			0.80


			NC_010456.5			53996362			intron_variant			RYR2			C			T			0.98			0.18			0.80


			NC_010456.5			53996435			intron_variant			RYR2			G			A			0.98			0.18			0.80


			NC_010456.5			53996811			intron_variant			RYR2			A			G			0.98			0.18			0.80


			NC_010456.5			53996823			intron_variant			RYR2			C			A			0.98			0.18			0.80


			NC_010456.5			53996824			intron_variant			RYR2			A			G			0.98			0.18			0.80


			NC_010456.5			53996828			intron_variant			RYR2			C			A			0.98			0.18			0.80


			NC_010456.5			53996857			intron_variant			RYR2			A			G			0.98			0.18			0.80


			NC_010456.5			53996925			intron_variant			RYR2			A			G			0.98			0.18			0.80


			NC_010456.5			53996960			intron_variant			RYR2			C			T			0.98			0.18			0.80


			NC_010456.5			53996992			intron_variant			RYR2			C			T			0.98			0.18			0.80


			NC_010456.5			53996993			intron_variant			RYR2			T			G			0.98			0.18			0.80


			NC_010456.5			53997020			intron_variant			RYR2			G			A			0.97			0.19			0.78


			NC_010456.5			53997029			intron_variant			RYR2			C			G			0.97			0.19			0.78


			NC_010456.5			53997040			intron_variant			RYR2			A			G			0.97			0.19			0.78


			NC_010456.5			53997056			intron_variant			RYR2			G			A			0.97			0.21			0.76


			NC_010456.5			53997072			intron_variant			RYR2			C			A			0.97			0.18			0.79


			NC_010456.5			53997091			intron_variant			RYR2			G			A			0.97			0.18			0.79


			NC_010456.5			53997133			intron_variant			RYR2			C			T			0.98			0.18			0.80


			NC_010456.5			53997134			intron_variant			RYR2			C			G			0.98			0.18			0.80


			NC_010456.5			53997146			intron_variant			RYR2			T			C			0.98			0.18			0.80


			NC_010456.5			53997313			intron_variant			RYR2			C			G			0.98			0.18			0.80


			NC_010456.5			53997356			intron_variant			RYR2			T			C			0.97			0.18			0.79


			NC_010456.5			53997386			intron_variant			RYR2			C			T			0.98			0.18			0.80


			NC_010456.5			53997388			intron_variant			RYR2			A			G			0.98			0.18			0.80


			NC_010456.5			53997464			intron_variant			RYR2			A			C			0.98			0.18			0.80


			NC_010456.5			53997528			intron_variant			RYR2			G			A			0.98			0.18			0.80


			NC_010456.5			53997666			intron_variant			RYR2			A			G			0.98			0.18			0.80


			NC_010456.5			53997858			intron_variant			RYR2			T			C			0.98			0.18			0.80


			NC_010456.5			53997874			intron_variant			RYR2			T			C			0.98			0.18			0.80


			NC_010456.5			53997950			intron_variant			RYR2			T			C			0.75			0.05			0.70


			NC_010456.5			53997995			intron_variant			RYR2			C			T			0.98			0.18			0.80


			NC_010456.5			53998014			intron_variant			RYR2			G			A			0.98			0.18			0.80


			NC_010456.5			53998030			intron_variant			RYR2			C			T			0.98			0.18			0.80


			NC_010456.5			53998044			intron_variant			RYR2			T			A			0.97			0.18			0.79


			NC_010456.5			53998264			intron_variant			RYR2			T			G			0.68			0.05			0.63


			NC_010456.5			53998517			intron_variant			RYR2			T			C			0.98			0.18			0.80


			NC_010456.5			53998543			intron_variant			RYR2			T			G			0.98			0.18			0.80


			NC_010456.5			53998914			intron_variant			RYR2			C			T			0.98			0.21			0.77


			NC_010456.5			53998939			intron_variant			RYR2			C			T			0.98			0.21			0.77


			NC_010456.5			53999051			intron_variant			RYR2			C			T			0.98			0.22			0.76


			NC_010456.5			53999225			intron_variant			RYR2			G			T			0.98			0.24			0.74


			NC_010456.5			53999287			intron_variant			RYR2			T			C			0.97			0.18			0.79


			NC_010456.5			53999570			intron_variant			RYR2			C			T			0.98			0.21			0.77


			NC_010456.5			53999711			intron_variant			RYR2			T			C			0.97			0.21			0.76


			NC_010456.5			53999827			intron_variant			RYR2			G			A			0.98			0.21			0.77


			NC_010456.5			53999928			intron_variant			RYR2			A			C			0.97			0.19			0.78


			NC_010456.5			54000148			intron_variant			RYR2			C			T			0.96			0.17			0.79


			NC_010456.5			54000243			intron_variant			RYR2			C			T			0.98			0.27			0.71


			NC_010456.5			54000254			intron_variant			RYR2			C			G			0.97			0.27			0.70


			NC_010456.5			54000370			intron_variant			RYR2			T			C			0.95			0.16			0.79


			NC_010456.5			54000483			intron_variant			RYR2			G			A			0.97			0.21			0.76


			NC_010456.5			54000485			intron_variant			RYR2			G			A			0.97			0.21			0.76


			NC_010456.5			54000741			intron_variant			RYR2			G			A			0.98			0.22			0.76


			NC_010456.5			54000803			intron_variant			RYR2			G			C			0.98			0.18			0.80


			NC_010456.5			54000826			intron_variant			RYR2			C			A			0.98			0.18			0.80


			NC_010456.5			54000863			intron_variant			RYR2			T			C			0.98			0.18			0.80


			NC_010456.5			54001219			intron_variant			RYR2			G			A			0.97			0.21			0.76


			NC_010456.5			54001272			intron_variant			RYR2			G			A			0.97			0.21			0.76


			NC_010456.5			54001312			intron_variant			RYR2			T			C			0.58			0.05			0.53


			NC_010456.5			54001429			intron_variant			RYR2			T			G			1.00			0.17			0.83


			NC_010456.5			54002151			intron_variant			RYR2			C			A			0.95			0.25			0.70


			NC_010456.5			54002166			intron_variant			RYR2			T			A			0.96			0.25			0.71


			NC_010456.5			54002222			intron_variant			RYR2			A			G			0.98			0.24			0.74


			NC_010456.5			54002275			intron_variant			RYR2			A			T			0.98			0.24			0.74


			NC_010456.5			54002469			intron_variant			RYR2			C			T			0.98			0.21			0.77


			NC_010456.5			53975951			intron_variant			RYR2			C			A			0.51			0.00


			NC_010456.5			54002751			intron_variant			RYR2			T			G			0.98			0.16			0.82


			NC_010456.5			54002777			intron_variant			RYR2			C			T			0.98			0.14			0.84


			NC_010456.5			54002778			intron_variant			RYR2			T			G			0.98			0.14			0.84


			NC_010456.5			54002901			intron_variant			RYR2			A			G			0.91			0.16			0.75


			NC_010456.5			54003030			intron_variant			RYR2			C			A			0.97			0.18			0.79


			NC_010456.5			54003144			intron_variant			RYR2			A			G			0.97			0.19			0.78


			NC_010456.5			54003218			intron_variant			RYR2			G			A			0.99			0.21			0.78


			NC_010456.5			54003339			intron_variant			RYR2			G			A			0.97			0.18			0.79


			NC_010456.5			54003371			intron_variant			RYR2			T			A			0.98			0.18			0.80


			NC_010456.5			54003430			intron_variant			RYR2			A			T			0.98			0.18			0.80


			NC_010456.5			54003653			intron_variant			RYR2			G			C			0.98			0.24			0.74


			NC_010456.5			54003687			intron_variant			RYR2			G			A			0.98			0.21			0.77


			NC_010456.5			54003765			intron_variant			RYR2			T			C			0.98			0.25			0.73


			NC_010456.5			54003809			intron_variant			RYR2			T			C			0.98			0.30			0.68


			NC_010456.5			54003815			intron_variant			RYR2			A			G			0.98			0.32			0.66


			NC_010456.5			54003970			intron_variant			RYR2			G			T			0.98			0.21			0.77


			NC_010456.5			54004094			intron_variant			RYR2			C			G			0.98			0.18			0.80


			NC_010456.5			54004235			intron_variant			RYR2			C			T			0.98			0.21			0.77


			NC_010456.5			54004278			intron_variant			RYR2			C			T			0.98			0.18			0.80


			NC_010456.5			54004353			intron_variant			RYR2			A			C			0.98			0.16			0.82


			NC_010456.5			54004355			intron_variant			RYR2			A			C			0.98			0.16			0.82


			NC_010456.5			54004599			intron_variant			RYR2			C			G			0.98			0.21			0.77


			NC_010456.5			54004608			intron_variant			RYR2			C			A			0.99			0.21			0.78


			NC_010456.5			54004626			intron_variant			RYR2			A			C			0.99			0.21			0.78


			NC_010456.5			54004741			intron_variant			RYR2			C			T			0.99			0.18			0.81


			NC_010456.5			54004818			intron_variant			RYR2			T			C			0.99			0.18			0.81


			NC_010456.5			54005220			intron_variant			RYR2			G			A			0.98			0.30			0.68


			NC_010456.5			54005228			intron_variant			RYR2			C			T			0.71			0.07			0.64


			NC_010456.5			54005329			intron_variant			RYR2			C			T			0.98			0.21			0.77


			NC_010456.5			53977792			intron_variant			RYR2			C			A			0.81			0.00


			NC_010456.5			54005383			intron_variant			RYR2			T			C			0.98			0.19			0.79


			NC_010456.5			54005391			intron_variant			RYR2			A			G			0.98			0.18			0.80


			NC_010456.5			54005567			intron_variant			RYR2			G			A			0.99			0.11			0.88


			NC_010456.5			54005740			intron_variant			RYR2			T			C			0.96			0.18			0.78


			NC_010456.5			54005741			intron_variant			RYR2			G			A			0.96			0.18			0.78


			NC_010456.5			54005361			intron_variant			RYR2			C			T			0.51			0.00


			NC_010456.5			54006121			intron_variant			RYR2			C			T			0.98			0.21			0.77


			NC_010456.5			54006200			intron_variant			RYR2			C			T			0.98			0.21			0.77


			NC_010456.5			54006367			intron_variant			RYR2			A			G			0.98			0.18			0.80


			NC_010456.5			54006369			intron_variant			RYR2			C			T			0.98			0.18			0.80


			NC_010456.5			54006427			intron_variant			RYR2			C			T			0.98			0.18			0.80


			NC_010456.5			54006547			intron_variant			RYR2			G			A			0.88			0.17			0.71


			NC_010456.5			54006624			intron_variant			RYR2			T			C			0.98			0.21			0.77


			NC_010456.5			54006729			intron_variant			RYR2			C			T			0.98			0.18			0.80


			NC_010456.5			54006849			intron_variant			RYR2			A			T			0.98			0.24			0.74


			NC_010456.5			54007061			intron_variant			RYR2			C			T			0.98			0.19			0.79


			NC_010456.5			54007350			intron_variant			RYR2			A			C			0.98			0.22			0.76


			NC_010456.5			54007363			intron_variant			RYR2			A			G			0.98			0.22			0.76


			NC_010456.5			54007420			intron_variant			RYR2			A			G			0.98			0.21			0.77


			NC_010456.5			54007576			intron_variant			RYR2			T			C			0.97			0.18			0.79


			NC_010456.5			54007609			intron_variant			RYR2			A			G			0.97			0.18			0.79


			NC_010456.5			54007623			intron_variant			RYR2			G			T			0.64			0.06			0.58


			NC_010456.5			54007694			intron_variant			RYR2			C			T			0.98			0.18			0.80


			NC_010456.5			54007714			intron_variant			RYR2			C			T			0.83			0.18			0.65


			NC_010456.5			54007715			intron_variant			RYR2			A			G			0.98			0.18			0.80


			NC_010456.5			54007734			intron_variant			RYR2			A			G			0.98			0.18			0.80


			NC_010456.5			54007736			intron_variant			RYR2			G			T			0.98			0.18			0.80


			NC_010456.5			54007805			intron_variant			RYR2			T			C			0.96			0.14			0.82


			NC_010456.5			54007869			intron_variant			RYR2			C			T			0.99			0.14			0.85


			NC_010456.5			54007891			intron_variant			RYR2			A			G			0.99			0.14			0.85


			NC_010456.5			54007951			intron_variant			RYR2			T			C			0.81			0.13			0.68


			NC_010456.5			54008093			intron_variant			RYR2			T			C			0.98			0.21			0.77


			NC_010456.5			54008204			intron_variant			RYR2			T			C			0.98			0.21			0.77


			NC_010456.5			54008205			intron_variant			RYR2			G			A			0.98			0.21			0.77


			NC_010456.5			54008255			intron_variant			RYR2			T			C			0.98			0.21			0.77


			NC_010456.5			54008337			intron_variant			RYR2			A			G			0.98			0.21			0.77


			NC_010456.5			54008424			intron_variant			RYR2			C			T			0.98			0.21			0.77


			NC_010456.5			54008485			intron_variant			RYR2			G			A			0.98			0.17			0.81


			NC_010456.5			54008575			intron_variant			RYR2			C			T			0.98			0.21			0.77


			NC_010456.5			54008729			intron_variant			RYR2			A			C			0.98			0.21			0.77


			NC_010456.5			54008768			intron_variant			RYR2			C			T			0.98			0.21			0.77


			NC_010456.5			54008773			intron_variant			RYR2			G			A			0.98			0.21			0.77


			NC_010456.5			54008879			intron_variant			RYR2			C			G			0.96			0.21			0.75


			NC_010456.5			54008885			intron_variant			RYR2			T			A			0.96			0.21			0.75


			NC_010456.5			54009563			intron_variant			RYR2			G			A			0.99			0.18			0.81


			NC_010456.5			54009799			intron_variant			RYR2			C			G			0.98			0.22			0.76


			NC_010456.5			54009867			intron_variant			RYR2			C			T			0.80			0.19			0.61


			NC_010456.5			54010236			intron_variant			RYR2			C			T			0.98			0.17			0.81


			NC_010456.5			54010515			intron_variant			RYR2			A			G			0.98			0.18			0.80


			NC_010456.5			54010545			intron_variant			RYR2			C			T			0.98			0.21			0.77


			NC_010456.5			54010584			intron_variant			RYR2			G			C			0.98			0.18			0.80


			NC_010456.5			54010637			intron_variant			RYR2			G			A			0.97			0.21			0.76


			NC_010456.5			54010722			intron_variant			RYR2			C			T			0.99			0.16			0.83


			NC_010456.5			54010733			intron_variant			RYR2			C			T			0.99			0.16			0.83


			NC_010456.5			54010759			intron_variant			RYR2			C			A			0.99			0.18			0.81


			NC_010456.5			54010760			intron_variant			RYR2			C			G			0.99			0.18			0.81


			NC_010456.5			54010782			intron_variant			RYR2			T			C			0.99			0.18			0.81


			NC_010456.5			54010921			intron_variant			RYR2			G			A			0.98			0.21			0.77


			NC_010456.5			54010989			intron_variant			RYR2			C			T			0.98			0.21			0.77


			NC_010456.5			54011162			intron_variant			RYR2			A			C			0.98			0.22			0.76


			NC_010456.5			54011178			intron_variant			RYR2			C			T			0.97			0.24			0.73


			NC_010456.5			54011519			intron_variant			RYR2			A			C			0.99			0.13			0.86


			NC_010456.5			54011707			intron_variant			RYR2			T			C			0.98			0.19			0.79


			NC_010456.5			54011766			intron_variant			RYR2			T			C			0.98			0.18			0.80


			NC_010456.5			54011803			intron_variant			RYR2			T			C			0.83			0.08			0.75


			NC_010456.5			54011935			intron_variant			RYR2			T			C			0.98			0.18			0.80


			NC_010456.5			54012034			intron_variant			RYR2			C			A			0.78			0.13			0.65


			NC_010456.5			54012130			intron_variant			RYR2			A			C			0.98			0.21			0.77


			NC_010456.5			54012135			intron_variant			RYR2			G			T			0.97			0.21			0.76


			NC_010456.5			54012148			intron_variant			RYR2			A			G			0.98			0.21			0.77


			NC_010456.5			54012169			intron_variant			RYR2			G			A			0.98			0.18			0.80


			NC_010456.5			54012201			intron_variant			RYR2			G			C			0.96			0.18			0.78


			NC_010456.5			54012242			intron_variant			RYR2			C			A			0.99			0.21			0.78


			NC_010456.5			54012307			intron_variant			RYR2			G			A			0.57			0.05			0.52


			NC_010456.5			54012326			intron_variant			RYR2			G			A			0.99			0.19			0.80


			NC_010456.5			54012345			intron_variant			RYR2			T			A			0.98			0.16			0.82


			NC_010456.5			54012742			intron_variant			RYR2			G			T			0.98			0.24			0.74


			NC_010456.5			54012844			intron_variant			RYR2			A			G			0.98			0.21			0.77


			NC_010456.5			54012874			intron_variant			RYR2			A			T			0.98			0.21			0.77


			NC_010456.5			54012896			intron_variant			RYR2			T			C			0.80			0.08			0.72


			NC_010456.5			54012920			intron_variant			RYR2			C			T			0.79			0.16			0.63


			NC_010456.5			54012929			intron_variant			RYR2			A			C			0.98			0.18			0.80


			NC_010456.5			54012957			intron_variant			RYR2			A			G			0.98			0.18			0.80


			NC_010456.5			54013078			intron_variant			RYR2			C			G			0.98			0.21			0.77


			NC_010456.5			54013178			intron_variant			RYR2			T			C			0.96			0.21			0.75


			NC_010456.5			54013184			intron_variant			RYR2			C			A			0.96			0.21			0.75


			NC_010456.5			54013200			intron_variant			RYR2			C			T			0.96			0.17			0.79


			NC_010456.5			54013286			intron_variant			RYR2			G			T			0.96			0.21			0.75


			NC_010456.5			54013291			intron_variant			RYR2			T			G			0.96			0.21			0.75


			NC_010456.5			54013300			intron_variant			RYR2			C			T			0.96			0.19			0.77


			NC_010456.5			54013360			intron_variant			RYR2			G			A			0.97			0.19			0.78


			NC_010456.5			54013482			intron_variant			RYR2			A			G			0.97			0.18			0.79


			NC_010456.5			54013572			intron_variant			RYR2			C			T			0.98			0.19			0.79


			NC_010456.5			54013997			intron_variant			RYR2			T			C			0.99			0.22			0.77


			NC_010456.5			54014185			intron_variant			RYR2			A			G			0.96			0.19			0.77


			NC_010456.5			54014479			intron_variant			RYR2			T			C			0.98			0.21			0.77


			NC_010456.5			54014613			intron_variant			RYR2			C			A			0.98			0.21			0.77


			NC_010456.5			54014635			intron_variant			RYR2			A			C			0.96			0.24			0.72


			NC_010456.5			54014741			intron_variant			RYR2			A			G			0.98			0.21			0.77


			NC_010456.5			54014763			intron_variant			RYR2			G			A			0.98			0.21			0.77


			NC_010456.5			54014784			intron_variant			RYR2			A			G			0.98			0.21			0.77


			NC_010456.5			54014813			intron_variant			RYR2			T			C			0.98			0.21			0.77


			NC_010456.5			54015457			intron_variant			RYR2			G			A			0.97			0.15			0.82


			NC_010456.5			54016007			intron_variant			RYR2			T			C			0.64			0.06			0.58


			NC_010456.5			54016025			intron_variant			RYR2			T			C			0.99			0.24			0.75


			NC_010456.5			54016075			intron_variant			RYR2			A			C			0.86			0.21			0.65


			NC_010456.5			54016534			intron_variant			RYR2			G			A			0.79			0.19			0.60


			NC_010456.5			54016794			intron_variant			RYR2			A			G			0.98			0.18			0.80


			NC_010456.5			54016901			intron_variant			RYR2			A			G			0.97			0.19			0.78


			NC_010456.5			54017100			intron_variant			RYR2			T			C			0.86			0.21			0.65


			NC_010456.5			54017448			intron_variant			RYR2			G			A			0.98			0.12			0.86


			NC_010456.5			54017563			intron_variant			RYR2			A			G			0.83			0.18			0.65


			NC_010456.5			54017701			intron_variant			RYR2			C			G			0.98			0.18			0.80


			NC_010456.5			54018128			intron_variant			RYR2			A			G			0.59			0.05			0.54


			NC_010456.5			54018213			intron_variant			RYR2			G			A			0.84			0.21			0.63


			NC_010456.5			54018700			intron_variant			RYR2			A			G			0.98			0.21			0.77


			NC_010456.5			54005955			intron_variant			RYR2			G			A			0.65			0.00


			NC_010456.5			54019336			intron_variant			RYR2			G			A			0.67			0.13			0.54


			NC_010456.5			54019513			intron_variant			RYR2			A			C			0.98			0.21			0.77


			NC_010456.5			54019627			intron_variant			RYR2			T			C			0.94			0.21			0.73


			NC_010456.5			54020087			intron_variant			RYR2			A			G			0.99			0.21			0.78


			NC_010456.5			54019176			intron_variant			RYR2			T			C			0.53			0.00


			NC_010456.5			54020295			intron_variant			RYR2			A			G			0.96			0.21			0.75


			NC_010456.5			54020147			intron_variant			RYR2			A			T			0.53			0.00


			NC_010456.5			54020370			intron_variant			RYR2			G			A			0.52			0.00


			NC_010456.5			54020405			intron_variant			RYR2			C			G			0.53			0.00


			NC_010456.5			54021150			intron_variant			RYR2			G			A			0.82			0.16			0.66


			NC_010456.5			54021075			intron_variant			RYR2			G			T			0.51			0.00


			NC_010456.5			54021360			intron_variant			RYR2			C			T			0.51			0.00


			NC_010456.5			54021801			intron_variant			RYR2			C			T			0.53			0.00


			NC_010456.5			54021997			intron_variant			RYR2			T			G			0.97			0.21			0.76


			NC_010456.5			54022199			intron_variant			RYR2			C			A			0.75			0.08			0.67


			NC_010456.5			54021950			intron_variant			RYR2			T			C			0.51			0.00


			NC_010456.5			54023047			intron_variant			RYR2			T			C			0.99			0.21			0.78


			NC_010456.5			54023278			intron_variant			RYR2			G			A			0.99			0.21			0.78


			NC_010456.5			54022208			intron_variant			RYR2			G			A			0.51			0.00


			NC_010456.5			54024060			intron_variant			RYR2			C			T			0.99			0.22			0.77


			NC_010456.5			54024262			intron_variant			RYR2			C			T			0.99			0.16			0.83


			NC_010456.5			54024288			intron_variant			RYR2			G			T			0.99			0.18			0.81


			NC_010456.5			54025062			intron_variant			RYR2			C			T			0.97			0.21			0.76


			NC_010456.5			54025476			intron_variant			RYR2			T			C			0.98			0.21			0.77


			NC_010456.5			54023635			intron_variant			RYR2			G			A			0.52			0.00


			NC_010456.5			54026458			intron_variant			RYR2			C			A			0.98			0.21			0.77


			NC_010456.5			54025555			intron_variant			RYR2			G			A			0.59			0.00


			NC_010456.5			54027728			intron_variant			RYR2			C			A			0.60			0.00


			NC_010456.5			54029493			intron_variant			RYR2			T			G			0.98			0.21			0.77


			NC_010456.5			54028204			intron_variant			RYR2			G			A			0.60			0.00


			NC_010456.5			54029549			intron_variant			RYR2			G			A			0.54			0.00


			NC_010456.5			54030224			intron_variant			RYR2			C			T			0.97			0.21			0.76


			NC_010456.5			54031178			intron_variant			RYR2			T			G			0.00			0.50


			NC_010456.5			54030101			intron_variant			RYR2			G			A			0.60			0.00


			NC_010456.5			54031328			intron_variant			RYR2			C			A			0.71			0.05			0.66


			NC_010456.5			54031372			intron_variant			RYR2			T			C			0.97			0.17			0.80


			NC_010456.5			54031380			intron_variant			RYR2			A			G			0.72			0.05			0.67


			NC_010456.5			54031518			intron_variant			RYR2			T			C			0.70			0.05			0.65


			NC_010456.5			54031568			intron_variant			RYR2			T			C			0.72			0.05			0.67


			NC_010456.5			54031574			intron_variant			RYR2			G			A			0.72			0.05			0.67


			NC_010456.5			54031269			intron_variant			RYR2			T			C			0.57			0.00


			NC_010456.5			54031708			intron_variant			RYR2			G			T			0.99			0.15			0.84


			NC_010456.5			54031665			intron_variant			RYR2			G			A			0.53			0.00


			NC_010456.5			54031734			intron_variant			RYR2			A			T			0.72			0.00


			NC_010456.5			54031766			intron_variant			RYR2			T			C			0.77			0.00


			NC_010456.5			54032141			intron_variant			RYR2			G			A			0.98			0.18			0.80


			NC_010456.5			54032163			intron_variant			RYR2			T			G			0.77			0.06			0.71


			NC_010456.5			54032236			intron_variant			RYR2			T			A			0.73			0.06			0.67


			NC_010456.5			54032376			intron_variant			RYR2			C			T			0.78			0.05			0.73


			NC_010456.5			54032401			intron_variant			RYR2			G			C			0.76			0.05			0.71


			NC_010456.5			54031783			intron_variant			RYR2			G			A			0.74			0.00


			NC_010456.5			54032427			intron_variant			RYR2			A			G			0.76			0.05			0.71


			NC_010456.5			54032749			intron_variant			RYR2			G			A			0.76			0.06			0.70


			NC_010456.5			54032972			intron_variant			RYR2			C			T			0.74			0.06			0.68


			NC_010456.5			54033198			intron_variant			RYR2			G			T			0.74			0.05			0.69


			NC_010456.5			54033230			intron_variant			RYR2			A			C			0.75			0.06			0.69


			NC_010456.5			54032402			intron_variant			RYR2			G			A			0.52			0.00


			NC_010456.5			54033512			intron_variant			RYR2			A			G			0.98			0.18			0.80


			NC_010456.5			54033713			intron_variant			RYR2			A			G			0.99			0.17			0.82


			NC_010456.5			54033716			intron_variant			RYR2			C			T			0.99			0.17			0.82


			NC_010456.5			54033764			intron_variant			RYR2			A			G			0.98			0.18			0.80


			NC_010456.5			54033791			intron_variant			RYR2			G			A			0.97			0.18			0.79


			NC_010456.5			54033809			intron_variant			RYR2			G			T			0.97			0.18			0.79


			NC_010456.5			54033341			intron_variant			RYR2			A			C			0.57			0.00


			NC_010456.5			54033818			intron_variant			RYR2			C			T			0.54			0.00


			NC_010456.5			54033959			intron_variant			RYR2			G			A			0.55			0.00


			NC_010456.5			54033967			intron_variant			RYR2			T			C			0.96			0.18			0.78


			NC_010456.5			54034097			intron_variant			RYR2			C			T			0.98			0.16			0.82


			NC_010456.5			54033965			intron_variant			RYR2			G			A			0.55			0.00


			NC_010456.5			54034323			intron_variant			RYR2			G			C			0.99			0.16			0.83


			NC_010456.5			54034571			intron_variant			RYR2			A			G			0.91			0.21			0.70


			NC_010456.5			54035371			intron_variant			RYR2			A			G			0.92			0.19			0.73


			NC_010456.5			54035508			intron_variant			RYR2			A			G			0.95			0.21			0.74


			NC_010456.5			54035696			intron_variant			RYR2			C			T			0.92			0.21			0.71


			NC_010456.5			54035794			intron_variant			RYR2			A			G			0.94			0.21			0.73


			NC_010456.5			54035913			intron_variant			RYR2			T			C			0.93			0.21			0.72


			NC_010456.5			54036016			intron_variant			RYR2			A			G			0.93			0.21			0.72


			NC_010456.5			54036073			intron_variant			RYR2			T			C			0.92			0.21			0.71


			NC_010456.5			54036541			intron_variant			RYR2			T			A			0.93			0.16			0.77


			NC_010456.5			54036634			intron_variant			RYR2			C			T			0.91			0.25			0.66


			NC_010456.5			54036718			intron_variant			RYR2			A			G			0.92			0.17			0.75


			NC_010456.5			54036755			intron_variant			RYR2			C			T			0.90			0.21			0.69


			NC_010456.5			54036784			intron_variant			RYR2			T			C			0.87			0.21			0.66


			NC_010456.5			54036858			intron_variant			RYR2			C			T			0.92			0.21			0.71


			NC_010456.5			54037011			intron_variant			RYR2			C			T			0.96			0.19			0.77


			NC_010456.5			54037310			intron_variant			RYR2			G			A			0.94			0.17			0.77


			NC_010456.5			54037317			intron_variant			RYR2			C			A			0.96			0.21			0.75


			NC_010456.5			54037389			intron_variant			RYR2			A			G			0.92			0.18			0.74


			NC_010456.5			54037414			intron_variant			RYR2			C			T			0.93			0.18			0.75


			NC_010456.5			54037586			intron_variant			RYR2			G			C			0.96			0.18			0.78


			NC_010456.5			54038168			intron_variant			RYR2			C			A			0.93			0.24			0.69


			NC_010456.5			54038182			intron_variant			RYR2			C			T			0.93			0.24			0.69


			NC_010456.5			54038239			intron_variant			RYR2			G			T			0.92			0.21			0.71


			NC_010456.5			54038278			intron_variant			RYR2			C			T			0.92			0.21			0.71


			NC_010456.5			54038340			intron_variant			RYR2			T			C			0.91			0.18			0.73


			NC_010456.5			54038347			intron_variant			RYR2			T			G			0.91			0.18			0.73


			NC_010456.5			54038878			intron_variant			RYR2			C			T			0.67			0.16			0.51


			NC_010456.5			54039004			intron_variant			RYR2			C			A			0.55			0.03			0.52


			NC_010456.5			54039043			intron_variant			RYR2			C			G			0.97			0.22			0.75


			NC_010456.5			54039086			intron_variant			RYR2			C			T			0.53			0.03			0.50


			NC_010456.5			54039092			intron_variant			RYR2			C			T			0.53			0.03			0.50


			NC_010456.5			54039094			intron_variant			RYR2			A			G			0.55			0.03			0.52


			NC_010456.5			54039097			intron_variant			RYR2			C			G			0.53			0.03			0.50


			NC_010456.5			54039165			intron_variant			RYR2			G			A			0.64			0.13			0.51


			NC_010456.5			54034259			intron_variant			RYR2			A			T			0.51			0.00


			NC_010456.5			54039739			intron_variant			RYR2			C			A			0.54			0.00


			NC_010456.5			54039806			intron_variant			RYR2			C			T			0.91			0.19			0.72


			NC_010456.5			54039803			intron_variant			RYR2			G			T			0.52			0.00


			NC_010456.5			54039939			intron_variant			RYR2			G			A			0.51			0.00


			NC_010456.5			54040795			intron_variant			RYR2			C			T			0.52			0.00


			NC_010456.5			54040854			intron_variant			RYR2			T			A			0.52			0.00


			NC_010456.5			54041042			intron_variant			RYR2			A			G			0.51			0.00


			NC_010456.5			54041166			intron_variant			RYR2			T			C			0.56			0.00


			NC_010456.5			54041663			intron_variant			RYR2			T			G			0.93			0.21			0.72


			NC_010456.5			54041558			intron_variant			RYR2			G			T			0.51			0.00


			NC_010456.5			54041701			intron_variant			RYR2			G			A			0.56			0.00


			NC_010456.5			54044255			intron_variant			RYR2			G			A			0.96			0.18			0.78


			NC_010456.5			54045570			intron_variant			RYR2			T			C			0.67			0.06			0.61


			NC_010456.5			54045734			intron_variant			RYR2			G			A			0.99			0.21			0.78


			NC_010456.5			54045793			intron_variant			RYR2			G			C			0.99			0.38			0.61


			NC_010456.5			54045825			intron_variant			RYR2			A			G			0.97			0.22			0.75


			NC_010456.5			54043681			intron_variant			RYR2			T			G			0.52			0.00


			NC_010456.5			54046572			intron_variant			RYR2			C			T			0.64			0.05			0.59


			NC_010456.5			54046520			intron_variant			RYR2			A			G			0.51			0.00


			NC_010456.5			54049022			intron_variant			RYR2			A			G			0.99			0.13			0.86


			NC_010456.5			54050193			intron_variant			RYR2			T			C			0.98			0.21			0.77


			NC_010456.5			54050268			intron_variant			RYR2			T			G			0.98			0.14			0.84


			NC_010456.5			54050365			intron_variant			RYR2			A			G			0.98			0.21			0.77


			NC_010456.5			54047568			intron_variant			RYR2			C			T			0.51			0.00


			NC_010456.5			54052252			intron_variant			RYR2			T			A			0.96			0.16			0.80


			NC_010456.5			54052361			intron_variant			RYR2			G			A			0.93			0.18			0.75


			NC_010456.5			54052836			intron_variant			RYR2			C			T			0.99			0.18			0.81


			NC_010456.5			54052015			intron_variant			RYR2			C			T			0.51			0.00


			NC_010456.5			54053570			intron_variant			RYR2			G			A			0.96			0.21			0.75


			NC_010456.5			54053594			intron_variant			RYR2			C			T			0.96			0.17			0.79


			NC_010456.5			54052965			intron_variant			RYR2			A			G			0.99			0.00


			NC_010456.5			54054377			intron_variant			RYR2			G			A			0.86			0.14			0.72


			NC_010456.5			54054096			intron_variant			RYR2			G			A			0.57			0.00


			NC_010456.5			54054657			intron_variant			RYR2			C			T			0.61			0.00


			NC_010456.5			54054851			intron_variant			RYR2			T			G			0.84			0.11			0.73


			NC_010456.5			54055795			intron_variant			RYR2			A			C			0.98			0.18			0.80


			NC_010456.5			54057406			intron_variant			RYR2			T			C			0.98			0.21			0.77


			NC_010456.5			54057412			intron_variant			RYR2			A			T			0.98			0.18			0.80


			NC_010456.5			54058842			intron_variant			RYR2			C			A			0.98			0.16			0.82


			NC_010456.5			54059278			intron_variant			RYR2			A			G			0.98			0.18			0.80


			NC_010456.5			54059346			intron_variant			RYR2			T			C			0.99			0.18			0.81


			NC_010456.5			54059568			intron_variant			RYR2			A			C			0.99			0.24			0.75


			NC_010456.5			54059907			intron_variant			RYR2			T			A			0.63			0.13			0.50


			NC_010456.5			54060258			intron_variant			RYR2			G			T			0.99			0.16			0.83


			NC_010456.5			54060277			intron_variant			RYR2			T			C			0.99			0.16			0.83


			NC_010456.5			54060320			intron_variant			RYR2			C			T			0.99			0.16			0.83


			NC_010456.5			54060821			intron_variant			RYR2			T			A			0.99			0.16			0.83


			NC_010456.5			54060868			intron_variant			RYR2			A			T			0.98			0.16			0.82


			NC_010456.5			54060893			intron_variant			RYR2			T			C			0.98			0.16			0.82


			NC_010456.5			54060963			intron_variant			RYR2			A			G			0.98			0.18			0.80


			NC_010456.5			54061223			intron_variant			RYR2			T			C			0.98			0.18			0.80


			NC_010456.5			54061678			intron_variant			RYR2			A			G			0.99			0.18			0.81


			NC_010456.5			54054745			intron_variant			RYR2			C			T			0.62			0.00


			NC_010456.5			54062971			intron_variant			RYR2			C			T			0.51			0.00


			NC_010456.5			54063628			intron_variant			RYR2			T			G			0.99			0.13			0.86


			NC_010456.5			54063759			intron_variant			RYR2			T			C			0.97			0.19			0.78


			NC_010456.5			54063466			intron_variant			RYR2			A			T			0.57			0.00


			NC_010456.5			54063886			intron_variant			RYR2			C			T			0.98			0.18			0.80


			NC_010456.5			54063892			intron_variant			RYR2			T			G			0.98			0.18			0.80


			NC_010456.5			54064152			intron_variant			RYR2			A			G			0.98			0.16			0.82


			NC_010456.5			54064184			intron_variant			RYR2			C			T			0.97			0.18			0.79


			NC_010456.5			54064331			intron_variant			RYR2			T			G			0.99			0.18			0.81


			NC_010456.5			54064383			intron_variant			RYR2			C			A			0.95			0.18			0.77


			NC_010456.5			54064444			intron_variant			RYR2			A			G			0.95			0.18			0.77


			NC_010456.5			54064517			intron_variant			RYR2			C			A			0.98			0.18			0.80


			NC_010456.5			54063859			intron_variant			RYR2			T			C			0.52			0.00


			NC_010456.5			54064860			intron_variant			RYR2			C			T			0.97			0.16			0.81


			NC_010456.5			54064881			intron_variant			RYR2			A			G			0.97			0.21			0.76


			NC_010456.5			54065132			intron_variant			RYR2			C			A			0.97			0.18			0.79


			NC_010456.5			54065504			intron_variant			RYR2			C			T			0.98			0.18			0.80


			NC_010456.5			54065523			intron_variant			RYR2			T			C			0.98			0.18			0.80


			NC_010456.5			54067303			intron_variant			RYR2			C			T			0.97			0.45			0.52


			NC_010456.5			54067539			intron_variant			RYR2			C			A			0.97			0.18			0.79


			NC_010456.5			54071573			intron_variant			RYR2			C			T			0.91			0.21			0.70


			NC_010456.5			54073422			intron_variant			RYR2			T			G			0.92			0.18			0.74


			NC_010456.5			54074790			intron_variant			RYR2			C			G			0.98			0.18			0.80


			NC_010456.5			54078176			intron_variant			RYR2			A			G			0.68			0.07			0.61


			NC_010456.5			54080433			intron_variant			RYR2			C			T			0.98			0.18			0.80


			NC_010456.5			54081770			intron_variant			RYR2			T			C			0.98			0.18			0.80


			NC_010456.5			54081968			intron_variant			RYR2			T			C			0.67			0.05			0.62


			NC_010456.5			54085004			intron_variant			RYR2			T			C			0.66			0.05			0.61


			NC_010456.5			54085010			intron_variant			RYR2			C			T			0.96			0.14			0.82


			NC_010456.5			54085132			intron_variant			RYR2			T			C			0.72			0.16			0.56


			NC_010456.5			54086260			intron_variant			RYR2			T			C			0.98			0.18			0.80


			NC_010456.5			54086759			intron_variant			RYR2			T			C			0.98			0.18			0.80


			NC_010456.5			54087437			intron_variant			RYR2			T			C			0.72			0.17			0.55


			NC_010456.5			54087814			intron_variant			RYR2			C			T			0.99			0.16			0.83


			NC_010456.5			54088310			intron_variant			RYR2			T			C			0.73			0.13			0.60


			NC_010456.5			54089668			intron_variant			RYR2			C			T			0.73			0.11			0.62


			NC_010456.5			54090156			intron_variant			RYR2			C			T			0.95			0.19			0.76


			NC_010456.5			54090610			intron_variant			RYR2			A			G			0.97			0.15			0.82


			NC_010456.5			54094815			intron_variant			RYR2			T			A			0.99			0.16			0.83


			NC_010456.5			54094833			intron_variant			RYR2			C			T			0.64			0.05			0.59


			NC_010456.5			54096697			intron_variant			RYR2			A			C			0.97			0.21			0.76


			NC_010456.5			54097380			intron_variant			RYR2			G			A			0.71			0.19			0.52


			NC_010456.5			54097993			intron_variant			RYR2			T			C			0.67			0.13			0.54


			NC_010456.5			54099167			intron_variant			RYR2			G			T			0.70			0.11			0.59


			NC_010456.5			54064631			intron_variant			RYR2			G			A			0.52			0.00


			NC_010456.5			54101371			intron_variant			RYR2			C			T			0.93			0.18			0.75


			NC_010456.5			54101557			intron_variant			RYR2			G			A			0.01			0.82			0.80


			NC_010456.5			54103060			intron_variant			RYR2			C			T			0.98			0.16			0.82


			NC_010456.5			54103439			intron_variant			RYR2			A			G			0.98			0.18			0.80


			NC_010456.5			54105830			intron_variant			RYR2			A			G			0.99			0.18			0.81


			NC_010456.5			54107902			intron_variant			RYR2			A			G			0.96			0.18			0.78


			NC_010456.5			54108033			intron_variant			RYR2			G			A			0.62			0.11			0.51


			NC_010456.5			54108596			intron_variant			RYR2			T			C			0.95			0.18			0.77


			NC_010456.5			54108950			intron_variant			RYR2			A			G			0.63			0.13			0.50


			NC_010456.5			54109907			intron_variant			RYR2			C			T			0.98			0.18			0.80


			NC_010456.5			54111141			intron_variant			RYR2			A			G			0.99			0.14			0.85


			NC_010456.5			54111581			intron_variant			RYR2			A			T			0.74			0.11			0.63


			NC_010456.5			54112244			intron_variant			RYR2			C			T			0.97			0.18			0.79


			NC_010456.5			54112688			intron_variant			RYR2			T			G			0.99			0.16			0.83


			NC_010456.5			54113032			intron_variant			RYR2			C			T			0.65			0.13			0.52


			NC_010456.5			54113445			intron_variant			RYR2			T			G			0.98			0.18			0.80


			NC_010456.5			54115849			intron_variant			RYR2			C			T			0.99			0.18			0.81


			NC_010456.5			54115884			intron_variant			RYR2			A			T			0.99			0.19			0.80


			NC_010456.5			54116197			intron_variant			RYR2			T			C			0.99			0.18			0.81


			NC_010456.5			54116680			intron_variant			RYR2			A			G			0.97			0.16			0.81


			NC_010456.5			54116731			intron_variant			RYR2			T			C			0.65			0.11			0.54


			NC_010456.5			54116790			intron_variant			RYR2			T			G			0.98			0.16			0.82


			NC_010456.5			54117328			intron_variant			RYR2			T			C			0.98			0.21			0.77


			NC_010456.5			54118850			intron_variant			RYR2			G			T			0.98			0.16			0.82


			NC_010456.5			54119019			intron_variant			RYR2			C			T			0.65			0.14			0.51


			NC_010456.5			54119823			intron_variant			RYR2			T			C			0.02			0.82			0.79


			NC_010456.5			54122111			intron_variant			RYR2			C			T			0.67			0.11			0.56


			NC_010456.5			54122550			intron_variant			RYR2			A			G			0.64			0.11			0.53


			NC_010456.5			54122599			intron_variant			RYR2			T			C			0.65			0.13			0.52


			NC_010456.5			54122872			intron_variant			RYR2			T			C			0.69			0.13			0.56


			NC_010456.5			54124730			intron_variant			RYR2			T			C			0.99			0.16			0.83


			NC_010456.5			54125071			intron_variant			RYR2			G			T			0.95			0.18			0.77


			NC_010456.5			54126157			intron_variant			RYR2			G			A			0.96			0.14			0.82


			NC_010456.5			54126964			intron_variant			RYR2			G			A			0.94			0.12			0.82


			NC_010456.5			54128138			intron_variant			RYR2			T			C			0.96			0.18			0.78


			NC_010456.5			54128382			intron_variant			RYR2			T			C			0.76			0.13			0.63


			NC_010456.5			54130130			intron_variant			RYR2			C			T			0.69			0.11			0.58


			NC_010456.5			54130214			intron_variant			RYR2			A			G			0.98			0.18			0.80


			NC_010456.5			54132975			intron_variant			RYR2			C			T			0.02			0.82			0.79


			NC_010456.5			54134062			intron_variant			RYR2			T			G			0.98			0.19			0.79


			NC_010456.5			54134599			intron_variant			RYR2			G			A			0.95			0.14			0.81


			NC_010456.5			54136356			intron_variant			RYR2			G			C			0.84			0.19			0.65


			NC_010456.5			54136797			intron_variant			RYR2			C			T			0.76			0.13			0.63


			NC_010456.5			54137076			intron_variant			RYR2			T			A			0.91			0.18			0.73


			NC_010456.5			54137178			intron_variant			RYR2			G			A			0.89			0.18			0.71


			NC_010456.5			54137338			intron_variant			RYR2			T			G			0.81			0.16			0.65


			NC_010456.5			54137437			intron_variant			RYR2			G			A			0.64			0.13			0.51


			NC_010456.5			54138603			intron_variant			RYR2			C			T			0.85			0.08			0.77


			NC_010456.5			54143049			intron_variant			RYR2			T			A			0.01			0.53			0.52


			NC_010456.5			54146062			intron_variant			RYR2			A			G			0.01			0.53			0.51


			NC_010456.5			54146083			intron_variant			RYR2			A			C			0.01			0.53			0.51


			NC_010456.5			54150170			intron_variant			RYR2			C			T			0.02			0.53			0.50


			NC_010456.5			54150311			intron_variant			RYR2			A			C			0.02			0.53			0.50


			NC_010456.5			54154940			intron_variant			RYR2			C			G			0.02			0.82			0.79


			NC_010456.5			54156745			intron_variant			RYR2			C			T			0.01			0.82			0.80


			NC_010456.5			54156928			intron_variant			RYR2			T			C			0.02			0.82			0.79


			NC_010456.5			54157478			intron_variant			RYR2			C			T			0.31			0.88			0.57


			NC_010456.5			54158443			intron_variant			RYR2			C			A			0.30			0.85			0.55


			NC_010456.5			54158983			intron_variant			RYR2			G			T			0.02			0.79			0.77


			NC_010456.5			54160397			intron_variant			RYR2			G			A			0.98			0.18			0.80


			NC_010456.5			54160455			intron_variant			RYR2			G			T			0.98			0.18			0.80


			NC_010456.5			54160655			intron_variant			RYR2			T			C			0.03			0.82			0.79


			NC_010456.5			54160687			intron_variant			RYR2			A			T			0.02			0.82			0.79


			NC_010456.5			54160697			intron_variant			RYR2			G			T			0.98			0.13			0.85


			NC_010456.5			54160703			intron_variant			RYR2			T			A			0.02			0.82			0.79


			NC_010456.5			54160792			intron_variant			RYR2			G			A			0.98			0.11			0.87


			NC_010456.5			54160794			intron_variant			RYR2			C			G			0.98			0.16			0.82


			NC_010456.5			54161291			intron_variant			RYR2			T			C			0.86			0.13			0.73


			NC_010456.5			54161399			intron_variant			RYR2			C			T			0.98			0.18			0.80


			NC_010456.5			54161475			intron_variant			RYR2			T			C			0.98			0.18			0.80


			NC_010456.5			54161798			intron_variant			RYR2			T			G			0.98			0.16			0.82


			NC_010456.5			54162069			intron_variant			RYR2			A			C			0.99			0.16			0.83


			NC_010456.5			54162518			intron_variant			RYR2			C			T			0.97			0.18			0.79


			NC_010456.5			54162695			intron_variant			RYR2			C			T			0.97			0.16			0.81


			NC_010456.5			54163282			intron_variant			RYR2			A			G			0.97			0.18			0.79


			NC_010456.5			54163514			intron_variant			RYR2			T			G			0.98			0.16			0.82


			NC_010456.5			54163530			intron_variant			RYR2			G			T			0.98			0.16			0.82


			NC_010456.5			54164034			intron_variant			RYR2			C			T			0.97			0.19			0.78


			NC_010456.5			54164125			intron_variant			RYR2			A			C			0.97			0.18			0.79


			NC_010456.5			54164126			intron_variant			RYR2			G			A			0.97			0.18			0.79


			NC_010456.5			54164541			intron_variant			RYR2			T			C			0.95			0.13			0.82


			NC_010456.5			54164704			intron_variant			RYR2			C			T			0.98			0.14			0.84


			NC_010456.5			54165191			intron_variant			RYR2			C			T			0.97			0.18			0.79


			NC_010456.5			54165239			intron_variant			RYR2			C			T			0.98			0.17			0.81


			NC_010456.5			54165309			intron_variant			RYR2			C			T			0.98			0.18			0.80


			NC_010456.5			54165495			intron_variant			RYR2			T			C			0.98			0.18			0.80


			NC_010456.5			54165906			intron_variant			RYR2			C			T			0.96			0.21			0.75


			NC_010456.5			54166059			intron_variant			RYR2			G			A			0.98			0.18			0.80


			NC_010456.5			54166128			intron_variant			RYR2			A			C			0.98			0.18			0.80


			NC_010456.5			54166176			intron_variant			RYR2			C			G			0.98			0.18			0.80


			NC_010456.5			54170271			intron_variant			RYR2			G			A			0.63			0.11			0.52


			NC_010456.5			54170785			intron_variant			RYR2			A			C			0.98			0.18			0.80


			NC_010456.5			54170906			intron_variant			RYR2			C			A			0.98			0.18			0.80


			NC_010456.5			54171163			intron_variant			RYR2			C			T			0.98			0.18			0.80


			NC_010456.5			54171165			intron_variant			RYR2			G			A			0.98			0.18			0.80


			NC_010456.5			54171244			intron_variant			RYR2			C			T			0.98			0.18			0.80


			NC_010456.5			54171298			intron_variant			RYR2			A			C			0.97			0.18			0.79


			NC_010456.5			54172206			intron_variant			RYR2			T			C			0.98			0.18			0.80


			NC_010456.5			54172528			intron_variant			RYR2			A			G			0.98			0.18			0.80


			NC_010456.5			54172957			intron_variant			RYR2			A			C			0.92			0.13			0.79


			NC_010456.5			54173096			intron_variant			RYR2			G			A			0.98			0.18			0.80


			NC_010456.5			54173561			intron_variant			RYR2			G			A			0.98			0.15			0.83


			NC_010456.5			54173605			intron_variant			RYR2			C			T			0.98			0.18			0.80


			NC_010456.5			54173616			intron_variant			RYR2			T			G			0.98			0.18			0.80


			NC_010456.5			54173650			intron_variant			RYR2			A			G			0.98			0.18			0.80


			NC_010456.5			54173870			intron_variant			RYR2			T			C			0.92			0.13			0.79


			NC_010456.5			54174267			intron_variant			RYR2			G			A			0.92			0.11			0.81


			NC_010456.5			54174515			intron_variant			RYR2			T			G			0.96			0.11			0.85


			NC_010456.5			54174517			intron_variant			RYR2			A			C			0.99			0.11			0.88


			NC_010456.5			54175280			intron_variant			RYR2			T			C			0.99			0.11			0.88


			NC_010456.5			54175637			intron_variant			RYR2			A			G			0.98			0.18			0.80


			NC_010456.5			54175732			intron_variant			RYR2			A			C			0.03			0.87			0.83


			NC_010456.5			54175792			intron_variant			RYR2			C			T			0.02			0.85			0.83


			NC_010456.5			54176454			intron_variant			RYR2			A			C			0.31			0.84			0.53


			NC_010456.5			54176679			intron_variant			RYR2			A			G			0.34			0.85			0.52


			NC_010456.5			54176686			intron_variant			RYR2			A			G			0.01			0.79			0.78


			NC_010456.5			54176980			intron_variant			RYR2			G			T			0.05			0.84			0.79


			NC_010456.5			54177197			intron_variant			RYR2			T			C			0.02			0.89			0.87


			NC_010456.5			54177364			intron_variant			RYR2			T			G			0.03			0.89			0.86


			NC_010456.5			54177658			intron_variant			RYR2			A			G			0.35			0.89			0.54


			NC_010456.5			54177881			intron_variant			RYR2			G			A			0.02			0.82			0.79


			NC_010456.5			54177930			intron_variant			RYR2			A			G			0.05			0.87			0.82


			NC_010456.5			54178253			intron_variant			RYR2			C			T			0.02			0.84			0.82


			NC_010456.5			54178424			intron_variant			RYR2			A			G			0.01			0.79			0.78


			NC_010456.5			54178472			intron_variant			RYR2			A			G			0.04			0.83			0.80


			NC_010456.5			54178794			intron_variant			RYR2			T			A			0.02			0.82			0.79


			NC_010456.5			54179281			intron_variant			RYR2			C			G			0.03			0.87			0.83


			NC_010456.5			54179453			intron_variant			RYR2			T			G			0.02			0.82			0.79


			NC_010456.5			54179562			intron_variant			RYR2			T			C			0.02			0.79			0.77


			NC_010456.5			54180198			intron_variant			RYR2			G			A			0.02			0.87			0.85


			NC_010456.5			54180334			intron_variant			RYR2			C			T			0.02			0.82			0.79


			NC_010456.5			54180996			intron_variant			RYR2			A			G			0.27			0.87			0.60


			NC_010456.5			54181004			intron_variant			RYR2			A			G			0.01			0.82			0.80


			NC_010456.5			54181008			intron_variant			RYR2			G			A			0.01			0.82			0.80


			NC_010456.5			54181072			intron_variant			RYR2			T			C			0.01			0.86			0.85


			NC_010456.5			54181222			intron_variant			RYR2			G			C			0.02			0.82			0.79


			NC_010456.5			54181308			intron_variant			RYR2			A			T			0.02			0.83			0.81


			NC_010456.5			54181343			intron_variant			RYR2			T			C			0.02			0.82			0.79


			NC_010456.5			54181392			intron_variant			RYR2			A			G			0.02			0.82			0.79


			NC_010456.5			54181516			intron_variant			RYR2			G			C			0.02			0.82			0.79


			NC_010456.5			54181572			intron_variant			RYR2			T			C			0.35			0.87			0.52


			NC_010456.5			54181608			intron_variant			RYR2			G			A			0.02			0.79			0.77


			NC_010456.5			54181752			intron_variant			RYR2			A			T			0.02			0.82			0.80


			NC_010456.5			54181855			intron_variant			RYR2			A			G			0.03			0.84			0.81


			NC_010456.5			54181902			intron_variant			RYR2			T			A			0.01			0.86			0.85


			NC_010456.5			54182257			intron_variant			RYR2			G			A			0.03			0.87			0.83


			NC_010456.5			54182347			intron_variant			RYR2			T			C			0.03			0.87			0.83


			NC_010456.5			54182455			intron_variant			RYR2			T			C			0.05			0.87			0.82


			NC_010456.5			54183069			intron_variant			RYR2			C			T			0.02			0.82			0.79


			NC_010456.5			54183198			intron_variant			RYR2			T			C			0.02			0.82			0.79


			NC_010456.5			54183362			intron_variant			RYR2			C			T			0.02			0.82			0.79


			NC_010456.5			54185639			intron_variant			RYR2			G			T			0.02			0.86			0.84


			NC_010456.5			54185774			intron_variant			RYR2			C			T			0.01			0.82			0.80


			NC_010456.5			54186964			intron_variant			RYR2			T			C			0.14			0.86			0.72


			NC_010456.5			54187089			intron_variant			RYR2			C			G			0.01			0.82			0.80


			NC_010456.5			54187275			intron_variant			RYR2			G			A			0.14			0.85			0.71


			NC_010456.5			54187292			intron_variant			RYR2			T			A			0.01			0.79			0.78


			NC_010456.5			54187870			intron_variant			RYR2			G			A			0.01			0.85			0.84


			NC_010456.5			54188799			intron_variant			RYR2			T			A			0.02			0.78			0.76


			NC_010456.5			54189463			intron_variant			RYR2			G			A			0.01			0.82			0.80


			NC_010456.5			54190151			intron_variant			RYR2			T			A			0.15			0.89			0.74


			NC_010456.5			54190263			intron_variant			RYR2			T			G			0.01			0.79			0.78


			NC_010456.5			54190877			intron_variant			RYR2			G			C			0.15			0.84			0.69


			NC_010456.5			54191118			intron_variant			RYR2			A			G			0.02			0.82			0.79


			NC_010456.5			54191357			intron_variant			RYR2			A			G			0.14			0.84			0.70


			NC_010456.5			54192068			intron_variant			RYR2			T			C			0.02			0.82			0.79


			NC_010456.5			54192934			intron_variant			RYR2			A			G			0.02			0.82			0.79


			NC_010456.5			54192982			intron_variant			RYR2			G			A			0.02			0.82			0.79


			NC_010456.5			54193036			intron_variant			RYR2			C			A			0.23			0.87			0.64


			NC_010456.5			54193087			intron_variant			RYR2			G			A			0.16			0.82			0.66


			NC_010456.5			54193202			intron_variant			RYR2			T			A			0.02			0.82			0.79


			NC_010456.5			54193653			intron_variant			RYR2			A			G			0.40			0.92			0.52


			NC_010456.5			54193708			intron_variant			RYR2			C			T			0.30			0.89			0.59


			NC_010456.5			54193709			intron_variant			RYR2			A			G			0.30			0.89			0.59


			NC_010456.5			54194411			intron_variant			RYR2			G			A			0.28			0.81			0.53


			NC_010456.5			54194554			intron_variant			RYR2			C			T			0.29			0.81			0.52


			NC_010456.5			54194726			intron_variant			RYR2			C			T			0.31			0.82			0.50


			NC_010456.5			54195022			intron_variant			RYR2			T			C			0.31			0.82			0.51


			NC_010456.5			54196179			intron_variant			RYR2			T			C			0.02			0.82			0.79


			NC_010456.5			54196315			intron_variant			RYR2			C			T			0.31			0.82			0.50


			NC_010456.5			54196330			intron_variant			RYR2			G			A			0.02			0.82			0.79


			NC_010456.5			54196342			intron_variant			RYR2			G			C			0.02			0.82			0.79


			NC_010456.5			54196439			intron_variant			RYR2			C			T			0.30			0.82			0.51


			NC_010456.5			54196782			intron_variant			RYR2			A			T			0.01			0.82			0.81


			NC_010456.5			54197424			intron_variant			RYR2			G			A			0.31			0.82			0.50


			NC_010456.5			54197436			intron_variant			RYR2			G			A			0.31			0.82			0.50


			NC_010456.5			54198084			intron_variant			RYR2			G			A			0.02			0.82			0.79


			NC_010456.5			54198279			intron_variant			RYR2			A			G			0.22			0.92			0.70


			NC_010456.5			54198375			intron_variant			RYR2			A			G			0.21			0.87			0.66


			NC_010456.5			54198926			intron_variant			RYR2			T			C			0.17			0.87			0.70


			NC_010456.5			54198928			intron_variant			RYR2			A			C			0.17			0.87			0.70


			NC_010456.5			54199882			intron_variant			RYR2			T			A			0.19			0.87			0.68


			NC_010456.5			54199911			intron_variant			RYR2			A			G			0.19			0.87			0.68


			NC_010456.5			54200087			intron_variant			RYR2			G			A			0.02			0.85			0.83


			NC_010456.5			54200125			intron_variant			RYR2			A			C			0.01			0.83			0.82


			NC_010456.5			54200400			intron_variant			RYR2			C			G			0.02			0.82			0.79


			NC_010456.5			54200531			intron_variant			RYR2			T			C			0.02			0.82			0.79


			NC_010456.5			54200931			intron_variant			RYR2			A			G			0.02			0.82			0.80


			NC_010456.5			54200961			intron_variant			RYR2			C			A			0.03			0.83			0.81


			NC_010456.5			54201006			intron_variant			RYR2			C			A			0.03			0.83			0.81


			NC_010456.5			54201332			intron_variant			RYR2			C			G			0.20			0.87			0.66


			NC_010456.5			54202246			intron_variant			RYR2			G			C			0.02			0.79			0.77


			NC_010456.5			54202590			intron_variant			RYR2			C			T			0.01			0.53			0.52


			NC_010456.5			54202762			intron_variant			RYR2			T			C			0.15			0.81			0.66


			NC_010456.5			54204200			intron_variant			RYR2			T			C			0.12			0.81			0.69


			NC_010456.5			54204239			intron_variant			RYR2			C			T			0.13			0.79			0.67


			NC_010456.5			54204610			intron_variant			RYR2			T			G			0.12			0.79			0.67


			NC_010456.5			54204628			intron_variant			RYR2			T			C			0.12			0.76			0.65


			NC_010456.5			54204660			intron_variant			RYR2			C			T			0.02			0.82			0.80


			NC_010456.5			54204858			intron_variant			RYR2			T			C			0.11			0.76			0.66


			NC_010456.5			54205032			intron_variant			RYR2			T			C			0.32			0.82			0.50


			NC_010456.5			54205224			intron_variant			RYR2			G			A			0.02			0.73			0.71


			NC_010456.5			54205420			intron_variant			RYR2			G			C			0.16			0.78			0.62


			NC_010456.5			54205951			intron_variant			RYR2			G			T			0.36			0.87			0.50


			NC_010456.5			54206258			intron_variant			RYR2			T			C			0.36			0.87			0.50


			NC_010456.5			54206270			intron_variant			RYR2			T			C			0.02			0.82			0.79


			NC_010456.5			54206362			intron_variant			RYR2			T			G			0.34			0.87			0.53


			NC_010456.5			54206440			intron_variant			RYR2			A			T			0.20			0.82			0.61


			NC_010456.5			54207950			intron_variant			RYR2			A			G			0.02			0.79			0.77


			NC_010456.5			54208013			intron_variant			RYR2			C			A			0.02			0.82			0.79


			NC_010456.5			54208253			intron_variant			RYR2			T			C			0.35			0.86			0.52


			NC_010456.5			54208272			intron_variant			RYR2			A			T			0.30			0.82			0.52


			NC_010456.5			54208275			intron_variant			RYR2			G			A			0.34			0.86			0.52


			NC_010456.5			54209339			intron_variant			RYR2			G			A			0.02			0.82			0.79


			NC_010456.5			54209341			intron_variant			RYR2			T			A			0.02			0.79			0.77


			NC_010456.5			54209446			intron_variant			RYR2			G			A			0.35			0.87			0.52


			NC_010456.5			54209568			intron_variant			RYR2			T			G			0.02			0.82			0.79


			NC_010456.5			54211777			intron_variant			RYR2			G			A			0.01			0.82			0.80


			NC_010456.5			54211821			intron_variant			RYR2			C			T			0.01			0.79			0.78


			NC_010456.5			54212051			intron_variant			RYR2			A			C			0.21			0.78			0.57


			NC_010456.5			54212116			intron_variant			RYR2			G			A			0.01			0.82			0.81


			NC_010456.5			54212156			intron_variant			RYR2			C			A			0.20			0.83			0.63


			NC_010456.5			54212175			intron_variant			RYR2			T			C			0.35			0.89			0.54


			NC_010456.5			54212178			intron_variant			RYR2			A			G			0.35			0.89			0.54


			NC_010456.5			54212369			intron_variant			RYR2			C			T			0.19			0.82			0.62


			NC_010456.5			54212475			intron_variant			RYR2			A			G			0.20			0.82			0.62


			NC_010456.5			54213153			intron_variant			RYR2			G			A			0.01			0.82			0.80


			NC_010456.5			54213155			intron_variant			RYR2			C			T			0.01			0.82			0.80


			NC_010456.5			54213310			intron_variant			RYR2			T			C			0.19			0.87			0.68


			NC_010456.5			54213318			intron_variant			RYR2			T			C			0.05			0.89			0.85


			NC_010456.5			54213653			intron_variant			RYR2			T			C			0.16			0.82			0.66


			NC_010456.5			54214212			intron_variant			RYR2			C			T			0.01			0.82			0.80


			NC_010456.5			54214830			intron_variant			RYR2			C			T			0.02			0.82			0.79


			NC_010456.5			54215170			intron_variant			RYR2			T			A			0.02			0.82			0.79


			NC_010456.5			54215297			intron_variant			RYR2			T			C			0.02			0.82			0.79


			NC_010456.5			54215447			intron_variant			RYR2			A			C			0.02			0.82			0.79


			NC_010456.5			54215475			intron_variant			RYR2			G			A			0.19			0.82			0.63


			NC_010456.5			54215514			intron_variant			RYR2			G			A			0.02			0.81			0.78


			NC_010456.5			54215598			intron_variant			RYR2			A			G			0.16			0.82			0.65


			NC_010456.5			54215813			intron_variant			RYR2			C			T			0.02			0.82			0.79


			NC_010456.5			54215828			intron_variant			RYR2			A			G			0.02			0.82			0.79


			NC_010456.5			54215862			intron_variant			RYR2			T			C			0.02			0.82			0.79


			NC_010456.5			54215904			intron_variant			RYR2			C			A			0.02			0.82			0.79


			NC_010456.5			54215913			intron_variant			RYR2			G			T			0.20			0.87			0.66


			NC_010456.5			54215940			intron_variant			RYR2			A			G			0.02			0.82			0.79


			NC_010456.5			54215959			intron_variant			RYR2			G			A			0.02			0.82			0.79


			NC_010456.5			54215967			intron_variant			RYR2			C			T			0.17			0.82			0.65


			NC_010456.5			54215972			intron_variant			RYR2			T			C			0.02			0.82			0.79


			NC_010456.5			54215976			intron_variant			RYR2			A			C			0.02			0.82			0.79


			NC_010456.5			54215980			intron_variant			RYR2			C			T			0.02			0.82			0.79


			NC_010456.5			54216010			intron_variant			RYR2			T			C			0.01			0.82			0.80


			NC_010456.5			54216022			intron_variant			RYR2			A			G			0.01			0.79			0.78


			NC_010456.5			54216190			intron_variant			RYR2			T			C			0.02			0.82			0.79


			NC_010456.5			54216222			intron_variant			RYR2			G			A			0.02			0.79			0.77


			NC_010456.5			54216237			intron_variant			RYR2			G			A			0.02			0.83			0.81


			NC_010456.5			54216238			intron_variant			RYR2			T			C			0.02			0.83			0.81


			NC_010456.5			54216269			intron_variant			RYR2			T			C			0.98			0.14			0.84


			NC_010456.5			54216294			intron_variant			RYR2			T			C			0.02			0.82			0.79


			NC_010456.5			54216445			intron_variant			RYR2			C			T			0.02			0.84			0.82


			NC_010456.5			54216446			intron_variant			RYR2			A			G			0.02			0.84			0.82


			NC_010456.5			54216492			intron_variant			RYR2			G			T			0.17			0.82			0.64


			NC_010456.5			54216597			intron_variant			RYR2			G			A			0.18			0.81			0.62


			NC_010456.5			54216598			intron_variant			RYR2			C			T			0.18			0.81			0.62


			NC_010456.5			54216821			intron_variant			RYR2			C			T			0.02			0.82			0.79


			NC_010456.5			54216828			intron_variant			RYR2			C			T			0.02			0.82			0.79


			NC_010456.5			54217004			intron_variant			RYR2			T			C			0.02			0.82			0.79


			NC_010456.5			54217179			intron_variant			RYR2			A			G			0.02			0.82			0.79


			NC_010456.5			54217180			intron_variant			RYR2			G			A			0.02			0.82			0.79


			NC_010456.5			54217227			intron_variant			RYR2			C			G			0.02			0.82			0.79


			NC_010456.5			54217379			intron_variant			RYR2			C			A			0.02			0.82			0.79


			NC_010456.5			54217447			intron_variant			RYR2			G			T			0.01			0.78			0.77


			NC_010456.5			54217480			intron_variant			RYR2			G			A			0.02			0.78			0.76


			NC_010456.5			54217492			intron_variant			RYR2			G			T			0.01			0.78			0.77


			NC_010456.5			54217514			intron_variant			RYR2			T			C			0.01			0.79			0.78


			NC_010456.5			54217533			intron_variant			RYR2			T			G			0.01			0.79			0.78


			NC_010456.5			54217545			intron_variant			RYR2			T			C			0.00			0.79


			NC_010456.5			54217590			intron_variant			RYR2			G			T			0.01			0.83			0.82


			NC_010456.5			54217608			intron_variant			RYR2			T			C			0.01			0.79			0.78


			NC_010456.5			54217700			intron_variant			RYR2			C			T			0.01			0.79			0.78


			NC_010456.5			54217751			intron_variant			RYR2			C			A			0.01			0.79			0.78


			NC_010456.5			54217829			intron_variant			RYR2			C			A			0.02			0.82			0.79


			NC_010456.5			54218047			intron_variant			RYR2			T			C			0.02			0.82			0.79


			NC_010456.5			54218057			intron_variant			RYR2			A			G			0.02			0.82			0.79


			NC_010456.5			54218152			intron_variant			RYR2			C			T			0.02			0.79			0.77


			NC_010456.5			54218269			intron_variant			RYR2			A			G			0.02			0.82			0.79


			NC_010456.5			54218388			intron_variant			RYR2			T			C			0.02			0.82			0.79


			NC_010456.5			54218508			intron_variant			RYR2			C			G			0.01			0.79			0.78


			NC_010456.5			54218528			intron_variant			RYR2			C			T			0.01			0.79			0.78


			NC_010456.5			54218624			intron_variant			RYR2			T			C			0.04			0.79			0.75


			NC_010456.5			54218708			intron_variant			RYR2			A			G			0.02			0.82			0.79


			NC_010456.5			54218779			intron_variant			RYR2			A			G			0.02			0.82			0.79


			NC_010456.5			54218828			intron_variant			RYR2			C			T			0.02			0.82			0.79


			NC_010456.5			54218844			intron_variant			RYR2			A			G			0.02			0.82			0.79


			NC_010456.5			54218858			intron_variant			RYR2			T			C			0.02			0.82			0.79


			NC_010456.5			54218921			intron_variant			RYR2			G			A			0.02			0.82			0.79


			NC_010456.5			54218966			intron_variant			RYR2			T			C			0.02			0.82			0.79


			NC_010456.5			54219068			intron_variant			RYR2			T			C			0.01			0.79			0.78


			NC_010456.5			54219106			intron_variant			RYR2			C			T			0.01			0.78			0.77


			NC_010456.5			54099786			intron_variant			RYR2			A			C			0.51			0.00


			NC_010456.5			54219422			intron_variant			RYR2			G			A			0.02			0.82			0.79


			NC_010456.5			54219481			intron_variant			RYR2			T			C			0.02			0.82			0.79


			NC_010456.5			54219523			intron_variant			RYR2			G			T			0.02			0.82			0.79


			NC_010456.5			54219646			intron_variant			RYR2			C			A			0.02			0.81			0.78


			NC_010456.5			54219719			intron_variant			RYR2			A			G			0.02			0.81			0.78


			NC_010456.5			54219722			intron_variant			RYR2			T			G			0.02			0.81			0.78


			NC_010456.5			54219784			intron_variant			RYR2			T			C			0.02			0.82			0.79


			NC_010456.5			54219997			intron_variant			RYR2			T			C			0.01			0.78			0.77


			NC_010456.5			54220037			intron_variant			RYR2			T			A			0.03			0.79			0.76


			NC_010456.5			54220120			intron_variant			RYR2			G			A			0.03			0.82			0.78


			NC_010456.5			54220203			intron_variant			RYR2			T			C			0.02			0.82			0.79


			NC_010456.5			54220204			intron_variant			RYR2			G			A			0.02			0.82			0.79


			NC_010456.5			54220207			intron_variant			RYR2			C			T			0.02			0.82			0.79


			NC_010456.5			54220242			intron_variant			RYR2			T			C			0.02			0.82			0.79


			NC_010456.5			54220246			intron_variant			RYR2			G			A			0.02			0.82			0.79


			NC_010456.5			54220306			intron_variant			RYR2			A			T			0.02			0.82			0.79


			NC_010456.5			54220315			intron_variant			RYR2			T			C			0.02			0.82			0.79


			NC_010456.5			54220441			intron_variant			RYR2			G			A			0.02			0.82			0.79


			NC_010456.5			54220442			intron_variant			RYR2			C			T			0.02			0.82			0.79


			NC_010456.5			54220605			intron_variant			RYR2			T			C			0.03			0.83			0.80


			NC_010456.5			54220654			intron_variant			RYR2			T			C			0.02			0.82			0.80


			NC_010456.5			54220726			intron_variant			RYR2			A			C			0.02			0.82			0.79


			NC_010456.5			54220787			intron_variant			RYR2			A			G			0.01			0.86			0.85


			NC_010456.5			54220789			intron_variant			RYR2			A			G			0.01			0.86			0.85


			NC_010456.5			54220802			intron_variant			RYR2			A			C			0.01			0.86			0.85


			NC_010456.5			54220845			intron_variant			RYR2			T			C			0.01			0.78			0.77


			NC_010456.5			54220874			intron_variant			RYR2			C			T			0.01			0.75			0.74


			NC_010456.5			54220883			intron_variant			RYR2			T			C			0.02			0.74			0.71


			NC_010456.5			54220889			intron_variant			RYR2			G			A			0.02			0.74			0.71


			NC_010456.5			54220925			intron_variant			RYR2			T			C			0.05			0.76			0.72


			NC_010456.5			54220937			intron_variant			RYR2			A			G			0.05			0.76			0.72


			NC_010456.5			54220989			intron_variant			RYR2			C			T			0.93			0.17			0.76


			NC_010456.5			54221037			intron_variant			RYR2			A			G			0.99			0.18			0.81


			NC_010456.5			54221331			intron_variant			RYR2			C			G			0.02			0.82			0.79


			NC_010456.5			54221583			intron_variant			RYR2			G			A			0.02			0.79			0.77


			NC_010456.5			54221618			intron_variant			RYR2			A			G			0.02			0.79			0.77


			NC_010456.5			54221988			intron_variant			RYR2			A			G			0.02			0.79			0.77


			NC_010456.5			54222208			intron_variant			RYR2			C			T			0.02			0.78			0.75


			NC_010456.5			54222215			intron_variant			RYR2			C			T			0.01			0.78			0.77


			NC_010456.5			54222572			intron_variant			RYR2			C			A			0.03			0.82			0.78


			NC_010456.5			54222826			intron_variant			RYR2			A			G			0.02			0.82			0.79


			NC_010456.5			54223063			intron_variant			RYR2			T			C			0.98			0.18			0.80


			NC_010456.5			54223103			intron_variant			RYR2			G			A			0.02			0.82			0.79


			NC_010456.5			54223172			intron_variant			RYR2			A			G			0.02			0.79			0.77


			NC_010456.5			54223229			intron_variant			RYR2			G			A			0.02			0.82			0.79


			NC_010456.5			54224010			intron_variant			RYR2			T			C			0.02			0.79			0.77


			NC_010456.5			54226733			intron_variant			RYR2			A			G			0.02			0.76			0.74


			NC_010456.5			54229916			intron_variant			RYR2			C			T			0.02			0.79			0.77


			NC_010456.5			54232464			intron_variant			RYR2			G			A			0.01			0.79			0.78


			NC_010456.5			54237837			intron_variant			RYR2			T			A			0.02			0.82			0.79


			NC_010456.5			54238274			intron_variant			RYR2			A			C			0.04			0.79			0.75


			NC_010456.5			54239444			intron_variant			RYR2			C			T			0.02			0.79			0.77


			NC_010456.5			54239995			intron_variant			RYR2			C			T			0.02			0.79			0.77


			NC_010456.5			54240569			intron_variant			RYR2			G			A			0.02			0.76			0.74


			NC_010456.5			54241106			intron_variant			RYR2			A			G			0.12			0.88			0.77


			NC_010456.5			54241616			intron_variant			RYR2			C			T			0.10			0.82			0.71


			NC_010456.5			54241668			intron_variant			RYR2			C			T			0.37			0.94			0.57


			NC_010456.5			54243716			intron_variant			RYR2			G			A			0.86			0.13			0.73


			NC_010456.5			54243991			intron_variant			RYR2			G			C			0.02			0.79			0.77


			NC_010456.5			54246596			intron_variant			RYR2			G			A			0.06			0.68			0.62


			NC_010456.5			54253811			intron_variant			RYR2			T			C			0.03			0.79			0.76


			NC_010456.5			54255405			intron_variant			RYR2			C			T			0.03			0.79			0.76


			NC_010456.5			54255666			intron_variant			RYR2			A			T			0.16			0.79			0.63


			NC_010456.5			54256729			intron_variant			RYR2			C			A			0.05			0.76			0.72


			NC_010456.5			54256907			intron_variant			RYR2			G			A			0.03			0.78			0.74


			NC_010456.5			54258036			intron_variant			RYR2			G			A			0.02			0.70			0.68


			NC_010456.5			54219155			intron_variant			RYR2			G			A			0.52			0.00


			NC_010456.5			54260806			intron_variant			RYR2			G			A			0.16			0.76			0.60


			NC_010456.5			54264691			intron_variant			RYR2			C			T			0.02			0.79			0.77


			NC_010456.5			54265766			intron_variant			RYR2			C			T			0.01			0.76			0.75


			NC_010456.5			54265924			intron_variant			RYR2			C			T			0.37			0.87			0.50


			NC_010456.5			54258175			intron_variant			RYR2			T			G			0.54			0.00


			NC_010456.5			54266020			intron_variant			RYR2			A			G			0.52			0.00


			NC_010456.5			54274607			intron_variant			RYR2			C			G			0.01			0.67			0.65


			NC_010456.5			54275518			intron_variant			RYR2			C			T			0.02			0.78			0.76


			NC_010456.5			54266505			intron_variant			RYR2			C			T			0.56			0.00


			NC_010456.5			54279966			intron_variant			RYR2			C			A			0.02			0.79			0.77


			NC_010456.5			54280115			intron_variant			RYR2			C			T			0.02			0.83			0.81


			NC_010456.5			54280528			intron_variant			RYR2			T			C			0.01			0.79			0.78


			NC_010456.5			54280761			intron_variant			RYR2			A			G			0.01			0.79			0.78


			NC_010456.5			54281357			intron_variant			RYR2			T			C			0.02			0.76			0.74


			NC_010456.5			54283600			intron_variant			RYR2			T			A			0.02			0.72			0.70


			NC_010456.5			54287686			intron_variant			RYR2			T			C			0.02			0.79			0.77


			NC_010456.5			54288527			intron_variant			RYR2			A			G			0.01			0.79			0.78


			NC_010456.5			54290303			intron_variant			RYR2			A			G			0.02			0.82			0.79


			NC_010456.5			54278457			intron_variant			RYR2			G			A			0.56			0.00


			NC_010456.5			54294170			intron_variant			RYR2			T			C			0.99			0.18			0.81


			NC_010456.5			54294187			intron_variant			RYR2			T			C			0.99			0.18			0.81


			NC_010456.5			54295211			intron_variant			RYR2			T			A			0.83			0.17			0.66


			NC_010456.5			54297890			intron_variant			RYR2			C			T			0.02			0.87			0.85


			NC_010456.5			54300314			intron_variant			RYR2			C			T			0.98			0.21			0.77


			NC_010456.5			54301926			intron_variant			RYR2			C			G			0.02			0.72			0.70


			NC_010456.5			54302460			intron_variant			RYR2			C			A			0.98			0.18			0.80


			NC_010456.5			54303913			intron_variant			RYR2			C			T			0.98			0.18			0.80


			NC_010456.5			54306014			intron_variant			RYR2			A			G			0.96			0.21			0.75


			NC_010456.5			54308241			intron_variant			RYR2			C			T			0.83			0.11			0.72


			NC_010456.5			54308652			intron_variant			RYR2			G			A			0.02			0.76			0.74


			NC_010456.5			54308964			intron_variant			RYR2			T			C			0.42			1.00			0.58


			NC_010456.5			54309600			intron_variant			RYR2			C			T			0.01			0.82			0.80


			NC_010456.5			54291102			intron_variant			RYR2			G			A			0.51			0.00


			NC_010456.5			54310056			intron_variant			RYR2			A			C			0.86			0.00


			NC_010456.5			54310079			intron_variant			RYR2			G			C			0.82			0.00


			NC_010456.5			54310169			intron_variant			RYR2			A			G			0.79			0.00


			NC_010456.5			54310565			intron_variant			RYR2			C			T			0.56			0.00


			NC_010456.5			54311133			intron_variant			RYR2			G			A			0.11			1.00			0.89


			NC_010456.5			54310639			intron_variant			RYR2			T			A			0.54			0.00


			NC_010456.5			54312868			intron_variant			RYR2			C			G			0.51			0.00


			NC_010456.5			54313238			intron_variant			RYR2			C			A			0.53			0.00


			NC_010456.5			54315530			intron_variant			RYR2			C			A			0.75			0.00


			NC_010456.5			54315789			intron_variant			RYR2			A			C			0.74			0.00


			NC_010456.5			54315920			intron_variant			RYR2			C			T			0.75			0.00


			NC_010456.5			54315991			intron_variant			RYR2			T			G			0.76			0.00


			NC_010456.5			54316103			intron_variant			RYR2			G			A			0.75			0.00


			NC_010456.5			54316124			intron_variant			RYR2			A			G			0.74			0.00


			NC_010456.5			54316156			intron_variant			RYR2			C			T			0.76			0.00


			NC_010456.5			54316159			intron_variant			RYR2			A			G			0.79			0.00


			NC_010456.5			54316178			intron_variant			RYR2			A			G			0.78			0.00


			NC_010456.5			54316356			intron_variant			RYR2			T			C			0.02			0.79			0.77


			NC_010456.5			54316234			intron_variant			RYR2			G			A			0.73			0.00


			NC_010456.5			54316524			intron_variant			RYR2			T			C			0.74			0.00


			NC_010456.5			54316527			intron_variant			RYR2			G			A			0.72			0.00


			NC_010456.5			54316563			intron_variant			RYR2			C			T			0.73			0.00


			NC_010456.5			54316628			intron_variant			RYR2			C			T			0.73			0.00


			NC_010456.5			54316702			intron_variant			RYR2			A			G			0.73			0.00


			NC_010456.5			54316911			intron_variant			RYR2			T			C			0.74			0.00


			NC_010456.5			54317090			intron_variant			RYR2			G			A			0.56			0.00


			NC_010456.5			54317103			intron_variant			RYR2			G			A			0.75			0.00


			NC_010456.5			54317476			intron_variant			RYR2			T			C			0.76			0.00


			NC_010456.5			54317483			intron_variant			RYR2			G			A			0.76			0.00


			NC_010456.5			54317656			intron_variant			RYR2			G			A			0.73			0.00


			NC_010456.5			54317662			intron_variant			RYR2			G			A			0.73			0.00


			NC_010456.5			54317850			intron_variant			RYR2			T			G			0.75			0.03			0.72


			NC_010456.5			54317893			intron_variant			RYR2			C			A			0.74			0.03			0.71


			NC_010456.5			54317683			intron_variant			RYR2			A			G			0.73			0.00


			NC_010456.5			54317919			intron_variant			RYR2			T			C			0.73			0.03			0.70


			NC_010456.5			54317905			intron_variant			RYR2			T			C			0.73			0.00


			NC_010456.5			54317939			intron_variant			RYR2			C			T			0.71			0.00


			NC_010456.5			54317975			intron_variant			RYR2			C			T			0.74			0.00


			NC_010456.5			54318123			intron_variant			RYR2			C			T			0.02			0.79			0.77


			NC_010456.5			54318001			intron_variant			RYR2			A			G			0.76			0.00


			NC_010456.5			54318203			intron_variant			RYR2			G			A			0.76			0.00


			NC_010456.5			54318219			intron_variant			RYR2			G			A			0.76			0.00


			NC_010456.5			54318250			intron_variant			RYR2			A			G			0.76			0.00


			NC_010456.5			54318336			intron_variant			RYR2			A			C			0.74			0.00


			NC_010456.5			54318377			intron_variant			RYR2			C			T			0.76			0.00


			NC_010456.5			54318438			intron_variant			RYR2			A			G			0.73			0.00


			NC_010456.5			54318505			intron_variant			RYR2			T			C			0.74			0.00


			NC_010456.5			54318637			intron_variant			RYR2			G			A			0.76			0.00


			NC_010456.5			54318748			intron_variant			RYR2			A			T			0.76			0.00


			NC_010456.5			54318777			intron_variant			RYR2			C			A			0.77			0.00


			NC_010456.5			54318822			intron_variant			RYR2			G			A			0.78			0.00


			NC_010456.5			54318831			intron_variant			RYR2			G			A			0.78			0.00


			NC_010456.5			54318868			intron_variant			RYR2			T			C			0.75			0.00


			NC_010456.5			54318879			intron_variant			RYR2			G			A			0.75			0.00


			NC_010456.5			54319015			intron_variant			RYR2			C			T			0.72			0.00


			NC_010456.5			54319032			intron_variant			RYR2			G			A			0.73			0.00


			NC_010456.5			54319053			intron_variant			RYR2			C			T			0.76			0.00


			NC_010456.5			54319069			intron_variant			RYR2			G			A			0.78			0.00


			NC_010456.5			54319071			intron_variant			RYR2			T			C			0.78			0.00


			NC_010456.5			54319188			intron_variant			RYR2			C			T			0.75			0.00


			NC_010456.5			54319197			intron_variant			RYR2			G			A			0.75			0.00


			NC_010456.5			54319242			intron_variant			RYR2			A			G			0.73			0.00


			NC_010456.5			54319245			intron_variant			RYR2			A			G			0.73			0.00


			NC_010456.5			54319256			intron_variant			RYR2			T			A			0.73			0.00


			NC_010456.5			54319269			intron_variant			RYR2			A			G			0.74			0.00


			NC_010456.5			54319535			intron_variant			RYR2			A			G			0.75			0.00


			NC_010456.5			54319850			intron_variant			RYR2			T			G			0.73			0.00


			NC_010456.5			54320181			intron_variant			RYR2			G			T			0.74			0.00


			NC_010456.5			54320286			intron_variant			RYR2			C			G			0.73			0.00


			NC_010456.5			54320485			intron_variant			RYR2			T			A			0.73			0.00


			NC_010456.5			54321975			intron_variant			RYR2			T			G			0.56			0.00


			NC_010456.5			54322092			intron_variant			RYR2			T			G			0.99			0.16			0.83


			NC_010456.5			54321987			intron_variant			RYR2			G			A			0.55			0.00


			NC_010456.5			54323651			intron_variant			RYR2			G			A			0.53			0.00


			NC_010456.5			54326098			intron_variant			RYR2			T			C			0.02			0.84			0.82


			NC_010456.5			54330173			intron_variant			RYR2			G			T			0.98			0.18			0.80


			NC_010456.5			54324953			intron_variant			RYR2			G			C			0.55			0.00


			NC_010456.5			54331286			intron_variant			RYR2			A			C			0.76			0.00


			NC_010456.5			54331619			intron_variant			RYR2			G			A			0.52			0.00


			NC_010456.5			54331703			intron_variant			RYR2			T			C			0.70			0.00


			NC_010456.5			54332638			intron_variant			RYR2			C			G			0.65			0.00


			NC_010456.5			54335076			intron_variant			RYR2			A			T			0.96			0.18			0.78


			NC_010456.5			54339620			intron_variant			RYR2			T			C			0.98			0.18			0.80


			NC_010456.5			54339751			intron_variant			RYR2			A			G			0.98			0.18			0.80


			NC_010456.5			54340056			intron_variant			RYR2			C			T			0.95			0.16			0.79


			NC_010456.5			54340190			intron_variant			RYR2			C			T			0.01			0.78			0.77


			NC_010456.5			54340415			intron_variant			RYR2			A			G			0.98			0.18			0.80


			NC_010456.5			54340655			intron_variant			RYR2			C			T			0.97			0.18			0.79


			NC_010456.5			54340686			intron_variant			RYR2			A			G			0.97			0.18			0.79


			NC_010456.5			54340850			intron_variant			RYR2			A			G			0.97			0.21			0.76


			NC_010456.5			54343114			intron_variant			RYR2			A			G			0.96			0.22			0.74


			NC_010456.5			54344658			intron_variant			RYR2			A			G			0.72			0.03			0.69


			NC_010456.5			54344769			intron_variant			RYR2			A			G			0.65			0.08			0.57


			NC_010456.5			54345288			intron_variant			RYR2			G			C			0.02			0.82			0.79


			NC_010456.5			54345982			intron_variant			RYR2			G			C			0.98			0.18			0.80


			NC_010456.5			54346071			intron_variant			RYR2			A			C			0.61			0.08			0.53


			NC_010456.5			54346102			intron_variant			RYR2			T			C			0.60			0.08			0.52


			NC_010456.5			54346356			intron_variant			RYR2			T			A			1.00			0.32			0.68


			NC_010456.5			54346657			intron_variant			RYR2			T			A			1.00			0.37			0.63


			NC_010456.5			54346679			intron_variant			RYR2			T			G			1.00			0.39			0.61


			NC_010456.5			54347560			intron_variant			RYR2			G			A			1.00			0.34			0.66


			NC_010456.5			54348860			intron_variant			RYR2			C			A			0.79			0.26			0.53


			NC_010456.5			54349222			intron_variant			RYR2			T			C			1.00			0.34			0.66


			NC_010456.5			54351615			intron_variant			RYR2			T			C			1.00			0.36			0.64


			NC_010456.5			54351952			intron_variant			RYR2			A			C			1.00			0.32			0.68


			NC_010456.5			54351984			intron_variant			RYR2			C			T			0.82			0.32			0.50


			NC_010456.5			54353311			intron_variant			RYR2			A			G			0.83			0.32			0.51


			NC_010456.5			54353620			intron_variant			RYR2			C			T			0.86			0.29			0.57


			NC_010456.5			54354692			intron_variant			RYR2			A			G			0.84			0.32			0.52


			NC_010456.5			54356098			intron_variant			RYR2			A			G			1.00			0.31			0.69


			NC_010456.5			54358634			intron_variant			RYR2			T			C			0.94			0.31			0.63


			NC_010456.5			54358637			intron_variant			RYR2			A			G			0.94			0.31			0.63


			NC_010456.5			54358681			intron_variant			RYR2			C			T			0.94			0.31			0.63


			NC_010456.5			54358984			intron_variant			RYR2			C			T			0.94			0.32			0.62


			NC_010456.5			54358999			intron_variant			RYR2			G			A			0.87			0.21			0.66


			NC_010456.5			54359164			intron_variant			RYR2			T			C			0.03			0.66			0.62


			NC_010456.5			54360407			intron_variant			RYR2			A			G			0.09			0.66			0.57


			NC_010456.5			54360412			intron_variant			RYR2			C			T			0.09			0.66			0.57


			NC_010456.5			54360493			intron_variant			RYR2			G			A			0.10			0.66			0.56


			NC_010456.5			54360529			intron_variant			RYR2			A			G			0.13			0.87			0.74


			NC_010456.5			54360551			intron_variant			RYR2			G			C			0.87			0.11			0.76


			NC_010456.5			54360952			intron_variant			RYR2			A			C			0.82			0.26			0.56


			NC_010456.5			54361423			intron_variant			RYR2			A			G			0.28			0.82			0.54


			NC_010456.5			54361495			intron_variant			RYR2			A			G			0.71			0.18			0.53


			NC_010456.5			54361515			intron_variant			RYR2			A			C			0.26			0.82			0.55


			NC_010456.5			54361559			intron_variant			RYR2			G			A			0.26			0.81			0.55


			NC_010456.5			54361686			intron_variant			RYR2			C			T			0.28			0.81			0.53


			NC_010456.5			54362354			intron_variant			RYR2			C			T			0.29			0.82			0.53


			NC_010456.5			54362427			intron_variant			RYR2			T			A			0.28			0.82			0.53


			NC_010456.5			54362688			intron_variant			RYR2			T			G			0.30			0.82			0.51


			NC_010456.5			54362766			intron_variant			RYR2			C			T			0.24			0.78			0.53


			NC_010456.5			54362792			intron_variant			RYR2			C			T			0.72			0.18			0.54


			NC_010456.5			54362869			intron_variant			RYR2			T			A			0.23			0.79			0.56


			NC_010456.5			54363230			intron_variant			RYR2			A			G			0.30			0.82			0.51


			NC_010456.5			54363237			intron_variant			RYR2			G			A			0.29			0.82			0.53


			NC_010456.5			54363238			intron_variant			RYR2			T			A			0.29			0.82			0.53


			NC_010456.5			54363261			intron_variant			RYR2			G			C			0.15			0.66			0.51


			NC_010456.5			54363324			intron_variant			RYR2			G			A			0.27			0.82			0.54


			NC_010456.5			54363612			intron_variant			RYR2			G			A			0.26			0.79			0.53


			NC_010456.5			54363621			intron_variant			RYR2			C			T			0.28			0.79			0.51


			NC_010456.5			54363624			intron_variant			RYR2			A			G			0.28			0.79			0.51


			NC_010456.5			54364001			intron_variant			RYR2			C			G			0.09			0.66			0.57


			NC_010456.5			54364928			intron_variant			RYR2			T			C			0.13			0.68			0.54


			NC_010456.5			54364941			intron_variant			RYR2			G			T			0.05			0.61			0.56


			NC_010456.5			54365742			intron_variant			RYR2			C			T			0.15			0.68			0.53


			NC_010456.5			54370750			intron_variant			RYR2			G			A			0.00			0.66


			NC_010456.5			54371580			intron_variant			RYR2			A			T			0.00			0.69


			NC_010456.5			54375994			intron_variant			RYR2			C			T			0.00			0.66


			NC_010456.5			54377211			intron_variant			RYR2			G			A			0.22			0.74			0.52


			NC_010456.5			54380161			intron_variant			RYR2			G			A			0.00			0.63


			NC_010456.5			54383486			intron_variant			RYR2			A			G			1.00			0.34			0.66


			NC_010456.5			54384800			intron_variant			RYR2			C			T			1.00			0.32			0.68


			NC_010456.5			54385723			intron_variant			RYR2			T			G			1.00			0.34			0.66


			NC_010456.5			54386016			intron_variant			RYR2			A			G			1.00			0.29			0.71


			NC_010456.5			54387392			intron_variant			RYR2			A			G			0.99			0.32			0.67


			NC_010456.5			54387741			intron_variant			RYR2			A			T			1.00			0.34			0.66


			NC_010456.5			54387785			intron_variant			RYR2			A			G			1.00			0.31			0.69


			NC_010456.5			54388126			intron_variant			RYR2			A			G			1.00			0.32			0.68


			NC_010456.5			54388994			intron_variant			RYR2			A			G			1.00			0.29			0.71


			NC_010456.5			54389931			intron_variant			RYR2			C			T			0.31			0.82			0.51


			NC_010456.5			54392266			intron_variant			RYR2			C			A			0.13			0.81			0.68


			NC_010456.5			54393286			intron_variant			RYR2			A			G			0.98			0.32			0.66


			NC_010456.5			54395748			intron_variant			RYR2			C			T			0.00			0.64


			NC_010456.5			54397050			intron_variant			RYR2			T			C			0.83			0.24			0.59


			NC_010456.5			54333594			intron_variant			RYR2			G			A			0.79			0.00


			NC_010456.5			54397520			intron_variant			RYR2			G			T			0.83			0.22			0.61


			NC_010456.5			54397893			intron_variant			RYR2			T			G			0.81			0.26			0.55


			NC_010456.5			54398100			intron_variant			RYR2			A			G			0.83			0.32			0.51


			NC_010456.5			54398653			intron_variant			RYR2			C			A			0.92			0.32			0.60


			NC_010456.5			54399664			intron_variant			RYR2			T			C			0.88			0.32			0.56


			NC_010456.5			54397202			intron_variant			RYR2			A			T			0.55			0.00


			NC_010456.5			54401946			intron_variant			RYR2			T			C			0.51			0.00


			NC_010456.5			54402862			intron_variant			RYR2			C			G			0.51			0.00


			NC_010456.5			54425849			intergenic_region			RYR2-LOC100152973			C			G			0.84			0.16			0.68


			NC_010456.5			54426180			intergenic_region			RYR2-LOC100152973			C			A			0.29			0.84			0.55


			NC_010456.5			54428938			intergenic_region			RYR2-LOC100152973			C			A			0.98			0.42			0.56


			NC_010456.5			54432847			intergenic_region			RYR2-LOC100152973			G			A			0.02			0.67			0.64


			NC_010456.5			54436555			intergenic_region			RYR2-LOC100152973			A			G			0.83			0.18			0.65


			NC_010456.5			54442791			intergenic_region			RYR2-LOC100152973			T			G			0.90			0.39			0.51


			NC_010456.5			54443399			intergenic_region			RYR2-LOC100152973			A			G			0.91			0.39			0.52


			NC_010456.5			54447106			intergenic_region			RYR2-LOC100152973			T			A			0.96			0.39			0.57


			NC_010456.5			54450638			intergenic_region			RYR2-LOC100152973			C			T			0.66			0.14			0.52


			NC_010456.5			54450879			intergenic_region			RYR2-LOC100152973			T			A			0.90			0.24			0.66


			NC_010456.5			54455186			intergenic_region			RYR2-LOC100152973			G			T			0.01			0.58			0.57


			NC_010456.5			54460188			intergenic_region			RYR2-LOC100152973			G			A			0.02			0.53			0.50


			NC_010456.5			54466611			intergenic_region			RYR2-LOC100152973			C			T			0.13			0.72			0.60


			NC_010456.5			54468945			intergenic_region			RYR2-LOC100152973			A			G			0.02			0.56			0.54


			NC_010456.5			54678531			intron_variant			ACTN2			C			T			0.14			0.71			0.57


			NC_010456.5			54682807			intron_variant			ACTN2			C			A			0.99			0.45			0.54


			NC_010456.5			54403875			intron_variant			RYR2			T			C			0.54			0.00


			NC_010451.4			13821517			5_prime_UTR_premature_start_codon_gain_variant			TENM4			G			T			0.58			0.05			0.53


			NC_010456.5			54686858			intron_variant			ACTN2			A			G			0.91			0.08			0.83


			NC_010456.5			54691526			intron_variant			ACTN2			A			T			0.36			0.89			0.53


			NC_010456.5			54691593			intron_variant			ACTN2			G			A			0.36			0.89			0.53


			NC_010456.5			54691643			intron_variant			ACTN2			G			A			0.34			0.89			0.55


			NC_010451.4			13823346			5_prime_UTR_variant			TENM4			G			A			0.58			0.05			0.53


			NC_010456.5			54692110			intron_variant			ACTN2			T			C			0.37			0.89			0.52


			NC_010456.5			54692140			intron_variant			ACTN2			T			A			0.17			0.89			0.73


			NC_010456.5			54704847			intron_variant			ACTN2			T			C			0.98			0.47			0.51


			NC_010456.5			54710081			intron_variant			ACTN2			G			T			0.95			0.45			0.50


			NC_010456.5			54712628			intron_variant			ACTN2			T			C			0.16			0.95			0.78


			NC_010456.5			54715289			intron_variant			ACTN2			A			G			0.97			0.42			0.55


			NC_010456.5			54720445			intron_variant			ACTN2			T			C			0.19			0.92			0.74


			NC_010456.5			54720525			intron_variant			ACTN2			T			C			0.17			0.89			0.72


			NC_010456.5			54742236			intron_variant			ACTN2			C			T			0.95			0.45			0.50


			NC_010456.5			54762820			intergenic_region			ACTN2-HEATR1			T			*			0.06			0.69			0.63


			NC_010456.5			54774584			intergenic_region			ACTN2-HEATR1			T			C			0.95			0.44			0.51


			NC_010456.5			54776959			intergenic_region			ACTN2-HEATR1			T			A			0.90			0.38			0.52


			NC_010456.5			54776960			intergenic_region			ACTN2-HEATR1			T			A			0.57			0.06			0.51


			NC_010456.5			54783492			intergenic_region			ACTN2-HEATR1			T			A			0.57			0.06			0.51


			NC_010456.5			54789630			intergenic_region			ACTN2-HEATR1			T			A			0.75			0.25			0.50


			NC_010456.5			54790157			intergenic_region			ACTN2-HEATR1			T			C			0.15			0.75			0.60


			NC_010456.5			54812878			intergenic_region			ACTN2-HEATR1			A			G			0.73			0.22			0.51


			NC_010456.5			54812888			intergenic_region			ACTN2-HEATR1			T			C			0.75			0.22			0.53


			NC_010456.5			54814571			intergenic_region			ACTN2-HEATR1			G			A			0.61			0.03			0.58


			NC_010456.5			54814588			intergenic_region			ACTN2-HEATR1			C			G			0.78			0.23			0.55


			NC_010456.5			54814628			intergenic_region			ACTN2-HEATR1			T			C			0.71			0.21			0.50


			NC_010456.5			54814652			intergenic_region			ACTN2-HEATR1			C			A			0.56			0.03			0.53


			NC_010456.5			54815063			intergenic_region			ACTN2-HEATR1			C			G			0.75			0.21			0.54


			NC_010456.5			59118159			intron_variant			EGLN1			T			C			0.17			0.74			0.57


			NC_010456.5			59121353			intron_variant			EGLN1			T			C			0.88			0.25			0.63


			NC_010456.5			59123902			intron_variant			EGLN1			G			C			0.01			0.53			0.51


			NC_010456.5			59126196			intron_variant			EGLN1			A			G			0.76			0.22			0.54


			NC_010456.5			59130139			intron_variant			EGLN1			A			G			0.90			0.24			0.66


			NC_010456.5			59132307			intron_variant			EGLN1			T			C			0.90			0.26			0.64


			NC_010456.5			59132464			intron_variant			EGLN1			G			T			0.86			0.26			0.60


			NC_010456.5			59133865			intron_variant			EGLN1			T			C			0.90			0.13			0.77


			NC_010456.5			59141220			intron_variant			EGLN1			C			T			0.86			0.19			0.67


			NC_010456.5			59143204			intron_variant			EGLN1			A			G			0.87			0.28			0.59


			NC_010456.5			59147781			intron_variant			EGLN1			T			C			0.87			0.24			0.63


			NC_010456.5			59151730			intron_variant			EGLN1			T			C			0.86			0.24			0.62


			NC_010456.5			59152669			intron_variant			EGLN1			T			C			0.88			0.24			0.64


			NC_010456.5			59153126			intron_variant			EGLN1			A			G			0.86			0.24			0.62


			NC_010456.5			59154730			intron_variant			EGLN1			T			C			0.87			0.17			0.70


			NC_010456.5			59159001			intron_variant			EGLN1			T			C			0.83			0.17			0.66


			NC_010456.5			59162320			intron_variant			EGLN1			A			G			0.92			0.21			0.71


			NC_010456.5			59162377			intron_variant			EGLN1			A			G			0.92			0.21			0.71


			NC_010456.5			59164080			intron_variant			EGLN1			T			G			0.89			0.15			0.74


			NC_010456.5			71388342			3_prime_UTR_variant			MYPN			T			C			0.58			0.03			0.55


			NC_010456.5			60419723			intergenic_region			ACTA1-CCSAP			T			A			0.84			0.21			0.63


			NC_010456.5			60421106			intergenic_region			ACTA1-CCSAP			T			C			0.98			0.34			0.64


			NC_010456.5			60421792			intergenic_region			ACTA1-CCSAP			T			G			0.02			0.69			0.67


			NC_010456.5			60422074			intergenic_region			ACTA1-CCSAP			T			C			0.02			0.66			0.64


			NC_010456.5			60423285			intergenic_region			ACTA1-CCSAP			G			A			0.01			0.68			0.67


			NC_010456.5			60423374			intergenic_region			ACTA1-CCSAP			G			A			0.01			0.69			0.68


			NC_010456.5			60423523			intergenic_region			ACTA1-CCSAP			G			C			0.02			0.63			0.61


			NC_010456.5			60423716			intergenic_region			ACTA1-CCSAP			T			G			0.02			0.68			0.66


			NC_010456.5			60424911			intergenic_region			ACTA1-CCSAP			G			A			0.02			0.67			0.64


			NC_010456.5			60425093			intergenic_region			ACTA1-CCSAP			C			G			0.02			0.78			0.76


			NC_010456.5			60425094			intergenic_region			ACTA1-CCSAP			T			G			0.02			0.78			0.76


			NC_010456.5			60428781			intergenic_region			ACTA1-CCSAP			C			T			0.13			0.66			0.53


			NC_010456.5			60428938			intergenic_region			ACTA1-CCSAP			C			T			0.08			0.74			0.65


			NC_010456.5			60429105			intergenic_region			ACTA1-CCSAP			C			T			0.06			0.61			0.55


			NC_010456.5			60430010			intergenic_region			ACTA1-CCSAP			A			G			0.30			0.81			0.51


			NC_010456.5			60430113			intergenic_region			ACTA1-CCSAP			G			A			0.18			0.78			0.60


			NC_010456.5			60430118			intergenic_region			ACTA1-CCSAP			G			A			0.02			0.59			0.56


			NC_010456.5			60430775			intergenic_region			ACTA1-CCSAP			C			G			0.15			0.75			0.60


			NC_010456.5			60431268			intergenic_region			ACTA1-CCSAP			T			G			0.23			0.82			0.59


			NC_010456.5			60431661			intergenic_region			ACTA1-CCSAP			T			C			0.25			0.83			0.58


			NC_010456.5			60431662			intergenic_region			ACTA1-CCSAP			G			A			0.25			0.83			0.58


			NC_010456.5			60431723			intergenic_region			ACTA1-CCSAP			C			G			0.19			0.75			0.56


			NC_010456.5			60431894			intergenic_region			ACTA1-CCSAP			T			C			0.23			0.81			0.57


			NC_010456.5			60431905			intergenic_region			ACTA1-CCSAP			C			T			0.24			0.82			0.57


			NC_010456.5			60431914			intergenic_region			ACTA1-CCSAP			T			C			0.26			0.82			0.56


			NC_010456.5			60432716			intergenic_region			ACTA1-CCSAP			C			T			0.02			0.68			0.65


			NC_010456.5			60434976			intergenic_region			ACTA1-CCSAP			G			T			0.02			0.64			0.62


			NC_010456.5			60435106			intergenic_region			ACTA1-CCSAP			G			A			0.65			0.14			0.51


			NC_010456.5			60436505			intergenic_region			ACTA1-CCSAP			G			T			0.02			0.58			0.56


			NC_010456.5			60436593			intergenic_region			ACTA1-CCSAP			C			T			0.02			0.63			0.61


			NC_010456.5			60437085			intergenic_region			ACTA1-CCSAP			C			T			0.02			0.58			0.56


			NC_010456.5			60437154			intergenic_region			ACTA1-CCSAP			C			T			0.01			0.58			0.57


			NC_010456.5			60439329			intergenic_region			ACTA1-CCSAP			C			G			0.02			0.59			0.56


			NC_010456.5			60439851			intergenic_region			ACTA1-CCSAP			G			A			0.02			0.55			0.53


			NC_010456.5			60440262			intergenic_region			ACTA1-CCSAP			C			T			0.01			0.64			0.63


			NC_010456.5			60440781			intergenic_region			ACTA1-CCSAP			G			A			0.02			0.63			0.61


			NC_010456.5			60440898			intergenic_region			ACTA1-CCSAP			G			T			0.02			0.61			0.59


			NC_010456.5			60441008			intergenic_region			ACTA1-CCSAP			T			A			0.01			0.63			0.62


			NC_010456.5			60441302			intergenic_region			ACTA1-CCSAP			T			A			0.02			0.64			0.62


			NC_010456.5			60442315			intergenic_region			ACTA1-CCSAP			G			A			0.02			0.64			0.62


			NC_010456.5			60443442			intergenic_region			ACTA1-CCSAP			T			C			0.02			0.63			0.61


			NC_010459.5			48027243			upstream_gene_variant			TNNC2			T			C			0.58			0.05			0.53


			NC_010459.5			48027251			upstream_gene_variant			TNNC2			A			G			0.58			0.05			0.53


			NC_010456.5			54683075			intron_variant			ACTN2			C			T			0.51			0.00


			NC_010456.5			71284042			intron_variant			MYPN			G			T			0.01			0.74			0.73


			NC_010456.5			71284214			intron_variant			MYPN			A			G			0.01			0.71			0.70


			NC_010456.5			71282979			upstream_gene_variant			MYPN			T			C			0.52			0.00


			NC_010456.5			71285755			intron_variant			MYPN			T			C			0.51			0.00


			NC_010456.5			71287907			intron_variant			MYPN			C			T			0.53			0.00


			NC_010456.5			71287924			intron_variant			MYPN			T			C			0.55			0.00


			NC_010456.5			71288392			intron_variant			MYPN			C			T			0.51			0.00


			NC_010456.5			71290325			intron_variant			MYPN			C			T			0.02			0.79			0.77


			NC_010456.5			71290392			intron_variant			MYPN			C			A			0.02			0.82			0.79


			NC_010456.5			71292057			intron_variant			MYPN			C			T			0.01			0.74			0.72


			NC_010456.5			71292387			intron_variant			MYPN			C			A			0.01			0.53			0.52


			NC_010456.5			71293479			intron_variant			MYPN			A			G			0.02			0.82			0.80


			NC_010456.5			71295434			intron_variant			MYPN			A			T			0.01			0.74			0.72


			NC_010456.5			71289049			intron_variant			MYPN			A			G			0.51			0.00


			NC_010456.5			71380789			intron_variant			MYPN			T			C			0.54			0.00


			NC_010456.5			76259767			intron_variant			PPP3CB			C			T			0.71			0.00


			NC_010456.5			76264162			intron_variant			PPP3CB			G			A			0.57			0.00


			NC_010456.5			76264834			intron_variant			PPP3CB			C			T			0.52			0.00


			NC_010456.5			76265144			intron_variant			PPP3CB			G			A			0.55			0.00


			NC_010456.5			76293871			intron_variant			PPP3CB			C			T			0.56			0.00


			NC_010456.5			76296536			intron_variant			PPP3CB			T			C			0.67			0.00


			NC_010456.5			76296541			intron_variant			PPP3CB			G			C			0.67			0.00


			NC_010443.5			271267873			upstream_gene_variant			PLPP7			A			T			0.56			0.05			0.51


			NC_010456.5			71302414			intron_variant			MYPN			G			C			0.02			0.72			0.70


			NC_010456.5			71303065			intron_variant			MYPN			T			C			0.01			0.71			0.70


			NC_010456.5			71304079			intron_variant			MYPN			T			A			0.71			0.05			0.66


			NC_010456.5			76296548			intron_variant			PPP3CB			A			G			0.65			0.00


			NC_010456.5			76297147			intron_variant			PPP3CB			A			T			0.60			0.00


			NC_010456.5			71305410			intron_variant			MYPN			T			C			0.25			1.00			0.75


			NC_010456.5			71305537			intron_variant			MYPN			T			C			0.03			0.95			0.91


			NC_010456.5			71306051			intron_variant			MYPN			T			C			0.26			1.00			0.74


			NC_010456.5			71307096			intron_variant			MYPN			C			T			0.13			0.69			0.57


			NC_010456.5			71307245			intron_variant			MYPN			A			G			0.28			1.00			0.72


			NC_010456.5			71307396			intron_variant			MYPN			A			T			0.12			0.92			0.80


			NC_010456.5			71307941			intron_variant			MYPN			C			T			0.19			0.82			0.63


			NC_010456.5			71308665			intron_variant			MYPN			T			G			0.02			0.79			0.77


			NC_010456.5			71309513			intron_variant			MYPN			C			T			0.31			1.00			0.69


			NC_010456.5			76297513			intron_variant			PPP3CB			T			C			0.64			0.00


			NC_010456.5			76297745			intron_variant			PPP3CB			C			T			0.67			0.00


			NC_010456.5			71312591			intron_variant			MYPN			T			C			0.02			0.78			0.76


			NC_010456.5			71312837			intron_variant			MYPN			C			T			0.19			0.82			0.63


			NC_010456.5			71313914			intron_variant			MYPN			T			C			0.19			0.79			0.60


			NC_010456.5			71313939			intron_variant			MYPN			A			G			0.19			0.84			0.65


			NC_010456.5			71314205			intron_variant			MYPN			A			T			0.78			0.18			0.60


			NC_010456.5			71316199			intron_variant			MYPN			A			G			0.61			0.03			0.58


			NC_010456.5			71316983			intron_variant			MYPN			G			T			0.69			0.18			0.51


			NC_010456.5			71328068			intron_variant			MYPN			G			A			0.20			1.00			0.80


			NC_010456.5			71328539			intron_variant			MYPN			A			G			0.30			1.00			0.70


			NC_010456.5			71329132			intron_variant			MYPN			C			T			0.08			0.75			0.67


			NC_010456.5			71329340			intron_variant			MYPN			T			C			0.31			1.00			0.69


			NC_010456.5			71329456			intron_variant			MYPN			A			G			0.28			1.00			0.72


			NC_010456.5			71332406			intron_variant			MYPN			C			A			0.01			0.76			0.75


			NC_010456.5			71332752			intron_variant			MYPN			G			A			0.07			0.74			0.67


			NC_010456.5			71333180			intron_variant			MYPN			G			A			0.00			0.53


			NC_010456.5			71334319			intron_variant			MYPN			G			T			0.02			0.76			0.74


			NC_010456.5			71334681			intron_variant			MYPN			G			A			0.07			0.75			0.68


			NC_010456.5			71336457			intron_variant			MYPN			C			A			0.07			0.76			0.69


			NC_010456.5			71336676			intron_variant			MYPN			T			C			0.01			0.76			0.75


			NC_010456.5			71338817			intron_variant			MYPN			G			A			0.32			1.00			0.68


			NC_010456.5			71339151			intron_variant			MYPN			A			G			0.09			1.00			0.91


			NC_010456.5			71343261			intron_variant			MYPN			T			C			0.55			0.03			0.52


			NC_010456.5			71346000			intron_variant			MYPN			G			A			0.58			0.05			0.53


			NC_010456.5			71348065			intron_variant			MYPN			T			C			0.59			0.03			0.56


			NC_010456.5			71348101			intron_variant			MYPN			T			C			0.85			0.03			0.82


			NC_010456.5			76298738			intron_variant			PPP3CB			G			A			0.67			0.00


			NC_010456.5			71349262			intron_variant			MYPN			A			C			0.40			0.95			0.55


			NC_010456.5			71350139			intron_variant			MYPN			C			T			0.09			0.95			0.86


			NC_010456.5			71350340			intron_variant			MYPN			T			G			0.11			0.94			0.83


			NC_010456.5			71350456			intron_variant			MYPN			C			T			0.09			0.97			0.88


			NC_010456.5			71350818			intron_variant			MYPN			A			G			0.12			0.92			0.80


			NC_010456.5			71350902			intron_variant			MYPN			G			A			0.11			0.94			0.83


			NC_010456.5			71350954			intron_variant			MYPN			A			C			0.00			0.56


			NC_010456.5			71351229			intron_variant			MYPN			G			A			0.10			0.95			0.85


			NC_010456.5			71351265			intron_variant			MYPN			T			G			0.11			0.95			0.83


			NC_010456.5			71351572			intron_variant			MYPN			T			C			0.10			0.95			0.85


			NC_010456.5			71351585			intron_variant			MYPN			C			T			0.08			0.95			0.87


			NC_010456.5			71351755			intron_variant			MYPN			T			C			0.02			0.76			0.74


			NC_010456.5			71351904			intron_variant			MYPN			T			C			0.10			0.95			0.84


			NC_010456.5			71352892			intron_variant			MYPN			C			T			0.83			0.05			0.78


			NC_010456.5			71352894			intron_variant			MYPN			G			C			0.11			0.95			0.83


			NC_010456.5			71353186			intron_variant			MYPN			A			G			0.11			0.95			0.84


			NC_010456.5			71353960			intron_variant			MYPN			T			A			0.71			0.03			0.68


			NC_010456.5			71354850			intron_variant			MYPN			G			A			0.07			0.96			0.89


			NC_010456.5			71355620			intron_variant			MYPN			G			A			0.58			0.03			0.55


			NC_010456.5			71355803			intron_variant			MYPN			C			T			0.86			0.03			0.83


			NC_010456.5			71356089			intron_variant			MYPN			G			A			0.09			0.95			0.86


			NC_010456.5			71356142			intron_variant			MYPN			T			A			0.83			0.03			0.80


			NC_010456.5			71356778			intron_variant			MYPN			T			G			0.09			0.97			0.88


			NC_010456.5			71357257			intron_variant			MYPN			G			A			0.86			0.05			0.81


			NC_010456.5			71357415			intron_variant			MYPN			C			T			0.10			0.95			0.85


			NC_010458.4			38170288			5_prime_UTR_variant			PDE4D			A			G			0.56			0.05			0.51


			NC_010459.5			48027615			upstream_gene_variant			TNNC2			T			G			0.56			0.05			0.51


			NC_010443.5			108993895			3_prime_UTR_variant			TPM1			A			C			0.56			0.03			0.53


			NC_010456.5			71359278			intron_variant			MYPN			T			C			0.71			0.03			0.68


			NC_010456.5			71359359			intron_variant			MYPN			C			T			0.61			0.03			0.58


			NC_010456.5			71359426			intron_variant			MYPN			T			C			0.72			0.03			0.69


			NC_010456.5			71359570			intron_variant			MYPN			T			G			0.72			0.05			0.67


			NC_010456.5			71359598			intron_variant			MYPN			C			A			0.73			0.08			0.65


			NC_010456.5			71359948			intron_variant			MYPN			A			G			0.72			0.08			0.64


			NC_010456.5			71360120			intron_variant			MYPN			G			T			0.09			0.95			0.86


			NC_010456.5			71360263			intron_variant			MYPN			G			A			0.59			0.03			0.56


			NC_010456.5			71360345			intron_variant			MYPN			T			C			0.71			0.05			0.66


			NC_010456.5			71360729			intron_variant			MYPN			T			C			0.57			0.05			0.52


			NC_010456.5			71362524			intron_variant			MYPN			G			T			0.58			0.03			0.55


			NC_010456.5			71362665			intron_variant			MYPN			C			T			0.10			0.92			0.82


			NC_010456.5			71362844			intron_variant			MYPN			G			A			0.10			0.94			0.84


			NC_010456.5			71363024			intron_variant			MYPN			T			C			0.21			0.95			0.74


			NC_010456.5			71363616			intron_variant			MYPN			C			G			0.58			0.05			0.53


			NC_010456.5			71363766			intron_variant			MYPN			G			A			0.10			0.95			0.85


			NC_010456.5			71364209			intron_variant			MYPN			T			C			0.23			0.76			0.54


			NC_010456.5			71364457			intron_variant			MYPN			C			T			0.19			0.74			0.55


			NC_010456.5			71364968			intron_variant			MYPN			T			C			0.08			0.68			0.60


			NC_010456.5			71365094			intron_variant			MYPN			A			G			0.18			0.71			0.53


			NC_010456.5			71365355			intron_variant			MYPN			G			A			0.07			0.78			0.71


			NC_010456.5			71365499			intron_variant			MYPN			G			A			0.07			0.74			0.67


			NC_010456.5			71365685			intron_variant			MYPN			A			G			0.20			0.75			0.55


			NC_010456.5			71365809			intron_variant			MYPN			G			A			0.74			0.21			0.53


			NC_010456.5			71366803			intron_variant			MYPN			G			C			0.07			0.69			0.62


			NC_010456.5			71367530			intron_variant			MYPN			C			T			0.56			0.03			0.53


			NC_010456.5			71367612			intron_variant			MYPN			T			C			0.01			0.78			0.77


			NC_010456.5			71367726			intron_variant			MYPN			A			C			0.76			0.18			0.58


			NC_010456.5			71368676			intron_variant			MYPN			A			T			0.78			0.18			0.60


			NC_010456.5			71368802			intron_variant			MYPN			C			A			0.75			0.18			0.57


			NC_010456.5			71368956			intron_variant			MYPN			T			C			0.75			0.21			0.54


			NC_010456.5			71369266			intron_variant			MYPN			A			G			0.75			0.24			0.51


			NC_010456.5			71369642			intron_variant			MYPN			T			C			0.77			0.22			0.55


			NC_010456.5			71369653			intron_variant			MYPN			G			T			0.76			0.21			0.55


			NC_010456.5			71369903			intron_variant			MYPN			C			T			0.02			0.74			0.71


			NC_010456.5			71369932			intron_variant			MYPN			C			G			0.23			0.74			0.51


			NC_010456.5			71370262			intron_variant			MYPN			C			T			0.58			0.05			0.53


			NC_010456.5			71370536			intron_variant			MYPN			T			C			0.13			0.79			0.66


			NC_010456.5			71370566			intron_variant			MYPN			A			G			0.14			0.76			0.63


			NC_010445.4			17298208			upstream_gene_variant			TRIM72			G			A			0.56			0.03			0.53


			NC_010456.5			71370850			intron_variant			MYPN			A			T			0.11			0.74			0.62


			NC_010456.5			71370934			intron_variant			MYPN			G			A			0.58			0.03			0.55


			NC_010456.5			71370972			intron_variant			MYPN			C			T			0.05			0.75			0.70


			NC_010456.5			71371316			intron_variant			MYPN			T			A			0.25			0.79			0.54


			NC_010456.5			71372452			intron_variant			MYPN			G			C			0.26			0.95			0.69


			NC_010456.5			71372687			intron_variant			MYPN			G			T			0.27			0.94			0.68


			NC_010456.5			71372767			intron_variant			MYPN			A			T			0.27			0.94			0.67


			NC_010456.5			71372776			intron_variant			MYPN			C			T			0.33			0.94			0.61


			NC_010456.5			71373027			intron_variant			MYPN			G			T			0.33			0.95			0.62


			NC_010456.5			71373498			intron_variant			MYPN			G			A			0.28			0.95			0.66


			NC_010456.5			71373523			intron_variant			MYPN			G			A			0.31			0.92			0.61


			NC_010456.5			71373649			intron_variant			MYPN			G			C			0.31			0.94			0.63


			NC_010456.5			71373671			intron_variant			MYPN			G			T			0.31			0.94			0.63


			NC_010456.5			71373697			intron_variant			MYPN			C			A			0.31			0.95			0.63


			NC_010456.5			71373746			intron_variant			MYPN			T			C			0.29			0.97			0.68


			NC_010456.5			71373823			intron_variant			MYPN			T			C			0.27			0.92			0.65


			NC_010456.5			71373936			intron_variant			MYPN			G			A			0.32			0.97			0.65


			NC_010456.5			71374664			intron_variant			MYPN			G			A			0.32			0.92			0.60


			NC_010456.5			71374681			intron_variant			MYPN			A			G			0.33			0.91			0.58


			NC_010456.5			71374883			intron_variant			MYPN			G			A			0.07			0.74			0.67


			NC_010445.4			17298228			upstream_gene_variant			TRIM72			C			T			0.56			0.03			0.53


			NC_010456.5			71375042			intron_variant			MYPN			A			G			0.34			0.91			0.57


			NC_010456.5			71375077			intron_variant			MYPN			T			G			0.29			0.92			0.63


			NC_010456.5			71375098			intron_variant			MYPN			C			T			0.57			0.03			0.54


			NC_010456.5			71375207			intron_variant			MYPN			C			T			0.29			0.94			0.66


			NC_010456.5			71375300			intron_variant			MYPN			G			A			0.33			0.97			0.64


			NC_010456.5			71375485			intron_variant			MYPN			C			T			0.33			0.95			0.62


			NC_010456.5			71375607			intron_variant			MYPN			A			G			0.33			0.95			0.62


			NC_010456.5			71375620			intron_variant			MYPN			T			C			0.33			0.95			0.62


			NC_010456.5			71375918			intron_variant			MYPN			C			T			0.60			0.03			0.57


			NC_010456.5			71375995			intron_variant			MYPN			T			C			0.09			0.75			0.66


			NC_010456.5			71376174			intron_variant			MYPN			T			C			0.08			0.76			0.68


			NC_010456.5			71376187			intron_variant			MYPN			C			A			0.02			0.76			0.74


			NC_010456.5			71376193			intron_variant			MYPN			C			T			0.63			0.03			0.60


			NC_010456.5			71376230			intron_variant			MYPN			A			G			0.62			0.03			0.59


			NC_010456.5			71376264			intron_variant			MYPN			T			C			0.56			0.03			0.53


			NC_010456.5			71376279			intron_variant			MYPN			C			T			0.58			0.06			0.52


			NC_010456.5			71376641			intron_variant			MYPN			C			T			0.60			0.05			0.55


			NC_010456.5			71377003			intron_variant			MYPN			C			T			0.10			0.74			0.63


			NC_010456.5			71377034			intron_variant			MYPN			G			A			0.09			0.74			0.65


			NC_010456.5			71377099			intron_variant			MYPN			T			G			0.57			0.05			0.52


			NC_010456.5			71377248			intron_variant			MYPN			G			A			0.58			0.05			0.53


			NC_010456.5			71377302			intron_variant			MYPN			T			C			0.08			0.79			0.71


			NC_010456.5			71377406			intron_variant			MYPN			G			A			0.09			0.78			0.69


			NC_010456.5			71377661			intron_variant			MYPN			A			G			0.60			0.05			0.55


			NC_010456.5			71377739			intron_variant			MYPN			C			T			0.59			0.05			0.54


			NC_010456.5			71378183			intron_variant			MYPN			G			A			0.01			0.69			0.68


			NC_010456.5			71378442			intron_variant			MYPN			A			G			0.08			0.75			0.67


			NC_010456.5			71378449			intron_variant			MYPN			A			G			0.02			0.75			0.73


			NC_010456.5			71378454			intron_variant			MYPN			A			G			0.19			0.75			0.56


			NC_010456.5			71378459			intron_variant			MYPN			A			G			0.19			0.75			0.56


			NC_010456.5			71378506			intron_variant			MYPN			C			G			0.57			0.05			0.52


			NC_010456.5			71378536			intron_variant			MYPN			A			G			0.20			0.75			0.55


			NC_010456.5			71378547			intron_variant			MYPN			A			G			0.58			0.05			0.53


			NC_010456.5			71378586			intron_variant			MYPN			T			C			0.15			0.75			0.60


			NC_010456.5			71379327			intron_variant			MYPN			G			T			0.02			0.75			0.73


			NC_010456.5			71379734			intron_variant			MYPN			A			G			0.57			0.05			0.52


			NC_010456.5			71379782			intron_variant			MYPN			A			G			0.68			0.03			0.65


			NC_010456.5			71380096			intron_variant			MYPN			A			G			0.69			0.19			0.50


			NC_010456.5			71380148			intron_variant			MYPN			T			C			0.24			0.94			0.70


			NC_010456.5			71380150			intron_variant			MYPN			T			C			0.76			0.22			0.54


			NC_010456.5			71380542			intron_variant			MYPN			A			G			0.57			0.06			0.51


			NC_010456.5			76298791			intron_variant			PPP3CB			T			C			0.60			0.00


			NC_010456.5			71380857			intron_variant			MYPN			C			T			0.64			0.11			0.53


			NC_010456.5			71381690			intron_variant			MYPN			T			C			0.60			0.05			0.55


			NC_010456.5			71382059			intron_variant			MYPN			A			G			0.55			0.05			0.50


			NC_010456.5			71382173			intron_variant			MYPN			T			G			0.56			0.05			0.51


			NC_010456.5			71382377			intron_variant			MYPN			C			T			0.66			0.05			0.61


			NC_010456.5			71382382			intron_variant			MYPN			A			G			0.55			0.05			0.50


			NC_010456.5			71382668			intron_variant			MYPN			A			G			0.58			0.05			0.53


			NC_010456.5			71382676			intron_variant			MYPN			A			G			0.60			0.05			0.55


			NC_010456.5			71383312			intron_variant			MYPN			G			A			0.58			0.06			0.52


			NC_010456.5			76298861			intron_variant			PPP3CB			C			T			0.53			0.00


			NC_010456.5			71383549			intron_variant			MYPN			A			G			0.02			0.64			0.62


			NC_010456.5			71383601			intron_variant			MYPN			C			T			0.00			0.55


			NC_010456.5			71384075			intron_variant			MYPN			G			A			0.57			0.03			0.54


			NC_010456.5			71384498			intron_variant			MYPN			A			G			0.87			0.22			0.65


			NC_010456.5			71385419			intron_variant			MYPN			A			C			0.55			0.05			0.50


			NC_010456.5			71385432			intron_variant			MYPN			A			G			0.86			0.21			0.65


			NC_010456.5			76302972			intron_variant			PPP3CB			G			A			0.65			0.00


			NC_010456.5			76304581			intron_variant			PPP3CB			C			T			0.54			0.00


			NC_010456.5			76455130			intergenic_region			MYOZ1-SYNPO2L			A			G			0.55			0.00


			NC_010456.5			104777194			intron_variant			MYOF			C			T			0.62			0.00


			NC_010456.5			104801108			intron_variant			MYOF			A			G			0.64			0.00


			NC_010456.5			104801161			intron_variant			MYOF			T			C			0.68			0.00


			NC_010444.4			5223773			upstream_gene_variant			GRK2			T			C			0.55			0.05			0.50


			NC_010447.5			100756422			upstream_gene_variant			MYF5			A			G			0.55			0.05			0.50


			NC_010443.5			271268502			upstream_gene_variant			PLPP7			G			A			0.55			0.03			0.52


			NC_010445.4			11654310			downstream_gene_variant			GTF2IRD1			A			C			0.55			0.03			0.52


			NC_010456.5			104801517			intron_variant			MYOF			T			C			0.53			0.00


			NC_010456.5			71387136			3_prime_UTR_variant			MYPN			G			A			0.55			0.05			0.50


			NC_010458.4			38180730			5_prime_UTR_premature_start_codon_gain_variant			PDE4D			T			C			0.55			0.03			0.52


			NC_010456.5			71389668			intergenic_region			MYPN-ATOH7			G			A			0.02			0.64			0.62


			NC_010456.5			71390026			intergenic_region			MYPN-ATOH7			G			T			0.56			0.05			0.51


			NC_010456.5			71390037			intergenic_region			MYPN-ATOH7			C			G			0.02			0.75			0.73


			NC_010456.5			71390451			intergenic_region			MYPN-ATOH7			T			C			0.57			0.06			0.51


			NC_010456.5			71390516			intergenic_region			MYPN-ATOH7			C			A			0.01			0.61			0.60


			NC_010456.5			71391007			intergenic_region			MYPN-ATOH7			C			T			0.57			0.05			0.52


			NC_010456.5			71392194			intergenic_region			MYPN-ATOH7			G			A			0.03			0.67			0.63


			NC_010456.5			71393361			intergenic_region			MYPN-ATOH7			T			G			0.73			0.08			0.65


			NC_010456.5			71393726			intergenic_region			MYPN-ATOH7			G			T			0.02			0.78			0.76


			NC_010456.5			71393764			intergenic_region			MYPN-ATOH7			T			C			0.08			0.75			0.67


			NC_010456.5			71393816			intergenic_region			MYPN-ATOH7			T			A			0.02			0.71			0.69


			NC_010456.5			71393818			intergenic_region			MYPN-ATOH7			A			G			0.02			0.71			0.69


			NC_010456.5			71393873			intergenic_region			MYPN-ATOH7			G			T			0.02			0.68			0.66


			NC_010456.5			71393910			intergenic_region			MYPN-ATOH7			C			T			0.88			0.31			0.57


			NC_010456.5			71393921			intergenic_region			MYPN-ATOH7			A			G			0.02			0.68			0.65


			NC_010456.5			71394355			intergenic_region			MYPN-ATOH7			A			G			0.01			0.71			0.70


			NC_010456.5			71394432			intergenic_region			MYPN-ATOH7			T			A			0.01			0.72			0.71


			NC_010456.5			71394576			intergenic_region			MYPN-ATOH7			G			A			0.01			0.76			0.75


			NC_010456.5			71394581			intergenic_region			MYPN-ATOH7			G			A			0.01			0.76			0.75


			NC_010456.5			71394716			intergenic_region			MYPN-ATOH7			A			T			0.18			0.92			0.74


			NC_010456.5			71394779			intergenic_region			MYPN-ATOH7			A			G			0.57			0.03			0.54


			NC_010456.5			71395416			intergenic_region			MYPN-ATOH7			G			A			0.19			0.97			0.78


			NC_010456.5			71396020			intergenic_region			MYPN-ATOH7			G			A			0.72			0.21			0.51


			NC_010456.5			71396138			intergenic_region			MYPN-ATOH7			G			A			0.59			0.05			0.54


			NC_010456.5			71396444			intergenic_region			MYPN-ATOH7			C			T			0.62			0.03			0.59


			NC_010456.5			71396930			intergenic_region			MYPN-ATOH7			T			C			0.19			0.95			0.76


			NC_010458.4			38180741			5_prime_UTR_variant			PDE4D			T			A			0.55			0.03			0.52


			NC_010456.5			104801635			intron_variant			MYOF			T			C			0.55			0.00


			NC_010456.5			104801726			intron_variant			MYOF			A			G			0.68			0.00


			NC_010456.5			104801740			intron_variant			MYOF			C			A			0.69			0.00


			NC_010451.4			13042393			3_prime_UTR_variant			TENM4			A			G			0.54			0.03			0.51


			NC_010458.4			38179246			5_prime_UTR_variant			PDE4D			A			G			0.54			0.03			0.51


			NC_010458.4			38181093			5_prime_UTR_variant			PDE4D			T			A			0.54			0.03			0.51


			NC_010459.5			57585818			3_prime_UTR_variant			BMP7			T			C			0.54			0.03			0.51


			NC_010456.5			104802290			intron_variant			MYOF			C			T			0.76			0.00


			NC_010456.5			104804860			intron_variant			MYOF			G			A			0.77			0.00


			NC_010456.5			104805352			intron_variant			MYOF			A			G			0.64			0.00


			NC_010449.5			19838331			5_prime_UTR_premature_start_codon_gain_variant			RIPOR2			G			A			0.54			0.03			0.51


			NC_010456.5			104805357			intron_variant			MYOF			C			T			0.64			0.00


			NC_010456.5			104805367			intron_variant			MYOF			T			C			0.59			0.00


			NC_010456.5			104805375			intron_variant			MYOF			T			G			0.64			0.00


			NC_010456.5			104809060			intron_variant			MYOF			T			C			0.77			0.00


			NC_010456.5			104809323			intron_variant			MYOF			C			T			0.80			0.00


			NC_010456.5			104810870			intron_variant			MYOF			T			C			0.63			0.00


			NC_010443.5			113932392			upstream_gene_variant			ALDH1A2			C			T			0.53			0.03			0.50


			NC_010456.5			104811131			intron_variant			MYOF			G			A			0.64			0.00


			NC_010456.5			104812550			intron_variant			MYOF			T			A			0.52			0.00


			NC_010456.5			76252563			intron_variant			PPP3CB			G			A			0.05			0.89			0.85


			NC_010456.5			76252748			intron_variant			PPP3CB			T			C			0.23			1.00			0.77


			NC_010456.5			76253480			intron_variant			PPP3CB			A			T			0.20			1.00			0.80


			NC_010456.5			76254834			intron_variant			PPP3CB			A			G			0.30			1.00			0.70


			NC_010456.5			76255676			intron_variant			PPP3CB			T			C			0.07			0.97			0.90


			NC_010456.5			76255834			intron_variant			PPP3CB			C			T			0.07			0.97			0.90


			NC_010456.5			76256336			intron_variant			PPP3CB			G			T			0.34			1.00			0.66


			NC_010456.5			76257112			intron_variant			PPP3CB			A			G			0.06			0.97			0.91


			NC_010456.5			104814094			intron_variant			MYOF			T			C			0.55			0.00


			NC_010456.5			76260077			intron_variant			PPP3CB			C			G			0.83			0.03			0.80


			NC_010456.5			76260274			intron_variant			PPP3CB			A			T			0.05			0.95			0.90


			NC_010456.5			76262969			intron_variant			PPP3CB			G			A			0.02			0.94			0.92


			NC_010456.5			76263536			intron_variant			PPP3CB			T			G			0.17			0.97			0.80


			NC_010456.5			104814145			intron_variant			MYOF			T			C			0.53			0.00


			NC_010456.5			104814198			intron_variant			MYOF			C			G			0.51			0.00


			NC_010456.5			76264839			intron_variant			PPP3CB			C			T			0.20			0.97			0.77


			NC_010456.5			104814759			intron_variant			MYOF			C			T			0.56			0.00


			NC_010456.5			76268754			intron_variant			PPP3CB			C			G			0.21			0.93			0.72


			NC_010456.5			76268887			intron_variant			PPP3CB			C			A			0.14			0.93			0.79


			NC_010456.5			76270332			intron_variant			PPP3CB			T			C			0.17			0.97			0.80


			NC_010456.5			76270981			intron_variant			PPP3CB			A			G			0.03			0.95			0.91


			NC_010456.5			76272414			intron_variant			PPP3CB			T			C			0.05			0.94			0.89


			NC_010456.5			76272436			intron_variant			PPP3CB			T			C			0.03			0.91			0.87


			NC_010456.5			76272752			intron_variant			PPP3CB			T			C			0.12			0.93			0.81


			NC_010456.5			76272784			intron_variant			PPP3CB			T			C			0.05			0.91			0.87


			NC_010456.5			76273006			intron_variant			PPP3CB			C			T			0.06			0.92			0.86


			NC_010456.5			76273457			intron_variant			PPP3CB			C			T			0.03			0.94			0.91


			NC_010456.5			76276066			intron_variant			PPP3CB			C			T			0.02			0.97			0.95


			NC_010456.5			76277121			intron_variant			PPP3CB			C			T			0.03			0.95			0.91


			NC_010456.5			76277370			intron_variant			PPP3CB			C			T			0.05			0.94			0.90


			NC_010456.5			76280852			intron_variant			PPP3CB			A			G			0.03			0.94			0.92


			NC_010456.5			76284782			intron_variant			PPP3CB			T			C			0.05			0.97			0.93


			NC_010456.5			76285329			intron_variant			PPP3CB			C			T			0.03			0.94			0.92


			NC_010456.5			76285686			intron_variant			PPP3CB			C			G			0.02			0.92			0.90


			NC_010456.5			76289398			intron_variant			PPP3CB			T			C			0.04			0.86			0.83


			NC_010456.5			76290249			intron_variant			PPP3CB			C			T			0.02			0.95			0.92


			NC_010456.5			76290490			intron_variant			PPP3CB			A			G			0.06			0.95			0.89


			NC_010456.5			76290767			intron_variant			PPP3CB			T			C			0.17			0.97			0.81


			NC_010456.5			76291986			intron_variant			PPP3CB			C			T			0.06			0.95			0.89


			NC_010456.5			76292035			intron_variant			PPP3CB			G			A			0.05			0.94			0.90


			NC_010456.5			104814833			intron_variant			MYOF			A			C			0.57			0.00


			NC_010456.5			76294316			intron_variant			PPP3CB			G			A			0.00			0.76


			NC_010456.5			76294598			intron_variant			PPP3CB			G			T			0.03			0.95			0.91


			NC_010456.5			76294948			intron_variant			PPP3CB			T			C			0.01			0.96			0.95


			NC_010456.5			76295303			intron_variant			PPP3CB			G			A			0.05			0.95			0.90


			NC_010456.5			76296124			intron_variant			PPP3CB			G			A			0.02			0.96			0.94


			NC_010456.5			76296264			intron_variant			PPP3CB			A			G			0.05			0.94			0.90


			NC_010456.5			76296509			intron_variant			PPP3CB			G			A			0.04			0.95			0.91


			NC_010456.5			104814840			intron_variant			MYOF			T			C			0.57			0.00


			NC_010456.5			104814860			intron_variant			MYOF			G			C			0.58			0.00


			NC_010456.5			104814919			intron_variant			MYOF			G			A			0.55			0.00


			NC_010456.5			104814966			intron_variant			MYOF			A			T			0.56			0.00


			NC_010456.5			104815211			intron_variant			MYOF			T			C			0.51			0.00


			NC_010456.5			76297574			intron_variant			PPP3CB			T			C			0.06			0.94			0.89


			NC_010456.5			104815217			intron_variant			MYOF			G			A			0.51			0.00


			NC_010456.5			76298147			intron_variant			PPP3CB			G			A			0.05			0.92			0.87


			NC_010456.5			76298524			intron_variant			PPP3CB			A			G			0.71			0.03			0.68


			NC_010456.5			104815403			intron_variant			MYOF			C			A			0.52			0.00


			NC_010456.5			104815417			intron_variant			MYOF			C			T			0.51			0.00


			NC_010456.5			104815483			intron_variant			MYOF			T			C			0.54			0.00


			NC_010456.5			76301715			intron_variant			PPP3CB			A			T			0.05			0.95			0.90


			NC_010456.5			76302329			intron_variant			PPP3CB			A			C			0.07			0.95			0.88


			NC_010456.5			104815712			intron_variant			MYOF			C			T			0.55			0.00


			NC_010456.5			76303562			intron_variant			PPP3CB			A			G			0.06			0.95			0.89


			NC_010456.5			104815724			intron_variant			MYOF			C			T			0.53			0.00


			NC_010456.5			76449765			intron_variant			MYOZ1			G			T			0.03			1.00			0.97


			NC_010458.4			38180077			5_prime_UTR_variant			PDE4D			A			G			0.53			0.03			0.50


			NC_010456.5			104815828			synonymous_variant			MYOF			T			C			0.57			0.00


			NC_010456.5			104815877			intron_variant			MYOF			A			G			0.55			0.00


			NC_010456.5			104816034			intron_variant			MYOF			C			T			0.52			0.00


			NC_010456.5			104816057			intron_variant			MYOF			T			G			0.56			0.00


			NC_010456.5			76454927			intergenic_region			MYOZ1-SYNPO2L			G			C			0.06			0.97			0.92


			NC_010456.5			104816082			intron_variant			MYOF			T			C			0.52			0.00


			NC_010456.5			102619449			intergenic_region			ANKRD1-LOC110256743			C			A			0.00			0.55


			NC_010456.5			102625965			intergenic_region			ANKRD1-LOC110256743			A			T			0.01			0.55			0.54


			NC_010456.5			102626792			intergenic_region			ANKRD1-LOC110256743			T			A			0.01			0.66			0.65


			NC_010456.5			102627703			intergenic_region			ANKRD1-LOC110256743			A			G			0.01			0.71			0.70


			NC_010456.5			102628026			intergenic_region			ANKRD1-LOC110256743			G			A			0.08			0.82			0.74


			NC_010456.5			102630182			intergenic_region			ANKRD1-LOC110256743			G			A			0.01			0.68			0.67


			NC_010456.5			102631440			intergenic_region			ANKRD1-LOC110256743			G			A			0.01			0.82			0.80


			NC_010456.5			102631526			intergenic_region			ANKRD1-LOC110256743			T			G			0.39			1.00			0.61


			NC_010456.5			102631648			intergenic_region			ANKRD1-LOC110256743			G			A			0.03			0.82			0.78


			NC_010456.5			102631708			intergenic_region			ANKRD1-LOC110256743			C			T			0.02			0.82			0.79


			NC_010456.5			102631726			intergenic_region			ANKRD1-LOC110256743			A			G			0.02			0.82			0.79


			NC_010456.5			102632216			intergenic_region			ANKRD1-LOC110256743			T			C			0.02			0.76			0.74


			NC_010456.5			102632359			intergenic_region			ANKRD1-LOC110256743			G			A			0.02			0.64			0.62


			NC_010456.5			104775025			intron_variant			MYOF			T			A			0.21			0.74			0.53


			NC_010456.5			104816247			intron_variant			MYOF			G			A			0.54			0.00


			NC_010456.5			104778654			intron_variant			MYOF			G			C			0.05			0.68			0.64


			NC_010456.5			104778671			intron_variant			MYOF			T			C			0.05			0.71			0.66


			NC_010456.5			104816324			intron_variant			MYOF			A			G			0.54			0.00


			NC_010456.5			104816337			intron_variant			MYOF			G			A			0.53			0.00


			NC_010456.5			104818151			intron_variant			MYOF			T			G			0.52			0.00


			NC_010456.5			104818226			intron_variant			MYOF			T			C			0.55			0.00


			NC_010456.5			104818303			intron_variant			MYOF			G			C			0.55			0.00


			NC_010456.5			104818470			intron_variant			MYOF			T			A			0.57			0.00


			NC_010456.5			104818542			intron_variant			MYOF			T			G			0.57			0.00


			NC_010456.5			104818609			intron_variant			MYOF			G			A			0.58			0.00


			NC_010456.5			104805327			intron_variant			MYOF			T			A			0.65			0.05			0.60


			NC_010456.5			104820086			intron_variant			MYOF			A			G			0.78			0.00


			NC_010456.5			104825317			intron_variant			MYOF			G			A			0.67			0.00


			NC_010456.5			104825346			intron_variant			MYOF			T			C			0.66			0.00


			NC_010456.5			104826500			intron_variant			MYOF			G			T			0.77			0.00


			NC_010456.5			104826839			intron_variant			MYOF			T			C			0.54			0.00


			NC_010456.5			104805736			intron_variant			MYOF			G			T			0.80			0.05			0.75


			NC_010456.5			104806083			intron_variant			MYOF			T			G			0.80			0.05			0.75


			NC_010456.5			104806754			intron_variant			MYOF			T			C			0.74			0.03			0.71


			NC_010456.5			104828897			intron_variant			MYOF			A			T			0.68			0.00


			NC_010456.5			104835084			intron_variant			MYOF			T			C			0.59			0.00


			NC_010456.5			104835402			intron_variant			MYOF			G			A			0.78			0.00


			NC_010456.5			104845182			intron_variant			MYOF			C			G			0.70			0.00


			NC_010456.5			104845429			intron_variant			MYOF			G			A			0.60			0.00


			NC_010456.5			104845656			intron_variant			MYOF			G			A			0.72			0.00


			NC_010456.5			104845661			intron_variant			MYOF			C			T			0.73			0.00


			NC_010456.5			104845749			intron_variant			MYOF			A			C			0.73			0.00


			NC_010456.5			104814352			intron_variant			MYOF			C			G			0.63			0.05			0.58


			NC_010456.5			104845902			intron_variant			MYOF			T			C			0.68			0.00


			NC_010456.5			104845903			intron_variant			MYOF			G			A			0.68			0.00


			NC_010456.5			104846270			intron_variant			MYOF			C			T			0.74			0.00


			NC_010456.5			104846302			intron_variant			MYOF			A			G			0.74			0.00


			NC_010456.5			104846648			intron_variant			MYOF			C			T			0.77			0.00


			NC_010456.5			104846892			intron_variant			MYOF			A			G			0.68			0.00


			NC_010456.5			104846934			intron_variant			MYOF			C			T			0.78			0.00


			NC_010456.5			104847215			intron_variant			MYOF			G			A			0.72			0.00


			NC_010456.5			104847478			intron_variant			MYOF			C			T			0.76			0.00


			NC_010456.5			104847678			intron_variant			MYOF			A			G			0.70			0.00


			NC_010456.5			104847764			intron_variant			MYOF			A			G			0.70			0.00


			NC_010456.5			104859518			intron_variant			MYOF			G			A			0.80			0.00


			NC_010456.5			104859698			intron_variant			MYOF			A			G			0.72			0.00


			NC_010456.5			104860638			intron_variant			MYOF			T			C			0.58			0.00


			NC_010456.5			104865925			intron_variant			MYOF			C			T			0.51			0.00


			NC_010456.5			104866053			intron_variant			MYOF			C			T			0.71			0.00


			NC_010456.5			104866132			intron_variant			MYOF			T			C			0.52			0.00


			NC_010456.5			104866492			intron_variant			MYOF			A			G			0.67			0.00


			NC_010456.5			104866542			intron_variant			MYOF			G			A			0.71			0.00


			NC_010456.5			104867015			intron_variant			MYOF			C			T			0.54			0.00


			NC_010456.5			104867135			intron_variant			MYOF			C			T			0.51			0.00


			NC_010456.5			104867175			intron_variant			MYOF			T			G			0.52			0.00


			NC_010456.5			104867179			intron_variant			MYOF			T			C			0.51			0.00


			NC_010456.5			104867211			intron_variant			MYOF			A			T			0.59			0.00


			NC_010456.5			104867266			intron_variant			MYOF			T			C			0.69			0.00


			NC_010456.5			104867402			intron_variant			MYOF			A			T			0.68			0.00


			NC_010456.5			104867410			intron_variant			MYOF			T			C			0.61			0.00


			NC_010456.5			104868086			intron_variant			MYOF			C			T			0.57			0.00


			NC_010456.5			104823804			intron_variant			MYOF			T			C			0.71			0.05			0.66


			NC_010456.5			104824367			intron_variant			MYOF			T			G			0.79			0.05			0.74


			NC_010456.5			104869350			intron_variant			MYOF			A			G			0.60			0.00


			NC_010456.5			104869410			intron_variant			MYOF			T			C			0.64			0.00


			NC_010456.5			104825846			intron_variant			MYOF			C			A			0.76			0.05			0.71


			NC_010456.5			104826135			intron_variant			MYOF			T			A			0.77			0.03			0.74


			NC_010456.5			104869672			intron_variant			MYOF			G			A			0.63			0.00


			NC_010456.5			104870175			intron_variant			MYOF			C			T			0.65			0.00


			NC_010456.5			104870412			intron_variant			MYOF			A			C			0.74			0.00


			NC_010456.5			104827470			intron_variant			MYOF			C			T			0.12			0.63			0.52


			NC_010456.5			104871181			intron_variant			MYOF			G			C			0.65			0.00


			NC_010456.5			104829027			intron_variant			MYOF			C			T			0.03			0.63			0.60


			NC_010456.5			104829283			intron_variant			MYOF			T			G			0.03			0.61			0.57


			NC_010456.5			104829724			intron_variant			MYOF			G			A			0.02			0.56			0.54


			NC_010456.5			104829828			intron_variant			MYOF			T			C			0.07			0.58			0.51


			NC_010456.5			104830115			intron_variant			MYOF			C			T			0.10			0.66			0.56


			NC_010456.5			104830129			intron_variant			MYOF			A			C			0.09			0.63			0.54


			NC_010456.5			104830247			intron_variant			MYOF			G			C			0.11			0.66			0.55


			NC_010456.5			104830288			intron_variant			MYOF			G			A			0.11			0.66			0.54


			NC_010456.5			104830364			intron_variant			MYOF			C			T			0.10			0.63			0.53


			NC_010456.5			104830468			intron_variant			MYOF			T			C			0.03			0.61			0.57


			NC_010456.5			104830469			intron_variant			MYOF			A			G			0.03			0.61			0.57


			NC_010456.5			104830476			intron_variant			MYOF			A			G			0.12			0.63			0.51


			NC_010456.5			104830637			intron_variant			MYOF			T			C			0.15			0.67			0.52


			NC_010456.5			104830660			intron_variant			MYOF			T			C			0.13			0.64			0.51


			NC_010456.5			104830697			intron_variant			MYOF			C			T			0.11			0.64			0.53


			NC_010456.5			104830776			intron_variant			MYOF			A			C			0.11			0.66			0.54


			NC_010456.5			104830800			intron_variant			MYOF			C			A			0.13			0.66			0.53


			NC_010456.5			104831095			intron_variant			MYOF			A			G			0.03			0.63			0.60


			NC_010456.5			104831130			intron_variant			MYOF			C			T			0.03			0.66			0.62


			NC_010456.5			104831565			intron_variant			MYOF			T			C			0.03			0.63			0.60


			NC_010456.5			104831639			intron_variant			MYOF			T			C			0.03			0.61			0.57


			NC_010456.5			104831667			intron_variant			MYOF			T			C			0.03			0.58			0.54


			NC_010456.5			104831678			intron_variant			MYOF			G			A			0.03			0.58			0.54


			NC_010456.5			104831692			intron_variant			MYOF			C			A			0.03			0.59			0.55


			NC_010456.5			104832226			intron_variant			MYOF			T			C			0.03			0.57			0.54


			NC_010456.5			104832377			intron_variant			MYOF			T			G			0.03			0.55			0.52


			NC_010456.5			104832425			intron_variant			MYOF			G			A			0.03			0.61			0.57


			NC_010456.5			104832450			intron_variant			MYOF			T			C			0.03			0.55			0.52


			NC_010456.5			104832585			intron_variant			MYOF			G			A			0.02			0.64			0.62


			NC_010456.5			104832737			intron_variant			MYOF			T			A			0.02			0.53			0.51


			NC_010456.5			104832842			intron_variant			MYOF			A			C			0.02			0.56			0.54


			NC_010456.5			104832923			intron_variant			MYOF			C			T			0.02			0.59			0.57


			NC_010456.5			104833367			intron_variant			MYOF			A			G			0.02			0.67			0.64


			NC_010456.5			104833386			intron_variant			MYOF			G			T			0.03			0.67			0.64


			NC_010456.5			104833991			intron_variant			MYOF			C			G			0.00			0.61


			NC_010456.5			104834050			intron_variant			MYOF			A			G			0.02			0.58			0.56


			NC_010456.5			104834216			intron_variant			MYOF			A			G			0.02			0.58			0.56


			NC_010456.5			104834394			intron_variant			MYOF			A			G			0.02			0.66			0.64


			NC_010456.5			104834464			intron_variant			MYOF			T			C			0.05			0.66			0.61


			NC_010456.5			104834723			intron_variant			MYOF			G			C			0.02			0.63			0.61


			NC_010456.5			104835031			intron_variant			MYOF			A			G			0.03			0.58			0.55


			NC_010456.5			104835039			intron_variant			MYOF			A			C			0.03			0.56			0.52


			NC_010456.5			104871206			intron_variant			MYOF			G			A			0.64			0.00


			NC_010456.5			104873083			intron_variant			MYOF			C			G			0.68			0.00


			NC_010456.5			104835816			intron_variant			MYOF			T			C			0.12			0.66			0.54


			NC_010456.5			104836712			intron_variant			MYOF			A			C			0.10			0.63			0.53


			NC_010456.5			104838793			intron_variant			MYOF			G			A			0.01			0.64			0.63


			NC_010456.5			104839914			intron_variant			MYOF			C			A			0.01			0.58			0.57


			NC_010456.5			104840238			intron_variant			MYOF			G			T			0.02			0.65			0.62


			NC_010456.5			104841034			intron_variant			MYOF			A			G			0.92			0.41			0.51


			NC_010456.5			104842847			intron_variant			MYOF			T			C			0.03			0.58			0.54


			NC_010456.5			104842929			intron_variant			MYOF			G			T			0.03			0.58			0.54


			NC_010456.5			104842942			intron_variant			MYOF			G			A			0.03			0.61			0.58


			NC_010456.5			104843756			intron_variant			MYOF			A			C			0.91			0.25			0.66


			NC_010456.5			104843761			intron_variant			MYOF			C			T			0.91			0.25			0.66


			NC_010456.5			104843783			intron_variant			MYOF			G			C			0.93			0.25			0.68


			NC_010456.5			104845037			intron_variant			MYOF			T			G			0.03			0.63			0.60


			NC_010456.5			104873664			intron_variant			MYOF			C			A			0.73			0.00


			NC_010456.5			104845199			intron_variant			MYOF			A			T			0.02			0.56			0.53


			NC_010456.5			104873755			intron_variant			MYOF			C			T			0.70			0.00


			NC_010456.5			104845440			intron_variant			MYOF			G			C			0.05			0.63			0.59


			NC_010456.5			104873913			intron_variant			MYOF			A			G			0.74			0.00


			NC_010456.5			104873987			intron_variant			MYOF			A			G			0.69			0.00


			NC_010456.5			104874091			intron_variant			MYOF			A			G			0.72			0.00


			NC_010456.5			104874236			synonymous_variant			MYOF			T			C			0.72			0.00


			NC_010456.5			104874364			intron_variant			MYOF			T			C			0.73			0.00


			NC_010456.5			104874394			intron_variant			MYOF			C			T			0.73			0.00


			NC_010456.5			104874458			intron_variant			MYOF			T			C			0.73			0.00


			NC_010456.5			104874586			intron_variant			MYOF			C			G			0.73			0.00


			NC_010456.5			104874747			intron_variant			MYOF			G			A			0.75			0.00


			NC_010456.5			104874831			intron_variant			MYOF			G			A			0.73			0.00


			NC_010456.5			104875240			intron_variant			MYOF			A			T			0.70			0.00


			NC_010456.5			104847384			intron_variant			MYOF			T			C			0.72			0.03			0.69


			NC_010456.5			104875296			intron_variant			MYOF			C			G			0.72			0.00


			NC_010456.5			104847487			intron_variant			MYOF			T			C			0.03			0.66			0.62


			NC_010456.5			104847577			intron_variant			MYOF			A			G			0.03			0.63			0.60


			NC_010456.5			104875336			intron_variant			MYOF			A			G			0.72			0.00


			NC_010456.5			104875517			intron_variant			MYOF			C			T			0.52			0.00


			NC_010456.5			104847949			intron_variant			MYOF			A			G			0.03			0.63			0.60


			NC_010456.5			104847958			intron_variant			MYOF			C			T			0.03			0.63			0.60


			NC_010456.5			104848157			intron_variant			MYOF			A			G			0.03			0.61			0.57


			NC_010456.5			104849564			intron_variant			MYOF			A			G			0.03			0.58			0.54


			NC_010456.5			104851264			intron_variant			MYOF			C			T			0.05			0.67			0.62


			NC_010456.5			104851280			intron_variant			MYOF			G			A			0.03			0.67			0.63


			NC_010456.5			104851757			intron_variant			MYOF			T			C			0.02			0.61			0.59


			NC_010456.5			104852368			intron_variant			MYOF			A			T			0.03			0.61			0.57


			NC_010456.5			104852583			intron_variant			MYOF			G			T			0.02			0.61			0.58


			NC_010456.5			104859245			intron_variant			MYOF			T			C			0.03			0.56			0.53


			NC_010456.5			104859358			intron_variant			MYOF			A			G			0.06			0.69			0.64


			NC_010456.5			104875602			intron_variant			MYOF			T			C			0.57			0.00


			NC_010456.5			104859553			intron_variant			MYOF			A			G			0.12			0.63			0.52


			NC_010456.5			104876120			intron_variant			MYOF			A			G			0.55			0.00


			NC_010456.5			104859766			intron_variant			MYOF			G			T			0.02			0.63			0.61


			NC_010456.5			104859814			intron_variant			MYOF			T			G			0.03			0.64			0.60


			NC_010456.5			104877826			intron_variant			MYOF			A			G			0.51			0.00


			NC_010456.5			104862343			intron_variant			MYOF			A			C			0.13			0.68			0.56


			NC_010456.5			104862387			intron_variant			MYOF			G			A			0.08			0.66			0.58


			NC_010456.5			104863589			intron_variant			MYOF			G			A			0.03			0.66			0.62


			NC_010456.5			104863797			intron_variant			MYOF			G			T			0.05			0.66			0.61


			NC_010456.5			104864200			intron_variant			MYOF			T			C			0.03			0.68			0.65


			NC_010456.5			104864483			intron_variant			MYOF			A			G			0.84			0.30			0.54


			NC_010456.5			104865818			intron_variant			MYOF			G			T			0.03			0.68			0.65


			NC_010456.5			104878068			intron_variant			MYOF			A			C			0.52			0.00


			NC_010456.5			104878145			intron_variant			MYOF			A			G			0.55			0.00


			NC_010456.5			104878329			intron_variant			MYOF			A			G			0.56			0.00


			NC_010456.5			104866465			intron_variant			MYOF			G			A			0.03			0.63			0.60


			NC_010456.5			104880045			intron_variant			MYOF			T			C			0.60			0.00


			NC_010456.5			104880227			intron_variant			MYOF			A			G			0.81			0.00


			NC_010456.5			104880438			intron_variant			MYOF			C			T			0.60			0.00


			NC_010456.5			104880773			intron_variant			MYOF			C			T			0.59			0.00


			NC_010456.5			104886343			intron_variant			MYOF			G			T			0.52			0.00


			NC_010456.5			104886679			intron_variant			MYOF			A			G			0.51			0.00


			NC_010456.5			104888521			intron_variant			MYOF			G			A			0.52			0.00


			NC_010456.5			104891828			intron_variant			MYOF			T			C			0.72			0.00


			NC_010456.5			104867385			intron_variant			MYOF			T			C			0.03			0.67			0.63


			NC_010456.5			104891829			intron_variant			MYOF			A			G			0.61			0.00


			NC_010456.5			104891937			intron_variant			MYOF			A			C			0.74			0.00


			NC_010456.5			104892286			intron_variant			MYOF			A			G			0.72			0.00


			NC_010456.5			104892464			intron_variant			MYOF			C			T			0.58			0.00


			NC_010456.5			104892542			intron_variant			MYOF			T			A			0.59			0.00


			NC_010456.5			104892686			intron_variant			MYOF			C			T			0.59			0.00


			NC_010456.5			104892711			intron_variant			MYOF			G			A			0.58			0.00


			NC_010456.5			104870222			intron_variant			MYOF			T			C			0.95			0.34			0.61


			NC_010456.5			104870352			intron_variant			MYOF			T			C			0.94			0.31			0.63


			NC_010456.5			104892743			intron_variant			MYOF			G			A			0.59			0.00


			NC_010456.5			104870513			intron_variant			MYOF			A			G			0.94			0.34			0.60


			NC_010456.5			104870746			intron_variant			MYOF			T			A			0.93			0.32			0.61


			NC_010456.5			104870764			intron_variant			MYOF			T			C			0.93			0.31			0.62


			NC_010456.5			104870776			intron_variant			MYOF			T			A			0.93			0.31			0.62


			NC_010456.5			104892818			intron_variant			MYOF			A			G			0.57			0.00


			NC_010456.5			104892871			intron_variant			MYOF			G			A			0.62			0.00


			NC_010456.5			104871566			intron_variant			MYOF			T			C			0.94			0.28			0.66


			NC_010456.5			104871599			intron_variant			MYOF			A			G			0.94			0.25			0.69


			NC_010456.5			104872014			intron_variant			MYOF			C			T			0.90			0.26			0.64


			NC_010456.5			104872042			intron_variant			MYOF			G			C			0.90			0.29			0.61


			NC_010456.5			104872147			intron_variant			MYOF			A			T			0.95			0.29			0.66


			NC_010456.5			104872415			intron_variant			MYOF			C			T			0.95			0.32			0.63


			NC_010456.5			104872902			intron_variant			MYOF			T			C			0.95			0.29			0.66


			NC_010456.5			104892884			intron_variant			MYOF			G			A			0.62			0.00


			NC_010456.5			104893591			intron_variant			MYOF			G			A			0.60			0.00


			NC_010456.5			104894967			synonymous_variant			MYOF			G			A			0.56			0.00


			NC_010456.5			104895938			intron_variant			MYOF			C			G			0.60			0.00


			NC_010456.5			104921353			intron_variant			MYOF			G			A			0.58			0.00


			NC_010456.5			104922087			intron_variant			MYOF			G			A			0.57			0.00


			NC_010456.5			104923889			intron_variant			MYOF			T			C			0.55			0.00


			NC_010456.5			104924843			intron_variant			MYOF			C			T			0.57			0.00


			NC_010456.5			104925406			intron_variant			MYOF			C			T			0.55			0.00


			NC_010456.5			104925942			intron_variant			MYOF			T			A			0.60			0.00


			NC_010456.5			104927252			intron_variant			MYOF			A			G			0.65			0.00


			NC_010456.5			104929149			intron_variant			MYOF			G			A			0.51			0.00


			NC_010456.5			104938653			intron_variant			MYOF			A			G			0.77			0.00


			NC_010456.5			104874876			intron_variant			MYOF			A			C			0.77			0.03			0.74


			NC_010456.5			104938822			intron_variant			MYOF			G			A			0.77			0.00


			NC_010456.5			104939417			intron_variant			MYOF			A			G			0.76			0.00


			NC_010456.5			104939978			intron_variant			MYOF			C			A			0.87			0.00


			NC_010456.5			104940521			upstream_gene_variant			MYOF			A			C			0.87			0.00


			NC_010456.5			104941112			5_prime_UTR_premature_start_codon_gain_variant			MYOF			A			G			0.66			0.00


			NC_010456.5			104941116			5_prime_UTR_variant			MYOF			A			C			0.66			0.00


			NC_010456.5			104941633			upstream_gene_variant			MYOF			A			G			0.79			0.00


			NC_010456.5			104942682			intergenic_region			MYOF-CEP55			T			C			0.68			0.00


			NC_010456.5			104877954			intron_variant			MYOF			A			G			0.01			0.66			0.65


			NC_010456.5			104878054			intron_variant			MYOF			G			C			0.01			0.66			0.65


			NC_010456.5			104942760			intergenic_region			MYOF-CEP55			G			A			0.70			0.00


			NC_010456.5			104942866			intergenic_region			MYOF-CEP55			T			C			0.86			0.00


			NC_010456.5			104878222			intron_variant			MYOF			T			C			0.01			0.63			0.62


			NC_010456.5			104878289			intron_variant			MYOF			C			T			0.01			0.66			0.65


			NC_010456.5			104943609			intergenic_region			MYOF-CEP55			C			T			0.52			0.00


			NC_010456.5			104878393			intron_variant			MYOF			C			T			0.01			0.66			0.65


			NC_010456.5			104878732			intron_variant			MYOF			A			G			0.01			0.66			0.65


			NC_010456.5			104878834			intron_variant			MYOF			T			G			0.15			0.66			0.51


			NC_010456.5			104879618			intron_variant			MYOF			G			A			0.01			0.66			0.65


			NC_010456.5			104943668			intergenic_region			MYOF-CEP55			C			T			0.54			0.00


			NC_010456.5			104943929			intergenic_region			MYOF-CEP55			C			T			0.53			0.00


			NC_010456.5			104945403			intergenic_region			MYOF-CEP55			C			T			0.83			0.00


			NC_010456.5			104880570			intron_variant			MYOF			G			T			0.77			0.03			0.74


			NC_010456.5			104946131			intergenic_region			MYOF-CEP55			G			T			0.80			0.00


			NC_010456.5			104880921			intron_variant			MYOF			T			C			0.01			0.61			0.59


			NC_010456.5			104881486			intron_variant			MYOF			C			T			0.01			0.63			0.62


			NC_010456.5			104881630			intron_variant			MYOF			C			T			0.00			0.66


			NC_010456.5			104882061			intron_variant			MYOF			C			T			0.01			0.66			0.65


			NC_010456.5			104882784			intron_variant			MYOF			T			C			0.01			0.63			0.62


			NC_010456.5			104883141			intron_variant			MYOF			G			A			0.01			0.61			0.60


			NC_010456.5			104883887			intron_variant			MYOF			T			C			0.88			0.33			0.55


			NC_010456.5			104884066			intron_variant			MYOF			C			A			0.00			0.50


			NC_010456.5			104884448			intron_variant			MYOF			A			G			0.01			0.63			0.62


			NC_010456.5			104885232			intron_variant			MYOF			C			A			0.74			0.03			0.71


			NC_010456.5			104886041			intron_variant			MYOF			A			G			0.01			0.63			0.62


			NC_010456.5			104886155			intron_variant			MYOF			T			C			0.53			0.03			0.50


			NC_010456.5			104946255			intergenic_region			MYOF-CEP55			C			G			0.82			0.00


			NC_010456.5			104946268			intergenic_region			MYOF-CEP55			G			A			0.55			0.00


			NC_010456.5			104886723			intron_variant			MYOF			C			G			0.01			0.61			0.59


			NC_010456.5			104886749			intron_variant			MYOF			T			C			0.01			0.63			0.62


			NC_010456.5			104886836			intron_variant			MYOF			G			A			0.01			0.58			0.57


			NC_010456.5			104886885			intron_variant			MYOF			A			G			0.01			0.63			0.62


			NC_010456.5			104887056			intron_variant			MYOF			T			C			0.53			0.03			0.50


			NC_010456.5			104887063			intron_variant			MYOF			A			G			0.53			0.03			0.50


			NC_010456.5			104946708			intergenic_region			MYOF-CEP55			C			T			0.82			0.00


			NC_010456.5			104888926			intron_variant			MYOF			G			A			0.00			0.61


			NC_010456.5			104889207			intron_variant			MYOF			C			T			0.08			0.68			0.60


			NC_010456.5			104890375			intron_variant			MYOF			T			C			0.12			0.66			0.54


			NC_010456.5			104890436			intron_variant			MYOF			G			A			0.01			0.64			0.63


			NC_010456.5			104890893			intron_variant			MYOF			T			A			0.04			0.56			0.53


			NC_010456.5			104891572			intron_variant			MYOF			T			C			0.83			0.27			0.56


			NC_010456.5			104891755			intron_variant			MYOF			G			A			0.09			0.69			0.60


			NC_010456.5			104946777			intergenic_region			MYOF-CEP55			C			A			0.79			0.00


			NC_010456.5			104947555			intergenic_region			MYOF-CEP55			C			G			0.53			0.00


			NC_010456.5			104947587			intergenic_region			MYOF-CEP55			A			G			0.52			0.00


			NC_010456.5			104947618			intergenic_region			MYOF-CEP55			T			C			0.55			0.00


			NC_010456.5			104947757			intergenic_region			MYOF-CEP55			G			A			0.57			0.00


			NC_010456.5			104948176			intergenic_region			MYOF-CEP55			A			G			0.76			0.00


			NC_010456.5			104948304			intergenic_region			MYOF-CEP55			A			T			0.74			0.00


			NC_010456.5			104948400			intergenic_region			MYOF-CEP55			C			T			0.78			0.00


			NC_010456.5			104948408			intergenic_region			MYOF-CEP55			T			C			0.76			0.00


			NC_010456.5			104948409			intergenic_region			MYOF-CEP55			G			A			0.76			0.00


			NC_010456.5			104948432			intergenic_region			MYOF-CEP55			T			G			0.75			0.00


			NC_010456.5			104948648			intergenic_region			MYOF-CEP55			G			T			0.78			0.00


			NC_010456.5			104948779			intergenic_region			MYOF-CEP55			C			A			0.61			0.00


			NC_010456.5			104948851			intergenic_region			MYOF-CEP55			A			G			0.75			0.00


			NC_010456.5			104948856			intergenic_region			MYOF-CEP55			A			G			0.78			0.00


			NC_010456.5			104906079			intron_variant			MYOF			A			G			0.88			0.17			0.71


			NC_010456.5			104906115			intron_variant			MYOF			A			G			0.86			0.17			0.69


			NC_010456.5			104910520			intron_variant			MYOF			T			C			0.01			0.54			0.52


			NC_010456.5			104910551			intron_variant			MYOF			C			T			0.01			0.65			0.64


			NC_010456.5			104910597			intron_variant			MYOF			T			C			0.01			0.64			0.63


			NC_010456.5			104911727			intron_variant			MYOF			G			A			0.01			0.63			0.62


			NC_010456.5			104913476			intron_variant			MYOF			G			A			0.01			0.71			0.70


			NC_010456.5			104913937			intron_variant			MYOF			G			A			0.01			0.58			0.57


			NC_010456.5			104913938			intron_variant			MYOF			C			T			0.01			0.58			0.57


			NC_010456.5			104914724			intron_variant			MYOF			G			C			0.01			0.68			0.67


			NC_010456.5			104914800			intron_variant			MYOF			C			A			0.01			0.67			0.66


			NC_010456.5			104915093			intron_variant			MYOF			C			T			0.01			0.66			0.65


			NC_010456.5			104916454			intron_variant			MYOF			A			G			0.01			0.66			0.65


			NC_010456.5			104916511			intron_variant			MYOF			G			A			0.01			0.71			0.69


			NC_010456.5			104916555			intron_variant			MYOF			T			G			0.01			0.68			0.67


			NC_010456.5			104917034			intron_variant			MYOF			G			A			0.92			0.32			0.60


			NC_010456.5			104917054			intron_variant			MYOF			C			T			0.01			0.66			0.65


			NC_010456.5			104917299			intron_variant			MYOF			A			C			0.00			0.58


			NC_010456.5			104917345			intron_variant			MYOF			C			T			0.35			1.00			0.65


			NC_010456.5			104917584			intron_variant			MYOF			G			A			0.00			0.53


			NC_010456.5			104917755			intron_variant			MYOF			C			T			0.01			0.68			0.67


			NC_010456.5			104917800			intron_variant			MYOF			T			C			0.03			1.00			0.97


			NC_010456.5			104917819			intron_variant			MYOF			A			G			0.45			1.00			0.55


			NC_010456.5			104918897			intron_variant			MYOF			C			G			0.43			1.00			0.57


			NC_010456.5			104919007			intron_variant			MYOF			A			G			0.40			1.00			0.60


			NC_010456.5			104920319			intron_variant			MYOF			T			G			0.11			0.70			0.59


			NC_010456.5			104920660			intron_variant			MYOF			A			G			0.00			0.50


			NC_010456.5			104921011			intron_variant			MYOF			A			G			0.00			0.56


			NC_010456.5			104948911			intergenic_region			MYOF-CEP55			G			A			0.81			0.00


			NC_010456.5			104948945			intergenic_region			MYOF-CEP55			G			A			0.80			0.00


			NC_010456.5			104923836			intron_variant			MYOF			C			T			0.00			0.55


			NC_010456.5			104948986			intergenic_region			MYOF-CEP55			C			T			0.77			0.00


			NC_010456.5			104924179			intron_variant			MYOF			G			T			0.01			0.68			0.67


			NC_010456.5			104924420			intron_variant			MYOF			G			A			0.06			0.61			0.55


			NC_010456.5			104949188			intergenic_region			MYOF-CEP55			T			C			0.51			0.00


			NC_010456.5			104925240			intron_variant			MYOF			C			A			0.18			0.68			0.50


			NC_010456.5			104949228			intergenic_region			MYOF-CEP55			A			G			0.77			0.00


			NC_010456.5			104925773			intron_variant			MYOF			C			T			0.15			0.71			0.55


			NC_010456.5			104949567			intergenic_region			MYOF-CEP55			T			C			0.53			0.00


			NC_010456.5			104926219			intron_variant			MYOF			G			A			0.03			0.71			0.68


			NC_010456.5			104926261			intron_variant			MYOF			T			C			0.17			0.68			0.51


			NC_010456.5			104927251			intron_variant			MYOF			G			A			0.20			0.71			0.51


			NC_010456.5			104949832			intergenic_region			MYOF-CEP55			T			C			0.78			0.00


			NC_010456.5			104929008			intron_variant			MYOF			A			T			0.15			0.67			0.51


			NC_010456.5			104950034			intergenic_region			MYOF-CEP55			A			G			0.74			0.00


			NC_010456.5			104929881			intron_variant			MYOF			A			G			0.03			0.71			0.68


			NC_010456.5			104929931			intron_variant			MYOF			C			T			0.18			0.68			0.50


			NC_010456.5			104929989			intron_variant			MYOF			T			C			0.18			0.68			0.50


			NC_010456.5			104930170			intron_variant			MYOF			C			T			0.03			0.56			0.52


			NC_010456.5			104930214			intron_variant			MYOF			A			G			0.16			0.67			0.50


			NC_010456.5			104930217			intron_variant			MYOF			A			T			0.16			0.67			0.50


			NC_010456.5			104930228			intron_variant			MYOF			T			G			0.16			0.69			0.53


			NC_010456.5			104930381			intron_variant			MYOF			A			G			0.14			0.67			0.52


			NC_010456.5			104930398			intron_variant			MYOF			C			T			0.13			0.67			0.54


			NC_010456.5			104930974			intron_variant			MYOF			G			C			0.19			0.71			0.52


			NC_010456.5			104930995			intron_variant			MYOF			A			G			0.19			0.71			0.52


			NC_010456.5			104931137			intron_variant			MYOF			C			G			0.17			0.68			0.51


			NC_010456.5			104931141			intron_variant			MYOF			C			T			0.17			0.68			0.51


			NC_010456.5			104935187			intron_variant			MYOF			C			T			0.02			0.61			0.58


			NC_010456.5			104936303			intron_variant			MYOF			T			C			0.07			0.66			0.59


			NC_010456.5			104936358			intron_variant			MYOF			C			G			0.07			0.71			0.64


			NC_010456.5			104936482			intron_variant			MYOF			C			A			0.07			0.66			0.59


			NC_010456.5			104936734			intron_variant			MYOF			G			A			0.07			0.69			0.62


			NC_010456.5			104936888			intron_variant			MYOF			T			C			0.06			0.57			0.51


			NC_010456.5			104936903			intron_variant			MYOF			T			C			0.06			0.57			0.51


			NC_010456.5			104936943			intron_variant			MYOF			A			G			0.06			0.65			0.59


			NC_010456.5			104936998			intron_variant			MYOF			G			A			0.07			0.66			0.59


			NC_010456.5			104937172			intron_variant			MYOF			A			G			0.07			0.66			0.59


			NC_010456.5			104937443			intron_variant			MYOF			C			T			0.05			0.67			0.62


			NC_010456.5			104938383			intron_variant			MYOF			A			G			0.01			0.66			0.65


			NC_010456.5			104950054			intergenic_region			MYOF-CEP55			G			A			0.51			0.00


			NC_010456.5			104950057			intergenic_region			MYOF-CEP55			T			C			0.52			0.00


			NC_010456.5			104950066			intergenic_region			MYOF-CEP55			G			A			0.52			0.00


			NC_010456.5			104950067			intergenic_region			MYOF-CEP55			A			G			0.52			0.00


			NC_010456.5			104950128			intergenic_region			MYOF-CEP55			C			T			0.53			0.00


			NC_010456.5			104950315			intergenic_region			MYOF-CEP55			G			T			0.53			0.00


			NC_010456.5			104950317			intergenic_region			MYOF-CEP55			C			T			0.51			0.00


			NC_010456.5			104950330			intergenic_region			MYOF-CEP55			A			G			0.77			0.00


			NC_010456.5			104950339			intergenic_region			MYOF-CEP55			A			G			0.78			0.00


			NC_010456.5			104950488			intergenic_region			MYOF-CEP55			A			G			0.76			0.00


			NC_010456.5			104950566			intergenic_region			MYOF-CEP55			C			T			0.76			0.00


			NC_010456.5			104950901			intergenic_region			MYOF-CEP55			C			T			0.52			0.00


			NC_010456.5			104950948			intergenic_region			MYOF-CEP55			T			C			0.78			0.00


			NC_010456.5			104951045			intergenic_region			MYOF-CEP55			A			G			0.76			0.00


			NC_010456.5			104951096			intergenic_region			MYOF-CEP55			C			T			0.72			0.00


			NC_010456.5			104951167			intergenic_region			MYOF-CEP55			G			A			0.76			0.00


			NC_010456.5			104951213			intergenic_region			MYOF-CEP55			C			G			0.54			0.00


			NC_010456.5			104951324			intergenic_region			MYOF-CEP55			C			T			0.79			0.00


			NC_010456.5			104951407			intergenic_region			MYOF-CEP55			C			T			0.79			0.00


			NC_010456.5			104951610			intergenic_region			MYOF-CEP55			C			T			0.75			0.00


			NC_010456.5			104952703			intergenic_region			MYOF-CEP55			C			A			0.77			0.00


			NC_010456.5			104952708			intergenic_region			MYOF-CEP55			A			G			0.81			0.00


			NC_010456.5			104952725			intergenic_region			MYOF-CEP55			G			A			0.78			0.00


			NC_010456.5			104952976			intergenic_region			MYOF-CEP55			G			A			0.78			0.00


			NC_010456.5			104952997			intergenic_region			MYOF-CEP55			G			A			0.53			0.00


			NC_010456.5			104953236			intergenic_region			MYOF-CEP55			A			C			0.78			0.00


			NC_010456.5			104953418			intergenic_region			MYOF-CEP55			G			A			0.52			0.00


			NC_010456.5			104953733			intergenic_region			MYOF-CEP55			T			A			0.58			0.00


			NC_010456.5			104954223			intergenic_region			MYOF-CEP55			T			G			0.69			0.00


			NC_010456.5			104954932			intergenic_region			MYOF-CEP55			G			T			0.52			0.00


			NC_010456.5			104954958			intergenic_region			MYOF-CEP55			C			T			0.76			0.00


			NC_010456.5			104956113			intergenic_region			MYOF-CEP55			T			C			0.78			0.00


			NC_010456.5			123932530			intron_variant			NRAP			G			C			0.60			0.00


			NC_010456.5			123934614			intron_variant			NRAP			T			G			0.63			0.00


			NC_010456.5			123935581			intron_variant			NRAP			T			A			0.78			0.00


			NC_010456.5			123935960			intron_variant			NRAP			G			A			0.73			0.00


			NC_010456.5			123936074			intron_variant			NRAP			G			A			0.73			0.00


			NC_010456.5			123936076			intron_variant			NRAP			T			C			0.73			0.00


			NC_010456.5			123936144			intron_variant			NRAP			T			C			0.70			0.00


			NC_010456.5			123936825			intron_variant			NRAP			A			C			0.54			0.00


			NC_010456.5			123938255			intron_variant			NRAP			G			A			0.79			0.00


			NC_010456.5			123938498			intron_variant			NRAP			A			C			0.62			0.00


			NC_010456.5			123938530			intron_variant			NRAP			C			T			0.62			0.00


			NC_010456.5			123938906			intron_variant			NRAP			G			A			0.58			0.00


			NC_010456.5			123938914			intron_variant			NRAP			C			T			0.58			0.00


			NC_010456.5			123938924			intron_variant			NRAP			A			G			0.60			0.00


			NC_010456.5			123938950			intron_variant			NRAP			G			A			0.55			0.00


			NC_010456.5			123939032			intron_variant			NRAP			T			C			0.60			0.00


			NC_010456.5			123939243			intron_variant			NRAP			T			G			0.60			0.00


			NC_010456.5			123939464			intron_variant			NRAP			A			G			0.52			0.00


			NC_010456.5			123939465			intron_variant			NRAP			C			T			0.52			0.00


			NC_010456.5			123939474			intron_variant			NRAP			G			A			0.54			0.00


			NC_010456.5			123939840			intron_variant			NRAP			C			T			0.51			0.00


			NC_010456.5			123939923			intron_variant			NRAP			G			A			0.52			0.00


			NC_010456.5			123940116			intron_variant			NRAP			G			A			0.52			0.00


			NC_010456.5			123940985			intron_variant			NRAP			C			T			0.59			0.00


			NC_010456.5			123940999			intron_variant			NRAP			G			A			0.61			0.00


			NC_010456.5			123941029			intron_variant			NRAP			C			T			0.63			0.00


			NC_010456.5			123941101			intron_variant			NRAP			A			C			0.73			0.00


			NC_010456.5			123942697			intron_variant			NRAP			T			C			0.90			0.00


			NC_010456.5			123945597			intron_variant			NRAP			C			T			0.61			0.00


			NC_010456.5			123952047			intron_variant			NRAP			T			C			0.89			0.00


			NC_010456.5			123952411			intron_variant			NRAP			A			G			0.51			0.00


			NC_010456.5			104952678			intergenic_region			MYOF-CEP55			G			A			0.00			0.55


			NC_010456.5			123965957			intron_variant			NRAP			C			T			0.52			0.00


			NC_010456.5			123966177			missense_variant			NRAP			C			T			0.56			0.00


			NC_010456.5			123966270			intron_variant			NRAP			T			C			0.54			0.00


			NC_010456.5			123966928			intron_variant			NRAP			G			A			0.83			0.00


			NC_010456.5			123973060			intron_variant			NRAP			C			T			0.55			0.00


			NC_010456.5			123973067			intron_variant			NRAP			T			G			0.53			0.00


			NC_010456.5			123973293			intron_variant			NRAP			G			T			0.56			0.00


			NC_010456.5			123973367			intron_variant			NRAP			C			T			0.56			0.00


			NC_010456.5			123973430			intron_variant			NRAP			A			G			0.55			0.00


			NC_010456.5			123973553			intron_variant			NRAP			C			T			0.55			0.00


			NC_010456.5			123973597			intron_variant			NRAP			T			C			0.56			0.00


			NC_010456.5			123974713			intron_variant			NRAP			A			T			0.89			0.00


			NC_010456.5			123931194			intron_variant			NRAP			G			A			0.93			0.03			0.90


			NC_010456.5			123931472			intron_variant			NRAP			G			A			0.90			0.03			0.87


			NC_010456.5			123931696			intron_variant			NRAP			A			G			0.88			0.03			0.85


			NC_010456.5			123932067			intron_variant			NRAP			C			G			0.88			0.03			0.85


			NC_010456.5			123932169			intron_variant			NRAP			T			G			0.90			0.03			0.87


			NC_010456.5			123932209			intron_variant			NRAP			C			T			0.91			0.03			0.88


			NC_010456.5			123932243			intron_variant			NRAP			A			G			0.89			0.03			0.86


			NC_010456.5			123932274			intron_variant			NRAP			G			C			0.64			0.03			0.61


			NC_010456.5			123932279			intron_variant			NRAP			G			A			0.62			0.03			0.59


			NC_010456.5			123932296			intron_variant			NRAP			G			A			0.65			0.03			0.62


			NC_010456.5			123974871			intron_variant			NRAP			T			G			0.58			0.00


			NC_010456.5			123974897			intron_variant			NRAP			G			A			0.72			0.00


			NC_010456.5			123932643			intron_variant			NRAP			C			T			0.68			0.03			0.65


			NC_010456.5			123934570			intron_variant			NRAP			C			A			0.91			0.03			0.88


			NC_010456.5			123975018			intron_variant			NRAP			C			T			0.70			0.00


			NC_010456.5			123935121			intron_variant			NRAP			C			T			0.76			0.03			0.73


			NC_010456.5			123975039			intron_variant			NRAP			T			G			0.67			0.00


			NC_010456.5			123935629			intron_variant			NRAP			A			G			0.73			0.03			0.70


			NC_010456.5			123975041			intron_variant			NRAP			C			T			0.67			0.00


			NC_010456.5			123976333			intron_variant			NRAP			C			G			0.58			0.00


			NC_010456.5			123976364			intron_variant			NRAP			A			G			0.65			0.00


			NC_010456.5			123935979			intron_variant			NRAP			T			A			0.89			0.03			0.86


			NC_010456.5			123936005			intron_variant			NRAP			C			T			0.76			0.03			0.73


			NC_010456.5			123979611			intron_variant			NRAP			G			A			0.83			0.00


			NC_010456.5			123986888			intron_variant			NRAP			G			A			0.67			0.00


			NC_010456.5			123989180			intron_variant			NRAP			A			G			0.80			0.00


			NC_010456.5			123936269			intron_variant			NRAP			T			C			0.69			0.03			0.66


			NC_010456.5			123936290			intron_variant			NRAP			G			A			0.71			0.03			0.68


			NC_010456.5			123936320			intron_variant			NRAP			T			C			0.71			0.03			0.68


			NC_010456.5			123936356			intron_variant			NRAP			T			C			0.72			0.03			0.69


			NC_010456.5			123936418			intron_variant			NRAP			A			G			0.71			0.03			0.68


			NC_010456.5			123936453			intron_variant			NRAP			T			C			0.71			0.03			0.68


			NC_010456.5			123936489			intron_variant			NRAP			A			G			0.66			0.06			0.60


			NC_010456.5			123936509			intron_variant			NRAP			A			G			0.68			0.06			0.62


			NC_010456.5			123936519			intron_variant			NRAP			C			A			0.67			0.06			0.61


			NC_010456.5			123936520			intron_variant			NRAP			A			G			0.89			0.06			0.83


			NC_010456.5			123936547			intron_variant			NRAP			C			T			0.71			0.06			0.65


			NC_010456.5			123936572			intron_variant			NRAP			A			G			0.72			0.06			0.66


			NC_010456.5			123936707			intron_variant			NRAP			A			G			0.63			0.03			0.60


			NC_010456.5			123936723			intron_variant			NRAP			C			T			0.63			0.03			0.60


			NC_010456.5			123936751			intron_variant			NRAP			A			G			0.59			0.04			0.55


			NC_010456.5			123989363			intron_variant			NRAP			A			G			0.90			0.00


			NC_010456.5			123937048			intron_variant			NRAP			A			G			0.67			0.03			0.64


			NC_010456.5			123937162			intron_variant			NRAP			G			C			0.74			0.03			0.71


			NC_010456.5			123989391			intron_variant			NRAP			T			C			0.90			0.00


			NC_010456.5			123937525			intron_variant			NRAP			C			T			0.72			0.03			0.69


			NC_010456.5			123937530			intron_variant			NRAP			C			T			0.72			0.03			0.69


			NC_010456.5			123937732			intron_variant			NRAP			T			G			0.83			0.03			0.80


			NC_010456.5			123937816			intron_variant			NRAP			C			T			0.71			0.03			0.68


			NC_010456.5			123937856			intron_variant			NRAP			G			A			0.84			0.03			0.81


			NC_010456.5			123938116			intron_variant			NRAP			C			A			0.90			0.03			0.87


			NC_010456.5			123938117			intron_variant			NRAP			A			C			0.90			0.03			0.87


			NC_010456.5			123938132			intron_variant			NRAP			T			C			0.91			0.03			0.88


			NC_010456.5			123938149			intron_variant			NRAP			A			G			0.90			0.03			0.87


			NC_010456.5			123938161			intron_variant			NRAP			C			T			0.88			0.03			0.85


			NC_010456.5			123938181			intron_variant			NRAP			C			T			0.85			0.03			0.82


			NC_010456.5			123938215			intron_variant			NRAP			T			C			0.89			0.03			0.86


			NC_010456.5			123989459			intron_variant			NRAP			C			G			0.52			0.00


			NC_010456.5			123990200			intron_variant			NRAP			A			G			0.55			0.00


			NC_010456.5			123990248			intron_variant			NRAP			T			C			0.67			0.00


			NC_010456.5			123938841			intron_variant			NRAP			T			C			0.90			0.03			0.87


			NC_010456.5			123990546			intron_variant			NRAP			C			T			0.74			0.00


			NC_010456.5			123990618			intron_variant			NRAP			G			A			0.65			0.00


			NC_010456.5			123990733			intron_variant			NRAP			C			T			0.76			0.00


			NC_010456.5			123990827			intron_variant			NRAP			A			C			0.61			0.00


			NC_010456.5			123990876			intron_variant			NRAP			T			C			0.64			0.00


			NC_010456.5			123939113			intron_variant			NRAP			G			A			0.90			0.03			0.87


			NC_010456.5			123939218			intron_variant			NRAP			A			C			0.92			0.03			0.89


			NC_010456.5			123990989			intron_variant			NRAP			A			C			0.63			0.00


			NC_010456.5			123991148			intron_variant			NRAP			C			T			0.58			0.00


			NC_010456.5			123991421			intron_variant			NRAP			C			T			0.86			0.00


			NC_010456.5			123991767			intron_variant			NRAP			C			A			0.92			0.00


			NC_010456.5			123992613			intron_variant			NRAP			T			C			0.71			0.00


			NC_010456.5			123992834			intron_variant			NRAP			C			A			0.65			0.00


			NC_010456.5			123995046			intron_variant			NRAP			T			C			0.62			0.00


			NC_010456.5			123939926			intron_variant			NRAP			A			G			0.87			0.03			0.84


			NC_010456.5			123995115			intron_variant			NRAP			A			G			0.61			0.00


			NC_010456.5			123940211			intron_variant			NRAP			A			G			0.81			0.03			0.78


			NC_010456.5			129591644			intron_variant			INPP5F			G			C			0.67			0.00


			NC_010456.5			129603320			intron_variant			INPP5F			G			A			0.54			0.00


			NC_010456.5			129604322			intron_variant			INPP5F			A			G			0.51			0.00


			NC_010456.5			129622097			intron_variant			INPP5F			C			T			0.88			0.00


			NC_010456.5			123941474			intron_variant			NRAP			G			A			0.60			0.03			0.57


			NC_010456.5			123941508			intron_variant			NRAP			G			C			0.63			0.03			0.60


			NC_010456.5			123941969			intron_variant			NRAP			A			G			0.59			0.03			0.56


			NC_010456.5			123942597			intron_variant			NRAP			A			C			0.86			0.03			0.83


			NC_010456.5			129625585			intron_variant			INPP5F			G			T			0.55			0.00


			NC_010456.5			123943703			intron_variant			NRAP			T			C			0.86			0.03			0.83


			NC_010456.5			123944663			intron_variant			NRAP			T			C			0.86			0.03			0.83


			NC_010456.5			123944742			intron_variant			NRAP			C			T			0.89			0.03			0.86


			NC_010456.5			123944795			intron_variant			NRAP			C			T			0.82			0.03			0.79


			NC_010456.5			123944803			intron_variant			NRAP			A			G			0.86			0.03			0.83


			NC_010456.5			123944966			intron_variant			NRAP			C			G			0.90			0.03			0.87


			NC_010456.5			123944967			intron_variant			NRAP			C			A			0.90			0.03			0.87


			NC_010456.5			123944974			intron_variant			NRAP			T			G			0.91			0.03			0.88


			NC_010456.5			123945040			intron_variant			NRAP			A			G			0.88			0.03			0.85


			NC_010456.5			129625861			intron_variant			INPP5F			A			G			0.56			0.00


			NC_010456.5			129628130			intron_variant			INPP5F			A			G			0.55			0.00


			NC_010456.5			123946187			intron_variant			NRAP			C			T			0.89			0.03			0.86


			NC_010456.5			129628170			intron_variant			INPP5F			A			C			0.56			0.00


			NC_010456.5			123948700			intron_variant			NRAP			C			T			0.89			0.03			0.86


			NC_010456.5			123948706			intron_variant			NRAP			C			T			0.89			0.03			0.86


			NC_010456.5			123948793			intron_variant			NRAP			A			G			0.88			0.03			0.85


			NC_010456.5			123948846			intron_variant			NRAP			A			G			0.88			0.03			0.85


			NC_010456.5			123949111			intron_variant			NRAP			C			A			0.88			0.03			0.85


			NC_010456.5			123949139			intron_variant			NRAP			A			G			0.89			0.03			0.86


			NC_010456.5			123949231			intron_variant			NRAP			A			C			0.87			0.03			0.84


			NC_010456.5			123949235			intron_variant			NRAP			A			T			0.87			0.03			0.84


			NC_010456.5			123949250			intron_variant			NRAP			A			G			0.86			0.03			0.83


			NC_010456.5			123949288			intron_variant			NRAP			T			C			0.86			0.03			0.83


			NC_010456.5			123949314			intron_variant			NRAP			C			T			0.80			0.03			0.77


			NC_010456.5			123949331			intron_variant			NRAP			T			C			0.90			0.03			0.87


			NC_010456.5			123949370			intron_variant			NRAP			G			T			0.83			0.03			0.80


			NC_010456.5			123949379			intron_variant			NRAP			A			G			0.89			0.03			0.86


			NC_010456.5			123949395			intron_variant			NRAP			A			G			0.89			0.03			0.86


			NC_010456.5			123949396			intron_variant			NRAP			C			T			0.83			0.03			0.80


			NC_010456.5			123949550			intron_variant			NRAP			C			T			0.90			0.03			0.87


			NC_010456.5			123949642			intron_variant			NRAP			T			C			0.88			0.03			0.85


			NC_010456.5			123949684			intron_variant			NRAP			T			C			0.88			0.03			0.85


			NC_010456.5			123949690			intron_variant			NRAP			T			C			0.88			0.03			0.85


			NC_010456.5			123949996			intron_variant			NRAP			T			C			0.88			0.03			0.85


			NC_010456.5			123950030			intron_variant			NRAP			T			C			0.89			0.03			0.86


			NC_010456.5			123950116			intron_variant			NRAP			C			T			0.88			0.03			0.85


			NC_010456.5			123950131			intron_variant			NRAP			G			C			0.87			0.03			0.84


			NC_010456.5			123950223			intron_variant			NRAP			A			C			0.90			0.03			0.87


			NC_010456.5			123950250			intron_variant			NRAP			A			G			0.87			0.03			0.84


			NC_010456.5			123950332			intron_variant			NRAP			T			C			0.85			0.03			0.82


			NC_010456.5			123950399			intron_variant			NRAP			G			C			0.85			0.03			0.82


			NC_010456.5			123950532			intron_variant			NRAP			C			T			0.86			0.03			0.83


			NC_010456.5			123950629			intron_variant			NRAP			T			C			0.88			0.03			0.85


			NC_010456.5			123950702			intron_variant			NRAP			C			A			0.85			0.03			0.82


			NC_010456.5			123951364			intron_variant			NRAP			G			T			0.87			0.03			0.84


			NC_010456.5			123951799			intron_variant			NRAP			A			G			0.88			0.03			0.85


			NC_010456.5			123951867			intron_variant			NRAP			T			C			0.85			0.03			0.82


			NC_010456.5			123951942			intron_variant			NRAP			G			A			0.63			0.04			0.59


			NC_010456.5			123951949			intron_variant			NRAP			A			G			0.85			0.03			0.82


			NC_010456.5			123951959			intron_variant			NRAP			C			T			0.87			0.03			0.84


			NC_010456.5			129629529			intron_variant			INPP5F			G			C			0.53			0.00


			NC_010456.5			123952125			intron_variant			NRAP			G			T			0.83			0.03			0.80


			NC_010456.5			123952278			intron_variant			NRAP			C			T			0.85			0.03			0.82


			NC_010456.5			129629642			intron_variant			INPP5F			A			T			0.61			0.00


			NC_010456.5			123952687			intron_variant			NRAP			T			C			0.86			0.03			0.83


			NC_010456.5			123952929			intron_variant			NRAP			A			G			0.84			0.03			0.81


			NC_010456.5			123953210			intron_variant			NRAP			A			C			0.82			0.03			0.79


			NC_010456.5			123954216			intron_variant			NRAP			T			G			0.88			0.07			0.81


			NC_010456.5			123954232			intron_variant			NRAP			A			G			0.84			0.29			0.55


			NC_010456.5			129629803			intron_variant			INPP5F			C			T			0.55			0.00


			NC_010456.5			123957917			intron_variant			NRAP			G			T			0.80			0.03			0.77


			NC_010456.5			123957935			intron_variant			NRAP			T			C			0.78			0.03			0.75


			NC_010456.5			123958323			intron_variant			NRAP			T			C			0.10			0.79			0.68


			NC_010456.5			123958357			intron_variant			NRAP			G			C			0.24			0.79			0.55


			NC_010456.5			123958358			intron_variant			NRAP			C			T			0.24			0.79			0.55


			NC_010456.5			123961208			intron_variant			NRAP			T			C			0.74			0.03			0.71


			NC_010456.5			123961541			intron_variant			NRAP			G			T			0.70			0.03			0.67


			NC_010456.5			123962154			intron_variant			NRAP			A			G			0.86			0.03			0.83


			NC_010456.5			123962241			intron_variant			NRAP			A			G			0.88			0.03			0.85


			NC_010456.5			123962643			intron_variant			NRAP			T			C			0.87			0.03			0.84


			NC_010456.5			123963162			intron_variant			NRAP			T			C			0.78			0.03			0.75


			NC_010456.5			123963183			intron_variant			NRAP			A			G			0.88			0.03			0.85


			NC_010456.5			123963320			intron_variant			NRAP			G			C			0.79			0.04			0.75


			NC_010456.5			123963330			intron_variant			NRAP			G			A			0.80			0.04			0.76


			NC_010456.5			129630489			intron_variant			INPP5F			T			C			0.82			0.00


			NC_010456.5			123965577			intron_variant			NRAP			T			C			0.90			0.03			0.87


			NC_010456.5			123965640			intron_variant			NRAP			C			T			0.88			0.03			0.85


			NC_010456.5			129630558			intron_variant			INPP5F			G			A			0.65			0.00


			NC_010456.5			123966059			intron_variant			NRAP			C			T			0.62			0.03			0.59


			NC_010456.5			129643954			intron_variant			INPP5F			A			C			0.79			0.00


			NC_010456.5			129645264			intron_variant			INPP5F			A			G			0.82			0.00


			NC_010456.5			129646243			intron_variant			INPP5F			G			C			0.80			0.00


			NC_010456.5			123966997			intron_variant			NRAP			T			C			0.87			0.03			0.84


			NC_010456.5			123966999			intron_variant			NRAP			T			G			0.87			0.03			0.84


			NC_010456.5			123967208			intron_variant			NRAP			C			T			0.88			0.03			0.85


			NC_010456.5			123969569			intron_variant			NRAP			A			G			0.86			0.03			0.83


			NC_010456.5			123970158			intron_variant			NRAP			A			G			0.81			0.03			0.78


			NC_010456.5			123970199			intron_variant			NRAP			T			C			0.88			0.03			0.85


			NC_010456.5			123970270			intron_variant			NRAP			T			C			0.86			0.03			0.83


			NC_010456.5			123971505			intron_variant			NRAP			T			G			0.73			0.03			0.70


			NC_010456.5			123972266			intron_variant			NRAP			C			T			0.86			0.03			0.83


			NC_010456.5			123972413			intron_variant			NRAP			C			T			0.85			0.03			0.82


			NC_010456.5			123972423			intron_variant			NRAP			G			T			0.86			0.03			0.83


			NC_010456.5			123972592			intron_variant			NRAP			A			G			0.83			0.03			0.80


			NC_010456.5			129646391			intron_variant			INPP5F			A			G			0.79			0.00


			NC_010456.5			129648424			intron_variant			INPP5F			A			G			0.82			0.00


			NC_010456.5			129648564			intron_variant			INPP5F			C			T			0.80			0.00


			NC_010456.5			129648788			intron_variant			INPP5F			G			A			0.77			0.00


			NC_010456.5			129649383			intron_variant			INPP5F			G			T			0.76			0.00


			NC_010456.5			129649952			intron_variant			INPP5F			A			G			0.82			0.00


			NC_010456.5			129650383			intron_variant			INPP5F			T			C			0.74			0.00


			NC_010456.5			129658201			intron_variant			INPP5F			C			T			0.56			0.00


			NC_010456.5			123974766			intron_variant			NRAP			G			C			0.90			0.03			0.87


			NC_010456.5			123974783			intron_variant			NRAP			A			C			0.90			0.03			0.87


			NC_010456.5			129667030			intron_variant			INPP5F			T			A			0.51			0.00


			NC_010457.5			559934			intron_variant			NEB			T			C			0.76			0.00


			NC_010457.5			560553			intron_variant			NEB			G			T			0.56			0.00


			NC_010456.5			123975021			intron_variant			NRAP			C			T			0.86			0.03			0.83


			NC_010457.5			572263			intron_variant			NEB			C			A			0.67			0.00


			NC_010457.5			575309			intron_variant			NEB			C			T			0.65			0.00


			NC_010456.5			123976135			intron_variant			NRAP			G			A			0.66			0.03			0.63


			NC_010456.5			123976170			intron_variant			NRAP			C			T			0.73			0.03			0.70


			NC_010457.5			575454			intron_variant			NEB			G			A			0.85			0.00


			NC_010457.5			575483			intron_variant			NEB			A			G			0.57			0.00


			NC_010456.5			123976375			intron_variant			NRAP			C			T			0.64			0.03			0.61


			NC_010456.5			123976396			intron_variant			NRAP			C			T			0.89			0.03			0.86


			NC_010457.5			576465			intron_variant			NEB			C			T			0.65			0.00


			NC_010456.5			123976615			intron_variant			NRAP			C			T			0.76			0.03			0.73


			NC_010456.5			123976626			intron_variant			NRAP			C			T			0.88			0.03			0.85


			NC_010456.5			123976805			intron_variant			NRAP			C			T			0.89			0.03			0.86


			NC_010456.5			123976934			intron_variant			NRAP			T			C			0.89			0.03			0.86


			NC_010456.5			123976999			intron_variant			NRAP			G			A			0.83			0.03			0.80


			NC_010456.5			123977255			intron_variant			NRAP			T			C			0.85			0.03			0.82


			NC_010456.5			123977873			intron_variant			NRAP			A			G			0.87			0.04			0.83


			NC_010456.5			123977907			intron_variant			NRAP			C			T			0.62			0.05			0.57


			NC_010456.5			123977920			intron_variant			NRAP			C			G			0.85			0.05			0.80


			NC_010456.5			123977923			intron_variant			NRAP			G			A			0.64			0.05			0.59


			NC_010456.5			123977937			intron_variant			NRAP			C			T			0.87			0.04			0.83


			NC_010456.5			123978016			intron_variant			NRAP			T			C			0.81			0.03			0.78


			NC_010456.5			123978035			intron_variant			NRAP			A			T			0.83			0.03			0.80


			NC_010456.5			123978077			intron_variant			NRAP			C			T			0.82			0.03			0.79


			NC_010456.5			123978079			intron_variant			NRAP			T			C			0.82			0.03			0.79


			NC_010456.5			123978080			intron_variant			NRAP			G			T			0.82			0.03			0.79


			NC_010456.5			123978114			intron_variant			NRAP			G			A			0.81			0.03			0.78


			NC_010456.5			123978201			intron_variant			NRAP			A			G			0.80			0.03			0.77


			NC_010456.5			123978279			intron_variant			NRAP			A			G			0.88			0.03			0.85


			NC_010456.5			123978300			intron_variant			NRAP			C			A			0.90			0.03			0.87


			NC_010456.5			123978808			intron_variant			NRAP			T			C			0.41			0.97			0.57


			NC_010456.5			123978920			intron_variant			NRAP			A			C			0.08			0.95			0.87


			NC_010456.5			123978922			intron_variant			NRAP			G			T			0.08			0.95			0.87


			NC_010456.5			123978954			intron_variant			NRAP			C			G			0.83			0.03			0.80


			NC_010456.5			123979080			intron_variant			NRAP			C			A			0.53			0.03			0.50


			NC_010456.5			123979272			intron_variant			NRAP			A			G			0.85			0.03			0.82


			NC_010456.5			123979296			intron_variant			NRAP			G			C			0.53			0.03			0.50


			NC_010456.5			123979453			intron_variant			NRAP			G			C			0.56			0.03			0.53


			NC_010456.5			123979460			intron_variant			NRAP			T			C			0.87			0.03			0.84


			NC_010457.5			576568			intron_variant			NEB			C			G			0.70			0.00


			NC_010456.5			123980554			intron_variant			NRAP			G			A			0.13			0.97			0.84


			NC_010456.5			123980710			intron_variant			NRAP			G			C			0.11			0.97			0.85


			NC_010456.5			123980715			intron_variant			NRAP			C			T			0.10			0.97			0.86


			NC_010456.5			123980747			intron_variant			NRAP			T			C			0.88			0.04			0.84


			NC_010456.5			123983586			intron_variant			NRAP			G			T			0.15			0.95			0.81


			NC_010456.5			123983720			intron_variant			NRAP			C			A			0.44			1.00			0.56


			NC_010456.5			123983802			intron_variant			NRAP			T			C			0.17			0.97			0.80


			NC_010456.5			123984089			intron_variant			NRAP			A			G			0.15			0.97			0.83


			NC_010456.5			123984349			intron_variant			NRAP			C			T			0.13			0.97			0.84


			NC_010456.5			123984408			intron_variant			NRAP			A			G			0.13			0.97			0.84


			NC_010456.5			123984659			intron_variant			NRAP			A			G			0.13			0.97			0.85


			NC_010456.5			123986884			intron_variant			NRAP			T			C			0.34			1.00			0.66


			NC_010457.5			583431			intron_variant			NEB			C			T			0.51			0.00


			NC_010456.5			123987051			intron_variant			NRAP			G			T			0.16			0.97			0.81


			NC_010456.5			123987152			intron_variant			NRAP			T			G			0.83			0.03			0.80


			NC_010456.5			123987180			intron_variant			NRAP			A			C			0.83			0.03			0.80


			NC_010457.5			586895			intron_variant			NEB			C			T			0.74			0.00


			NC_010456.5			123987356			intron_variant			NRAP			G			T			0.84			0.03			0.81


			NC_010456.5			123987426			intron_variant			NRAP			T			C			0.83			0.03			0.80


			NC_010456.5			123987473			intron_variant			NRAP			G			*			0.76			0.03			0.73


			NC_010456.5			123987496			intron_variant			NRAP			G			A			0.84			0.03			0.81


			NC_010456.5			123987531			intron_variant			NRAP			A			T			0.83			0.03			0.80


			NC_010456.5			123987553			intron_variant			NRAP			T			C			0.85			0.03			0.82


			NC_010456.5			123987678			intron_variant			NRAP			T			C			0.07			0.97			0.91


			NC_010456.5			123987721			intron_variant			NRAP			C			A			0.66			0.03			0.63


			NC_010456.5			123987784			intron_variant			NRAP			C			G			0.84			0.03			0.81


			NC_010456.5			123987805			intron_variant			NRAP			C			T			0.84			0.03			0.81


			NC_010456.5			123987880			intron_variant			NRAP			G			T			0.85			0.03			0.82


			NC_010456.5			123988299			intron_variant			NRAP			C			G			0.09			0.97			0.88


			NC_010456.5			123988312			intron_variant			NRAP			T			G			0.09			0.97			0.88


			NC_010456.5			123988415			intron_variant			NRAP			C			T			0.79			0.03			0.76


			NC_010456.5			123988436			intron_variant			NRAP			C			A			0.10			0.97			0.87


			NC_010456.5			123988646			intron_variant			NRAP			T			C			0.08			0.97			0.89


			NC_010456.5			123988743			intron_variant			NRAP			A			C			0.88			0.03			0.85


			NC_010456.5			123988802			intron_variant			NRAP			T			C			0.90			0.03			0.87


			NC_010456.5			123988807			intron_variant			NRAP			C			A			0.90			0.03			0.87


			NC_010456.5			123989101			intron_variant			NRAP			C			T			0.54			0.03			0.51


			NC_010457.5			595681			intron_variant			NEB			C			A			0.68			0.00


			NC_010456.5			123989343			intron_variant			NRAP			A			G			0.90			0.03			0.87


			NC_010456.5			123989353			intron_variant			NRAP			C			T			0.55			0.03			0.52


			NC_010456.5			123989356			intron_variant			NRAP			A			G			0.55			0.03			0.52


			NC_010457.5			595918			synonymous_variant			NEB			G			T			0.74			0.00


			NC_010457.5			595974			intron_variant			NEB			A			G			0.79			0.00


			NC_010457.5			599016			intron_variant			NEB			A			T			0.53			0.00


			NC_010456.5			123989643			intron_variant			NRAP			T			C			0.86			0.03			0.83


			NC_010456.5			123989654			intron_variant			NRAP			A			T			0.86			0.03			0.83


			NC_010456.5			123989655			intron_variant			NRAP			C			T			0.86			0.03			0.83


			NC_010456.5			123989907			intron_variant			NRAP			C			T			0.58			0.03			0.55


			NC_010456.5			123989932			intron_variant			NRAP			A			T			0.58			0.03			0.55


			NC_010457.5			603732			intron_variant			NEB			C			T			0.64			0.00


			NC_010457.5			603920			intron_variant			NEB			G			A			0.56			0.00


			NC_010456.5			123990413			intron_variant			NRAP			C			T			0.92			0.03			0.89


			NC_010456.5			123990420			intron_variant			NRAP			C			T			0.83			0.03			0.80


			NC_010456.5			123990542			intron_variant			NRAP			G			T			0.77			0.03			0.74


			NC_010457.5			603978			intron_variant			NEB			C			A			0.60			0.00


			NC_010457.5			604216			intron_variant			NEB			T			G			0.59			0.00


			NC_010457.5			604407			intron_variant			NEB			G			A			0.60			0.00


			NC_010457.5			605238			intron_variant			NEB			G			A			0.57			0.00


			NC_010457.5			605312			intron_variant			NEB			A			G			0.60			0.00


			NC_010457.5			605426			intron_variant			NEB			A			G			0.67			0.00


			NC_010456.5			123991139			intron_variant			NRAP			A			G			0.89			0.03			0.86


			NC_010457.5			605687			intron_variant			NEB			G			C			0.64			0.00


			NC_010457.5			607171			intron_variant			NEB			A			G			0.54			0.00


			NC_010456.5			123991550			intron_variant			NRAP			A			G			0.90			0.26			0.64


			NC_010456.5			123991595			intron_variant			NRAP			C			A			0.91			0.03			0.88


			NC_010456.5			123991609			intron_variant			NRAP			G			A			0.73			0.03			0.70


			NC_010456.5			123991700			intron_variant			NRAP			A			T			0.93			0.03			0.90


			NC_010456.5			123991725			intron_variant			NRAP			T			G			0.74			0.03			0.71


			NC_010457.5			611923			intron_variant			NEB			C			T			0.51			0.00


			NC_010456.5			123991920			intron_variant			NRAP			A			G			0.91			0.03			0.88


			NC_010456.5			123991921			intron_variant			NRAP			T			C			0.91			0.03			0.88


			NC_010456.5			123991936			intron_variant			NRAP			A			G			0.91			0.03			0.88


			NC_010456.5			123991979			intron_variant			NRAP			A			G			0.88			0.03			0.85


			NC_010456.5			123992083			intron_variant			NRAP			G			A			0.93			0.03			0.90


			NC_010457.5			617310			intron_variant			NEB			A			G			0.51			0.00


			NC_010456.5			123992648			intron_variant			NRAP			C			T			0.93			0.03			0.90


			NC_010456.5			123992758			intron_variant			NRAP			C			T			0.71			0.03			0.68


			NC_010457.5			620732			intron_variant			NEB			G			A			0.57			0.00


			NC_010456.5			123993026			intron_variant			NRAP			A			C			0.83			0.03			0.80


			NC_010456.5			123993079			intron_variant			NRAP			T			C			0.92			0.03			0.89


			NC_010456.5			123993417			intron_variant			NRAP			C			T			0.66			0.03			0.63


			NC_010456.5			123993669			intron_variant			NRAP			T			C			0.88			0.03			0.85


			NC_010456.5			123993992			intron_variant			NRAP			G			A			0.91			0.03			0.88


			NC_010456.5			123994162			intron_variant			NRAP			A			G			0.90			0.03			0.87


			NC_010456.5			123994173			intron_variant			NRAP			G			C			0.90			0.03			0.87


			NC_010456.5			123994354			intron_variant			NRAP			G			A			0.74			0.03			0.71


			NC_010457.5			684915			intron_variant			NEB			T			G			0.86			0.00


			NC_010457.5			684958			intron_variant			NEB			C			T			0.85			0.00


			NC_010456.5			123994838			intron_variant			NRAP			C			T			0.90			0.03			0.87


			NC_010456.5			123994873			intron_variant			NRAP			T			A			0.73			0.03			0.70


			NC_010456.5			123995015			intron_variant			NRAP			A			G			0.91			0.03			0.88


			NC_010457.5			684981			intron_variant			NEB			A			C			0.85			0.00


			NC_010457.5			685127			intron_variant			NEB			G			T			0.65			0.00


			NC_010456.5			123995169			intron_variant			NRAP			A			C			0.90			0.03			0.87


			NC_010456.5			123995210			intron_variant			NRAP			G			C			0.88			0.03			0.85


			NC_010456.5			123995564			intron_variant			NRAP			A			G			0.92			0.03			0.89


			NC_010456.5			123995724			intron_variant			NRAP			A			C			0.92			0.03			0.89


			NC_010456.5			123995916			intron_variant			NRAP			C			T			0.92			0.03			0.89


			NC_010456.5			123995960			intron_variant			NRAP			A			G			0.92			0.03			0.89


			NC_010457.5			685188			intron_variant			NEB			A			G			0.55			0.00


			NC_010443.5			221836898			3_prime_UTR_variant			PGM5			A			G			0.44			1.00			0.56


			NC_010446.5			99869562			3_prime_UTR_variant			GJA5			C			T			0.44			0.94			0.50


			NC_010456.5			129578896			intron_variant			INPP5F			T			A			0.83			0.16			0.67


			NC_010456.5			129578903			intron_variant			INPP5F			G			C			0.92			0.16			0.76


			NC_010456.5			129578931			intron_variant			INPP5F			T			A			0.72			0.16			0.56


			NC_010456.5			129579206			intron_variant			INPP5F			C			T			0.97			0.18			0.79


			NC_010456.5			129579266			intron_variant			INPP5F			C			T			0.89			0.14			0.75


			NC_010456.5			129579520			intron_variant			INPP5F			A			T			0.94			0.13			0.81


			NC_010456.5			129579525			intron_variant			INPP5F			C			T			0.94			0.13			0.81


			NC_010456.5			129579550			intron_variant			INPP5F			G			C			0.93			0.13			0.80


			NC_010456.5			129579589			intron_variant			INPP5F			C			T			0.80			0.18			0.62


			NC_010456.5			129579813			intron_variant			INPP5F			T			C			0.91			0.11			0.80


			NC_010456.5			129579817			intron_variant			INPP5F			C			A			0.86			0.11			0.75


			NC_010456.5			129579832			intron_variant			INPP5F			C			T			0.92			0.11			0.81


			NC_010456.5			129579887			intron_variant			INPP5F			C			A			0.94			0.16			0.78


			NC_010456.5			129579893			intron_variant			INPP5F			T			A			0.94			0.16			0.78


			NC_010456.5			129580671			intron_variant			INPP5F			A			G			0.85			0.18			0.67


			NC_010456.5			129580792			intron_variant			INPP5F			G			A			0.94			0.13			0.81


			NC_010456.5			129581261			intron_variant			INPP5F			A			G			0.93			0.13			0.80


			NC_010456.5			129581366			intron_variant			INPP5F			T			C			0.94			0.11			0.83


			NC_010456.5			129581382			intron_variant			INPP5F			A			G			0.92			0.05			0.87


			NC_010456.5			129581713			intron_variant			INPP5F			T			C			0.85			0.16			0.69


			NC_010456.5			129581770			intron_variant			INPP5F			A			G			0.86			0.13			0.73


			NC_010456.5			129581774			intron_variant			INPP5F			T			C			0.86			0.13			0.73


			NC_010456.5			129581948			intron_variant			INPP5F			G			C			0.86			0.17			0.69


			NC_010456.5			129581972			intron_variant			INPP5F			G			A			0.86			0.14			0.72


			NC_010456.5			129581978			intron_variant			INPP5F			A			G			0.74			0.14			0.60


			NC_010456.5			129582051			intron_variant			INPP5F			G			A			0.95			0.16			0.79


			NC_010456.5			129582319			intron_variant			INPP5F			C			T			0.85			0.13			0.72


			NC_010456.5			129582415			intron_variant			INPP5F			C			A			0.94			0.14			0.80


			NC_010456.5			129582419			intron_variant			INPP5F			G			T			0.87			0.14			0.73


			NC_010456.5			129583393			intron_variant			INPP5F			C			T			0.95			0.03			0.92


			NC_010456.5			129583544			intron_variant			INPP5F			A			G			0.93			0.16			0.77


			NC_010456.5			129583587			intron_variant			INPP5F			A			G			0.93			0.13			0.80


			NC_010456.5			129585105			intron_variant			INPP5F			T			C			0.94			0.06			0.88


			NC_010456.5			129585310			intron_variant			INPP5F			T			C			0.94			0.21			0.73


			NC_010456.5			129585375			intron_variant			INPP5F			A			C			0.93			0.18			0.75


			NC_010456.5			129585441			intron_variant			INPP5F			G			A			0.95			0.07			0.88


			NC_010456.5			129585789			intron_variant			INPP5F			G			C			0.92			0.13			0.79


			NC_010456.5			129585932			intron_variant			INPP5F			G			A			0.95			0.13			0.82


			NC_010456.5			129586806			intron_variant			INPP5F			C			T			0.03			0.86			0.83


			NC_010456.5			129587478			intron_variant			INPP5F			T			C			0.93			0.16			0.77


			NC_010456.5			129587995			intron_variant			INPP5F			T			C			0.94			0.13			0.81


			NC_010456.5			129588262			intron_variant			INPP5F			T			C			0.94			0.16			0.78


			NC_010456.5			129588625			intron_variant			INPP5F			T			C			0.92			0.11			0.81


			NC_010456.5			129589087			intron_variant			INPP5F			A			G			0.87			0.17			0.70


			NC_010456.5			129589369			intron_variant			INPP5F			T			A			0.93			0.16			0.77


			NC_010456.5			129589454			intron_variant			INPP5F			T			C			0.92			0.16			0.76


			NC_010456.5			129590087			intron_variant			INPP5F			G			A			0.82			0.16			0.66


			NC_010456.5			129590348			intron_variant			INPP5F			T			G			0.95			0.16			0.79


			NC_010457.5			688213			intron_variant			NEB			C			T			0.68			0.00


			NC_010456.5			129592053			intron_variant			INPP5F			G			T			0.93			0.12			0.81


			NC_010456.5			129592779			intron_variant			INPP5F			C			T			0.01			0.82			0.80


			NC_010456.5			129593579			intron_variant			INPP5F			G			T			0.93			0.16			0.77


			NC_010456.5			129593667			intron_variant			INPP5F			A			G			0.96			0.16			0.80


			NC_010456.5			129593715			intron_variant			INPP5F			G			A			0.87			0.16			0.71


			NC_010456.5			129594118			intron_variant			INPP5F			T			C			0.95			0.06			0.89


			NC_010456.5			129594485			intron_variant			INPP5F			T			C			0.93			0.14			0.79


			NC_010456.5			129594609			intron_variant			INPP5F			T			C			0.96			0.13			0.83


			NC_010456.5			129594691			intron_variant			INPP5F			T			C			0.94			0.16			0.78


			NC_010456.5			129594843			intron_variant			INPP5F			T			C			0.93			0.16			0.77


			NC_010456.5			129595046			intron_variant			INPP5F			C			T			0.93			0.16			0.77


			NC_010456.5			129595060			intron_variant			INPP5F			A			T			0.97			0.16			0.81


			NC_010456.5			129595201			intron_variant			INPP5F			T			C			0.90			0.16			0.74


			NC_010456.5			129595351			intron_variant			INPP5F			C			T			0.94			0.16			0.78


			NC_010456.5			129596091			intron_variant			INPP5F			G			A			0.89			0.16			0.73


			NC_010456.5			129596139			intron_variant			INPP5F			A			G			0.03			0.84			0.81


			NC_010456.5			129596512			intron_variant			INPP5F			T			C			0.94			0.07			0.87


			NC_010456.5			129596544			intron_variant			INPP5F			C			T			0.89			0.13			0.76


			NC_010456.5			129597193			intron_variant			INPP5F			T			C			0.03			0.84			0.81


			NC_010456.5			129597711			intron_variant			INPP5F			G			A			0.86			0.14			0.72


			NC_010456.5			129597794			intron_variant			INPP5F			G			A			0.87			0.19			0.68


			NC_010456.5			129597891			intron_variant			INPP5F			A			G			0.91			0.16			0.75


			NC_010456.5			129597968			intron_variant			INPP5F			T			C			0.92			0.16			0.76


			NC_010456.5			129598255			intron_variant			INPP5F			G			A			0.94			0.14			0.80


			NC_010456.5			129598374			intron_variant			INPP5F			C			G			0.95			0.14			0.81


			NC_010456.5			129599232			intron_variant			INPP5F			A			G			0.95			0.18			0.77


			NC_010456.5			129599608			intron_variant			INPP5F			G			C			0.93			0.13			0.80


			NC_010456.5			129599973			intron_variant			INPP5F			G			T			0.95			0.16			0.79


			NC_010456.5			129600499			intron_variant			INPP5F			T			C			0.93			0.16			0.77


			NC_010456.5			129600536			intron_variant			INPP5F			A			G			0.94			0.13			0.81


			NC_010456.5			129600679			intron_variant			INPP5F			C			T			0.94			0.13			0.81


			NC_010456.5			129600828			intron_variant			INPP5F			C			T			0.95			0.13			0.82


			NC_010456.5			129601140			intron_variant			INPP5F			T			C			0.94			0.16			0.78


			NC_010456.5			129601976			intron_variant			INPP5F			G			A			0.94			0.16			0.78


			NC_010456.5			129602395			intron_variant			INPP5F			G			A			0.94			0.08			0.86


			NC_010457.5			688218			intron_variant			NEB			A			G			0.68			0.00


			NC_010457.5			689947			splice_region_variant&synonymous_variant			NEB			C			T			0.78			0.00


			NC_010456.5			129606415			intron_variant			INPP5F			T			C			0.74			0.16			0.58


			NC_010456.5			129607870			intron_variant			INPP5F			A			G			0.95			0.11			0.84


			NC_010456.5			129609849			intron_variant			INPP5F			T			G			0.02			0.83			0.81


			NC_010456.5			129611113			intron_variant			INPP5F			C			A			0.94			0.11			0.83


			NC_010456.5			129611526			intron_variant			INPP5F			A			G			0.93			0.15			0.78


			NC_010456.5			129611783			intron_variant			INPP5F			G			A			0.03			0.74			0.70


			NC_010456.5			129612045			intron_variant			INPP5F			G			A			0.93			0.17			0.76


			NC_010456.5			129615103			intron_variant			INPP5F			T			C			0.94			0.16			0.78


			NC_010456.5			129615397			intron_variant			INPP5F			G			A			0.95			0.13			0.82


			NC_010456.5			129615651			intron_variant			INPP5F			C			T			0.94			0.14			0.80


			NC_010456.5			129616082			intron_variant			INPP5F			G			A			0.98			0.09			0.89


			NC_010456.5			129616332			intron_variant			INPP5F			T			C			0.97			0.13			0.84


			NC_010456.5			129616431			intron_variant			INPP5F			A			G			0.92			0.13			0.79


			NC_010456.5			129617529			intron_variant			INPP5F			T			C			0.92			0.18			0.74


			NC_010456.5			129617579			intron_variant			INPP5F			C			A			0.91			0.09			0.82


			NC_010456.5			129617881			intron_variant			INPP5F			G			A			0.95			0.14			0.81


			NC_010456.5			129618144			intron_variant			INPP5F			T			C			0.93			0.16			0.77


			NC_010456.5			129618247			intron_variant			INPP5F			G			A			0.95			0.17			0.78


			NC_010456.5			129619089			intron_variant			INPP5F			C			T			0.96			0.12			0.84


			NC_010456.5			129619308			intron_variant			INPP5F			T			C			0.94			0.19			0.75


			NC_010456.5			129619330			intron_variant			INPP5F			A			G			0.93			0.17			0.76


			NC_010456.5			129620498			intron_variant			INPP5F			C			T			0.95			0.09			0.86


			NC_010457.5			689968			intron_variant			NEB			C			T			0.77			0.00


			NC_010456.5			129622252			intron_variant			INPP5F			T			C			0.92			0.11			0.81


			NC_010456.5			129623125			intron_variant			INPP5F			G			A			0.95			0.19			0.76


			NC_010457.5			689969			intron_variant			NEB			A			G			0.77			0.00


			NC_010457.5			691079			intron_variant			NEB			C			A			0.56			0.00


			NC_010456.5			129627923			intron_variant			INPP5F			G			C			0.94			0.11			0.83


			NC_010456.5			129627924			intron_variant			INPP5F			G			C			0.94			0.11			0.83


			NC_010456.5			129627928			intron_variant			INPP5F			A			G			0.94			0.11			0.83


			NC_010457.5			691085			intron_variant			NEB			C			T			0.65			0.00


			NC_010457.5			691415			intron_variant			NEB			G			A			0.56			0.00


			NC_010456.5			129628956			intron_variant			INPP5F			T			C			0.95			0.16			0.79


			NC_010456.5			129629071			intron_variant			INPP5F			A			G			0.95			0.21			0.74


			NC_010457.5			691427			intron_variant			NEB			C			A			0.56			0.00


			NC_010457.5			691977			intron_variant			NEB			T			C			0.51			0.00


			NC_010457.5			693781			synonymous_variant			NEB			C			T			0.52			0.00


			NC_010456.5			129630010			intron_variant			INPP5F			C			A			0.95			0.13			0.82


			NC_010456.5			129630376			intron_variant			INPP5F			A			C			0.93			0.13			0.80


			NC_010457.5			694186			intron_variant			NEB			T			C			0.59			0.00


			NC_010456.5			129630502			intron_variant			INPP5F			G			A			0.93			0.14			0.79


			NC_010456.5			129630544			intron_variant			INPP5F			A			C			0.97			0.17			0.80


			NC_010457.5			695910			intron_variant			NEB			C			T			0.59			0.00


			NC_010456.5			129630803			intron_variant			INPP5F			A			G			0.97			0.17			0.80


			NC_010456.5			129635283			intron_variant			INPP5F			T			A			0.93			0.11			0.82


			NC_010456.5			129635769			intron_variant			INPP5F			A			G			0.03			0.76			0.73


			NC_010456.5			129637099			intron_variant			INPP5F			C			G			0.59			0.06			0.53


			NC_010456.5			129637220			intron_variant			INPP5F			T			A			0.89			0.13			0.76


			NC_010456.5			129637948			intron_variant			INPP5F			G			A			0.91			0.14			0.77


			NC_010456.5			129638710			intron_variant			INPP5F			T			C			0.93			0.21			0.72


			NC_010456.5			129639335			intron_variant			INPP5F			T			C			0.97			0.16			0.81


			NC_010456.5			129639726			intron_variant			INPP5F			T			A			0.93			0.14			0.79


			NC_010456.5			129639729			intron_variant			INPP5F			G			A			0.93			0.14			0.79


			NC_010456.5			129639751			intron_variant			INPP5F			A			T			0.95			0.14			0.81


			NC_010456.5			129640040			intron_variant			INPP5F			C			T			0.97			0.15			0.82


			NC_010456.5			129640119			intron_variant			INPP5F			A			T			0.97			0.14			0.83


			NC_010456.5			129640204			intron_variant			INPP5F			T			C			0.94			0.13			0.81


			NC_010456.5			129640206			intron_variant			INPP5F			T			G			0.96			0.13			0.83


			NC_010456.5			129640292			intron_variant			INPP5F			C			T			0.94			0.13			0.81


			NC_010456.5			129640320			intron_variant			INPP5F			T			C			0.96			0.14			0.82


			NC_010456.5			129640984			intron_variant			INPP5F			A			G			0.93			0.11			0.82


			NC_010456.5			129641038			intron_variant			INPP5F			C			A			0.94			0.11			0.83


			NC_010456.5			129641170			intron_variant			INPP5F			G			A			0.94			0.08			0.86


			NC_010456.5			129641258			intron_variant			INPP5F			T			C			0.93			0.13			0.80


			NC_010456.5			129641349			intron_variant			INPP5F			C			G			0.94			0.13			0.81


			NC_010456.5			129641350			intron_variant			INPP5F			T			G			0.94			0.13			0.81


			NC_010456.5			129641523			intron_variant			INPP5F			T			A			0.94			0.16			0.78


			NC_010456.5			129641555			intron_variant			INPP5F			A			G			0.94			0.11			0.83


			NC_010456.5			129641556			intron_variant			INPP5F			T			C			0.94			0.11			0.83


			NC_010456.5			129641563			intron_variant			INPP5F			G			T			0.95			0.08			0.87


			NC_010456.5			129642968			intron_variant			INPP5F			T			C			0.93			0.13			0.80


			NC_010456.5			129642975			intron_variant			INPP5F			A			G			0.93			0.13			0.80


			NC_010457.5			697652			intron_variant			NEB			C			T			0.59			0.00


			NC_010456.5			129645225			intron_variant			INPP5F			A			C			0.03			0.71			0.68


			NC_010456.5			129645237			intron_variant			INPP5F			A			G			0.02			0.62			0.59


			NC_010457.5			697905			intron_variant			NEB			T			A			0.56			0.00


			NC_010457.5			698157			intron_variant			NEB			C			G			0.60			0.00


			NC_010457.5			699371			intron_variant			NEB			C			G			0.58			0.00


			NC_010456.5			129647678			intron_variant			INPP5F			C			A			0.93			0.16			0.77


			NC_010456.5			129647765			intron_variant			INPP5F			A			G			0.93			0.13			0.80


			NC_010457.5			700608			intron_variant			NEB			C			T			0.52			0.00


			NC_010457.5			700922			intron_variant			NEB			G			A			0.55			0.00


			NC_010457.5			702622			intron_variant			NEB			A			G			0.51			0.00


			NC_010456.5			129648884			intron_variant			INPP5F			G			T			0.93			0.13			0.80


			NC_010457.5			703122			intron_variant			NEB			C			T			0.52			0.00


			NC_010457.5			703604			synonymous_variant			NEB			C			G			0.58			0.00


			NC_010457.5			703715			intron_variant			NEB			A			G			0.66			0.00


			NC_010456.5			129651490			intron_variant			INPP5F			T			C			0.92			0.18			0.74


			NC_010456.5			129651573			intron_variant			INPP5F			G			A			0.78			0.18			0.60


			NC_010456.5			129651968			intron_variant			INPP5F			A			G			0.94			0.16			0.78


			NC_010456.5			129655548			intron_variant			INPP5F			C			G			0.92			0.16			0.76


			NC_010456.5			129655672			intron_variant			INPP5F			G			C			0.93			0.16			0.77


			NC_010456.5			129655894			intron_variant			INPP5F			G			C			0.78			0.18			0.60


			NC_010456.5			129655934			intron_variant			INPP5F			C			T			0.93			0.13			0.80


			NC_010456.5			129655961			intron_variant			INPP5F			T			C			0.87			0.13			0.74


			NC_010456.5			129655974			intron_variant			INPP5F			C			G			0.83			0.13			0.70


			NC_010456.5			129656060			intron_variant			INPP5F			A			C			0.78			0.14			0.64


			NC_010457.5			703734			intron_variant			NEB			G			C			0.61			0.00


			NC_010456.5			129660535			intron_variant			INPP5F			A			G			0.91			0.14			0.77


			NC_010456.5			129660889			intron_variant			INPP5F			G			C			0.95			0.11			0.84


			NC_010456.5			129661093			intron_variant			INPP5F			T			G			0.86			0.03			0.83


			NC_010456.5			129661290			intron_variant			INPP5F			T			A			0.76			0.09			0.67


			NC_010456.5			129661327			intron_variant			INPP5F			A			G			0.66			0.05			0.61


			NC_010456.5			129662682			intron_variant			INPP5F			T			A			0.92			0.13			0.79


			NC_010456.5			129662779			intron_variant			INPP5F			T			C			0.88			0.16			0.72


			NC_010456.5			129663137			intron_variant			INPP5F			C			A			0.93			0.16			0.77


			NC_010456.5			129664111			intron_variant			INPP5F			G			A			0.93			0.13			0.80


			NC_010456.5			129664238			intron_variant			INPP5F			C			T			0.94			0.16			0.78


			NC_010456.5			129666376			intron_variant			INPP5F			G			C			0.88			0.13			0.75


			NC_010456.5			129666935			intron_variant			INPP5F			C			T			0.93			0.16			0.77


			NC_010456.5			129667020			intron_variant			INPP5F			T			C			0.82			0.14			0.68


			NC_010457.5			704244			intron_variant			NEB			T			C			0.57			0.00


			NC_010446.5			103747532			3_prime_UTR_variant			PTGFRN			T			C			0.44			0.94			0.50


			NC_010456.5			76247446			3_prime_UTR_variant			PPP3CB			A			G			0.42			0.97			0.55


			NC_010457.5			558433			intron_variant			NEB			G			T			0.85			0.30			0.55


			NC_010457.5			558444			intron_variant			NEB			G			A			0.86			0.30			0.56


			NC_010457.5			559663			intron_variant			NEB			C			T			0.78			0.13			0.65


			NC_010457.5			704245			intron_variant			NEB			G			A			0.57			0.00


			NC_010457.5			560081			intron_variant			NEB			C			G			0.93			0.42			0.51


			NC_010457.5			560133			intron_variant			NEB			T			C			0.70			0.20			0.50


			NC_010457.5			560280			intron_variant			NEB			G			A			0.56			0.05			0.51


			NC_010457.5			704449			intron_variant			NEB			A			G			0.53			0.00


			NC_010457.5			565479			intron_variant			NEB			T			G			0.93			0.42			0.51


			NC_010457.5			567449			intron_variant			NEB			A			G			0.72			0.19			0.53


			NC_010457.5			570482			intron_variant			NEB			T			C			0.98			0.29			0.69


			NC_010457.5			571673			intron_variant			NEB			G			A			0.94			0.32			0.62


			NC_010457.5			571729			intron_variant			NEB			G			A			0.93			0.14			0.79


			NC_010457.5			571730			intron_variant			NEB			G			A			0.95			0.31			0.64


			NC_010457.5			572142			intron_variant			NEB			C			T			0.89			0.13			0.76


			NC_010457.5			704531			intron_variant			NEB			G			A			0.56			0.00


			NC_010457.5			572418			intron_variant			NEB			G			A			0.89			0.13			0.76


			NC_010457.5			572455			intron_variant			NEB			T			C			0.90			0.11			0.79


			NC_010457.5			572471			intron_variant			NEB			A			T			0.95			0.22			0.73


			NC_010457.5			572802			intron_variant			NEB			A			G			0.92			0.10			0.82


			NC_010457.5			574207			intron_variant			NEB			T			C			0.95			0.26			0.69


			NC_010457.5			574626			intron_variant			NEB			G			A			0.96			0.24			0.72


			NC_010457.5			575162			intron_variant			NEB			A			C			0.91			0.19			0.72


			NC_010457.5			575239			intron_variant			NEB			A			T			0.80			0.04			0.76


			NC_010457.5			724411			intron_variant			NEB			G			A			0.57			0.00


			NC_010457.5			724489			intron_variant			NEB			A			C			0.59			0.00


			NC_010457.5			724848			intron_variant			NEB			T			C			0.62			0.00


			NC_010457.5			728313			intron_variant			NEB			T			C			0.52			0.00


			NC_010457.5			729175			intron_variant			NEB			T			C			0.59			0.00


			NC_010457.5			576574			intron_variant			NEB			A			T			0.91			0.13			0.78


			NC_010457.5			576684			intron_variant			NEB			A			T			0.89			0.13			0.76


			NC_010457.5			576718			intron_variant			NEB			T			C			0.74			0.13			0.61


			NC_010457.5			576928			intron_variant			NEB			C			T			0.98			0.26			0.72


			NC_010446.5			99869523			3_prime_UTR_variant			GJA5			A			G			0.42			0.95			0.53


			NC_010457.5			577787			intron_variant			NEB			C			T			0.72			0.14			0.58


			NC_010457.5			577812			intron_variant			NEB			A			G			0.71			0.13			0.58


			NC_010457.5			577880			intron_variant			NEB			C			A			0.71			0.11			0.60


			NC_010457.5			578350			intron_variant			NEB			T			C			0.71			0.03			0.68


			NC_010457.5			578424			intron_variant			NEB			A			G			0.87			0.32			0.55


			NC_010457.5			578489			intron_variant			NEB			G			A			0.68			0.11			0.57


			NC_010457.5			578564			intron_variant			NEB			T			A			0.74			0.11			0.63


			NC_010457.5			578960			intron_variant			NEB			C			A			0.84			0.14			0.70


			NC_010457.5			579201			intron_variant			NEB			G			T			0.82			0.29			0.53


			NC_010457.5			579207			intron_variant			NEB			C			T			0.76			0.13			0.63


			NC_010457.5			579231			intron_variant			NEB			A			T			0.76			0.13			0.63


			NC_010456.5			54692038			synonymous_variant			ACTN2			T			C			0.39			0.89			0.50


			NC_010457.5			583173			intron_variant			NEB			T			G			0.00			0.71


			NC_010457.5			734913			intron_variant			NEB			G			T			0.82			0.00


			NC_010457.5			584170			intron_variant			NEB			C			A			0.73			0.16			0.57


			NC_010457.5			584212			intron_variant			NEB			G			T			0.73			0.11			0.62


			NC_010457.5			584228			intron_variant			NEB			T			C			0.73			0.08			0.65


			NC_010457.5			584680			intron_variant			NEB			A			C			0.70			0.13			0.57


			NC_010457.5			584831			intron_variant			NEB			G			T			0.77			0.13			0.64


			NC_010457.5			584885			intron_variant			NEB			T			C			0.77			0.13			0.64


			NC_010457.5			584966			intron_variant			NEB			T			A			0.75			0.13			0.62


			NC_010457.5			585116			intron_variant			NEB			G			A			0.66			0.13			0.53


			NC_010457.5			585356			intron_variant			NEB			A			G			0.03			0.66			0.62


			NC_010457.5			585379			intron_variant			NEB			G			C			0.72			0.13			0.59


			NC_010457.5			585396			intron_variant			NEB			C			T			0.72			0.13			0.59


			NC_010457.5			585584			intron_variant			NEB			A			C			0.74			0.08			0.66


			NC_010457.5			585585			intron_variant			NEB			G			A			0.74			0.08			0.66


			NC_010457.5			585624			intron_variant			NEB			C			T			0.71			0.08			0.63


			NC_010457.5			585726			intron_variant			NEB			A			G			0.80			0.08			0.72


			NC_010457.5			585765			intron_variant			NEB			A			G			0.74			0.11			0.63


			NC_010457.5			585825			intron_variant			NEB			T			C			0.76			0.11			0.65


			NC_010457.5			585910			intron_variant			NEB			G			A			0.71			0.13			0.58


			NC_010457.5			586004			intron_variant			NEB			G			T			0.73			0.11			0.62


			NC_010457.5			586027			intron_variant			NEB			A			G			0.77			0.11			0.66


			NC_010457.5			586048			intron_variant			NEB			C			T			0.75			0.11			0.64


			NC_010457.5			586187			intron_variant			NEB			A			C			0.76			0.14			0.62


			NC_010457.5			586189			intron_variant			NEB			G			C			0.76			0.14			0.62


			NC_010457.5			586204			intron_variant			NEB			G			C			0.76			0.16			0.60


			NC_010457.5			586268			intron_variant			NEB			G			A			0.73			0.13			0.60


			NC_010457.5			586333			intron_variant			NEB			T			G			0.76			0.16			0.60


			NC_010457.5			586374			intron_variant			NEB			A			T			0.76			0.13			0.63


			NC_010457.5			586408			intron_variant			NEB			A			C			0.77			0.11			0.66


			NC_010457.5			586561			intron_variant			NEB			G			T			0.72			0.13			0.59


			NC_010457.5			586593			intron_variant			NEB			A			T			0.02			0.63			0.61


			NC_010457.5			586623			intron_variant			NEB			C			T			0.77			0.13			0.64


			NC_010457.5			586817			intron_variant			NEB			T			A			0.73			0.09			0.64


			NC_010457.5			735357			intron_variant			NEB			G			A			0.52			0.00


			NC_010457.5			586986			intron_variant			NEB			C			T			0.76			0.08			0.68


			NC_010457.5			588249			intron_variant			NEB			A			G			0.75			0.06			0.69


			NC_010457.5			588262			intron_variant			NEB			G			A			0.07			0.58			0.51


			NC_010457.5			588314			intron_variant			NEB			T			C			0.06			0.90			0.84


			NC_010457.5			588339			intron_variant			NEB			C			T			0.73			0.05			0.68


			NC_010457.5			589112			intron_variant			NEB			A			G			0.02			0.64			0.62


			NC_010457.5			589213			intron_variant			NEB			T			C			0.02			0.58			0.56


			NC_010457.5			589293			intron_variant			NEB			G			*			0.02			0.62			0.59


			NC_010457.5			589406			intron_variant			NEB			C			T			0.02			0.61			0.59


			NC_010457.5			589445			intron_variant			NEB			C			T			0.02			0.64			0.62


			NC_010457.5			589516			intron_variant			NEB			A			T			0.70			0.17			0.53


			NC_010457.5			589585			intron_variant			NEB			G			C			0.69			0.17			0.52


			NC_010457.5			589589			intron_variant			NEB			C			T			0.69			0.17			0.52


			NC_010457.5			589810			intron_variant			NEB			A			T			0.04			0.58			0.54


			NC_010457.5			589932			intron_variant			NEB			C			A			0.03			0.61			0.58


			NC_010457.5			589989			intron_variant			NEB			A			T			0.68			0.11			0.57


			NC_010457.5			590432			intron_variant			NEB			A			G			0.70			0.05			0.65


			NC_010457.5			590470			intron_variant			NEB			A			T			0.02			0.63			0.61


			NC_010457.5			590477			intron_variant			NEB			T			C			0.73			0.13			0.60


			NC_010457.5			590521			intron_variant			NEB			A			G			0.06			0.64			0.58


			NC_010457.5			590554			intron_variant			NEB			T			G			0.77			0.19			0.58


			NC_010457.5			590603			intron_variant			NEB			T			C			0.07			0.60			0.53


			NC_010457.5			590848			intron_variant			NEB			T			G			0.11			0.68			0.57


			NC_010457.5			591183			intron_variant			NEB			G			A			0.07			0.68			0.61


			NC_010457.5			591290			intron_variant			NEB			T			C			0.67			0.17			0.50


			NC_010457.5			593193			intron_variant			NEB			T			C			0.02			0.61			0.58


			NC_010457.5			593207			intron_variant			NEB			G			A			0.75			0.06			0.69


			NC_010457.5			593321			intron_variant			NEB			G			A			0.86			0.09			0.77


			NC_010457.5			593340			intron_variant			NEB			T			C			0.02			0.59			0.57


			NC_010457.5			593408			intron_variant			NEB			G			A			0.00			0.61


			NC_010457.5			593422			intron_variant			NEB			G			A			0.00			0.64


			NC_010457.5			593872			intron_variant			NEB			T			A			0.03			0.55			0.52


			NC_010457.5			593874			intron_variant			NEB			T			C			0.06			0.75			0.69


			NC_010457.5			593996			intron_variant			NEB			A			T			0.88			0.26			0.62


			NC_010457.5			594012			intron_variant			NEB			T			C			0.10			0.66			0.56


			NC_010457.5			594243			intron_variant			NEB			C			T			0.03			0.61			0.58


			NC_010457.5			594378			intron_variant			NEB			C			T			0.77			0.13			0.64


			NC_010457.5			594468			intron_variant			NEB			T			C			0.77			0.15			0.62


			NC_010457.5			594649			intron_variant			NEB			A			G			0.74			0.16			0.58


			NC_010457.5			594854			intron_variant			NEB			G			T			0.27			0.82			0.55


			NC_010457.5			594879			intron_variant			NEB			A			G			0.05			0.67			0.62


			NC_010457.5			594974			intron_variant			NEB			T			C			0.68			0.13			0.55


			NC_010457.5			595170			intron_variant			NEB			C			T			0.04			0.66			0.61


			NC_010457.5			595195			intron_variant			NEB			G			T			0.03			0.63			0.60


			NC_010457.5			595400			intron_variant			NEB			G			A			0.08			0.58			0.50


			NC_010457.5			595403			intron_variant			NEB			G			A			0.08			0.58			0.50


			NC_010457.5			595551			intron_variant			NEB			C			T			0.68			0.08			0.60


			NC_010457.5			595552			intron_variant			NEB			A			G			0.68			0.08			0.60


			NC_010457.5			595576			intron_variant			NEB			G			T			0.90			0.28			0.62


			NC_010457.5			595613			intron_variant			NEB			T			C			0.73			0.06			0.67


			NC_010457.5			735364			intron_variant			NEB			G			A			0.52			0.00


			NC_010457.5			595731			intron_variant			NEB			A			G			0.02			0.54			0.51


			NC_010457.5			595804			intron_variant			NEB			A			C			0.08			0.61			0.53


			NC_010456.5			76240307			3_prime_UTR_variant			PPP3CB			T			C			0.39			0.95			0.56


			NC_010456.5			76240289			3_prime_UTR_variant			PPP3CB			T			C			0.38			1.00			0.62


			NC_010457.5			595954			intron_variant			NEB			G			A			0.94			0.10			0.84


			NC_010457.5			735999			intron_variant			NEB			A			C			0.63			0.00


			NC_010451.4			45452738			3_prime_UTR_variant			SCN4B			T			C			0.38			0.89			0.52


			NC_010457.5			596179			intron_variant			NEB			C			G			0.03			0.55			0.52


			NC_010457.5			596181			intron_variant			NEB			G			T			0.03			0.55			0.52


			NC_010457.5			597955			intron_variant			NEB			G			A			0.22			0.78			0.56


			NC_010457.5			598944			intron_variant			NEB			G			A			0.94			0.19			0.75


			NC_010457.5			598959			intron_variant			NEB			G			A			0.03			0.70			0.67


			NC_010457.5			599013			intron_variant			NEB			C			T			0.03			0.63			0.59


			NC_010457.5			746043			intron_variant			NEB			C			T			0.74			0.00


			NC_010457.5			600021			intron_variant			NEB			T			G			0.13			0.63			0.51


			NC_010457.5			600429			intron_variant			NEB			A			C			0.61			0.08			0.53


			NC_010457.5			600551			intron_variant			NEB			A			T			0.21			0.72			0.51


			NC_010457.5			600612			intron_variant			NEB			G			A			0.03			0.71			0.67


			NC_010457.5			601235			intron_variant			NEB			G			A			0.11			0.75			0.64


			NC_010457.5			601287			intron_variant			NEB			C			T			0.14			0.72			0.58


			NC_010457.5			601491			intron_variant			NEB			G			A			0.00			0.56


			NC_010457.5			601830			intron_variant			NEB			G			A			0.09			0.62			0.52


			NC_010457.5			601869			intron_variant			NEB			C			G			0.81			0.08			0.73


			NC_010457.5			602246			intron_variant			NEB			A			C			0.96			0.21			0.75


			NC_010457.5			757711			intron_variant			NEB			T			C			0.51			0.00


			NC_010457.5			603790			intron_variant			NEB			T			C			0.87			0.11			0.76


			NC_010457.5			763485			intron_variant			NEB			C			T			0.78			0.00


			NC_010457.5			766241			downstream_gene_variant			NEB			G			A			0.69			0.00


			NC_010457.5			604056			intron_variant			NEB			A			G			0.87			0.11			0.76


			NC_010457.5			604087			intron_variant			NEB			C			T			0.88			0.08			0.80


			NC_010457.5			25352649			intron_variant			BIN1			C			T			0.53			0.00


			NC_010457.5			25352830			intron_variant			BIN1			T			C			0.57			0.00


			NC_010457.5			604569			intron_variant			NEB			A			G			0.88			0.13			0.75


			NC_010457.5			604588			intron_variant			NEB			T			C			0.86			0.13			0.73


			NC_010457.5			25353202			intron_variant			BIN1			T			A			0.57			0.00


			NC_010457.5			25353361			intron_variant			BIN1			T			C			0.63			0.00


			NC_010457.5			25353441			intron_variant			BIN1			G			A			0.54			0.00


			NC_010457.5			25354056			intron_variant			BIN1			C			G			0.58			0.00


			NC_010457.5			606301			intron_variant			NEB			A			G			0.91			0.21			0.70


			NC_010457.5			606311			intron_variant			NEB			T			C			0.91			0.21			0.70


			NC_010457.5			25354423			intron_variant			BIN1			C			T			0.55			0.00


			NC_010457.5			607187			intron_variant			NEB			T			C			0.88			0.13			0.75


			NC_010457.5			607189			intron_variant			NEB			A			C			0.88			0.13			0.75


			NC_010457.5			607410			intron_variant			NEB			G			A			0.97			0.21			0.76


			NC_010457.5			608648			intron_variant			NEB			G			C			0.72			0.08			0.64


			NC_010457.5			609310			intron_variant			NEB			G			A			0.80			0.16			0.64


			NC_010457.5			609655			intron_variant			NEB			A			T			0.87			0.14			0.73


			NC_010457.5			610587			intron_variant			NEB			T			C			0.96			0.12			0.84


			NC_010457.5			610643			intron_variant			NEB			C			T			0.62			0.06			0.56


			NC_010457.5			25354675			intron_variant			BIN1			G			A			0.55			0.00


			NC_010457.5			612254			intron_variant			NEB			G			T			0.66			0.13			0.53


			NC_010457.5			612967			intron_variant			NEB			T			G			0.77			0.18			0.59


			NC_010457.5			613723			intron_variant			NEB			A			G			0.95			0.29			0.66


			NC_010457.5			613780			intron_variant			NEB			T			G			0.95			0.32			0.63


			NC_010457.5			613951			intron_variant			NEB			C			T			0.83			0.32			0.51


			NC_010457.5			614010			intron_variant			NEB			A			G			0.92			0.29			0.63


			NC_010457.5			614175			intron_variant			NEB			C			A			0.94			0.29			0.65


			NC_010456.5			76241998			3_prime_UTR_variant			PPP3CB			A			G			0.38			1.00			0.63


			NC_010457.5			616164			intron_variant			NEB			G			A			0.58			0.08			0.50


			NC_010457.5			616183			intron_variant			NEB			T			C			0.60			0.08			0.52


			NC_010457.5			616353			intron_variant			NEB			T			C			0.74			0.13			0.61


			NC_010457.5			25364518			intron_variant			BIN1			C			G			0.55			0.00


			NC_010457.5			619252			intron_variant			NEB			C			T			0.99			0.41			0.58


			NC_010457.5			620251			intron_variant			NEB			G			A			0.68			0.05			0.63


			NC_010457.5			620279			intron_variant			NEB			C			T			0.72			0.05			0.67


			NC_010457.5			620326			intron_variant			NEB			G			A			0.80			0.11			0.69


			NC_010457.5			620620			intron_variant			NEB			G			A			0.63			0.13			0.50


			NC_010457.5			620672			intron_variant			NEB			G			A			0.64			0.11			0.53


			NC_010457.5			25364651			intron_variant			BIN1			C			G			0.54			0.00


			NC_010457.5			620981			intron_variant			NEB			A			G			0.86			0.13			0.73


			NC_010456.5			76242440			3_prime_UTR_variant			PPP3CB			T			C			0.38			1.00			0.63


			NC_010457.5			678193			intron_variant			NEB			C			A			0.03			0.74			0.70


			NC_010457.5			678234			intron_variant			NEB			G			C			0.23			0.74			0.50


			NC_010457.5			678313			intron_variant			NEB			C			A			0.01			0.53			0.52


			NC_010457.5			678631			intron_variant			NEB			G			A			0.13			0.69			0.57


			NC_010457.5			678651			intron_variant			NEB			C			G			0.03			0.71			0.68


			NC_010457.5			678898			intron_variant			NEB			T			A			0.03			0.72			0.69


			NC_010457.5			679072			intron_variant			NEB			G			T			0.11			0.75			0.64


			NC_010457.5			679152			intron_variant			NEB			C			T			0.15			0.71			0.56


			NC_010457.5			679266			intron_variant			NEB			T			C			0.14			0.83			0.69


			NC_010457.5			681302			intron_variant			NEB			T			C			0.03			0.77			0.74


			NC_010457.5			682679			intron_variant			NEB			A			C			0.08			0.72			0.65


			NC_010457.5			682691			intron_variant			NEB			A			T			0.05			0.72			0.67


			NC_010457.5			682701			intron_variant			NEB			A			G			0.06			0.72			0.66


			NC_010457.5			683872			intron_variant			NEB			C			T			0.20			0.89			0.69


			NC_010457.5			684596			intron_variant			NEB			T			C			0.03			0.87			0.83


			NC_010457.5			684634			intron_variant			NEB			C			T			0.02			0.71			0.69


			NC_010457.5			25366729			intron_variant			BIN1			A			C			0.65			0.00


			NC_010457.5			25366732			intron_variant			BIN1			A			G			0.63			0.00


			NC_010457.5			25368042			intron_variant			BIN1			C			T			0.56			0.00


			NC_010457.5			685065			intron_variant			NEB			G			A			0.76			0.15			0.61


			NC_010457.5			685091			intron_variant			NEB			T			C			0.08			0.71			0.63


			NC_010457.5			25372359			intron_variant			BIN1			G			A			0.51			0.00


			NC_010457.5			25372707			intron_variant			BIN1			T			G			0.57			0.00


			NC_010457.5			685202			intron_variant			NEB			A			G			0.27			0.87			0.60


			NC_010456.5			76243372			3_prime_UTR_variant			PPP3CB			G			T			0.37			0.97			0.60


			NC_010457.5			685455			intron_variant			NEB			C			T			0.77			0.11			0.66


			NC_010457.5			686066			intron_variant			NEB			A			G			0.17			0.68			0.51


			NC_010456.5			76249847			3_prime_UTR_variant			PPP3CB			C			T			0.36			1.00			0.64


			NC_010457.5			33560416			splice_region_variant&synonymous_variant			MYOM2			T			G			0.36			1.00			0.64


			NC_010457.5			686937			intron_variant			NEB			G			A			0.15			0.74			0.59


			NC_010458.4			66450767			3_prime_UTR_variant			SGCD			A			G			0.36			0.87			0.51


			NC_010457.5			25372712			intron_variant			BIN1			C			A			0.57			0.00


			NC_010457.5			25372716			intron_variant			BIN1			C			T			0.57			0.00


			NC_010457.5			689550			intron_variant			NEB			G			A			0.83			0.25			0.58


			NC_010457.5			689614			intron_variant			NEB			A			G			0.84			0.25			0.59


			NC_010457.5			689666			intron_variant			NEB			T			A			0.86			0.25			0.61


			NC_010457.5			689683			intron_variant			NEB			C			G			0.86			0.21			0.65


			NC_010456.5			76250069			3_prime_UTR_variant			PPP3CB			A			G			0.36			1.00			0.64


			NC_010457.5			25372722			intron_variant			BIN1			C			T			0.55			0.00


			NC_010457.5			33532992			intron_variant			MYOM2			A			G			0.72			0.00


			NC_010457.5			690148			intron_variant			NEB			G			A			0.85			0.13			0.72


			NC_010457.5			690195			intron_variant			NEB			T			A			0.92			0.13			0.79


			NC_010457.5			690223			intron_variant			NEB			A			G			0.80			0.11			0.69


			NC_010457.5			690253			intron_variant			NEB			G			A			0.85			0.11			0.74


			NC_010457.5			690257			intron_variant			NEB			A			G			0.85			0.11			0.74


			NC_010457.5			690265			intron_variant			NEB			G			A			0.03			0.75			0.72


			NC_010457.5			690329			intron_variant			NEB			C			G			0.92			0.37			0.55


			NC_010457.5			33533046			intron_variant			MYOM2			T			A			0.72			0.00


			NC_010457.5			33537058			splice_region_variant&intron_variant			MYOM2			G			A			0.86			0.00


			NC_010457.5			691086			intron_variant			NEB			G			A			0.00			0.53


			NC_010457.5			33546654			intron_variant			MYOM2			C			A			0.83			0.00


			NC_010457.5			33547794			intron_variant			MYOM2			G			A			0.59			0.00


			NC_010457.5			691635			intron_variant			NEB			T			C			0.03			0.55			0.52


			NC_010457.5			691686			intron_variant			NEB			G			A			0.00			0.53


			NC_010457.5			691759			intron_variant			NEB			C			G			0.00			0.56


			NC_010457.5			33548466			intron_variant			MYOM2			C			G			0.66			0.00


			NC_010457.5			693596			intron_variant			NEB			A			G			0.16			0.74			0.58


			NC_010457.5			693706			intron_variant			NEB			C			A			0.16			0.74			0.58


			NC_010456.5			76247954			3_prime_UTR_variant			PPP3CB			A			G			0.35			1.00			0.65


			NC_010457.5			694034			intron_variant			NEB			G			T			0.10			0.74			0.64


			NC_010457.5			694039			intron_variant			NEB			T			C			0.01			0.61			0.59


			NC_010457.5			33552890			intron_variant			MYOM2			A			G			0.66			0.00


			NC_010457.5			694252			intron_variant			NEB			C			T			0.19			0.74			0.55


			NC_010457.5			686495			missense_variant			NEB			G			A			0.35			0.86			0.51


			NC_010457.5			33553807			intron_variant			MYOM2			A			C			0.88			0.00


			NC_010457.5			696917			intron_variant			NEB			T			C			0.02			0.58			0.56


			NC_010457.5			33553903			intron_variant			MYOM2			C			T			0.64			0.00


			NC_010457.5			33555241			intron_variant			MYOM2			G			A			0.59			0.00


			NC_010457.5			698156			intron_variant			NEB			G			A			0.01			0.58			0.57


			NC_010457.5			33555596			intron_variant			MYOM2			T			C			0.71			0.00


			NC_010457.5			698424			intron_variant			NEB			C			T			0.07			0.75			0.68


			NC_010457.5			33556032			intron_variant			MYOM2			C			T			0.67			0.00


			NC_010457.5			699437			intron_variant			NEB			A			G			0.12			0.69			0.58


			NC_010457.5			699551			intron_variant			NEB			G			T			0.30			0.85			0.55


			NC_010457.5			699606			intron_variant			NEB			T			A			0.07			0.58			0.51


			NC_010457.5			118863958			synonymous_variant			IGFBP5			T			C			0.34			1.00			0.66


			NC_010457.5			700389			intron_variant			NEB			G			A			0.07			0.58			0.51


			NC_010457.5			700445			intron_variant			NEB			A			G			0.71			0.13			0.58


			NC_010457.5			33557295			intron_variant			MYOM2			G			A			0.63			0.00


			NC_010457.5			700638			intron_variant			NEB			G			A			0.01			0.61			0.59


			NC_010457.5			33557404			intron_variant			MYOM2			G			A			0.59			0.00


			NC_010457.5			701054			intron_variant			NEB			G			A			0.07			0.61			0.54


			NC_010457.5			701207			intron_variant			NEB			T			G			0.20			0.74			0.53


			NC_010457.5			701223			intron_variant			NEB			A			G			0.07			0.61			0.54


			NC_010457.5			701721			intron_variant			NEB			C			T			0.06			0.58			0.52


			NC_010452.4			8434947			missense_variant			TGFB2			G			A			0.34			0.84			0.50


			NC_010457.5			702591			intron_variant			NEB			C			T			0.09			0.74			0.65


			NC_010457.5			33557430			intron_variant			MYOM2			C			T			0.59			0.00


			NC_010457.5			702721			intron_variant			NEB			A			G			0.10			0.74			0.63


			NC_010457.5			703110			intron_variant			NEB			G			A			0.10			0.71			0.61


			NC_010457.5			33559316			intron_variant			MYOM2			A			G			0.79			0.00


			NC_010457.5			118861317			upstream_gene_variant			IGFBP5			T			G			0.34			0.97			0.63


			NC_010457.5			33559336			intron_variant			MYOM2			T			C			0.80			0.00


			NC_010457.5			33559346			intron_variant			MYOM2			G			T			0.60			0.00


			NC_010457.5			33559362			intron_variant			MYOM2			T			C			0.65			0.00


			NC_010457.5			33559397			intron_variant			MYOM2			A			G			0.81			0.00


			NC_010457.5			704283			intron_variant			NEB			A			C			0.70			0.13			0.57


			NC_010457.5			33559535			intron_variant			MYOM2			G			A			0.81			0.00


			NC_010457.5			33559543			intron_variant			MYOM2			A			G			0.81			0.00


			NC_010457.5			705371			intron_variant			NEB			A			C			0.64			0.13			0.51


			NC_010457.5			707308			intron_variant			NEB			T			C			0.26			0.87			0.61


			NC_010457.5			707395			intron_variant			NEB			C			G			0.68			0.11			0.57


			NC_010457.5			707989			intron_variant			NEB			T			C			0.20			0.74			0.53


			NC_010457.5			708996			intron_variant			NEB			A			G			0.17			0.74			0.57


			NC_010457.5			709044			intron_variant			NEB			A			G			0.19			0.76			0.58


			NC_010457.5			709249			intron_variant			NEB			G			A			0.19			0.74			0.54


			NC_010457.5			709443			intron_variant			NEB			A			C			0.19			0.74			0.55


			NC_010457.5			710616			intron_variant			NEB			A			G			0.77			0.11			0.66


			NC_010457.5			713329			intron_variant			NEB			T			C			0.98			0.37			0.61


			NC_010457.5			713531			intron_variant			NEB			A			G			0.23			0.76			0.54


			NC_010457.5			713638			intron_variant			NEB			A			G			0.65			0.13			0.52


			NC_010457.5			714056			intron_variant			NEB			C			T			0.01			0.55			0.54


			NC_010457.5			715774			intron_variant			NEB			G			T			0.02			0.58			0.56


			NC_010457.5			716035			intron_variant			NEB			T			C			0.95			0.33			0.62


			NC_010457.5			716036			intron_variant			NEB			C			A			0.02			0.69			0.66


			NC_010457.5			717112			intron_variant			NEB			A			G			0.65			0.13			0.52


			NC_010457.5			717950			intron_variant			NEB			G			C			0.61			0.11			0.50


			NC_010457.5			717951			intron_variant			NEB			T			C			0.76			0.11			0.65


			NC_010457.5			33559564			intron_variant			MYOM2			G			A			0.81			0.00


			NC_010457.5			33559584			intron_variant			MYOM2			T			C			0.81			0.00


			NC_010457.5			33559739			intron_variant			MYOM2			C			T			0.53			0.00


			NC_010457.5			725336			intron_variant			NEB			A			C			0.69			0.15			0.54


			NC_010457.5			726382			intron_variant			NEB			T			C			0.85			0.26			0.59


			NC_010457.5			727046			intron_variant			NEB			A			G			0.88			0.24			0.64


			NC_010457.5			727123			intron_variant			NEB			C			T			0.87			0.21			0.66


			NC_010457.5			727272			intron_variant			NEB			C			A			0.87			0.16			0.71


			NC_010457.5			727326			intron_variant			NEB			A			G			0.87			0.24			0.63


			NC_010457.5			33559787			intron_variant			MYOM2			T			C			0.81			0.00


			NC_010457.5			728884			intron_variant			NEB			A			T			0.90			0.34			0.56


			NC_010457.5			33559939			intron_variant			MYOM2			C			T			0.61			0.00


			NC_010457.5			734263			intron_variant			NEB			A			C			0.71			0.21			0.50


			NC_010457.5			734294			intron_variant			NEB			G			C			0.93			0.38			0.55


			NC_010457.5			33559940			intron_variant			MYOM2			A			G			0.82			0.00


			NC_010457.5			735145			intron_variant			NEB			G			A			0.72			0.11			0.61


			NC_010457.5			33560109			intron_variant			MYOM2			A			G			0.84			0.00


			NC_010457.5			33561216			missense_variant			MYOM2			A			C			0.57			0.00


			NC_010457.5			33562475			intron_variant			MYOM2			T			C			0.79			0.00


			NC_010457.5			736534			intron_variant			NEB			T			C			0.78			0.11			0.67


			NC_010457.5			33563387			intron_variant			MYOM2			A			G			0.80			0.00


			NC_010457.5			756455			intron_variant			NEB			G			A			0.73			0.13			0.60


			NC_010457.5			756608			intron_variant			NEB			C			T			0.63			0.13			0.50


			NC_010457.5			757225			intron_variant			NEB			A			G			0.69			0.15			0.54


			NC_010457.5			33563534			intron_variant			MYOM2			C			T			0.80			0.00


			NC_010457.5			758023			intron_variant			NEB			A			G			0.61			0.11			0.50


			NC_010457.5			758029			intron_variant			NEB			A			G			0.61			0.11			0.50


			NC_010457.5			759342			intron_variant			NEB			A			G			0.65			0.13			0.52


			NC_010457.5			763287			intron_variant			NEB			G			A			0.06			0.58			0.52


			NC_010457.5			33564586			intron_variant			MYOM2			A			G			0.78			0.00


			NC_010457.5			765267			intron_variant			NEB			A			C			0.78			0.13			0.65


			NC_010456.5			76240374			3_prime_UTR_variant			PPP3CB			C			T			0.34			0.95			0.61


			NC_010456.5			76247878			3_prime_UTR_variant			PPP3CB			C			G			0.34			1.00			0.66


			NC_010457.5			33564606			intron_variant			MYOM2			C			A			0.78			0.00


			NC_010457.5			33564650			intron_variant			MYOM2			C			T			0.77			0.00


			NC_010457.5			33564664			intron_variant			MYOM2			T			C			0.80			0.00


			NC_010457.5			33565364			intron_variant			MYOM2			G			A			0.84			0.00


			NC_010457.5			33565413			intron_variant			MYOM2			C			T			0.85			0.00


			NC_010457.5			33565430			intron_variant			MYOM2			G			C			0.85			0.00


			NC_010457.5			33565469			intron_variant			MYOM2			C			T			0.85			0.00


			NC_010457.5			33566278			intron_variant			MYOM2			A			G			0.74			0.00


			NC_010457.5			33566770			intron_variant			MYOM2			T			C			0.82			0.00


			NC_010457.5			25364571			intron_variant			BIN1			G			A			0.15			0.83			0.68


			NC_010457.5			33568162			intron_variant			MYOM2			G			A			0.81			0.00


			NC_010457.5			25366592			intron_variant			BIN1			T			C			0.79			0.22			0.57


			NC_010457.5			33568647			intron_variant			MYOM2			G			C			0.65			0.00


			NC_010457.5			33572268			intron_variant			MYOM2			T			C			0.55			0.00


			NC_010457.5			33572527			intron_variant			MYOM2			A			C			0.67			0.00


			NC_010457.5			25370879			intron_variant			BIN1			C			A			0.81			0.26			0.55


			NC_010457.5			25370907			intron_variant			BIN1			T			G			0.80			0.26			0.54


			NC_010457.5			33573342			intron_variant			MYOM2			G			A			0.51			0.00


			NC_010457.5			33574365			intron_variant			MYOM2			A			G			0.86			0.00


			NC_010457.5			33574908			intron_variant			MYOM2			G			A			0.64			0.00


			NC_010457.5			33574927			intron_variant			MYOM2			C			T			0.54			0.00


			NC_010457.5			33575071			intron_variant			MYOM2			A			C			0.61			0.00


			NC_010457.5			25373420			intron_variant			BIN1			C			A			0.11			0.69			0.58


			NC_010457.5			25373832			intron_variant			BIN1			A			G			0.46			1.00			0.54


			NC_010460.4			48701839			5_prime_UTR_premature_start_codon_gain_variant			PGAM2			T			C			0.34			0.97			0.64


			NC_010457.5			25375045			intron_variant			BIN1			C			G			0.16			0.67			0.51


			NC_010457.5			25375049			intron_variant			BIN1			C			T			0.16			0.67			0.51


			NC_010457.5			33532559			intron_variant			MYOM2			C			A			0.10			1.00			0.90


			NC_010457.5			33575641			intron_variant			MYOM2			G			A			0.54			0.00


			NC_010457.5			33577271			intron_variant			MYOM2			T			C			0.55			0.00


			NC_010457.5			33533329			intron_variant			MYOM2			C			T			0.09			0.86			0.77


			NC_010456.5			76245630			3_prime_UTR_variant			PPP3CB			T			C			0.33			1.00			0.67


			NC_010457.5			33578686			intron_variant			MYOM2			A			G			0.51			0.00


			NC_010457.5			33547252			intron_variant			MYOM2			A			G			0.87			0.05			0.82


			NC_010457.5			33547531			intron_variant			MYOM2			T			C			0.80			0.06			0.74


			NC_010457.5			33579338			intron_variant			MYOM2			T			G			0.55			0.00


			NC_010457.5			33547957			intron_variant			MYOM2			A			G			0.86			0.07			0.79


			NC_010457.5			33548000			intron_variant			MYOM2			A			G			0.86			0.06			0.80


			NC_010457.5			33583181			intron_variant			MYOM2			A			G			0.51			0.00


			NC_010457.5			33548523			intron_variant			MYOM2			G			T			0.63			0.06			0.57


			NC_010457.5			33548587			intron_variant			MYOM2			T			C			0.68			0.05			0.63


			NC_010457.5			33549456			intron_variant			MYOM2			G			C			0.79			0.05			0.74


			NC_010457.5			33549855			intron_variant			MYOM2			A			G			0.17			1.00			0.83


			NC_010457.5			33549897			intron_variant			MYOM2			C			T			0.13			1.00			0.87


			NC_010457.5			33552442			intron_variant			MYOM2			A			G			0.58			0.05			0.53


			NC_010457.5			33552616			intron_variant			MYOM2			A			T			0.81			0.05			0.76


			NC_010457.5			33552837			intron_variant			MYOM2			G			A			0.82			0.06			0.76


			NC_010457.5			33588649			intron_variant			MYOM2			A			G			0.65			0.00


			NC_010457.5			33553173			intron_variant			MYOM2			C			A			0.82			0.05			0.77


			NC_010457.5			33553190			intron_variant			MYOM2			C			T			0.83			0.05			0.78


			NC_010457.5			33553406			intron_variant			MYOM2			G			A			0.88			0.05			0.83


			NC_010457.5			33553419			intron_variant			MYOM2			A			G			0.73			0.05			0.68


			NC_010457.5			33553442			intron_variant			MYOM2			T			C			1.00			0.47			0.53


			NC_010457.5			33553450			intron_variant			MYOM2			A			G			0.88			0.05			0.83


			NC_010457.5			33553533			intron_variant			MYOM2			G			T			0.88			0.05			0.83


			NC_010457.5			33553720			intron_variant			MYOM2			G			T			0.58			0.05			0.53


			NC_010457.5			33589298			intron_variant			MYOM2			T			C			0.58			0.00


			NC_010457.5			33595324			intron_variant			MYOM2			G			C			0.51			0.00


			NC_010457.5			33553941			intron_variant			MYOM2			C			A			0.87			0.05			0.82


			NC_010457.5			33554146			intron_variant			MYOM2			A			T			0.86			0.05			0.81


			NC_010457.5			33554158			intron_variant			MYOM2			C			T			0.65			0.05			0.60


			NC_010457.5			33554218			intron_variant			MYOM2			C			T			0.78			0.05			0.73


			NC_010457.5			33554897			intron_variant			MYOM2			C			T			0.82			0.05			0.77


			NC_010457.5			33595571			intron_variant			MYOM2			C			T			0.65			0.00


			NC_010457.5			33555429			intron_variant			MYOM2			C			T			0.66			0.06			0.60


			NC_010457.5			33595572			intron_variant			MYOM2			G			A			0.61			0.00


			NC_010457.5			33555853			intron_variant			MYOM2			T			C			0.84			0.06			0.78


			NC_010457.5			33555898			intron_variant			MYOM2			A			G			0.62			0.06			0.56


			NC_010457.5			33595855			intron_variant			MYOM2			A			G			0.69			0.00


			NC_010457.5			33556073			intron_variant			MYOM2			C			T			0.73			0.05			0.68


			NC_010457.5			33557145			intron_variant			MYOM2			A			G			0.28			0.95			0.67


			NC_010457.5			33595991			intron_variant			MYOM2			T			C			0.67			0.00


			NC_010457.5			33557390			intron_variant			MYOM2			C			A			0.84			0.05			0.79


			NC_010457.5			33596009			intron_variant			MYOM2			C			T			0.69			0.00


			NC_010457.5			33557411			intron_variant			MYOM2			G			C			0.83			0.05			0.78


			NC_010457.5			33596133			intron_variant			MYOM2			C			T			0.57			0.00


			NC_010457.5			33557477			intron_variant			MYOM2			A			G			0.83			0.05			0.78


			NC_010446.5			99869495			3_prime_UTR_variant			GJA5			A			G			0.32			0.95			0.63


			NC_010457.5			33558114			intron_variant			MYOM2			T			C			0.81			0.05			0.76


			NC_010457.5			33559274			intron_variant			MYOM2			A			G			1.00			0.44			0.56


			NC_010457.5			33559300			intron_variant			MYOM2			A			G			0.77			0.06			0.71


			NC_010457.5			33597582			intron_variant			MYOM2			A			G			0.64			0.00


			NC_010457.5			33597672			intron_variant			MYOM2			T			C			0.68			0.00


			NC_010457.5			33597682			intron_variant			MYOM2			C			T			0.67			0.00


			NC_010457.5			33597733			intron_variant			MYOM2			G			A			0.53			0.00


			NC_010457.5			33597840			intron_variant			MYOM2			A			T			0.62			0.00


			NC_010457.5			33604836			intron_variant			MYOM2			T			C			0.56			0.00


			NC_010457.5			33607421			downstream_gene_variant			MYOM2			C			A			0.62			0.00


			NC_010457.5			33607687			downstream_gene_variant			MYOM2			C			T			0.73			0.00


			NC_010457.5			33609672			intergenic_region			MYOM2-LOC110257104			C			T			0.53			0.00


			NC_010457.5			33609749			intergenic_region			MYOM2-LOC110257104			C			T			0.52			0.00


			NC_010457.5			33610373			intergenic_region			MYOM2-LOC110257104			T			C			0.70			0.00


			NC_010457.5			33610381			intergenic_region			MYOM2-LOC110257104			G			A			0.70			0.00


			NC_010457.5			33610409			intergenic_region			MYOM2-LOC110257104			C			T			0.59			0.00


			NC_010457.5			33559972			intron_variant			MYOM2			G			T			0.86			0.05			0.81


			NC_010457.5			33559995			intron_variant			MYOM2			C			A			0.22			1.00			0.78


			NC_010457.5			33610568			intergenic_region			MYOM2-LOC110257104			C			T			0.53			0.00


			NC_010457.5			33560303			intron_variant			MYOM2			C			T			0.40			1.00			0.60


			NC_010459.5			57566770			upstream_gene_variant			BMP7			A			C			0.32			0.92			0.60


			NC_010457.5			33560930			intron_variant			MYOM2			G			A			0.17			0.95			0.78


			NC_010457.5			33560955			intron_variant			MYOM2			G			C			0.39			0.95			0.56


			NC_010446.5			110790718			3_prime_UTR_variant			SORT1			G			A			0.31			0.87			0.55


			NC_010457.5			33561269			intron_variant			MYOM2			T			G			0.36			1.00			0.64


			NC_010457.5			33561358			intron_variant			MYOM2			G			A			0.30			1.00			0.70


			NC_010457.5			33562164			intron_variant			MYOM2			T			C			0.33			1.00			0.68


			NC_010457.5			33562318			intron_variant			MYOM2			T			C			0.11			0.95			0.83


			NC_010457.5			33562330			intron_variant			MYOM2			A			G			0.18			1.00			0.82


			NC_010457.5			33610915			intergenic_region			MYOM2-LOC110257104			A			T			0.55			0.00


			NC_010457.5			33613692			intergenic_region			MYOM2-LOC110257104			C			T			0.74			0.00


			NC_010457.5			33614000			intergenic_region			MYOM2-LOC110257104			C			T			0.76			0.00


			NC_010457.5			33614109			intergenic_region			MYOM2-LOC110257104			G			A			0.85			0.00


			NC_010457.5			33614121			intergenic_region			MYOM2-LOC110257104			G			A			0.86			0.00


			NC_010457.5			33614151			intergenic_region			MYOM2-LOC110257104			C			A			0.75			0.00


			NC_010457.5			33614152			intergenic_region			MYOM2-LOC110257104			C			T			0.75			0.00


			NC_010457.5			33614193			intergenic_region			MYOM2-LOC110257104			T			C			0.84			0.00


			NC_010457.5			33614221			intergenic_region			MYOM2-LOC110257104			T			C			0.66			0.00


			NC_010457.5			33614516			intergenic_region			MYOM2-LOC110257104			C			T			0.74			0.00


			NC_010457.5			33614885			intergenic_region			MYOM2-LOC110257104			T			C			0.84			0.00


			NC_010457.5			33565735			intron_variant			MYOM2			A			G			0.83			0.05			0.78


			NC_010457.5			33615199			intergenic_region			MYOM2-LOC110257104			T			A			0.78			0.00


			NC_010457.5			33566518			intron_variant			MYOM2			C			T			0.88			0.11			0.77


			NC_010457.5			33615798			intergenic_region			MYOM2-LOC110257104			C			T			0.83			0.00


			NC_010457.5			33567583			intron_variant			MYOM2			C			A			0.82			0.08			0.74


			NC_010457.5			33567726			intron_variant			MYOM2			T			A			0.87			0.05			0.82


			NC_010457.5			33626725			intergenic_region			MYOM2-LOC110257104			C			G			0.52			0.00


			NC_010457.5			33568282			intron_variant			MYOM2			C			T			0.12			0.94			0.82


			NC_010457.5			33568283			intron_variant			MYOM2			A			G			0.12			0.94			0.82


			NC_010457.5			33568340			intron_variant			MYOM2			T			C			0.12			0.94			0.83


			NC_010457.5			33568367			intron_variant			MYOM2			C			A			0.88			0.05			0.83


			NC_010457.5			33568482			intron_variant			MYOM2			T			C			0.83			0.05			0.78


			NC_010457.5			33568582			intron_variant			MYOM2			T			C			0.65			0.05			0.60


			NC_010457.5			33638659			intergenic_region			MYOM2-LOC110257104			T			C			0.51			0.00


			NC_010457.5			33568661			intron_variant			MYOM2			A			C			0.66			0.05			0.61


			NC_010457.5			33568710			intron_variant			MYOM2			T			C			0.86			0.05			0.81


			NC_010457.5			33568726			intron_variant			MYOM2			G			C			0.79			0.05			0.74


			NC_010457.5			33568826			intron_variant			MYOM2			A			G			0.66			0.05			0.61


			NC_010457.5			33568920			intron_variant			MYOM2			G			A			0.77			0.05			0.72


			NC_010457.5			33568962			intron_variant			MYOM2			G			A			0.74			0.05			0.69


			NC_010457.5			33568968			intron_variant			MYOM2			A			G			0.74			0.05			0.69


			NC_010457.5			33568999			intron_variant			MYOM2			A			C			0.73			0.06			0.67


			NC_010457.5			33569069			intron_variant			MYOM2			T			C			0.87			0.05			0.82


			NC_010457.5			33569756			intron_variant			MYOM2			A			G			0.85			0.05			0.80


			NC_010457.5			33569787			intron_variant			MYOM2			A			G			0.86			0.05			0.81


			NC_010446.5			110791097			3_prime_UTR_variant			SORT1			C			A			0.31			0.89			0.58


			NC_010456.5			43531961			missense_variant			MYO18B			G			A			0.31			0.85			0.54


			NC_010457.5			33570490			intron_variant			MYOM2			T			C			0.10			0.95			0.85


			NC_010457.5			33570517			intron_variant			MYOM2			T			C			0.48			1.00			0.52


			NC_010457.5			33570518			intron_variant			MYOM2			G			C			0.48			1.00			0.52


			NC_010457.5			33570561			intron_variant			MYOM2			A			G			0.23			0.95			0.72


			NC_010457.5			33570570			intron_variant			MYOM2			A			G			0.14			0.95			0.81


			NC_010457.5			33570587			intron_variant			MYOM2			G			A			0.10			0.94			0.85


			NC_010457.5			33571099			intron_variant			MYOM2			T			C			0.85			0.06			0.79


			NC_010457.5			33571112			intron_variant			MYOM2			C			T			0.21			0.95			0.74


			NC_010457.5			33571155			intron_variant			MYOM2			G			A			0.12			1.00			0.88


			NC_010457.5			33571189			intron_variant			MYOM2			G			A			0.20			0.94			0.74


			NC_010457.5			33571637			intron_variant			MYOM2			T			C			0.91			0.05			0.86


			NC_010457.5			33572018			intron_variant			MYOM2			T			C			0.90			0.05			0.85


			NC_010457.5			33648201			intergenic_region			MYOM2-LOC110257104			T			C			0.53			0.00


			NC_010457.5			33572294			intron_variant			MYOM2			T			G			0.10			0.94			0.84


			NC_010457.5			33659201			intergenic_region			MYOM2-LOC110257104			T			G			0.60			0.00


			NC_010457.5			33572667			intron_variant			MYOM2			C			T			0.56			0.05			0.51


			NC_010457.5			33659215			intergenic_region			MYOM2-LOC110257104			C			T			0.63			0.00


			NC_010457.5			33573810			intron_variant			MYOM2			G			T			0.70			0.06			0.64


			NC_010457.5			33574054			intron_variant			MYOM2			C			G			0.71			0.05			0.66


			NC_010457.5			33659235			intergenic_region			MYOM2-LOC110257104			G			A			0.64			0.00


			NC_010446.5			99869681			3_prime_UTR_variant			GJA5			A			G			0.31			0.95			0.64


			NC_010457.5			25374482			synonymous_variant			BIN1			T			C			0.31			0.82			0.51


			NC_010457.5			33574833			intron_variant			MYOM2			T			G			0.32			1.00			0.68


			NC_010457.5			33659253			intergenic_region			MYOM2-LOC110257104			G			A			0.62			0.00


			NC_010457.5			33664783			intergenic_region			MYOM2-LOC110257104			C			T			0.51			0.00


			NC_010457.5			33665904			intergenic_region			MYOM2-LOC110257104			T			G			0.53			0.00


			NC_010457.5			33575589			intron_variant			MYOM2			T			C			0.57			0.05			0.52


			NC_010457.5			33575620			intron_variant			MYOM2			T			C			0.56			0.05			0.51


			NC_010457.5			33665967			intergenic_region			MYOM2-LOC110257104			T			C			0.55			0.00


			NC_010457.5			33575658			intron_variant			MYOM2			T			C			0.55			0.05			0.50


			NC_010457.5			33575664			intron_variant			MYOM2			T			C			0.56			0.05			0.51


			NC_010457.5			33575805			intron_variant			MYOM2			T			C			0.88			0.05			0.83


			NC_010457.5			33575960			intron_variant			MYOM2			A			G			0.86			0.05			0.81


			NC_010457.5			33577205			intron_variant			MYOM2			A			G			0.13			0.94			0.81


			NC_010457.5			33673914			intergenic_region			MYOM2-LOC110257104			A			G			0.52			0.00


			NC_010446.5			110790858			3_prime_UTR_variant			SORT1			G			A			0.31			0.89			0.58


			NC_010451.4			13041803			3_prime_UTR_variant			TENM4			A			G			0.31			0.82			0.51


			NC_010447.5			21488479			synonymous_variant			ERBB3			A			G			0.30			0.92			0.61


			NC_010457.5			33578129			intron_variant			MYOM2			T			G			0.92			0.11			0.81


			NC_010457.5			33578157			intron_variant			MYOM2			T			C			0.72			0.05			0.67


			NC_010457.5			33578239			intron_variant			MYOM2			C			A			0.90			0.12			0.78


			NC_010457.5			33578354			intron_variant			MYOM2			A			G			0.88			0.08			0.80


			NC_010457.5			33578452			intron_variant			MYOM2			T			G			0.63			0.05			0.58


			NC_010457.5			33685263			intergenic_region			MYOM2-LOC110257104			G			A			0.52			0.00


			NC_010457.5			33687280			intergenic_region			MYOM2-LOC110257104			C			T			0.79			0.00


			NC_010457.5			33692009			intergenic_region			MYOM2-LOC110257104			A			G			0.66			0.00


			NC_010457.5			33583248			intron_variant			MYOM2			T			A			0.53			0.03			0.50


			NC_010457.5			33586317			intron_variant			MYOM2			T			C			0.99			0.47			0.52


			NC_010457.5			33692322			intergenic_region			MYOM2-LOC110257104			A			G			0.63			0.00


			NC_010457.5			33588742			intron_variant			MYOM2			A			G			0.74			0.11			0.63


			NC_010457.5			33588774			intron_variant			MYOM2			A			G			0.60			0.05			0.55


			NC_010457.5			33692327			intergenic_region			MYOM2-LOC110257104			C			T			0.63			0.00


			NC_010457.5			33590189			intron_variant			MYOM2			T			G			0.63			0.11			0.52


			NC_010457.5			33590390			intron_variant			MYOM2			A			T			0.74			0.11			0.63


			NC_010457.5			33591260			intron_variant			MYOM2			T			G			0.76			0.11			0.65


			NC_010457.5			33592718			intron_variant			MYOM2			G			A			0.78			0.11			0.67


			NC_010457.5			33592889			intron_variant			MYOM2			T			G			0.73			0.11			0.62


			NC_010457.5			33593276			intron_variant			MYOM2			G			A			0.74			0.11			0.63


			NC_010457.5			33593419			intron_variant			MYOM2			G			A			0.27			0.89			0.63


			NC_010457.5			33593499			intron_variant			MYOM2			G			T			0.33			0.89			0.56


			NC_010457.5			33593630			intron_variant			MYOM2			A			T			0.79			0.11			0.68


			NC_010457.5			33593733			intron_variant			MYOM2			A			G			0.71			0.08			0.63


			NC_010457.5			33593979			intron_variant			MYOM2			A			G			0.71			0.11			0.60


			NC_010457.5			33594200			intron_variant			MYOM2			A			G			0.74			0.11			0.63


			NC_010457.5			33594642			intron_variant			MYOM2			G			A			0.72			0.08			0.64


			NC_010457.5			33594682			intron_variant			MYOM2			T			C			0.80			0.05			0.75


			NC_010457.5			33594731			intron_variant			MYOM2			A			G			0.87			0.05			0.82


			NC_010457.5			33594757			intron_variant			MYOM2			T			C			0.83			0.11			0.72


			NC_010457.5			33594785			intron_variant			MYOM2			G			A			0.65			0.05			0.60


			NC_010457.5			33692334			intergenic_region			MYOM2-LOC110257104			A			G			0.63			0.00


			NC_010457.5			33595551			intron_variant			MYOM2			A			G			0.79			0.11			0.68


			NC_010457.5			33692600			intergenic_region			MYOM2-LOC110257104			T			G			0.90			0.00


			NC_010457.5			33692643			intergenic_region			MYOM2-LOC110257104			G			A			0.70			0.00


			NC_010457.5			33693060			intergenic_region			MYOM2-LOC110257104			A			G			0.55			0.00


			NC_010457.5			33693077			intergenic_region			MYOM2-LOC110257104			G			A			0.68			0.00


			NC_010457.5			33693140			intergenic_region			MYOM2-LOC110257104			T			A			0.73			0.00


			NC_010457.5			33693515			intergenic_region			MYOM2-LOC110257104			C			T			0.74			0.00


			NC_010457.5			33596134			intron_variant			MYOM2			T			G			0.78			0.11			0.67


			NC_010457.5			33596178			intron_variant			MYOM2			T			C			0.91			0.08			0.83


			NC_010457.5			33596283			intron_variant			MYOM2			A			G			0.81			0.08			0.73


			NC_010457.5			33596411			intron_variant			MYOM2			A			T			0.82			0.05			0.77


			NC_010457.5			33693627			intergenic_region			MYOM2-LOC110257104			C			A			0.67			0.00


			NC_010457.5			33693692			intergenic_region			MYOM2-LOC110257104			C			G			0.65			0.00


			NC_010457.5			33694286			intergenic_region			MYOM2-LOC110257104			C			G			0.52			0.00


			NC_010457.5			33694288			intergenic_region			MYOM2-LOC110257104			A			G			0.51			0.00


			NC_010457.5			33694855			intergenic_region			MYOM2-LOC110257104			T			C			0.65			0.00


			NC_010457.5			33597981			intron_variant			MYOM2			T			C			0.65			0.06			0.59


			NC_010457.5			33598609			intron_variant			MYOM2			T			C			0.55			0.05			0.50


			NC_010457.5			33598982			intron_variant			MYOM2			T			C			0.90			0.08			0.82


			NC_010457.5			33599562			intron_variant			MYOM2			A			C			0.76			0.08			0.68


			NC_010457.5			33599606			intron_variant			MYOM2			G			A			0.90			0.08			0.82


			NC_010457.5			33604226			intron_variant			MYOM2			A			G			0.28			1.00			0.72


			NC_010457.5			33696501			intergenic_region			MYOM2-LOC110257104			G			A			0.55			0.00


			NC_010451.4			13198067			synonymous_variant			TENM4			G			A			0.30			0.87			0.57


			NC_010443.5			71317740			3_prime_UTR_variant			BVES			C			T			0.30			1.00			0.70


			NC_010446.5			110790624			3_prime_UTR_variant			SORT1			T			C			0.30			0.89			0.59


			NC_010446.5			110791522			downstream_gene_variant			SORT1			C			A			0.30			0.85			0.56


			NC_010456.5			76245571			3_prime_UTR_variant			PPP3CB			C			T			0.30			1.00			0.70


			NC_010446.5			110789938			3_prime_UTR_variant			SORT1			G			C			0.29			0.87			0.58


			NC_010446.5			103835501			upstream_gene_variant			PTGFRN			A			G			0.28			0.88			0.60


			NC_010447.5			64460039			upstream_gene_variant			CD9			A			C			0.28			1.00			0.72


			NC_010446.5			99869889			3_prime_UTR_variant			GJA5			A			G			0.27			0.89			0.62


			NC_010446.5			110789913			3_prime_UTR_variant			SORT1			T			C			0.27			0.87			0.59


			NC_010456.5			43482619			synonymous_variant			MYO18B			C			A			0.27			0.84			0.57


			NC_010457.5			33608021			intergenic_region			MYOM2-LOC110257104			G			A			0.76			0.07			0.69


			NC_010457.5			33608087			intergenic_region			MYOM2-LOC110257104			T			C			0.76			0.05			0.71


			NC_010457.5			33608097			intergenic_region			MYOM2-LOC110257104			A			G			0.87			0.05			0.82


			NC_010457.5			33608368			intergenic_region			MYOM2-LOC110257104			T			G			0.88			0.05			0.83


			NC_010457.5			33608373			intergenic_region			MYOM2-LOC110257104			A			C			0.88			0.05			0.83


			NC_010457.5			33609372			intergenic_region			MYOM2-LOC110257104			C			A			0.10			0.88			0.78


			NC_010457.5			33609436			intergenic_region			MYOM2-LOC110257104			G			A			0.90			0.08			0.82


			NC_010457.5			33609621			intergenic_region			MYOM2-LOC110257104			T			G			0.98			0.19			0.79


			NC_010457.5			33697424			intergenic_region			MYOM2-LOC110257104			C			T			0.65			0.00


			NC_010457.5			33697743			intergenic_region			MYOM2-LOC110257104			T			C			0.64			0.00


			NC_010457.5			33610369			intergenic_region			MYOM2-LOC110257104			G			A			0.69			0.03			0.66


			NC_010457.5			33698338			intergenic_region			MYOM2-LOC110257104			T			C			0.67			0.00


			NC_010457.5			33698429			intergenic_region			MYOM2-LOC110257104			G			A			0.67			0.00


			NC_010457.5			33698864			intergenic_region			MYOM2-LOC110257104			G			A			0.63			0.00


			NC_010457.5			33610491			intergenic_region			MYOM2-LOC110257104			A			C			0.35			1.00			0.65


			NC_010457.5			33610543			intergenic_region			MYOM2-LOC110257104			T			C			0.74			0.11			0.63


			NC_010457.5			33699043			intergenic_region			MYOM2-LOC110257104			G			A			0.56			0.00


			NC_010457.5			33610603			intergenic_region			MYOM2-LOC110257104			G			T			0.71			0.11			0.60


			NC_010457.5			33699271			intergenic_region			MYOM2-LOC110257104			G			A			0.61			0.00


			NC_010457.5			33611076			intergenic_region			MYOM2-LOC110257104			T			C			0.69			0.05			0.64


			NC_010457.5			33612109			intergenic_region			MYOM2-LOC110257104			A			C			0.85			0.05			0.80


			NC_010457.5			33613607			intergenic_region			MYOM2-LOC110257104			T			C			0.71			0.05			0.66


			NC_010457.5			33699527			intergenic_region			MYOM2-LOC110257104			T			C			0.56			0.00


			NC_010457.5			33613819			intergenic_region			MYOM2-LOC110257104			C			T			0.88			0.05			0.83


			NC_010457.5			33613892			intergenic_region			MYOM2-LOC110257104			T			C			0.87			0.05			0.82


			NC_010457.5			33699551			intergenic_region			MYOM2-LOC110257104			C			T			0.56			0.00


			NC_010457.5			33699725			intergenic_region			MYOM2-LOC110257104			C			A			0.60			0.00


			NC_010457.5			33699728			intergenic_region			MYOM2-LOC110257104			G			A			0.81			0.00


			NC_010457.5			33700104			intergenic_region			MYOM2-LOC110257104			G			A			0.63			0.00


			NC_010457.5			33700273			intergenic_region			MYOM2-LOC110257104			G			A			0.54			0.00


			NC_010457.5			33614190			intergenic_region			MYOM2-LOC110257104			T			C			0.77			0.06			0.71


			NC_010457.5			33700399			intergenic_region			MYOM2-LOC110257104			T			G			0.52			0.00


			NC_010457.5			33700621			intergenic_region			MYOM2-LOC110257104			G			A			0.54			0.00


			NC_010457.5			33614297			intergenic_region			MYOM2-LOC110257104			A			G			0.78			0.06			0.72


			NC_010457.5			33614300			intergenic_region			MYOM2-LOC110257104			T			C			0.78			0.06			0.72


			NC_010457.5			33614325			intergenic_region			MYOM2-LOC110257104			T			C			0.74			0.06			0.68


			NC_010457.5			33614404			intergenic_region			MYOM2-LOC110257104			A			G			0.90			0.05			0.85


			NC_010457.5			33614462			intergenic_region			MYOM2-LOC110257104			G			A			0.88			0.06			0.82


			NC_010457.5			33614475			intergenic_region			MYOM2-LOC110257104			T			A			0.83			0.06			0.77


			NC_010457.5			33700939			intergenic_region			MYOM2-LOC110257104			A			T			0.58			0.00


			NC_010457.5			33701198			intergenic_region			MYOM2-LOC110257104			A			T			0.57			0.00


			NC_010457.5			33702231			intergenic_region			MYOM2-LOC110257104			G			A			0.57			0.00


			NC_010457.5			33615210			intergenic_region			MYOM2-LOC110257104			A			G			0.84			0.05			0.79


			NC_010457.5			33615231			intergenic_region			MYOM2-LOC110257104			G			A			0.83			0.05			0.78


			NC_010457.5			33615552			intergenic_region			MYOM2-LOC110257104			C			A			0.84			0.05			0.79


			NC_010457.5			33615556			intergenic_region			MYOM2-LOC110257104			T			C			0.84			0.05			0.79


			NC_010457.5			33702581			intergenic_region			MYOM2-LOC110257104			C			T			0.65			0.00


			NC_010457.5			33616637			intergenic_region			MYOM2-LOC110257104			T			C			0.90			0.11			0.79


			NC_010457.5			33617064			intergenic_region			MYOM2-LOC110257104			C			A			0.88			0.26			0.62


			NC_010457.5			33617835			intergenic_region			MYOM2-LOC110257104			A			C			0.88			0.14			0.74


			NC_010457.5			33617885			intergenic_region			MYOM2-LOC110257104			G			T			0.88			0.13			0.75


			NC_010457.5			33617964			intergenic_region			MYOM2-LOC110257104			A			G			0.71			0.08			0.63


			NC_010457.5			33618826			intergenic_region			MYOM2-LOC110257104			A			G			0.84			0.14			0.70


			NC_010457.5			33618832			intergenic_region			MYOM2-LOC110257104			A			C			0.86			0.13			0.73


			NC_010457.5			33618977			intergenic_region			MYOM2-LOC110257104			A			G			0.57			0.05			0.52


			NC_010457.5			33619068			intergenic_region			MYOM2-LOC110257104			T			C			0.77			0.16			0.61


			NC_010457.5			33619151			intergenic_region			MYOM2-LOC110257104			G			C			0.21			0.87			0.66


			NC_010457.5			33619242			intergenic_region			MYOM2-LOC110257104			G			C			0.05			0.84			0.80


			NC_010457.5			33619248			intergenic_region			MYOM2-LOC110257104			A			G			0.57			0.05			0.52


			NC_010457.5			33619385			intergenic_region			MYOM2-LOC110257104			T			C			0.89			0.13			0.76


			NC_010457.5			33619427			intergenic_region			MYOM2-LOC110257104			A			G			0.56			0.05			0.51


			NC_010457.5			33620214			intergenic_region			MYOM2-LOC110257104			C			T			0.20			0.89			0.69


			NC_010457.5			33622170			intergenic_region			MYOM2-LOC110257104			G			A			0.42			0.92			0.50


			NC_010457.5			33624043			intergenic_region			MYOM2-LOC110257104			T			A			0.09			0.66			0.56


			NC_010457.5			33626084			intergenic_region			MYOM2-LOC110257104			G			A			0.08			0.92			0.84


			NC_010457.5			33703600			intergenic_region			MYOM2-LOC110257104			T			C			0.68			0.00


			NC_010457.5			33626792			intergenic_region			MYOM2-LOC110257104			T			C			0.09			0.92			0.83


			NC_010457.5			33628322			intergenic_region			MYOM2-LOC110257104			C			T			0.10			0.89			0.79


			NC_010457.5			33637982			intergenic_region			MYOM2-LOC110257104			G			A			0.24			0.94			0.71


			NC_010457.5			33704166			intergenic_region			MYOM2-LOC110257104			C			T			0.77			0.00


			NC_010457.5			33639921			intergenic_region			MYOM2-LOC110257104			A			G			0.20			0.77			0.57


			NC_010457.5			33639993			intergenic_region			MYOM2-LOC110257104			G			A			0.08			0.61			0.53


			NC_010457.5			33643253			intergenic_region			MYOM2-LOC110257104			C			T			0.06			0.58			0.52


			NC_010457.5			33643438			intergenic_region			MYOM2-LOC110257104			C			G			0.90			0.39			0.51


			NC_010457.5			33643478			intergenic_region			MYOM2-LOC110257104			A			G			0.08			0.61			0.52


			NC_010457.5			33644184			intergenic_region			MYOM2-LOC110257104			A			G			0.01			0.56			0.54


			NC_010457.5			33644738			intergenic_region			MYOM2-LOC110257104			C			G			0.93			0.32			0.61


			NC_010457.5			33644818			intergenic_region			MYOM2-LOC110257104			T			C			0.06			0.66			0.60


			NC_010457.5			33644969			intergenic_region			MYOM2-LOC110257104			C			G			0.88			0.37			0.51


			NC_010457.5			33644994			intergenic_region			MYOM2-LOC110257104			G			T			0.33			0.97			0.65


			NC_010457.5			33645431			intergenic_region			MYOM2-LOC110257104			A			G			0.91			0.33			0.58


			NC_010457.5			33645489			intergenic_region			MYOM2-LOC110257104			T			C			0.89			0.39			0.50


			NC_010457.5			33646866			intergenic_region			MYOM2-LOC110257104			C			A			0.92			0.34			0.58


			NC_010457.5			33647185			intergenic_region			MYOM2-LOC110257104			T			C			0.88			0.37			0.51


			NC_010457.5			33647349			intergenic_region			MYOM2-LOC110257104			T			C			0.90			0.34			0.56


			NC_010457.5			33647442			intergenic_region			MYOM2-LOC110257104			A			C			0.63			0.08			0.55


			NC_010457.5			33648128			intergenic_region			MYOM2-LOC110257104			C			A			0.56			0.05			0.51


			NC_010457.5			33704204			intergenic_region			MYOM2-LOC110257104			A			T			0.78			0.00


			NC_010457.5			33648311			intergenic_region			MYOM2-LOC110257104			T			G			0.58			0.08			0.50


			NC_010457.5			33648531			intergenic_region			MYOM2-LOC110257104			T			C			0.58			0.08			0.50


			NC_010457.5			33648672			intergenic_region			MYOM2-LOC110257104			T			C			0.85			0.29			0.56


			NC_010457.5			33648736			intergenic_region			MYOM2-LOC110257104			A			G			0.90			0.32			0.58


			NC_010457.5			33648741			intergenic_region			MYOM2-LOC110257104			G			A			0.65			0.08			0.57


			NC_010457.5			33648788			intergenic_region			MYOM2-LOC110257104			A			T			0.11			0.63			0.52


			NC_010457.5			33648850			intergenic_region			MYOM2-LOC110257104			T			C			0.68			0.14			0.54


			NC_010457.5			33648987			intergenic_region			MYOM2-LOC110257104			G			T			0.67			0.17			0.50


			NC_010457.5			33649337			intergenic_region			MYOM2-LOC110257104			G			A			0.07			0.66			0.59


			NC_010457.5			33649537			intergenic_region			MYOM2-LOC110257104			G			C			0.07			0.61			0.53


			NC_010457.5			33650695			intergenic_region			MYOM2-LOC110257104			T			C			0.62			0.11			0.51


			NC_010457.5			33651422			intergenic_region			MYOM2-LOC110257104			C			T			0.93			0.34			0.59


			NC_010457.5			33651588			intergenic_region			MYOM2-LOC110257104			G			A			0.64			0.13			0.51


			NC_010457.5			33651620			intergenic_region			MYOM2-LOC110257104			T			A			0.61			0.06			0.55


			NC_010457.5			33651634			intergenic_region			MYOM2-LOC110257104			T			C			0.61			0.06			0.55


			NC_010457.5			33651655			intergenic_region			MYOM2-LOC110257104			T			G			0.61			0.06			0.55


			NC_010457.5			33651784			intergenic_region			MYOM2-LOC110257104			G			T			0.64			0.11			0.53


			NC_010457.5			33652586			intergenic_region			MYOM2-LOC110257104			G			A			0.92			0.39			0.53


			NC_010457.5			33653133			intergenic_region			MYOM2-LOC110257104			G			A			0.05			0.77			0.72


			NC_010457.5			33653424			intergenic_region			MYOM2-LOC110257104			A			C			0.92			0.26			0.66


			NC_010457.5			33653479			intergenic_region			MYOM2-LOC110257104			T			A			0.83			0.25			0.58


			NC_010457.5			33654133			intergenic_region			MYOM2-LOC110257104			C			T			0.85			0.31			0.54


			NC_010457.5			33654134			intergenic_region			MYOM2-LOC110257104			A			G			0.85			0.31			0.54


			NC_010457.5			33654162			intergenic_region			MYOM2-LOC110257104			G			A			0.85			0.33			0.52


			NC_010457.5			33654190			intergenic_region			MYOM2-LOC110257104			G			T			0.85			0.32			0.53


			NC_010457.5			33654198			intergenic_region			MYOM2-LOC110257104			G			A			0.85			0.32			0.53


			NC_010457.5			33654723			intergenic_region			MYOM2-LOC110257104			G			A			0.89			0.34			0.55


			NC_010457.5			33654728			intergenic_region			MYOM2-LOC110257104			T			C			0.82			0.29			0.53


			NC_010457.5			33655085			intergenic_region			MYOM2-LOC110257104			T			C			0.90			0.39			0.51


			NC_010457.5			33655105			intergenic_region			MYOM2-LOC110257104			A			G			0.87			0.34			0.53


			NC_010457.5			33655215			intergenic_region			MYOM2-LOC110257104			G			T			0.91			0.37			0.54


			NC_010457.5			33655426			intergenic_region			MYOM2-LOC110257104			A			G			0.86			0.36			0.50


			NC_010457.5			33658205			intergenic_region			MYOM2-LOC110257104			T			C			0.75			0.22			0.53


			NC_010457.5			33658433			intergenic_region			MYOM2-LOC110257104			C			G			0.85			0.32			0.53


			NC_010457.5			33658604			intergenic_region			MYOM2-LOC110257104			T			C			0.87			0.29			0.58


			NC_010457.5			33658811			intergenic_region			MYOM2-LOC110257104			A			G			0.89			0.29			0.60


			NC_010457.5			33707034			intergenic_region			MYOM2-LOC110257104			T			C			0.59			0.00


			NC_010457.5			33707098			intergenic_region			MYOM2-LOC110257104			C			T			0.54			0.00


			NC_010457.5			33659229			intergenic_region			MYOM2-LOC110257104			C			G			0.88			0.26			0.62


			NC_010457.5			33707151			intergenic_region			MYOM2-LOC110257104			T			C			0.73			0.00


			NC_010457.5			33707430			intergenic_region			MYOM2-LOC110257104			G			A			0.61			0.00


			NC_010457.5			33659457			intergenic_region			MYOM2-LOC110257104			A			T			0.87			0.29			0.58


			NC_010457.5			33659776			intergenic_region			MYOM2-LOC110257104			C			A			0.83			0.28			0.55


			NC_010457.5			33659952			intergenic_region			MYOM2-LOC110257104			C			T			0.91			0.29			0.62


			NC_010457.5			33660160			intergenic_region			MYOM2-LOC110257104			G			T			0.88			0.32			0.56


			NC_010457.5			33660247			intergenic_region			MYOM2-LOC110257104			T			C			0.87			0.29			0.58


			NC_010457.5			33660261			intergenic_region			MYOM2-LOC110257104			A			G			0.87			0.26			0.61


			NC_010457.5			33660372			intergenic_region			MYOM2-LOC110257104			T			C			0.89			0.32			0.57


			NC_010457.5			33660384			intergenic_region			MYOM2-LOC110257104			C			T			0.90			0.32			0.58


			NC_010457.5			33660404			intergenic_region			MYOM2-LOC110257104			A			C			0.90			0.32			0.58


			NC_010457.5			33660498			intergenic_region			MYOM2-LOC110257104			T			C			0.88			0.32			0.56


			NC_010457.5			33660928			intergenic_region			MYOM2-LOC110257104			C			T			0.60			0.06			0.54


			NC_010457.5			33661060			intergenic_region			MYOM2-LOC110257104			T			C			0.86			0.26			0.60


			NC_010457.5			33661061			intergenic_region			MYOM2-LOC110257104			G			A			0.86			0.26			0.60


			NC_010457.5			33661244			intergenic_region			MYOM2-LOC110257104			A			G			0.85			0.31			0.54


			NC_010457.5			33661266			intergenic_region			MYOM2-LOC110257104			T			C			0.85			0.31			0.54


			NC_010457.5			33661908			intergenic_region			MYOM2-LOC110257104			A			G			0.14			0.92			0.78


			NC_010457.5			33662243			intergenic_region			MYOM2-LOC110257104			G			A			0.87			0.34			0.53


			NC_010457.5			33662439			intergenic_region			MYOM2-LOC110257104			G			A			0.88			0.03			0.85


			NC_010457.5			33662465			intergenic_region			MYOM2-LOC110257104			T			C			0.81			0.08			0.73


			NC_010457.5			33662475			intergenic_region			MYOM2-LOC110257104			T			A			0.81			0.08			0.73


			NC_010457.5			33662659			intergenic_region			MYOM2-LOC110257104			T			C			0.69			0.08			0.61


			NC_010457.5			33663160			intergenic_region			MYOM2-LOC110257104			C			T			0.89			0.22			0.67


			NC_010457.5			33663215			intergenic_region			MYOM2-LOC110257104			G			A			0.85			0.29			0.56


			NC_010457.5			33663411			intergenic_region			MYOM2-LOC110257104			T			C			0.88			0.26			0.62


			NC_010457.5			33663427			intergenic_region			MYOM2-LOC110257104			T			C			0.86			0.26			0.60


			NC_010457.5			33663540			intergenic_region			MYOM2-LOC110257104			T			C			0.85			0.18			0.67


			NC_010457.5			33663840			intergenic_region			MYOM2-LOC110257104			G			A			0.08			0.74			0.65


			NC_010457.5			33663862			intergenic_region			MYOM2-LOC110257104			G			A			0.92			0.24			0.68


			NC_010457.5			33664125			intergenic_region			MYOM2-LOC110257104			T			C			0.85			0.28			0.57


			NC_010457.5			33664130			intergenic_region			MYOM2-LOC110257104			T			A			0.86			0.28			0.58


			NC_010457.5			33664408			intergenic_region			MYOM2-LOC110257104			T			C			0.87			0.29			0.58


			NC_010457.5			33664606			intergenic_region			MYOM2-LOC110257104			A			G			0.88			0.22			0.66


			NC_010457.5			33707575			intergenic_region			MYOM2-LOC110257104			G			A			0.51			0.00


			NC_010457.5			33665021			intergenic_region			MYOM2-LOC110257104			G			A			0.87			0.32			0.55


			NC_010457.5			33665347			intergenic_region			MYOM2-LOC110257104			T			C			0.85			0.32			0.53


			NC_010457.5			33665393			intergenic_region			MYOM2-LOC110257104			G			A			0.10			0.68			0.58


			NC_010457.5			33665414			intergenic_region			MYOM2-LOC110257104			T			C			0.88			0.32			0.56


			NC_010457.5			33665431			intergenic_region			MYOM2-LOC110257104			A			G			0.89			0.29			0.60


			NC_010457.5			33665608			intergenic_region			MYOM2-LOC110257104			C			T			0.24			0.78			0.54


			NC_010457.5			33665689			intergenic_region			MYOM2-LOC110257104			G			C			0.87			0.28			0.59


			NC_010457.5			33707626			intergenic_region			MYOM2-LOC110257104			A			G			0.52			0.00


			NC_010457.5			33707634			intergenic_region			MYOM2-LOC110257104			A			G			0.54			0.00


			NC_010457.5			33666004			intergenic_region			MYOM2-LOC110257104			T			C			0.84			0.26			0.58


			NC_010457.5			33666119			intergenic_region			MYOM2-LOC110257104			A			G			0.84			0.19			0.65


			NC_010457.5			33666205			intergenic_region			MYOM2-LOC110257104			C			T			0.86			0.28			0.58


			NC_010457.5			33666284			intergenic_region			MYOM2-LOC110257104			T			C			0.79			0.26			0.53


			NC_010457.5			33666406			intergenic_region			MYOM2-LOC110257104			T			G			0.86			0.18			0.68


			NC_010457.5			33666408			intergenic_region			MYOM2-LOC110257104			C			T			0.88			0.18			0.70


			NC_010457.5			33666523			intergenic_region			MYOM2-LOC110257104			C			T			0.87			0.32			0.55


			NC_010457.5			33667049			intergenic_region			MYOM2-LOC110257104			A			C			0.88			0.29			0.59


			NC_010457.5			33667522			intergenic_region			MYOM2-LOC110257104			A			G			0.88			0.32			0.56


			NC_010457.5			33668039			intergenic_region			MYOM2-LOC110257104			A			G			0.88			0.32			0.56


			NC_010457.5			33668241			intergenic_region			MYOM2-LOC110257104			G			C			0.10			0.69			0.59


			NC_010457.5			33668859			intergenic_region			MYOM2-LOC110257104			G			C			0.88			0.32			0.56


			NC_010457.5			33669266			intergenic_region			MYOM2-LOC110257104			T			C			0.89			0.33			0.56


			NC_010457.5			33669315			intergenic_region			MYOM2-LOC110257104			A			G			0.90			0.29			0.61


			NC_010457.5			33669375			intergenic_region			MYOM2-LOC110257104			T			C			0.88			0.26			0.62


			NC_010457.5			33669444			intergenic_region			MYOM2-LOC110257104			A			G			0.41			0.92			0.51


			NC_010457.5			33669746			intergenic_region			MYOM2-LOC110257104			T			C			0.42			0.92			0.50


			NC_010457.5			33670681			intergenic_region			MYOM2-LOC110257104			G			C			0.11			0.68			0.57


			NC_010457.5			33671034			intergenic_region			MYOM2-LOC110257104			T			C			0.90			0.28			0.62


			NC_010457.5			33671115			intergenic_region			MYOM2-LOC110257104			C			T			0.89			0.29			0.60


			NC_010457.5			33671158			intergenic_region			MYOM2-LOC110257104			G			A			0.88			0.32			0.56


			NC_010457.5			33671299			intergenic_region			MYOM2-LOC110257104			G			A			0.92			0.31			0.61


			NC_010457.5			33671335			intergenic_region			MYOM2-LOC110257104			T			C			0.91			0.32			0.59


			NC_010457.5			33671340			intergenic_region			MYOM2-LOC110257104			A			G			0.91			0.32			0.59


			NC_010457.5			33671421			intergenic_region			MYOM2-LOC110257104			A			G			0.88			0.32			0.56


			NC_010457.5			33671456			intergenic_region			MYOM2-LOC110257104			A			G			0.84			0.32			0.52


			NC_010457.5			33671586			intergenic_region			MYOM2-LOC110257104			T			C			0.89			0.29			0.60


			NC_010457.5			33671622			intergenic_region			MYOM2-LOC110257104			T			C			0.89			0.32			0.57


			NC_010457.5			33671694			intergenic_region			MYOM2-LOC110257104			C			T			0.88			0.28			0.60


			NC_010457.5			33671876			intergenic_region			MYOM2-LOC110257104			T			A			0.62			0.09			0.53


			NC_010457.5			33672293			intergenic_region			MYOM2-LOC110257104			A			G			0.15			0.89			0.74


			NC_010457.5			33672306			intergenic_region			MYOM2-LOC110257104			T			A			0.84			0.08			0.76


			NC_010457.5			33672325			intergenic_region			MYOM2-LOC110257104			A			G			0.88			0.09			0.79


			NC_010457.5			33672408			intergenic_region			MYOM2-LOC110257104			T			G			0.86			0.26			0.60


			NC_010457.5			33673486			intergenic_region			MYOM2-LOC110257104			C			A			0.10			0.66			0.56


			NC_010457.5			33673489			intergenic_region			MYOM2-LOC110257104			A			G			0.10			0.68			0.59


			NC_010457.5			33673491			intergenic_region			MYOM2-LOC110257104			A			C			0.10			0.68			0.59


			NC_010457.5			33707752			intergenic_region			MYOM2-LOC110257104			T			G			0.71			0.00


			NC_010457.5			33673997			intergenic_region			MYOM2-LOC110257104			A			G			0.10			0.92			0.82


			NC_010457.5			33674010			intergenic_region			MYOM2-LOC110257104			G			A			0.10			0.68			0.58


			NC_010457.5			33674476			intergenic_region			MYOM2-LOC110257104			A			G			0.25			0.95			0.70


			NC_010457.5			33674720			intergenic_region			MYOM2-LOC110257104			A			G			0.10			0.63			0.53


			NC_010457.5			33675041			intergenic_region			MYOM2-LOC110257104			G			A			0.42			0.97			0.55


			NC_010457.5			33675351			intergenic_region			MYOM2-LOC110257104			G			T			0.10			0.67			0.56


			NC_010457.5			33675753			intergenic_region			MYOM2-LOC110257104			G			A			0.37			0.89			0.52


			NC_010457.5			33675802			intergenic_region			MYOM2-LOC110257104			G			A			0.31			0.89			0.59


			NC_010457.5			33675803			intergenic_region			MYOM2-LOC110257104			T			C			0.33			0.89			0.57


			NC_010457.5			33675811			intergenic_region			MYOM2-LOC110257104			C			T			0.28			0.89			0.62


			NC_010457.5			33675981			intergenic_region			MYOM2-LOC110257104			T			A			0.59			0.05			0.54


			NC_010457.5			33675984			intergenic_region			MYOM2-LOC110257104			G			C			0.06			0.61			0.55


			NC_010457.5			33676024			intergenic_region			MYOM2-LOC110257104			G			A			0.64			0.05			0.59


			NC_010457.5			33676435			intergenic_region			MYOM2-LOC110257104			G			A			0.08			0.61			0.53


			NC_010457.5			33676888			intergenic_region			MYOM2-LOC110257104			C			T			0.19			0.92			0.73


			NC_010457.5			33677339			intergenic_region			MYOM2-LOC110257104			C			A			0.14			0.92			0.78


			NC_010457.5			33677345			intergenic_region			MYOM2-LOC110257104			G			T			0.11			0.69			0.58


			NC_010457.5			33677351			intergenic_region			MYOM2-LOC110257104			T			C			0.14			0.92			0.78


			NC_010457.5			33678403			intergenic_region			MYOM2-LOC110257104			C			T			0.09			0.67			0.57


			NC_010457.5			33678456			intergenic_region			MYOM2-LOC110257104			C			T			0.11			0.66			0.55


			NC_010457.5			33678753			intergenic_region			MYOM2-LOC110257104			A			G			0.09			0.61			0.51


			NC_010457.5			33679105			intergenic_region			MYOM2-LOC110257104			G			A			0.22			0.89			0.68


			NC_010457.5			33679138			intergenic_region			MYOM2-LOC110257104			C			T			0.08			0.61			0.53


			NC_010457.5			33679270			intergenic_region			MYOM2-LOC110257104			G			A			0.64			0.05			0.59


			NC_010457.5			33679513			intergenic_region			MYOM2-LOC110257104			T			C			0.58			0.05			0.53


			NC_010457.5			33679682			intergenic_region			MYOM2-LOC110257104			T			A			0.20			0.89			0.69


			NC_010457.5			33679939			intergenic_region			MYOM2-LOC110257104			A			C			0.35			0.92			0.57


			NC_010457.5			33679941			intergenic_region			MYOM2-LOC110257104			G			A			0.35			0.92			0.57


			NC_010457.5			33679983			intergenic_region			MYOM2-LOC110257104			C			T			0.36			0.92			0.56


			NC_010457.5			33680061			intergenic_region			MYOM2-LOC110257104			C			A			0.36			0.95			0.58


			NC_010457.5			33680125			intergenic_region			MYOM2-LOC110257104			A			G			0.56			0.05			0.51


			NC_010457.5			33681304			intergenic_region			MYOM2-LOC110257104			C			T			0.08			0.61			0.53


			NC_010457.5			33682452			intergenic_region			MYOM2-LOC110257104			A			G			0.40			0.92			0.52


			NC_010457.5			33682703			intergenic_region			MYOM2-LOC110257104			C			T			0.08			0.66			0.58


			NC_010457.5			33682942			intergenic_region			MYOM2-LOC110257104			A			G			0.07			0.63			0.56


			NC_010457.5			33683080			intergenic_region			MYOM2-LOC110257104			G			A			0.19			0.92			0.73


			NC_010457.5			33683188			intergenic_region			MYOM2-LOC110257104			G			A			0.18			0.92			0.74


			NC_010457.5			33683924			intergenic_region			MYOM2-LOC110257104			A			G			0.20			0.92			0.72


			NC_010457.5			33684389			intergenic_region			MYOM2-LOC110257104			C			T			0.43			0.94			0.51


			NC_010457.5			33684835			intergenic_region			MYOM2-LOC110257104			C			T			0.09			0.92			0.83


			NC_010457.5			33684951			intergenic_region			MYOM2-LOC110257104			A			G			0.27			0.95			0.67


			NC_010457.5			33685024			intergenic_region			MYOM2-LOC110257104			G			A			0.10			0.89			0.79


			NC_010457.5			33685025			intergenic_region			MYOM2-LOC110257104			A			T			0.10			0.89			0.79


			NC_010457.5			33685039			intergenic_region			MYOM2-LOC110257104			C			T			0.10			0.89			0.79


			NC_010457.5			33685049			intergenic_region			MYOM2-LOC110257104			T			G			0.17			0.89			0.72


			NC_010457.5			33707783			intergenic_region			MYOM2-LOC110257104			C			G			0.83			0.00


			NC_010457.5			33685527			intergenic_region			MYOM2-LOC110257104			G			T			0.38			0.97			0.59


			NC_010457.5			33685648			intergenic_region			MYOM2-LOC110257104			G			A			0.74			0.05			0.69


			NC_010457.5			33686054			intergenic_region			MYOM2-LOC110257104			A			G			0.56			0.03			0.53


			NC_010457.5			33686073			intergenic_region			MYOM2-LOC110257104			T			C			0.22			0.95			0.73


			NC_010457.5			33686246			intergenic_region			MYOM2-LOC110257104			A			G			0.57			0.05			0.52


			NC_010457.5			33686260			intergenic_region			MYOM2-LOC110257104			A			C			0.35			0.91			0.56


			NC_010457.5			33686467			intergenic_region			MYOM2-LOC110257104			C			G			0.24			0.92			0.68


			NC_010457.5			33686794			intergenic_region			MYOM2-LOC110257104			A			G			0.74			0.05			0.69


			NC_010457.5			33686839			intergenic_region			MYOM2-LOC110257104			A			G			0.76			0.11			0.65


			NC_010457.5			33686872			intergenic_region			MYOM2-LOC110257104			T			C			0.10			0.89			0.79


			NC_010457.5			33686895			intergenic_region			MYOM2-LOC110257104			A			G			0.14			0.92			0.78


			NC_010457.5			33708218			intergenic_region			MYOM2-LOC110257104			C			T			0.58			0.00


			NC_010457.5			33687370			intergenic_region			MYOM2-LOC110257104			G			A			0.11			0.92			0.81


			NC_010457.5			33688263			intergenic_region			MYOM2-LOC110257104			G			C			0.10			0.97			0.88


			NC_010457.5			33690218			intergenic_region			MYOM2-LOC110257104			C			T			0.83			0.08			0.75


			NC_010457.5			33690501			intergenic_region			MYOM2-LOC110257104			C			T			0.78			0.08			0.70


			NC_010457.5			33690651			intergenic_region			MYOM2-LOC110257104			T			C			0.62			0.05			0.57


			NC_010457.5			33691901			intergenic_region			MYOM2-LOC110257104			A			G			0.62			0.05			0.57


			NC_010457.5			33733714			intergenic_region			MYOM2-LOC110257104			T			A			0.74			0.00


			NC_010457.5			33789574			intergenic_region			MYOM2-LOC110257104			G			C			0.51			0.00


			NC_010457.5			33789843			intergenic_region			MYOM2-LOC110257104			A			G			0.51			0.00


			NC_010457.5			33790055			intergenic_region			MYOM2-LOC110257104			T			C			0.53			0.00


			NC_010457.5			33692569			intergenic_region			MYOM2-LOC110257104			C			T			0.70			0.06			0.64


			NC_010457.5			33692598			intergenic_region			MYOM2-LOC110257104			G			C			0.11			1.00			0.89


			NC_010457.5			33790504			intergenic_region			MYOM2-LOC110257104			T			A			0.56			0.00


			NC_010457.5			33790676			intergenic_region			MYOM2-LOC110257104			A			T			0.51			0.00


			NC_010457.5			33692730			intergenic_region			MYOM2-LOC110257104			C			T			0.57			0.06			0.51


			NC_010457.5			33791642			intergenic_region			MYOM2-LOC110257104			A			T			0.68			0.00


			NC_010457.5			33791686			intergenic_region			MYOM2-LOC110257104			G			A			0.64			0.00


			NC_010457.5			33801332			intergenic_region			MYOM2-LOC110257104			C			T			0.63			0.00


			NC_010457.5			33693147			intergenic_region			MYOM2-LOC110257104			T			G			0.78			0.03			0.75


			NC_010457.5			33693372			intergenic_region			MYOM2-LOC110257104			T			G			0.76			0.03			0.73


			NC_010457.5			33809641			intergenic_region			MYOM2-LOC110257104			G			A			0.61			0.00


			NC_010457.5			33809646			intergenic_region			MYOM2-LOC110257104			A			G			0.61			0.00


			NC_010457.5			33811370			intergenic_region			MYOM2-LOC110257104			C			T			0.78			0.00


			NC_010457.5			33694029			intergenic_region			MYOM2-LOC110257104			A			G			0.88			0.05			0.83


			NC_010457.5			33694259			intergenic_region			MYOM2-LOC110257104			G			A			0.60			0.05			0.55


			NC_010457.5			33813420			intergenic_region			MYOM2-LOC110257104			A			T			0.88			0.00


			NC_010457.5			33873344			intergenic_region			MYOM2-LOC110257104			T			A			0.64			0.00


			NC_010457.5			33694483			intergenic_region			MYOM2-LOC110257104			T			C			0.85			0.03			0.82


			NC_010457.5			33694620			intergenic_region			MYOM2-LOC110257104			T			C			0.71			0.08			0.63


			NC_010457.5			33873395			intergenic_region			MYOM2-LOC110257104			G			A			0.63			0.00


			NC_010457.5			33695185			intergenic_region			MYOM2-LOC110257104			C			A			0.87			0.05			0.82


			NC_010457.5			33695272			intergenic_region			MYOM2-LOC110257104			C			T			0.88			0.08			0.80


			NC_010457.5			33696129			intergenic_region			MYOM2-LOC110257104			T			C			0.81			0.08			0.73


			NC_010457.5			33696228			intergenic_region			MYOM2-LOC110257104			A			G			0.81			0.07			0.74


			NC_010457.5			33696236			intergenic_region			MYOM2-LOC110257104			C			T			0.75			0.11			0.64


			NC_010457.5			33873408			intergenic_region			MYOM2-LOC110257104			C			T			0.62			0.00


			NC_010457.5			33696566			intergenic_region			MYOM2-LOC110257104			C			T			0.76			0.05			0.71


			NC_010457.5			33696724			intergenic_region			MYOM2-LOC110257104			A			G			0.84			0.08			0.76


			NC_010457.5			33696766			intergenic_region			MYOM2-LOC110257104			G			A			0.56			0.03			0.53


			NC_010457.5			33696812			intergenic_region			MYOM2-LOC110257104			A			G			0.79			0.03			0.76


			NC_010457.5			33696815			intergenic_region			MYOM2-LOC110257104			G			C			0.76			0.03			0.73


			NC_010457.5			33696844			intergenic_region			MYOM2-LOC110257104			T			C			0.58			0.03			0.55


			NC_010457.5			33696919			intergenic_region			MYOM2-LOC110257104			G			T			0.63			0.03			0.60


			NC_010457.5			33696927			intergenic_region			MYOM2-LOC110257104			A			T			0.57			0.03			0.54


			NC_010457.5			33696997			intergenic_region			MYOM2-LOC110257104			A			T			0.55			0.03			0.52


			NC_010457.5			33697009			intergenic_region			MYOM2-LOC110257104			C			T			0.82			0.08			0.74


			NC_010457.5			33697297			intergenic_region			MYOM2-LOC110257104			T			C			0.83			0.05			0.78


			NC_010457.5			33697347			intergenic_region			MYOM2-LOC110257104			A			G			0.84			0.08			0.76


			NC_010457.5			33876080			intergenic_region			MYOM2-LOC110257104			T			C			0.57			0.00


			NC_010457.5			33697495			intergenic_region			MYOM2-LOC110257104			T			C			0.81			0.05			0.76


			NC_010457.5			33697653			intergenic_region			MYOM2-LOC110257104			T			C			0.75			0.06			0.69


			NC_010457.5			33889417			intergenic_region			MYOM2-LOC110257104			G			A			0.72			0.00


			NC_010457.5			33697940			intergenic_region			MYOM2-LOC110257104			A			T			0.78			0.05			0.73


			NC_010457.5			33698144			intergenic_region			MYOM2-LOC110257104			G			A			0.87			0.08			0.79


			NC_010457.5			33698281			intergenic_region			MYOM2-LOC110257104			G			T			0.71			0.05			0.66


			NC_010457.5			33890823			intergenic_region			MYOM2-LOC110257104			A			G			0.54			0.00


			NC_010457.5			33698360			intergenic_region			MYOM2-LOC110257104			G			C			0.77			0.05			0.72


			NC_010457.5			64749379			upstream_gene_variant			ACVR1			G			A			0.56			0.00


			NC_010457.5			33698483			intergenic_region			MYOM2-LOC110257104			A			G			0.90			0.03			0.87


			NC_010457.5			33698502			intergenic_region			MYOM2-LOC110257104			G			C			0.90			0.03			0.87


			NC_010457.5			33698822			intergenic_region			MYOM2-LOC110257104			C			T			0.67			0.05			0.62


			NC_010457.5			64749414			upstream_gene_variant			ACVR1			T			A			0.92			0.00


			NC_010457.5			64750156			3_prime_UTR_variant			ACVR1			A			G			0.56			0.00


			NC_010457.5			33699124			intergenic_region			MYOM2-LOC110257104			T			C			0.85			0.05			0.80


			NC_010457.5			33699222			intergenic_region			MYOM2-LOC110257104			T			C			0.79			0.03			0.76


			NC_010457.5			64750217			3_prime_UTR_variant			ACVR1			T			A			0.92			0.00


			NC_010457.5			33699506			intergenic_region			MYOM2-LOC110257104			A			G			0.64			0.05			0.59


			NC_010457.5			64750438			3_prime_UTR_variant			ACVR1			T			C			0.94			0.00


			NC_010457.5			64756633			3_prime_UTR_variant			ACVR1			C			T			0.53			0.00


			NC_010457.5			64756963			3_prime_UTR_variant			ACVR1			G			A			0.93			0.00


			NC_010457.5			64763373			intron_variant			ACVR1			A			G			0.68			0.00


			NC_010457.5			64763638			intron_variant			ACVR1			C			A			0.65			0.00


			NC_010457.5			64763648			intron_variant			ACVR1			T			A			0.65			0.00


			NC_010457.5			64763652			intron_variant			ACVR1			A			G			0.77			0.00


			NC_010457.5			64763881			intron_variant			ACVR1			T			C			0.56			0.00


			NC_010457.5			33700915			intergenic_region			MYOM2-LOC110257104			G			A			0.85			0.11			0.74


			NC_010457.5			64764202			intron_variant			ACVR1			G			T			0.56			0.00


			NC_010457.5			64764327			intron_variant			ACVR1			T			C			0.94			0.00


			NC_010457.5			33701263			intergenic_region			MYOM2-LOC110257104			T			C			0.71			0.05			0.66


			NC_010457.5			33701375			intergenic_region			MYOM2-LOC110257104			T			C			0.70			0.05			0.65


			NC_010457.5			33701602			intergenic_region			MYOM2-LOC110257104			A			G			0.73			0.05			0.68


			NC_010457.5			33701889			intergenic_region			MYOM2-LOC110257104			C			T			0.72			0.05			0.67


			NC_010457.5			33701966			intergenic_region			MYOM2-LOC110257104			T			C			0.85			0.05			0.80


			NC_010457.5			64764527			intron_variant			ACVR1			T			G			0.61			0.00


			NC_010457.5			64764852			intron_variant			ACVR1			A			G			0.95			0.00


			NC_010457.5			33702914			intergenic_region			MYOM2-LOC110257104			C			G			0.85			0.05			0.80


			NC_010457.5			64764864			intron_variant			ACVR1			A			G			0.61			0.00


			NC_010457.5			33703977			intergenic_region			MYOM2-LOC110257104			A			G			0.85			0.05			0.80


			NC_010457.5			33704074			intergenic_region			MYOM2-LOC110257104			G			A			0.77			0.05			0.72


			NC_010457.5			64775077			intron_variant			ACVR1			T			C			0.83			0.00


			NC_010457.5			64775580			intron_variant			ACVR1			A			G			0.84			0.00


			NC_010457.5			33704468			intergenic_region			MYOM2-LOC110257104			C			T			0.78			0.05			0.73


			NC_010457.5			33704470			intergenic_region			MYOM2-LOC110257104			T			A			0.78			0.05			0.73


			NC_010457.5			33704863			intergenic_region			MYOM2-LOC110257104			A			G			0.78			0.05			0.73


			NC_010457.5			33704876			intergenic_region			MYOM2-LOC110257104			C			T			0.78			0.05			0.73


			NC_010457.5			33705116			intergenic_region			MYOM2-LOC110257104			C			T			0.79			0.05			0.74


			NC_010457.5			33705452			intergenic_region			MYOM2-LOC110257104			G			T			0.83			0.05			0.78


			NC_010457.5			33705582			intergenic_region			MYOM2-LOC110257104			G			T			0.79			0.05			0.74


			NC_010457.5			33705622			intergenic_region			MYOM2-LOC110257104			C			T			0.80			0.05			0.75


			NC_010457.5			33705877			intergenic_region			MYOM2-LOC110257104			A			T			0.83			0.05			0.78


			NC_010457.5			64775827			intron_variant			ACVR1			C			T			0.71			0.00


			NC_010457.5			64775941			intron_variant			ACVR1			A			G			0.85			0.00


			NC_010457.5			64776344			intron_variant			ACVR1			A			C			0.82			0.00


			NC_010457.5			33707238			intergenic_region			MYOM2-LOC110257104			A			G			0.80			0.05			0.75


			NC_010457.5			33707271			intergenic_region			MYOM2-LOC110257104			T			C			0.74			0.05			0.69


			NC_010457.5			33707307			intergenic_region			MYOM2-LOC110257104			A			G			0.78			0.05			0.73


			NC_010457.5			64776656			intron_variant			ACVR1			G			A			0.64			0.00


			NC_010457.5			64776889			intron_variant			ACVR1			C			A			0.71			0.00


			NC_010457.5			64778074			intron_variant			ACVR1			T			C			0.83			0.00


			NC_010457.5			64778487			intron_variant			ACVR1			G			A			0.85			0.00


			NC_010457.5			64779297			intron_variant			ACVR1			C			T			0.85			0.00


			NC_010457.5			64779437			intron_variant			ACVR1			G			C			0.84			0.00


			NC_010457.5			64779733			intron_variant			ACVR1			A			G			0.82			0.00


			NC_010457.5			33728092			intergenic_region			MYOM2-LOC110257104			G			T			0.88			0.03			0.85


			NC_010457.5			33729664			intergenic_region			MYOM2-LOC110257104			T			C			0.38			0.95			0.57


			NC_010457.5			33732235			intergenic_region			MYOM2-LOC110257104			A			G			0.62			0.11			0.51


			NC_010457.5			33732792			intergenic_region			MYOM2-LOC110257104			T			C			0.82			0.08			0.74


			NC_010457.5			33732816			intergenic_region			MYOM2-LOC110257104			C			T			0.15			0.89			0.74


			NC_010457.5			33733044			intergenic_region			MYOM2-LOC110257104			T			C			0.89			0.08			0.81


			NC_010457.5			33733171			intergenic_region			MYOM2-LOC110257104			A			G			0.81			0.08			0.73


			NC_010457.5			33733182			intergenic_region			MYOM2-LOC110257104			C			A			0.90			0.08			0.82


			NC_010457.5			33733321			intergenic_region			MYOM2-LOC110257104			T			C			0.83			0.08			0.75


			NC_010457.5			33733340			intergenic_region			MYOM2-LOC110257104			A			G			0.62			0.08			0.54


			NC_010457.5			33733471			intergenic_region			MYOM2-LOC110257104			G			A			0.31			0.94			0.64


			NC_010457.5			64779795			intron_variant			ACVR1			A			G			0.83			0.00


			NC_010457.5			33733875			intergenic_region			MYOM2-LOC110257104			C			A			0.66			0.05			0.61


			NC_010457.5			33733912			intergenic_region			MYOM2-LOC110257104			A			G			0.64			0.05			0.59


			NC_010457.5			33733920			intergenic_region			MYOM2-LOC110257104			A			C			0.64			0.05			0.59


			NC_010457.5			33733925			intergenic_region			MYOM2-LOC110257104			A			G			0.64			0.05			0.59


			NC_010457.5			33734114			intergenic_region			MYOM2-LOC110257104			T			C			0.61			0.05			0.56


			NC_010457.5			33734148			intergenic_region			MYOM2-LOC110257104			C			A			0.65			0.05			0.60


			NC_010457.5			33734259			intergenic_region			MYOM2-LOC110257104			C			T			0.69			0.05			0.64


			NC_010457.5			33734395			intergenic_region			MYOM2-LOC110257104			A			G			0.89			0.04			0.85


			NC_010457.5			33734948			intergenic_region			MYOM2-LOC110257104			T			C			0.60			0.05			0.55


			NC_010457.5			33734983			intergenic_region			MYOM2-LOC110257104			T			C			0.63			0.05			0.58


			NC_010457.5			33735407			intergenic_region			MYOM2-LOC110257104			A			G			0.69			0.05			0.64


			NC_010457.5			33735816			intergenic_region			MYOM2-LOC110257104			C			T			0.56			0.03			0.53


			NC_010457.5			33735909			intergenic_region			MYOM2-LOC110257104			G			A			0.59			0.03			0.56


			NC_010457.5			33736010			intergenic_region			MYOM2-LOC110257104			A			T			0.79			0.11			0.68


			NC_010457.5			33736278			intergenic_region			MYOM2-LOC110257104			T			C			0.68			0.08			0.60


			NC_010457.5			33736569			intergenic_region			MYOM2-LOC110257104			T			C			0.77			0.08			0.69


			NC_010457.5			33736808			intergenic_region			MYOM2-LOC110257104			T			C			0.90			0.08			0.82


			NC_010457.5			33737319			intergenic_region			MYOM2-LOC110257104			C			T			0.73			0.08			0.65


			NC_010457.5			33737327			intergenic_region			MYOM2-LOC110257104			A			C			0.72			0.08			0.64


			NC_010457.5			33737356			intergenic_region			MYOM2-LOC110257104			G			A			0.70			0.08			0.62


			NC_010457.5			33737416			intergenic_region			MYOM2-LOC110257104			T			C			0.26			0.95			0.69


			NC_010457.5			33739644			intergenic_region			MYOM2-LOC110257104			G			A			0.97			0.47			0.50


			NC_010457.5			33741056			intergenic_region			MYOM2-LOC110257104			C			G			0.95			0.38			0.57


			NC_010457.5			33741664			intergenic_region			MYOM2-LOC110257104			A			G			0.97			0.45			0.52


			NC_010457.5			33741789			intergenic_region			MYOM2-LOC110257104			C			T			0.96			0.44			0.52


			NC_010457.5			33742170			intergenic_region			MYOM2-LOC110257104			A			G			0.95			0.42			0.53


			NC_010457.5			33742750			intergenic_region			MYOM2-LOC110257104			G			A			0.94			0.31			0.63


			NC_010457.5			33742791			intergenic_region			MYOM2-LOC110257104			T			C			0.93			0.25			0.68


			NC_010457.5			33743511			intergenic_region			MYOM2-LOC110257104			C			T			0.96			0.39			0.57


			NC_010457.5			33743516			intergenic_region			MYOM2-LOC110257104			C			G			0.96			0.39			0.57


			NC_010457.5			33744097			intergenic_region			MYOM2-LOC110257104			G			A			0.95			0.45			0.50


			NC_010457.5			33751765			intergenic_region			MYOM2-LOC110257104			A			G			0.09			0.83			0.74


			NC_010457.5			33751771			intergenic_region			MYOM2-LOC110257104			T			C			0.09			0.83			0.74


			NC_010457.5			33752156			intergenic_region			MYOM2-LOC110257104			T			C			0.30			0.89			0.59


			NC_010457.5			33752203			intergenic_region			MYOM2-LOC110257104			G			A			0.35			0.89			0.55


			NC_010457.5			33753047			intergenic_region			MYOM2-LOC110257104			A			G			0.46			0.97			0.51


			NC_010457.5			33753685			intergenic_region			MYOM2-LOC110257104			A			G			0.95			0.44			0.51


			NC_010457.5			33754055			intergenic_region			MYOM2-LOC110257104			A			G			0.55			0.05			0.50


			NC_010457.5			33756436			intergenic_region			MYOM2-LOC110257104			G			C			0.61			0.05			0.56


			NC_010457.5			33756446			intergenic_region			MYOM2-LOC110257104			A			G			0.61			0.05			0.56


			NC_010457.5			33756524			intergenic_region			MYOM2-LOC110257104			C			T			0.76			0.05			0.71


			NC_010457.5			33756525			intergenic_region			MYOM2-LOC110257104			A			G			0.76			0.05			0.71


			NC_010457.5			33756636			intergenic_region			MYOM2-LOC110257104			T			G			0.82			0.08			0.74


			NC_010457.5			33757006			intergenic_region			MYOM2-LOC110257104			T			C			0.57			0.05			0.52


			NC_010457.5			33757028			intergenic_region			MYOM2-LOC110257104			A			G			0.60			0.05			0.55


			NC_010457.5			33757172			intergenic_region			MYOM2-LOC110257104			T			C			0.56			0.05			0.51


			NC_010457.5			33757185			intergenic_region			MYOM2-LOC110257104			G			A			0.57			0.05			0.52


			NC_010457.5			33757260			intergenic_region			MYOM2-LOC110257104			G			A			0.61			0.05			0.56


			NC_010457.5			33757265			intergenic_region			MYOM2-LOC110257104			C			A			0.62			0.05			0.57


			NC_010457.5			33757268			intergenic_region			MYOM2-LOC110257104			G			C			0.61			0.05			0.56


			NC_010457.5			33757288			intergenic_region			MYOM2-LOC110257104			A			G			0.63			0.05			0.58


			NC_010457.5			33757370			intergenic_region			MYOM2-LOC110257104			T			C			0.61			0.05			0.56


			NC_010457.5			33757634			intergenic_region			MYOM2-LOC110257104			G			A			0.69			0.05			0.64


			NC_010457.5			33758503			intergenic_region			MYOM2-LOC110257104			T			A			0.95			0.44			0.51


			NC_010457.5			33759991			intergenic_region			MYOM2-LOC110257104			T			C			0.89			0.08			0.81


			NC_010457.5			33761445			intergenic_region			MYOM2-LOC110257104			A			G			0.88			0.08			0.80


			NC_010457.5			33762190			intergenic_region			MYOM2-LOC110257104			T			C			0.68			0.06			0.62


			NC_010457.5			33763865			intergenic_region			MYOM2-LOC110257104			C			G			0.85			0.10			0.75


			NC_010457.5			33763872			intergenic_region			MYOM2-LOC110257104			A			C			0.87			0.10			0.77


			NC_010457.5			33765703			intergenic_region			MYOM2-LOC110257104			T			A			0.39			0.97			0.59


			NC_010457.5			33765742			intergenic_region			MYOM2-LOC110257104			T			G			0.25			0.97			0.72


			NC_010457.5			33765756			intergenic_region			MYOM2-LOC110257104			G			T			0.36			0.97			0.61


			NC_010457.5			33766804			intergenic_region			MYOM2-LOC110257104			G			A			0.80			0.05			0.75


			NC_010457.5			33766844			intergenic_region			MYOM2-LOC110257104			C			A			0.83			0.05			0.78


			NC_010457.5			33766847			intergenic_region			MYOM2-LOC110257104			A			G			0.83			0.05			0.78


			NC_010457.5			33766925			intergenic_region			MYOM2-LOC110257104			T			G			0.85			0.05			0.80


			NC_010457.5			33767185			intergenic_region			MYOM2-LOC110257104			T			C			0.24			1.00			0.76


			NC_010457.5			33767431			intergenic_region			MYOM2-LOC110257104			A			G			0.31			0.92			0.61


			NC_010457.5			33767633			intergenic_region			MYOM2-LOC110257104			G			A			0.63			0.03			0.60


			NC_010457.5			33767724			intergenic_region			MYOM2-LOC110257104			T			C			0.33			1.00			0.67


			NC_010457.5			33768166			intergenic_region			MYOM2-LOC110257104			T			C			0.12			0.92			0.80


			NC_010457.5			33768251			intergenic_region			MYOM2-LOC110257104			T			A			0.14			0.92			0.78


			NC_010457.5			33768362			intergenic_region			MYOM2-LOC110257104			C			T			0.13			0.92			0.80


			NC_010457.5			33768384			intergenic_region			MYOM2-LOC110257104			C			T			0.14			0.92			0.78


			NC_010457.5			33768432			intergenic_region			MYOM2-LOC110257104			T			C			0.31			0.97			0.67


			NC_010457.5			33768658			intergenic_region			MYOM2-LOC110257104			T			C			0.49			1.00			0.51


			NC_010457.5			33768784			intergenic_region			MYOM2-LOC110257104			A			G			0.70			0.06			0.64


			NC_010457.5			33769146			intergenic_region			MYOM2-LOC110257104			C			T			0.77			0.08			0.69


			NC_010457.5			33770673			intergenic_region			MYOM2-LOC110257104			C			A			0.60			0.08			0.52


			NC_010457.5			33771724			intergenic_region			MYOM2-LOC110257104			T			C			0.61			0.08			0.53


			NC_010457.5			33772010			intergenic_region			MYOM2-LOC110257104			T			A			0.33			0.92			0.59


			NC_010457.5			33772661			intergenic_region			MYOM2-LOC110257104			C			G			0.34			0.92			0.58


			NC_010457.5			33772895			intergenic_region			MYOM2-LOC110257104			T			A			0.31			0.94			0.64


			NC_010457.5			33773203			intergenic_region			MYOM2-LOC110257104			C			T			0.31			0.92			0.61


			NC_010457.5			33774246			intergenic_region			MYOM2-LOC110257104			C			T			0.49			1.00			0.51


			NC_010457.5			33774267			intergenic_region			MYOM2-LOC110257104			C			T			0.25			1.00			0.75


			NC_010457.5			33774534			intergenic_region			MYOM2-LOC110257104			C			T			0.46			1.00			0.54


			NC_010457.5			33774562			intergenic_region			MYOM2-LOC110257104			C			A			0.41			1.00			0.59


			NC_010457.5			33774588			intergenic_region			MYOM2-LOC110257104			A			G			0.43			1.00			0.57


			NC_010457.5			33774593			intergenic_region			MYOM2-LOC110257104			G			A			0.43			1.00			0.57


			NC_010457.5			33774639			intergenic_region			MYOM2-LOC110257104			A			G			0.40			1.00			0.60


			NC_010457.5			33774680			intergenic_region			MYOM2-LOC110257104			A			G			0.45			1.00			0.55


			NC_010457.5			33774698			intergenic_region			MYOM2-LOC110257104			T			G			0.37			1.00			0.63


			NC_010457.5			33774762			intergenic_region			MYOM2-LOC110257104			G			A			0.30			0.89			0.60


			NC_010457.5			33774814			intergenic_region			MYOM2-LOC110257104			C			T			0.46			1.00			0.54


			NC_010457.5			33774883			intergenic_region			MYOM2-LOC110257104			C			T			0.40			1.00			0.60


			NC_010457.5			33774911			intergenic_region			MYOM2-LOC110257104			T			C			0.37			1.00			0.63


			NC_010457.5			33780593			intergenic_region			MYOM2-LOC110257104			G			C			0.49			1.00			0.51


			NC_010457.5			33781390			intergenic_region			MYOM2-LOC110257104			C			T			0.92			0.42			0.50


			NC_010457.5			33787842			intergenic_region			MYOM2-LOC110257104			A			G			0.49			1.00			0.51


			NC_010457.5			64779803			intron_variant			ACVR1			G			A			0.83			0.00


			NC_010457.5			64780205			intron_variant			ACVR1			G			A			0.85			0.00


			NC_010457.5			64780594			intron_variant			ACVR1			G			A			0.55			0.00


			NC_010457.5			33790061			intergenic_region			MYOM2-LOC110257104			C			G			0.32			1.00			0.68


			NC_010457.5			64781521			intron_variant			ACVR1			T			A			0.83			0.00


			NC_010457.5			64781573			intron_variant			ACVR1			T			G			0.83			0.00


			NC_010457.5			33790790			intergenic_region			MYOM2-LOC110257104			C			G			0.32			1.00			0.68


			NC_010457.5			33791539			intergenic_region			MYOM2-LOC110257104			A			G			0.34			1.00			0.66


			NC_010457.5			33791612			intergenic_region			MYOM2-LOC110257104			A			G			0.27			1.00			0.73


			NC_010457.5			64781664			intron_variant			ACVR1			C			T			0.85			0.00


			NC_010457.5			64781712			intron_variant			ACVR1			G			A			0.87			0.00


			NC_010457.5			33794348			intergenic_region			MYOM2-LOC110257104			C			T			0.98			0.41			0.57


			NC_010457.5			64783887			intron_variant			ACVR1			A			G			0.86			0.00


			NC_010457.5			33802215			intergenic_region			MYOM2-LOC110257104			A			G			0.57			0.05			0.52


			NC_010457.5			33803169			intergenic_region			MYOM2-LOC110257104			A			G			0.59			0.08			0.51


			NC_010457.5			33807718			intergenic_region			MYOM2-LOC110257104			T			C			0.98			0.42			0.56


			NC_010457.5			33808780			intergenic_region			MYOM2-LOC110257104			A			G			0.96			0.44			0.52


			NC_010457.5			33809357			intergenic_region			MYOM2-LOC110257104			T			C			0.64			0.08			0.56


			NC_010457.5			64783982			intron_variant			ACVR1			T			C			0.82			0.00


			NC_010457.5			64784866			intron_variant			ACVR1			G			A			0.64			0.00


			NC_010457.5			33809705			intergenic_region			MYOM2-LOC110257104			C			T			0.88			0.08			0.80


			NC_010457.5			33809746			intergenic_region			MYOM2-LOC110257104			C			T			0.89			0.08			0.81


			NC_010457.5			64785795			intron_variant			ACVR1			T			C			0.65			0.00


			NC_010457.5			33812387			intergenic_region			MYOM2-LOC110257104			T			C			0.86			0.08			0.78


			NC_010457.5			64786210			intron_variant			ACVR1			T			C			0.83			0.00


			NC_010457.5			33816073			intergenic_region			MYOM2-LOC110257104			G			T			0.89			0.08			0.81


			NC_010457.5			33816733			intergenic_region			MYOM2-LOC110257104			T			C			0.73			0.08			0.65


			NC_010457.5			33816988			intergenic_region			MYOM2-LOC110257104			G			A			0.69			0.08			0.61


			NC_010457.5			33819474			intergenic_region			MYOM2-LOC110257104			C			T			0.95			0.38			0.57


			NC_010457.5			33821054			intergenic_region			MYOM2-LOC110257104			A			C			0.25			0.95			0.70


			NC_010457.5			33822133			intergenic_region			MYOM2-LOC110257104			C			T			0.02			0.55			0.53


			NC_010457.5			33823095			intergenic_region			MYOM2-LOC110257104			T			C			0.22			1.00			0.78


			NC_010457.5			33823176			intergenic_region			MYOM2-LOC110257104			C			T			0.02			0.53			0.51


			NC_010457.5			33823440			intergenic_region			MYOM2-LOC110257104			T			C			0.00			0.63


			NC_010457.5			33823443			intergenic_region			MYOM2-LOC110257104			T			C			0.00			0.63


			NC_010457.5			33823451			intergenic_region			MYOM2-LOC110257104			A			G			0.00			0.50


			NC_010457.5			33823460			intergenic_region			MYOM2-LOC110257104			C			T			0.02			0.53			0.51


			NC_010457.5			33823472			intergenic_region			MYOM2-LOC110257104			T			G			0.02			0.59			0.57


			NC_010457.5			33823512			intergenic_region			MYOM2-LOC110257104			A			G			0.02			0.63			0.61


			NC_010457.5			33823549			intergenic_region			MYOM2-LOC110257104			G			A			0.02			0.61			0.58


			NC_010457.5			33823735			intergenic_region			MYOM2-LOC110257104			T			C			0.02			0.61			0.59


			NC_010457.5			33823824			intergenic_region			MYOM2-LOC110257104			G			T			0.01			0.60			0.59


			NC_010457.5			33823835			intergenic_region			MYOM2-LOC110257104			C			T			0.02			0.77			0.74


			NC_010457.5			33823873			intergenic_region			MYOM2-LOC110257104			C			T			0.27			0.86			0.59


			NC_010457.5			33823953			intergenic_region			MYOM2-LOC110257104			C			T			0.01			0.54			0.53


			NC_010457.5			33824119			intergenic_region			MYOM2-LOC110257104			G			A			0.00			0.54


			NC_010457.5			33824538			intergenic_region			MYOM2-LOC110257104			G			A			0.02			0.63			0.61


			NC_010457.5			33824648			intergenic_region			MYOM2-LOC110257104			G			A			0.02			0.61			0.58


			NC_010457.5			33824789			intergenic_region			MYOM2-LOC110257104			T			A			0.02			0.56			0.53


			NC_010457.5			33824792			intergenic_region			MYOM2-LOC110257104			G			A			0.02			0.56			0.53


			NC_010457.5			33825211			intergenic_region			MYOM2-LOC110257104			A			G			0.02			0.63			0.61


			NC_010457.5			33825298			intergenic_region			MYOM2-LOC110257104			C			A			0.02			0.61			0.59


			NC_010457.5			33825333			intergenic_region			MYOM2-LOC110257104			A			G			0.02			0.61			0.58


			NC_010457.5			33825470			intergenic_region			MYOM2-LOC110257104			G			A			0.02			0.63			0.61


			NC_010457.5			33825495			intergenic_region			MYOM2-LOC110257104			C			T			0.09			0.66			0.57


			NC_010457.5			33825797			intergenic_region			MYOM2-LOC110257104			T			C			0.02			0.58			0.56


			NC_010457.5			33826731			intergenic_region			MYOM2-LOC110257104			T			A			0.39			1.00			0.61


			NC_010457.5			33829837			intergenic_region			MYOM2-LOC110257104			T			C			0.00			0.50


			NC_010457.5			33830598			intergenic_region			MYOM2-LOC110257104			T			C			0.08			0.76			0.68


			NC_010457.5			33830610			intergenic_region			MYOM2-LOC110257104			T			C			0.73			0.19			0.54


			NC_010457.5			33830858			intergenic_region			MYOM2-LOC110257104			C			T			0.80			0.21			0.59


			NC_010457.5			33831049			intergenic_region			MYOM2-LOC110257104			A			C			0.08			0.79			0.71


			NC_010457.5			33831082			intergenic_region			MYOM2-LOC110257104			T			A			0.08			0.76			0.68


			NC_010457.5			33831131			intergenic_region			MYOM2-LOC110257104			T			A			0.09			0.76			0.67


			NC_010457.5			33831305			intergenic_region			MYOM2-LOC110257104			T			A			0.16			0.82			0.65


			NC_010457.5			33834218			intergenic_region			MYOM2-LOC110257104			T			C			0.57			0.06			0.51


			NC_010457.5			33834458			intergenic_region			MYOM2-LOC110257104			A			G			0.57			0.06			0.51


			NC_010457.5			33839774			intergenic_region			MYOM2-LOC110257104			A			T			0.09			0.74			0.65


			NC_010457.5			33839804			intergenic_region			MYOM2-LOC110257104			A			G			0.08			0.74			0.66


			NC_010457.5			33839861			intergenic_region			MYOM2-LOC110257104			A			G			0.09			0.74			0.64


			NC_010457.5			33839967			intergenic_region			MYOM2-LOC110257104			C			T			0.09			0.74			0.65


			NC_010457.5			33840920			intergenic_region			MYOM2-LOC110257104			G			A			0.15			0.74			0.59


			NC_010457.5			33841158			intergenic_region			MYOM2-LOC110257104			G			A			0.09			0.79			0.70


			NC_010457.5			33841228			intergenic_region			MYOM2-LOC110257104			T			A			0.07			0.71			0.64


			NC_010457.5			33841286			intergenic_region			MYOM2-LOC110257104			C			T			0.07			0.75			0.68


			NC_010457.5			33841358			intergenic_region			MYOM2-LOC110257104			C			T			0.06			0.74			0.68


			NC_010457.5			33841393			intergenic_region			MYOM2-LOC110257104			C			T			0.17			0.76			0.59


			NC_010457.5			33841430			intergenic_region			MYOM2-LOC110257104			C			T			0.08			0.76			0.68


			NC_010457.5			33841457			intergenic_region			MYOM2-LOC110257104			A			C			0.33			0.84			0.52


			NC_010457.5			33841470			intergenic_region			MYOM2-LOC110257104			C			T			0.08			0.76			0.68


			NC_010457.5			33841485			intergenic_region			MYOM2-LOC110257104			A			T			0.34			0.84			0.50


			NC_010457.5			33841556			intergenic_region			MYOM2-LOC110257104			G			T			0.09			0.74			0.65


			NC_010457.5			33841582			intergenic_region			MYOM2-LOC110257104			G			T			0.34			0.84			0.50


			NC_010457.5			33841633			intergenic_region			MYOM2-LOC110257104			A			G			0.03			0.68			0.65


			NC_010457.5			33842014			intergenic_region			MYOM2-LOC110257104			A			T			0.09			0.65			0.56


			NC_010457.5			33842045			intergenic_region			MYOM2-LOC110257104			G			A			0.09			0.64			0.55


			NC_010457.5			33842153			intergenic_region			MYOM2-LOC110257104			G			A			0.07			0.69			0.63


			NC_010457.5			33842334			intergenic_region			MYOM2-LOC110257104			A			G			0.32			0.83			0.52


			NC_010457.5			33842534			intergenic_region			MYOM2-LOC110257104			C			A			0.32			0.86			0.54


			NC_010457.5			33842636			intergenic_region			MYOM2-LOC110257104			T			A			0.28			0.86			0.58


			NC_010457.5			33842645			intergenic_region			MYOM2-LOC110257104			A			G			0.27			0.86			0.59


			NC_010457.5			33842654			intergenic_region			MYOM2-LOC110257104			G			A			0.27			0.88			0.61


			NC_010457.5			33842667			intergenic_region			MYOM2-LOC110257104			T			C			0.26			0.86			0.60


			NC_010457.5			33842677			intergenic_region			MYOM2-LOC110257104			T			C			0.25			0.92			0.67


			NC_010457.5			33842678			intergenic_region			MYOM2-LOC110257104			A			G			0.25			0.92			0.67


			NC_010457.5			33842686			intergenic_region			MYOM2-LOC110257104			T			C			0.08			0.85			0.77


			NC_010457.5			33842688			intergenic_region			MYOM2-LOC110257104			C			T			0.24			0.85			0.60


			NC_010457.5			33842693			intergenic_region			MYOM2-LOC110257104			A			G			0.22			0.92			0.70


			NC_010457.5			33842726			intergenic_region			MYOM2-LOC110257104			A			G			0.25			0.81			0.56


			NC_010457.5			33842952			intergenic_region			MYOM2-LOC110257104			A			C			0.08			0.81			0.73


			NC_010457.5			33843071			intergenic_region			MYOM2-LOC110257104			C			T			0.11			0.95			0.84


			NC_010457.5			33843113			intergenic_region			MYOM2-LOC110257104			T			C			0.09			0.95			0.86


			NC_010457.5			33843171			intergenic_region			MYOM2-LOC110257104			C			T			0.09			0.93			0.84


			NC_010457.5			33843250			intergenic_region			MYOM2-LOC110257104			A			C			0.09			0.65			0.56


			NC_010457.5			33843255			intergenic_region			MYOM2-LOC110257104			T			C			0.09			0.65			0.56


			NC_010457.5			33843363			intergenic_region			MYOM2-LOC110257104			A			G			0.09			0.69			0.60


			NC_010457.5			33843462			intergenic_region			MYOM2-LOC110257104			G			T			0.08			0.88			0.80


			NC_010457.5			33843625			intergenic_region			MYOM2-LOC110257104			C			T			0.09			0.72			0.63


			NC_010457.5			33843676			intergenic_region			MYOM2-LOC110257104			A			T			0.08			0.73			0.65


			NC_010457.5			33843763			intergenic_region			MYOM2-LOC110257104			T			C			0.90			0.23			0.67


			NC_010457.5			33843773			intergenic_region			MYOM2-LOC110257104			G			A			0.08			0.71			0.63


			NC_010457.5			33843834			intergenic_region			MYOM2-LOC110257104			A			T			0.03			0.67			0.63


			NC_010457.5			33843873			intergenic_region			MYOM2-LOC110257104			C			T			0.34			0.89			0.55


			NC_010457.5			33844200			intergenic_region			MYOM2-LOC110257104			C			T			0.34			0.84			0.50


			NC_010457.5			33844235			intergenic_region			MYOM2-LOC110257104			T			C			0.09			0.79			0.70


			NC_010457.5			33844265			intergenic_region			MYOM2-LOC110257104			A			G			0.09			0.75			0.66


			NC_010457.5			33844348			intergenic_region			MYOM2-LOC110257104			G			T			0.09			0.67			0.58


			NC_010457.5			33844376			intergenic_region			MYOM2-LOC110257104			T			C			0.10			0.67			0.56


			NC_010457.5			33844561			intergenic_region			MYOM2-LOC110257104			C			A			0.03			0.74			0.70


			NC_010457.5			33844734			intergenic_region			MYOM2-LOC110257104			G			T			0.10			0.67			0.56


			NC_010457.5			33844907			intergenic_region			MYOM2-LOC110257104			C			T			0.06			0.61			0.55


			NC_010457.5			33845042			intergenic_region			MYOM2-LOC110257104			A			G			0.31			0.85			0.55


			NC_010457.5			33845068			intergenic_region			MYOM2-LOC110257104			C			T			0.06			0.74			0.68


			NC_010457.5			33845139			intergenic_region			MYOM2-LOC110257104			T			C			0.07			0.69			0.63


			NC_010457.5			33845157			intergenic_region			MYOM2-LOC110257104			A			C			0.07			0.69			0.63


			NC_010457.5			33845256			intergenic_region			MYOM2-LOC110257104			T			C			0.06			0.59			0.53


			NC_010457.5			33845315			intergenic_region			MYOM2-LOC110257104			A			G			0.08			0.81			0.73


			NC_010457.5			33845322			intergenic_region			MYOM2-LOC110257104			G			C			0.08			0.85			0.77


			NC_010457.5			33845345			intergenic_region			MYOM2-LOC110257104			A			G			0.08			0.81			0.73


			NC_010457.5			33845385			intergenic_region			MYOM2-LOC110257104			C			G			0.09			0.76			0.67


			NC_010457.5			33845411			intergenic_region			MYOM2-LOC110257104			C			G			0.08			0.74			0.66


			NC_010457.5			33845624			intergenic_region			MYOM2-LOC110257104			C			T			0.09			0.71			0.62


			NC_010457.5			33845729			intergenic_region			MYOM2-LOC110257104			G			T			0.09			0.73			0.64


			NC_010457.5			33845770			intergenic_region			MYOM2-LOC110257104			G			T			0.09			0.76			0.67


			NC_010457.5			33845795			intergenic_region			MYOM2-LOC110257104			C			G			0.09			0.78			0.69


			NC_010457.5			33845797			intergenic_region			MYOM2-LOC110257104			G			A			0.09			0.78			0.69


			NC_010457.5			33845812			intergenic_region			MYOM2-LOC110257104			C			A			0.33			0.83			0.50


			NC_010457.5			33845843			intergenic_region			MYOM2-LOC110257104			C			T			0.35			0.88			0.53


			NC_010457.5			33845846			intergenic_region			MYOM2-LOC110257104			C			G			0.08			0.75			0.67


			NC_010457.5			33845866			intergenic_region			MYOM2-LOC110257104			A			C			0.08			0.68			0.60


			NC_010457.5			33845933			intergenic_region			MYOM2-LOC110257104			C			A			0.09			0.74			0.65


			NC_010457.5			33845955			intergenic_region			MYOM2-LOC110257104			T			G			0.09			0.74			0.65


			NC_010457.5			33846011			intergenic_region			MYOM2-LOC110257104			C			G			0.08			0.74			0.66


			NC_010457.5			33846057			intergenic_region			MYOM2-LOC110257104			A			T			0.08			0.79			0.71


			NC_010457.5			33846060			intergenic_region			MYOM2-LOC110257104			G			C			0.08			0.73			0.65


			NC_010457.5			33846167			intergenic_region			MYOM2-LOC110257104			C			G			0.07			0.74			0.67


			NC_010457.5			33846291			intergenic_region			MYOM2-LOC110257104			T			C			0.07			0.81			0.74


			NC_010457.5			33846329			intergenic_region			MYOM2-LOC110257104			A			C			0.33			0.83			0.50


			NC_010457.5			33846420			intergenic_region			MYOM2-LOC110257104			T			C			0.08			0.71			0.63


			NC_010457.5			33846502			intergenic_region			MYOM2-LOC110257104			G			A			0.07			0.78			0.71


			NC_010457.5			33846571			intergenic_region			MYOM2-LOC110257104			T			G			0.07			0.79			0.72


			NC_010457.5			33846589			intergenic_region			MYOM2-LOC110257104			T			C			0.03			0.71			0.68


			NC_010457.5			33846590			intergenic_region			MYOM2-LOC110257104			G			A			0.20			0.79			0.59


			NC_010457.5			33846653			intergenic_region			MYOM2-LOC110257104			A			T			0.07			0.70			0.63


			NC_010457.5			33846699			intergenic_region			MYOM2-LOC110257104			C			T			0.05			0.73			0.69


			NC_010457.5			33846982			intergenic_region			MYOM2-LOC110257104			T			C			0.09			0.73			0.64


			NC_010457.5			33846990			intergenic_region			MYOM2-LOC110257104			G			A			0.09			0.73			0.64


			NC_010457.5			33847064			intergenic_region			MYOM2-LOC110257104			T			A			0.08			0.74			0.66


			NC_010457.5			33847100			intergenic_region			MYOM2-LOC110257104			A			C			0.33			0.84			0.51


			NC_010457.5			33847188			intergenic_region			MYOM2-LOC110257104			T			C			0.08			0.72			0.64


			NC_010457.5			33847295			intergenic_region			MYOM2-LOC110257104			C			A			0.08			0.78			0.70


			NC_010457.5			33847439			intergenic_region			MYOM2-LOC110257104			C			A			0.07			0.76			0.69


			NC_010457.5			33847470			intergenic_region			MYOM2-LOC110257104			A			T			0.07			0.76			0.69


			NC_010457.5			33847471			intergenic_region			MYOM2-LOC110257104			C			A			0.07			0.76			0.69


			NC_010457.5			33847517			intergenic_region			MYOM2-LOC110257104			C			T			0.07			0.66			0.59


			NC_010457.5			33847561			intergenic_region			MYOM2-LOC110257104			C			T			0.09			0.71			0.62


			NC_010457.5			33847806			intergenic_region			MYOM2-LOC110257104			G			C			0.05			0.67			0.62


			NC_010457.5			33847837			intergenic_region			MYOM2-LOC110257104			G			C			0.09			0.78			0.68


			NC_010457.5			33847881			intergenic_region			MYOM2-LOC110257104			T			A			0.10			0.79			0.68


			NC_010457.5			33847902			intergenic_region			MYOM2-LOC110257104			C			A			0.09			0.78			0.69


			NC_010457.5			33847956			intergenic_region			MYOM2-LOC110257104			T			C			0.10			0.72			0.63


			NC_010457.5			33848022			intergenic_region			MYOM2-LOC110257104			A			G			0.03			0.68			0.65


			NC_010457.5			33848248			intergenic_region			MYOM2-LOC110257104			A			*			0.01			0.55			0.54


			NC_010457.5			33848313			intergenic_region			MYOM2-LOC110257104			G			A			0.08			0.71			0.63


			NC_010457.5			33848501			intergenic_region			MYOM2-LOC110257104			C			T			0.08			0.76			0.68


			NC_010457.5			33848546			intergenic_region			MYOM2-LOC110257104			A			G			0.28			0.84			0.56


			NC_010457.5			33848583			intergenic_region			MYOM2-LOC110257104			G			T			0.08			0.68			0.60


			NC_010457.5			33848629			intergenic_region			MYOM2-LOC110257104			T			C			0.29			0.84			0.55


			NC_010457.5			33848655			intergenic_region			MYOM2-LOC110257104			C			T			0.09			0.74			0.65


			NC_010457.5			33848866			intergenic_region			MYOM2-LOC110257104			T			A			0.07			0.74			0.67


			NC_010457.5			33848892			intergenic_region			MYOM2-LOC110257104			A			G			0.28			0.79			0.51


			NC_010457.5			33848902			intergenic_region			MYOM2-LOC110257104			C			T			0.27			0.79			0.52


			NC_010457.5			33849223			intergenic_region			MYOM2-LOC110257104			A			G			0.32			0.84			0.53


			NC_010457.5			33849653			intergenic_region			MYOM2-LOC110257104			A			G			0.02			0.69			0.67


			NC_010457.5			33849796			intergenic_region			MYOM2-LOC110257104			A			G			0.06			0.76			0.70


			NC_010457.5			33850011			intergenic_region			MYOM2-LOC110257104			C			T			0.09			0.74			0.65


			NC_010457.5			33850194			intergenic_region			MYOM2-LOC110257104			G			A			0.08			0.76			0.68


			NC_010457.5			33850275			intergenic_region			MYOM2-LOC110257104			A			G			0.09			0.76			0.67


			NC_010457.5			33850716			intergenic_region			MYOM2-LOC110257104			C			T			0.09			0.76			0.67


			NC_010457.5			33850726			intergenic_region			MYOM2-LOC110257104			T			C			0.09			0.76			0.67


			NC_010457.5			33850727			intergenic_region			MYOM2-LOC110257104			G			A			0.09			0.76			0.67


			NC_010457.5			33850730			intergenic_region			MYOM2-LOC110257104			C			T			0.09			0.76			0.67


			NC_010457.5			33850738			intergenic_region			MYOM2-LOC110257104			G			A			0.09			0.74			0.65


			NC_010457.5			33850861			intergenic_region			MYOM2-LOC110257104			C			T			0.09			0.76			0.67


			NC_010457.5			33850901			intergenic_region			MYOM2-LOC110257104			T			C			0.08			0.75			0.67


			NC_010457.5			33850945			intergenic_region			MYOM2-LOC110257104			C			T			0.08			0.71			0.63


			NC_010457.5			33852906			intergenic_region			MYOM2-LOC110257104			C			A			0.03			0.63			0.60


			NC_010457.5			33853680			intergenic_region			MYOM2-LOC110257104			C			A			0.09			0.76			0.67


			NC_010457.5			33853705			intergenic_region			MYOM2-LOC110257104			G			A			0.09			0.75			0.66


			NC_010457.5			33853814			intergenic_region			MYOM2-LOC110257104			T			C			0.10			0.76			0.66


			NC_010457.5			33853967			intergenic_region			MYOM2-LOC110257104			A			G			0.09			0.74			0.65


			NC_010457.5			33854020			intergenic_region			MYOM2-LOC110257104			T			C			0.09			0.74			0.65


			NC_010457.5			33854306			intergenic_region			MYOM2-LOC110257104			G			A			0.07			0.68			0.62


			NC_010457.5			33854422			intergenic_region			MYOM2-LOC110257104			C			A			0.07			0.71			0.64


			NC_010457.5			33855367			intergenic_region			MYOM2-LOC110257104			T			A			0.09			0.76			0.67


			NC_010457.5			33855387			intergenic_region			MYOM2-LOC110257104			T			C			0.03			0.71			0.68


			NC_010457.5			33856047			intergenic_region			MYOM2-LOC110257104			G			T			0.08			0.76			0.68


			NC_010457.5			33856471			intergenic_region			MYOM2-LOC110257104			A			G			0.14			0.79			0.65


			NC_010457.5			33856480			intergenic_region			MYOM2-LOC110257104			T			C			0.08			0.79			0.71


			NC_010457.5			33856831			intergenic_region			MYOM2-LOC110257104			A			G			0.08			0.74			0.66


			NC_010457.5			33857373			intergenic_region			MYOM2-LOC110257104			A			T			0.03			0.68			0.65


			NC_010457.5			33857705			intergenic_region			MYOM2-LOC110257104			G			A			0.43			0.94			0.51


			NC_010457.5			33857988			intergenic_region			MYOM2-LOC110257104			T			A			0.08			0.74			0.66


			NC_010457.5			33858015			intergenic_region			MYOM2-LOC110257104			A			G			0.08			0.76			0.68


			NC_010457.5			33858053			intergenic_region			MYOM2-LOC110257104			G			A			0.10			0.76			0.66


			NC_010457.5			33858446			intergenic_region			MYOM2-LOC110257104			T			A			0.08			0.76			0.68


			NC_010457.5			33858631			intergenic_region			MYOM2-LOC110257104			A			G			0.07			0.74			0.67


			NC_010457.5			33858635			intergenic_region			MYOM2-LOC110257104			T			A			0.07			0.74			0.67


			NC_010457.5			33858684			intergenic_region			MYOM2-LOC110257104			C			T			0.13			0.75			0.63


			NC_010457.5			33858852			intergenic_region			MYOM2-LOC110257104			T			C			0.05			0.71			0.66


			NC_010457.5			33859337			intergenic_region			MYOM2-LOC110257104			G			C			0.19			0.75			0.56


			NC_010457.5			33859402			intergenic_region			MYOM2-LOC110257104			A			T			0.10			0.76			0.66


			NC_010457.5			33859432			intergenic_region			MYOM2-LOC110257104			G			A			0.08			0.71			0.63


			NC_010457.5			33859436			intergenic_region			MYOM2-LOC110257104			A			G			0.08			0.75			0.67


			NC_010457.5			33859446			intergenic_region			MYOM2-LOC110257104			T			C			0.08			0.75			0.67


			NC_010457.5			33859595			intergenic_region			MYOM2-LOC110257104			A			G			0.06			0.79			0.73


			NC_010457.5			33859616			intergenic_region			MYOM2-LOC110257104			T			A			0.07			0.76			0.69


			NC_010457.5			33859619			intergenic_region			MYOM2-LOC110257104			T			C			0.07			0.76			0.69


			NC_010457.5			33859692			intergenic_region			MYOM2-LOC110257104			A			T			0.07			0.76			0.69


			NC_010457.5			33859738			intergenic_region			MYOM2-LOC110257104			C			T			0.08			0.74			0.66


			NC_010457.5			33859764			intergenic_region			MYOM2-LOC110257104			G			A			0.08			0.76			0.68


			NC_010457.5			33859779			intergenic_region			MYOM2-LOC110257104			A			C			0.07			0.76			0.69


			NC_010457.5			33859817			intergenic_region			MYOM2-LOC110257104			T			C			0.08			0.74			0.65


			NC_010457.5			33860093			intergenic_region			MYOM2-LOC110257104			A			G			0.04			0.71			0.67


			NC_010457.5			33860176			intergenic_region			MYOM2-LOC110257104			T			A			0.07			0.70			0.63


			NC_010457.5			33860245			intergenic_region			MYOM2-LOC110257104			A			G			0.08			0.74			0.65


			NC_010457.5			33860255			intergenic_region			MYOM2-LOC110257104			T			A			0.07			0.74			0.67


			NC_010457.5			33860383			intergenic_region			MYOM2-LOC110257104			A			G			0.03			0.74			0.70


			NC_010457.5			33860594			intergenic_region			MYOM2-LOC110257104			G			A			0.09			0.76			0.67


			NC_010457.5			33860627			intergenic_region			MYOM2-LOC110257104			T			C			0.09			0.72			0.63


			NC_010457.5			33860754			intergenic_region			MYOM2-LOC110257104			G			A			0.07			0.76			0.69


			NC_010457.5			33860891			intergenic_region			MYOM2-LOC110257104			C			T			0.08			0.78			0.70


			NC_010457.5			33860894			intergenic_region			MYOM2-LOC110257104			C			T			0.08			0.78			0.70


			NC_010457.5			33861163			intergenic_region			MYOM2-LOC110257104			C			T			0.10			0.74			0.63


			NC_010457.5			33861329			intergenic_region			MYOM2-LOC110257104			G			A			0.08			0.75			0.67


			NC_010457.5			33861341			intergenic_region			MYOM2-LOC110257104			T			C			0.08			0.75			0.67


			NC_010457.5			33861368			intergenic_region			MYOM2-LOC110257104			G			C			0.10			0.74			0.63


			NC_010457.5			33861441			intergenic_region			MYOM2-LOC110257104			G			C			0.31			0.83			0.53


			NC_010457.5			33861571			intergenic_region			MYOM2-LOC110257104			G			A			0.08			0.75			0.67


			NC_010457.5			33861620			intergenic_region			MYOM2-LOC110257104			G			A			0.09			0.75			0.66


			NC_010457.5			33861675			intergenic_region			MYOM2-LOC110257104			T			C			0.81			0.24			0.57


			NC_010457.5			33861752			intergenic_region			MYOM2-LOC110257104			T			C			0.08			0.76			0.68


			NC_010457.5			33861846			intergenic_region			MYOM2-LOC110257104			A			G			0.33			0.97			0.65


			NC_010457.5			33862137			intergenic_region			MYOM2-LOC110257104			A			G			0.05			0.71			0.67


			NC_010457.5			33862153			intergenic_region			MYOM2-LOC110257104			C			G			0.05			0.71			0.67


			NC_010457.5			33862541			intergenic_region			MYOM2-LOC110257104			G			A			0.16			0.71			0.55


			NC_010457.5			33862625			intergenic_region			MYOM2-LOC110257104			T			C			0.15			0.71			0.56


			NC_010457.5			33862686			intergenic_region			MYOM2-LOC110257104			C			G			0.03			0.74			0.70


			NC_010457.5			33862769			intergenic_region			MYOM2-LOC110257104			A			G			0.15			0.68			0.53


			NC_010457.5			33862774			intergenic_region			MYOM2-LOC110257104			C			T			0.15			0.68			0.53


			NC_010457.5			33862782			intergenic_region			MYOM2-LOC110257104			C			T			0.15			0.68			0.54


			NC_010457.5			33862822			intergenic_region			MYOM2-LOC110257104			C			T			0.03			0.71			0.68


			NC_010457.5			33862841			intergenic_region			MYOM2-LOC110257104			T			C			0.14			0.68			0.55


			NC_010457.5			33862942			intergenic_region			MYOM2-LOC110257104			G			A			0.03			0.68			0.65


			NC_010457.5			33863693			intergenic_region			MYOM2-LOC110257104			G			A			0.16			0.71			0.55


			NC_010457.5			33864178			intergenic_region			MYOM2-LOC110257104			T			C			0.16			0.69			0.54


			NC_010457.5			33864305			intergenic_region			MYOM2-LOC110257104			C			T			0.13			0.65			0.52


			NC_010457.5			33864338			intergenic_region			MYOM2-LOC110257104			T			A			0.03			0.67			0.63


			NC_010457.5			33864354			intergenic_region			MYOM2-LOC110257104			A			G			0.03			0.69			0.65


			NC_010457.5			33864388			intergenic_region			MYOM2-LOC110257104			G			T			0.03			0.69			0.65


			NC_010457.5			33864420			intergenic_region			MYOM2-LOC110257104			C			G			0.03			0.72			0.68


			NC_010457.5			33864694			intergenic_region			MYOM2-LOC110257104			C			T			0.03			0.62			0.58


			NC_010457.5			33864837			intergenic_region			MYOM2-LOC110257104			A			G			0.03			0.60			0.57


			NC_010457.5			33864956			intergenic_region			MYOM2-LOC110257104			A			T			0.03			0.61			0.58


			NC_010457.5			33865009			intergenic_region			MYOM2-LOC110257104			T			G			0.13			0.68			0.56


			NC_010457.5			33865064			intergenic_region			MYOM2-LOC110257104			C			T			0.05			0.56			0.51


			NC_010457.5			33865328			intergenic_region			MYOM2-LOC110257104			A			G			0.14			0.71			0.57


			NC_010457.5			33865340			intergenic_region			MYOM2-LOC110257104			A			G			0.13			0.71			0.59


			NC_010457.5			33865415			intergenic_region			MYOM2-LOC110257104			A			C			0.03			0.63			0.60


			NC_010457.5			33865433			intergenic_region			MYOM2-LOC110257104			G			A			0.03			0.63			0.60


			NC_010457.5			33865444			intergenic_region			MYOM2-LOC110257104			A			G			0.12			0.69			0.58


			NC_010457.5			33865450			intergenic_region			MYOM2-LOC110257104			T			A			0.12			0.69			0.58


			NC_010457.5			33865479			intergenic_region			MYOM2-LOC110257104			G			A			0.04			0.74			0.70


			NC_010457.5			33865523			intergenic_region			MYOM2-LOC110257104			G			A			0.04			0.71			0.67


			NC_010457.5			33865667			intergenic_region			MYOM2-LOC110257104			G			A			0.03			0.71			0.68


			NC_010457.5			33865725			intergenic_region			MYOM2-LOC110257104			A			G			0.02			0.68			0.66


			NC_010457.5			33865809			intergenic_region			MYOM2-LOC110257104			G			T			0.02			0.74			0.71


			NC_010457.5			33865976			intergenic_region			MYOM2-LOC110257104			T			C			0.03			0.68			0.65


			NC_010457.5			33866071			intergenic_region			MYOM2-LOC110257104			C			A			0.05			0.57			0.52


			NC_010457.5			33866225			intergenic_region			MYOM2-LOC110257104			C			T			0.03			0.74			0.70


			NC_010457.5			33866362			intergenic_region			MYOM2-LOC110257104			T			C			0.04			0.68			0.65


			NC_010457.5			33866427			intergenic_region			MYOM2-LOC110257104			G			A			0.03			0.71			0.68


			NC_010457.5			33866510			intergenic_region			MYOM2-LOC110257104			C			T			0.03			0.66			0.62


			NC_010457.5			33866591			intergenic_region			MYOM2-LOC110257104			G			A			0.03			0.68			0.65


			NC_010457.5			33867103			intergenic_region			MYOM2-LOC110257104			A			G			0.03			0.68			0.65


			NC_010457.5			33867388			intergenic_region			MYOM2-LOC110257104			A			G			0.03			0.71			0.68


			NC_010457.5			33867834			intergenic_region			MYOM2-LOC110257104			T			G			0.03			0.71			0.68


			NC_010457.5			33867895			intergenic_region			MYOM2-LOC110257104			G			A			0.03			0.71			0.68


			NC_010457.5			33867972			intergenic_region			MYOM2-LOC110257104			C			T			0.09			0.69			0.60


			NC_010457.5			33868071			intergenic_region			MYOM2-LOC110257104			G			C			0.03			0.71			0.68


			NC_010457.5			33868102			intergenic_region			MYOM2-LOC110257104			C			T			0.10			0.71			0.61


			NC_010457.5			33868302			intergenic_region			MYOM2-LOC110257104			G			T			0.14			0.71			0.57


			NC_010457.5			33868391			intergenic_region			MYOM2-LOC110257104			T			C			0.14			0.66			0.52


			NC_010457.5			33868429			intergenic_region			MYOM2-LOC110257104			T			C			0.14			0.68			0.53


			NC_010457.5			33868438			intergenic_region			MYOM2-LOC110257104			G			A			0.15			0.66			0.51


			NC_010457.5			33868459			intergenic_region			MYOM2-LOC110257104			G			A			0.01			0.63			0.62


			NC_010457.5			33868545			intergenic_region			MYOM2-LOC110257104			T			C			0.03			0.67			0.64


			NC_010457.5			33868689			intergenic_region			MYOM2-LOC110257104			C			T			0.02			0.75			0.73


			NC_010457.5			33868720			intergenic_region			MYOM2-LOC110257104			C			A			0.02			0.69			0.66


			NC_010457.5			33868727			intergenic_region			MYOM2-LOC110257104			G			A			0.02			0.66			0.63


			NC_010457.5			33868758			intergenic_region			MYOM2-LOC110257104			C			G			0.02			0.74			0.71


			NC_010457.5			33868889			intergenic_region			MYOM2-LOC110257104			T			C			0.03			0.68			0.65


			NC_010457.5			33868972			intergenic_region			MYOM2-LOC110257104			C			A			0.02			0.71			0.69


			NC_010457.5			33868974			intergenic_region			MYOM2-LOC110257104			T			G			0.82			0.24			0.58


			NC_010457.5			33869143			intergenic_region			MYOM2-LOC110257104			C			T			0.01			0.63			0.61


			NC_010457.5			33869276			intergenic_region			MYOM2-LOC110257104			C			T			0.03			0.63			0.60


			NC_010457.5			33869434			intergenic_region			MYOM2-LOC110257104			A			C			0.19			0.71			0.52


			NC_010457.5			33869490			intergenic_region			MYOM2-LOC110257104			G			A			0.03			0.69			0.66


			NC_010457.5			33869707			intergenic_region			MYOM2-LOC110257104			A			T			0.15			0.71			0.56


			NC_010457.5			33869862			intergenic_region			MYOM2-LOC110257104			C			A			0.17			0.68			0.51


			NC_010457.5			33870261			intergenic_region			MYOM2-LOC110257104			A			G			0.03			0.86			0.82


			NC_010457.5			33872370			intergenic_region			MYOM2-LOC110257104			G			A			0.03			0.58			0.55


			NC_010457.5			33872486			intergenic_region			MYOM2-LOC110257104			T			C			0.03			0.67			0.63


			NC_010457.5			33872595			intergenic_region			MYOM2-LOC110257104			T			C			0.03			0.71			0.67


			NC_010457.5			33872805			intergenic_region			MYOM2-LOC110257104			A			C			0.20			1.00			0.80


			NC_010457.5			33873050			intergenic_region			MYOM2-LOC110257104			G			A			0.12			0.71			0.59


			NC_010457.5			33873054			intergenic_region			MYOM2-LOC110257104			T			C			0.03			0.71			0.68


			NC_010457.5			33873216			intergenic_region			MYOM2-LOC110257104			T			C			0.03			0.74			0.70


			NC_010457.5			33873226			intergenic_region			MYOM2-LOC110257104			T			C			0.03			0.74			0.70


			NC_010457.5			64788774			intron_variant			ACVR1			T			C			0.78			0.00


			NC_010457.5			64789035			intron_variant			ACVR1			T			C			0.59			0.00


			NC_010457.5			64789455			intron_variant			ACVR1			T			C			0.84			0.00


			NC_010457.5			33873442			intergenic_region			MYOM2-LOC110257104			G			T			0.10			0.94			0.84


			NC_010457.5			33873557			intergenic_region			MYOM2-LOC110257104			C			T			0.13			0.97			0.85


			NC_010457.5			33873600			intergenic_region			MYOM2-LOC110257104			C			T			0.32			0.97			0.66


			NC_010457.5			33873698			intergenic_region			MYOM2-LOC110257104			A			G			0.80			0.26			0.54


			NC_010457.5			33873812			intergenic_region			MYOM2-LOC110257104			A			C			0.02			0.74			0.71


			NC_010457.5			33873846			intergenic_region			MYOM2-LOC110257104			T			C			0.78			0.26			0.52


			NC_010457.5			33874552			intergenic_region			MYOM2-LOC110257104			G			C			0.01			0.74			0.72


			NC_010457.5			33874556			intergenic_region			MYOM2-LOC110257104			C			T			0.24			0.97			0.73


			NC_010457.5			33874661			intergenic_region			MYOM2-LOC110257104			A			C			0.01			0.68			0.66


			NC_010457.5			33875146			intergenic_region			MYOM2-LOC110257104			T			C			0.03			0.69			0.65


			NC_010457.5			33875502			intergenic_region			MYOM2-LOC110257104			A			G			0.02			0.68			0.66


			NC_010457.5			33875829			intergenic_region			MYOM2-LOC110257104			C			A			0.01			0.67			0.65


			NC_010457.5			33876011			intergenic_region			MYOM2-LOC110257104			C			A			0.02			0.74			0.71


			NC_010457.5			33876023			intergenic_region			MYOM2-LOC110257104			A			G			0.19			1.00			0.81


			NC_010457.5			64789508			intron_variant			ACVR1			A			G			0.82			0.00


			NC_010457.5			33876328			intergenic_region			MYOM2-LOC110257104			C			T			0.06			0.71			0.65


			NC_010457.5			33876435			intergenic_region			MYOM2-LOC110257104			T			C			0.09			0.71			0.62


			NC_010457.5			33876653			intergenic_region			MYOM2-LOC110257104			G			A			0.07			0.66			0.59


			NC_010457.5			33876994			intergenic_region			MYOM2-LOC110257104			C			T			0.03			0.71			0.68


			NC_010457.5			33877130			intergenic_region			MYOM2-LOC110257104			T			C			0.03			0.66			0.62


			NC_010457.5			33877679			intergenic_region			MYOM2-LOC110257104			C			T			0.09			0.72			0.63


			NC_010457.5			33877681			intergenic_region			MYOM2-LOC110257104			T			C			0.02			0.72			0.70


			NC_010457.5			33877761			intergenic_region			MYOM2-LOC110257104			T			C			0.03			0.75			0.72


			NC_010457.5			33877780			intergenic_region			MYOM2-LOC110257104			G			A			0.02			0.69			0.67


			NC_010457.5			33877943			intergenic_region			MYOM2-LOC110257104			C			T			0.03			0.68			0.65


			NC_010457.5			33879341			intergenic_region			MYOM2-LOC110257104			T			A			0.03			0.58			0.55


			NC_010457.5			33879416			intergenic_region			MYOM2-LOC110257104			G			C			0.02			0.65			0.63


			NC_010457.5			33879764			intergenic_region			MYOM2-LOC110257104			C			T			0.02			0.69			0.66


			NC_010457.5			33879895			intergenic_region			MYOM2-LOC110257104			T			G			0.03			0.61			0.58


			NC_010457.5			33880241			intergenic_region			MYOM2-LOC110257104			G			A			0.03			0.66			0.62


			NC_010457.5			33880435			intergenic_region			MYOM2-LOC110257104			G			A			0.02			0.59			0.57


			NC_010457.5			33880602			intergenic_region			MYOM2-LOC110257104			G			A			0.02			0.66			0.63


			NC_010457.5			33880887			intergenic_region			MYOM2-LOC110257104			G			A			0.02			0.66			0.63


			NC_010457.5			33880897			intergenic_region			MYOM2-LOC110257104			G			A			0.02			0.61			0.59


			NC_010457.5			33882938			intergenic_region			MYOM2-LOC110257104			T			G			0.29			0.97			0.69


			NC_010457.5			33882969			intergenic_region			MYOM2-LOC110257104			A			G			0.43			0.97			0.55


			NC_010457.5			33883470			intergenic_region			MYOM2-LOC110257104			C			T			0.08			0.79			0.71


			NC_010457.5			33883708			intergenic_region			MYOM2-LOC110257104			G			A			0.08			0.76			0.68


			NC_010457.5			33883806			intergenic_region			MYOM2-LOC110257104			C			G			0.07			0.61			0.54


			NC_010457.5			33884924			intergenic_region			MYOM2-LOC110257104			T			C			0.22			0.79			0.57


			NC_010457.5			33884978			intergenic_region			MYOM2-LOC110257104			G			A			0.09			0.79			0.70


			NC_010457.5			33885098			intergenic_region			MYOM2-LOC110257104			G			A			0.76			0.13			0.63


			NC_010457.5			33885138			intergenic_region			MYOM2-LOC110257104			T			C			0.09			0.79			0.71


			NC_010457.5			33885443			intergenic_region			MYOM2-LOC110257104			T			C			0.08			0.76			0.68


			NC_010457.5			33885773			intergenic_region			MYOM2-LOC110257104			G			A			0.08			0.83			0.75


			NC_010457.5			33885853			intergenic_region			MYOM2-LOC110257104			G			C			0.09			0.79			0.70


			NC_010457.5			33885986			intergenic_region			MYOM2-LOC110257104			T			G			0.29			0.83			0.55


			NC_010457.5			33886049			intergenic_region			MYOM2-LOC110257104			C			T			0.09			0.79			0.70


			NC_010457.5			33886423			intergenic_region			MYOM2-LOC110257104			T			A			0.18			0.84			0.66


			NC_010457.5			33886490			intergenic_region			MYOM2-LOC110257104			G			A			0.10			0.84			0.74


			NC_010457.5			33886617			intergenic_region			MYOM2-LOC110257104			C			T			0.16			0.76			0.60


			NC_010457.5			33886825			intergenic_region			MYOM2-LOC110257104			A			G			0.09			0.81			0.72


			NC_010457.5			33886832			intergenic_region			MYOM2-LOC110257104			C			T			0.09			0.81			0.72


			NC_010457.5			33886910			intergenic_region			MYOM2-LOC110257104			A			G			0.08			0.74			0.65


			NC_010457.5			33887234			intergenic_region			MYOM2-LOC110257104			G			T			0.31			0.82			0.50


			NC_010457.5			33887467			intergenic_region			MYOM2-LOC110257104			T			G			0.19			0.76			0.57


			NC_010457.5			33888095			intergenic_region			MYOM2-LOC110257104			A			T			0.10			0.74			0.63


			NC_010457.5			33888096			intergenic_region			MYOM2-LOC110257104			T			C			0.90			0.18			0.72


			NC_010457.5			33889200			intergenic_region			MYOM2-LOC110257104			C			T			0.91			0.21			0.70


			NC_010457.5			64789934			intron_variant			ACVR1			T			A			0.55			0.00


			NC_010457.5			33889534			intergenic_region			MYOM2-LOC110257104			T			C			0.90			0.24			0.66


			NC_010457.5			33889740			intergenic_region			MYOM2-LOC110257104			T			A			0.77			0.18			0.59


			NC_010457.5			33889741			intergenic_region			MYOM2-LOC110257104			C			A			0.77			0.18			0.59


			NC_010457.5			33889745			intergenic_region			MYOM2-LOC110257104			C			T			0.77			0.18			0.59


			NC_010457.5			33889894			intergenic_region			MYOM2-LOC110257104			A			G			0.90			0.21			0.69


			NC_010457.5			64790352			intron_variant			ACVR1			T			C			0.53			0.00


			NC_010457.5			33891990			intergenic_region			MYOM2-LOC110257104			G			A			0.90			0.18			0.72


			NC_010457.5			33892026			intergenic_region			MYOM2-LOC110257104			G			A			0.91			0.18			0.73


			NC_010457.5			33892043			intergenic_region			MYOM2-LOC110257104			C			T			0.90			0.18			0.72


			NC_010457.5			33892173			intergenic_region			MYOM2-LOC110257104			T			A			0.89			0.18			0.71


			NC_010457.5			33892181			intergenic_region			MYOM2-LOC110257104			C			T			0.11			0.82			0.70


			NC_010457.5			33892196			intergenic_region			MYOM2-LOC110257104			C			T			0.88			0.11			0.77


			NC_010457.5			33892266			intergenic_region			MYOM2-LOC110257104			C			T			0.87			0.11			0.76


			NC_010457.5			33892585			intergenic_region			MYOM2-LOC110257104			C			T			0.08			0.83			0.75


			NC_010457.5			33893038			intergenic_region			MYOM2-LOC110257104			A			G			0.85			0.18			0.67


			NC_010457.5			33893104			intergenic_region			MYOM2-LOC110257104			C			T			0.91			0.21			0.70


			NC_010457.5			33893373			intergenic_region			MYOM2-LOC110257104			A			T			0.89			0.18			0.71


			NC_010457.5			33893408			intergenic_region			MYOM2-LOC110257104			G			A			0.08			0.79			0.71


			NC_010457.5			33893583			intergenic_region			MYOM2-LOC110257104			A			G			0.90			0.21			0.69


			NC_010457.5			33893906			intergenic_region			MYOM2-LOC110257104			T			C			0.08			0.81			0.73


			NC_010457.5			33894002			intergenic_region			MYOM2-LOC110257104			T			C			0.08			0.63			0.55


			NC_010457.5			33894082			intergenic_region			MYOM2-LOC110257104			T			C			0.10			0.76			0.67


			NC_010457.5			33894145			intergenic_region			MYOM2-LOC110257104			C			A			0.14			0.84			0.70


			NC_010457.5			33894375			intergenic_region			MYOM2-LOC110257104			A			G			0.09			0.81			0.71


			NC_010457.5			33894385			intergenic_region			MYOM2-LOC110257104			G			A			0.86			0.13			0.73


			NC_010457.5			33895059			intergenic_region			MYOM2-LOC110257104			G			A			0.14			0.84			0.70


			NC_010457.5			33895064			intergenic_region			MYOM2-LOC110257104			C			T			0.15			0.84			0.70


			NC_010457.5			33895376			intergenic_region			MYOM2-LOC110257104			A			G			0.10			0.78			0.68


			NC_010457.5			33895384			intergenic_region			MYOM2-LOC110257104			C			T			0.14			0.84			0.71


			NC_010457.5			33895732			intergenic_region			MYOM2-LOC110257104			G			A			0.85			0.07			0.78


			NC_010457.5			33896719			intergenic_region			MYOM2-LOC110257104			T			C			0.11			0.72			0.61


			NC_010457.5			33896964			intergenic_region			MYOM2-LOC110257104			C			T			0.10			0.78			0.68


			NC_010457.5			33896969			intergenic_region			MYOM2-LOC110257104			C			A			0.14			0.81			0.67


			NC_010457.5			33897494			intergenic_region			MYOM2-LOC110257104			T			C			0.86			0.18			0.68


			NC_010457.5			33897562			intergenic_region			MYOM2-LOC110257104			T			C			0.10			0.84			0.74


			NC_010457.5			33897959			intergenic_region			MYOM2-LOC110257104			G			A			0.11			0.82			0.70


			NC_010457.5			33898039			intergenic_region			MYOM2-LOC110257104			A			C			0.07			0.79			0.72


			NC_010457.5			33898550			intergenic_region			MYOM2-LOC110257104			G			T			0.10			0.69			0.59


			NC_010457.5			33899088			intergenic_region			MYOM2-LOC110257104			A			C			0.89			0.21			0.68


			NC_010457.5			33899148			intergenic_region			MYOM2-LOC110257104			T			A			0.09			0.82			0.72


			NC_010457.5			33899608			intergenic_region			MYOM2-LOC110257104			A			T			0.09			0.74			0.65


			NC_010457.5			33900501			intergenic_region			MYOM2-LOC110257104			T			C			0.08			0.76			0.68


			NC_010457.5			33900745			intergenic_region			MYOM2-LOC110257104			G			T			0.10			0.87			0.77


			NC_010457.5			33901009			intergenic_region			MYOM2-LOC110257104			C			G			0.91			0.26			0.65


			NC_010457.5			33901253			intergenic_region			MYOM2-LOC110257104			T			C			0.09			0.74			0.64


			NC_010457.5			33901480			intergenic_region			MYOM2-LOC110257104			C			T			0.10			0.71			0.61


			NC_010457.5			33901559			intergenic_region			MYOM2-LOC110257104			T			C			0.10			0.76			0.67


			NC_010457.5			33901562			intergenic_region			MYOM2-LOC110257104			T			C			0.10			0.76			0.67


			NC_010457.5			33901634			intergenic_region			MYOM2-LOC110257104			T			G			0.07			0.78			0.72


			NC_010457.5			33901965			intergenic_region			MYOM2-LOC110257104			C			T			0.08			0.81			0.73


			NC_010457.5			33901972			intergenic_region			MYOM2-LOC110257104			C			G			0.08			0.81			0.73


			NC_010457.5			33902186			intergenic_region			MYOM2-LOC110257104			A			G			0.07			0.79			0.72


			NC_010457.5			33902402			intergenic_region			MYOM2-LOC110257104			G			A			0.09			0.79			0.70


			NC_010457.5			33902651			intergenic_region			MYOM2-LOC110257104			T			C			0.11			0.79			0.68


			NC_010457.5			33902949			intergenic_region			MYOM2-LOC110257104			T			C			0.88			0.21			0.67


			NC_010457.5			33903232			intergenic_region			MYOM2-LOC110257104			C			T			0.70			0.18			0.52


			NC_010457.5			33903248			intergenic_region			MYOM2-LOC110257104			C			T			0.68			0.18			0.50


			NC_010457.5			33903301			intergenic_region			MYOM2-LOC110257104			A			G			0.69			0.09			0.60


			NC_010457.5			33903421			intergenic_region			MYOM2-LOC110257104			T			C			0.88			0.24			0.64


			NC_010457.5			33903457			intergenic_region			MYOM2-LOC110257104			A			C			0.90			0.21			0.69


			NC_010457.5			33903465			intergenic_region			MYOM2-LOC110257104			T			G			0.90			0.21			0.69


			NC_010457.5			33903784			intergenic_region			MYOM2-LOC110257104			A			G			0.45			0.97			0.52


			NC_010457.5			33903839			intergenic_region			MYOM2-LOC110257104			C			T			0.10			0.76			0.66


			NC_010457.5			33903879			intergenic_region			MYOM2-LOC110257104			A			C			0.09			0.89			0.80


			NC_010457.5			33903891			intergenic_region			MYOM2-LOC110257104			A			G			0.89			0.19			0.70


			NC_010457.5			33903901			intergenic_region			MYOM2-LOC110257104			T			C			0.89			0.19			0.70


			NC_010457.5			33903905			intergenic_region			MYOM2-LOC110257104			A			C			0.89			0.19			0.70


			NC_010457.5			33904363			intergenic_region			MYOM2-LOC110257104			G			A			0.08			0.68			0.60


			NC_010457.5			33904437			intergenic_region			MYOM2-LOC110257104			A			G			0.08			0.62			0.54


			NC_010457.5			33904992			intergenic_region			MYOM2-LOC110257104			C			T			0.08			0.68			0.60


			NC_010457.5			33905248			intergenic_region			MYOM2-LOC110257104			A			T			0.17			0.68			0.51


			NC_010457.5			33905439			intergenic_region			MYOM2-LOC110257104			C			T			0.07			0.68			0.61


			NC_010457.5			33905527			intergenic_region			MYOM2-LOC110257104			T			C			0.05			0.68			0.64


			NC_010457.5			33905706			intergenic_region			MYOM2-LOC110257104			C			T			0.56			0.05			0.51


			NC_010457.5			33905839			intergenic_region			MYOM2-LOC110257104			T			C			0.63			0.05			0.58


			NC_010457.5			33906259			intergenic_region			MYOM2-LOC110257104			T			C			0.77			0.03			0.74


			NC_010457.5			33907224			intergenic_region			MYOM2-LOC110257104			A			G			0.08			0.89			0.82


			NC_010457.5			33909818			intergenic_region			MYOM2-LOC110257104			C			A			0.42			0.97			0.55


			NC_010457.5			33909902			intergenic_region			MYOM2-LOC110257104			G			T			0.42			0.97			0.55


			NC_010457.5			33909925			intergenic_region			MYOM2-LOC110257104			A			T			0.36			0.97			0.61


			NC_010457.5			33911581			intergenic_region			MYOM2-LOC110257104			C			T			0.08			0.97			0.89


			NC_010457.5			33911779			intergenic_region			MYOM2-LOC110257104			C			T			0.08			0.97			0.89


			NC_010457.5			33913605			intergenic_region			MYOM2-LOC110257104			G			A			0.09			0.97			0.88


			NC_010457.5			33914413			intergenic_region			MYOM2-LOC110257104			A			G			0.08			0.94			0.86


			NC_010457.5			33914496			intergenic_region			MYOM2-LOC110257104			C			A			0.08			0.95			0.87


			NC_010457.5			33914741			intergenic_region			MYOM2-LOC110257104			T			C			0.08			0.97			0.89


			NC_010457.5			33914754			intergenic_region			MYOM2-LOC110257104			G			T			0.08			0.94			0.86


			NC_010457.5			33914936			intergenic_region			MYOM2-LOC110257104			G			A			0.09			0.97			0.88


			NC_010457.5			33914958			intergenic_region			MYOM2-LOC110257104			A			T			0.08			0.97			0.89


			NC_010457.5			33915096			intergenic_region			MYOM2-LOC110257104			G			A			0.06			0.68			0.63


			NC_010457.5			33915130			intergenic_region			MYOM2-LOC110257104			A			G			0.08			0.95			0.87


			NC_010457.5			33915143			intergenic_region			MYOM2-LOC110257104			C			T			0.08			0.94			0.86


			NC_010457.5			33915146			intergenic_region			MYOM2-LOC110257104			C			T			0.08			0.94			0.86


			NC_010457.5			33915158			intergenic_region			MYOM2-LOC110257104			G			A			0.09			0.94			0.85


			NC_010457.5			33915160			intergenic_region			MYOM2-LOC110257104			T			C			0.09			0.94			0.85


			NC_010457.5			33915333			intergenic_region			MYOM2-LOC110257104			T			A			0.06			0.97			0.91


			NC_010457.5			33915399			intergenic_region			MYOM2-LOC110257104			G			T			0.05			0.55			0.50


			NC_010457.5			33915562			intergenic_region			MYOM2-LOC110257104			C			T			0.08			0.97			0.89


			NC_010457.5			33915574			intergenic_region			MYOM2-LOC110257104			A			T			0.08			1.00			0.92


			NC_010457.5			33915668			intergenic_region			MYOM2-LOC110257104			G			A			0.09			0.97			0.88


			NC_010457.5			33915684			intergenic_region			MYOM2-LOC110257104			C			T			0.09			0.97			0.88


			NC_010457.5			33915742			intergenic_region			MYOM2-LOC110257104			G			A			0.08			0.97			0.89


			NC_010457.5			33915754			intergenic_region			MYOM2-LOC110257104			G			A			0.08			0.97			0.89


			NC_010457.5			33915916			intergenic_region			MYOM2-LOC110257104			T			G			0.22			0.95			0.73


			NC_010457.5			33915986			intergenic_region			MYOM2-LOC110257104			T			C			0.20			0.97			0.77


			NC_010457.5			33915999			intergenic_region			MYOM2-LOC110257104			T			C			0.21			0.97			0.76


			NC_010457.5			33916062			intergenic_region			MYOM2-LOC110257104			A			G			0.10			0.97			0.87


			NC_010457.5			33916109			intergenic_region			MYOM2-LOC110257104			C			T			0.20			0.97			0.78


			NC_010457.5			33916207			intergenic_region			MYOM2-LOC110257104			T			G			0.10			0.97			0.87


			NC_010457.5			33916274			intergenic_region			MYOM2-LOC110257104			C			A			0.19			0.97			0.79


			NC_010457.5			33916303			intergenic_region			MYOM2-LOC110257104			C			A			0.08			0.97			0.89


			NC_010457.5			33916340			intergenic_region			MYOM2-LOC110257104			C			T			0.09			0.97			0.88


			NC_010457.5			33916851			intergenic_region			MYOM2-LOC110257104			C			T			0.10			0.63			0.53


			NC_010457.5			33917274			intergenic_region			MYOM2-LOC110257104			T			G			0.45			0.97			0.52


			NC_010457.5			33918547			intergenic_region			MYOM2-LOC110257104			C			T			0.04			0.54			0.50


			NC_010457.5			33919097			intergenic_region			MYOM2-LOC110257104			A			G			0.74			0.19			0.55


			NC_010457.5			33919325			intergenic_region			MYOM2-LOC110257104			G			C			0.06			0.66			0.60


			NC_010457.5			33919496			intergenic_region			MYOM2-LOC110257104			T			A			0.80			0.26			0.54


			NC_010457.5			33921065			intergenic_region			MYOM2-LOC110257104			G			A			0.74			0.24			0.50


			NC_010457.5			33921177			intergenic_region			MYOM2-LOC110257104			T			C			0.07			0.74			0.67


			NC_010457.5			33922105			intergenic_region			MYOM2-LOC110257104			T			C			0.89			0.25			0.64


			NC_010457.5			33922416			intergenic_region			MYOM2-LOC110257104			G			A			0.06			0.78			0.72


			NC_010457.5			33922652			intergenic_region			MYOM2-LOC110257104			G			A			0.39			0.97			0.59


			NC_010457.5			33922708			intergenic_region			MYOM2-LOC110257104			C			T			0.09			0.66			0.57


			NC_010457.5			33922770			intergenic_region			MYOM2-LOC110257104			G			T			0.09			0.72			0.63


			NC_010457.5			33922790			intergenic_region			MYOM2-LOC110257104			A			G			0.09			0.75			0.66


			NC_010457.5			33923562			intergenic_region			MYOM2-LOC110257104			A			G			0.12			0.83			0.72


			NC_010457.5			33924750			intergenic_region			MYOM2-LOC110257104			T			C			0.27			0.97			0.70


			NC_010457.5			33924782			intergenic_region			MYOM2-LOC110257104			C			A			0.25			0.97			0.72


			NC_010457.5			33924911			intergenic_region			MYOM2-LOC110257104			C			G			0.28			0.97			0.69


			NC_010457.5			33924950			intergenic_region			MYOM2-LOC110257104			C			T			0.30			0.97			0.68


			NC_010457.5			33925000			intergenic_region			MYOM2-LOC110257104			A			G			0.27			0.97			0.70


			NC_010457.5			33925102			intergenic_region			MYOM2-LOC110257104			G			A			0.27			0.97			0.70


			NC_010457.5			33925212			intergenic_region			MYOM2-LOC110257104			T			C			0.24			0.94			0.71


			NC_010457.5			33925309			intergenic_region			MYOM2-LOC110257104			G			T			0.17			0.95			0.77


			NC_010457.5			33925868			intergenic_region			MYOM2-LOC110257104			T			C			0.29			0.97			0.68


			NC_010457.5			33926376			intergenic_region			MYOM2-LOC110257104			T			C			0.30			1.00			0.70


			NC_010457.5			33926551			intergenic_region			MYOM2-LOC110257104			G			T			0.27			0.97			0.70


			NC_010457.5			33926558			intergenic_region			MYOM2-LOC110257104			G			A			0.26			0.97			0.71


			NC_010457.5			33926564			intergenic_region			MYOM2-LOC110257104			G			A			0.27			0.97			0.70


			NC_010457.5			33926600			intergenic_region			MYOM2-LOC110257104			T			A			0.13			0.87			0.74


			NC_010457.5			33926921			intergenic_region			MYOM2-LOC110257104			G			A			0.42			1.00			0.58


			NC_010457.5			33927068			intergenic_region			MYOM2-LOC110257104			T			C			0.24			0.97			0.73


			NC_010457.5			33927140			intergenic_region			MYOM2-LOC110257104			T			C			0.22			1.00			0.78


			NC_010457.5			33927190			intergenic_region			MYOM2-LOC110257104			G			A			0.16			1.00			0.84


			NC_010457.5			33927232			intergenic_region			MYOM2-LOC110257104			A			T			0.23			1.00			0.77


			NC_010457.5			33927286			intergenic_region			MYOM2-LOC110257104			A			G			0.21			1.00			0.79


			NC_010457.5			33927676			intergenic_region			MYOM2-LOC110257104			A			G			0.24			0.94			0.70


			NC_010457.5			33928003			intergenic_region			MYOM2-LOC110257104			C			T			0.23			0.94			0.71


			NC_010457.5			33928290			intergenic_region			MYOM2-LOC110257104			C			T			0.23			0.87			0.64


			NC_010457.5			33928317			intergenic_region			MYOM2-LOC110257104			A			G			0.20			0.84			0.64


			NC_010457.5			33928347			intergenic_region			MYOM2-LOC110257104			T			C			0.29			0.97			0.68


			NC_010457.5			33928381			intergenic_region			MYOM2-LOC110257104			G			A			0.22			0.82			0.60


			NC_010457.5			33928504			intergenic_region			MYOM2-LOC110257104			G			T			0.22			0.81			0.58


			NC_010457.5			33928736			intergenic_region			MYOM2-LOC110257104			A			G			0.21			0.82			0.61


			NC_010457.5			33929080			intergenic_region			MYOM2-LOC110257104			G			A			0.19			0.84			0.66


			NC_010457.5			33929090			intergenic_region			MYOM2-LOC110257104			G			A			0.22			0.84			0.63


			NC_010457.5			33929205			intergenic_region			MYOM2-LOC110257104			C			T			0.22			0.87			0.65


			NC_010457.5			33929322			intergenic_region			MYOM2-LOC110257104			G			A			0.18			0.89			0.71


			NC_010457.5			33929333			intergenic_region			MYOM2-LOC110257104			G			T			0.27			0.97			0.70


			NC_010457.5			33929458			intergenic_region			MYOM2-LOC110257104			A			C			0.22			0.79			0.56


			NC_010457.5			33929472			intergenic_region			MYOM2-LOC110257104			G			A			0.18			0.82			0.64


			NC_010457.5			33930223			intergenic_region			MYOM2-LOC110257104			C			T			0.21			0.82			0.62


			NC_010457.5			33930615			intergenic_region			MYOM2-LOC110257104			G			T			0.20			0.87			0.67


			NC_010457.5			33930648			intergenic_region			MYOM2-LOC110257104			T			C			0.19			0.87			0.68


			NC_010457.5			33930694			intergenic_region			MYOM2-LOC110257104			G			A			0.23			0.89			0.66


			NC_010457.5			33930915			intergenic_region			MYOM2-LOC110257104			T			C			0.25			0.89			0.64


			NC_010457.5			33930926			intergenic_region			MYOM2-LOC110257104			A			C			0.20			0.86			0.66


			NC_010457.5			33930968			intergenic_region			MYOM2-LOC110257104			C			G			0.20			0.89			0.69


			NC_010457.5			33930969			intergenic_region			MYOM2-LOC110257104			A			G			0.20			0.89			0.69


			NC_010457.5			33931321			intergenic_region			MYOM2-LOC110257104			G			A			0.44			0.95			0.50


			NC_010457.5			33931971			intergenic_region			MYOM2-LOC110257104			T			A			0.05			0.67			0.62


			NC_010457.5			33932166			intergenic_region			MYOM2-LOC110257104			A			C			0.07			0.68			0.62


			NC_010457.5			33933687			intergenic_region			MYOM2-LOC110257104			C			A			0.07			0.68			0.62


			NC_010457.5			33933934			intergenic_region			MYOM2-LOC110257104			G			A			0.47			1.00			0.53


			NC_010457.5			33935488			intergenic_region			MYOM2-LOC110257104			G			A			0.16			0.84			0.68


			NC_010457.5			33937621			intergenic_region			MYOM2-LOC110257104			T			A			0.44			1.00			0.56


			NC_010457.5			33937630			intergenic_region			MYOM2-LOC110257104			C			T			0.44			1.00			0.56


			NC_010457.5			33937690			intergenic_region			MYOM2-LOC110257104			G			C			0.43			1.00			0.57


			NC_010457.5			33937693			intergenic_region			MYOM2-LOC110257104			A			G			0.44			1.00			0.56


			NC_010457.5			33937777			intergenic_region			MYOM2-LOC110257104			T			C			0.45			1.00			0.55


			NC_010456.5			71305041			upstream_gene_variant			MYPN			G			A			0.27			1.00			0.73


			NC_010457.5			118861781			upstream_gene_variant			IGFBP5			A			G			0.27			0.92			0.64


			NC_010456.5			76244067			3_prime_UTR_variant			PPP3CB			C			T			0.27			0.97			0.70


			NC_010456.5			43474144			missense_variant			MYO18B			C			T			0.26			0.86			0.60


			NC_010446.5			90277294			synonymous_variant			CASQ1			G			A			0.25			0.92			0.67


			NC_010447.5			21486372			synonymous_variant			ERBB3			T			C			0.25			0.81			0.56


			NC_010456.5			71374997			synonymous_variant			MYPN			G			A			0.25			0.94			0.69


			NC_010457.5			64790486			intron_variant			ACVR1			G			C			0.82			0.00


			NC_010457.5			64791133			intron_variant			ACVR1			C			T			0.56			0.00


			NC_010457.5			64792267			intron_variant			ACVR1			C			G			0.85			0.00


			NC_010457.5			64794432			intron_variant			ACVR1			C			T			0.84			0.00


			NC_010457.5			64794721			intron_variant			ACVR1			C			T			0.85			0.00


			NC_010457.5			64795173			intron_variant			ACVR1			C			T			0.83			0.00


			NC_010457.5			64795678			intron_variant			ACVR1			C			A			0.94			0.00


			NC_010457.5			64795739			intron_variant			ACVR1			A			G			0.73			0.00


			NC_010457.5			64796157			intron_variant			ACVR1			C			T			0.76			0.00


			NC_010457.5			64796288			intron_variant			ACVR1			C			T			0.85			0.00


			NC_010457.5			64796361			intron_variant			ACVR1			A			C			0.76			0.00


			NC_010457.5			64796685			intron_variant			ACVR1			T			C			0.56			0.00


			NC_010457.5			64798783			intron_variant			ACVR1			C			A			0.65			0.00


			NC_010457.5			64798784			intron_variant			ACVR1			T			C			0.65			0.00


			NC_010457.5			64799517			intron_variant			ACVR1			A			G			0.74			0.00


			NC_010457.5			64799881			intron_variant			ACVR1			G			C			0.65			0.00


			NC_010457.5			64800025			intron_variant			ACVR1			A			G			0.91			0.00


			NC_010457.5			64800752			intron_variant			ACVR1			T			C			0.63			0.00


			NC_010457.5			64801635			intron_variant			ACVR1			T			C			0.73			0.00


			NC_010457.5			64802789			intron_variant			ACVR1			A			G			0.94			0.00


			NC_010457.5			64803378			intron_variant			ACVR1			A			G			0.92			0.00


			NC_010457.5			64805244			intron_variant			ACVR1			T			C			0.95			0.00


			NC_010457.5			64806345			intron_variant			ACVR1			C			T			0.90			0.00


			NC_010457.5			64806466			intron_variant			ACVR1			T			C			0.68			0.00


			NC_010457.5			64806622			intron_variant			ACVR1			T			C			0.96			0.00


			NC_010457.5			64807385			intron_variant			ACVR1			A			G			0.93			0.00


			NC_010457.5			64809088			intron_variant			ACVR1			T			C			0.76			0.00


			NC_010457.5			64815727			intron_variant			ACVR1			C			T			0.68			0.00


			NC_010457.5			64815748			intron_variant			ACVR1			G			A			0.70			0.00


			NC_010457.5			64816786			intron_variant			ACVR1			C			T			0.71			0.00


			NC_010457.5			64783113			intron_variant			ACVR1			T			C			0.95			0.05			0.90


			NC_010457.5			64817440			intron_variant			ACVR1			T			C			0.69			0.00


			NC_010457.5			64818023			intron_variant			ACVR1			G			A			0.93			0.00


			NC_010457.5			64818582			intron_variant			ACVR1			T			C			0.77			0.00


			NC_010457.5			64818869			intron_variant			ACVR1			G			T			0.93			0.00


			NC_010457.5			64819040			intron_variant			ACVR1			T			C			0.77			0.00


			NC_010457.5			64820233			intron_variant			ACVR1			T			G			0.65			0.00


			NC_010457.5			64820497			intron_variant			ACVR1			T			C			0.82			0.00


			NC_010457.5			64820566			intron_variant			ACVR1			C			T			0.69			0.00


			NC_010457.5			64820642			intron_variant			ACVR1			A			T			0.64			0.00


			NC_010457.5			64821746			intron_variant			ACVR1			C			A			0.67			0.00


			NC_010457.5			64821886			intron_variant			ACVR1			T			A			0.80			0.00


			NC_010457.5			64822271			intron_variant			ACVR1			A			C			0.82			0.00


			NC_010457.5			64822309			intron_variant			ACVR1			T			A			0.76			0.00


			NC_010457.5			64822510			intron_variant			ACVR1			C			T			0.81			0.00


			NC_010457.5			64822594			intron_variant			ACVR1			G			C			0.58			0.00


			NC_010457.5			64824052			upstream_gene_variant			ACVR1			A			G			0.80			0.00


			NC_010457.5			64824233			upstream_gene_variant			ACVR1			T			C			0.65			0.00


			NC_010457.5			64824246			upstream_gene_variant			ACVR1			C			T			0.65			0.00


			NC_010457.5			64824268			upstream_gene_variant			ACVR1			C			T			0.63			0.00


			NC_010457.5			64824310			upstream_gene_variant			ACVR1			C			G			0.64			0.00


			NC_010457.5			64824464			intron_variant			ACVR1			T			C			0.65			0.00


			NC_010457.5			64824465			intron_variant			ACVR1			A			G			0.65			0.00


			NC_010457.5			64825805			intron_variant			ACVR1			G			C			0.84			0.00


			NC_010457.5			64826336			intron_variant			ACVR1			A			T			0.55			0.00


			NC_010457.5			64828844			intron_variant			ACVR1			A			G			0.94			0.00


			NC_010457.5			64829355			intron_variant			ACVR1			T			C			0.55			0.00


			NC_010457.5			64829370			intron_variant			ACVR1			C			T			0.55			0.00


			NC_010457.5			64829538			intron_variant			ACVR1			A			C			0.82			0.00


			NC_010457.5			64829601			intron_variant			ACVR1			G			A			0.58			0.00


			NC_010457.5			64829689			intron_variant			ACVR1			C			T			0.88			0.00


			NC_010457.5			64802608			intron_variant			ACVR1			T			C			0.95			0.03			0.92


			NC_010457.5			64833455			upstream_gene_variant			ACVR1			T			C			0.73			0.00


			NC_010457.5			64834886			upstream_gene_variant			ACVR1			A			G			0.76			0.00


			NC_010457.5			64837418			intron_variant			ACVR1			G			A			0.76			0.00


			NC_010457.5			64838368			intron_variant			ACVR1			A			C			0.72			0.00


			NC_010457.5			64840193			intron_variant			ACVR1			C			T			0.64			0.00


			NC_010457.5			64840456			intron_variant			ACVR1			G			T			0.69			0.00


			NC_010457.5			64840617			intron_variant			ACVR1			C			A			0.61			0.00


			NC_010457.5			64842563			intron_variant			ACVR1			C			T			0.70			0.00


			NC_010457.5			64811411			intron_variant			ACVR1			G			A			0.57			0.05			0.52


			NC_010457.5			64813168			intron_variant			ACVR1			T			G			0.85			0.03			0.82


			NC_010457.5			64843554			intron_variant			ACVR1			G			A			0.86			0.00


			NC_010457.5			64846823			intron_variant			ACVR1			T			A			0.95			0.00


			NC_010457.5			64816601			intron_variant			ACVR1			T			C			0.96			0.08			0.88


			NC_010457.5			64850370			intron_variant			ACVR1			C			T			0.51			0.00


			NC_010457.5			64851151			intron_variant			ACVR1			C			T			0.53			0.00


			NC_010457.5			64859142			intron_variant			ACVR1			C			T			0.76			0.00


			NC_010457.5			64873217			intron_variant			ACVR1			C			G			0.64			0.00


			NC_010457.5			64875634			intron_variant			ACVR1			C			A			0.72			0.00


			NC_010457.5			64877689			intron_variant			ACVR1			T			C			0.55			0.00


			NC_010457.5			64879513			intron_variant			ACVR1			A			G			0.96			0.00


			NC_010457.5			64879876			intron_variant			ACVR1			T			C			0.96			0.00


			NC_010457.5			64880092			intron_variant			ACVR1			C			T			0.82			0.00


			NC_010457.5			64820628			intron_variant			ACVR1			A			C			0.93			0.05			0.88


			NC_010457.5			64881151			intron_variant			ACVR1			T			C			0.65			0.00


			NC_010457.5			64821195			intron_variant			ACVR1			A			G			0.85			0.05			0.80


			NC_010457.5			64881479			intron_variant			ACVR1			G			A			0.77			0.00


			NC_010457.5			64881525			intron_variant			ACVR1			T			C			0.77			0.00


			NC_010457.5			64882000			intron_variant			ACVR1			G			A			0.77			0.00


			NC_010457.5			64882243			intron_variant			ACVR1			G			A			0.78			0.00


			NC_010457.5			64882906			intron_variant			ACVR1			T			C			0.95			0.00


			NC_010457.5			64883041			intron_variant			ACVR1			C			T			0.77			0.00


			NC_010447.5			64460617			upstream_gene_variant			CD9			T			C			0.24			1.00			0.76


			NC_010456.5			76450783			5_prime_UTR_variant			MYOZ1			T			C			0.24			0.97			0.74


			NC_010456.5			76453887			upstream_gene_variant			MYOZ1			A			T			0.24			0.97			0.74


			NC_010456.5			76453718			upstream_gene_variant			MYOZ1			G			C			0.23			0.95			0.72


			NC_010454.4			15006930			upstream_gene_variant			SCN4A			T			C			0.22			0.75			0.53


			NC_010457.5			64883448			intron_variant			ACVR1			T			A			0.94			0.00


			NC_010457.5			64883462			intron_variant			ACVR1			T			G			0.75			0.00


			NC_010457.5			64884562			intron_variant			ACVR1			C			G			0.96			0.00


			NC_010457.5			64885331			intron_variant			ACVR1			T			C			0.80			0.00


			NC_010457.5			64886108			intron_variant			ACVR1			T			C			0.97			0.00


			NC_010457.5			64886262			intron_variant			ACVR1			G			A			0.58			0.00


			NC_010457.5			64886432			intron_variant			ACVR1			C			T			0.65			0.00


			NC_010457.5			64886801			intron_variant			ACVR1			T			C			0.67			0.00


			NC_010457.5			64887387			intron_variant			ACVR1			G			A			0.66			0.00


			NC_010457.5			64887468			intron_variant			ACVR1			C			T			0.96			0.00


			NC_010447.5			22557113			upstream_gene_variant			STAC3			C			T			0.21			0.84			0.63


			NC_010448.4			146720359			upstream_gene_variant			PDE4B			G			A			0.21			0.76			0.56


			NC_010457.5			64887634			intron_variant			ACVR1			A			G			0.67			0.00


			NC_010457.5			64887893			intron_variant			ACVR1			A			C			0.68			0.00


			NC_010457.5			64888061			intron_variant			ACVR1			C			T			0.95			0.00


			NC_010457.5			64888141			intron_variant			ACVR1			G			A			0.59			0.00


			NC_010457.5			64888635			intron_variant			ACVR1			T			G			0.70			0.00


			NC_010457.5			64888747			intron_variant			ACVR1			G			A			0.72			0.00


			NC_010457.5			64889750			intron_variant			ACVR1			C			T			0.66			0.00


			NC_010457.5			64891056			intron_variant			ACVR1			A			G			0.96			0.00


			NC_010457.5			64893701			intergenic_region			ACVR1-LOC100522349			G			A			0.97			0.00


			NC_010457.5			64895277			intergenic_region			ACVR1-LOC100522349			A			T			0.95			0.00


			NC_010457.5			64852213			intron_variant			ACVR1			A			G			0.69			0.03			0.66


			NC_010457.5			64853748			intron_variant			ACVR1			G			A			0.64			0.03			0.61


			NC_010457.5			64854175			intron_variant			ACVR1			T			G			0.72			0.05			0.67


			NC_010457.5			64854631			intron_variant			ACVR1			C			T			0.91			0.03			0.88


			NC_010457.5			64858011			intron_variant			ACVR1			T			C			0.79			0.05			0.74


			NC_010457.5			64858771			intron_variant			ACVR1			C			T			0.80			0.05			0.75


			NC_010457.5			64895912			intergenic_region			ACVR1-LOC100522349			C			G			0.96			0.00


			NC_010457.5			64863829			intron_variant			ACVR1			A			T			0.72			0.08			0.64


			NC_010457.5			64864467			intron_variant			ACVR1			C			T			0.77			0.03			0.74


			NC_010457.5			64865445			intron_variant			ACVR1			T			G			0.74			0.05			0.69


			NC_010457.5			64867024			intron_variant			ACVR1			G			A			0.02			0.82			0.79


			NC_010457.5			64870736			intron_variant			ACVR1			A			T			0.79			0.03			0.76


			NC_010457.5			64872177			intron_variant			ACVR1			T			G			0.93			0.05			0.88


			NC_010457.5			64895931			intergenic_region			ACVR1-LOC100522349			T			G			0.96			0.00


			NC_010457.5			64873277			intron_variant			ACVR1			C			T			0.95			0.05			0.90


			NC_010457.5			64873481			intron_variant			ACVR1			A			G			0.96			0.03			0.93


			NC_010457.5			64873785			intron_variant			ACVR1			C			T			0.03			0.92			0.89


			NC_010457.5			64896571			intergenic_region			ACVR1-LOC100522349			A			G			0.93			0.00


			NC_010457.5			64875839			intron_variant			ACVR1			G			A			0.02			0.95			0.92


			NC_010457.5			64876159			intron_variant			ACVR1			T			G			0.03			0.92			0.89


			NC_010457.5			64896988			intergenic_region			ACVR1-LOC100522349			T			C			0.95			0.00


			NC_010457.5			64897454			intergenic_region			ACVR1-LOC100522349			C			T			0.95			0.00


			NC_010457.5			64899762			intergenic_region			ACVR1-LOC100522349			T			A			0.57			0.00


			NC_010457.5			64903556			intergenic_region			ACVR1-LOC100522349			G			A			0.58			0.00


			NC_010457.5			64903749			intergenic_region			ACVR1-LOC100522349			T			G			0.96			0.00


			NC_010457.5			64905132			intergenic_region			ACVR1-LOC100522349			G			A			0.78			0.00


			NC_010457.5			64905595			intergenic_region			ACVR1-LOC100522349			C			T			0.84			0.00


			NC_010457.5			64905656			intergenic_region			ACVR1-LOC100522349			C			G			0.83			0.00


			NC_010457.5			64905745			intergenic_region			ACVR1-LOC100522349			C			T			0.81			0.00


			NC_010457.5			64905903			intergenic_region			ACVR1-LOC100522349			T			C			0.70			0.00


			NC_010457.5			64905956			intergenic_region			ACVR1-LOC100522349			G			T			0.83			0.00


			NC_010457.5			64906036			intergenic_region			ACVR1-LOC100522349			G			C			0.82			0.00


			NC_010457.5			64906431			intergenic_region			ACVR1-LOC100522349			T			C			0.52			0.00


			NC_010457.5			64907180			intergenic_region			ACVR1-LOC100522349			A			G			0.66			0.00


			NC_010457.5			64907333			intergenic_region			ACVR1-LOC100522349			A			G			0.67			0.00


			NC_010457.5			64909473			intergenic_region			ACVR1-LOC100522349			T			A			0.53			0.00


			NC_010457.5			64909787			intergenic_region			ACVR1-LOC100522349			A			G			0.64			0.00


			NC_010457.5			64911436			intergenic_region			ACVR1-LOC100522349			T			A			0.83			0.00


			NC_010457.5			64912461			intergenic_region			ACVR1-LOC100522349			C			T			0.77			0.00


			NC_010457.5			64920138			intergenic_region			ACVR1-LOC100522349			C			T			0.81			0.00


			NC_010457.5			64923109			intergenic_region			ACVR1-LOC100522349			C			T			0.96			0.00


			NC_010457.5			64926865			intergenic_region			ACVR1-LOC100522349			T			C			0.80			0.00


			NC_010457.5			64929454			intergenic_region			ACVR1-LOC100522349			T			C			0.84			0.00


			NC_010457.5			64934125			intergenic_region			ACVR1-LOC100522349			T			G			0.81			0.00


			NC_010457.5			64934502			intergenic_region			ACVR1-LOC100522349			G			C			0.94			0.00


			NC_010457.5			64935037			intergenic_region			ACVR1-LOC100522349			G			T			0.95			0.00


			NC_010457.5			64935505			intergenic_region			ACVR1-LOC100522349			A			G			0.64			0.00


			NC_010457.5			64935589			intergenic_region			ACVR1-LOC100522349			C			T			0.82			0.00


			NC_010457.5			64937106			intergenic_region			ACVR1-LOC100522349			T			C			0.89			0.00


			NC_010457.5			64937449			intergenic_region			ACVR1-LOC100522349			G			A			0.90			0.00


			NC_010457.5			64938510			intergenic_region			ACVR1-LOC100522349			T			A			0.62			0.00


			NC_010457.5			64938540			intergenic_region			ACVR1-LOC100522349			G			C			0.93			0.00


			NC_010457.5			64938980			intergenic_region			ACVR1-LOC100522349			C			A			0.85			0.00


			NC_010457.5			64939271			intergenic_region			ACVR1-LOC100522349			G			A			0.54			0.00


			NC_010457.5			64896695			intergenic_region			ACVR1-LOC100522349			G			C			0.02			1.00			0.98


			NC_010457.5			64939429			intergenic_region			ACVR1-LOC100522349			T			C			0.52			0.00


			NC_010457.5			64939433			intergenic_region			ACVR1-LOC100522349			G			C			0.87			0.00


			NC_010457.5			64939434			intergenic_region			ACVR1-LOC100522349			A			G			0.51			0.00


			NC_010457.5			64899814			intergenic_region			ACVR1-LOC100522349			T			A			0.03			1.00			0.98


			NC_010457.5			64900025			intergenic_region			ACVR1-LOC100522349			C			T			0.03			1.00			0.97


			NC_010457.5			64900389			intergenic_region			ACVR1-LOC100522349			C			G			0.03			1.00			0.97


			NC_010457.5			64902475			intergenic_region			ACVR1-LOC100522349			G			C			0.03			1.00			0.97


			NC_010457.5			64902523			intergenic_region			ACVR1-LOC100522349			G			A			0.04			1.00			0.96


			NC_010457.5			64902859			intergenic_region			ACVR1-LOC100522349			G			A			0.02			1.00			0.98


			NC_010457.5			64902886			intergenic_region			ACVR1-LOC100522349			T			C			0.24			1.00			0.76


			NC_010457.5			64903182			intergenic_region			ACVR1-LOC100522349			T			C			0.04			0.97			0.94


			NC_010457.5			64903183			intergenic_region			ACVR1-LOC100522349			G			A			0.04			0.95			0.91


			NC_010457.5			64939746			intergenic_region			ACVR1-LOC100522349			T			C			0.51			0.00


			NC_010457.5			64903563			intergenic_region			ACVR1-LOC100522349			C			T			0.02			1.00			0.98


			NC_010457.5			64903718			intergenic_region			ACVR1-LOC100522349			C			T			0.02			1.00			0.98


			NC_010457.5			64940419			intergenic_region			ACVR1-LOC100522349			G			C			0.51			0.00


			NC_010457.5			64904006			intergenic_region			ACVR1-LOC100522349			C			G			0.06			1.00			0.94


			NC_010457.5			64940798			intergenic_region			ACVR1-LOC100522349			T			C			0.88			0.00


			NC_010457.5			64941314			intergenic_region			ACVR1-LOC100522349			A			G			0.68			0.00


			NC_010457.5			64942180			intergenic_region			ACVR1-LOC100522349			C			T			0.66			0.00


			NC_010457.5			64942194			intergenic_region			ACVR1-LOC100522349			T			C			0.51			0.00


			NC_010457.5			64942334			intergenic_region			ACVR1-LOC100522349			A			G			0.65			0.00


			NC_010457.5			64943879			intergenic_region			ACVR1-LOC100522349			C			T			0.94			0.00


			NC_010457.5			64944449			intergenic_region			ACVR1-LOC100522349			C			G			0.91			0.00


			NC_010457.5			64944850			intergenic_region			ACVR1-LOC100522349			G			A			0.78			0.00


			NC_010457.5			64906493			intergenic_region			ACVR1-LOC100522349			A			G			0.18			1.00			0.82


			NC_010457.5			64906890			intergenic_region			ACVR1-LOC100522349			T			C			0.03			1.00			0.97


			NC_010457.5			64945772			intergenic_region			ACVR1-LOC100522349			T			C			0.77			0.00


			NC_010457.5			64947634			intergenic_region			ACVR1-LOC100522349			A			G			0.78			0.00


			NC_010457.5			64949706			intergenic_region			ACVR1-LOC100522349			A			G			0.83			0.00


			NC_010457.5			64950541			intergenic_region			ACVR1-LOC100522349			T			C			0.82			0.00


			NC_010457.5			64909992			intergenic_region			ACVR1-LOC100522349			A			T			0.05			1.00			0.95


			NC_010457.5			64950567			intergenic_region			ACVR1-LOC100522349			T			C			0.84			0.00


			NC_010457.5			64912431			intergenic_region			ACVR1-LOC100522349			C			T			0.17			1.00			0.83


			NC_010457.5			64953588			intergenic_region			ACVR1-LOC100522349			A			G			0.78			0.00


			NC_010457.5			64915535			intergenic_region			ACVR1-LOC100522349			G			A			0.19			1.00			0.81


			NC_010457.5			64954188			intergenic_region			ACVR1-LOC100522349			G			A			0.69			0.00


			NC_010457.5			64921306			intergenic_region			ACVR1-LOC100522349			A			T			0.12			1.00			0.88


			NC_010457.5			64954413			intergenic_region			ACVR1-LOC100522349			G			T			0.66			0.00


			NC_010457.5			64926178			intergenic_region			ACVR1-LOC100522349			T			G			0.96			0.32			0.64


			NC_010457.5			73671274			intron_variant			XIRP2			G			A			0.53			0.00


			NC_010457.5			64928749			intergenic_region			ACVR1-LOC100522349			C			A			0.10			1.00			0.90


			NC_010457.5			73680609			intron_variant			XIRP2			G			A			0.71			0.00


			NC_010457.5			64930516			intergenic_region			ACVR1-LOC100522349			T			C			0.25			1.00			0.75


			NC_010457.5			64931924			intergenic_region			ACVR1-LOC100522349			T			G			0.07			1.00			0.93


			NC_010457.5			73696160			intron_variant			XIRP2			T			A			0.69			0.00


			NC_010457.5			73699946			intron_variant			XIRP2			T			C			0.71			0.00


			NC_010457.5			73700110			intron_variant			XIRP2			C			T			0.69			0.00


			NC_010457.5			73700894			intron_variant			XIRP2			T			A			0.57			0.00


			NC_010457.5			73706509			intron_variant			XIRP2			C			T			0.70			0.00


			NC_010457.5			73708413			intron_variant			XIRP2			G			A			0.78			0.00


			NC_010457.5			73708421			intron_variant			XIRP2			T			A			0.78			0.00


			NC_010457.5			73708729			intron_variant			XIRP2			C			T			0.76			0.00


			NC_010457.5			73708747			intron_variant			XIRP2			T			C			0.76			0.00


			NC_010457.5			73708904			intron_variant			XIRP2			G			C			0.78			0.00


			NC_010457.5			73728838			synonymous_variant			XIRP2			G			A			0.75			0.00


			NC_010457.5			80674165			3_prime_UTR_variant			CHRNA1			C			T			0.51			0.00


			NC_010457.5			80676771			intron_variant			CHRNA1			G			A			0.60			0.00


			NC_010457.5			80677989			intron_variant			CHRNA1			G			A			0.52			0.00


			NC_010457.5			80678353			intron_variant			CHRNA1			C			T			0.56			0.00


			NC_010457.5			64940003			intergenic_region			ACVR1-LOC100522349			A			T			0.95			0.13			0.82


			NC_010457.5			80678490			intron_variant			CHRNA1			G			T			0.60			0.00


			NC_010457.5			80678753			intron_variant			CHRNA1			G			A			0.55			0.00


			NC_010457.5			80692736			upstream_gene_variant			CHRNA1			G			A			0.59			0.00


			NC_010457.5			80706704			intergenic_region			CHRNA1-CHN1			C			T			0.72			0.00


			NC_010457.5			80708797			intergenic_region			CHRNA1-CHN1			G			A			0.55			0.00


			NC_010457.5			80710169			intergenic_region			CHRNA1-CHN1			C			T			0.58			0.00


			NC_010457.5			80710286			intergenic_region			CHRNA1-CHN1			C			T			0.59			0.00


			NC_010457.5			80711192			intergenic_region			CHRNA1-CHN1			C			G			0.56			0.00


			NC_010457.5			80712080			intergenic_region			CHRNA1-CHN1			G			A			0.57			0.00


			NC_010457.5			80712476			intergenic_region			CHRNA1-CHN1			A			G			0.60			0.00


			NC_010457.5			118860015			intergenic_region			IGFBP2-IGFBP5			C			T			0.95			0.00


			NC_010458.4			37941580			intron_variant			PDE4D			C			T			0.55			0.00


			NC_010458.4			37942042			intron_variant			PDE4D			T			C			0.53			0.00


			NC_010458.4			37965686			intron_variant			PDE4D			A			C			0.53			0.00


			NC_010458.4			37998334			intron_variant			PDE4D			T			C			0.57			0.00


			NC_010458.4			38026191			intron_variant			PDE4D			G			A			0.53			0.00


			NC_010458.4			38026192			intron_variant			PDE4D			A			T			0.53			0.00


			NC_010451.4			45452666			3_prime_UTR_variant			SCN4B			C			T			0.20			0.74			0.54


			NC_010446.5			99869451			3_prime_UTR_variant			GJA5			C			A			0.20			0.87			0.67


			NC_010446.5			99869452			3_prime_UTR_variant			GJA5			C			A			0.20			0.87			0.67


			NC_010448.4			146189659			5_prime_UTR_variant			PDE4B			A			C			0.19			0.75			0.56


			NC_010457.5			73667678			intron_variant			XIRP2			G			A			0.78			0.06			0.72


			NC_010457.5			73667984			intron_variant			XIRP2			C			T			0.79			0.11			0.68


			NC_010457.5			73669166			intron_variant			XIRP2			G			A			0.93			0.11			0.82


			NC_010457.5			73671046			intron_variant			XIRP2			C			G			0.95			0.11			0.84


			NC_010458.4			38030326			intron_variant			PDE4D			C			T			0.56			0.00


			NC_010457.5			73672834			intron_variant			XIRP2			C			T			0.94			0.11			0.83


			NC_010457.5			73674287			intron_variant			XIRP2			G			A			0.95			0.11			0.84


			NC_010457.5			73674640			intron_variant			XIRP2			A			T			0.94			0.08			0.86


			NC_010457.5			73674963			intron_variant			XIRP2			G			A			0.93			0.06			0.87


			NC_010457.5			73675096			intron_variant			XIRP2			G			T			0.94			0.08			0.86


			NC_010457.5			73675430			intron_variant			XIRP2			C			T			0.94			0.11			0.83


			NC_010457.5			73675486			intron_variant			XIRP2			C			T			0.93			0.11			0.82


			NC_010457.5			73677912			intron_variant			XIRP2			T			A			0.95			0.11			0.84


			NC_010457.5			73679754			intron_variant			XIRP2			T			C			0.97			0.11			0.86


			NC_010457.5			73679761			intron_variant			XIRP2			G			A			0.94			0.11			0.83


			NC_010458.4			38033890			intron_variant			PDE4D			G			T			0.57			0.00


			NC_010457.5			73682143			intron_variant			XIRP2			G			C			0.94			0.11			0.83


			NC_010457.5			73682270			intron_variant			XIRP2			C			A			0.94			0.08			0.86


			NC_010457.5			73682500			intron_variant			XIRP2			C			T			0.94			0.11			0.83


			NC_010457.5			73683360			intron_variant			XIRP2			C			T			0.95			0.11			0.84


			NC_010457.5			73683371			intron_variant			XIRP2			G			A			0.95			0.11			0.84


			NC_010457.5			73683406			intron_variant			XIRP2			A			G			0.94			0.11			0.83


			NC_010457.5			73683566			intron_variant			XIRP2			G			A			0.95			0.11			0.84


			NC_010457.5			73684033			intron_variant			XIRP2			C			T			0.65			0.05			0.60


			NC_010457.5			73684381			intron_variant			XIRP2			A			C			0.70			0.05			0.65


			NC_010457.5			73684445			intron_variant			XIRP2			A			G			0.95			0.11			0.84


			NC_010457.5			73684734			intron_variant			XIRP2			G			A			0.95			0.11			0.84


			NC_010457.5			73684949			intron_variant			XIRP2			C			T			0.60			0.05			0.55


			NC_010457.5			73685017			intron_variant			XIRP2			A			G			0.95			0.11			0.84


			NC_010457.5			73685613			intron_variant			XIRP2			T			C			0.95			0.11			0.84


			NC_010457.5			73685631			intron_variant			XIRP2			A			G			0.94			0.11			0.83


			NC_010457.5			73685649			intron_variant			XIRP2			T			C			0.96			0.11			0.85


			NC_010457.5			73685661			intron_variant			XIRP2			G			A			0.94			0.11			0.83


			NC_010457.5			73685673			intron_variant			XIRP2			A			G			0.94			0.11			0.83


			NC_010457.5			73686007			intron_variant			XIRP2			A			G			0.94			0.11			0.83


			NC_010457.5			73686075			intron_variant			XIRP2			A			G			0.88			0.05			0.83


			NC_010457.5			73686096			intron_variant			XIRP2			A			C			0.94			0.11			0.83


			NC_010457.5			73686330			intron_variant			XIRP2			C			A			0.97			0.11			0.86


			NC_010457.5			73686638			intron_variant			XIRP2			A			C			0.95			0.08			0.87


			NC_010457.5			73686886			intron_variant			XIRP2			T			C			0.94			0.08			0.86


			NC_010457.5			73687099			intron_variant			XIRP2			C			T			0.93			0.06			0.87


			NC_010457.5			73687253			intron_variant			XIRP2			C			T			0.96			0.11			0.85


			NC_010457.5			73687401			intron_variant			XIRP2			T			C			0.93			0.11			0.82


			NC_010457.5			73687507			intron_variant			XIRP2			T			C			0.94			0.11			0.83


			NC_010457.5			73687808			intron_variant			XIRP2			A			G			0.95			0.11			0.84


			NC_010457.5			73687918			intron_variant			XIRP2			G			A			0.93			0.05			0.88


			NC_010457.5			73687930			intron_variant			XIRP2			T			C			0.93			0.05			0.88


			NC_010457.5			73687948			intron_variant			XIRP2			T			C			0.93			0.08			0.85


			NC_010457.5			73688268			intron_variant			XIRP2			A			C			0.94			0.08			0.86


			NC_010457.5			73688538			intron_variant			XIRP2			T			C			0.62			0.05			0.57


			NC_010457.5			73688600			intron_variant			XIRP2			T			C			0.94			0.11			0.83


			NC_010457.5			73688688			intron_variant			XIRP2			A			G			0.98			0.11			0.87


			NC_010457.5			73688821			intron_variant			XIRP2			T			C			0.92			0.11			0.81


			NC_010457.5			73688965			intron_variant			XIRP2			T			A			0.85			0.05			0.80


			NC_010457.5			73689130			intron_variant			XIRP2			G			A			0.94			0.08			0.86


			NC_010457.5			73689177			intron_variant			XIRP2			G			A			0.94			0.08			0.86


			NC_010457.5			73689263			intron_variant			XIRP2			A			C			0.94			0.08			0.86


			NC_010457.5			73689303			intron_variant			XIRP2			T			G			0.95			0.08			0.87


			NC_010457.5			73689428			intron_variant			XIRP2			G			A			0.96			0.08			0.88


			NC_010457.5			73689508			intron_variant			XIRP2			A			G			0.93			0.08			0.85


			NC_010457.5			73689533			intron_variant			XIRP2			A			C			0.93			0.08			0.85


			NC_010457.5			73689728			intron_variant			XIRP2			A			G			0.94			0.11			0.83


			NC_010457.5			73689739			intron_variant			XIRP2			T			C			0.94			0.11			0.83


			NC_010457.5			73689845			intron_variant			XIRP2			G			A			0.94			0.11			0.83


			NC_010457.5			73689946			intron_variant			XIRP2			C			T			0.96			0.11			0.85


			NC_010457.5			73689950			intron_variant			XIRP2			A			G			0.66			0.05			0.61


			NC_010457.5			73690291			intron_variant			XIRP2			C			T			0.93			0.08			0.85


			NC_010457.5			73690380			intron_variant			XIRP2			G			A			0.95			0.03			0.92


			NC_010457.5			73690478			intron_variant			XIRP2			G			T			0.93			0.08			0.85


			NC_010457.5			73690593			intron_variant			XIRP2			T			C			0.95			0.11			0.84


			NC_010457.5			73690676			intron_variant			XIRP2			C			T			0.93			0.08			0.85


			NC_010457.5			73690779			intron_variant			XIRP2			G			A			0.95			0.03			0.92


			NC_010457.5			73690799			intron_variant			XIRP2			G			A			0.95			0.03			0.92


			NC_010457.5			73690826			intron_variant			XIRP2			C			T			0.95			0.08			0.87


			NC_010457.5			73690993			intron_variant			XIRP2			A			T			0.93			0.06			0.87


			NC_010457.5			73691009			intron_variant			XIRP2			C			T			0.95			0.06			0.89


			NC_010457.5			73691018			intron_variant			XIRP2			A			C			0.95			0.06			0.89


			NC_010457.5			73691069			intron_variant			XIRP2			C			T			0.95			0.11			0.84


			NC_010457.5			73691087			intron_variant			XIRP2			C			T			0.94			0.11			0.83


			NC_010457.5			73691105			intron_variant			XIRP2			A			G			0.94			0.11			0.83


			NC_010457.5			73691139			intron_variant			XIRP2			A			G			0.94			0.13			0.81


			NC_010457.5			73691214			intron_variant			XIRP2			A			T			0.67			0.05			0.62


			NC_010457.5			73691488			intron_variant			XIRP2			C			T			0.94			0.11			0.83


			NC_010457.5			73691533			intron_variant			XIRP2			G			A			0.94			0.11			0.83


			NC_010457.5			73691578			intron_variant			XIRP2			G			A			0.94			0.11			0.83


			NC_010457.5			73691612			intron_variant			XIRP2			C			T			0.94			0.08			0.86


			NC_010457.5			73691646			intron_variant			XIRP2			G			A			0.94			0.11			0.83


			NC_010457.5			73691764			intron_variant			XIRP2			C			A			0.94			0.08			0.86


			NC_010457.5			73691828			intron_variant			XIRP2			C			T			0.93			0.11			0.82


			NC_010457.5			73691880			intron_variant			XIRP2			G			A			0.93			0.11			0.82


			NC_010457.5			73691919			intron_variant			XIRP2			G			T			0.69			0.05			0.64


			NC_010457.5			73691986			intron_variant			XIRP2			A			G			0.69			0.05			0.64


			NC_010457.5			73693005			intron_variant			XIRP2			A			C			0.60			0.06			0.54


			NC_010456.5			129577220			upstream_gene_variant			INPP5F			C			T			0.19			1.00			0.81


			NC_010452.4			23759947			upstream_gene_variant			TNNT2			G			A			0.19			0.76			0.58


			NC_010446.5			90371228			upstream_gene_variant			ATP1A2			T			G			0.19			1.00			0.81


			NC_010457.5			73694591			intron_variant			XIRP2			T			A			0.63			0.05			0.58


			NC_010457.5			73694785			intron_variant			XIRP2			A			G			0.00			0.58


			NC_010457.5			73696012			intron_variant			XIRP2			C			A			0.64			0.05			0.59


			NC_010457.5			73696077			intron_variant			XIRP2			T			C			0.94			0.11			0.83


			NC_010458.4			38096792			intron_variant			PDE4D			C			T			0.55			0.00


			NC_010457.5			73696903			intron_variant			XIRP2			A			G			0.94			0.11			0.83


			NC_010457.5			73697125			intron_variant			XIRP2			A			G			0.95			0.11			0.84


			NC_010457.5			73697261			intron_variant			XIRP2			C			T			0.95			0.11			0.84


			NC_010457.5			73697438			intron_variant			XIRP2			A			C			0.94			0.11			0.83


			NC_010457.5			73697559			intron_variant			XIRP2			G			A			0.63			0.05			0.58


			NC_010457.5			73697883			intron_variant			XIRP2			A			C			0.66			0.05			0.61


			NC_010457.5			73697918			intron_variant			XIRP2			G			A			0.95			0.08			0.87


			NC_010457.5			73698111			intron_variant			XIRP2			T			G			0.95			0.08			0.87


			NC_010457.5			73698155			intron_variant			XIRP2			A			G			0.95			0.08			0.87


			NC_010457.5			73698490			intron_variant			XIRP2			G			A			0.97			0.11			0.86


			NC_010457.5			73698948			intron_variant			XIRP2			G			A			0.79			0.05			0.74


			NC_010457.5			73699894			intron_variant			XIRP2			T			A			0.68			0.05			0.63


			NC_010458.4			38157171			intron_variant			PDE4D			A			T			0.61			0.00


			NC_010458.4			38183547			5_prime_UTR_variant			PDE4D			T			C			0.93			0.00


			NC_010457.5			73700273			intron_variant			XIRP2			G			A			0.69			0.05			0.64


			NC_010457.5			73700622			intron_variant			XIRP2			T			C			0.68			0.05			0.63


			NC_010457.5			73700871			intron_variant			XIRP2			C			T			0.65			0.05			0.60


			NC_010458.4			38187289			intron_variant			PDE4D			C			T			0.67			0.00


			NC_010457.5			73700958			intron_variant			XIRP2			A			T			0.64			0.06			0.58


			NC_010457.5			73701031			intron_variant			XIRP2			G			A			0.74			0.05			0.69


			NC_010457.5			73701139			intron_variant			XIRP2			A			G			0.67			0.05			0.62


			NC_010457.5			73701225			intron_variant			XIRP2			G			A			0.67			0.05			0.62


			NC_010457.5			73701314			intron_variant			XIRP2			C			T			0.73			0.05			0.68


			NC_010457.5			73701319			intron_variant			XIRP2			A			C			0.97			0.11			0.86


			NC_010457.5			73701360			intron_variant			XIRP2			G			A			0.63			0.05			0.58


			NC_010457.5			73701437			intron_variant			XIRP2			C			T			0.67			0.05			0.62


			NC_010457.5			73702364			intron_variant			XIRP2			C			T			0.93			0.11			0.82


			NC_010457.5			73703274			intron_variant			XIRP2			G			A			0.94			0.13			0.81


			NC_010457.5			73703923			intron_variant			XIRP2			G			A			0.00			0.58


			NC_010457.5			73704768			intron_variant			XIRP2			A			G			0.95			0.11			0.84


			NC_010458.4			38187537			intron_variant			PDE4D			T			A			0.67			0.00


			NC_010458.4			38187548			intron_variant			PDE4D			G			T			0.68			0.00


			NC_010458.4			38190316			intron_variant			PDE4D			C			T			0.71			0.00


			NC_010458.4			38190364			intron_variant			PDE4D			G			A			0.70			0.00


			NC_010458.4			38191465			intron_variant			PDE4D			A			T			0.69			0.00


			NC_010458.4			38192822			intron_variant			PDE4D			A			T			0.73			0.00


			NC_010457.5			73710659			intron_variant			XIRP2			C			A			0.15			0.72			0.56


			NC_010457.5			73710665			intron_variant			XIRP2			G			A			0.13			0.72			0.58


			NC_010457.5			73710669			intron_variant			XIRP2			C			A			0.13			0.72			0.58


			NC_010457.5			73710852			intron_variant			XIRP2			T			C			0.19			0.74			0.55


			NC_010457.5			73710860			intron_variant			XIRP2			G			A			0.05			0.63			0.58


			NC_010457.5			73710888			intron_variant			XIRP2			G			T			0.13			0.71			0.58


			NC_010457.5			73711391			intron_variant			XIRP2			G			A			0.17			0.79			0.62


			NC_010457.5			73711526			intron_variant			XIRP2			A			T			0.20			0.72			0.52


			NC_010457.5			73711637			intron_variant			XIRP2			A			T			0.17			0.74			0.57


			NC_010457.5			73711892			intron_variant			XIRP2			A			G			0.00			0.64


			NC_010457.5			73712417			intron_variant			XIRP2			A			G			0.17			0.71			0.54


			NC_010457.5			73712444			intron_variant			XIRP2			T			G			0.16			0.68			0.53


			NC_010457.5			73713186			intron_variant			XIRP2			T			C			0.16			0.71			0.55


			NC_010457.5			73713419			intron_variant			XIRP2			A			G			0.17			0.71			0.54


			NC_010457.5			73713549			intron_variant			XIRP2			A			C			0.15			0.68			0.53


			NC_010457.5			73713558			intron_variant			XIRP2			T			C			0.14			0.68			0.54


			NC_010457.5			73713776			intron_variant			XIRP2			A			G			0.00			0.61


			NC_010457.5			73714348			intron_variant			XIRP2			C			T			0.00			0.58


			NC_010457.5			73714352			intron_variant			XIRP2			A			C			0.16			0.68			0.53


			NC_010457.5			73714621			intron_variant			XIRP2			A			C			0.17			0.74			0.57


			NC_010457.5			73714630			intron_variant			XIRP2			G			A			0.17			0.74			0.57


			NC_010457.5			73714642			intron_variant			XIRP2			T			C			0.18			0.74			0.56


			NC_010457.5			73715247			intron_variant			XIRP2			C			T			0.00			0.63


			NC_010457.5			73715541			intron_variant			XIRP2			G			A			0.15			0.75			0.60


			NC_010457.5			73715753			intron_variant			XIRP2			G			T			0.00			0.56


			NC_010457.5			73716360			intron_variant			XIRP2			T			G			0.17			0.74			0.56


			NC_010457.5			73718294			intron_variant			XIRP2			T			G			0.17			0.74			0.57


			NC_010457.5			73718307			intron_variant			XIRP2			T			A			0.17			0.74			0.57


			NC_010457.5			73719498			intron_variant			XIRP2			C			T			0.00			0.61


			NC_010457.5			73720912			intron_variant			XIRP2			T			C			0.00			0.63


			NC_010446.5			90371228			upstream_gene_variant			ATP1A2			T			G			0.19			1.00			0.81


			NC_010446.5			90371248			upstream_gene_variant			ATP1A2			A			G			0.19			1.00			0.81


			NC_010446.5			90371248			upstream_gene_variant			ATP1A2			A			G			0.19			1.00			0.81


			NC_010446.5			104918709			synonymous_variant			CASQ2			C			T			0.19			0.92			0.73


			NC_010459.5			57586549			3_prime_UTR_variant			BMP7			C			T			0.19			0.91			0.72


			NC_010446.5			104918676			synonymous_variant			CASQ2			G			C			0.18			0.87			0.69


			NC_010457.5			73735214			intron_variant			XIRP2			T			C			0.00			0.61


			NC_010457.5			73735450			intron_variant			XIRP2			A			G			0.00			0.56


			NC_010457.5			73737971			intron_variant			XIRP2			G			A			0.00			0.61


			NC_010457.5			73751913			intergenic_region			XIRP2-B3GALT1			C			G			0.00			0.56


			NC_010457.5			73756971			intergenic_region			XIRP2-B3GALT1			C			T			0.00			0.50


			NC_010457.5			73764739			intergenic_region			XIRP2-B3GALT1			C			T			0.00			0.56


			NC_010457.5			73767972			intergenic_region			XIRP2-B3GALT1			G			A			0.00			0.61


			NC_010457.5			73768638			intergenic_region			XIRP2-B3GALT1			C			T			0.00			0.58


			NC_010457.5			73768806			intergenic_region			XIRP2-B3GALT1			G			A			0.00			0.65


			NC_010456.5			129577232			upstream_gene_variant			INPP5F			T			C			0.18			1.00			0.82


			NC_010446.5			99870508			3_prime_UTR_variant			GJA5			G			A			0.17			0.78			0.61


			NC_010457.5			685277			synonymous_variant			NEB			G			A			0.17			0.87			0.70


			NC_010458.4			66449231			3_prime_UTR_variant			SGCD			G			A			0.17			0.75			0.58


			NC_010443.5			48889555			synonymous_variant			ADGRB3			T			A			0.17			0.83			0.67


			NC_010457.5			80675637			intron_variant			CHRNA1			A			G			0.68			0.08			0.60


			NC_010456.5			71310086			upstream_gene_variant			MYPN			G			A			0.16			0.78			0.61


			NC_010446.5			115781006			synonymous_variant			COL11A1			T			A			0.16			0.67			0.51


			NC_010457.5			80676353			intron_variant			CHRNA1			A			G			0.60			0.08			0.52


			NC_010457.5			80676357			intron_variant			CHRNA1			T			C			0.60			0.08			0.52


			NC_010457.5			80676361			intron_variant			CHRNA1			T			G			0.60			0.08			0.52


			NC_010457.5			80676388			intron_variant			CHRNA1			A			C			0.58			0.08			0.50


			NC_010457.5			80676622			intron_variant			CHRNA1			T			C			0.63			0.08			0.55


			NC_010458.4			38192829			intron_variant			PDE4D			G			T			0.73			0.00


			NC_010457.5			80677180			intron_variant			CHRNA1			A			G			0.66			0.08			0.58


			NC_010457.5			80677242			intron_variant			CHRNA1			C			T			0.64			0.08			0.56


			NC_010457.5			80677243			intron_variant			CHRNA1			A			G			0.64			0.08			0.56


			NC_010457.5			80677298			intron_variant			CHRNA1			C			A			0.61			0.08			0.53


			NC_010457.5			80677301			intron_variant			CHRNA1			C			T			0.61			0.08			0.53


			NC_010457.5			80677351			intron_variant			CHRNA1			T			G			0.61			0.08			0.53


			NC_010457.5			80677626			intron_variant			CHRNA1			C			A			0.68			0.08			0.60


			NC_010457.5			80677722			intron_variant			CHRNA1			G			A			0.65			0.08			0.57


			NC_010458.4			38194405			intron_variant			PDE4D			G			A			0.81			0.00


			NC_010458.4			38194580			intron_variant			PDE4D			A			C			0.82			0.00


			NC_010458.4			38194831			intron_variant			PDE4D			A			G			0.58			0.00


			NC_010458.4			38194867			intron_variant			PDE4D			G			A			0.55			0.00


			NC_010457.5			80680906			intron_variant			CHRNA1			T			G			0.74			0.08			0.66


			NC_010457.5			80686973			intron_variant			CHRNA1			T			C			0.12			0.88			0.77


			NC_010457.5			80689871			intron_variant			CHRNA1			G			A			0.40			1.00			0.60


			NC_010456.5			129576628			upstream_gene_variant			INPP5F			T			G			0.15			0.97			0.82


			NC_010457.5			80696457			intergenic_region			CHRNA1-CHN1			T			C			0.06			0.82			0.76


			NC_010457.5			80696883			intergenic_region			CHRNA1-CHN1			C			G			0.06			0.79			0.73


			NC_010457.5			80697204			intergenic_region			CHRNA1-CHN1			T			C			0.05			0.82			0.77


			NC_010457.5			80697314			intergenic_region			CHRNA1-CHN1			C			T			0.20			0.97			0.77


			NC_010457.5			80697342			intergenic_region			CHRNA1-CHN1			A			G			0.06			0.82			0.76


			NC_010457.5			80698126			intergenic_region			CHRNA1-CHN1			C			T			0.41			1.00			0.59


			NC_010457.5			80706555			intergenic_region			CHRNA1-CHN1			T			C			0.93			0.13			0.80


			NC_010458.4			38230646			intron_variant			PDE4D			T			C			0.54			0.00


			NC_010457.5			80708030			intergenic_region			CHRNA1-CHN1			A			C			0.38			1.00			0.63


			NC_010458.4			38235827			intron_variant			PDE4D			C			T			0.55			0.00


			NC_010457.5			80710138			intergenic_region			CHRNA1-CHN1			C			A			0.94			0.21			0.73


			NC_010458.4			38263568			intron_variant			PDE4D			G			C			0.91			0.00


			NC_010458.4			38291663			intron_variant			PDE4D			G			A			0.55			0.00


			NC_010457.5			80710328			intergenic_region			CHRNA1-CHN1			G			A			0.94			0.21			0.73


			NC_010457.5			80710414			intergenic_region			CHRNA1-CHN1			G			C			0.89			0.16			0.73


			NC_010457.5			80710580			intergenic_region			CHRNA1-CHN1			C			T			0.85			0.17			0.68


			NC_010457.5			80710581			intergenic_region			CHRNA1-CHN1			A			G			0.85			0.17			0.68


			NC_010457.5			80710591			intergenic_region			CHRNA1-CHN1			C			T			0.89			0.17			0.72


			NC_010458.4			38327708			intron_variant			PDE4D			T			A			0.85			0.00


			NC_010458.4			38328701			intron_variant			PDE4D			A			G			0.76			0.00


			NC_010458.4			38329763			intron_variant			PDE4D			G			A			0.74			0.00


			NC_010457.5			80714172			intergenic_region			CHRNA1-CHN1			C			T			0.05			0.79			0.75


			NC_010457.5			80715442			intergenic_region			CHRNA1-CHN1			T			C			0.36			1.00			0.64


			NC_010457.5			80715674			intergenic_region			CHRNA1-CHN1			G			A			0.35			1.00			0.65


			NC_010457.5			80716170			intergenic_region			CHRNA1-CHN1			T			C			0.38			1.00			0.63


			NC_010457.5			80716414			intergenic_region			CHRNA1-CHN1			C			G			0.27			1.00			0.73


			NC_010457.5			80716559			intergenic_region			CHRNA1-CHN1			T			C			0.36			1.00			0.64


			NC_010457.5			80719669			intergenic_region			CHRNA1-CHN1			C			G			0.26			0.78			0.52


			NC_010457.5			80720138			intergenic_region			CHRNA1-CHN1			G			A			0.15			0.66			0.51


			NC_010457.5			80720785			intergenic_region			CHRNA1-CHN1			A			G			0.45			1.00			0.55


			NC_010457.5			80720796			intergenic_region			CHRNA1-CHN1			G			A			0.46			1.00			0.54


			NC_010457.5			80720936			intergenic_region			CHRNA1-CHN1			T			C			0.49			1.00			0.51


			NC_010457.5			80721142			intergenic_region			CHRNA1-CHN1			C			T			0.23			0.92			0.69


			NC_010457.5			80721705			intergenic_region			CHRNA1-CHN1			G			C			0.35			0.85			0.50


			NC_010457.5			80722089			intergenic_region			CHRNA1-CHN1			T			C			0.35			0.92			0.58


			NC_010457.5			80722349			intergenic_region			CHRNA1-CHN1			A			G			0.28			0.79			0.51


			NC_010457.5			80722491			intergenic_region			CHRNA1-CHN1			T			G			0.29			0.92			0.64


			NC_010457.5			80722573			intergenic_region			CHRNA1-CHN1			A			G			0.20			0.75			0.55


			NC_010457.5			118852022			intergenic_region			IGFBP2-IGFBP5			C			G			0.32			0.90			0.58


			NC_010457.5			118852035			intergenic_region			IGFBP2-IGFBP5			T			C			0.32			0.90			0.58


			NC_010457.5			118852040			intergenic_region			IGFBP2-IGFBP5			G			A			0.32			0.92			0.61


			NC_010457.5			118852062			intergenic_region			IGFBP2-IGFBP5			C			T			0.32			0.85			0.52


			NC_010457.5			118852443			intergenic_region			IGFBP2-IGFBP5			A			C			0.29			0.83			0.55


			NC_010457.5			118852569			intergenic_region			IGFBP2-IGFBP5			C			T			0.34			0.84			0.50


			NC_010457.5			118852580			intergenic_region			IGFBP2-IGFBP5			G			A			0.34			0.84			0.50


			NC_010457.5			118852650			intergenic_region			IGFBP2-IGFBP5			T			G			0.31			0.81			0.50


			NC_010457.5			118852661			intergenic_region			IGFBP2-IGFBP5			C			T			0.31			0.91			0.60


			NC_010457.5			118852696			intergenic_region			IGFBP2-IGFBP5			A			G			0.31			0.91			0.60


			NC_010457.5			118852851			intergenic_region			IGFBP2-IGFBP5			G			T			0.31			0.88			0.56


			NC_010457.5			118852853			intergenic_region			IGFBP2-IGFBP5			T			G			0.31			0.88			0.56


			NC_010457.5			118853001			intergenic_region			IGFBP2-IGFBP5			T			C			0.36			0.87			0.51


			NC_010457.5			118853161			intergenic_region			IGFBP2-IGFBP5			G			A			0.35			0.89			0.54


			NC_010457.5			118853173			intergenic_region			IGFBP2-IGFBP5			T			C			0.34			0.89			0.55


			NC_010457.5			118854900			intergenic_region			IGFBP2-IGFBP5			T			C			0.00			0.89


			NC_010457.5			118855219			intergenic_region			IGFBP2-IGFBP5			G			A			0.00			0.75


			NC_010457.5			118855865			intergenic_region			IGFBP2-IGFBP5			T			G			0.00			0.67


			NC_010457.5			118855927			intergenic_region			IGFBP2-IGFBP5			C			A			0.00			0.53


			NC_010457.5			118855959			intergenic_region			IGFBP2-IGFBP5			G			A			0.18			0.76			0.59


			NC_010457.5			118856120			intergenic_region			IGFBP2-IGFBP5			C			T			0.00			0.50


			NC_010457.5			118856219			intergenic_region			IGFBP2-IGFBP5			G			A			0.00			0.50


			NC_010457.5			118857759			intergenic_region			IGFBP2-IGFBP5			A			C			0.27			1.00			0.73


			NC_010457.5			118857877			intergenic_region			IGFBP2-IGFBP5			C			T			0.10			0.72			0.62


			NC_010457.5			118858304			intergenic_region			IGFBP2-IGFBP5			G			A			0.30			1.00			0.70


			NC_010457.5			118858785			intergenic_region			IGFBP2-IGFBP5			A			G			0.26			1.00			0.74


			NC_010457.5			118859025			intergenic_region			IGFBP2-IGFBP5			C			T			0.00			0.56


			NC_010457.5			118859513			intergenic_region			IGFBP2-IGFBP5			C			A			0.00			0.50


			NC_010457.5			118859669			intergenic_region			IGFBP2-IGFBP5			A			G			0.00			0.53


			NC_010457.5			118860004			intergenic_region			IGFBP2-IGFBP5			C			T			0.94			0.08			0.86


			NC_010458.4			38330594			intron_variant			PDE4D			C			T			0.77			0.00


			NC_010457.5			118860507			intergenic_region			IGFBP2-IGFBP5			G			A			0.00			0.50


			NC_010457.5			118860531			intergenic_region			IGFBP2-IGFBP5			A			C			0.00			0.53


			NC_010443.5			273112192			upstream_gene_variant			MYMK			G			A			0.15			0.72			0.57


			NC_010443.5			212015			downstream_gene_variant			DLL1			G			A			0.15			0.81			0.65


			NC_010447.5			64460177			upstream_gene_variant			CD9			C			G			0.15			0.79			0.64


			NC_010457.5			80673867			3_prime_UTR_variant			CHRNA1			G			A			0.15			0.72			0.57


			NC_010457.5			118862255			intron_variant			IGFBP5			C			G			0.38			1.00			0.63


			NC_010457.5			118862380			intron_variant			IGFBP5			T			C			0.13			1.00			0.87


			NC_010457.5			118863206			intron_variant			IGFBP5			T			C			0.03			0.61			0.57


			NC_010446.5			99870664			3_prime_UTR_variant			GJA5			G			A			0.14			0.81			0.67


			NC_010457.5			118864301			intron_variant			IGFBP5			C			T			0.00			0.50


			NC_010457.5			118864348			intron_variant			IGFBP5			C			A			0.00			0.55


			NC_010457.5			118864557			intron_variant			IGFBP5			T			G			0.00			0.50


			NC_010457.5			118865095			intron_variant			IGFBP5			C			T			0.00			0.53


			NC_010457.5			118865558			intron_variant			IGFBP5			G			A			0.00			0.53


			NC_010457.5			118865611			intron_variant			IGFBP5			T			C			0.26			0.86			0.60


			NC_010457.5			118866226			intron_variant			IGFBP5			G			C			0.01			0.53			0.51


			NC_010457.5			118866445			intron_variant			IGFBP5			T			C			0.23			1.00			0.77


			NC_010457.5			118866657			intron_variant			IGFBP5			G			A			0.36			1.00			0.64


			NC_010457.5			118866842			intron_variant			IGFBP5			T			C			0.49			1.00			0.51


			NC_010457.5			118867030			intron_variant			IGFBP5			A			G			0.17			1.00			0.83


			NC_010457.5			118867167			intron_variant			IGFBP5			C			T			0.06			0.58			0.52


			NC_010457.5			118867179			intron_variant			IGFBP5			C			T			0.06			1.00			0.94


			NC_010457.5			118867593			intron_variant			IGFBP5			C			A			0.03			0.91			0.88


			NC_010457.5			118867965			intron_variant			IGFBP5			A			G			0.05			0.91			0.87


			NC_010457.5			118868091			intron_variant			IGFBP5			C			T			0.06			0.95			0.89


			NC_010457.5			118868106			intron_variant			IGFBP5			G			A			0.06			0.95			0.89


			NC_010457.5			118868298			intron_variant			IGFBP5			A			G			0.03			0.94			0.91


			NC_010457.5			118868576			intron_variant			IGFBP5			T			C			0.03			0.95			0.91


			NC_010457.5			118868586			intron_variant			IGFBP5			T			C			0.04			0.95			0.91


			NC_010457.5			118869841			intron_variant			IGFBP5			G			A			0.00			0.53


			NC_010457.5			118870543			intron_variant			IGFBP5			T			C			0.85			0.32			0.53


			NC_010457.5			118870686			intron_variant			IGFBP5			G			C			0.05			0.84			0.79


			NC_010457.5			118871115			intron_variant			IGFBP5			A			C			0.11			1.00			0.89


			NC_010457.5			118871295			intron_variant			IGFBP5			A			C			0.86			0.05			0.81


			NC_010457.5			118871429			intron_variant			IGFBP5			T			A			0.85			0.03			0.82


			NC_010457.5			118871931			intron_variant			IGFBP5			T			C			0.87			0.34			0.53


			NC_010457.5			118872421			intron_variant			IGFBP5			A			G			0.85			0.05			0.80


			NC_010457.5			118872551			intron_variant			IGFBP5			C			T			0.00			0.50


			NC_010457.5			118872862			intron_variant			IGFBP5			G			A			0.83			0.08			0.75


			NC_010457.5			118872937			intron_variant			IGFBP5			A			G			0.80			0.05			0.75


			NC_010457.5			118872938			intron_variant			IGFBP5			G			A			0.80			0.05			0.75


			NC_010457.5			118873337			intron_variant			IGFBP5			C			T			0.00			0.67


			NC_010457.5			118873477			intron_variant			IGFBP5			C			G			0.15			0.94			0.80


			NC_010457.5			118875164			intron_variant			IGFBP5			T			G			0.00			0.65


			NC_010457.5			118875431			intron_variant			IGFBP5			A			C			0.00			0.56


			NC_010457.5			118876817			intron_variant			IGFBP5			G			A			0.00			0.58


			NC_010457.5			118877293			intron_variant			IGFBP5			C			T			0.00			0.53


			NC_010451.4			13171939			splice_region_variant&intron_variant			TENM4			C			T			0.14			0.97			0.82


			NC_010452.4			23759980			upstream_gene_variant			TNNT2			C			T			0.14			0.69			0.55


			NC_010458.4			37906800			intron_variant			PDE4D			G			A			0.86			0.16			0.70


			NC_010458.4			37908692			intron_variant			PDE4D			C			T			0.91			0.08			0.83


			NC_010458.4			37908702			intron_variant			PDE4D			C			T			0.91			0.09			0.82


			NC_010458.4			37910277			intron_variant			PDE4D			C			G			0.92			0.13			0.79


			NC_010452.4			23760639			upstream_gene_variant			TNNT2			C			T			0.14			0.82			0.67


			NC_010458.4			37911044			intron_variant			PDE4D			A			G			0.88			0.13			0.75


			NC_010458.4			37911261			intron_variant			PDE4D			T			G			0.80			0.13			0.67


			NC_010458.4			37911715			intron_variant			PDE4D			T			C			0.85			0.11			0.74


			NC_010458.4			37911776			intron_variant			PDE4D			C			A			0.86			0.11			0.75


			NC_010458.4			37912178			intron_variant			PDE4D			T			C			0.92			0.13			0.79


			NC_010458.4			37912201			intron_variant			PDE4D			T			C			0.85			0.13			0.72


			NC_010458.4			37912353			intron_variant			PDE4D			A			G			0.86			0.11			0.75


			NC_010458.4			37912739			intron_variant			PDE4D			C			A			0.90			0.13			0.77


			NC_010458.4			37912853			intron_variant			PDE4D			G			T			0.86			0.13			0.73


			NC_010446.5			90350188			synonymous_variant			ATP1A2			G			A			0.14			0.66			0.52


			NC_010458.4			37913479			intron_variant			PDE4D			G			A			0.88			0.11			0.77


			NC_010458.4			37913578			intron_variant			PDE4D			C			A			0.85			0.13			0.72


			NC_010458.4			37913676			intron_variant			PDE4D			T			C			0.88			0.13			0.75


			NC_010458.4			37913891			intron_variant			PDE4D			A			G			0.91			0.13			0.78


			NC_010458.4			37914012			intron_variant			PDE4D			T			C			0.86			0.13			0.73


			NC_010458.4			37914389			intron_variant			PDE4D			C			T			0.89			0.13			0.76


			NC_010458.4			37914594			intron_variant			PDE4D			C			T			0.88			0.11			0.77


			NC_010458.4			37914620			intron_variant			PDE4D			T			C			0.87			0.13			0.74


			NC_010458.4			37914626			intron_variant			PDE4D			T			C			0.54			0.03			0.51


			NC_010458.4			37914661			intron_variant			PDE4D			G			A			0.87			0.11			0.76


			NC_010446.5			90350188			synonymous_variant			ATP1A2			G			A			0.14			0.66			0.52


			NC_010458.4			37914988			intron_variant			PDE4D			G			A			0.65			0.03			0.62


			NC_010458.4			37915213			intron_variant			PDE4D			T			G			0.88			0.13			0.75


			NC_010458.4			37915215			intron_variant			PDE4D			T			C			0.54			0.03			0.51


			NC_010458.4			37915221			intron_variant			PDE4D			A			G			0.86			0.13			0.73


			NC_010458.4			37915320			intron_variant			PDE4D			T			C			0.88			0.08			0.80


			NC_010458.4			37915344			intron_variant			PDE4D			G			A			0.88			0.08			0.80


			NC_010458.4			37915421			intron_variant			PDE4D			G			A			0.87			0.05			0.82


			NC_010458.4			37915460			intron_variant			PDE4D			A			C			0.80			0.08			0.72


			NC_010458.4			37915547			intron_variant			PDE4D			C			T			0.88			0.08			0.80


			NC_010458.4			37915820			intron_variant			PDE4D			C			T			0.87			0.11			0.76


			NC_010458.4			37915825			intron_variant			PDE4D			G			A			0.87			0.11			0.76


			NC_010458.4			37915846			intron_variant			PDE4D			G			C			0.87			0.11			0.76


			NC_010458.4			37915873			intron_variant			PDE4D			G			A			0.88			0.11			0.77


			NC_010458.4			37916038			intron_variant			PDE4D			G			A			0.86			0.11			0.75


			NC_010458.4			37916087			intron_variant			PDE4D			A			T			0.90			0.11			0.79


			NC_010458.4			37916845			intron_variant			PDE4D			A			G			0.86			0.13			0.73


			NC_010458.4			37916933			intron_variant			PDE4D			C			G			0.87			0.13			0.74


			NC_010458.4			37917264			intron_variant			PDE4D			A			G			0.90			0.12			0.78


			NC_010458.4			37917342			intron_variant			PDE4D			A			G			0.87			0.12			0.75


			NC_010458.4			37917343			intron_variant			PDE4D			A			T			0.87			0.12			0.75


			NC_010458.4			37917601			intron_variant			PDE4D			C			G			0.79			0.11			0.68


			NC_010458.4			37917686			intron_variant			PDE4D			C			T			0.61			0.03			0.58


			NC_010458.4			37917702			intron_variant			PDE4D			A			T			0.83			0.03			0.80


			NC_010458.4			37917716			intron_variant			PDE4D			A			C			0.61			0.08			0.53


			NC_010458.4			37917725			intron_variant			PDE4D			T			C			0.83			0.08			0.75


			NC_010458.4			37917760			intron_variant			PDE4D			A			T			0.87			0.09			0.78


			NC_010458.4			37917828			intron_variant			PDE4D			C			T			0.88			0.15			0.73


			NC_010458.4			37917870			intron_variant			PDE4D			A			T			0.88			0.13			0.75


			NC_010458.4			37917875			intron_variant			PDE4D			G			C			0.87			0.13			0.74


			NC_010458.4			37917885			intron_variant			PDE4D			G			T			0.64			0.13			0.51


			NC_010458.4			37918374			intron_variant			PDE4D			G			A			0.77			0.13			0.64


			NC_010458.4			37918474			intron_variant			PDE4D			A			T			0.76			0.11			0.65


			NC_010458.4			37918524			intron_variant			PDE4D			A			G			0.77			0.11			0.66


			NC_010458.4			37919211			intron_variant			PDE4D			T			C			0.58			0.08			0.50


			NC_010458.4			37919318			intron_variant			PDE4D			T			C			0.75			0.11			0.64


			NC_010458.4			37919548			intron_variant			PDE4D			G			T			0.83			0.16			0.67


			NC_010458.4			37919658			intron_variant			PDE4D			A			G			0.81			0.13			0.68


			NC_010458.4			37919706			intron_variant			PDE4D			C			T			0.81			0.13			0.68


			NC_010460.4			19764733			synonymous_variant			FLNC			G			C			0.14			0.89			0.75


			NC_010448.4			146550419			upstream_gene_variant			PDE4B			C			G			0.14			0.76			0.63


			NC_010451.4			68516029			upstream_gene_variant			SRI			C			G			0.14			0.67			0.53


			NC_010457.5			80673711			3_prime_UTR_variant			CHRNA1			G			A			0.14			0.79			0.65


			NC_010456.5			43474447			missense_variant			MYO18B			C			T			0.13			0.85			0.72


			NC_010446.5			90361690			synonymous_variant			ATP1A2			C			T			0.13			0.89			0.76


			NC_010446.5			90361690			synonymous_variant			ATP1A2			C			T			0.13			0.89			0.76


			NC_010443.5			53863099			synonymous_variant			TBX18			G			A			0.13			0.68			0.56


			NC_010443.5			221633826			upstream_gene_variant			PGM5			C			T			0.13			0.92			0.80


			NC_010452.4			23760307			upstream_gene_variant			TNNT2			C			T			0.13			0.79			0.66


			NC_010456.5			71309591			upstream_gene_variant			MYPN			T			G			0.13			0.94			0.82


			NC_010458.4			37928490			intron_variant			PDE4D			T			C			0.95			0.41			0.54


			NC_010451.4			13042295			3_prime_UTR_variant			TENM4			T			C			0.12			0.72			0.60


			NC_010451.4			13043009			3_prime_UTR_variant			TENM4			C			A			0.12			0.67			0.55


			NC_010458.4			37933228			intron_variant			PDE4D			C			A			0.84			0.08			0.76


			NC_010458.4			37934392			intron_variant			PDE4D			T			C			0.66			0.13			0.53


			NC_010458.4			37937185			intron_variant			PDE4D			A			T			0.94			0.29			0.65


			NC_010458.4			37937262			intron_variant			PDE4D			T			C			0.95			0.42			0.53


			NC_010458.4			37937367			intron_variant			PDE4D			T			C			0.81			0.11			0.70


			NC_010458.4			37937772			intron_variant			PDE4D			C			T			0.93			0.29			0.64


			NC_010458.4			37937991			intron_variant			PDE4D			A			G			0.94			0.24			0.70


			NC_010458.4			37938826			intron_variant			PDE4D			G			A			0.92			0.26			0.66


			NC_010458.4			37939572			intron_variant			PDE4D			T			C			0.95			0.26			0.69


			NC_010458.4			37941328			intron_variant			PDE4D			G			A			0.76			0.24			0.52


			NC_010458.4			38331960			intron_variant			PDE4D			A			G			0.80			0.00


			NC_010458.4			38346783			intron_variant			PDE4D			G			C			0.57			0.00


			NC_010458.4			37942858			intron_variant			PDE4D			C			T			0.75			0.18			0.57


			NC_010458.4			37943106			intron_variant			PDE4D			C			T			0.82			0.29			0.53


			NC_010458.4			37944028			intron_variant			PDE4D			T			C			0.94			0.22			0.72


			NC_010458.4			37945051			intron_variant			PDE4D			T			C			0.85			0.24			0.61


			NC_010458.4			37956845			intron_variant			PDE4D			A			C			0.84			0.26			0.58


			NC_010458.4			37958137			intron_variant			PDE4D			C			G			0.83			0.26			0.57


			NC_010458.4			37958660			intron_variant			PDE4D			A			T			0.18			0.68			0.50


			NC_010458.4			37958747			intron_variant			PDE4D			A			T			0.69			0.03			0.66


			NC_010458.4			37962798			intron_variant			PDE4D			G			A			0.58			0.03			0.55


			NC_010458.4			37963300			intron_variant			PDE4D			G			A			0.17			0.79			0.62


			NC_010458.4			37963307			intron_variant			PDE4D			G			C			0.17			0.79			0.62


			NC_010458.4			37963555			intron_variant			PDE4D			C			G			0.05			0.72			0.68


			NC_010458.4			37965047			intron_variant			PDE4D			A			G			0.53			0.03			0.50


			NC_010458.4			37965055			intron_variant			PDE4D			G			A			0.53			0.03			0.50


			NC_010458.4			37965143			intron_variant			PDE4D			G			T			0.53			0.03			0.50


			NC_010458.4			37965242			intron_variant			PDE4D			A			C			0.81			0.05			0.76


			NC_010458.4			38382042			intron_variant			PDE4D			C			A			0.69			0.00


			NC_010458.4			37966747			intron_variant			PDE4D			T			C			0.95			0.44			0.51


			NC_010458.4			37966873			intron_variant			PDE4D			C			G			0.93			0.19			0.74


			NC_010458.4			37967889			intron_variant			PDE4D			G			C			0.95			0.39			0.56


			NC_010458.4			37970323			intron_variant			PDE4D			C			T			0.05			0.58			0.53


			NC_010458.4			37971576			intron_variant			PDE4D			A			G			0.94			0.26			0.68


			NC_010458.4			37972521			intron_variant			PDE4D			C			T			0.90			0.05			0.85


			NC_010458.4			37973602			intron_variant			PDE4D			G			C			0.03			0.68			0.65


			NC_010458.4			37975747			intron_variant			PDE4D			A			G			0.94			0.24			0.70


			NC_010458.4			37981112			intron_variant			PDE4D			G			T			0.94			0.24			0.70


			NC_010458.4			37986302			intron_variant			PDE4D			A			G			0.09			0.76			0.67


			NC_010458.4			37993772			intron_variant			PDE4D			C			T			0.16			0.76			0.60


			NC_010458.4			37994317			intron_variant			PDE4D			T			C			0.15			0.71			0.56


			NC_010458.4			37994912			intron_variant			PDE4D			A			G			0.16			0.76			0.60


			NC_010458.4			37996000			intron_variant			PDE4D			T			C			0.16			0.67			0.51


			NC_010458.4			37996274			intron_variant			PDE4D			C			A			0.15			0.71			0.56


			NC_010458.4			37996414			intron_variant			PDE4D			G			A			0.11			0.71			0.60


			NC_010458.4			37997199			intron_variant			PDE4D			G			A			0.14			0.72			0.58


			NC_010458.4			38392765			intron_variant			PDE4D			A			G			0.65			0.00


			NC_010458.4			38008465			intron_variant			PDE4D			T			C			0.57			0.03			0.54


			NC_010458.4			38014481			intron_variant			PDE4D			A			G			0.91			0.16			0.75


			NC_010458.4			38016060			intron_variant			PDE4D			T			C			0.80			0.13			0.67


			NC_010458.4			38016635			intron_variant			PDE4D			A			T			0.82			0.13			0.69


			NC_010458.4			38016853			intron_variant			PDE4D			G			A			0.83			0.11			0.72


			NC_010458.4			38020162			intron_variant			PDE4D			A			G			0.81			0.03			0.78


			NC_010458.4			38020380			intron_variant			PDE4D			G			C			0.91			0.16			0.75


			NC_010458.4			38021059			intron_variant			PDE4D			C			T			0.85			0.13			0.72


			NC_010458.4			38021510			intron_variant			PDE4D			T			C			0.80			0.11			0.69


			NC_010458.4			38021823			intron_variant			PDE4D			T			C			0.92			0.13			0.79


			NC_010458.4			38023153			intron_variant			PDE4D			A			G			0.90			0.16			0.74


			NC_010458.4			38024123			intron_variant			PDE4D			C			T			0.81			0.11			0.70


			NC_010458.4			38024349			intron_variant			PDE4D			A			G			0.81			0.08			0.73


			NC_010458.4			38395640			intron_variant			PDE4D			C			T			0.59			0.00


			NC_010458.4			38405259			intron_variant			PDE4D			C			T			0.93			0.00


			NC_010458.4			38027243			intron_variant			PDE4D			G			A			0.86			0.11			0.75


			NC_010458.4			38028955			intron_variant			PDE4D			T			C			0.89			0.08			0.81


			NC_010458.4			38029262			intron_variant			PDE4D			A			C			0.63			0.13			0.50


			NC_010458.4			38029362			intron_variant			PDE4D			A			G			0.68			0.11			0.57


			NC_010458.4			38029432			intron_variant			PDE4D			C			T			0.89			0.03			0.86


			NC_010458.4			38411395			intron_variant			PDE4D			C			T			0.56			0.00


			NC_010458.4			38031135			intron_variant			PDE4D			T			G			0.90			0.11			0.79


			NC_010458.4			38031155			intron_variant			PDE4D			T			C			0.90			0.11			0.79


			NC_010458.4			38031563			intron_variant			PDE4D			G			A			0.71			0.05			0.66


			NC_010458.4			38031623			intron_variant			PDE4D			T			A			0.90			0.08			0.82


			NC_010458.4			38033377			intron_variant			PDE4D			T			C			0.84			0.06			0.78


			NC_010458.4			38431085			intron_variant			PDE4D			C			T			0.96			0.00


			NC_010458.4			38036278			intron_variant			PDE4D			T			A			0.85			0.13			0.72


			NC_010458.4			38036323			intron_variant			PDE4D			T			C			0.85			0.08			0.77


			NC_010458.4			38037647			intron_variant			PDE4D			T			C			0.88			0.05			0.83


			NC_010458.4			38048664			intron_variant			PDE4D			T			G			0.93			0.11			0.82


			NC_010458.4			38051956			intron_variant			PDE4D			C			G			0.64			0.06			0.58


			NC_010458.4			38052042			intron_variant			PDE4D			A			G			0.57			0.05			0.52


			NC_010458.4			38053509			intron_variant			PDE4D			A			T			0.86			0.12			0.74


			NC_010458.4			38053734			intron_variant			PDE4D			T			C			0.89			0.11			0.78


			NC_010458.4			38054694			intron_variant			PDE4D			C			T			0.91			0.13			0.78


			NC_010458.4			38057046			intron_variant			PDE4D			T			C			0.92			0.14			0.78


			NC_010458.4			38060346			intron_variant			PDE4D			A			G			0.63			0.11			0.52


			NC_010458.4			38060567			intron_variant			PDE4D			G			A			0.91			0.11			0.80


			NC_010458.4			38061393			intron_variant			PDE4D			A			C			0.88			0.11			0.77


			NC_010458.4			38062080			intron_variant			PDE4D			C			T			0.90			0.11			0.79


			NC_010458.4			38062299			intron_variant			PDE4D			C			T			0.63			0.06			0.57


			NC_010458.4			38062430			intron_variant			PDE4D			C			T			0.62			0.06			0.56


			NC_010458.4			38063348			intron_variant			PDE4D			T			G			0.87			0.13			0.74


			NC_010458.4			38063703			intron_variant			PDE4D			T			C			0.80			0.08			0.72


			NC_010458.4			38063914			intron_variant			PDE4D			C			T			0.91			0.11			0.80


			NC_010458.4			38063984			intron_variant			PDE4D			C			G			0.92			0.11			0.81


			NC_010458.4			38064186			intron_variant			PDE4D			G			A			0.85			0.08			0.77


			NC_010458.4			38065777			intron_variant			PDE4D			A			C			0.93			0.11			0.82


			NC_010458.4			38066089			intron_variant			PDE4D			C			T			0.92			0.13			0.79


			NC_010458.4			38066305			intron_variant			PDE4D			G			A			0.92			0.06			0.86


			NC_010458.4			38066594			intron_variant			PDE4D			G			A			0.74			0.11			0.63


			NC_010458.4			38071610			intron_variant			PDE4D			A			T			0.65			0.06			0.59


			NC_010458.4			38072315			intron_variant			PDE4D			G			A			0.80			0.13			0.67


			NC_010458.4			38075059			intron_variant			PDE4D			G			A			0.76			0.11			0.65


			NC_010458.4			38078252			intron_variant			PDE4D			T			C			0.86			0.08			0.78


			NC_010458.4			38078952			intron_variant			PDE4D			T			C			0.91			0.05			0.86


			NC_010458.4			38079802			intron_variant			PDE4D			C			T			0.76			0.08			0.68


			NC_010458.4			38079928			intron_variant			PDE4D			G			A			0.72			0.08			0.64


			NC_010458.4			38080632			intron_variant			PDE4D			A			G			0.85			0.13			0.72


			NC_010458.4			38081118			intron_variant			PDE4D			A			C			0.60			0.05			0.55


			NC_010458.4			38081290			intron_variant			PDE4D			T			G			0.66			0.08			0.58


			NC_010458.4			38081411			intron_variant			PDE4D			C			A			0.65			0.05			0.60


			NC_010458.4			38081563			intron_variant			PDE4D			G			A			0.83			0.11			0.72


			NC_010458.4			38083215			intron_variant			PDE4D			A			G			0.55			0.03			0.52


			NC_010458.4			38085323			intron_variant			PDE4D			C			T			0.76			0.03			0.73


			NC_010458.4			38085626			intron_variant			PDE4D			T			C			0.80			0.08			0.72


			NC_010458.4			38086072			intron_variant			PDE4D			C			T			0.76			0.14			0.62


			NC_010458.4			38086114			intron_variant			PDE4D			T			C			0.82			0.08			0.74


			NC_010458.4			38086156			intron_variant			PDE4D			G			A			0.71			0.09			0.62


			NC_010458.4			38086262			intron_variant			PDE4D			C			T			0.88			0.11			0.77


			NC_010458.4			38086289			intron_variant			PDE4D			G			C			0.70			0.11			0.59


			NC_010458.4			38086297			intron_variant			PDE4D			C			T			0.68			0.11			0.57


			NC_010458.4			38086425			intron_variant			PDE4D			T			A			0.62			0.11			0.51


			NC_010458.4			38086508			intron_variant			PDE4D			T			C			0.69			0.08			0.61


			NC_010458.4			38086638			intron_variant			PDE4D			G			A			0.90			0.13			0.77


			NC_010458.4			38086723			intron_variant			PDE4D			T			C			0.70			0.11			0.59


			NC_010458.4			38086803			intron_variant			PDE4D			T			C			0.75			0.11			0.64


			NC_010458.4			38086820			intron_variant			PDE4D			G			C			0.93			0.11			0.82


			NC_010458.4			38087144			intron_variant			PDE4D			T			C			0.81			0.11			0.70


			NC_010458.4			38087199			intron_variant			PDE4D			G			A			0.73			0.11			0.62


			NC_010458.4			38087217			intron_variant			PDE4D			T			G			0.74			0.11			0.63


			NC_010458.4			38087567			intron_variant			PDE4D			C			T			0.67			0.05			0.62


			NC_010458.4			38087607			intron_variant			PDE4D			T			C			0.65			0.11			0.54


			NC_010458.4			38088144			intron_variant			PDE4D			C			T			0.71			0.08			0.63


			NC_010458.4			38088312			intron_variant			PDE4D			G			A			0.65			0.08			0.57


			NC_010458.4			38088866			intron_variant			PDE4D			C			T			0.69			0.11			0.58


			NC_010458.4			38089058			intron_variant			PDE4D			A			G			0.76			0.13			0.63


			NC_010458.4			38089345			intron_variant			PDE4D			G			A			0.93			0.11			0.82


			NC_010458.4			38089579			intron_variant			PDE4D			T			C			0.93			0.12			0.81


			NC_010458.4			38089741			intron_variant			PDE4D			C			T			0.54			0.03			0.51


			NC_010458.4			38090173			intron_variant			PDE4D			T			C			0.84			0.03			0.81


			NC_010458.4			38090417			intron_variant			PDE4D			A			T			0.83			0.06			0.77


			NC_010458.4			38090735			intron_variant			PDE4D			G			A			0.65			0.11			0.54


			NC_010458.4			38091072			intron_variant			PDE4D			A			G			0.93			0.06			0.87


			NC_010458.4			38091077			intron_variant			PDE4D			G			T			0.93			0.06			0.87


			NC_010458.4			38091113			intron_variant			PDE4D			A			G			0.89			0.06			0.83


			NC_010458.4			38091199			intron_variant			PDE4D			G			A			0.89			0.03			0.86


			NC_010458.4			38091245			intron_variant			PDE4D			A			G			0.89			0.09			0.80


			NC_010458.4			38091302			intron_variant			PDE4D			T			C			0.91			0.11			0.80


			NC_010458.4			38091388			intron_variant			PDE4D			A			G			0.90			0.11			0.79


			NC_010458.4			38091407			intron_variant			PDE4D			G			A			0.65			0.11			0.54


			NC_010458.4			38091490			intron_variant			PDE4D			A			G			0.73			0.11			0.62


			NC_010458.4			38091811			intron_variant			PDE4D			G			A			0.63			0.08			0.55


			NC_010458.4			38092103			intron_variant			PDE4D			T			C			0.89			0.13			0.76


			NC_010458.4			38092435			intron_variant			PDE4D			C			T			0.67			0.08			0.59


			NC_010458.4			38092695			intron_variant			PDE4D			C			T			0.61			0.11			0.50


			NC_010458.4			38092746			intron_variant			PDE4D			T			C			0.63			0.08			0.55


			NC_010458.4			38092753			intron_variant			PDE4D			C			T			0.91			0.08			0.83


			NC_010458.4			38092808			intron_variant			PDE4D			T			C			0.64			0.11			0.53


			NC_010458.4			38092852			intron_variant			PDE4D			A			G			0.63			0.13			0.50


			NC_010458.4			38092981			intron_variant			PDE4D			G			C			0.69			0.13			0.56


			NC_010458.4			38092983			intron_variant			PDE4D			A			G			0.69			0.14			0.55


			NC_010458.4			38093294			intron_variant			PDE4D			G			A			0.67			0.08			0.59


			NC_010458.4			38093454			intron_variant			PDE4D			C			T			0.66			0.05			0.61


			NC_010458.4			38093571			intron_variant			PDE4D			G			A			0.65			0.05			0.60


			NC_010458.4			38093799			intron_variant			PDE4D			T			A			0.61			0.08			0.53


			NC_010458.4			38093855			intron_variant			PDE4D			C			T			0.66			0.11			0.55


			NC_010458.4			38094113			intron_variant			PDE4D			C			T			0.91			0.13			0.78


			NC_010458.4			38094118			intron_variant			PDE4D			T			C			0.91			0.13			0.78


			NC_010458.4			38095082			intron_variant			PDE4D			T			C			0.63			0.11			0.52


			NC_010458.4			38095605			intron_variant			PDE4D			T			G			0.68			0.11			0.57


			NC_010458.4			38096205			intron_variant			PDE4D			T			C			0.92			0.08			0.84


			NC_010458.4			38096287			intron_variant			PDE4D			A			G			0.91			0.11			0.80


			NC_010458.4			38096589			intron_variant			PDE4D			C			A			0.80			0.06			0.74


			NC_010458.4			38096600			intron_variant			PDE4D			T			C			0.80			0.06			0.74


			NC_010458.4			38434941			intron_variant			PDE4D			C			G			0.76			0.00


			NC_010458.4			38096972			intron_variant			PDE4D			G			T			0.92			0.08			0.84


			NC_010458.4			38097073			intron_variant			PDE4D			G			T			0.65			0.11			0.54


			NC_010458.4			38097125			intron_variant			PDE4D			G			A			0.92			0.08			0.84


			NC_010458.4			38097354			intron_variant			PDE4D			A			G			0.80			0.05			0.75


			NC_010458.4			38097361			intron_variant			PDE4D			C			T			0.80			0.05			0.75


			NC_010458.4			38097471			intron_variant			PDE4D			T			C			0.85			0.08			0.77


			NC_010458.4			38097472			intron_variant			PDE4D			G			C			0.85			0.08			0.77


			NC_010458.4			38097777			intron_variant			PDE4D			T			G			0.85			0.09			0.76


			NC_010458.4			38097911			intron_variant			PDE4D			T			A			0.64			0.14			0.50


			NC_010458.4			38098077			intron_variant			PDE4D			C			T			0.85			0.13			0.72


			NC_010458.4			38098697			intron_variant			PDE4D			T			C			0.92			0.08			0.84


			NC_010458.4			38099227			intron_variant			PDE4D			T			C			0.76			0.05			0.71


			NC_010458.4			38099242			intron_variant			PDE4D			C			G			0.92			0.05			0.87


			NC_010458.4			38101057			intron_variant			PDE4D			G			T			0.79			0.08			0.71


			NC_010458.4			38101581			intron_variant			PDE4D			G			T			0.58			0.08			0.50


			NC_010458.4			38101840			intron_variant			PDE4D			C			T			0.90			0.13			0.77


			NC_010458.4			38102078			intron_variant			PDE4D			G			A			0.68			0.08			0.60


			NC_010458.4			38102084			intron_variant			PDE4D			T			C			0.88			0.05			0.83


			NC_010458.4			38102408			intron_variant			PDE4D			G			A			0.90			0.03			0.87


			NC_010443.5			211267			3_prime_UTR_variant			DLL1			T			C			0.12			0.86			0.74


			NC_010451.4			13094149			synonymous_variant			TENM4			G			A			0.11			0.79			0.68


			NC_010447.5			21491834			synonymous_variant			ERBB3			T			C			0.11			0.88			0.76


			NC_010451.4			13821959			5_prime_UTR_variant			TENM4			A			T			0.11			0.71			0.60


			NC_010457.5			687431			synonymous_variant			NEB			C			T			0.11			0.74			0.62


			NC_010458.4			38105083			intron_variant			PDE4D			A			G			0.91			0.05			0.86


			NC_010458.4			38110428			intron_variant			PDE4D			C			T			0.92			0.11			0.81


			NC_010458.4			38110892			intron_variant			PDE4D			A			T			0.93			0.05			0.88


			NC_010458.4			38111432			intron_variant			PDE4D			A			C			0.91			0.08			0.83


			NC_010458.4			38111765			intron_variant			PDE4D			G			A			0.90			0.11			0.79


			NC_010458.4			38114443			intron_variant			PDE4D			T			C			0.91			0.11			0.80


			NC_010458.4			38115089			intron_variant			PDE4D			G			A			0.92			0.11			0.81


			NC_010458.4			38116113			intron_variant			PDE4D			C			A			0.91			0.08			0.83


			NC_010458.4			38116263			intron_variant			PDE4D			C			T			0.92			0.11			0.81


			NC_010458.4			38117169			intron_variant			PDE4D			C			T			0.93			0.08			0.85


			NC_010458.4			38117981			intron_variant			PDE4D			A			G			0.89			0.06			0.83


			NC_010458.4			38118570			intron_variant			PDE4D			A			T			0.91			0.08			0.83


			NC_010458.4			38119281			intron_variant			PDE4D			G			C			0.92			0.11			0.81


			NC_010458.4			38119347			intron_variant			PDE4D			G			T			0.75			0.11			0.64


			NC_010458.4			38120825			intron_variant			PDE4D			A			T			0.75			0.05			0.70


			NC_010458.4			38120878			intron_variant			PDE4D			G			C			0.92			0.08			0.84


			NC_010458.4			38121016			intron_variant			PDE4D			C			T			0.85			0.03			0.82


			NC_010458.4			38124165			intron_variant			PDE4D			C			G			0.81			0.06			0.75


			NC_010458.4			38128401			intron_variant			PDE4D			C			T			0.60			0.08			0.52


			NC_010458.4			38128576			intron_variant			PDE4D			T			C			0.55			0.05			0.50


			NC_010458.4			38128650			intron_variant			PDE4D			T			C			0.58			0.03			0.55


			NC_010458.4			38128714			intron_variant			PDE4D			C			T			0.56			0.03			0.53


			NC_010458.4			38128854			intron_variant			PDE4D			A			T			0.56			0.06			0.50


			NC_010458.4			38129837			intron_variant			PDE4D			C			T			0.92			0.11			0.81


			NC_010458.4			38129932			intron_variant			PDE4D			A			G			0.91			0.13			0.78


			NC_010458.4			38131216			intron_variant			PDE4D			C			T			0.90			0.11			0.79


			NC_010458.4			38132572			intron_variant			PDE4D			C			T			0.81			0.08			0.73


			NC_010458.4			38132720			intron_variant			PDE4D			T			C			0.93			0.05			0.88


			NC_010458.4			38132821			intron_variant			PDE4D			C			T			0.90			0.08			0.82


			NC_010458.4			38133622			intron_variant			PDE4D			T			G			0.90			0.11			0.79


			NC_010458.4			38133754			intron_variant			PDE4D			T			G			0.91			0.11			0.80


			NC_010458.4			38134081			intron_variant			PDE4D			A			G			0.89			0.09			0.80


			NC_010458.4			38135534			intron_variant			PDE4D			T			C			0.76			0.06			0.70


			NC_010458.4			38135872			intron_variant			PDE4D			T			C			0.76			0.03			0.73


			NC_010458.4			38136978			intron_variant			PDE4D			C			G			0.75			0.06			0.69


			NC_010458.4			38137757			intron_variant			PDE4D			A			G			0.91			0.08			0.83


			NC_010458.4			38138200			intron_variant			PDE4D			T			C			0.73			0.03			0.70


			NC_010458.4			38138805			intron_variant			PDE4D			T			C			0.77			0.05			0.72


			NC_010458.4			38139215			intron_variant			PDE4D			T			C			0.76			0.11			0.65


			NC_010458.4			38145821			intron_variant			PDE4D			G			A			0.02			0.63			0.61


			NC_010458.4			38156369			intron_variant			PDE4D			G			A			0.57			0.03			0.54


			NC_010458.4			38156642			intron_variant			PDE4D			G			A			0.74			0.11			0.63


			NC_010458.4			38435681			intron_variant			PDE4D			G			T			0.74			0.00


			NC_010458.4			38160067			intron_variant			PDE4D			T			C			0.59			0.08			0.51


			NC_010458.4			38160107			intron_variant			PDE4D			T			C			0.60			0.08			0.52


			NC_010458.4			38160151			intron_variant			PDE4D			C			T			0.62			0.11			0.51


			NC_010458.4			38160154			intron_variant			PDE4D			G			C			0.61			0.11			0.50


			NC_010458.4			38160684			intron_variant			PDE4D			T			C			0.64			0.13			0.51


			NC_010458.4			38161230			intron_variant			PDE4D			T			G			0.78			0.11			0.67


			NC_010458.4			38161232			intron_variant			PDE4D			T			C			0.78			0.11			0.67


			NC_010458.4			38162131			intron_variant			PDE4D			T			C			0.76			0.08			0.68


			NC_010458.4			38165120			intron_variant			PDE4D			A			C			0.75			0.13			0.62


			NC_010458.4			38165298			intron_variant			PDE4D			T			C			0.55			0.03			0.52


			NC_010458.4			38165760			intron_variant			PDE4D			G			A			0.77			0.08			0.69


			NC_010448.4			146550338			upstream_gene_variant			PDE4B			G			A			0.10			0.71			0.61


			NC_010451.4			13105820			synonymous_variant			TENM4			T			C			0.10			0.81			0.70


			NC_010451.4			45452831			3_prime_UTR_variant			SCN4B			T			C			0.10			0.75			0.65


			NC_010456.5			76242237			3_prime_UTR_variant			PPP3CB			T			C			0.10			0.95			0.85


			NC_010457.5			686266			synonymous_variant			NEB			C			T			0.10			0.71			0.61


			NC_010451.4			13823059			5_prime_UTR_variant			TENM4			A			C			0.10			0.66			0.56


			NC_010447.5			64460101			upstream_gene_variant			CD9			T			A			0.09			0.79			0.69


			NC_010445.4			11842690			synonymous_variant			LOC100620992			C			T			0.09			0.74			0.64


			NC_010451.4			13094119			synonymous_variant			TENM4			A			G			0.09			0.82			0.72


			NC_010456.5			71357937			missense_variant			MYPN			C			T			0.09			0.95			0.85


			NC_010443.5			221633708			upstream_gene_variant			PGM5			C			A			0.09			0.95			0.86


			NC_010443.5			221633710			upstream_gene_variant			PGM5			G			A			0.09			0.95			0.86


			NC_010443.5			221633884			upstream_gene_variant			PGM5			A			T			0.09			0.92			0.83


			NC_010443.5			221634065			upstream_gene_variant			PGM5			T			C			0.09			0.92			0.84


			NC_010445.4			11572525			upstream_gene_variant			GTF2IRD1			G			A			0.09			0.72			0.63


			NC_010443.5			273112283			upstream_gene_variant			MYMK			G			A			0.08			0.74			0.65


			NC_010455.5			205966975			splice_region_variant&intron_variant			PDE9A			G			A			0.08			0.71			0.62


			NC_010455.5			23336096			upstream_gene_variant			SCN5A			T			C			0.08			0.81			0.73


			NC_010456.5			71357974			synonymous_variant			MYPN			C			T			0.08			0.94			0.86


			NC_010459.5			48930737			5_prime_UTR_variant			EYA2			G			A			0.08			0.84			0.76


			NC_010446.5			110789010			3_prime_UTR_variant			SORT1			T			C			0.08			0.89			0.81


			NC_010460.4			23815902			upstream_gene_variant			LMOD2			C			T			0.08			0.63			0.55


			NC_010445.4			11842112			3_prime_UTR_variant			LOC100620992			C			T			0.07			0.76			0.69


			NC_010458.4			38185966			intron_variant			PDE4D			A			C			0.53			0.03			0.50


			NC_010458.4			38186119			intron_variant			PDE4D			C			T			0.67			0.03			0.64


			NC_010458.4			38186248			intron_variant			PDE4D			T			C			0.66			0.08			0.58


			NC_010458.4			38186249			intron_variant			PDE4D			G			A			0.66			0.03			0.63


			NC_010458.4			38186607			intron_variant			PDE4D			C			A			0.69			0.03			0.66


			NC_010458.4			38186828			intron_variant			PDE4D			C			T			0.69			0.03			0.66


			NC_010458.4			38187079			intron_variant			PDE4D			C			T			0.72			0.03			0.69


			NC_010458.4			38435743			intron_variant			PDE4D			C			T			0.73			0.00


			NC_010458.4			38452131			intron_variant			PDE4D			T			C			0.56			0.00


			NC_010458.4			38452301			intron_variant			PDE4D			C			G			0.52			0.00


			NC_010458.4			38188081			intron_variant			PDE4D			A			G			0.72			0.06			0.66


			NC_010458.4			38188856			intron_variant			PDE4D			T			A			0.70			0.03			0.67


			NC_010458.4			38189043			intron_variant			PDE4D			C			A			0.71			0.03			0.68


			NC_010458.4			38189679			intron_variant			PDE4D			A			G			0.65			0.03			0.62


			NC_010458.4			38189700			intron_variant			PDE4D			C			T			0.03			0.61			0.57


			NC_010458.4			38190072			intron_variant			PDE4D			T			G			0.69			0.03			0.66


			NC_010458.4			38190080			intron_variant			PDE4D			C			G			0.68			0.03			0.65


			NC_010458.4			38190172			intron_variant			PDE4D			A			G			0.70			0.03			0.67


			NC_010458.4			38454760			intron_variant			PDE4D			G			C			0.60			0.00


			NC_010458.4			38458860			intron_variant			PDE4D			T			A			0.61			0.00


			NC_010458.4			38190784			intron_variant			PDE4D			C			T			0.72			0.05			0.67


			NC_010458.4			38190839			intron_variant			PDE4D			A			G			0.71			0.05			0.66


			NC_010458.4			38190844			intron_variant			PDE4D			C			G			0.69			0.05			0.64


			NC_010458.4			38190853			intron_variant			PDE4D			C			T			0.70			0.05			0.65


			NC_010458.4			38190896			intron_variant			PDE4D			T			C			0.70			0.06			0.64


			NC_010458.4			38190918			intron_variant			PDE4D			T			C			0.69			0.06			0.63


			NC_010458.4			38190998			intron_variant			PDE4D			C			G			0.67			0.03			0.64


			NC_010458.4			38458983			intron_variant			PDE4D			T			C			0.60			0.00


			NC_010458.4			38191549			intron_variant			PDE4D			C			T			0.63			0.03			0.60


			NC_010458.4			38191561			intron_variant			PDE4D			A			G			0.63			0.03			0.60


			NC_010458.4			38191776			intron_variant			PDE4D			G			A			0.71			0.03			0.68


			NC_010458.4			38191841			intron_variant			PDE4D			C			T			0.62			0.03			0.59


			NC_010458.4			38191847			intron_variant			PDE4D			G			T			0.63			0.03			0.60


			NC_010458.4			38191858			intron_variant			PDE4D			A			G			0.66			0.03			0.63


			NC_010458.4			38192568			intron_variant			PDE4D			T			C			0.70			0.03			0.67


			NC_010458.4			38192739			intron_variant			PDE4D			C			T			0.91			0.03			0.88


			NC_010458.4			38192773			intron_variant			PDE4D			T			C			0.92			0.03			0.89


			NC_010458.4			38459018			intron_variant			PDE4D			G			A			0.63			0.00


			NC_010458.4			38460281			intron_variant			PDE4D			C			G			0.58			0.00


			NC_010458.4			38193122			intron_variant			PDE4D			G			C			0.66			0.03			0.63


			NC_010458.4			38193954			intron_variant			PDE4D			G			A			0.05			0.63			0.58


			NC_010458.4			38194404			intron_variant			PDE4D			T			C			0.83			0.06			0.77


			NC_010458.4			38461590			intron_variant			PDE4D			T			C			0.52			0.00


			NC_010458.4			38462422			intron_variant			PDE4D			T			C			0.56			0.00


			NC_010458.4			38462731			intron_variant			PDE4D			T			C			0.55			0.00


			NC_010458.4			38462913			intron_variant			PDE4D			A			G			0.52			0.00


			NC_010458.4			38195229			intron_variant			PDE4D			C			T			0.71			0.08			0.63


			NC_010458.4			38195433			intron_variant			PDE4D			G			T			0.60			0.05			0.55


			NC_010458.4			38195443			intron_variant			PDE4D			T			C			0.61			0.05			0.56


			NC_010458.4			38195446			intron_variant			PDE4D			A			C			0.61			0.05			0.56


			NC_010458.4			38195447			intron_variant			PDE4D			A			C			0.61			0.05			0.56


			NC_010458.4			38195459			intron_variant			PDE4D			C			T			0.63			0.05			0.58


			NC_010458.4			38195551			intron_variant			PDE4D			T			C			0.74			0.08			0.66


			NC_010458.4			38195648			intron_variant			PDE4D			C			T			0.65			0.08			0.57


			NC_010458.4			38195663			intron_variant			PDE4D			C			T			0.64			0.11			0.53


			NC_010458.4			38195664			intron_variant			PDE4D			A			G			0.64			0.11			0.53


			NC_010458.4			38195691			intron_variant			PDE4D			A			G			0.92			0.13			0.79


			NC_010458.4			38195713			intron_variant			PDE4D			T			C			0.79			0.11			0.68


			NC_010458.4			38195825			intron_variant			PDE4D			C			T			0.71			0.08			0.63


			NC_010458.4			38196122			intron_variant			PDE4D			C			T			0.69			0.03			0.66


			NC_010458.4			38196209			intron_variant			PDE4D			T			G			0.71			0.03			0.68


			NC_010458.4			38196475			intron_variant			PDE4D			C			T			0.66			0.08			0.58


			NC_010458.4			38196489			intron_variant			PDE4D			A			G			0.66			0.08			0.58


			NC_010458.4			38196548			intron_variant			PDE4D			T			C			0.67			0.08			0.59


			NC_010458.4			38196575			intron_variant			PDE4D			G			C			0.63			0.08			0.55


			NC_010458.4			38196607			intron_variant			PDE4D			C			T			0.67			0.03			0.64


			NC_010458.4			38196636			intron_variant			PDE4D			T			A			0.70			0.08			0.62


			NC_010458.4			38196639			intron_variant			PDE4D			C			A			0.68			0.08			0.60


			NC_010458.4			38196683			intron_variant			PDE4D			G			A			0.73			0.08			0.65


			NC_010458.4			38196693			intron_variant			PDE4D			T			G			0.73			0.08			0.65


			NC_010458.4			38196837			intron_variant			PDE4D			A			G			0.68			0.05			0.63


			NC_010458.4			38196858			intron_variant			PDE4D			A			G			0.75			0.08			0.67


			NC_010458.4			38196872			intron_variant			PDE4D			A			G			0.69			0.05			0.64


			NC_010458.4			38196934			intron_variant			PDE4D			C			T			0.69			0.05			0.64


			NC_010458.4			38197138			intron_variant			PDE4D			G			A			0.73			0.05			0.68


			NC_010458.4			38197273			intron_variant			PDE4D			T			C			0.73			0.11			0.62


			NC_010458.4			38197308			intron_variant			PDE4D			C			T			0.77			0.11			0.66


			NC_010458.4			38197333			intron_variant			PDE4D			T			C			0.77			0.11			0.66


			NC_010458.4			38197340			intron_variant			PDE4D			T			A			0.77			0.11			0.66


			NC_010458.4			38197705			intron_variant			PDE4D			T			C			0.75			0.11			0.64


			NC_010458.4			38197779			intron_variant			PDE4D			A			T			0.72			0.11			0.61


			NC_010458.4			38197799			intron_variant			PDE4D			T			C			0.73			0.11			0.62


			NC_010458.4			38197830			intron_variant			PDE4D			T			C			0.71			0.14			0.57


			NC_010458.4			38197835			intron_variant			PDE4D			C			T			0.71			0.14			0.57


			NC_010458.4			38197946			intron_variant			PDE4D			A			G			0.75			0.13			0.62


			NC_010458.4			38197996			intron_variant			PDE4D			G			T			0.77			0.06			0.71


			NC_010458.4			38198039			intron_variant			PDE4D			C			T			0.76			0.11			0.65


			NC_010458.4			38198126			intron_variant			PDE4D			G			A			0.74			0.11			0.63


			NC_010458.4			38198149			intron_variant			PDE4D			A			G			0.66			0.08			0.58


			NC_010458.4			38198179			intron_variant			PDE4D			T			C			0.65			0.08			0.57


			NC_010458.4			38198345			intron_variant			PDE4D			G			T			0.80			0.08			0.72


			NC_010458.4			38198428			intron_variant			PDE4D			T			A			0.73			0.13			0.60


			NC_010458.4			38198545			intron_variant			PDE4D			G			T			0.71			0.08			0.63


			NC_010458.4			38198572			intron_variant			PDE4D			T			C			0.70			0.08			0.62


			NC_010458.4			38198744			intron_variant			PDE4D			C			G			0.76			0.11			0.65


			NC_010458.4			38199252			intron_variant			PDE4D			C			T			0.65			0.03			0.62


			NC_010458.4			38199336			intron_variant			PDE4D			T			C			0.73			0.11			0.62


			NC_010458.4			38199717			intron_variant			PDE4D			A			T			0.86			0.11			0.75


			NC_010458.4			38199817			intron_variant			PDE4D			T			C			0.75			0.11			0.64


			NC_010458.4			38201590			intron_variant			PDE4D			C			A			0.69			0.03			0.66


			NC_010458.4			38202480			intron_variant			PDE4D			C			A			0.92			0.34			0.58


			NC_010458.4			38210599			intron_variant			PDE4D			T			G			0.92			0.08			0.84


			NC_010458.4			38222146			intron_variant			PDE4D			A			C			0.90			0.08			0.82


			NC_010458.4			38223401			intron_variant			PDE4D			G			A			0.91			0.11			0.80


			NC_010458.4			38227206			intron_variant			PDE4D			C			T			0.59			0.05			0.54


			NC_010458.4			38227458			intron_variant			PDE4D			C			T			0.93			0.31			0.62


			NC_010458.4			38230576			intron_variant			PDE4D			G			A			0.79			0.08			0.71


			NC_010458.4			38462938			intron_variant			PDE4D			C			G			0.55			0.00


			NC_010458.4			38231340			intron_variant			PDE4D			T			G			0.03			0.84			0.82


			NC_010458.4			38233395			intron_variant			PDE4D			A			G			0.60			0.03			0.57


			NC_010458.4			38462941			intron_variant			PDE4D			T			C			0.55			0.00


			NC_010458.4			38463006			intron_variant			PDE4D			C			T			0.56			0.00


			NC_010458.4			38270335			intron_variant			PDE4D			T			C			0.56			0.06			0.50


			NC_010458.4			38270370			intron_variant			PDE4D			C			T			0.76			0.08			0.68


			NC_010458.4			38270461			intron_variant			PDE4D			A			G			0.55			0.03			0.52


			NC_010458.4			38271671			intron_variant			PDE4D			C			T			0.01			0.53			0.51


			NC_010458.4			38274271			intron_variant			PDE4D			G			C			0.02			0.55			0.53


			NC_010458.4			38276436			intron_variant			PDE4D			C			T			0.56			0.03			0.53


			NC_010458.4			38277593			intron_variant			PDE4D			G			A			0.01			0.58			0.57


			NC_010458.4			38278355			intron_variant			PDE4D			T			C			0.66			0.08			0.58


			NC_010458.4			38282237			intron_variant			PDE4D			C			T			0.00			0.50


			NC_010458.4			38285179			intron_variant			PDE4D			C			A			0.01			0.55			0.54


			NC_010458.4			38285216			intron_variant			PDE4D			C			T			0.58			0.08			0.50


			NC_010458.4			38287091			intron_variant			PDE4D			G			T			0.02			0.55			0.53


			NC_010458.4			38287694			intron_variant			PDE4D			A			G			0.59			0.08			0.51


			NC_010458.4			38289375			intron_variant			PDE4D			G			A			0.55			0.05			0.50


			NC_010458.4			38289780			intron_variant			PDE4D			G			T			0.60			0.08			0.52


			NC_010458.4			38289859			intron_variant			PDE4D			C			T			0.55			0.05			0.50


			NC_010458.4			38290471			intron_variant			PDE4D			C			T			0.55			0.05			0.50


			NC_010458.4			38291196			intron_variant			PDE4D			C			T			0.55			0.05			0.50


			NC_010458.4			38291284			intron_variant			PDE4D			C			T			0.61			0.08			0.53


			NC_010458.4			38463335			intron_variant			PDE4D			C			A			0.56			0.00


			NC_010458.4			38292027			intron_variant			PDE4D			G			A			0.60			0.03			0.57


			NC_010458.4			38299622			intron_variant			PDE4D			A			G			0.93			0.06			0.87


			NC_010458.4			38306092			intron_variant			PDE4D			T			C			0.67			0.03			0.64


			NC_010458.4			38310917			intron_variant			PDE4D			T			C			0.04			0.78			0.74


			NC_010446.5			110789599			3_prime_UTR_variant			SORT1			G			A			0.07			0.84			0.77


			NC_010458.4			38317184			intron_variant			PDE4D			T			C			0.03			0.58			0.54


			NC_010458.4			38317613			intron_variant			PDE4D			G			A			0.60			0.03			0.57


			NC_010458.4			38318823			intron_variant			PDE4D			G			C			0.03			0.79			0.75


			NC_010458.4			38319137			intron_variant			PDE4D			A			T			0.61			0.11			0.50


			NC_010458.4			38323732			intron_variant			PDE4D			C			T			0.61			0.11			0.50


			NC_010458.4			38324280			intron_variant			PDE4D			C			T			0.58			0.08			0.50


			NC_010458.4			38463496			intron_variant			PDE4D			G			A			0.54			0.00


			NC_010458.4			38463671			intron_variant			PDE4D			G			T			0.52			0.00


			NC_010458.4			38463690			intron_variant			PDE4D			C			T			0.52			0.00


			NC_010458.4			38475444			intron_variant			PDE4D			G			C			0.53			0.00


			NC_010458.4			38476093			intron_variant			PDE4D			A			T			0.85			0.00


			NC_010458.4			38332288			intron_variant			PDE4D			T			C			0.91			0.08			0.83


			NC_010458.4			38334970			intron_variant			PDE4D			A			C			0.94			0.08			0.86


			NC_010458.4			38335953			intron_variant			PDE4D			T			C			0.93			0.11			0.82


			NC_010458.4			38339015			intron_variant			PDE4D			C			T			0.05			0.82			0.77


			NC_010458.4			38343851			intron_variant			PDE4D			C			T			0.94			0.05			0.89


			NC_010458.4			38344822			intron_variant			PDE4D			T			G			0.79			0.05			0.74


			NC_010458.4			38345392			intron_variant			PDE4D			A			G			0.93			0.08			0.85


			NC_010458.4			38476126			intron_variant			PDE4D			A			C			0.90			0.00


			NC_010458.4			38348631			intron_variant			PDE4D			C			T			0.05			0.79			0.74


			NC_010458.4			38349611			intron_variant			PDE4D			G			C			0.96			0.06			0.90


			NC_010458.4			38349776			intron_variant			PDE4D			T			C			0.06			0.82			0.76


			NC_010458.4			38349947			intron_variant			PDE4D			T			C			0.06			0.87			0.81


			NC_010458.4			38351470			intron_variant			PDE4D			G			T			0.93			0.08			0.85


			NC_010458.4			38351673			intron_variant			PDE4D			C			T			0.93			0.05			0.88


			NC_010458.4			38351774			intron_variant			PDE4D			A			C			0.95			0.08			0.87


			NC_010458.4			38353373			intron_variant			PDE4D			C			T			0.05			0.79			0.75


			NC_010458.4			38359700			intron_variant			PDE4D			C			T			0.58			0.06			0.52


			NC_010458.4			38360094			intron_variant			PDE4D			G			A			0.05			0.79			0.74


			NC_010458.4			38363175			intron_variant			PDE4D			G			C			0.36			0.94			0.58


			NC_010458.4			38364978			intron_variant			PDE4D			G			T			0.03			0.92			0.89


			NC_010458.4			38372819			intron_variant			PDE4D			A			C			0.05			0.92			0.88


			NC_010458.4			38373695			intron_variant			PDE4D			G			A			0.07			0.94			0.87


			NC_010458.4			38373698			intron_variant			PDE4D			T			C			0.02			0.91			0.89


			NC_010458.4			38376192			intron_variant			PDE4D			A			G			0.12			0.95			0.83


			NC_010458.4			38379094			intron_variant			PDE4D			T			A			0.10			0.95			0.84


			NC_010458.4			38379834			intron_variant			PDE4D			C			G			0.11			0.95			0.83


			NC_010458.4			38381780			intron_variant			PDE4D			T			A			0.05			0.94			0.90


			NC_010458.4			38477948			intron_variant			PDE4D			A			G			0.84			0.00


			NC_010458.4			38383591			intron_variant			PDE4D			C			T			0.06			0.82			0.76


			NC_010458.4			38384500			intron_variant			PDE4D			G			A			0.40			0.92			0.53


			NC_010458.4			38385982			intron_variant			PDE4D			A			G			0.02			0.92			0.90


			NC_010458.4			38387567			intron_variant			PDE4D			A			C			0.29			0.97			0.68


			NC_010458.4			38387998			intron_variant			PDE4D			C			T			0.05			0.89			0.84


			NC_010458.4			38388651			intron_variant			PDE4D			C			A			0.05			0.94			0.90


			NC_010458.4			38390948			intron_variant			PDE4D			G			C			0.19			0.92			0.73


			NC_010458.4			38391082			intron_variant			PDE4D			A			C			0.21			0.95			0.74


			NC_010458.4			38391083			intron_variant			PDE4D			G			A			0.21			0.95			0.74


			NC_010458.4			38391805			intron_variant			PDE4D			C			T			0.24			0.89			0.66


			NC_010458.4			38391861			intron_variant			PDE4D			A			G			0.25			0.89			0.64


			NC_010458.4			38392380			intron_variant			PDE4D			G			A			0.05			0.92			0.87


			NC_010458.4			38392552			intron_variant			PDE4D			C			A			0.63			0.06			0.57


			NC_010458.4			38478043			intron_variant			PDE4D			G			A			0.84			0.00


			NC_010458.4			38393829			intron_variant			PDE4D			T			C			0.22			0.94			0.73


			NC_010458.4			38394077			intron_variant			PDE4D			T			C			0.18			0.91			0.73


			NC_010458.4			38394080			intron_variant			PDE4D			C			T			0.18			0.91			0.73


			NC_010458.4			38394110			intron_variant			PDE4D			C			T			0.72			0.06			0.66


			NC_010458.4			38394242			intron_variant			PDE4D			T			A			0.19			0.92			0.72


			NC_010458.4			38394495			intron_variant			PDE4D			G			A			0.24			0.92			0.68


			NC_010458.4			38394569			intron_variant			PDE4D			G			A			0.22			0.92			0.70


			NC_010458.4			38394835			intron_variant			PDE4D			C			T			0.21			0.89			0.69


			NC_010458.4			38395100			intron_variant			PDE4D			A			G			0.21			0.92			0.71


			NC_010458.4			38395427			intron_variant			PDE4D			C			A			0.21			0.93			0.72


			NC_010458.4			38478185			intron_variant			PDE4D			G			A			0.53			0.00


			NC_010458.4			38397174			intron_variant			PDE4D			T			G			0.04			0.85			0.82


			NC_010458.4			38397267			intron_variant			PDE4D			A			G			0.38			0.94			0.56


			NC_010458.4			38397662			intron_variant			PDE4D			G			T			0.42			0.97			0.56


			NC_010458.4			38400001			intron_variant			PDE4D			T			C			0.92			0.13			0.79


			NC_010458.4			38401729			intron_variant			PDE4D			A			G			0.95			0.42			0.53


			NC_010458.4			38401817			intron_variant			PDE4D			A			G			0.99			0.39			0.60


			NC_010458.4			38402198			intron_variant			PDE4D			A			G			0.84			0.05			0.79


			NC_010458.4			38403574			intron_variant			PDE4D			A			G			0.87			0.09			0.78


			NC_010458.4			38504444			intron_variant			PDE4D			C			G			0.65			0.00


			NC_010458.4			38405372			intron_variant			PDE4D			A			G			0.95			0.39			0.56


			NC_010458.4			38405784			intron_variant			PDE4D			A			G			0.92			0.08			0.84


			NC_010458.4			38406055			intron_variant			PDE4D			G			A			0.94			0.42			0.52


			NC_010458.4			38408584			intron_variant			PDE4D			T			C			0.76			0.03			0.73


			NC_010458.4			38408650			intron_variant			PDE4D			C			G			0.81			0.08			0.73


			NC_010458.4			38409003			intron_variant			PDE4D			C			T			0.94			0.05			0.89


			NC_010458.4			38409491			intron_variant			PDE4D			G			A			0.81			0.08			0.73


			NC_010458.4			38409790			intron_variant			PDE4D			T			C			0.93			0.03			0.90


			NC_010458.4			38410611			intron_variant			PDE4D			T			C			0.90			0.08			0.82


			NC_010458.4			38411280			intron_variant			PDE4D			C			T			0.60			0.03			0.57


			NC_010458.4			38504481			intron_variant			PDE4D			C			T			0.64			0.00


			NC_010458.4			38411412			intron_variant			PDE4D			G			C			0.56			0.03			0.53


			NC_010458.4			38411617			intron_variant			PDE4D			T			C			0.54			0.03			0.51


			NC_010458.4			38411652			intron_variant			PDE4D			C			T			0.55			0.03			0.52


			NC_010458.4			38411730			intron_variant			PDE4D			A			T			0.57			0.03			0.54


			NC_010458.4			38411885			intron_variant			PDE4D			A			G			0.55			0.03			0.52


			NC_010458.4			38412186			intron_variant			PDE4D			C			T			0.57			0.03			0.54


			NC_010458.4			38412488			intron_variant			PDE4D			A			G			0.56			0.03			0.53


			NC_010458.4			38413205			intron_variant			PDE4D			A			C			0.59			0.03			0.56


			NC_010458.4			38413347			intron_variant			PDE4D			G			T			0.61			0.03			0.58


			NC_010458.4			38413419			intron_variant			PDE4D			T			A			0.58			0.03			0.55


			NC_010458.4			38415533			intron_variant			PDE4D			T			C			0.88			0.08			0.80


			NC_010458.4			38415850			intron_variant			PDE4D			T			C			0.92			0.08			0.84


			NC_010458.4			38416143			intron_variant			PDE4D			C			T			0.90			0.05			0.85


			NC_010458.4			38416795			intron_variant			PDE4D			A			C			0.93			0.08			0.85


			NC_010458.4			38418787			intron_variant			PDE4D			A			T			0.85			0.05			0.80


			NC_010458.4			38418889			intron_variant			PDE4D			C			T			0.58			0.03			0.55


			NC_010458.4			38419445			intron_variant			PDE4D			T			C			0.94			0.05			0.89


			NC_010458.4			38419955			intron_variant			PDE4D			C			G			0.02			0.55			0.53


			NC_010458.4			38420255			intron_variant			PDE4D			C			T			0.02			0.55			0.53


			NC_010458.4			38420261			intron_variant			PDE4D			C			T			0.02			0.55			0.53


			NC_010458.4			38420875			intron_variant			PDE4D			C			T			0.02			0.53			0.50


			NC_010458.4			38421135			intron_variant			PDE4D			G			A			0.69			0.06			0.63


			NC_010458.4			38421144			intron_variant			PDE4D			A			G			0.68			0.06			0.62


			NC_010458.4			38421449			intron_variant			PDE4D			A			G			0.70			0.03			0.67


			NC_010458.4			38422148			intron_variant			PDE4D			T			C			0.62			0.06			0.56


			NC_010458.4			38422273			intron_variant			PDE4D			C			T			0.82			0.05			0.77


			NC_010458.4			38422274			intron_variant			PDE4D			T			C			0.82			0.05			0.77


			NC_010458.4			38422302			intron_variant			PDE4D			G			A			0.70			0.05			0.65


			NC_010458.4			38422333			intron_variant			PDE4D			T			A			0.93			0.08			0.85


			NC_010458.4			38422464			intron_variant			PDE4D			A			G			0.92			0.08			0.84


			NC_010458.4			38422693			intron_variant			PDE4D			C			A			0.59			0.05			0.54


			NC_010458.4			38422764			intron_variant			PDE4D			T			A			0.85			0.11			0.74


			NC_010458.4			38422795			intron_variant			PDE4D			C			T			0.84			0.11			0.73


			NC_010458.4			38423163			intron_variant			PDE4D			G			C			0.90			0.08			0.82


			NC_010458.4			38423291			intron_variant			PDE4D			T			C			0.89			0.08			0.81


			NC_010458.4			38423410			intron_variant			PDE4D			A			G			0.84			0.05			0.79


			NC_010458.4			38423450			intron_variant			PDE4D			T			C			0.90			0.03			0.87


			NC_010458.4			38423815			intron_variant			PDE4D			G			A			0.85			0.08			0.77


			NC_010458.4			38424125			intron_variant			PDE4D			G			T			0.92			0.05			0.87


			NC_010458.4			38426013			intron_variant			PDE4D			T			C			0.60			0.03			0.57


			NC_010458.4			38426129			intron_variant			PDE4D			T			A			0.93			0.08			0.85


			NC_010458.4			38426671			intron_variant			PDE4D			C			T			0.07			0.65			0.58


			NC_010458.4			38426925			intron_variant			PDE4D			A			G			0.91			0.08			0.83


			NC_010458.4			38427269			intron_variant			PDE4D			T			C			0.92			0.06			0.86


			NC_010458.4			38427815			intron_variant			PDE4D			C			T			0.95			0.08			0.87


			NC_010458.4			38427889			intron_variant			PDE4D			G			A			0.95			0.08			0.87


			NC_010458.4			38427900			intron_variant			PDE4D			A			G			0.95			0.08			0.87


			NC_010458.4			38428074			intron_variant			PDE4D			G			T			0.94			0.08			0.86


			NC_010458.4			38428355			intron_variant			PDE4D			G			A			0.93			0.11			0.82


			NC_010458.4			38428463			intron_variant			PDE4D			T			C			0.56			0.03			0.53


			NC_010458.4			38428488			intron_variant			PDE4D			C			G			0.95			0.05			0.90


			NC_010458.4			38428521			intron_variant			PDE4D			A			G			0.94			0.05			0.89


			NC_010458.4			38428523			intron_variant			PDE4D			A			G			0.94			0.05			0.89


			NC_010458.4			38428651			intron_variant			PDE4D			A			G			0.94			0.08			0.86


			NC_010458.4			38429550			intron_variant			PDE4D			C			T			0.93			0.05			0.88


			NC_010458.4			38430364			intron_variant			PDE4D			T			G			0.83			0.03			0.80


			NC_010458.4			38504487			intron_variant			PDE4D			T			C			0.65			0.00


			NC_010458.4			38431224			intron_variant			PDE4D			C			A			0.95			0.03			0.92


			NC_010458.4			38431253			intron_variant			PDE4D			G			A			0.95			0.03			0.92


			NC_010458.4			38431493			intron_variant			PDE4D			T			G			0.93			0.06			0.87


			NC_010458.4			38431501			intron_variant			PDE4D			A			G			0.91			0.06			0.85


			NC_010458.4			38431503			intron_variant			PDE4D			A			G			0.91			0.06			0.85


			NC_010458.4			38431517			intron_variant			PDE4D			T			A			0.91			0.05			0.86


			NC_010458.4			38431570			intron_variant			PDE4D			A			C			0.92			0.08			0.84


			NC_010458.4			38431660			intron_variant			PDE4D			C			T			0.91			0.08			0.83


			NC_010458.4			38431724			intron_variant			PDE4D			A			G			0.93			0.09			0.84


			NC_010458.4			38431727			intron_variant			PDE4D			T			A			0.95			0.09			0.86


			NC_010458.4			38431850			intron_variant			PDE4D			T			G			0.96			0.08			0.88


			NC_010458.4			38431943			intron_variant			PDE4D			A			G			0.94			0.03			0.91


			NC_010458.4			38431953			intron_variant			PDE4D			A			G			0.96			0.03			0.93


			NC_010458.4			38431997			intron_variant			PDE4D			A			G			0.94			0.03			0.91


			NC_010458.4			38432131			intron_variant			PDE4D			C			T			0.95			0.03			0.92


			NC_010458.4			38432257			intron_variant			PDE4D			T			C			0.94			0.08			0.86


			NC_010458.4			38432506			intron_variant			PDE4D			C			A			0.93			0.03			0.90


			NC_010458.4			38432719			intron_variant			PDE4D			G			A			0.93			0.05			0.88


			NC_010458.4			38432832			intron_variant			PDE4D			T			C			0.94			0.05			0.89


			NC_010458.4			38434905			intron_variant			PDE4D			G			A			0.74			0.11			0.63


			NC_010458.4			38434925			intron_variant			PDE4D			T			C			0.77			0.08			0.69


			NC_010458.4			38505101			intron_variant			PDE4D			C			T			0.55			0.00


			NC_010458.4			38434942			intron_variant			PDE4D			T			C			0.76			0.07			0.69


			NC_010458.4			38435104			intron_variant			PDE4D			C			T			0.73			0.05			0.68


			NC_010458.4			38435328			intron_variant			PDE4D			T			C			0.71			0.05			0.66


			NC_010458.4			38435349			intron_variant			PDE4D			T			C			0.72			0.05			0.67


			NC_010458.4			38435590			intron_variant			PDE4D			A			G			0.73			0.11			0.62


			NC_010458.4			38505255			intron_variant			PDE4D			C			T			0.54			0.00


			NC_010458.4			38505288			intron_variant			PDE4D			C			T			0.51			0.00


			NC_010458.4			38447002			intron_variant			PDE4D			A			G			0.95			0.09			0.86


			NC_010458.4			38447532			intron_variant			PDE4D			A			G			0.89			0.08			0.81


			NC_010458.4			38447556			intron_variant			PDE4D			A			G			0.72			0.05			0.67


			NC_010458.4			38447642			intron_variant			PDE4D			T			G			0.91			0.08			0.83


			NC_010458.4			38447705			intron_variant			PDE4D			G			C			0.57			0.03			0.54


			NC_010458.4			38447773			intron_variant			PDE4D			C			G			0.90			0.08			0.82


			NC_010458.4			38447776			intron_variant			PDE4D			T			G			0.90			0.08			0.82


			NC_010458.4			38448217			intron_variant			PDE4D			C			T			0.96			0.11			0.85


			NC_010458.4			38448257			intron_variant			PDE4D			A			C			0.97			0.08			0.89


			NC_010458.4			38448542			intron_variant			PDE4D			C			G			0.91			0.08			0.83


			NC_010458.4			38448890			intron_variant			PDE4D			G			A			0.81			0.08			0.73


			NC_010458.4			38448959			intron_variant			PDE4D			C			G			0.93			0.08			0.85


			NC_010458.4			38451892			intron_variant			PDE4D			G			A			0.57			0.03			0.54


			NC_010458.4			38507185			intron_variant			PDE4D			T			C			0.80			0.00


			NC_010458.4			38540121			intron_variant			PDE4D			T			C			0.52			0.00


			NC_010458.4			38452552			intron_variant			PDE4D			C			G			0.57			0.03			0.54


			NC_010458.4			38454573			intron_variant			PDE4D			A			G			0.95			0.08			0.87


			NC_010458.4			38541765			intron_variant			PDE4D			A			G			0.51			0.00


			NC_010458.4			38455928			intron_variant			PDE4D			A			G			0.94			0.03			0.91


			NC_010458.4			38456065			intron_variant			PDE4D			C			A			0.94			0.03			0.91


			NC_010458.4			38456201			intron_variant			PDE4D			G			A			0.69			0.03			0.66


			NC_010458.4			38456404			intron_variant			PDE4D			A			T			0.74			0.03			0.71


			NC_010458.4			38457019			intron_variant			PDE4D			A			G			0.70			0.03			0.67


			NC_010458.4			38551536			intron_variant			PDE4D			T			C			0.65			0.00


			NC_010458.4			38458882			intron_variant			PDE4D			C			G			0.90			0.05			0.85


			NC_010458.4			38558115			intron_variant			PDE4D			T			C			0.71			0.00


			NC_010458.4			38563215			intron_variant			PDE4D			A			T			0.65			0.00


			NC_010458.4			38563229			intron_variant			PDE4D			T			A			0.91			0.00


			NC_010458.4			38461210			intron_variant			PDE4D			A			G			0.82			0.03			0.79


			NC_010458.4			38563528			intron_variant			PDE4D			G			C			0.61			0.00


			NC_010458.4			38461654			intron_variant			PDE4D			T			A			0.72			0.03			0.69


			NC_010458.4			38563610			intron_variant			PDE4D			G			C			0.60			0.00


			NC_010458.4			38462532			intron_variant			PDE4D			A			T			0.80			0.03			0.77


			NC_010458.4			38565520			intron_variant			PDE4D			T			C			0.52			0.00


			NC_010458.4			38565734			intron_variant			PDE4D			C			T			0.57			0.00


			NC_010458.4			38565933			intron_variant			PDE4D			T			C			0.55			0.00


			NC_010458.4			38575107			intron_variant			PDE4D			C			A			0.73			0.00


			NC_010458.4			38575117			intron_variant			PDE4D			C			T			0.76			0.00


			NC_010458.4			38575597			intron_variant			PDE4D			G			A			0.71			0.00


			NC_010458.4			38592789			intron_variant			PDE4D			T			A			0.55			0.00


			NC_010458.4			38593586			intron_variant			PDE4D			G			A			0.52			0.00


			NC_010458.4			38593703			intron_variant			PDE4D			C			T			0.55			0.00


			NC_010458.4			38466072			intron_variant			PDE4D			A			C			0.59			0.08			0.51


			NC_010458.4			38468459			intron_variant			PDE4D			C			T			0.56			0.03			0.53


			NC_010443.5			71317781			3_prime_UTR_variant			BVES			T			A			0.07			0.58			0.51


			NC_010447.5			64460557			upstream_gene_variant			CD9			C			T			0.07			0.82			0.75


			NC_010458.4			38594349			intron_variant			PDE4D			T			C			0.55			0.00


			NC_010458.4			38595442			intron_variant			PDE4D			T			C			0.56			0.00


			NC_010458.4			38595468			intron_variant			PDE4D			C			T			0.58			0.00


			NC_010458.4			38477369			intron_variant			PDE4D			G			T			0.93			0.08			0.85


			NC_010458.4			38595475			intron_variant			PDE4D			G			A			0.57			0.00


			NC_010458.4			38605654			intron_variant			PDE4D			C			G			0.66			0.00


			NC_010458.4			38478095			intron_variant			PDE4D			A			T			0.85			0.05			0.80


			NC_010458.4			38478103			intron_variant			PDE4D			A			G			0.92			0.08			0.84


			NC_010458.4			38605810			intron_variant			PDE4D			T			C			0.63			0.00


			NC_010458.4			38478855			intron_variant			PDE4D			A			G			0.81			0.05			0.76


			NC_010458.4			38479686			intron_variant			PDE4D			A			G			0.84			0.05			0.79


			NC_010458.4			38479936			intron_variant			PDE4D			T			G			0.83			0.03			0.80


			NC_010458.4			38480520			intron_variant			PDE4D			T			A			0.80			0.03			0.77


			NC_010458.4			38480547			intron_variant			PDE4D			C			T			0.80			0.03			0.77


			NC_010458.4			38480578			intron_variant			PDE4D			T			C			0.82			0.03			0.79


			NC_010458.4			38480604			intron_variant			PDE4D			G			C			0.78			0.03			0.75


			NC_010458.4			38480790			intron_variant			PDE4D			G			A			0.69			0.08			0.61


			NC_010458.4			38481087			intron_variant			PDE4D			C			T			0.58			0.08			0.50


			NC_010458.4			38486356			intron_variant			PDE4D			A			G			0.63			0.05			0.58


			NC_010458.4			38492146			intron_variant			PDE4D			A			G			0.92			0.08			0.84


			NC_010458.4			38495543			intron_variant			PDE4D			G			A			0.58			0.05			0.53


			NC_010458.4			38497244			intron_variant			PDE4D			T			C			0.93			0.05			0.88


			NC_010458.4			38497991			intron_variant			PDE4D			T			C			0.94			0.05			0.89


			NC_010458.4			38498219			intron_variant			PDE4D			C			G			0.90			0.13			0.77


			NC_010458.4			38498610			intron_variant			PDE4D			A			G			0.63			0.06			0.57


			NC_010458.4			38501891			intron_variant			PDE4D			T			C			0.63			0.08			0.55


			NC_010458.4			38502962			intron_variant			PDE4D			G			C			0.59			0.08			0.51


			NC_010458.4			38605875			intron_variant			PDE4D			C			T			0.63			0.00


			NC_010458.4			38504445			intron_variant			PDE4D			T			G			0.79			0.08			0.71


			NC_010458.4			38605910			intron_variant			PDE4D			C			T			0.64			0.00


			NC_010458.4			38606133			intron_variant			PDE4D			G			T			0.62			0.00


			NC_010458.4			38504492			intron_variant			PDE4D			T			C			0.77			0.08			0.69


			NC_010458.4			38606352			intron_variant			PDE4D			T			C			0.61			0.00


			NC_010458.4			38505176			intron_variant			PDE4D			C			A			0.94			0.08			0.86


			NC_010458.4			38606683			intron_variant			PDE4D			A			G			0.60			0.00


			NC_010458.4			38606732			intron_variant			PDE4D			C			T			0.64			0.00


			NC_010458.4			38505453			intron_variant			PDE4D			G			C			0.95			0.03			0.92


			NC_010458.4			38506444			intron_variant			PDE4D			A			G			0.92			0.08			0.84


			NC_010458.4			38607250			intron_variant			PDE4D			C			G			0.63			0.00


			NC_010458.4			38507459			intron_variant			PDE4D			C			T			0.93			0.08			0.85


			NC_010458.4			38507460			intron_variant			PDE4D			T			G			0.93			0.08			0.85


			NC_010458.4			38507726			intron_variant			PDE4D			C			A			0.74			0.05			0.69


			NC_010458.4			38508759			intron_variant			PDE4D			C			T			0.02			0.67			0.64


			NC_010458.4			38511525			intron_variant			PDE4D			T			C			0.65			0.05			0.60


			NC_010458.4			38512759			intron_variant			PDE4D			C			T			0.95			0.36			0.59


			NC_010458.4			38513784			intron_variant			PDE4D			T			C			0.63			0.08			0.55


			NC_010458.4			38514399			intron_variant			PDE4D			T			C			0.59			0.08			0.51


			NC_010458.4			38515453			intron_variant			PDE4D			C			T			0.95			0.37			0.58


			NC_010458.4			38526268			intron_variant			PDE4D			T			C			0.96			0.26			0.70


			NC_010458.4			38526564			intron_variant			PDE4D			C			T			0.93			0.39			0.54


			NC_010458.4			38527167			intron_variant			PDE4D			C			G			0.95			0.32			0.63


			NC_010458.4			38532345			intron_variant			PDE4D			C			T			0.97			0.34			0.63


			NC_010458.4			38533210			intron_variant			PDE4D			T			C			0.80			0.08			0.72


			NC_010458.4			38535271			intron_variant			PDE4D			C			T			0.55			0.05			0.50


			NC_010458.4			38538691			intron_variant			PDE4D			G			A			0.93			0.08			0.85


			NC_010458.4			38538795			intron_variant			PDE4D			C			T			0.91			0.08			0.83


			NC_010458.4			38540073			intron_variant			PDE4D			G			A			0.64			0.03			0.61


			NC_010458.4			38607258			intron_variant			PDE4D			T			C			0.63			0.00


			NC_010458.4			38607281			intron_variant			PDE4D			C			G			0.63			0.00


			NC_010458.4			38541929			intron_variant			PDE4D			T			C			0.90			0.06			0.84


			NC_010458.4			38542434			intron_variant			PDE4D			T			C			0.67			0.08			0.59


			NC_010458.4			38543099			intron_variant			PDE4D			G			A			0.93			0.08			0.85


			NC_010458.4			38544268			intron_variant			PDE4D			A			T			0.68			0.03			0.65


			NC_010458.4			38544411			intron_variant			PDE4D			T			C			0.92			0.05			0.87


			NC_010458.4			38544688			intron_variant			PDE4D			C			T			0.92			0.08			0.84


			NC_010458.4			38545182			intron_variant			PDE4D			A			G			0.71			0.06			0.65


			NC_010458.4			38546716			intron_variant			PDE4D			A			G			0.93			0.05			0.88


			NC_010458.4			38550240			intron_variant			PDE4D			T			G			0.93			0.08			0.85


			NC_010458.4			38607361			intron_variant			PDE4D			T			A			0.62			0.00


			NC_010458.4			38552700			intron_variant			PDE4D			C			T			0.94			0.11			0.83


			NC_010458.4			38553319			intron_variant			PDE4D			C			T			0.93			0.08			0.85


			NC_010458.4			38557437			intron_variant			PDE4D			G			A			0.82			0.08			0.74


			NC_010458.4			38557806			intron_variant			PDE4D			C			A			0.64			0.05			0.59


			NC_010458.4			38557892			intron_variant			PDE4D			G			A			0.76			0.06			0.70


			NC_010458.4			38607381			intron_variant			PDE4D			T			C			0.75			0.00


			NC_010458.4			38558227			intron_variant			PDE4D			T			G			0.61			0.06			0.55


			NC_010458.4			38558234			intron_variant			PDE4D			G			A			0.61			0.06			0.55


			NC_010458.4			38558500			intron_variant			PDE4D			G			T			0.64			0.08			0.56


			NC_010458.4			38558529			intron_variant			PDE4D			C			G			0.94			0.08			0.86


			NC_010458.4			38558578			intron_variant			PDE4D			A			G			0.63			0.11			0.52


			NC_010458.4			38558703			intron_variant			PDE4D			C			A			0.88			0.08			0.80


			NC_010458.4			38558760			intron_variant			PDE4D			G			C			0.90			0.08			0.82


			NC_010458.4			38558822			intron_variant			PDE4D			A			C			0.78			0.08			0.70


			NC_010458.4			38558987			intron_variant			PDE4D			C			T			0.58			0.08			0.50


			NC_010458.4			38559203			intron_variant			PDE4D			A			G			0.60			0.06			0.54


			NC_010458.4			38559222			intron_variant			PDE4D			G			A			0.58			0.05			0.53


			NC_010458.4			38559360			intron_variant			PDE4D			G			T			0.56			0.03			0.53


			NC_010458.4			38559401			intron_variant			PDE4D			T			C			0.65			0.08			0.57


			NC_010458.4			38559407			intron_variant			PDE4D			G			A			0.64			0.08			0.56


			NC_010458.4			38559477			intron_variant			PDE4D			A			G			0.65			0.09			0.56


			NC_010458.4			38559645			intron_variant			PDE4D			T			A			0.61			0.08			0.53


			NC_010458.4			38559720			intron_variant			PDE4D			A			G			0.62			0.06			0.56


			NC_010458.4			38559773			intron_variant			PDE4D			G			A			0.59			0.08			0.51


			NC_010458.4			38559819			intron_variant			PDE4D			A			G			0.60			0.08			0.52


			NC_010458.4			38559915			intron_variant			PDE4D			C			T			0.61			0.08			0.53


			NC_010458.4			38559955			intron_variant			PDE4D			C			T			0.63			0.05			0.58


			NC_010458.4			38559979			intron_variant			PDE4D			A			G			0.61			0.05			0.56


			NC_010458.4			38559989			intron_variant			PDE4D			A			C			0.61			0.05			0.56


			NC_010458.4			38560178			intron_variant			PDE4D			T			C			0.58			0.05			0.53


			NC_010458.4			38560211			intron_variant			PDE4D			G			A			0.56			0.05			0.51


			NC_010458.4			38560212			intron_variant			PDE4D			A			T			0.56			0.05			0.51


			NC_010458.4			38560309			intron_variant			PDE4D			T			A			0.63			0.09			0.54


			NC_010458.4			38560314			intron_variant			PDE4D			A			G			0.63			0.09			0.54


			NC_010458.4			38560392			intron_variant			PDE4D			G			A			0.62			0.08			0.54


			NC_010458.4			38560431			intron_variant			PDE4D			A			G			0.63			0.05			0.58


			NC_010458.4			38560660			intron_variant			PDE4D			A			T			0.63			0.08			0.55


			NC_010458.4			38560756			intron_variant			PDE4D			T			C			0.83			0.11			0.72


			NC_010458.4			38560765			intron_variant			PDE4D			A			G			0.63			0.11			0.52


			NC_010458.4			38560856			intron_variant			PDE4D			A			C			0.61			0.11			0.50


			NC_010458.4			38560874			intron_variant			PDE4D			T			C			0.61			0.11			0.50


			NC_010458.4			38561032			intron_variant			PDE4D			A			G			0.59			0.08			0.51


			NC_010458.4			38561053			intron_variant			PDE4D			C			T			0.61			0.08			0.53


			NC_010458.4			38561077			intron_variant			PDE4D			T			C			0.90			0.08			0.82


			NC_010458.4			38561216			intron_variant			PDE4D			C			A			0.94			0.34			0.60


			NC_010458.4			38562478			intron_variant			PDE4D			A			G			0.61			0.05			0.56


			NC_010458.4			38562555			intron_variant			PDE4D			T			A			0.90			0.05			0.85


			NC_010458.4			38562618			intron_variant			PDE4D			C			A			0.64			0.05			0.59


			NC_010458.4			38562676			intron_variant			PDE4D			G			A			0.62			0.03			0.59


			NC_010458.4			38562762			intron_variant			PDE4D			A			T			0.62			0.08			0.54


			NC_010458.4			38562786			intron_variant			PDE4D			C			T			0.61			0.08			0.53


			NC_010458.4			38562877			intron_variant			PDE4D			A			G			0.65			0.03			0.62


			NC_010458.4			38563021			intron_variant			PDE4D			T			C			0.79			0.03			0.76


			NC_010458.4			38607526			intron_variant			PDE4D			C			T			0.60			0.00


			NC_010458.4			38607554			intron_variant			PDE4D			C			T			0.58			0.00


			NC_010458.4			38607567			intron_variant			PDE4D			T			G			0.56			0.00


			NC_010458.4			38607573			intron_variant			PDE4D			C			G			0.56			0.00


			NC_010458.4			38564169			intron_variant			PDE4D			G			A			0.92			0.08			0.84


			NC_010458.4			38564196			intron_variant			PDE4D			G			A			0.90			0.08			0.82


			NC_010458.4			38564773			intron_variant			PDE4D			C			T			0.90			0.08			0.82


			NC_010458.4			38564821			intron_variant			PDE4D			A			T			0.90			0.05			0.85


			NC_010458.4			38607813			intron_variant			PDE4D			G			T			0.66			0.00


			NC_010458.4			38607868			intron_variant			PDE4D			G			A			0.62			0.00


			NC_010458.4			38608056			intron_variant			PDE4D			A			G			0.64			0.00


			NC_010458.4			38569565			intron_variant			PDE4D			A			C			0.93			0.08			0.85


			NC_010458.4			38569664			intron_variant			PDE4D			A			G			0.89			0.05			0.84


			NC_010458.4			38569745			intron_variant			PDE4D			A			G			0.60			0.05			0.55


			NC_010458.4			38571337			intron_variant			PDE4D			A			G			0.92			0.05			0.87


			NC_010458.4			38571478			intron_variant			PDE4D			T			G			0.93			0.08			0.85


			NC_010458.4			38572163			intron_variant			PDE4D			C			A			0.92			0.05			0.87


			NC_010458.4			38572529			intron_variant			PDE4D			A			G			0.90			0.05			0.85


			NC_010458.4			38572803			intron_variant			PDE4D			T			C			0.92			0.03			0.89


			NC_010458.4			38575061			intron_variant			PDE4D			C			T			0.76			0.05			0.71


			NC_010458.4			38608060			intron_variant			PDE4D			G			A			0.64			0.00


			NC_010458.4			38608597			intron_variant			PDE4D			T			C			0.64			0.00


			NC_010458.4			38575578			intron_variant			PDE4D			T			C			0.70			0.05			0.65


			NC_010458.4			38575588			intron_variant			PDE4D			C			T			0.70			0.05			0.65


			NC_010458.4			38608627			intron_variant			PDE4D			G			A			0.61			0.00


			NC_010458.4			38575617			intron_variant			PDE4D			C			T			0.72			0.05			0.67


			NC_010458.4			38575621			intron_variant			PDE4D			A			C			0.72			0.05			0.67


			NC_010458.4			38575840			intron_variant			PDE4D			A			C			0.70			0.05			0.65


			NC_010458.4			38575869			intron_variant			PDE4D			C			T			0.70			0.05			0.65


			NC_010458.4			38576183			intron_variant			PDE4D			A			G			0.74			0.08			0.66


			NC_010458.4			38576207			intron_variant			PDE4D			A			G			0.77			0.08			0.69


			NC_010458.4			38576361			intron_variant			PDE4D			C			T			0.74			0.08			0.66


			NC_010458.4			38576407			intron_variant			PDE4D			A			C			0.74			0.08			0.66


			NC_010458.4			38576626			intron_variant			PDE4D			T			C			0.74			0.03			0.71


			NC_010458.4			38577668			intron_variant			PDE4D			C			T			0.76			0.08			0.68


			NC_010458.4			38577788			intron_variant			PDE4D			T			C			0.77			0.08			0.69


			NC_010458.4			38577936			intron_variant			PDE4D			G			A			0.74			0.08			0.66


			NC_010458.4			38577965			intron_variant			PDE4D			A			G			0.77			0.08			0.69


			NC_010458.4			38578022			intron_variant			PDE4D			A			G			0.78			0.08			0.70


			NC_010458.4			38578095			intron_variant			PDE4D			A			T			0.75			0.08			0.67


			NC_010458.4			38578188			intron_variant			PDE4D			G			A			0.80			0.08			0.72


			NC_010458.4			38578204			intron_variant			PDE4D			A			G			0.78			0.08			0.70


			NC_010458.4			38578334			intron_variant			PDE4D			A			G			0.76			0.09			0.67


			NC_010458.4			38578354			intron_variant			PDE4D			G			A			0.77			0.08			0.69


			NC_010458.4			38578538			intron_variant			PDE4D			T			A			0.90			0.31			0.59


			NC_010458.4			38578561			intron_variant			PDE4D			C			T			0.70			0.05			0.65


			NC_010458.4			38578720			intron_variant			PDE4D			G			A			0.76			0.08			0.68


			NC_010458.4			38578892			intron_variant			PDE4D			C			T			0.74			0.08			0.66


			NC_010458.4			38579123			intron_variant			PDE4D			C			A			0.76			0.06			0.70


			NC_010458.4			38579183			intron_variant			PDE4D			C			T			0.76			0.08			0.68


			NC_010458.4			38579223			intron_variant			PDE4D			T			C			0.76			0.08			0.68


			NC_010458.4			38579332			intron_variant			PDE4D			C			T			0.75			0.08			0.67


			NC_010458.4			38579337			intron_variant			PDE4D			C			G			0.75			0.08			0.67


			NC_010458.4			38582422			intron_variant			PDE4D			T			G			0.94			0.42			0.52


			NC_010458.4			38583529			intron_variant			PDE4D			T			C			0.67			0.03			0.64


			NC_010458.4			38583670			intron_variant			PDE4D			T			C			0.97			0.39			0.58


			NC_010458.4			38585063			intron_variant			PDE4D			C			G			0.95			0.39			0.56


			NC_010458.4			38585640			intron_variant			PDE4D			C			A			0.93			0.39			0.54


			NC_010458.4			38585914			intron_variant			PDE4D			A			G			0.91			0.34			0.57


			NC_010458.4			38586527			intron_variant			PDE4D			T			C			0.88			0.37			0.51


			NC_010458.4			38586810			intron_variant			PDE4D			G			C			0.86			0.32			0.54


			NC_010458.4			38589078			intron_variant			PDE4D			A			G			0.78			0.03			0.75


			NC_010458.4			38590788			intron_variant			PDE4D			C			A			0.63			0.09			0.54


			NC_010458.4			38591195			intron_variant			PDE4D			T			C			0.59			0.03			0.56


			NC_010458.4			38591599			intron_variant			PDE4D			T			C			0.95			0.39			0.56


			NC_010458.4			38592109			intron_variant			PDE4D			T			C			0.78			0.03			0.75


			NC_010458.4			38592298			intron_variant			PDE4D			T			C			0.79			0.03			0.76


			NC_010458.4			38592475			intron_variant			PDE4D			G			T			0.78			0.03			0.75


			NC_010458.4			38608702			intron_variant			PDE4D			G			C			0.67			0.00


			NC_010458.4			38608989			intron_variant			PDE4D			C			T			0.62			0.00


			NC_010458.4			38609077			intron_variant			PDE4D			G			T			0.58			0.00


			NC_010458.4			38609306			intron_variant			PDE4D			A			G			0.64			0.00


			NC_010458.4			38594494			intron_variant			PDE4D			G			A			0.79			0.03			0.76


			NC_010458.4			38594982			intron_variant			PDE4D			C			T			0.80			0.03			0.77


			NC_010458.4			38595287			intron_variant			PDE4D			G			A			0.88			0.08			0.80


			NC_010458.4			38609326			intron_variant			PDE4D			C			G			0.63			0.00


			NC_010458.4			38609417			intron_variant			PDE4D			C			A			0.65			0.00


			NC_010458.4			38609483			intron_variant			PDE4D			A			G			0.62			0.00


			NC_010458.4			38596129			intron_variant			PDE4D			G			A			0.94			0.44			0.50


			NC_010458.4			38596171			intron_variant			PDE4D			T			A			0.93			0.25			0.68


			NC_010458.4			38598307			intron_variant			PDE4D			T			C			0.91			0.05			0.86


			NC_010458.4			38600395			intron_variant			PDE4D			C			T			0.83			0.05			0.78


			NC_010458.4			38603393			intron_variant			PDE4D			G			A			0.94			0.05			0.89


			NC_010458.4			38603616			intron_variant			PDE4D			T			C			0.76			0.03			0.73


			NC_010458.4			38609551			intron_variant			PDE4D			A			G			0.63			0.00


			NC_010458.4			38609561			intron_variant			PDE4D			A			G			0.60			0.00


			NC_010458.4			38609607			intron_variant			PDE4D			T			C			0.59			0.00


			NC_010458.4			38609608			intron_variant			PDE4D			G			A			0.59			0.00


			NC_010458.4			38606018			intron_variant			PDE4D			C			T			0.95			0.05			0.90


			NC_010458.4			38609641			intron_variant			PDE4D			A			T			0.62			0.00


			NC_010458.4			38609693			intron_variant			PDE4D			C			T			0.60			0.00


			NC_010458.4			38610197			intron_variant			PDE4D			C			T			0.62			0.00


			NC_010458.4			38610246			intron_variant			PDE4D			C			A			0.63			0.00


			NC_010458.4			38610269			intron_variant			PDE4D			A			G			0.61			0.00


			NC_010458.4			38610333			intron_variant			PDE4D			C			G			0.59			0.00


			NC_010458.4			38610398			intron_variant			PDE4D			A			G			0.60			0.00


			NC_010458.4			38610651			intron_variant			PDE4D			G			A			0.63			0.00


			NC_010458.4			38610812			intron_variant			PDE4D			A			T			0.65			0.00


			NC_010458.4			38611130			intron_variant			PDE4D			T			C			0.61			0.00


			NC_010458.4			38611178			intron_variant			PDE4D			G			A			0.72			0.00


			NC_010458.4			38611270			intron_variant			PDE4D			T			C			0.54			0.00


			NC_010458.4			38611356			intron_variant			PDE4D			A			G			0.57			0.00


			NC_010458.4			38611369			intron_variant			PDE4D			T			G			0.57			0.00


			NC_010458.4			38611493			intron_variant			PDE4D			G			A			0.61			0.00


			NC_010458.4			38607961			intron_variant			PDE4D			A			C			0.95			0.05			0.90


			NC_010458.4			38611623			intron_variant			PDE4D			G			C			0.60			0.00


			NC_010458.4			38611956			intron_variant			PDE4D			T			C			0.58			0.00


			NC_010458.4			38608482			intron_variant			PDE4D			C			G			0.01			0.94			0.93


			NC_010458.4			38611959			intron_variant			PDE4D			C			T			0.55			0.00


			NC_010458.4			38612051			intron_variant			PDE4D			T			C			0.58			0.00


			NC_010458.4			38612108			intron_variant			PDE4D			G			C			0.61			0.00


			NC_010458.4			38608985			intron_variant			PDE4D			C			T			0.98			0.03			0.95


			NC_010458.4			38612153			intron_variant			PDE4D			G			T			0.59			0.00


			NC_010458.4			38612252			intron_variant			PDE4D			G			C			0.62			0.00


			NC_010458.4			38609116			intron_variant			PDE4D			G			A			0.02			0.97			0.95


			NC_010458.4			38612313			intron_variant			PDE4D			C			T			0.60			0.00


			NC_010458.4			38612438			intron_variant			PDE4D			C			T			0.74			0.00


			NC_010458.4			38612489			intron_variant			PDE4D			G			A			0.60			0.00


			NC_010458.4			38612562			intron_variant			PDE4D			C			A			0.63			0.00


			NC_010458.4			38612611			intron_variant			PDE4D			C			G			0.62			0.00


			NC_010458.4			38612757			intron_variant			PDE4D			A			G			0.59			0.00


			NC_010458.4			38612792			intron_variant			PDE4D			C			T			0.60			0.00


			NC_010458.4			38612808			intron_variant			PDE4D			T			C			0.62			0.00


			NC_010458.4			38612865			intron_variant			PDE4D			G			T			0.59			0.00


			NC_010458.4			38612880			intron_variant			PDE4D			C			T			0.60			0.00


			NC_010458.4			38613008			intron_variant			PDE4D			C			G			0.59			0.00


			NC_010458.4			38613016			intron_variant			PDE4D			A			G			0.59			0.00


			NC_010458.4			38613181			intron_variant			PDE4D			A			C			0.61			0.00


			NC_010458.4			38613210			intron_variant			PDE4D			C			G			0.59			0.00


			NC_010458.4			38613271			intron_variant			PDE4D			G			T			0.58			0.00


			NC_010458.4			38613367			intron_variant			PDE4D			G			A			0.57			0.00


			NC_010458.4			38613452			intron_variant			PDE4D			A			G			0.59			0.00


			NC_010458.4			38613622			intron_variant			PDE4D			G			A			0.58			0.00


			NC_010458.4			38613637			intron_variant			PDE4D			G			A			0.57			0.00


			NC_010458.4			38613734			intron_variant			PDE4D			C			T			0.74			0.00


			NC_010458.4			38613743			intron_variant			PDE4D			G			C			0.74			0.00


			NC_010458.4			38641536			intron_variant			PDE4D			A			T			0.57			0.00


			NC_010458.4			38687286			intron_variant			PDE4D			G			A			0.59			0.00


			NC_010458.4			38690973			intron_variant			PDE4D			A			C			0.67			0.00


			NC_010458.4			38754982			intron_variant			PDE4D			C			T			0.69			0.00


			NC_010458.4			38762984			intron_variant			PDE4D			C			T			0.55			0.00


			NC_010458.4			38763116			intron_variant			PDE4D			G			A			0.56			0.00


			NC_010458.4			38763272			intron_variant			PDE4D			C			G			0.53			0.00


			NC_010458.4			38769030			intron_variant			PDE4D			G			A			0.73			0.00


			NC_010458.4			39085928			intron_variant			PDE4D			C			T			0.57			0.00


			NC_010458.4			39085929			intron_variant			PDE4D			A			G			0.57			0.00


			NC_010458.4			39085931			intron_variant			PDE4D			A			C			0.54			0.00


			NC_010458.4			39108247			intron_variant			PDE4D			G			A			0.57			0.00


			NC_010458.4			39188310			intron_variant			PDE4D			T			C			0.79			0.00


			NC_010458.4			39315977			intron_variant			PDE4D			C			G			0.69			0.00


			NC_010458.4			39316033			intron_variant			PDE4D			T			G			0.58			0.00


			NC_010458.4			39316825			intron_variant			PDE4D			G			A			0.59			0.00


			NC_010458.4			39334653			intron_variant			PDE4D			C			T			0.66			0.00


			NC_010458.4			39357530			intron_variant			PDE4D			A			G			0.80			0.00


			NC_010458.4			39363109			intron_variant			PDE4D			T			A			0.51			0.00


			NC_010458.4			39367485			intron_variant			PDE4D			A			G			0.52			0.00


			NC_010458.4			39381077			intron_variant			PDE4D			T			G			0.51			0.00


			NC_010458.4			39381174			intron_variant			PDE4D			T			C			0.76			0.00


			NC_010458.4			39381959			intron_variant			PDE4D			C			T			0.83			0.00


			NC_010458.4			39382685			intron_variant			PDE4D			A			T			0.81			0.00


			NC_010458.4			39382714			intron_variant			PDE4D			G			A			0.82			0.00


			NC_010458.4			39383112			intron_variant			PDE4D			A			T			0.81			0.00


			NC_010458.4			38613454			intron_variant			PDE4D			A			G			0.95			0.06			0.89


			NC_010458.4			39384588			intron_variant			PDE4D			C			A			0.73			0.00


			NC_010458.4			39394748			intron_variant			PDE4D			T			G			0.57			0.00


			NC_010458.4			39395126			intron_variant			PDE4D			C			G			0.56			0.00


			NC_010458.4			44238765			intron_variant			NLN			G			C			0.59			0.00


			NC_010458.4			38614669			intron_variant			PDE4D			A			T			0.96			0.03			0.93


			NC_010458.4			38620136			intron_variant			PDE4D			C			T			0.02			0.89			0.87


			NC_010458.4			38627993			intron_variant			PDE4D			A			G			0.93			0.05			0.88


			NC_010458.4			38628276			intron_variant			PDE4D			T			C			0.72			0.05			0.67


			NC_010458.4			38628351			intron_variant			PDE4D			T			A			0.73			0.03			0.70


			NC_010458.4			38628395			intron_variant			PDE4D			G			A			0.60			0.03			0.57


			NC_010458.4			38633440			intron_variant			PDE4D			C			T			0.01			0.58			0.57


			NC_010458.4			38635350			intron_variant			PDE4D			A			C			0.40			0.97			0.58


			NC_010458.4			38635732			intron_variant			PDE4D			C			T			0.37			0.97			0.60


			NC_010458.4			38637418			intron_variant			PDE4D			C			T			0.37			0.97			0.60


			NC_010458.4			38637574			intron_variant			PDE4D			C			T			0.16			0.97			0.81


			NC_010458.4			38637924			intron_variant			PDE4D			T			C			0.38			1.00			0.63


			NC_010458.4			38638408			intron_variant			PDE4D			G			A			0.40			1.00			0.60


			NC_010458.4			38638452			intron_variant			PDE4D			G			A			0.39			0.97			0.59


			NC_010458.4			38639133			intron_variant			PDE4D			C			T			0.38			0.97			0.59


			NC_010458.4			38640280			intron_variant			PDE4D			C			T			0.01			0.58			0.57


			NC_010458.4			66453667			3_prime_UTR_variant			SGCD			G			C			0.53			0.00


			NC_010458.4			38641829			intron_variant			PDE4D			T			C			0.01			0.56			0.54


			NC_010458.4			38641970			intron_variant			PDE4D			T			C			0.28			0.97			0.69


			NC_010458.4			38642402			intron_variant			PDE4D			G			A			0.65			0.06			0.59


			NC_010458.4			38643352			intron_variant			PDE4D			T			C			0.33			0.97			0.64


			NC_010458.4			38643494			intron_variant			PDE4D			C			T			0.01			0.63			0.62


			NC_010458.4			38644991			intron_variant			PDE4D			C			A			0.42			0.97			0.55


			NC_010458.4			38646478			intron_variant			PDE4D			T			C			0.29			0.94			0.65


			NC_010458.4			38647009			intron_variant			PDE4D			C			T			0.38			0.97			0.59


			NC_010458.4			38647155			intron_variant			PDE4D			A			G			0.27			1.00			0.73


			NC_010458.4			38650529			intron_variant			PDE4D			T			C			0.72			0.03			0.69


			NC_010458.4			38651912			intron_variant			PDE4D			C			T			0.69			0.03			0.66


			NC_010458.4			38659493			intron_variant			PDE4D			A			G			0.06			0.75			0.69


			NC_010458.4			38661839			intron_variant			PDE4D			G			C			0.07			0.79			0.72


			NC_010458.4			38664685			intron_variant			PDE4D			T			G			0.65			0.08			0.57


			NC_010458.4			38665025			intron_variant			PDE4D			A			G			0.68			0.08			0.60


			NC_010458.4			38665381			intron_variant			PDE4D			A			G			0.94			0.37			0.57


			NC_010458.4			38665785			intron_variant			PDE4D			A			G			0.58			0.03			0.55


			NC_010458.4			38675823			intron_variant			PDE4D			T			C			0.95			0.05			0.90


			NC_010458.4			38677144			intron_variant			PDE4D			A			T			0.85			0.03			0.82


			NC_010458.4			38677147			intron_variant			PDE4D			G			A			0.85			0.03			0.82


			NC_010458.4			38677519			intron_variant			PDE4D			G			C			0.95			0.05			0.90


			NC_010458.4			38678395			intron_variant			PDE4D			G			A			0.66			0.03			0.63


			NC_010458.4			38679672			intron_variant			PDE4D			T			C			0.97			0.08			0.89


			NC_010458.4			38680049			intron_variant			PDE4D			G			T			0.56			0.03			0.53


			NC_010458.4			38680547			intron_variant			PDE4D			G			A			0.92			0.08			0.84


			NC_010458.4			38680981			intron_variant			PDE4D			T			A			0.90			0.13			0.77


			NC_010458.4			38681228			intron_variant			PDE4D			C			T			0.06			0.58			0.52


			NC_010458.4			38682182			intron_variant			PDE4D			A			C			0.73			0.08			0.65


			NC_010458.4			38682712			intron_variant			PDE4D			G			C			0.95			0.08			0.87


			NC_010458.4			38682810			intron_variant			PDE4D			T			G			0.95			0.11			0.84


			NC_010458.4			38683179			intron_variant			PDE4D			G			A			0.96			0.06			0.90


			NC_010458.4			38683221			intron_variant			PDE4D			C			T			0.96			0.08			0.88


			NC_010458.4			38683323			intron_variant			PDE4D			T			C			0.94			0.11			0.83


			NC_010458.4			38683535			intron_variant			PDE4D			C			G			0.93			0.11			0.82


			NC_010458.4			38683698			intron_variant			PDE4D			C			T			0.95			0.11			0.84


			NC_010458.4			38685369			intron_variant			PDE4D			C			A			0.66			0.03			0.63


			NC_010458.4			38685548			intron_variant			PDE4D			T			C			0.87			0.08			0.79


			NC_010458.4			38685699			intron_variant			PDE4D			T			C			0.95			0.08			0.87


			NC_010458.4			38685780			intron_variant			PDE4D			A			G			0.55			0.05			0.50


			NC_010458.4			38685883			intron_variant			PDE4D			T			G			0.76			0.08			0.68


			NC_010458.4			66454071			3_prime_UTR_variant			SGCD			G			A			0.52			0.00


			NC_010458.4			38687795			intron_variant			PDE4D			G			A			0.56			0.03			0.53


			NC_010458.4			38687897			intron_variant			PDE4D			G			A			0.58			0.03			0.55


			NC_010458.4			38688852			intron_variant			PDE4D			G			A			0.55			0.03			0.52


			NC_010458.4			38688879			intron_variant			PDE4D			T			C			0.97			0.37			0.60


			NC_010458.4			38689924			intron_variant			PDE4D			C			T			0.65			0.03			0.62


			NC_010458.4			38690772			intron_variant			PDE4D			A			G			0.55			0.03			0.52


			NC_010458.4			66454100			3_prime_UTR_variant			SGCD			A			G			0.52			0.00


			NC_010458.4			38691007			intron_variant			PDE4D			T			C			0.74			0.13			0.61


			NC_010458.4			38691068			intron_variant			PDE4D			A			G			0.70			0.11			0.59


			NC_010458.4			38711578			intron_variant			PDE4D			A			C			0.94			0.25			0.69


			NC_010458.4			38716757			intron_variant			PDE4D			T			C			0.71			0.03			0.68


			NC_010458.4			38717286			intron_variant			PDE4D			C			T			0.00			0.50


			NC_010458.4			38717639			intron_variant			PDE4D			G			C			0.01			0.63			0.62


			NC_010458.4			38717837			intron_variant			PDE4D			A			T			0.01			0.63			0.62


			NC_010458.4			38717848			intron_variant			PDE4D			G			A			0.08			0.63			0.55


			NC_010458.4			38717953			intron_variant			PDE4D			G			A			0.00			0.50


			NC_010458.4			38720131			intron_variant			PDE4D			T			G			0.00			0.53


			NC_010458.4			38720961			intron_variant			PDE4D			C			T			0.00			0.50


			NC_010458.4			38721238			intron_variant			PDE4D			T			C			0.00			0.50


			NC_010458.4			38723394			intron_variant			PDE4D			T			C			0.00			0.50


			NC_010458.4			38724111			intron_variant			PDE4D			T			C			0.74			0.03			0.71


			NC_010458.4			38727375			intron_variant			PDE4D			G			T			0.00			0.50


			NC_010458.4			66474529			intron_variant			SGCD			T			C			0.65			0.00


			NC_010458.4			38761487			intron_variant			PDE4D			C			T			0.01			0.53			0.51


			NC_010458.4			66481736			intron_variant			SGCD			T			A			0.53			0.00


			NC_010458.4			66488787			intron_variant			SGCD			T			C			0.53			0.00


			NC_010458.4			66488788			intron_variant			SGCD			T			A			0.53			0.00


			NC_010458.4			38763889			intron_variant			PDE4D			G			T			0.92			0.37			0.55


			NC_010458.4			38764371			intron_variant			PDE4D			T			C			0.96			0.28			0.68


			NC_010458.4			38765240			intron_variant			PDE4D			G			T			0.25			1.00			0.75


			NC_010458.4			66488802			intron_variant			SGCD			C			T			0.61			0.00


			NC_010458.4			38771969			intron_variant			PDE4D			G			C			0.98			0.37			0.61


			NC_010458.4			38773173			intron_variant			PDE4D			C			T			0.60			0.10			0.50


			NC_010458.4			38774866			intron_variant			PDE4D			C			T			0.60			0.03			0.57


			NC_010458.4			38777085			intron_variant			PDE4D			C			T			0.70			0.11			0.59


			NC_010458.4			38777269			intron_variant			PDE4D			A			T			0.68			0.13			0.55


			NC_010458.4			38778036			intron_variant			PDE4D			T			G			0.97			0.45			0.52


			NC_010458.4			38778597			intron_variant			PDE4D			G			T			0.65			0.13			0.52


			NC_010458.4			38778598			intron_variant			PDE4D			A			T			0.65			0.13			0.52


			NC_010458.4			38779288			intron_variant			PDE4D			A			C			0.62			0.11			0.51


			NC_010458.4			38783223			intron_variant			PDE4D			A			G			0.97			0.45			0.52


			NC_010458.4			38785754			intron_variant			PDE4D			A			G			0.97			0.45			0.52


			NC_010458.4			38785833			intron_variant			PDE4D			T			C			0.66			0.13			0.53


			NC_010458.4			38786293			intron_variant			PDE4D			G			A			0.66			0.08			0.58


			NC_010458.4			38787572			intron_variant			PDE4D			A			T			0.91			0.11			0.80


			NC_010458.4			38789157			intron_variant			PDE4D			C			T			0.65			0.13			0.52


			NC_010458.4			38789516			intron_variant			PDE4D			A			C			0.63			0.13			0.50


			NC_010458.4			38791084			intron_variant			PDE4D			G			A			0.90			0.17			0.73


			NC_010458.4			38791518			intron_variant			PDE4D			A			G			0.91			0.11			0.80


			NC_010458.4			38792044			intron_variant			PDE4D			G			T			0.63			0.11			0.52


			NC_010458.4			38792376			intron_variant			PDE4D			T			C			0.96			0.38			0.58


			NC_010458.4			38794960			intron_variant			PDE4D			C			T			0.65			0.13			0.52


			NC_010448.4			47704040			upstream_gene_variant			SIRT2			C			T			0.07			0.79			0.72


			NC_010449.5			31862303			downstream_gene_variant			MAPK14			G			T			0.07			0.61			0.54


			NC_010458.4			38815118			intron_variant			PDE4D			C			T			0.66			0.11			0.55


			NC_010458.4			38815514			intron_variant			PDE4D			T			C			0.64			0.11			0.53


			NC_010458.4			38823232			intron_variant			PDE4D			G			C			0.66			0.11			0.55


			NC_010458.4			38823335			intron_variant			PDE4D			T			C			0.73			0.11			0.62


			NC_010458.4			38823461			intron_variant			PDE4D			A			G			0.89			0.11			0.78


			NC_010458.4			38825443			intron_variant			PDE4D			T			C			0.87			0.08			0.79


			NC_010458.4			38826092			intron_variant			PDE4D			G			A			0.91			0.11			0.80


			NC_010458.4			38828106			intron_variant			PDE4D			T			C			0.93			0.08			0.85


			NC_010458.4			38829643			intron_variant			PDE4D			A			T			0.67			0.16			0.51


			NC_010458.4			38830495			intron_variant			PDE4D			C			T			0.93			0.42			0.51


			NC_010458.4			38831273			intron_variant			PDE4D			T			C			0.94			0.44			0.50


			NC_010458.4			38836565			intron_variant			PDE4D			G			A			0.05			0.56			0.51


			NC_010458.4			38838885			intron_variant			PDE4D			T			C			0.87			0.09			0.78


			NC_010458.4			38839217			intron_variant			PDE4D			T			A			0.93			0.39			0.54


			NC_010458.4			38839623			intron_variant			PDE4D			G			A			0.94			0.44			0.50


			NC_010458.4			38842723			intron_variant			PDE4D			C			T			0.87			0.11			0.76


			NC_010458.4			38843986			intron_variant			PDE4D			G			A			0.02			0.53			0.50


			NC_010458.4			38846345			intron_variant			PDE4D			G			A			0.06			0.58			0.52


			NC_010458.4			38846872			intron_variant			PDE4D			C			A			0.05			0.55			0.51


			NC_010458.4			38847021			intron_variant			PDE4D			C			G			0.05			0.55			0.51


			NC_010458.4			38851664			intron_variant			PDE4D			G			T			0.94			0.39			0.55


			NC_010458.4			38858664			intron_variant			PDE4D			G			A			0.05			0.58			0.54


			NC_010458.4			38860756			intron_variant			PDE4D			T			C			0.05			0.76			0.72


			NC_010458.4			38863101			intron_variant			PDE4D			G			C			0.95			0.36			0.59


			NC_010458.4			38866401			intron_variant			PDE4D			G			A			0.63			0.11			0.52


			NC_010458.4			38866739			intron_variant			PDE4D			T			C			0.96			0.33			0.63


			NC_010458.4			38873619			intron_variant			PDE4D			G			A			0.07			0.58			0.51


			NC_010458.4			38874564			intron_variant			PDE4D			C			T			0.63			0.11			0.52


			NC_010458.4			38877291			intron_variant			PDE4D			T			A			0.07			0.61			0.54


			NC_010458.4			38890225			intron_variant			PDE4D			G			A			0.05			0.58			0.54


			NC_010458.4			38892115			intron_variant			PDE4D			G			T			0.02			0.61			0.59


			NC_010458.4			38892125			intron_variant			PDE4D			G			A			0.08			0.61			0.53


			NC_010458.4			38892700			intron_variant			PDE4D			A			G			0.95			0.39			0.56


			NC_010458.4			38894869			intron_variant			PDE4D			C			T			0.03			0.58			0.55


			NC_010458.4			38896144			intron_variant			PDE4D			C			T			0.03			0.82			0.78


			NC_010458.4			38900293			intron_variant			PDE4D			T			G			0.01			0.84			0.83


			NC_010458.4			38900921			intron_variant			PDE4D			G			A			0.19			0.84			0.65


			NC_010458.4			38901750			intron_variant			PDE4D			G			T			0.90			0.10			0.80


			NC_010458.4			38902108			intron_variant			PDE4D			A			G			0.94			0.03			0.91


			NC_010458.4			38904303			intron_variant			PDE4D			C			G			0.02			0.81			0.78


			NC_010458.4			38904611			intron_variant			PDE4D			C			T			0.08			0.87			0.79


			NC_010458.4			38905914			intron_variant			PDE4D			A			G			0.96			0.11			0.85


			NC_010458.4			38906190			intron_variant			PDE4D			C			T			0.14			0.82			0.67


			NC_010458.4			38911164			intron_variant			PDE4D			T			C			0.97			0.13			0.84


			NC_010458.4			38912800			intron_variant			PDE4D			A			T			0.04			0.68			0.64


			NC_010458.4			38917621			intron_variant			PDE4D			G			T			0.96			0.08			0.88


			NC_010458.4			38924884			intron_variant			PDE4D			C			T			0.17			0.86			0.69


			NC_010458.4			38925621			intron_variant			PDE4D			T			C			0.86			0.08			0.78


			NC_010458.4			38925658			intron_variant			PDE4D			A			G			0.88			0.13			0.75


			NC_010458.4			38928630			intron_variant			PDE4D			C			T			0.63			0.11			0.52


			NC_010458.4			38929614			intron_variant			PDE4D			G			A			0.97			0.13			0.84


			NC_010458.4			38929847			intron_variant			PDE4D			G			A			0.63			0.13			0.50


			NC_010458.4			38931128			intron_variant			PDE4D			T			C			0.61			0.11			0.50


			NC_010458.4			38933325			intron_variant			PDE4D			A			T			0.96			0.11			0.85


			NC_010458.4			38933983			intron_variant			PDE4D			G			C			0.60			0.08			0.52


			NC_010458.4			38935911			intron_variant			PDE4D			C			G			0.03			0.84			0.81


			NC_010458.4			38936860			intron_variant			PDE4D			G			A			0.61			0.11			0.50


			NC_010458.4			38937275			intron_variant			PDE4D			C			A			0.56			0.03			0.53


			NC_010458.4			38939321			intron_variant			PDE4D			G			A			0.63			0.09			0.54


			NC_010458.4			38939341			intron_variant			PDE4D			A			G			0.58			0.08			0.50


			NC_010458.4			38941514			intron_variant			PDE4D			C			T			0.02			0.87			0.85


			NC_010458.4			38942569			intron_variant			PDE4D			T			C			0.55			0.03			0.52


			NC_010458.4			38942913			intron_variant			PDE4D			A			G			0.61			0.11			0.50


			NC_010458.4			38946916			intron_variant			PDE4D			T			C			0.03			0.87			0.83


			NC_010458.4			38958145			intron_variant			PDE4D			C			T			0.02			0.82			0.79


			NC_010458.4			38965965			intron_variant			PDE4D			G			A			0.01			0.87			0.86


			NC_010458.4			38966264			intron_variant			PDE4D			G			A			0.94			0.13			0.81


			NC_010458.4			38966510			intron_variant			PDE4D			C			A			0.93			0.13			0.80


			NC_010458.4			38969346			intron_variant			PDE4D			C			T			0.03			0.68			0.65


			NC_010458.4			38970392			intron_variant			PDE4D			C			T			0.93			0.16			0.77


			NC_010458.4			38972079			intron_variant			PDE4D			A			C			0.93			0.16			0.77


			NC_010458.4			38977954			intron_variant			PDE4D			C			T			0.91			0.13			0.78


			NC_010458.4			38978109			intron_variant			PDE4D			A			T			0.85			0.11			0.74


			NC_010458.4			38978194			intron_variant			PDE4D			G			A			0.85			0.11			0.74


			NC_010458.4			38978388			intron_variant			PDE4D			T			C			0.94			0.11			0.83


			NC_010458.4			38980694			intron_variant			PDE4D			C			T			0.02			0.53			0.50


			NC_010451.4			109407182			upstream_gene_variant			EZH2			T			C			0.07			0.63			0.56


			NC_010458.4			38982975			intron_variant			PDE4D			G			A			0.02			0.87			0.85


			NC_010458.4			38982979			intron_variant			PDE4D			C			A			0.02			0.87			0.85


			NC_010458.4			38983267			intron_variant			PDE4D			C			T			0.02			0.87			0.85


			NC_010458.4			38983385			intron_variant			PDE4D			T			C			0.01			0.87			0.86


			NC_010458.4			38983417			intron_variant			PDE4D			A			G			0.02			0.89			0.87


			NC_010458.4			38983882			intron_variant			PDE4D			G			A			0.48			1.00			0.53


			NC_010458.4			38984954			intron_variant			PDE4D			A			T			0.04			0.84			0.81


			NC_010458.4			38985060			intron_variant			PDE4D			T			C			0.02			0.84			0.82


			NC_010458.4			38985402			intron_variant			PDE4D			G			T			0.03			0.89			0.85


			NC_010458.4			38985719			intron_variant			PDE4D			A			T			0.02			0.87			0.85


			NC_010458.4			38985810			intron_variant			PDE4D			A			G			0.03			0.87			0.83


			NC_010458.4			38986192			intron_variant			PDE4D			C			T			0.01			0.84			0.83


			NC_010458.4			38986425			intron_variant			PDE4D			C			T			0.03			0.84			0.81


			NC_010458.4			38986551			intron_variant			PDE4D			C			T			0.03			0.87			0.83


			NC_010458.4			38987634			intron_variant			PDE4D			T			A			0.01			0.86			0.85


			NC_010458.4			38987914			intron_variant			PDE4D			G			A			0.01			0.82			0.81


			NC_010458.4			38988382			intron_variant			PDE4D			A			G			0.04			0.82			0.79


			NC_010458.4			38988409			intron_variant			PDE4D			A			C			0.02			0.85			0.83


			NC_010458.4			38988453			intron_variant			PDE4D			G			A			0.04			0.75			0.71


			NC_010458.4			38988595			intron_variant			PDE4D			C			G			0.01			0.86			0.85


			NC_010458.4			38988717			intron_variant			PDE4D			A			C			0.02			0.87			0.85


			NC_010458.4			38990136			intron_variant			PDE4D			C			A			0.02			0.87			0.85


			NC_010458.4			38991398			intron_variant			PDE4D			C			A			0.02			0.86			0.84


			NC_010458.4			38991449			intron_variant			PDE4D			A			C			0.01			0.84			0.83


			NC_010458.4			38992016			intron_variant			PDE4D			G			A			0.01			0.85			0.84


			NC_010458.4			38992278			intron_variant			PDE4D			T			C			0.02			0.86			0.84


			NC_010458.4			38992865			intron_variant			PDE4D			C			T			0.02			0.84			0.82


			NC_010458.4			38993026			intron_variant			PDE4D			G			A			0.02			0.84			0.82


			NC_010458.4			38993887			intron_variant			PDE4D			C			T			0.01			0.84			0.83


			NC_010458.4			38993955			intron_variant			PDE4D			G			A			0.01			0.83			0.82


			NC_010458.4			38994306			intron_variant			PDE4D			C			T			0.02			0.82			0.79


			NC_010458.4			38994543			intron_variant			PDE4D			A			G			0.05			0.89			0.84


			NC_010458.4			38994649			intron_variant			PDE4D			A			G			0.01			0.83			0.82


			NC_010458.4			38994715			intron_variant			PDE4D			T			C			0.01			0.81			0.79


			NC_010458.4			38996629			intron_variant			PDE4D			A			G			0.46			1.00			0.54


			NC_010458.4			38996723			intron_variant			PDE4D			C			T			0.02			0.87			0.85


			NC_010458.4			38996911			intron_variant			PDE4D			T			C			0.02			0.84			0.82


			NC_010458.4			38998319			intron_variant			PDE4D			C			T			0.02			0.86			0.84


			NC_010458.4			38998381			intron_variant			PDE4D			A			G			0.02			0.86			0.84


			NC_010458.4			38999116			intron_variant			PDE4D			T			C			0.02			0.83			0.81


			NC_010458.4			38999155			intron_variant			PDE4D			T			C			0.03			0.83			0.80


			NC_010458.4			38999204			intron_variant			PDE4D			C			T			0.01			0.82			0.81


			NC_010458.4			38999366			intron_variant			PDE4D			C			T			0.02			0.82			0.80


			NC_010458.4			39000619			intron_variant			PDE4D			G			A			0.07			0.86			0.79


			NC_010458.4			39001497			intron_variant			PDE4D			C			A			0.02			0.87			0.85


			NC_010458.4			39001499			intron_variant			PDE4D			G			A			0.02			0.87			0.85


			NC_010458.4			39001874			intron_variant			PDE4D			T			C			0.07			0.86			0.79


			NC_010458.4			39002210			intron_variant			PDE4D			G			A			0.01			0.89			0.88


			NC_010458.4			39002229			intron_variant			PDE4D			A			T			0.01			0.87			0.86


			NC_010458.4			39002272			intron_variant			PDE4D			G			A			0.01			0.83			0.82


			NC_010458.4			39002767			intron_variant			PDE4D			T			C			0.03			0.82			0.78


			NC_010458.4			39002952			intron_variant			PDE4D			T			C			0.03			0.84			0.81


			NC_010458.4			39002995			intron_variant			PDE4D			G			A			0.01			0.87			0.86


			NC_010458.4			39003167			intron_variant			PDE4D			C			T			0.01			0.82			0.80


			NC_010458.4			39003339			intron_variant			PDE4D			A			T			0.08			0.87			0.79


			NC_010458.4			39003359			intron_variant			PDE4D			C			A			0.08			0.87			0.79


			NC_010458.4			39003530			intron_variant			PDE4D			C			T			0.04			1.00			0.96


			NC_010458.4			39003571			intron_variant			PDE4D			T			C			0.01			1.00			0.99


			NC_010458.4			39003745			intron_variant			PDE4D			G			A			0.02			0.87			0.85


			NC_010458.4			39004195			intron_variant			PDE4D			T			G			0.02			0.84			0.82


			NC_010458.4			39004299			intron_variant			PDE4D			T			C			0.03			0.87			0.83


			NC_010458.4			39004642			intron_variant			PDE4D			C			A			0.01			0.87			0.86


			NC_010458.4			39004683			intron_variant			PDE4D			A			G			0.02			0.84			0.82


			NC_010458.4			39004714			intron_variant			PDE4D			A			C			0.06			0.82			0.76


			NC_010458.4			39004793			intron_variant			PDE4D			A			T			0.09			0.87			0.78


			NC_010458.4			39005303			intron_variant			PDE4D			G			A			0.08			0.86			0.78


			NC_010458.4			39005581			intron_variant			PDE4D			T			C			0.02			0.87			0.85


			NC_010458.4			39006611			intron_variant			PDE4D			A			C			0.02			0.87			0.85


			NC_010458.4			39006711			intron_variant			PDE4D			G			A			0.01			0.89			0.88


			NC_010458.4			39006936			intron_variant			PDE4D			T			C			0.05			0.89			0.84


			NC_010458.4			39006975			intron_variant			PDE4D			C			T			0.07			0.86			0.79


			NC_010458.4			39007208			intron_variant			PDE4D			G			A			0.02			0.87			0.85


			NC_010458.4			39007247			intron_variant			PDE4D			G			A			0.02			0.84			0.82


			NC_010458.4			39007484			intron_variant			PDE4D			A			G			0.02			0.83			0.81


			NC_010458.4			39007654			intron_variant			PDE4D			G			A			0.02			0.84			0.82


			NC_010458.4			39007754			intron_variant			PDE4D			C			A			0.02			0.86			0.84


			NC_010458.4			39007937			intron_variant			PDE4D			A			C			0.01			0.84			0.83


			NC_010458.4			39008139			intron_variant			PDE4D			A			C			0.02			0.86			0.84


			NC_010458.4			39008311			intron_variant			PDE4D			G			A			0.02			0.86			0.84


			NC_010458.4			39008711			intron_variant			PDE4D			T			C			0.03			0.83			0.80


			NC_010458.4			39009334			intron_variant			PDE4D			C			G			0.07			0.88			0.81


			NC_010458.4			39009351			intron_variant			PDE4D			A			G			0.02			0.88			0.85


			NC_010458.4			39009802			intron_variant			PDE4D			G			A			0.02			0.78			0.76


			NC_010458.4			39010133			intron_variant			PDE4D			C			T			0.03			0.88			0.85


			NC_010458.4			39010151			intron_variant			PDE4D			A			T			0.03			0.88			0.85


			NC_010458.4			39010953			intron_variant			PDE4D			T			C			0.02			0.67			0.64


			NC_010458.4			39010986			intron_variant			PDE4D			A			G			0.06			0.67			0.61


			NC_010458.4			39011596			intron_variant			PDE4D			A			G			0.02			0.81			0.79


			NC_010458.4			39011821			intron_variant			PDE4D			G			C			0.02			0.87			0.85


			NC_010458.4			39011885			intron_variant			PDE4D			A			G			0.07			0.81			0.74


			NC_010458.4			39012084			intron_variant			PDE4D			C			T			0.02			0.77			0.75


			NC_010458.4			39012085			intron_variant			PDE4D			A			G			0.06			0.77			0.71


			NC_010458.4			39012566			intron_variant			PDE4D			T			C			0.01			0.61			0.60


			NC_010458.4			39012613			intron_variant			PDE4D			C			T			0.01			0.94			0.93


			NC_010458.4			39012656			intron_variant			PDE4D			C			A			0.01			0.92			0.91


			NC_010458.4			39013825			intron_variant			PDE4D			A			C			0.05			0.71			0.66


			NC_010458.4			39014142			intron_variant			PDE4D			G			A			0.05			0.61			0.57


			NC_010458.4			39014391			intron_variant			PDE4D			C			T			0.09			0.81			0.72


			NC_010458.4			39014722			intron_variant			PDE4D			C			T			0.13			0.89			0.76


			NC_010458.4			39014776			intron_variant			PDE4D			C			T			0.02			0.81			0.78


			NC_010458.4			39014968			intron_variant			PDE4D			A			G			0.03			0.94			0.91


			NC_010458.4			39015487			intron_variant			PDE4D			C			A			0.01			0.89			0.88


			NC_010458.4			39015546			intron_variant			PDE4D			A			G			0.06			0.89			0.84


			NC_010458.4			39015918			intron_variant			PDE4D			C			A			0.01			0.86			0.85


			NC_010458.4			39016203			intron_variant			PDE4D			A			C			0.02			0.87			0.85


			NC_010458.4			39016944			intron_variant			PDE4D			C			A			0.02			0.89			0.87


			NC_010458.4			39017273			intron_variant			PDE4D			C			T			0.02			0.87			0.85


			NC_010458.4			39017340			intron_variant			PDE4D			T			C			0.02			0.86			0.84


			NC_010458.4			39017897			intron_variant			PDE4D			C			T			0.02			0.87			0.85


			NC_010458.4			39018411			intron_variant			PDE4D			G			C			0.02			0.87			0.84


			NC_010458.4			39018488			intron_variant			PDE4D			T			C			0.07			0.91			0.84


			NC_010458.4			39018744			intron_variant			PDE4D			C			T			0.01			0.83			0.82


			NC_010458.4			39019109			intron_variant			PDE4D			T			C			0.01			0.79			0.78


			NC_010458.4			39019222			intron_variant			PDE4D			T			G			0.00			0.75


			NC_010458.4			39019968			intron_variant			PDE4D			T			C			0.02			0.84			0.82


			NC_010458.4			39020379			intron_variant			PDE4D			C			T			0.03			0.84			0.81


			NC_010458.4			39020490			intron_variant			PDE4D			A			G			0.02			0.87			0.85


			NC_010458.4			39022097			intron_variant			PDE4D			G			T			0.02			0.84			0.82


			NC_010458.4			39022127			intron_variant			PDE4D			A			G			0.02			0.87			0.85


			NC_010458.4			39022472			intron_variant			PDE4D			C			T			0.01			0.89			0.88


			NC_010458.4			39022883			intron_variant			PDE4D			T			G			0.02			0.82			0.79


			NC_010458.4			39023971			intron_variant			PDE4D			G			C			0.04			0.81			0.77


			NC_010458.4			39025795			intron_variant			PDE4D			A			C			0.02			0.87			0.85


			NC_010458.4			39025979			intron_variant			PDE4D			C			A			0.02			0.89			0.87


			NC_010458.4			39026098			intron_variant			PDE4D			T			G			0.05			0.87			0.82


			NC_010458.4			39026115			intron_variant			PDE4D			T			C			0.03			0.85			0.82


			NC_010458.4			39027018			intron_variant			PDE4D			T			A			0.16			0.87			0.71


			NC_010458.4			39027273			intron_variant			PDE4D			T			C			0.02			0.87			0.85


			NC_010458.4			39027344			intron_variant			PDE4D			C			T			0.02			0.87			0.85


			NC_010458.4			39027403			intron_variant			PDE4D			C			T			0.02			0.82			0.79


			NC_010458.4			39027795			intron_variant			PDE4D			C			T			0.01			0.83			0.82


			NC_010458.4			39027874			intron_variant			PDE4D			C			G			0.10			0.82			0.71


			NC_010458.4			39028741			intron_variant			PDE4D			G			A			0.02			0.79			0.77


			NC_010458.4			39030006			intron_variant			PDE4D			A			G			0.01			0.83			0.82


			NC_010458.4			39030014			intron_variant			PDE4D			C			T			0.12			0.82			0.71


			NC_010458.4			39030274			intron_variant			PDE4D			A			C			0.14			0.89			0.75


			NC_010458.4			39030500			intron_variant			PDE4D			A			G			0.14			0.84			0.70


			NC_010458.4			39030598			intron_variant			PDE4D			T			A			0.11			0.88			0.78


			NC_010458.4			39030680			intron_variant			PDE4D			A			G			0.14			0.81			0.67


			NC_010458.4			39030829			intron_variant			PDE4D			T			G			0.15			0.84			0.69


			NC_010458.4			39030833			intron_variant			PDE4D			T			C			0.02			0.84			0.82


			NC_010458.4			39030871			intron_variant			PDE4D			C			A			0.14			0.86			0.72


			NC_010458.4			39030950			intron_variant			PDE4D			C			T			0.17			0.82			0.64


			NC_010458.4			39031015			intron_variant			PDE4D			G			T			0.01			0.64			0.63


			NC_010458.4			39031071			intron_variant			PDE4D			G			A			0.11			0.75			0.64


			NC_010458.4			39031212			intron_variant			PDE4D			A			G			0.15			0.85			0.71


			NC_010458.4			39031257			intron_variant			PDE4D			A			G			0.14			0.81			0.68


			NC_010458.4			39031264			intron_variant			PDE4D			T			C			0.14			0.81			0.68


			NC_010458.4			39031783			intron_variant			PDE4D			C			T			0.13			0.84			0.72


			NC_010458.4			39031972			intron_variant			PDE4D			T			C			0.02			0.87			0.85


			NC_010458.4			39032323			intron_variant			PDE4D			C			A			0.15			0.82			0.67


			NC_010458.4			39032421			intron_variant			PDE4D			T			C			0.19			0.84			0.65


			NC_010458.4			39033060			intron_variant			PDE4D			A			G			0.15			0.87			0.72


			NC_010458.4			39033832			intron_variant			PDE4D			C			T			0.13			0.83			0.71


			NC_010458.4			39033920			intron_variant			PDE4D			G			A			0.02			0.89			0.87


			NC_010458.4			39034257			intron_variant			PDE4D			T			C			0.10			0.83			0.73


			NC_010458.4			39034318			intron_variant			PDE4D			C			T			0.13			0.87			0.74


			NC_010458.4			39035084			intron_variant			PDE4D			G			A			0.10			0.84			0.74


			NC_010458.4			39037908			intron_variant			PDE4D			G			T			0.66			0.13			0.53


			NC_010458.4			39038016			intron_variant			PDE4D			C			T			0.63			0.13			0.50


			NC_010458.4			39040865			intron_variant			PDE4D			C			T			0.65			0.13			0.52


			NC_010458.4			39042296			intron_variant			PDE4D			T			C			0.79			0.11			0.68


			NC_010458.4			39043114			intron_variant			PDE4D			C			T			0.63			0.11			0.52


			NC_010458.4			39043388			intron_variant			PDE4D			A			G			0.68			0.13			0.55


			NC_010458.4			39045812			intron_variant			PDE4D			A			G			0.65			0.11			0.54


			NC_010458.4			39045962			intron_variant			PDE4D			G			A			0.64			0.13			0.51


			NC_010458.4			39048055			intron_variant			PDE4D			T			C			0.65			0.08			0.57


			NC_010458.4			39050158			intron_variant			PDE4D			G			T			0.58			0.06			0.52


			NC_010458.4			39056425			intron_variant			PDE4D			G			A			0.64			0.11			0.53


			NC_010458.4			39066552			intron_variant			PDE4D			G			A			0.00			0.53


			NC_010458.4			39070672			intron_variant			PDE4D			C			T			0.93			0.08			0.85


			NC_010458.4			39071242			intron_variant			PDE4D			A			G			0.93			0.13			0.80


			NC_010458.4			39075955			intron_variant			PDE4D			T			C			0.65			0.13			0.52


			NC_010458.4			39076193			intron_variant			PDE4D			G			C			0.65			0.13			0.52


			NC_010458.4			39082453			intron_variant			PDE4D			C			T			0.93			0.14			0.79


			NC_010458.4			39084875			intron_variant			PDE4D			G			A			0.65			0.11			0.54


			NC_010458.4			39085147			intron_variant			PDE4D			G			A			0.80			0.08			0.72


			NC_010458.4			39085259			intron_variant			PDE4D			A			G			0.64			0.11			0.53


			NC_010458.4			39085747			intron_variant			PDE4D			G			A			0.83			0.13			0.70


			NC_010458.4			39085815			intron_variant			PDE4D			C			G			0.79			0.11			0.68


			NC_010458.4			39085903			intron_variant			PDE4D			T			A			0.58			0.03			0.55


			NC_010458.4			66519983			intron_variant			SGCD			T			C			0.53			0.00


			NC_010458.4			66541502			intron_variant			SGCD			G			T			0.56			0.00


			NC_010458.4			66561846			intron_variant			SGCD			A			T			0.59			0.00


			NC_010458.4			39085969			intron_variant			PDE4D			C			A			0.61			0.11			0.50


			NC_010458.4			39085976			intron_variant			PDE4D			A			C			0.61			0.11			0.50


			NC_010458.4			39085979			intron_variant			PDE4D			A			G			0.62			0.11			0.51


			NC_010458.4			39086063			intron_variant			PDE4D			G			C			0.92			0.13			0.79


			NC_010458.4			39086090			intron_variant			PDE4D			A			G			0.80			0.13			0.67


			NC_010458.4			39086120			intron_variant			PDE4D			G			T			0.77			0.13			0.64


			NC_010458.4			39086422			intron_variant			PDE4D			G			A			0.93			0.11			0.82


			NC_010458.4			39088179			intron_variant			PDE4D			A			G			0.90			0.13			0.77


			NC_010458.4			39088626			intron_variant			PDE4D			C			T			0.92			0.08			0.84


			NC_010458.4			39088955			intron_variant			PDE4D			C			T			0.64			0.11			0.53


			NC_010458.4			39089160			intron_variant			PDE4D			G			A			0.93			0.11			0.82


			NC_010458.4			39089288			intron_variant			PDE4D			T			G			0.92			0.13			0.79


			NC_010458.4			39090033			intron_variant			PDE4D			A			G			0.90			0.11			0.79


			NC_010458.4			39090160			intron_variant			PDE4D			A			G			0.93			0.08			0.85


			NC_010458.4			39090311			intron_variant			PDE4D			C			T			0.92			0.13			0.79


			NC_010458.4			39090555			intron_variant			PDE4D			T			C			0.93			0.17			0.76


			NC_010458.4			39091250			intron_variant			PDE4D			C			T			0.91			0.11			0.80


			NC_010458.4			39091506			intron_variant			PDE4D			G			A			0.61			0.11			0.50


			NC_010458.4			39091567			intron_variant			PDE4D			G			A			0.62			0.11			0.51


			NC_010458.4			39092255			intron_variant			PDE4D			G			C			0.76			0.13			0.63


			NC_010458.4			39092683			intron_variant			PDE4D			G			C			0.92			0.13			0.79


			NC_010458.4			39094321			intron_variant			PDE4D			T			C			0.94			0.16			0.78


			NC_010458.4			39095069			intron_variant			PDE4D			A			G			0.92			0.11			0.81


			NC_010458.4			39095278			intron_variant			PDE4D			G			C			0.94			0.13			0.81


			NC_010458.4			39095305			intron_variant			PDE4D			G			A			0.67			0.12			0.55


			NC_010458.4			39095946			intron_variant			PDE4D			T			C			0.93			0.13			0.80


			NC_010458.4			39096009			intron_variant			PDE4D			A			G			0.67			0.13			0.54


			NC_010458.4			39096224			intron_variant			PDE4D			T			C			0.92			0.11			0.81


			NC_010458.4			39097381			intron_variant			PDE4D			T			A			0.65			0.11			0.54


			NC_010458.4			39100303			intron_variant			PDE4D			A			G			0.80			0.11			0.69


			NC_010458.4			39101008			intron_variant			PDE4D			G			A			0.81			0.11			0.70


			NC_010458.4			39101189			intron_variant			PDE4D			C			T			0.63			0.13			0.50


			NC_010458.4			39103660			intron_variant			PDE4D			G			A			0.03			0.86			0.83


			NC_010458.4			39103879			intron_variant			PDE4D			C			A			0.03			0.87			0.83


			NC_010458.4			39104760			intron_variant			PDE4D			A			G			0.64			0.08			0.56


			NC_010458.4			39106688			intron_variant			PDE4D			C			T			0.95			0.11			0.84


			NC_010458.4			39108076			intron_variant			PDE4D			G			C			0.94			0.29			0.65


			NC_010458.4			66561847			intron_variant			SGCD			A			G			0.59			0.00


			NC_010458.4			39108736			intron_variant			PDE4D			T			G			0.85			0.29			0.56


			NC_010458.4			39108760			intron_variant			PDE4D			C			T			0.13			0.71			0.59


			NC_010458.4			39114817			intron_variant			PDE4D			C			T			0.97			0.25			0.72


			NC_010458.4			39130965			intron_variant			PDE4D			A			G			0.05			0.67			0.62


			NC_010458.4			39136691			intron_variant			PDE4D			A			G			0.86			0.11			0.75


			NC_010458.4			39136702			intron_variant			PDE4D			T			C			0.83			0.11			0.72


			NC_010458.4			39141197			intron_variant			PDE4D			A			C			0.93			0.11			0.82


			NC_010458.4			39143983			intron_variant			PDE4D			C			G			0.94			0.12			0.82


			NC_010458.4			39144817			intron_variant			PDE4D			A			C			0.95			0.08			0.87


			NC_010458.4			39145979			intron_variant			PDE4D			T			G			0.93			0.08			0.85


			NC_010458.4			39146076			intron_variant			PDE4D			G			A			0.92			0.11			0.81


			NC_010458.4			39146217			intron_variant			PDE4D			G			A			0.75			0.11			0.64


			NC_010456.5			71301428			5_prime_UTR_variant			MYPN			C			T			0.07			0.75			0.68


			NC_010458.4			39149017			intron_variant			PDE4D			C			T			0.91			0.11			0.80


			NC_010458.4			39151331			intron_variant			PDE4D			A			C			0.92			0.11			0.81


			NC_010458.4			39152164			intron_variant			PDE4D			C			T			0.01			0.72			0.71


			NC_010458.4			39155571			intron_variant			PDE4D			C			T			0.01			0.58			0.57


			NC_010458.4			39160506			intron_variant			PDE4D			G			A			0.96			0.42			0.54


			NC_010458.4			39160575			intron_variant			PDE4D			C			T			0.01			0.55			0.54


			NC_010458.4			39161400			intron_variant			PDE4D			A			G			0.90			0.13			0.77


			NC_010458.4			39162170			intron_variant			PDE4D			T			C			0.01			0.53			0.52


			NC_010458.4			39162854			intron_variant			PDE4D			C			T			0.87			0.13			0.74


			NC_010458.4			39166124			intron_variant			PDE4D			G			A			0.56			0.06			0.50


			NC_010458.4			39167693			intron_variant			PDE4D			G			A			0.95			0.42			0.53


			NC_010458.4			39168071			intron_variant			PDE4D			C			T			0.95			0.42			0.53


			NC_010458.4			39168148			intron_variant			PDE4D			T			G			0.95			0.45			0.50


			NC_010458.4			39170840			intron_variant			PDE4D			A			G			0.97			0.39			0.58


			NC_010458.4			39170853			intron_variant			PDE4D			A			C			0.97			0.39			0.58


			NC_010458.4			39170911			intron_variant			PDE4D			T			C			0.95			0.44			0.51


			NC_010458.4			39170993			intron_variant			PDE4D			A			G			0.96			0.39			0.57


			NC_010458.4			39171394			intron_variant			PDE4D			G			A			0.95			0.36			0.59


			NC_010458.4			39171432			intron_variant			PDE4D			C			A			0.95			0.41			0.54


			NC_010458.4			39172029			intron_variant			PDE4D			A			T			0.96			0.36			0.60


			NC_010458.4			39172096			intron_variant			PDE4D			C			A			0.96			0.39			0.57


			NC_010458.4			39172108			intron_variant			PDE4D			A			G			0.96			0.35			0.61


			NC_010458.4			39172124			intron_variant			PDE4D			G			A			0.96			0.32			0.64


			NC_010458.4			39175898			intron_variant			PDE4D			C			T			0.01			0.53			0.51


			NC_010458.4			39176138			intron_variant			PDE4D			T			C			0.95			0.42			0.53


			NC_010458.4			39177561			intron_variant			PDE4D			A			G			0.95			0.42			0.53


			NC_010458.4			39179331			intron_variant			PDE4D			A			T			0.00			0.58


			NC_010458.4			39179599			intron_variant			PDE4D			T			C			0.00			0.58


			NC_010458.4			39185456			intron_variant			PDE4D			T			C			0.97			0.41			0.56


			NC_010458.4			39185713			intron_variant			PDE4D			C			A			0.96			0.38			0.58


			NC_010458.4			39186709			intron_variant			PDE4D			T			C			0.98			0.38			0.60


			NC_010458.4			39186870			intron_variant			PDE4D			C			A			0.95			0.38			0.57


			NC_010458.4			39187176			intron_variant			PDE4D			G			A			0.94			0.37			0.57


			NC_010458.4			39187337			intron_variant			PDE4D			A			G			0.86			0.14			0.72


			NC_010458.4			39187353			intron_variant			PDE4D			C			T			0.86			0.11			0.75


			NC_010458.4			39187618			intron_variant			PDE4D			T			C			0.85			0.13			0.72


			NC_010458.4			39187644			intron_variant			PDE4D			G			A			0.63			0.11			0.52


			NC_010458.4			39187963			intron_variant			PDE4D			T			C			0.84			0.13			0.71


			NC_010458.4			66567077			intron_variant			SGCD			T			A			0.61			0.00


			NC_010458.4			39188737			intron_variant			PDE4D			G			A			0.97			0.42			0.55


			NC_010458.4			39188849			intron_variant			PDE4D			T			G			0.98			0.41			0.57


			NC_010458.4			39189200			intron_variant			PDE4D			G			A			0.96			0.44			0.52


			NC_010458.4			39191889			intron_variant			PDE4D			T			C			0.88			0.13			0.75


			NC_010458.4			39191958			intron_variant			PDE4D			A			C			0.71			0.13			0.58


			NC_010458.4			39192429			intron_variant			PDE4D			G			A			0.67			0.13			0.54


			NC_010458.4			39192902			intron_variant			PDE4D			C			T			0.95			0.42			0.53


			NC_010458.4			39192914			intron_variant			PDE4D			G			A			0.95			0.42			0.53


			NC_010458.4			39192961			intron_variant			PDE4D			G			A			0.92			0.31			0.61


			NC_010458.4			39193664			intron_variant			PDE4D			G			A			0.88			0.24			0.64


			NC_010458.4			39193671			intron_variant			PDE4D			C			T			0.96			0.39			0.57


			NC_010458.4			39193922			intron_variant			PDE4D			G			A			0.97			0.45			0.52


			NC_010458.4			39194011			intron_variant			PDE4D			T			G			0.94			0.42			0.52


			NC_010458.4			39194282			intron_variant			PDE4D			T			C			0.90			0.24			0.66


			NC_010458.4			39194342			intron_variant			PDE4D			T			A			0.94			0.39			0.55


			NC_010458.4			39194509			intron_variant			PDE4D			G			A			0.85			0.33			0.52


			NC_010458.4			39194938			intron_variant			PDE4D			C			T			0.94			0.42			0.52


			NC_010458.4			39196010			intron_variant			PDE4D			G			A			0.97			0.39			0.58


			NC_010458.4			39196381			intron_variant			PDE4D			G			A			0.64			0.11			0.53


			NC_010458.4			39196416			intron_variant			PDE4D			G			A			0.95			0.35			0.60


			NC_010458.4			39196503			intron_variant			PDE4D			T			C			0.95			0.44			0.51


			NC_010458.4			39196505			intron_variant			PDE4D			G			C			0.92			0.29			0.63


			NC_010458.4			39197418			intron_variant			PDE4D			C			T			0.66			0.13			0.53


			NC_010458.4			39197749			intron_variant			PDE4D			T			C			0.92			0.26			0.66


			NC_010458.4			39198172			intron_variant			PDE4D			A			G			0.77			0.13			0.64


			NC_010458.4			39198555			intron_variant			PDE4D			A			G			0.01			0.53			0.51


			NC_010458.4			39198596			intron_variant			PDE4D			G			A			0.61			0.06			0.55


			NC_010458.4			39198708			intron_variant			PDE4D			C			T			0.94			0.28			0.66


			NC_010458.4			39198768			intron_variant			PDE4D			G			T			0.96			0.39			0.57


			NC_010458.4			39198857			intron_variant			PDE4D			C			T			0.95			0.25			0.70


			NC_010458.4			39199147			intron_variant			PDE4D			T			A			0.94			0.34			0.60


			NC_010458.4			39199647			intron_variant			PDE4D			A			G			0.93			0.43			0.50


			NC_010458.4			39199708			intron_variant			PDE4D			A			G			0.97			0.38			0.59


			NC_010458.4			39199891			intron_variant			PDE4D			G			A			0.97			0.44			0.53


			NC_010458.4			39201539			intron_variant			PDE4D			T			C			0.95			0.41			0.54


			NC_010458.4			39201686			intron_variant			PDE4D			T			C			0.91			0.18			0.73


			NC_010458.4			39202027			intron_variant			PDE4D			C			T			0.98			0.39			0.59


			NC_010458.4			39202224			intron_variant			PDE4D			C			T			0.93			0.23			0.70


			NC_010458.4			39202890			intron_variant			PDE4D			C			G			0.97			0.32			0.65


			NC_010458.4			39203025			intron_variant			PDE4D			T			C			0.97			0.36			0.61


			NC_010458.4			39203082			intron_variant			PDE4D			T			C			0.95			0.38			0.57


			NC_010458.4			39203565			intron_variant			PDE4D			C			A			0.89			0.26			0.63


			NC_010458.4			39203685			intron_variant			PDE4D			T			C			0.93			0.24			0.69


			NC_010458.4			39203945			intron_variant			PDE4D			G			A			0.98			0.42			0.56


			NC_010458.4			39204057			intron_variant			PDE4D			T			C			0.95			0.45			0.50


			NC_010458.4			39204856			intron_variant			PDE4D			T			C			0.03			0.55			0.52


			NC_010458.4			39204982			intron_variant			PDE4D			G			A			0.92			0.29			0.63


			NC_010458.4			39205191			intron_variant			PDE4D			C			T			0.87			0.24			0.63


			NC_010458.4			39205853			intron_variant			PDE4D			A			G			0.98			0.45			0.53


			NC_010458.4			39205889			intron_variant			PDE4D			G			A			0.61			0.11			0.50


			NC_010458.4			39205951			intron_variant			PDE4D			A			G			0.93			0.31			0.62


			NC_010458.4			39207242			intron_variant			PDE4D			A			C			0.02			0.53			0.50


			NC_010458.4			39207420			intron_variant			PDE4D			G			T			0.02			0.53			0.50


			NC_010458.4			39208054			intron_variant			PDE4D			T			C			0.01			0.55			0.54


			NC_010458.4			39208181			intron_variant			PDE4D			G			A			0.03			0.58			0.54


			NC_010458.4			39209255			intron_variant			PDE4D			G			A			0.02			0.58			0.55


			NC_010458.4			39210318			intron_variant			PDE4D			C			T			0.61			0.11			0.50


			NC_010458.4			39210520			intron_variant			PDE4D			A			G			0.05			0.55			0.51


			NC_010458.4			39210747			intron_variant			PDE4D			C			T			0.02			0.53			0.50


			NC_010458.4			39211223			intron_variant			PDE4D			A			G			0.95			0.15			0.80


			NC_010458.4			39211578			intron_variant			PDE4D			T			C			0.92			0.25			0.67


			NC_010458.4			39212113			intron_variant			PDE4D			A			G			0.94			0.29			0.65


			NC_010458.4			39213129			intron_variant			PDE4D			G			C			0.94			0.29			0.65


			NC_010458.4			39213575			intron_variant			PDE4D			C			A			0.94			0.29			0.65


			NC_010458.4			39214001			intron_variant			PDE4D			T			G			0.92			0.29			0.63


			NC_010458.4			39214278			intron_variant			PDE4D			G			T			0.90			0.29			0.61


			NC_010458.4			39215422			intron_variant			PDE4D			A			G			0.86			0.06			0.80


			NC_010458.4			39215655			intron_variant			PDE4D			A			G			0.88			0.26			0.62


			NC_010458.4			39216110			intron_variant			PDE4D			T			C			0.93			0.26			0.67


			NC_010458.4			39216614			intron_variant			PDE4D			T			C			0.90			0.26			0.64


			NC_010458.4			39216711			intron_variant			PDE4D			A			C			0.00			0.63


			NC_010458.4			39217264			intron_variant			PDE4D			C			T			0.92			0.29			0.63


			NC_010458.4			39217730			intron_variant			PDE4D			G			T			0.94			0.26			0.68


			NC_010458.4			39217874			intron_variant			PDE4D			A			G			0.94			0.25			0.69


			NC_010458.4			39221101			intron_variant			PDE4D			C			T			0.94			0.26			0.68


			NC_010458.4			39222513			intron_variant			PDE4D			T			C			0.63			0.11			0.52


			NC_010458.4			39223204			intron_variant			PDE4D			G			C			0.92			0.31			0.61


			NC_010458.4			39225415			intron_variant			PDE4D			T			G			0.92			0.32			0.60


			NC_010458.4			39225518			intron_variant			PDE4D			T			G			0.63			0.11			0.52


			NC_010458.4			39225560			intron_variant			PDE4D			T			C			0.93			0.24			0.69


			NC_010458.4			39226578			intron_variant			PDE4D			C			T			0.91			0.26			0.65


			NC_010458.4			39227865			intron_variant			PDE4D			A			C			0.59			0.08			0.51


			NC_010458.4			39227925			intron_variant			PDE4D			A			C			0.93			0.24			0.69


			NC_010458.4			39229130			intron_variant			PDE4D			T			A			0.86			0.13			0.73


			NC_010458.4			39229269			intron_variant			PDE4D			C			G			0.92			0.29			0.63


			NC_010458.4			39229904			intron_variant			PDE4D			G			A			0.88			0.05			0.83


			NC_010458.4			39230552			intron_variant			PDE4D			T			G			0.87			0.13			0.74


			NC_010458.4			39231194			intron_variant			PDE4D			C			T			0.92			0.22			0.70


			NC_010458.4			39231647			intron_variant			PDE4D			A			G			0.89			0.22			0.67


			NC_010458.4			39231838			intron_variant			PDE4D			T			C			0.93			0.26			0.67


			NC_010458.4			39231851			intron_variant			PDE4D			C			T			0.68			0.08			0.60


			NC_010458.4			39231903			intron_variant			PDE4D			A			T			0.94			0.29			0.65


			NC_010458.4			39232078			intron_variant			PDE4D			T			C			0.94			0.24			0.70


			NC_010458.4			39232211			intron_variant			PDE4D			A			C			0.92			0.21			0.71


			NC_010458.4			39232357			intron_variant			PDE4D			T			C			0.92			0.19			0.73


			NC_010458.4			39232675			intron_variant			PDE4D			T			G			0.92			0.24			0.68


			NC_010458.4			39232844			intron_variant			PDE4D			C			G			0.93			0.21			0.72


			NC_010458.4			39232916			intron_variant			PDE4D			A			G			0.92			0.29			0.63


			NC_010458.4			39232919			intron_variant			PDE4D			T			G			0.92			0.29			0.63


			NC_010458.4			39233355			intron_variant			PDE4D			T			C			0.66			0.11			0.55


			NC_010458.4			39233730			intron_variant			PDE4D			T			C			0.91			0.29			0.62


			NC_010458.4			39233852			intron_variant			PDE4D			T			G			0.93			0.22			0.71


			NC_010458.4			39234672			intron_variant			PDE4D			C			T			0.94			0.32			0.62


			NC_010458.4			39234705			intron_variant			PDE4D			C			T			0.94			0.29			0.65


			NC_010458.4			39235030			intron_variant			PDE4D			C			T			0.91			0.29			0.62


			NC_010458.4			39235088			intron_variant			PDE4D			A			G			0.91			0.26			0.65


			NC_010458.4			39235319			intron_variant			PDE4D			A			G			0.02			0.55			0.53


			NC_010458.4			39235517			intron_variant			PDE4D			A			G			0.93			0.26			0.67


			NC_010458.4			39235699			intron_variant			PDE4D			A			G			0.92			0.26			0.66


			NC_010458.4			39235829			intron_variant			PDE4D			G			A			0.93			0.29			0.64


			NC_010458.4			39236730			intron_variant			PDE4D			T			C			0.04			0.55			0.51


			NC_010458.4			39237006			intron_variant			PDE4D			G			A			0.82			0.29			0.53


			NC_010458.4			39237148			intron_variant			PDE4D			C			T			0.94			0.29			0.65


			NC_010458.4			39237186			intron_variant			PDE4D			A			G			0.93			0.31			0.62


			NC_010458.4			39237399			intron_variant			PDE4D			G			A			0.92			0.29			0.63


			NC_010458.4			39237724			intron_variant			PDE4D			C			T			0.92			0.32			0.60


			NC_010458.4			39237753			intron_variant			PDE4D			G			A			0.90			0.32			0.58


			NC_010458.4			39237813			intron_variant			PDE4D			A			C			0.90			0.25			0.65


			NC_010458.4			39238029			intron_variant			PDE4D			C			A			0.93			0.28			0.65


			NC_010458.4			39238231			intron_variant			PDE4D			A			G			0.89			0.26			0.63


			NC_010458.4			39238236			intron_variant			PDE4D			A			G			0.89			0.26			0.63


			NC_010458.4			39238806			intron_variant			PDE4D			A			T			0.93			0.26			0.67


			NC_010458.4			39240454			intron_variant			PDE4D			A			C			0.93			0.29			0.64


			NC_010458.4			39241138			intron_variant			PDE4D			A			T			0.92			0.24			0.68


			NC_010458.4			39242018			intron_variant			PDE4D			C			A			0.92			0.32			0.60


			NC_010458.4			39242314			intron_variant			PDE4D			G			A			0.93			0.29			0.64


			NC_010458.4			39242714			intron_variant			PDE4D			C			T			0.91			0.25			0.66


			NC_010458.4			39243593			intron_variant			PDE4D			C			T			0.92			0.26			0.66


			NC_010458.4			39243965			intron_variant			PDE4D			A			G			0.93			0.24			0.69


			NC_010458.4			39244427			intron_variant			PDE4D			G			A			0.01			0.53			0.51


			NC_010458.4			39244475			intron_variant			PDE4D			T			C			0.80			0.26			0.54


			NC_010458.4			39245660			intron_variant			PDE4D			G			A			0.92			0.26			0.66


			NC_010458.4			39246091			intron_variant			PDE4D			A			G			0.78			0.28			0.50


			NC_010458.4			39246970			intron_variant			PDE4D			T			C			0.93			0.24			0.69


			NC_010458.4			39247421			intron_variant			PDE4D			C			G			0.93			0.24			0.69


			NC_010458.4			39247422			intron_variant			PDE4D			A			G			0.93			0.24			0.69


			NC_010458.4			39247562			intron_variant			PDE4D			A			G			0.93			0.25			0.68


			NC_010458.4			39248208			intron_variant			PDE4D			A			G			0.88			0.21			0.67


			NC_010458.4			39248395			intron_variant			PDE4D			T			C			0.91			0.11			0.80


			NC_010458.4			39248488			intron_variant			PDE4D			T			C			0.85			0.14			0.71


			NC_010458.4			39248657			intron_variant			PDE4D			G			A			0.93			0.24			0.69


			NC_010458.4			39248717			intron_variant			PDE4D			C			T			0.63			0.11			0.52


			NC_010458.4			39249779			intron_variant			PDE4D			A			G			0.63			0.11			0.52


			NC_010458.4			39249817			intron_variant			PDE4D			G			T			0.87			0.22			0.65


			NC_010458.4			39252516			intron_variant			PDE4D			G			A			0.73			0.11			0.62


			NC_010458.4			39252987			intron_variant			PDE4D			C			T			0.59			0.08			0.51


			NC_010458.4			39252993			intron_variant			PDE4D			C			T			0.65			0.08			0.57


			NC_010458.4			39253391			intron_variant			PDE4D			A			G			0.88			0.18			0.70


			NC_010458.4			39254066			intron_variant			PDE4D			A			G			0.69			0.11			0.58


			NC_010458.4			39254789			intron_variant			PDE4D			T			C			0.92			0.24			0.68


			NC_010458.4			39254812			intron_variant			PDE4D			G			T			0.91			0.24			0.67


			NC_010458.4			39255894			intron_variant			PDE4D			A			C			0.85			0.24			0.61


			NC_010458.4			39255949			intron_variant			PDE4D			A			C			0.65			0.13			0.52


			NC_010458.4			39257568			intron_variant			PDE4D			G			A			0.95			0.37			0.58


			NC_010458.4			39257726			intron_variant			PDE4D			T			C			0.02			0.53			0.50


			NC_010458.4			39258386			intron_variant			PDE4D			A			G			0.03			0.59			0.56


			NC_010458.4			39258448			intron_variant			PDE4D			G			A			0.62			0.11			0.51


			NC_010458.4			39260293			intron_variant			PDE4D			G			A			0.92			0.26			0.66


			NC_010458.4			39262221			intron_variant			PDE4D			G			A			0.02			0.58			0.56


			NC_010458.4			39263485			intron_variant			PDE4D			C			G			0.01			0.59			0.58


			NC_010458.4			39263805			intron_variant			PDE4D			G			C			0.07			0.76			0.69


			NC_010458.4			39263838			intron_variant			PDE4D			G			A			0.09			0.76			0.67


			NC_010458.4			39263875			intron_variant			PDE4D			C			G			0.10			0.74			0.63


			NC_010458.4			39264102			intron_variant			PDE4D			G			A			0.08			0.71			0.63


			NC_010458.4			39264115			intron_variant			PDE4D			C			A			0.08			0.71			0.63


			NC_010458.4			39264157			intron_variant			PDE4D			G			A			0.01			0.58			0.57


			NC_010458.4			39265704			intron_variant			PDE4D			A			G			0.02			0.58			0.56


			NC_010458.4			39271122			intron_variant			PDE4D			G			A			0.05			0.74			0.69


			NC_010458.4			39271154			intron_variant			PDE4D			A			T			0.05			0.71			0.67


			NC_010458.4			39272860			intron_variant			PDE4D			A			G			0.95			0.29			0.66


			NC_010458.4			39272960			intron_variant			PDE4D			A			C			0.95			0.22			0.73


			NC_010458.4			39274303			intron_variant			PDE4D			G			A			0.01			0.74			0.73


			NC_010458.4			39274779			intron_variant			PDE4D			T			C			0.02			0.55			0.53


			NC_010458.4			39275725			intron_variant			PDE4D			G			A			0.59			0.08			0.51


			NC_010458.4			39276730			intron_variant			PDE4D			T			G			0.94			0.42			0.52


			NC_010458.4			39277339			intron_variant			PDE4D			A			G			0.02			0.53			0.50


			NC_010458.4			39278567			intron_variant			PDE4D			A			G			0.91			0.39			0.52


			NC_010458.4			39286830			intron_variant			PDE4D			T			C			0.02			0.56			0.53


			NC_010458.4			39287420			intron_variant			PDE4D			C			T			0.97			0.47			0.50


			NC_010458.4			39287538			intron_variant			PDE4D			G			A			0.98			0.30			0.68


			NC_010458.4			39287647			intron_variant			PDE4D			G			A			0.97			0.21			0.76


			NC_010458.4			39287673			intron_variant			PDE4D			G			C			0.98			0.21			0.77


			NC_010458.4			39289077			intron_variant			PDE4D			G			A			0.03			0.55			0.52


			NC_010458.4			39292981			intron_variant			PDE4D			C			A			0.87			0.11			0.76


			NC_010458.4			39293065			intron_variant			PDE4D			G			A			0.76			0.11			0.65


			NC_010458.4			39293515			intron_variant			PDE4D			G			A			0.68			0.11			0.57


			NC_010458.4			39294378			intron_variant			PDE4D			A			G			0.91			0.39			0.52


			NC_010458.4			39294493			intron_variant			PDE4D			T			C			0.92			0.42			0.50


			NC_010458.4			39299116			intron_variant			PDE4D			G			T			0.78			0.21			0.57


			NC_010458.4			39299914			intron_variant			PDE4D			A			G			0.74			0.24			0.50


			NC_010458.4			39301427			intron_variant			PDE4D			T			G			0.75			0.22			0.53


			NC_010458.4			39301947			intron_variant			PDE4D			T			C			0.95			0.42			0.53


			NC_010458.4			39302041			intron_variant			PDE4D			C			T			0.92			0.37			0.55


			NC_010458.4			39302045			intron_variant			PDE4D			G			C			0.73			0.21			0.52


			NC_010458.4			39302679			intron_variant			PDE4D			A			G			0.76			0.26			0.50


			NC_010458.4			39303101			intron_variant			PDE4D			A			G			0.77			0.26			0.51


			NC_010458.4			39303396			intron_variant			PDE4D			A			G			0.74			0.24			0.50


			NC_010458.4			39304161			intron_variant			PDE4D			A			C			0.95			0.44			0.51


			NC_010458.4			39304407			intron_variant			PDE4D			C			T			0.75			0.24			0.51


			NC_010458.4			39304408			intron_variant			PDE4D			G			A			0.75			0.24			0.51


			NC_010458.4			39305496			intron_variant			PDE4D			C			G			0.88			0.25			0.63


			NC_010458.4			39306014			intron_variant			PDE4D			A			T			0.80			0.25			0.55


			NC_010458.4			39306126			intron_variant			PDE4D			A			T			0.58			0.03			0.55


			NC_010458.4			39306138			intron_variant			PDE4D			C			A			0.59			0.03			0.56


			NC_010458.4			39306766			intron_variant			PDE4D			C			A			0.85			0.25			0.60


			NC_010458.4			39307205			intron_variant			PDE4D			A			G			0.96			0.39			0.57


			NC_010458.4			39307753			intron_variant			PDE4D			A			C			0.84			0.26			0.58


			NC_010458.4			39307877			intron_variant			PDE4D			T			A			0.86			0.29			0.57


			NC_010458.4			39308755			intron_variant			PDE4D			C			A			0.72			0.11			0.61


			NC_010458.4			39309259			intron_variant			PDE4D			G			A			0.73			0.11			0.62


			NC_010458.4			39309377			intron_variant			PDE4D			A			G			0.77			0.24			0.53


			NC_010458.4			39309452			intron_variant			PDE4D			T			C			0.85			0.24			0.61


			NC_010458.4			39309982			intron_variant			PDE4D			G			T			0.76			0.26			0.50


			NC_010458.4			39310177			intron_variant			PDE4D			T			G			0.85			0.26			0.59


			NC_010458.4			39310238			intron_variant			PDE4D			G			A			0.85			0.11			0.74


			NC_010458.4			39310329			intron_variant			PDE4D			T			C			0.87			0.24			0.63


			NC_010458.4			39310381			intron_variant			PDE4D			C			T			0.87			0.24			0.63


			NC_010458.4			39310507			intron_variant			PDE4D			C			T			0.87			0.14			0.73


			NC_010458.4			39310638			intron_variant			PDE4D			G			C			0.85			0.24			0.61


			NC_010458.4			39310758			intron_variant			PDE4D			C			A			0.85			0.22			0.63


			NC_010458.4			39311014			intron_variant			PDE4D			G			A			0.83			0.14			0.69


			NC_010458.4			39311051			intron_variant			PDE4D			A			C			0.95			0.34			0.61


			NC_010458.4			39311196			intron_variant			PDE4D			A			G			0.83			0.11			0.72


			NC_010458.4			39311219			intron_variant			PDE4D			G			C			0.82			0.26			0.56


			NC_010458.4			39311363			intron_variant			PDE4D			G			T			0.81			0.17			0.64


			NC_010458.4			39311420			intron_variant			PDE4D			C			T			0.86			0.22			0.64


			NC_010458.4			39311629			intron_variant			PDE4D			G			A			0.81			0.03			0.78


			NC_010458.4			39311639			intron_variant			PDE4D			C			T			0.81			0.19			0.62


			NC_010458.4			39311644			intron_variant			PDE4D			C			T			0.83			0.19			0.64


			NC_010458.4			39311806			intron_variant			PDE4D			T			C			0.84			0.21			0.63


			NC_010458.4			39311809			intron_variant			PDE4D			A			T			0.84			0.21			0.63


			NC_010458.4			39311844			intron_variant			PDE4D			C			T			0.84			0.05			0.79


			NC_010458.4			39311853			intron_variant			PDE4D			T			C			0.84			0.18			0.66


			NC_010458.4			39311914			intron_variant			PDE4D			C			G			0.84			0.24			0.60


			NC_010458.4			39312059			intron_variant			PDE4D			C			A			0.87			0.05			0.82


			NC_010458.4			39312066			intron_variant			PDE4D			G			A			0.86			0.21			0.65


			NC_010458.4			39312080			intron_variant			PDE4D			T			A			0.85			0.21			0.64


			NC_010458.4			39312081			intron_variant			PDE4D			T			A			0.85			0.21			0.64


			NC_010458.4			39312132			intron_variant			PDE4D			A			C			0.86			0.21			0.65


			NC_010458.4			39312136			intron_variant			PDE4D			G			A			0.86			0.21			0.65


			NC_010458.4			39312166			intron_variant			PDE4D			A			C			0.80			0.22			0.58


			NC_010458.4			39312199			intron_variant			PDE4D			T			C			0.87			0.29			0.58


			NC_010458.4			39312247			intron_variant			PDE4D			A			G			0.85			0.11			0.74


			NC_010458.4			39312285			intron_variant			PDE4D			G			A			0.88			0.24			0.64


			NC_010458.4			39312314			intron_variant			PDE4D			A			G			0.86			0.24			0.62


			NC_010458.4			39312388			intron_variant			PDE4D			G			A			0.84			0.25			0.59


			NC_010458.4			39312416			intron_variant			PDE4D			C			T			0.84			0.11			0.73


			NC_010458.4			39313025			intron_variant			PDE4D			C			A			0.68			0.11			0.57


			NC_010458.4			39313195			intron_variant			PDE4D			G			A			0.64			0.13			0.51


			NC_010458.4			39313203			intron_variant			PDE4D			T			A			0.64			0.13			0.51


			NC_010458.4			39313211			intron_variant			PDE4D			A			G			0.64			0.13			0.51


			NC_010458.4			39314002			intron_variant			PDE4D			T			C			0.69			0.11			0.58


			NC_010458.4			39314101			intron_variant			PDE4D			A			C			0.71			0.08			0.63


			NC_010458.4			39314256			intron_variant			PDE4D			A			G			0.95			0.45			0.50


			NC_010458.4			39315827			intron_variant			PDE4D			A			C			0.67			0.17			0.50


			NC_010458.4			39315828			intron_variant			PDE4D			G			A			0.67			0.17			0.50


			NC_010458.4			66567086			intron_variant			SGCD			C			T			0.62			0.00


			NC_010458.4			66567549			intron_variant			SGCD			G			A			0.72			0.00


			NC_010458.4			39316626			intron_variant			PDE4D			T			C			0.66			0.07			0.59


			NC_010458.4			39316670			intron_variant			PDE4D			C			T			0.69			0.12			0.57


			NC_010458.4			39316676			intron_variant			PDE4D			G			A			0.65			0.03			0.62


			NC_010458.4			66569185			intron_variant			SGCD			A			C			0.73			0.00


			NC_010458.4			39317042			intron_variant			PDE4D			G			A			0.63			0.06			0.57


			NC_010458.4			39317105			intron_variant			PDE4D			C			G			0.61			0.05			0.56


			NC_010458.4			39317227			intron_variant			PDE4D			A			T			0.69			0.03			0.66


			NC_010458.4			39329204			intron_variant			PDE4D			A			G			0.02			0.56			0.53


			NC_010458.4			39330326			intron_variant			PDE4D			C			T			0.90			0.29			0.61


			NC_010458.4			39333748			intron_variant			PDE4D			G			T			0.91			0.21			0.70


			NC_010458.4			39334300			intron_variant			PDE4D			T			C			0.34			0.86			0.52


			NC_010458.4			39334428			intron_variant			PDE4D			G			A			0.94			0.26			0.68


			NC_010458.4			39334634			intron_variant			PDE4D			T			A			0.03			0.87			0.83


			NC_010458.4			66569857			intron_variant			SGCD			C			A			0.75			0.00


			NC_010458.4			39335046			intron_variant			PDE4D			G			A			0.91			0.11			0.80


			NC_010458.4			39335064			intron_variant			PDE4D			A			C			0.72			0.08			0.64


			NC_010458.4			39335147			intron_variant			PDE4D			C			T			0.81			0.11			0.70


			NC_010458.4			39335287			intron_variant			PDE4D			A			T			0.03			0.74			0.70


			NC_010458.4			39335905			intron_variant			PDE4D			T			C			0.11			0.74			0.62


			NC_010458.4			39336695			intron_variant			PDE4D			G			A			0.21			0.71			0.50


			NC_010458.4			39337150			intron_variant			PDE4D			C			T			0.07			0.72			0.65


			NC_010458.4			39338253			intron_variant			PDE4D			C			G			0.02			0.71			0.69


			NC_010458.4			39338788			intron_variant			PDE4D			C			T			0.02			0.74			0.71


			NC_010458.4			39339397			intron_variant			PDE4D			C			T			0.02			0.75			0.73


			NC_010458.4			39339416			intron_variant			PDE4D			G			A			0.02			0.71			0.69


			NC_010458.4			39340281			intron_variant			PDE4D			G			A			0.08			0.68			0.60


			NC_010458.4			39342434			intron_variant			PDE4D			T			A			0.10			0.72			0.62


			NC_010458.4			39343659			intron_variant			PDE4D			C			T			0.06			0.89			0.84


			NC_010458.4			39344415			intron_variant			PDE4D			C			A			0.48			1.00			0.52


			NC_010458.4			39344459			intron_variant			PDE4D			C			T			0.42			1.00			0.58


			NC_010458.4			39346774			intron_variant			PDE4D			A			G			0.93			0.08			0.85


			NC_010458.4			39348879			intron_variant			PDE4D			A			G			0.92			0.11			0.81


			NC_010458.4			39349779			intron_variant			PDE4D			G			C			0.92			0.11			0.81


			NC_010458.4			39349967			intron_variant			PDE4D			G			A			0.92			0.11			0.81


			NC_010458.4			39350685			intron_variant			PDE4D			T			C			0.90			0.11			0.79


			NC_010458.4			39351486			intron_variant			PDE4D			C			A			0.74			0.11			0.63


			NC_010458.4			39352305			intron_variant			PDE4D			G			A			0.80			0.08			0.72


			NC_010458.4			39352858			intron_variant			PDE4D			A			T			0.81			0.11			0.70


			NC_010458.4			39353965			intron_variant			PDE4D			A			G			0.81			0.11			0.70


			NC_010458.4			39354923			intron_variant			PDE4D			C			T			0.81			0.11			0.70


			NC_010458.4			39355315			intron_variant			PDE4D			T			C			0.76			0.08			0.68


			NC_010458.4			39357333			intron_variant			PDE4D			A			G			0.85			0.08			0.77


			NC_010458.4			66569943			intron_variant			SGCD			G			A			0.76			0.00


			NC_010458.4			39357542			intron_variant			PDE4D			G			A			0.86			0.03			0.83


			NC_010458.4			39357954			intron_variant			PDE4D			A			G			0.63			0.11			0.52


			NC_010458.4			39358560			intron_variant			PDE4D			G			A			0.81			0.08			0.73


			NC_010458.4			39359213			intron_variant			PDE4D			A			C			0.83			0.11			0.72


			NC_010458.4			39359231			intron_variant			PDE4D			C			G			0.83			0.11			0.72


			NC_010458.4			39359259			intron_variant			PDE4D			A			G			0.83			0.13			0.70


			NC_010458.4			39359506			intron_variant			PDE4D			G			T			0.93			0.11			0.82


			NC_010458.4			39359679			intron_variant			PDE4D			T			C			0.94			0.11			0.83


			NC_010458.4			39359719			intron_variant			PDE4D			A			T			0.91			0.11			0.80


			NC_010458.4			39359928			intron_variant			PDE4D			G			A			0.94			0.13			0.81


			NC_010458.4			39360031			intron_variant			PDE4D			A			G			0.85			0.11			0.74


			NC_010458.4			39360232			intron_variant			PDE4D			T			C			0.86			0.11			0.75


			NC_010458.4			39360312			intron_variant			PDE4D			A			C			0.94			0.08			0.86


			NC_010458.4			39360547			intron_variant			PDE4D			G			A			0.83			0.11			0.72


			NC_010458.4			39360765			intron_variant			PDE4D			G			T			0.85			0.03			0.82


			NC_010458.4			39361299			intron_variant			PDE4D			T			G			0.92			0.05			0.87


			NC_010458.4			39361312			intron_variant			PDE4D			C			T			0.83			0.06			0.77


			NC_010458.4			39361701			intron_variant			PDE4D			T			C			0.83			0.11			0.72


			NC_010458.4			39361726			intron_variant			PDE4D			A			T			0.92			0.05			0.87


			NC_010458.4			39361746			intron_variant			PDE4D			A			C			0.94			0.11			0.83


			NC_010458.4			39361905			intron_variant			PDE4D			A			C			0.83			0.08			0.75


			NC_010458.4			39361929			intron_variant			PDE4D			C			A			0.93			0.11			0.82


			NC_010458.4			39362100			intron_variant			PDE4D			A			G			0.92			0.11			0.81


			NC_010458.4			39362339			intron_variant			PDE4D			T			C			0.93			0.11			0.82


			NC_010458.4			39362343			intron_variant			PDE4D			T			C			0.83			0.11			0.72


			NC_010458.4			39362864			intron_variant			PDE4D			C			T			0.78			0.11			0.67


			NC_010458.4			39362914			intron_variant			PDE4D			C			T			0.82			0.11			0.71


			NC_010458.4			66570174			intron_variant			SGCD			T			C			0.67			0.00


			NC_010458.4			39363168			intron_variant			PDE4D			T			C			0.93			0.08			0.85


			NC_010458.4			39363195			intron_variant			PDE4D			C			T			0.92			0.08			0.84


			NC_010458.4			39363231			intron_variant			PDE4D			G			C			0.94			0.03			0.91


			NC_010458.4			39363485			intron_variant			PDE4D			A			G			0.92			0.05			0.87


			NC_010458.4			39363731			intron_variant			PDE4D			T			G			0.90			0.03			0.87


			NC_010458.4			39364015			intron_variant			PDE4D			T			C			0.94			0.08			0.86


			NC_010458.4			39364080			intron_variant			PDE4D			C			T			0.75			0.08			0.67


			NC_010458.4			39364235			intron_variant			PDE4D			T			C			0.92			0.08			0.84


			NC_010458.4			39364377			intron_variant			PDE4D			T			C			0.93			0.17			0.76


			NC_010458.4			39364479			intron_variant			PDE4D			G			A			0.79			0.11			0.68


			NC_010458.4			39364541			intron_variant			PDE4D			T			C			0.94			0.11			0.83


			NC_010458.4			39364731			intron_variant			PDE4D			C			T			0.80			0.11			0.69


			NC_010458.4			39364868			intron_variant			PDE4D			T			A			0.79			0.11			0.68


			NC_010458.4			39365245			intron_variant			PDE4D			G			C			0.94			0.06			0.88


			NC_010458.4			39365329			intron_variant			PDE4D			A			G			0.74			0.09			0.65


			NC_010458.4			39366301			intron_variant			PDE4D			T			C			0.86			0.11			0.75


			NC_010458.4			39366583			intron_variant			PDE4D			A			G			0.78			0.11			0.67


			NC_010458.4			39366733			intron_variant			PDE4D			T			G			0.79			0.11			0.68


			NC_010458.4			39366871			intron_variant			PDE4D			C			T			0.93			0.11			0.82


			NC_010458.4			39366913			intron_variant			PDE4D			G			A			0.77			0.08			0.69


			NC_010458.4			39366977			intron_variant			PDE4D			T			C			0.79			0.08			0.71


			NC_010458.4			39367156			intron_variant			PDE4D			C			T			0.58			0.08			0.50


			NC_010458.4			39367255			intron_variant			PDE4D			T			C			0.77			0.11			0.66


			NC_010458.4			39367311			intron_variant			PDE4D			T			C			0.75			0.11			0.64


			NC_010458.4			39367362			intron_variant			PDE4D			C			A			0.80			0.11			0.69


			NC_010458.4			66570574			intron_variant			SGCD			C			T			0.52			0.00


			NC_010458.4			39367704			intron_variant			PDE4D			T			G			0.79			0.03			0.76


			NC_010458.4			39367715			intron_variant			PDE4D			T			C			0.93			0.03			0.90


			NC_010458.4			39367869			intron_variant			PDE4D			A			G			0.02			0.74			0.71


			NC_010458.4			39367963			intron_variant			PDE4D			T			C			0.79			0.11			0.68


			NC_010458.4			39367997			intron_variant			PDE4D			A			G			0.81			0.11			0.70


			NC_010457.5			694683			synonymous_variant			NEB			G			A			0.07			0.71			0.64


			NC_010457.5			702363			synonymous_variant			NEB			G			A			0.07			0.61			0.54


			NC_010443.5			221634209			upstream_gene_variant			PGM5			T			C			0.06			0.91			0.85


			NC_010445.4			11841792			upstream_gene_variant			LOC100620992			G			A			0.06			0.69			0.63


			NC_010445.4			11572513			upstream_gene_variant			GTF2IRD1			G			A			0.06			0.72			0.66


			NC_010443.5			210775			3_prime_UTR_variant			DLL1			G			T			0.06			0.64			0.58


			NC_010458.4			39371911			intron_variant			PDE4D			A			G			0.64			0.11			0.53


			NC_010446.5			110790625			3_prime_UTR_variant			SORT1			G			A			0.06			0.89			0.83


			NC_010443.5			221634432			upstream_gene_variant			PGM5			G			A			0.06			0.92			0.86


			NC_010458.4			39375212			intron_variant			PDE4D			A			G			0.94			0.08			0.86


			NC_010458.4			39375332			intron_variant			PDE4D			G			C			0.93			0.11			0.82


			NC_010458.4			39375885			intron_variant			PDE4D			T			C			0.90			0.11			0.79


			NC_010458.4			39377975			intron_variant			PDE4D			C			A			0.03			0.68			0.65


			NC_010458.4			39380168			intron_variant			PDE4D			A			T			0.93			0.11			0.82


			NC_010458.4			39380286			intron_variant			PDE4D			T			C			0.02			0.71			0.69


			NC_010458.4			39380351			intron_variant			PDE4D			A			C			0.94			0.11			0.83


			NC_010458.4			66654274			intron_variant			SGCD			T			C			0.53			0.00


			NC_010458.4			66654638			intron_variant			SGCD			A			C			0.56			0.00


			NC_010458.4			39381177			intron_variant			PDE4D			G			A			0.03			0.87			0.83


			NC_010458.4			66664514			intron_variant			SGCD			G			A			0.72			0.00


			NC_010458.4			66664560			intron_variant			SGCD			T			C			0.89			0.00


			NC_010458.4			66664789			intron_variant			SGCD			C			T			0.84			0.00


			NC_010458.4			39382781			intron_variant			PDE4D			C			T			0.03			0.71			0.68


			NC_010458.4			66699412			intron_variant			SGCD			T			C			0.69			0.00


			NC_010458.4			39383792			intron_variant			PDE4D			G			A			0.70			0.08			0.62


			NC_010458.4			66714258			intron_variant			SGCD			T			C			0.72			0.00


			NC_010458.4			39388219			intron_variant			PDE4D			A			C			0.83			0.06			0.77


			NC_010458.4			39391049			intron_variant			PDE4D			T			A			0.97			0.12			0.85


			NC_010458.4			39391117			intron_variant			PDE4D			A			T			0.86			0.11			0.75


			NC_010458.4			39392882			intron_variant			PDE4D			A			G			0.91			0.11			0.80


			NC_010458.4			39394147			intron_variant			PDE4D			T			C			0.90			0.11			0.79


			NC_010458.4			66714577			intron_variant			SGCD			C			T			0.52			0.00


			NC_010458.4			66834798			intron_variant			SGCD			C			A			0.83			0.00


			NC_010458.4			39395258			intron_variant			PDE4D			A			G			0.79			0.11			0.68


			NC_010458.4			39395478			intron_variant			PDE4D			C			T			0.92			0.11			0.81


			NC_010458.4			39395617			intron_variant			PDE4D			T			C			0.76			0.11			0.65


			NC_010458.4			39395664			intron_variant			PDE4D			T			C			0.77			0.11			0.66


			NC_010458.4			39396659			intron_variant			PDE4D			G			A			0.72			0.11			0.61


			NC_010458.4			39396954			intron_variant			PDE4D			C			G			0.68			0.11			0.57


			NC_010458.4			39396980			intron_variant			PDE4D			A			T			0.93			0.11			0.82


			NC_010458.4			39398564			intron_variant			PDE4D			T			C			0.04			0.66			0.62


			NC_010458.4			39399005			intron_variant			PDE4D			C			T			0.05			0.71			0.66


			NC_010458.4			44228046			intron_variant			NLN			T			A			0.05			0.55			0.51


			NC_010458.4			44228047			intron_variant			NLN			C			A			0.05			0.55			0.51


			NC_010458.4			44229014			intron_variant			NLN			G			T			0.93			0.16			0.77


			NC_010458.4			44231161			intron_variant			NLN			C			T			0.58			0.03			0.55


			NC_010458.4			44235873			intron_variant			NLN			A			G			0.59			0.03			0.56


			NC_010458.4			66838870			intron_variant			SGCD			G			C			0.53			0.00


			NC_010458.4			44243466			intron_variant			NLN			A			G			0.59			0.05			0.54


			NC_010458.4			44279881			intron_variant			NLN			T			C			0.05			0.56			0.51


			NC_010458.4			44280325			intron_variant			NLN			T			C			0.05			0.60			0.55


			NC_010458.4			44290499			intron_variant			NLN			C			T			0.75			0.14			0.61


			NC_010458.4			44317707			intron_variant			NLN			C			T			0.96			0.14			0.82


			NC_010446.5			103747147			3_prime_UTR_variant			PTGFRN			G			C			0.06			0.94			0.88


			NC_010448.4			146190570			5_prime_UTR_variant			PDE4B			A			G			0.06			0.58			0.52


			NC_010456.5			76452928			5_prime_UTR_variant			MYOZ1			A			C			0.06			0.97			0.91


			NC_010446.5			115830589			synonymous_variant			COL11A1			G			A			0.06			0.66			0.60


			NC_010456.5			71300222			5_prime_UTR_variant			MYPN			A			G			0.06			0.74			0.68


			NC_010456.5			76240378			3_prime_UTR_variant			PPP3CB			C			T			0.06			0.95			0.89


			NC_010456.5			76248033			3_prime_UTR_variant			PPP3CB			C			A			0.06			0.92			0.86


			NC_010451.4			13055064			synonymous_variant			TENM4			A			T			0.05			0.56			0.51


			NC_010458.4			66455753			intron_variant			SGCD			G			A			0.70			0.13			0.57


			NC_010458.4			66455923			intron_variant			SGCD			A			G			0.68			0.16			0.52


			NC_010458.4			66458530			intron_variant			SGCD			T			C			0.82			0.13			0.69


			NC_010458.4			66458906			intron_variant			SGCD			T			C			0.58			0.03			0.55


			NC_010458.4			66458923			intron_variant			SGCD			T			C			0.62			0.03			0.59


			NC_010458.4			66458946			intron_variant			SGCD			A			G			0.83			0.29			0.54


			NC_010458.4			66460747			intron_variant			SGCD			C			T			0.93			0.39			0.54


			NC_010458.4			66460908			intron_variant			SGCD			C			G			0.93			0.42			0.51


			NC_010458.4			66463677			intron_variant			SGCD			C			T			0.87			0.36			0.51


			NC_010458.4			66466217			intron_variant			SGCD			C			T			0.98			0.37			0.61


			NC_010458.4			66467283			intron_variant			SGCD			C			T			0.98			0.39			0.59


			NC_010458.4			66468806			intron_variant			SGCD			G			A			0.98			0.39			0.59


			NC_010458.4			66469419			intron_variant			SGCD			T			C			0.98			0.26			0.72


			NC_010458.4			66470267			intron_variant			SGCD			A			G			0.98			0.36			0.62


			NC_010458.4			66470835			intron_variant			SGCD			T			C			0.96			0.22			0.74


			NC_010458.4			66471824			intron_variant			SGCD			C			G			0.98			0.42			0.56


			NC_010458.4			66472942			intron_variant			SGCD			C			T			0.82			0.22			0.60


			NC_010458.4			66472963			intron_variant			SGCD			A			G			0.82			0.24			0.58


			NC_010458.4			66472968			intron_variant			SGCD			C			A			0.60			0.03			0.57


			NC_010458.4			66473054			intron_variant			SGCD			A			G			0.67			0.13			0.54


			NC_010458.4			66473196			intron_variant			SGCD			C			T			0.69			0.08			0.61


			NC_010458.4			66473236			intron_variant			SGCD			C			T			0.65			0.11			0.54


			NC_010458.4			66473297			intron_variant			SGCD			T			C			0.66			0.11			0.55


			NC_010458.4			66473538			intron_variant			SGCD			C			G			0.67			0.13			0.54


			NC_010458.4			66473613			intron_variant			SGCD			C			T			0.69			0.16			0.53


			NC_010458.4			66473630			intron_variant			SGCD			C			G			0.69			0.11			0.58


			NC_010458.4			66473964			intron_variant			SGCD			G			C			0.67			0.13			0.54


			NC_010458.4			66474060			intron_variant			SGCD			T			C			0.67			0.11			0.56


			NC_010458.4			66474397			intron_variant			SGCD			G			T			0.66			0.03			0.63


			NC_010458.4			66474401			intron_variant			SGCD			C			G			0.69			0.03			0.66


			NC_010458.4			66474490			intron_variant			SGCD			A			G			0.68			0.03			0.65


			NC_010458.4			66474496			intron_variant			SGCD			A			G			0.68			0.03			0.65


			NC_010458.4			66839415			intron_variant			SGCD			C			T			0.57			0.00


			NC_010458.4			66474615			intron_variant			SGCD			G			T			0.64			0.06			0.58


			NC_010458.4			66474793			intron_variant			SGCD			C			T			0.60			0.06			0.54


			NC_010458.4			66474900			intron_variant			SGCD			A			C			0.69			0.11			0.58


			NC_010458.4			66474941			intron_variant			SGCD			C			T			0.65			0.11			0.54


			NC_010458.4			66475214			intron_variant			SGCD			C			A			0.73			0.13			0.60


			NC_010458.4			66475240			intron_variant			SGCD			C			T			0.71			0.16			0.55


			NC_010458.4			66475388			intron_variant			SGCD			A			G			0.68			0.13			0.55


			NC_010458.4			66475799			intron_variant			SGCD			T			A			0.65			0.11			0.54


			NC_010458.4			66475830			intron_variant			SGCD			G			C			0.67			0.11			0.56


			NC_010458.4			66476272			intron_variant			SGCD			A			G			0.70			0.11			0.59


			NC_010458.4			66476677			intron_variant			SGCD			G			A			0.71			0.08			0.63


			NC_010458.4			66476767			intron_variant			SGCD			C			T			0.71			0.08			0.63


			NC_010458.4			66477203			intron_variant			SGCD			A			G			0.66			0.13			0.53


			NC_010458.4			66477319			intron_variant			SGCD			T			C			0.72			0.13			0.59


			NC_010458.4			66477501			intron_variant			SGCD			A			G			0.66			0.13			0.53


			NC_010458.4			66477799			intron_variant			SGCD			T			C			0.67			0.13			0.54


			NC_010458.4			66478852			intron_variant			SGCD			C			T			0.73			0.06			0.67


			NC_010458.4			66480004			intron_variant			SGCD			T			C			0.98			0.37			0.61


			NC_010458.4			66848688			intron_variant			SGCD			T			C			0.63			0.00


			NC_010458.4			66481803			intron_variant			SGCD			A			G			0.97			0.45			0.52


			NC_010458.4			66481965			intron_variant			SGCD			C			A			0.96			0.44			0.52


			NC_010458.4			66485125			intron_variant			SGCD			G			T			0.69			0.18			0.51


			NC_010458.4			66488749			intron_variant			SGCD			C			A			0.84			0.26			0.58


			NC_010458.4			66848705			intron_variant			SGCD			T			C			0.55			0.00


			NC_010458.4			66919272			intron_variant			SGCD			C			A			0.60			0.00


			NC_010458.4			66920868			intron_variant			SGCD			A			G			0.51			0.00


			NC_010458.4			66489037			intron_variant			SGCD			G			A			0.95			0.42			0.53


			NC_010458.4			66489133			intron_variant			SGCD			G			A			0.90			0.24			0.66


			NC_010458.4			66489233			intron_variant			SGCD			G			A			0.85			0.26			0.59


			NC_010458.4			66489470			intron_variant			SGCD			A			G			0.91			0.26			0.65


			NC_010458.4			66491617			intron_variant			SGCD			C			G			0.97			0.42			0.55


			NC_010458.4			66493019			intron_variant			SGCD			C			G			0.97			0.08			0.89


			NC_010458.4			66493182			intron_variant			SGCD			A			G			0.67			0.06			0.61


			NC_010458.4			66493465			intron_variant			SGCD			T			C			0.85			0.34			0.51


			NC_010458.4			66493591			intron_variant			SGCD			G			A			0.82			0.24			0.58


			NC_010458.4			66493643			intron_variant			SGCD			T			C			0.85			0.29			0.56


			NC_010458.4			66498527			intron_variant			SGCD			A			G			0.82			0.26			0.56


			NC_010458.4			66498532			intron_variant			SGCD			T			G			0.74			0.24			0.50


			NC_010458.4			66498549			intron_variant			SGCD			T			A			0.80			0.07			0.73


			NC_010458.4			66502236			intron_variant			SGCD			T			C			0.69			0.19			0.50


			NC_010458.4			66515429			intron_variant			SGCD			C			T			0.87			0.36			0.51


			NC_010458.4			66517741			intron_variant			SGCD			A			G			0.83			0.24			0.59


			NC_010458.4			66518298			intron_variant			SGCD			G			A			0.63			0.09			0.54


			NC_010458.4			66518454			intron_variant			SGCD			A			G			0.83			0.29			0.54


			NC_010458.4			66921405			intron_variant			SGCD			C			T			0.54			0.00


			NC_010458.4			66520797			intron_variant			SGCD			G			A			0.53			0.03			0.50


			NC_010458.4			66520986			intron_variant			SGCD			C			A			0.66			0.09			0.57


			NC_010458.4			66521000			intron_variant			SGCD			A			G			0.70			0.09			0.61


			NC_010458.4			66521254			intron_variant			SGCD			T			G			0.94			0.39			0.55


			NC_010458.4			66521398			intron_variant			SGCD			T			C			0.94			0.29			0.65


			NC_010458.4			66521487			intron_variant			SGCD			G			T			0.95			0.39			0.56


			NC_010458.4			66522726			intron_variant			SGCD			A			G			0.86			0.28			0.58


			NC_010458.4			66524169			intron_variant			SGCD			C			A			0.92			0.37			0.55


			NC_010458.4			66524880			intron_variant			SGCD			G			A			0.92			0.34			0.58


			NC_010458.4			66525458			intron_variant			SGCD			T			C			0.97			0.34			0.63


			NC_010458.4			66527140			intron_variant			SGCD			T			C			0.93			0.37			0.56


			NC_010458.4			66527977			intron_variant			SGCD			T			C			0.88			0.37			0.51


			NC_010458.4			66528457			intron_variant			SGCD			A			G			0.96			0.37			0.59


			NC_010458.4			66528867			intron_variant			SGCD			A			G			0.96			0.42			0.54


			NC_010458.4			66529022			intron_variant			SGCD			T			C			0.98			0.42			0.56


			NC_010458.4			66529447			intron_variant			SGCD			A			G			0.74			0.22			0.52


			NC_010458.4			66530621			intron_variant			SGCD			T			C			0.97			0.35			0.62


			NC_010458.4			66531042			intron_variant			SGCD			C			T			0.82			0.32			0.50


			NC_010458.4			66531043			intron_variant			SGCD			A			G			0.97			0.32			0.65


			NC_010458.4			66531056			intron_variant			SGCD			A			G			0.97			0.38			0.59


			NC_010458.4			66531058			intron_variant			SGCD			T			G			0.97			0.40			0.57


			NC_010458.4			66531069			intron_variant			SGCD			G			A			0.97			0.42			0.55


			NC_010458.4			66531160			intron_variant			SGCD			T			C			0.97			0.33			0.64


			NC_010458.4			66531161			intron_variant			SGCD			T			C			0.97			0.33			0.64


			NC_010458.4			66531332			intron_variant			SGCD			A			T			0.95			0.38			0.57


			NC_010458.4			66531866			intron_variant			SGCD			G			A			0.97			0.42			0.55


			NC_010458.4			66532103			intron_variant			SGCD			C			T			0.97			0.39			0.58


			NC_010458.4			66532837			intron_variant			SGCD			C			T			0.96			0.39			0.57


			NC_010458.4			66532888			intron_variant			SGCD			T			C			0.92			0.42			0.50


			NC_010458.4			66533494			intron_variant			SGCD			G			C			0.97			0.37			0.60


			NC_010458.4			66533566			intron_variant			SGCD			A			T			0.88			0.34			0.54


			NC_010458.4			66533978			intron_variant			SGCD			C			G			0.75			0.24			0.51


			NC_010458.4			66534461			intron_variant			SGCD			C			T			0.97			0.39			0.58


			NC_010458.4			66534465			intron_variant			SGCD			C			T			0.95			0.39			0.56


			NC_010458.4			66534694			intron_variant			SGCD			C			T			0.94			0.34			0.60


			NC_010458.4			66534703			intron_variant			SGCD			C			A			0.83			0.24			0.59


			NC_010458.4			66534719			intron_variant			SGCD			G			T			0.83			0.24			0.59


			NC_010458.4			66534750			intron_variant			SGCD			T			C			0.94			0.37			0.57


			NC_010458.4			66534899			intron_variant			SGCD			T			C			0.65			0.13			0.52


			NC_010458.4			66534932			intron_variant			SGCD			C			T			0.92			0.34			0.58


			NC_010458.4			66534971			intron_variant			SGCD			T			G			0.64			0.13			0.51


			NC_010458.4			66535539			intron_variant			SGCD			A			G			0.72			0.16			0.56


			NC_010458.4			66536634			intron_variant			SGCD			G			A			0.95			0.34			0.61


			NC_010458.4			66538482			intron_variant			SGCD			C			T			0.97			0.42			0.55


			NC_010458.4			66540394			intron_variant			SGCD			T			A			0.82			0.31			0.51


			NC_010458.4			66540445			intron_variant			SGCD			C			T			0.95			0.42			0.53


			NC_010458.4			66541454			intron_variant			SGCD			A			G			0.98			0.16			0.82


			NC_010458.4			66541488			intron_variant			SGCD			T			C			0.96			0.19			0.77


			NC_010458.4			66959124			intron_variant			SGCD			G			A			0.67			0.00


			NC_010458.4			66541889			intron_variant			SGCD			T			C			0.77			0.13			0.64


			NC_010458.4			66542186			intron_variant			SGCD			A			G			0.97			0.38			0.59


			NC_010458.4			66542908			intron_variant			SGCD			A			C			0.91			0.39			0.52


			NC_010458.4			66542910			intron_variant			SGCD			A			T			0.91			0.39			0.52


			NC_010458.4			66543030			intron_variant			SGCD			T			C			0.90			0.39			0.51


			NC_010458.4			66543759			intron_variant			SGCD			C			G			0.96			0.31			0.65


			NC_010458.4			66544848			intron_variant			SGCD			T			C			0.92			0.36			0.56


			NC_010458.4			66545997			intron_variant			SGCD			G			A			0.83			0.32			0.51


			NC_010458.4			66546169			intron_variant			SGCD			G			A			0.79			0.25			0.54


			NC_010458.4			66546278			intron_variant			SGCD			C			G			0.95			0.39			0.56


			NC_010458.4			66546330			intron_variant			SGCD			C			T			0.90			0.32			0.58


			NC_010458.4			66546425			intron_variant			SGCD			C			T			0.87			0.25			0.62


			NC_010458.4			66547346			intron_variant			SGCD			C			T			0.99			0.29			0.70


			NC_010458.4			66547403			intron_variant			SGCD			A			C			0.99			0.39			0.60


			NC_010458.4			66547407			intron_variant			SGCD			C			G			0.99			0.39			0.60


			NC_010458.4			66547544			intron_variant			SGCD			A			G			0.98			0.47			0.51


			NC_010458.4			66547637			intron_variant			SGCD			G			A			0.99			0.47			0.52


			NC_010458.4			66548520			intron_variant			SGCD			A			G			1.00			0.45			0.55


			NC_010458.4			67008434			intron_variant			SGCD			C			T			0.56			0.00


			NC_010458.4			67011521			intron_variant			SGCD			C			T			0.67			0.00


			NC_010458.4			66562648			intron_variant			SGCD			G			T			0.68			0.09			0.59


			NC_010458.4			66563371			intron_variant			SGCD			T			A			0.78			0.25			0.53


			NC_010458.4			66563823			intron_variant			SGCD			T			C			0.68			0.18			0.50


			NC_010458.4			66564877			intron_variant			SGCD			T			C			0.68			0.18			0.50


			NC_010458.4			66565208			intron_variant			SGCD			G			A			0.76			0.26			0.50


			NC_010458.4			66567038			intron_variant			SGCD			T			C			0.68			0.10			0.58


			NC_010458.4			67029950			intron_variant			SGCD			T			A			0.51			0.00


			NC_010458.4			67060330			intron_variant			SGCD			C			T			0.54			0.00


			NC_010458.4			66567142			intron_variant			SGCD			T			A			0.74			0.06			0.68


			NC_010458.4			66567199			intron_variant			SGCD			A			G			0.75			0.21			0.54


			NC_010458.4			66567257			intron_variant			SGCD			T			C			0.72			0.17			0.55


			NC_010458.4			66567264			intron_variant			SGCD			G			T			0.70			0.17			0.53


			NC_010458.4			67061129			intron_variant			SGCD			G			A			0.80			0.00


			NC_010458.4			66567896			intron_variant			SGCD			A			G			0.60			0.09			0.51


			NC_010458.4			66568404			intron_variant			SGCD			C			T			0.68			0.13			0.55


			NC_010458.4			66568492			intron_variant			SGCD			A			G			0.73			0.09			0.64


			NC_010458.4			66568501			intron_variant			SGCD			C			T			0.68			0.09			0.59


			NC_010458.4			66568522			intron_variant			SGCD			T			C			0.72			0.10			0.62


			NC_010458.4			66568552			intron_variant			SGCD			C			A			0.69			0.12			0.57


			NC_010458.4			66568585			intron_variant			SGCD			T			A			0.72			0.21			0.51


			NC_010458.4			66568830			intron_variant			SGCD			C			T			0.65			0.03			0.62


			NC_010458.4			66568902			intron_variant			SGCD			T			C			0.73			0.03			0.70


			NC_010458.4			66568992			intron_variant			SGCD			A			T			0.65			0.04			0.61


			NC_010458.4			67062149			intron_variant			SGCD			A			C			0.59			0.00


			NC_010458.4			66569245			intron_variant			SGCD			T			C			0.72			0.13			0.59


			NC_010458.4			67065404			intron_variant			SGCD			T			A			0.52			0.00


			NC_010458.4			67082429			intron_variant			SGCD			G			A			0.52			0.00


			NC_010458.4			67083237			intron_variant			SGCD			G			A			0.59			0.00


			NC_010458.4			66570289			intron_variant			SGCD			C			A			0.76			0.17			0.59


			NC_010458.4			67083256			intron_variant			SGCD			T			C			0.52			0.00


			NC_010458.4			66570874			intron_variant			SGCD			T			C			0.78			0.22			0.56


			NC_010458.4			66570957			intron_variant			SGCD			T			G			0.70			0.20			0.50


			NC_010458.4			66571106			intron_variant			SGCD			A			G			0.77			0.25			0.52


			NC_010458.4			66573407			intron_variant			SGCD			A			G			0.76			0.26			0.50


			NC_010458.4			66578459			intron_variant			SGCD			G			A			0.68			0.11			0.57


			NC_010458.4			66580469			intron_variant			SGCD			G			A			0.92			0.20			0.72


			NC_010458.4			66580487			intron_variant			SGCD			G			A			0.92			0.40			0.52


			NC_010458.4			66626322			intron_variant			SGCD			C			T			0.65			0.11			0.54


			NC_010458.4			66626363			intron_variant			SGCD			C			T			0.65			0.09			0.56


			NC_010458.4			66633204			intron_variant			SGCD			T			C			0.94			0.07			0.87


			NC_010458.4			66633269			intron_variant			SGCD			T			G			0.96			0.25			0.71


			NC_010458.4			66633272			intron_variant			SGCD			C			T			0.96			0.25			0.71


			NC_010458.4			66633338			intron_variant			SGCD			A			G			0.99			0.45			0.54


			NC_010458.4			66633393			intron_variant			SGCD			A			G			0.98			0.47			0.51


			NC_010458.4			66633473			intron_variant			SGCD			A			C			0.99			0.44			0.55


			NC_010458.4			66633658			intron_variant			SGCD			T			C			0.99			0.35			0.64


			NC_010458.4			66633685			intron_variant			SGCD			T			C			0.99			0.47			0.52


			NC_010458.4			66633714			intron_variant			SGCD			T			C			0.99			0.44			0.55


			NC_010458.4			66633978			intron_variant			SGCD			T			C			0.94			0.44			0.50


			NC_010458.4			66634877			intron_variant			SGCD			A			G			0.97			0.47			0.50


			NC_010458.4			66636224			intron_variant			SGCD			G			A			0.98			0.47			0.51


			NC_010458.4			66636650			intron_variant			SGCD			T			C			0.98			0.44			0.54


			NC_010458.4			66636837			intron_variant			SGCD			C			A			0.98			0.37			0.61


			NC_010458.4			66636867			intron_variant			SGCD			G			A			0.97			0.45			0.52


			NC_010458.4			66636922			intron_variant			SGCD			C			T			0.98			0.25			0.73


			NC_010458.4			66636983			intron_variant			SGCD			T			C			0.98			0.38			0.60


			NC_010458.4			66637046			intron_variant			SGCD			T			C			0.99			0.47			0.52


			NC_010458.4			66637150			intron_variant			SGCD			A			C			0.98			0.45			0.53


			NC_010458.4			66637347			intron_variant			SGCD			C			A			0.98			0.47			0.51


			NC_010458.4			66637353			intron_variant			SGCD			A			G			0.98			0.47			0.51


			NC_010458.4			66637939			intron_variant			SGCD			G			T			0.98			0.37			0.61


			NC_010458.4			66638156			intron_variant			SGCD			G			A			0.73			0.19			0.54


			NC_010458.4			66638285			intron_variant			SGCD			A			T			0.98			0.47			0.51


			NC_010458.4			66638291			intron_variant			SGCD			G			A			0.97			0.47			0.50


			NC_010458.4			66638359			intron_variant			SGCD			A			G			0.98			0.39			0.59


			NC_010458.4			66638435			intron_variant			SGCD			C			T			0.97			0.45			0.52


			NC_010458.4			66638628			intron_variant			SGCD			G			A			0.87			0.07			0.80


			NC_010458.4			66638644			intron_variant			SGCD			G			T			0.71			0.13			0.58


			NC_010458.4			66638674			intron_variant			SGCD			T			C			0.96			0.38			0.58


			NC_010458.4			66639868			intron_variant			SGCD			T			C			0.97			0.45			0.52


			NC_010458.4			66639885			intron_variant			SGCD			G			A			0.98			0.45			0.53


			NC_010458.4			66640197			intron_variant			SGCD			G			A			0.88			0.19			0.69


			NC_010458.4			66640294			intron_variant			SGCD			G			A			0.98			0.47			0.51


			NC_010458.4			66640682			intron_variant			SGCD			G			C			0.95			0.36			0.59


			NC_010458.4			66640699			intron_variant			SGCD			C			T			0.94			0.36			0.58


			NC_010458.4			66640807			intron_variant			SGCD			C			T			0.84			0.16			0.68


			NC_010458.4			66640847			intron_variant			SGCD			A			T			0.97			0.42			0.55


			NC_010458.4			66641195			intron_variant			SGCD			C			T			0.86			0.34			0.52


			NC_010458.4			66642152			intron_variant			SGCD			C			T			0.58			0.08			0.50


			NC_010458.4			66642313			intron_variant			SGCD			T			A			0.63			0.06			0.57


			NC_010458.4			66647849			intron_variant			SGCD			T			C			0.97			0.34			0.63


			NC_010458.4			66650977			intron_variant			SGCD			T			C			0.98			0.42			0.56


			NC_010458.4			66651328			intron_variant			SGCD			A			C			0.97			0.42			0.55


			NC_010458.4			66651668			intron_variant			SGCD			T			A			0.95			0.42			0.53


			NC_010458.4			66651990			intron_variant			SGCD			G			A			0.78			0.22			0.56


			NC_010458.4			66653305			intron_variant			SGCD			T			C			0.96			0.32			0.64


			NC_010458.4			67094490			intron_variant			SGCD			C			T			0.55			0.00


			NC_010458.4			66654391			intron_variant			SGCD			G			A			0.71			0.08			0.63


			NC_010458.4			66654489			intron_variant			SGCD			T			C			0.59			0.06			0.53


			NC_010458.4			67103381			intron_variant			SGCD			A			G			0.73			0.00


			NC_010458.4			66654702			intron_variant			SGCD			A			G			0.68			0.11			0.57


			NC_010458.4			66654706			intron_variant			SGCD			G			A			0.67			0.11			0.56


			NC_010458.4			66654760			intron_variant			SGCD			T			C			0.66			0.05			0.61


			NC_010458.4			66654849			intron_variant			SGCD			G			A			0.67			0.05			0.62


			NC_010458.4			66654903			intron_variant			SGCD			C			A			0.70			0.08			0.62


			NC_010458.4			66654959			intron_variant			SGCD			T			C			0.63			0.08			0.55


			NC_010458.4			66655008			intron_variant			SGCD			A			G			0.66			0.08			0.58


			NC_010458.4			66655036			intron_variant			SGCD			C			T			0.66			0.08			0.58


			NC_010458.4			66656413			intron_variant			SGCD			A			G			0.96			0.18			0.78


			NC_010458.4			66656414			intron_variant			SGCD			T			C			0.96			0.18			0.78


			NC_010458.4			66656461			intron_variant			SGCD			A			G			0.83			0.31			0.52


			NC_010458.4			66656500			intron_variant			SGCD			T			C			0.96			0.33			0.63


			NC_010458.4			66656726			intron_variant			SGCD			T			C			0.93			0.34			0.59


			NC_010458.4			66657132			intron_variant			SGCD			G			A			0.98			0.39			0.59


			NC_010458.4			66657320			intron_variant			SGCD			T			C			0.93			0.42			0.51


			NC_010458.4			66657321			intron_variant			SGCD			G			A			0.93			0.42			0.51


			NC_010458.4			66657368			intron_variant			SGCD			G			A			0.95			0.42			0.53


			NC_010458.4			66657610			intron_variant			SGCD			G			A			0.97			0.42			0.55


			NC_010458.4			66657696			intron_variant			SGCD			G			A			0.98			0.39			0.59


			NC_010458.4			66657916			intron_variant			SGCD			T			C			0.98			0.42			0.56


			NC_010458.4			66658678			intron_variant			SGCD			G			C			0.98			0.42			0.56


			NC_010458.4			66658811			intron_variant			SGCD			C			T			0.98			0.39			0.59


			NC_010458.4			66659315			intron_variant			SGCD			T			C			0.97			0.39			0.58


			NC_010458.4			66659747			intron_variant			SGCD			T			C			0.95			0.42			0.53


			NC_010458.4			66659787			intron_variant			SGCD			G			A			0.94			0.42			0.52


			NC_010458.4			66659796			intron_variant			SGCD			T			A			0.94			0.42			0.52


			NC_010458.4			66659868			intron_variant			SGCD			G			A			0.95			0.39			0.56


			NC_010458.4			66659937			intron_variant			SGCD			C			T			0.94			0.39			0.55


			NC_010458.4			66659961			intron_variant			SGCD			T			C			0.98			0.42			0.56


			NC_010458.4			66660015			intron_variant			SGCD			G			A			0.98			0.39			0.59


			NC_010458.4			66660099			intron_variant			SGCD			C			T			0.97			0.42			0.55


			NC_010458.4			66660263			intron_variant			SGCD			T			C			0.98			0.34			0.64


			NC_010458.4			66660329			intron_variant			SGCD			A			G			0.99			0.37			0.62


			NC_010458.4			66660519			intron_variant			SGCD			A			T			0.96			0.44			0.52


			NC_010458.4			66660613			intron_variant			SGCD			C			T			0.93			0.17			0.76


			NC_010458.4			66660736			intron_variant			SGCD			G			A			0.98			0.42			0.56


			NC_010458.4			66660862			intron_variant			SGCD			G			A			0.98			0.42			0.56


			NC_010458.4			66660875			intron_variant			SGCD			C			T			0.98			0.42			0.56


			NC_010458.4			66660881			intron_variant			SGCD			C			T			0.98			0.42			0.56


			NC_010458.4			66660911			intron_variant			SGCD			T			C			0.92			0.42			0.50


			NC_010458.4			66661140			intron_variant			SGCD			T			C			0.97			0.39			0.58


			NC_010458.4			66661529			intron_variant			SGCD			C			T			0.95			0.42			0.53


			NC_010458.4			66661676			intron_variant			SGCD			T			G			0.95			0.42			0.53


			NC_010458.4			66661714			intron_variant			SGCD			C			T			0.95			0.39			0.56


			NC_010458.4			66661762			intron_variant			SGCD			G			A			0.97			0.33			0.64


			NC_010458.4			66661776			intron_variant			SGCD			C			A			0.97			0.31			0.66


			NC_010458.4			66661928			intron_variant			SGCD			T			C			0.95			0.32			0.63


			NC_010458.4			66661981			intron_variant			SGCD			T			C			0.95			0.36			0.59


			NC_010458.4			66662008			intron_variant			SGCD			T			C			0.95			0.23			0.72


			NC_010458.4			66662018			intron_variant			SGCD			A			G			0.95			0.23			0.72


			NC_010458.4			66662153			intron_variant			SGCD			C			T			0.98			0.27			0.71


			NC_010458.4			66662160			intron_variant			SGCD			T			C			0.98			0.23			0.75


			NC_010458.4			66663056			intron_variant			SGCD			G			A			0.96			0.42			0.54


			NC_010458.4			66663124			intron_variant			SGCD			G			A			0.96			0.42			0.54


			NC_010458.4			66663137			intron_variant			SGCD			A			G			0.96			0.42			0.54


			NC_010458.4			66663241			intron_variant			SGCD			T			C			0.97			0.25			0.72


			NC_010458.4			66663303			intron_variant			SGCD			C			T			0.94			0.27			0.67


			NC_010458.4			66663402			intron_variant			SGCD			C			G			0.98			0.42			0.56


			NC_010458.4			66663472			intron_variant			SGCD			A			G			0.98			0.37			0.61


			NC_010458.4			66663545			intron_variant			SGCD			T			A			0.98			0.42			0.56


			NC_010458.4			66664034			intron_variant			SGCD			A			G			0.98			0.17			0.81


			NC_010458.4			66664035			intron_variant			SGCD			A			G			0.98			0.17			0.81


			NC_010458.4			66664073			intron_variant			SGCD			T			G			0.66			0.09			0.57


			NC_010458.4			66664079			intron_variant			SGCD			A			G			0.69			0.09			0.60


			NC_010458.4			66664089			intron_variant			SGCD			G			C			0.95			0.13			0.82


			NC_010458.4			66664201			intron_variant			SGCD			C			T			0.98			0.45			0.53


			NC_010458.4			66664308			intron_variant			SGCD			C			T			0.98			0.42			0.56


			NC_010458.4			66664312			intron_variant			SGCD			T			C			0.98			0.42			0.56


			NC_010458.4			66664373			intron_variant			SGCD			A			G			0.64			0.13			0.51


			NC_010458.4			66664405			intron_variant			SGCD			G			A			0.98			0.29			0.69


			NC_010458.4			67104534			intron_variant			SGCD			C			T			0.51			0.00


			NC_010458.4			67105334			intron_variant			SGCD			G			A			0.53			0.00


			NC_010458.4			67105407			intron_variant			SGCD			A			T			0.86			0.00


			NC_010458.4			66664891			intron_variant			SGCD			C			T			0.76			0.05			0.71


			NC_010458.4			66672269			intron_variant			SGCD			G			T			0.66			0.11			0.55


			NC_010458.4			66672277			intron_variant			SGCD			T			A			0.66			0.11			0.55


			NC_010458.4			66672293			intron_variant			SGCD			G			A			0.66			0.13			0.53


			NC_010458.4			66672337			intron_variant			SGCD			C			T			0.65			0.11			0.54


			NC_010458.4			66672350			intron_variant			SGCD			G			T			0.65			0.11			0.54


			NC_010458.4			66672371			intron_variant			SGCD			A			G			0.66			0.11			0.55


			NC_010458.4			66672378			intron_variant			SGCD			C			T			0.66			0.12			0.54


			NC_010458.4			66698418			intron_variant			SGCD			C			T			0.68			0.06			0.62


			NC_010458.4			66698596			intron_variant			SGCD			C			T			0.19			0.86			0.67


			NC_010458.4			66698646			intron_variant			SGCD			A			C			0.26			0.84			0.59


			NC_010458.4			66698688			intron_variant			SGCD			G			A			0.22			0.86			0.65


			NC_010458.4			66699009			intron_variant			SGCD			G			A			0.70			0.03			0.67


			NC_010458.4			66699083			intron_variant			SGCD			A			G			0.65			0.03			0.62


			NC_010458.4			66699118			intron_variant			SGCD			A			C			0.73			0.03			0.70


			NC_010458.4			66699160			intron_variant			SGCD			C			T			0.77			0.03			0.74


			NC_010458.4			66699183			intron_variant			SGCD			C			T			0.69			0.03			0.66


			NC_010458.4			67105490			intron_variant			SGCD			A			G			0.52			0.00


			NC_010458.4			66704474			intron_variant			SGCD			A			T			0.08			0.61			0.52


			NC_010458.4			66704492			intron_variant			SGCD			C			T			0.08			0.61			0.53


			NC_010458.4			66712351			intron_variant			SGCD			C			T			0.93			0.34			0.59


			NC_010458.4			66712354			intron_variant			SGCD			T			C			0.93			0.36			0.57


			NC_010458.4			66712362			intron_variant			SGCD			C			T			0.98			0.37			0.61


			NC_010458.4			66712366			intron_variant			SGCD			T			C			0.72			0.03			0.69


			NC_010458.4			66714045			intron_variant			SGCD			A			G			0.59			0.08			0.51


			NC_010458.4			67105551			intron_variant			SGCD			T			C			0.83			0.00


			NC_010458.4			67105784			intron_variant			SGCD			A			C			0.69			0.00


			NC_010458.4			66714585			intron_variant			SGCD			T			C			0.53			0.03			0.50


			NC_010458.4			66722589			intron_variant			SGCD			A			G			0.96			0.33			0.63


			NC_010458.4			66723388			intron_variant			SGCD			T			C			0.98			0.37			0.61


			NC_010458.4			66725214			intron_variant			SGCD			T			C			0.98			0.37			0.61


			NC_010458.4			66725748			intron_variant			SGCD			G			T			0.95			0.32			0.63


			NC_010458.4			66726223			intron_variant			SGCD			A			G			0.96			0.37			0.59


			NC_010458.4			66726300			intron_variant			SGCD			C			T			0.95			0.37			0.58


			NC_010458.4			66728256			intron_variant			SGCD			C			T			0.94			0.39			0.55


			NC_010458.4			66729390			intron_variant			SGCD			C			T			0.92			0.42			0.50


			NC_010458.4			66732619			intron_variant			SGCD			T			C			0.94			0.42			0.52


			NC_010458.4			66733685			intron_variant			SGCD			A			G			0.92			0.42			0.50


			NC_010458.4			66734263			intron_variant			SGCD			C			G			0.88			0.35			0.53


			NC_010458.4			66734345			intron_variant			SGCD			C			T			0.96			0.42			0.54


			NC_010458.4			66737799			intron_variant			SGCD			A			C			0.95			0.37			0.58


			NC_010458.4			66737946			intron_variant			SGCD			C			T			0.97			0.37			0.60


			NC_010458.4			66738290			intron_variant			SGCD			T			C			0.97			0.39			0.58


			NC_010458.4			66738353			intron_variant			SGCD			T			C			0.95			0.42			0.53


			NC_010458.4			66738462			intron_variant			SGCD			C			T			0.95			0.39			0.56


			NC_010458.4			66739018			intron_variant			SGCD			G			A			0.97			0.39			0.58


			NC_010458.4			66739039			intron_variant			SGCD			A			G			0.93			0.39			0.54


			NC_010458.4			66739090			intron_variant			SGCD			T			C			0.93			0.42			0.51


			NC_010458.4			66739146			intron_variant			SGCD			T			C			0.78			0.05			0.73


			NC_010458.4			66739695			intron_variant			SGCD			A			G			0.94			0.39			0.55


			NC_010458.4			66740121			intron_variant			SGCD			C			T			0.84			0.34			0.50


			NC_010458.4			66740155			intron_variant			SGCD			A			G			0.93			0.42			0.51


			NC_010458.4			66740490			intron_variant			SGCD			C			T			0.92			0.39			0.53


			NC_010458.4			66740643			intron_variant			SGCD			C			T			0.92			0.42			0.50


			NC_010458.4			66821702			intron_variant			SGCD			C			A			0.90			0.39			0.51


			NC_010458.4			66821951			intron_variant			SGCD			G			A			0.92			0.37			0.55


			NC_010458.4			66822009			intron_variant			SGCD			A			T			0.92			0.39			0.53


			NC_010458.4			66823176			intron_variant			SGCD			G			A			0.89			0.37			0.52


			NC_010458.4			66825606			intron_variant			SGCD			T			C			0.91			0.36			0.55


			NC_010458.4			66826056			intron_variant			SGCD			A			G			0.57			0.03			0.54


			NC_010458.4			66826246			intron_variant			SGCD			T			C			0.86			0.34			0.52


			NC_010458.4			66826331			intron_variant			SGCD			G			T			0.93			0.37			0.56


			NC_010458.4			66826599			intron_variant			SGCD			C			T			0.85			0.34			0.51


			NC_010458.4			66826962			intron_variant			SGCD			C			T			0.92			0.41			0.51


			NC_010458.4			66827417			intron_variant			SGCD			T			G			0.87			0.33			0.54


			NC_010458.4			66827692			intron_variant			SGCD			T			A			0.88			0.38			0.50


			NC_010458.4			66827932			intron_variant			SGCD			A			T			0.65			0.08			0.57


			NC_010458.4			66829248			intron_variant			SGCD			A			G			0.92			0.39			0.53


			NC_010458.4			66829276			intron_variant			SGCD			C			T			0.92			0.39			0.53


			NC_010458.4			66829285			intron_variant			SGCD			C			T			0.92			0.39			0.53


			NC_010458.4			66829286			intron_variant			SGCD			A			G			0.92			0.39			0.53


			NC_010458.4			66829345			intron_variant			SGCD			A			G			0.91			0.29			0.62


			NC_010458.4			66829385			intron_variant			SGCD			T			C			0.87			0.04			0.83


			NC_010458.4			66829465			intron_variant			SGCD			T			C			0.92			0.26			0.66


			NC_010458.4			66829640			intron_variant			SGCD			A			G			0.92			0.39			0.53


			NC_010458.4			66829723			intron_variant			SGCD			T			C			0.68			0.11			0.57


			NC_010458.4			66829774			intron_variant			SGCD			C			T			0.61			0.11			0.50


			NC_010458.4			66829862			intron_variant			SGCD			T			C			0.77			0.14			0.63


			NC_010458.4			66829898			intron_variant			SGCD			A			T			0.77			0.16			0.61


			NC_010458.4			66829922			intron_variant			SGCD			C			A			0.70			0.13			0.57


			NC_010458.4			66829954			intron_variant			SGCD			A			G			0.77			0.11			0.66


			NC_010458.4			66829974			intron_variant			SGCD			T			C			0.76			0.11			0.65


			NC_010458.4			66829990			intron_variant			SGCD			G			T			0.75			0.11			0.64


			NC_010458.4			66829996			intron_variant			SGCD			A			G			0.75			0.11			0.64


			NC_010458.4			66830044			intron_variant			SGCD			A			C			0.81			0.11			0.70


			NC_010458.4			66830045			intron_variant			SGCD			G			A			0.67			0.11			0.56


			NC_010458.4			66830107			intron_variant			SGCD			T			C			0.78			0.11			0.67


			NC_010458.4			66830317			intron_variant			SGCD			A			G			0.86			0.34			0.52


			NC_010458.4			66830492			intron_variant			SGCD			C			T			0.88			0.36			0.52


			NC_010458.4			66830529			intron_variant			SGCD			T			C			0.89			0.39			0.50


			NC_010458.4			66834778			intron_variant			SGCD			T			G			0.85			0.08			0.77


			NC_010458.4			66834782			intron_variant			SGCD			G			A			0.85			0.04			0.81


			NC_010458.4			67105789			intron_variant			SGCD			A			G			0.65			0.00


			NC_010458.4			66835639			intron_variant			SGCD			A			G			0.80			0.29			0.51


			NC_010458.4			66835641			intron_variant			SGCD			C			T			0.80			0.29			0.51


			NC_010458.4			66837673			intron_variant			SGCD			T			C			0.81			0.26			0.55


			NC_010458.4			67106021			intron_variant			SGCD			C			G			0.68			0.00


			NC_010458.4			66839045			intron_variant			SGCD			C			T			0.71			0.11			0.60


			NC_010458.4			66839226			intron_variant			SGCD			G			A			0.76			0.05			0.71


			NC_010458.4			67112631			intron_variant			SGCD			C			T			0.90			0.00


			NC_010458.4			66839581			intron_variant			SGCD			G			A			0.67			0.17			0.50


			NC_010458.4			66841040			intron_variant			SGCD			G			A			0.80			0.26			0.54


			NC_010458.4			66842479			intron_variant			SGCD			G			A			0.79			0.29			0.50


			NC_010458.4			67137996			intron_variant			SGCD			A			G			0.63			0.00


			NC_010458.4			67138565			intron_variant			SGCD			A			G			0.69			0.00


			NC_010458.4			66849615			intron_variant			SGCD			A			G			0.92			0.42			0.50


			NC_010458.4			66849628			intron_variant			SGCD			G			T			0.99			0.39			0.60


			NC_010458.4			66874163			intron_variant			SGCD			G			C			0.80			0.28			0.52


			NC_010458.4			66899662			intron_variant			SGCD			A			G			0.96			0.39			0.57


			NC_010458.4			66899749			intron_variant			SGCD			A			G			0.98			0.47			0.51


			NC_010458.4			66899764			intron_variant			SGCD			C			A			0.98			0.47			0.51


			NC_010458.4			66899766			intron_variant			SGCD			A			G			0.98			0.47			0.51


			NC_010458.4			66899791			intron_variant			SGCD			C			T			0.97			0.45			0.52


			NC_010458.4			66899850			intron_variant			SGCD			C			G			0.98			0.47			0.51


			NC_010458.4			66900136			intron_variant			SGCD			C			T			0.96			0.45			0.51


			NC_010458.4			66900205			intron_variant			SGCD			G			A			0.98			0.47			0.51


			NC_010458.4			66900377			intron_variant			SGCD			T			C			0.98			0.44			0.54


			NC_010458.4			66900485			intron_variant			SGCD			C			T			0.96			0.14			0.82


			NC_010458.4			66900520			intron_variant			SGCD			C			A			0.98			0.38			0.60


			NC_010458.4			66906451			intron_variant			SGCD			C			T			0.80			0.18			0.62


			NC_010458.4			66907425			intron_variant			SGCD			T			C			0.61			0.11			0.50


			NC_010458.4			66907500			intron_variant			SGCD			A			G			0.67			0.11			0.56


			NC_010458.4			66907543			intron_variant			SGCD			T			G			0.70			0.11			0.59


			NC_010458.4			66908047			intron_variant			SGCD			C			T			0.92			0.42			0.50


			NC_010458.4			66915603			intron_variant			SGCD			C			T			0.98			0.44			0.54


			NC_010458.4			67149109			intron_variant			SGCD			T			C			0.65			0.00


			NC_010458.4			66919652			intron_variant			SGCD			G			A			0.95			0.42			0.53


			NC_010458.4			66920522			intron_variant			SGCD			C			T			0.99			0.14			0.85


			NC_010458.4			66920523			intron_variant			SGCD			T			C			0.99			0.14			0.85


			NC_010458.4			66920537			intron_variant			SGCD			T			C			0.73			0.14			0.59


			NC_010458.4			66920542			intron_variant			SGCD			T			G			0.99			0.14			0.85


			NC_010458.4			66920786			intron_variant			SGCD			A			G			0.97			0.47			0.50


			NC_010458.4			66920860			intron_variant			SGCD			A			C			0.95			0.45			0.50


			NC_010458.4			67149186			intron_variant			SGCD			G			T			0.70			0.00


			NC_010458.4			66921027			intron_variant			SGCD			G			A			0.97			0.47			0.50


			NC_010458.4			67151514			intron_variant			SGCD			A			G			0.54			0.00


			NC_010458.4			66921762			intron_variant			SGCD			T			C			0.96			0.45			0.51


			NC_010458.4			66922789			intron_variant			SGCD			G			C			0.95			0.41			0.54


			NC_010458.4			66923117			intron_variant			SGCD			G			A			0.95			0.42			0.53


			NC_010458.4			66923172			intron_variant			SGCD			C			T			0.95			0.35			0.60


			NC_010458.4			66923174			intron_variant			SGCD			C			A			0.95			0.35			0.60


			NC_010458.4			66924230			intron_variant			SGCD			T			A			0.97			0.38			0.59


			NC_010458.4			66925941			intron_variant			SGCD			G			A			0.86			0.21			0.65


			NC_010458.4			66926023			intron_variant			SGCD			C			T			0.55			0.05			0.50


			NC_010458.4			66926147			intron_variant			SGCD			C			A			0.86			0.16			0.70


			NC_010458.4			66927074			intron_variant			SGCD			A			G			0.94			0.25			0.69


			NC_010458.4			66927116			intron_variant			SGCD			C			T			0.94			0.22			0.72


			NC_010458.4			66927187			intron_variant			SGCD			T			C			0.94			0.42			0.52


			NC_010458.4			66927773			intron_variant			SGCD			C			T			0.86			0.16			0.70


			NC_010458.4			66928230			intron_variant			SGCD			T			C			0.68			0.06			0.62


			NC_010458.4			66928501			intron_variant			SGCD			C			G			0.84			0.11			0.73


			NC_010458.4			66941585			intron_variant			SGCD			G			A			0.68			0.12			0.56


			NC_010458.4			66950380			intron_variant			SGCD			G			A			0.91			0.21			0.70


			NC_010458.4			66950488			intron_variant			SGCD			C			T			0.69			0.06			0.63


			NC_010458.4			67152613			intron_variant			SGCD			T			C			0.56			0.00


			NC_010458.4			66971363			intron_variant			SGCD			C			T			0.81			0.17			0.64


			NC_010458.4			67005446			intron_variant			SGCD			A			C			0.63			0.08			0.55


			NC_010458.4			67005501			intron_variant			SGCD			G			A			0.61			0.03			0.58


			NC_010458.4			67007357			intron_variant			SGCD			T			A			0.65			0.13			0.52


			NC_010458.4			67008416			intron_variant			SGCD			A			G			0.58			0.08			0.50


			NC_010458.4			67156151			intron_variant			SGCD			C			T			0.51			0.00


			NC_010458.4			67009076			intron_variant			SGCD			T			G			0.71			0.08			0.63


			NC_010458.4			67009595			intron_variant			SGCD			G			C			0.55			0.03			0.52


			NC_010458.4			67011251			intron_variant			SGCD			A			G			0.69			0.11			0.58


			NC_010458.4			67011267			intron_variant			SGCD			A			T			0.69			0.11			0.58


			NC_010458.4			67011268			intron_variant			SGCD			G			A			0.69			0.11			0.58


			NC_010458.4			67011393			intron_variant			SGCD			C			T			0.71			0.11			0.60


			NC_010458.4			67011462			intron_variant			SGCD			A			G			0.65			0.08			0.57


			NC_010458.4			67011472			intron_variant			SGCD			T			C			0.68			0.08			0.60


			NC_010458.4			67157440			intron_variant			SGCD			A			G			0.54			0.00


			NC_010458.4			67011557			intron_variant			SGCD			T			G			0.64			0.05			0.59


			NC_010458.4			67012601			intron_variant			SGCD			A			G			0.65			0.11			0.54


			NC_010458.4			67012607			intron_variant			SGCD			C			A			0.65			0.11			0.54


			NC_010458.4			67012632			intron_variant			SGCD			C			A			0.66			0.11			0.55


			NC_010458.4			67013900			intron_variant			SGCD			A			T			0.69			0.18			0.51


			NC_010458.4			67014029			intron_variant			SGCD			G			T			0.00			0.58


			NC_010458.4			67014478			intron_variant			SGCD			G			A			0.66			0.11			0.55


			NC_010458.4			67014740			intron_variant			SGCD			T			C			0.71			0.03			0.68


			NC_010458.4			67015755			intron_variant			SGCD			C			T			0.01			0.63			0.62


			NC_010458.4			67015786			intron_variant			SGCD			G			A			0.10			0.63			0.53


			NC_010458.4			67015787			intron_variant			SGCD			T			C			0.00			0.63


			NC_010458.4			67015788			intron_variant			SGCD			C			T			0.13			0.63			0.51


			NC_010458.4			67015818			intron_variant			SGCD			A			T			0.01			0.66			0.65


			NC_010458.4			67015886			intron_variant			SGCD			G			A			0.00			0.66


			NC_010458.4			67016079			intron_variant			SGCD			A			G			0.15			0.66			0.51


			NC_010458.4			67016174			intron_variant			SGCD			G			C			0.17			0.68			0.51


			NC_010458.4			67017380			intron_variant			SGCD			G			A			0.00			0.55


			NC_010458.4			67017596			intron_variant			SGCD			C			T			0.08			0.71			0.64


			NC_010458.4			67017606			intron_variant			SGCD			A			G			0.17			0.71			0.54


			NC_010458.4			67018515			intron_variant			SGCD			G			A			0.58			0.06			0.52


			NC_010458.4			67023291			intron_variant			SGCD			G			T			0.78			0.11			0.67


			NC_010458.4			67023482			intron_variant			SGCD			C			T			0.69			0.08			0.61


			NC_010458.4			67023499			intron_variant			SGCD			C			T			0.80			0.08			0.72


			NC_010458.4			67023669			intron_variant			SGCD			C			A			0.85			0.05			0.80


			NC_010458.4			67023828			intron_variant			SGCD			T			C			0.67			0.11			0.56


			NC_010458.4			67023861			intron_variant			SGCD			C			T			0.69			0.11			0.58


			NC_010458.4			67023952			intron_variant			SGCD			C			T			0.65			0.11			0.54


			NC_010458.4			67024330			intron_variant			SGCD			C			T			0.83			0.21			0.62


			NC_010458.4			67024645			intron_variant			SGCD			T			C			0.84			0.11			0.73


			NC_010458.4			67024920			intron_variant			SGCD			T			C			0.76			0.11			0.65


			NC_010458.4			67025047			intron_variant			SGCD			C			T			0.67			0.08			0.59


			NC_010458.4			67025055			intron_variant			SGCD			C			T			0.64			0.08			0.56


			NC_010458.4			67025090			intron_variant			SGCD			A			G			0.69			0.11			0.58


			NC_010458.4			67025093			intron_variant			SGCD			A			G			0.71			0.11			0.60


			NC_010458.4			67025176			intron_variant			SGCD			T			C			0.71			0.11			0.60


			NC_010458.4			67025407			intron_variant			SGCD			T			G			0.74			0.08			0.66


			NC_010458.4			67025428			intron_variant			SGCD			T			C			0.73			0.08			0.65


			NC_010458.4			67025528			intron_variant			SGCD			T			C			0.93			0.13			0.80


			NC_010458.4			67026005			intron_variant			SGCD			G			A			0.81			0.08			0.73


			NC_010458.4			67026144			intron_variant			SGCD			G			A			0.91			0.08			0.83


			NC_010458.4			67026153			intron_variant			SGCD			T			A			0.65			0.05			0.60


			NC_010458.4			67026374			intron_variant			SGCD			C			T			0.79			0.11			0.68


			NC_010458.4			67026574			intron_variant			SGCD			T			C			0.63			0.08			0.55


			NC_010458.4			67027200			intron_variant			SGCD			T			C			0.98			0.18			0.80


			NC_010458.4			67027248			intron_variant			SGCD			C			T			0.98			0.18			0.80


			NC_010458.4			67027348			intron_variant			SGCD			G			C			0.99			0.19			0.80


			NC_010458.4			67027613			intron_variant			SGCD			A			T			0.88			0.11			0.77


			NC_010458.4			67027691			intron_variant			SGCD			C			T			0.67			0.11			0.56


			NC_010458.4			67027802			intron_variant			SGCD			T			G			0.79			0.13			0.66


			NC_010458.4			67027807			intron_variant			SGCD			T			C			0.79			0.13			0.66


			NC_010458.4			67027839			intron_variant			SGCD			G			A			0.89			0.16			0.73


			NC_010458.4			67027866			intron_variant			SGCD			C			A			0.98			0.16			0.82


			NC_010458.4			67027984			intron_variant			SGCD			A			G			0.84			0.16			0.68


			NC_010458.4			67028004			intron_variant			SGCD			C			A			0.88			0.21			0.67


			NC_010458.4			67028025			intron_variant			SGCD			G			A			0.96			0.21			0.75


			NC_010458.4			67028360			intron_variant			SGCD			C			T			0.95			0.21			0.74


			NC_010458.4			67028595			intron_variant			SGCD			T			C			0.66			0.08			0.58


			NC_010458.4			67028667			intron_variant			SGCD			C			T			0.68			0.16			0.52


			NC_010458.4			67028989			intron_variant			SGCD			A			G			0.83			0.13			0.70


			NC_010458.4			67028997			intron_variant			SGCD			T			C			0.74			0.11			0.63


			NC_010458.4			67029060			intron_variant			SGCD			T			C			0.85			0.03			0.82


			NC_010458.4			67029161			intron_variant			SGCD			T			C			0.83			0.13			0.70


			NC_010458.4			67029201			intron_variant			SGCD			T			C			0.80			0.13			0.67


			NC_010458.4			67029262			intron_variant			SGCD			T			C			0.72			0.13			0.59


			NC_010458.4			67029319			intron_variant			SGCD			T			C			0.82			0.11			0.71


			NC_010458.4			67029366			intron_variant			SGCD			T			C			0.86			0.13			0.73


			NC_010458.4			67029378			intron_variant			SGCD			C			A			0.83			0.13			0.70


			NC_010458.4			67029412			intron_variant			SGCD			A			C			0.69			0.11			0.58


			NC_010458.4			67029519			intron_variant			SGCD			T			C			0.94			0.24			0.70


			NC_010458.4			67029558			intron_variant			SGCD			A			T			0.57			0.05			0.52


			NC_010458.4			67029628			intron_variant			SGCD			G			A			0.81			0.05			0.76


			NC_010458.4			67029704			intron_variant			SGCD			C			G			0.70			0.05			0.65


			NC_010458.4			67029773			intron_variant			SGCD			G			A			0.65			0.05			0.60


			NC_010458.4			67157459			intron_variant			SGCD			T			C			0.54			0.00


			NC_010458.4			67030550			intron_variant			SGCD			G			A			0.56			0.06			0.50


			NC_010458.4			67030952			intron_variant			SGCD			T			C			0.98			0.13			0.85


			NC_010458.4			67031274			intron_variant			SGCD			C			T			0.98			0.11			0.87


			NC_010458.4			67031385			intron_variant			SGCD			G			A			0.98			0.13			0.85


			NC_010458.4			67031424			intron_variant			SGCD			T			C			0.98			0.13			0.85


			NC_010458.4			67031581			intron_variant			SGCD			G			A			0.66			0.11			0.55


			NC_010458.4			67031612			intron_variant			SGCD			G			A			0.98			0.18			0.80


			NC_010458.4			67031977			intron_variant			SGCD			G			A			0.78			0.13			0.65


			NC_010458.4			67031987			intron_variant			SGCD			T			C			0.00			0.61


			NC_010458.4			67031996			intron_variant			SGCD			T			C			0.98			0.18			0.80


			NC_010458.4			67032310			intron_variant			SGCD			G			A			0.64			0.05			0.59


			NC_010458.4			67032402			intron_variant			SGCD			T			A			0.56			0.05			0.51


			NC_010458.4			67032414			intron_variant			SGCD			T			C			0.76			0.16			0.60


			NC_010458.4			67032729			intron_variant			SGCD			T			C			0.54			0.03			0.51


			NC_010458.4			67032769			intron_variant			SGCD			T			A			0.73			0.06			0.67


			NC_010458.4			67032839			intron_variant			SGCD			A			G			0.80			0.08			0.72


			NC_010458.4			67033251			intron_variant			SGCD			C			T			0.00			0.53


			NC_010458.4			67033262			intron_variant			SGCD			A			G			0.65			0.05			0.60


			NC_010458.4			67033268			intron_variant			SGCD			G			A			0.65			0.05			0.60


			NC_010458.4			67033363			intron_variant			SGCD			C			T			0.74			0.08			0.66


			NC_010458.4			67034238			intron_variant			SGCD			A			C			0.57			0.06			0.51


			NC_010458.4			67034598			intron_variant			SGCD			T			C			0.66			0.08			0.58


			NC_010458.4			67034628			intron_variant			SGCD			A			G			0.64			0.09			0.55


			NC_010458.4			67034751			intron_variant			SGCD			A			G			0.61			0.06			0.55


			NC_010458.4			67035004			intron_variant			SGCD			A			G			0.08			0.63			0.55


			NC_010458.4			67035893			intron_variant			SGCD			G			A			0.00			0.55


			NC_010458.4			67035947			intron_variant			SGCD			T			G			0.58			0.05			0.53


			NC_010458.4			67036207			intron_variant			SGCD			C			T			0.09			0.61			0.51


			NC_010458.4			67036386			intron_variant			SGCD			C			T			0.07			0.75			0.68


			NC_010458.4			67036641			intron_variant			SGCD			C			T			0.01			0.74			0.73


			NC_010458.4			67036918			intron_variant			SGCD			G			A			0.99			0.36			0.63


			NC_010458.4			67038842			intron_variant			SGCD			G			A			0.00			0.55


			NC_010458.4			67039166			intron_variant			SGCD			T			A			0.00			0.59


			NC_010458.4			67039201			intron_variant			SGCD			T			C			0.05			0.59			0.54


			NC_010458.4			67039825			intron_variant			SGCD			G			A			0.05			0.58			0.54


			NC_010458.4			67040602			intron_variant			SGCD			G			A			0.00			0.61


			NC_010458.4			67040664			intron_variant			SGCD			C			T			0.00			0.61


			NC_010458.4			67040712			intron_variant			SGCD			T			C			0.00			0.61


			NC_010458.4			67040891			intron_variant			SGCD			A			G			0.00			0.58


			NC_010458.4			67041179			intron_variant			SGCD			G			A			0.73			0.11			0.62


			NC_010458.4			67041212			intron_variant			SGCD			A			C			0.00			0.56


			NC_010458.4			67041684			intron_variant			SGCD			T			C			0.00			0.53


			NC_010458.4			67041784			intron_variant			SGCD			T			C			0.00			0.56


			NC_010458.4			67041812			intron_variant			SGCD			C			G			0.00			0.58


			NC_010458.4			67041982			intron_variant			SGCD			G			A			0.00			0.58


			NC_010458.4			67042002			intron_variant			SGCD			A			G			0.00			0.55


			NC_010458.4			67042471			intron_variant			SGCD			C			T			0.00			0.58


			NC_010458.4			67043496			intron_variant			SGCD			C			T			0.56			0.06			0.50


			NC_010458.4			67043780			intron_variant			SGCD			C			T			0.00			0.68


			NC_010458.4			67044448			intron_variant			SGCD			G			A			0.00			0.58


			NC_010458.4			67044841			intron_variant			SGCD			C			T			0.10			0.68			0.59


			NC_010458.4			67044935			intron_variant			SGCD			T			C			0.05			0.68			0.64


			NC_010458.4			67044936			intron_variant			SGCD			C			T			0.00			0.66


			NC_010458.4			67045001			intron_variant			SGCD			T			A			0.06			0.68			0.63


			NC_010458.4			67045029			intron_variant			SGCD			G			A			0.07			0.66			0.59


			NC_010458.4			67045131			intron_variant			SGCD			C			T			0.06			0.71			0.65


			NC_010458.4			67045167			intron_variant			SGCD			C			T			0.00			0.66


			NC_010458.4			67045262			intron_variant			SGCD			C			T			0.13			0.66			0.53


			NC_010458.4			67045628			intron_variant			SGCD			A			G			0.00			0.67


			NC_010458.4			67045935			intron_variant			SGCD			A			G			0.00			0.62


			NC_010458.4			67045991			intron_variant			SGCD			T			C			0.00			0.66


			NC_010458.4			67046015			intron_variant			SGCD			C			T			0.00			0.66


			NC_010458.4			67046041			intron_variant			SGCD			G			C			0.00			0.64


			NC_010458.4			67046108			intron_variant			SGCD			T			A			0.00			0.55


			NC_010458.4			67046438			intron_variant			SGCD			G			A			0.00			0.58


			NC_010458.4			67046468			intron_variant			SGCD			C			T			0.00			0.61


			NC_010458.4			67046480			intron_variant			SGCD			T			C			0.00			0.63


			NC_010458.4			67046484			intron_variant			SGCD			A			G			0.00			0.63


			NC_010458.4			67047200			intron_variant			SGCD			C			T			0.02			0.61			0.58


			NC_010458.4			67047377			intron_variant			SGCD			T			C			0.02			0.68			0.66


			NC_010458.4			67047872			intron_variant			SGCD			C			A			0.00			0.61


			NC_010458.4			67047919			intron_variant			SGCD			G			A			0.00			0.53


			NC_010458.4			67047958			intron_variant			SGCD			G			A			0.00			0.61


			NC_010458.4			67048114			intron_variant			SGCD			C			T			0.02			0.61			0.58


			NC_010458.4			67048117			intron_variant			SGCD			G			A			0.00			0.61


			NC_010458.4			67048408			intron_variant			SGCD			T			A			0.01			0.64			0.63


			NC_010458.4			67048562			intron_variant			SGCD			T			C			0.02			0.69			0.67


			NC_010458.4			67048569			intron_variant			SGCD			C			A			0.00			0.67


			NC_010458.4			67048598			intron_variant			SGCD			G			A			0.00			0.66


			NC_010458.4			67048603			intron_variant			SGCD			C			T			0.00			0.66


			NC_010458.4			67048734			intron_variant			SGCD			G			A			0.01			0.58			0.57


			NC_010458.4			67048758			intron_variant			SGCD			C			T			0.01			0.68			0.66


			NC_010458.4			67048760			intron_variant			SGCD			A			G			0.01			0.68			0.66


			NC_010458.4			67049174			intron_variant			SGCD			T			C			0.04			0.57			0.53


			NC_010458.4			67049395			intron_variant			SGCD			G			C			0.09			0.71			0.61


			NC_010458.4			67049403			intron_variant			SGCD			G			A			0.09			0.67			0.58


			NC_010458.4			67049459			intron_variant			SGCD			G			C			0.08			0.64			0.56


			NC_010458.4			67049516			intron_variant			SGCD			C			T			0.80			0.13			0.67


			NC_010458.4			67049554			intron_variant			SGCD			T			C			0.00			0.58


			NC_010458.4			67049572			intron_variant			SGCD			C			T			0.00			0.56


			NC_010458.4			67049614			intron_variant			SGCD			T			C			0.00			0.53


			NC_010458.4			67049662			intron_variant			SGCD			G			C			0.96			0.32			0.64


			NC_010458.4			67049709			intron_variant			SGCD			T			C			0.06			0.63			0.57


			NC_010458.4			67049760			intron_variant			SGCD			G			C			0.08			0.68			0.60


			NC_010458.4			67049846			intron_variant			SGCD			T			A			0.01			0.61			0.59


			NC_010458.4			67049947			intron_variant			SGCD			T			C			0.00			0.63


			NC_010458.4			67050078			intron_variant			SGCD			A			G			0.00			0.66


			NC_010458.4			67050214			intron_variant			SGCD			G			A			0.06			0.66			0.60


			NC_010458.4			67050384			intron_variant			SGCD			C			T			0.01			0.63			0.62


			NC_010458.4			67050433			intron_variant			SGCD			A			T			0.00			0.68


			NC_010458.4			67050497			intron_variant			SGCD			A			G			0.13			0.68			0.56


			NC_010458.4			67050542			intron_variant			SGCD			C			T			0.15			0.68			0.54


			NC_010458.4			67050573			intron_variant			SGCD			C			T			0.03			0.68			0.65


			NC_010458.4			67051232			intron_variant			SGCD			G			T			0.93			0.26			0.67


			NC_010458.4			67051246			intron_variant			SGCD			A			G			0.93			0.33			0.60


			NC_010458.4			67051434			intron_variant			SGCD			A			G			0.01			0.55			0.54


			NC_010458.4			67051665			intron_variant			SGCD			C			A			0.01			0.63			0.62


			NC_010458.4			67051736			intron_variant			SGCD			T			C			0.99			0.34			0.65


			NC_010458.4			67051782			intron_variant			SGCD			C			T			0.97			0.32			0.65


			NC_010458.4			67051859			intron_variant			SGCD			T			C			0.98			0.37			0.61


			NC_010458.4			67051891			intron_variant			SGCD			A			G			0.98			0.37			0.61


			NC_010458.4			67051935			intron_variant			SGCD			T			C			0.98			0.39			0.59


			NC_010458.4			67052035			intron_variant			SGCD			G			T			0.98			0.34			0.64


			NC_010458.4			67052168			intron_variant			SGCD			A			G			0.78			0.08			0.70


			NC_010458.4			67052306			intron_variant			SGCD			C			T			0.98			0.32			0.66


			NC_010458.4			67052353			intron_variant			SGCD			G			A			0.01			0.66			0.65


			NC_010458.4			67052362			intron_variant			SGCD			T			A			0.97			0.32			0.65


			NC_010458.4			67052506			intron_variant			SGCD			A			G			0.83			0.11			0.72


			NC_010458.4			67052590			intron_variant			SGCD			C			T			0.99			0.39			0.60


			NC_010458.4			67052640			intron_variant			SGCD			C			A			0.99			0.39			0.60


			NC_010458.4			67052910			intron_variant			SGCD			C			A			0.92			0.28			0.64


			NC_010458.4			67053220			intron_variant			SGCD			C			T			0.66			0.05			0.61


			NC_010458.4			67053566			intron_variant			SGCD			C			A			0.88			0.37			0.51


			NC_010458.4			67053598			intron_variant			SGCD			A			T			0.07			0.61			0.53


			NC_010458.4			67053608			intron_variant			SGCD			T			G			0.01			0.58			0.57


			NC_010458.4			67053669			intron_variant			SGCD			T			A			0.67			0.13			0.54


			NC_010458.4			67053761			intron_variant			SGCD			A			G			0.89			0.36			0.53


			NC_010458.4			67053859			intron_variant			SGCD			A			G			0.91			0.33			0.58


			NC_010458.4			67053951			intron_variant			SGCD			T			C			0.91			0.37			0.54


			NC_010458.4			67054294			intron_variant			SGCD			C			A			0.90			0.39			0.51


			NC_010458.4			67054303			intron_variant			SGCD			C			A			0.90			0.39			0.51


			NC_010458.4			67054355			intron_variant			SGCD			G			A			0.07			0.63			0.56


			NC_010458.4			67054407			intron_variant			SGCD			C			T			0.93			0.37			0.56


			NC_010458.4			67054455			intron_variant			SGCD			A			G			0.90			0.37			0.53


			NC_010458.4			67054751			intron_variant			SGCD			T			A			0.92			0.39			0.53


			NC_010458.4			67054763			intron_variant			SGCD			C			T			0.92			0.39			0.53


			NC_010458.4			67054774			intron_variant			SGCD			T			G			0.92			0.39			0.53


			NC_010458.4			67054787			intron_variant			SGCD			C			T			0.90			0.37			0.53


			NC_010458.4			67054812			intron_variant			SGCD			T			A			0.10			0.61			0.50


			NC_010458.4			67054915			intron_variant			SGCD			G			A			0.91			0.37			0.54


			NC_010458.4			67055056			intron_variant			SGCD			A			G			0.75			0.03			0.72


			NC_010458.4			67055058			intron_variant			SGCD			T			A			0.91			0.32			0.59


			NC_010458.4			67057318			intron_variant			SGCD			A			G			0.07			0.58			0.51


			NC_010458.4			67057362			intron_variant			SGCD			T			C			0.07			0.61			0.54


			NC_010458.4			67057452			intron_variant			SGCD			T			C			0.01			0.58			0.57


			NC_010458.4			67057551			intron_variant			SGCD			C			T			0.74			0.13			0.61


			NC_010458.4			67057629			intron_variant			SGCD			A			G			0.07			0.58			0.51


			NC_010458.4			67057654			intron_variant			SGCD			A			G			0.08			0.61			0.53


			NC_010458.4			67057662			intron_variant			SGCD			G			A			0.08			0.61			0.53


			NC_010458.4			67057889			intron_variant			SGCD			C			T			0.07			0.61			0.54


			NC_010458.4			67058112			intron_variant			SGCD			G			A			0.08			0.67			0.59


			NC_010458.4			67058215			intron_variant			SGCD			G			A			0.06			0.68			0.63


			NC_010458.4			67058221			intron_variant			SGCD			T			C			0.06			0.68			0.63


			NC_010458.4			67058250			intron_variant			SGCD			T			C			0.07			0.68			0.61


			NC_010458.4			67058392			intron_variant			SGCD			T			A			0.10			0.66			0.56


			NC_010458.4			67058446			intron_variant			SGCD			T			C			0.07			0.68			0.62


			NC_010458.4			67058455			intron_variant			SGCD			T			C			0.07			0.68			0.62


			NC_010458.4			67058605			intron_variant			SGCD			C			T			0.07			0.68			0.62


			NC_010458.4			67058794			intron_variant			SGCD			A			C			0.74			0.05			0.69


			NC_010458.4			67058822			intron_variant			SGCD			C			G			0.79			0.11			0.68


			NC_010458.4			67058842			intron_variant			SGCD			T			G			0.60			0.03			0.57


			NC_010458.4			67058900			intron_variant			SGCD			G			A			0.66			0.03			0.63


			NC_010458.4			67058905			intron_variant			SGCD			G			A			0.70			0.13			0.57


			NC_010458.4			67058970			intron_variant			SGCD			A			C			0.69			0.11			0.58


			NC_010458.4			67059018			intron_variant			SGCD			A			G			0.66			0.03			0.63


			NC_010458.4			67059109			intron_variant			SGCD			T			C			0.66			0.03			0.63


			NC_010458.4			67059110			intron_variant			SGCD			G			A			0.66			0.03			0.63


			NC_010458.4			67059122			intron_variant			SGCD			G			C			0.63			0.03			0.60


			NC_010458.4			67059161			intron_variant			SGCD			T			G			0.13			0.72			0.60


			NC_010458.4			67059599			intron_variant			SGCD			G			A			0.80			0.03			0.77


			NC_010458.4			67059625			intron_variant			SGCD			G			A			0.56			0.05			0.51


			NC_010458.4			67059697			intron_variant			SGCD			G			T			0.54			0.03			0.51


			NC_010458.4			67059712			intron_variant			SGCD			C			T			0.05			0.71			0.67


			NC_010458.4			67059986			intron_variant			SGCD			G			C			0.17			0.71			0.54


			NC_010458.4			67060017			intron_variant			SGCD			A			G			0.01			0.72			0.71


			NC_010458.4			67060233			intron_variant			SGCD			C			T			0.84			0.03			0.81


			NC_010458.4			67157501			intron_variant			SGCD			A			T			0.55			0.00


			NC_010458.4			67162650			intron_variant			SGCD			G			T			0.58			0.00


			NC_010458.4			67163032			intron_variant			SGCD			A			G			0.53			0.00


			NC_010458.4			67062336			intron_variant			SGCD			C			T			0.01			0.61			0.59


			NC_010458.4			67062479			intron_variant			SGCD			A			C			0.68			0.11			0.57


			NC_010458.4			67062547			intron_variant			SGCD			C			T			0.01			0.61			0.59


			NC_010458.4			67062594			intron_variant			SGCD			A			T			0.65			0.13			0.52


			NC_010458.4			67062730			intron_variant			SGCD			C			A			0.01			0.61			0.60


			NC_010458.4			67063731			intron_variant			SGCD			C			T			0.06			0.64			0.58


			NC_010458.4			67063881			intron_variant			SGCD			T			C			0.01			0.66			0.64


			NC_010458.4			67063949			intron_variant			SGCD			G			C			0.02			0.66			0.63


			NC_010458.4			67064854			intron_variant			SGCD			C			G			0.99			0.28			0.71


			NC_010458.4			67065107			intron_variant			SGCD			C			T			0.01			0.63			0.61


			NC_010458.4			67164030			intron_variant			SGCD			T			C			0.56			0.00


			NC_010458.4			67065868			intron_variant			SGCD			C			G			0.99			0.35			0.64


			NC_010458.4			67065886			intron_variant			SGCD			C			A			0.05			0.70			0.65


			NC_010458.4			67065941			intron_variant			SGCD			T			C			0.95			0.31			0.64


			NC_010458.4			67066044			intron_variant			SGCD			G			A			0.98			0.18			0.80


			NC_010458.4			67066805			intron_variant			SGCD			C			G			0.92			0.06			0.86


			NC_010458.4			67067203			intron_variant			SGCD			T			C			0.77			0.13			0.64


			NC_010458.4			67067536			intron_variant			SGCD			A			G			0.94			0.20			0.74


			NC_010458.4			67067704			intron_variant			SGCD			T			A			0.93			0.33			0.60


			NC_010458.4			67068209			intron_variant			SGCD			A			G			0.94			0.19			0.75


			NC_010458.4			67068210			intron_variant			SGCD			G			T			0.94			0.19			0.75


			NC_010458.4			67068409			intron_variant			SGCD			A			T			0.99			0.40			0.59


			NC_010458.4			67068700			intron_variant			SGCD			A			G			0.99			0.21			0.78


			NC_010458.4			67068734			intron_variant			SGCD			C			G			0.97			0.21			0.76


			NC_010458.4			67068856			intron_variant			SGCD			C			A			0.94			0.20			0.74


			NC_010458.4			67068943			intron_variant			SGCD			A			G			0.95			0.29			0.66


			NC_010458.4			67069061			intron_variant			SGCD			C			T			0.91			0.31			0.60


			NC_010458.4			67069126			intron_variant			SGCD			A			C			0.94			0.24			0.70


			NC_010458.4			67069135			intron_variant			SGCD			C			T			0.98			0.45			0.53


			NC_010458.4			67069412			intron_variant			SGCD			C			T			0.74			0.21			0.53


			NC_010458.4			67069425			intron_variant			SGCD			G			A			0.60			0.03			0.57


			NC_010458.4			67069612			intron_variant			SGCD			G			T			0.99			0.28			0.71


			NC_010458.4			67069665			intron_variant			SGCD			G			A			0.73			0.18			0.55


			NC_010458.4			67069722			intron_variant			SGCD			T			G			0.98			0.25			0.73


			NC_010458.4			67069969			intron_variant			SGCD			G			T			0.99			0.29			0.70


			NC_010458.4			67070056			intron_variant			SGCD			C			T			0.76			0.26			0.50


			NC_010458.4			67070150			intron_variant			SGCD			G			T			0.99			0.26			0.73


			NC_010458.4			67070280			intron_variant			SGCD			G			C			0.98			0.24			0.74


			NC_010458.4			67070337			intron_variant			SGCD			G			C			0.96			0.21			0.75


			NC_010458.4			67070544			intron_variant			SGCD			C			G			0.98			0.29			0.69


			NC_010458.4			67070653			intron_variant			SGCD			C			T			0.78			0.24			0.54


			NC_010458.4			67070671			intron_variant			SGCD			C			T			0.80			0.26			0.54


			NC_010458.4			67070771			intron_variant			SGCD			C			T			0.80			0.19			0.61


			NC_010458.4			67070819			intron_variant			SGCD			T			C			0.99			0.24			0.75


			NC_010458.4			67071063			intron_variant			SGCD			A			G			0.99			0.26			0.73


			NC_010458.4			67071088			intron_variant			SGCD			T			C			0.99			0.25			0.74


			NC_010458.4			67071115			intron_variant			SGCD			A			C			0.99			0.24			0.75


			NC_010458.4			67071878			intron_variant			SGCD			C			T			0.99			0.29			0.70


			NC_010458.4			67071901			intron_variant			SGCD			T			C			0.01			0.71			0.70


			NC_010458.4			67072185			intron_variant			SGCD			A			G			0.99			0.29			0.70


			NC_010458.4			67073205			intron_variant			SGCD			T			C			0.88			0.05			0.83


			NC_010458.4			67073206			intron_variant			SGCD			C			G			0.88			0.05			0.83


			NC_010458.4			67073220			intron_variant			SGCD			T			G			0.94			0.29			0.65


			NC_010458.4			67073253			intron_variant			SGCD			G			A			0.05			0.74			0.69


			NC_010458.4			67073480			intron_variant			SGCD			A			G			0.00			0.72


			NC_010458.4			67073713			intron_variant			SGCD			G			A			0.01			0.71			0.70


			NC_010458.4			67073775			intron_variant			SGCD			T			C			0.01			0.68			0.67


			NC_010458.4			67073820			intron_variant			SGCD			C			T			0.05			0.72			0.67


			NC_010458.4			67073869			intron_variant			SGCD			C			T			0.00			0.67


			NC_010458.4			67073981			intron_variant			SGCD			C			T			0.01			0.58			0.57


			NC_010458.4			67074242			intron_variant			SGCD			C			G			0.20			0.75			0.55


			NC_010458.4			67074328			intron_variant			SGCD			C			T			0.77			0.08			0.69


			NC_010458.4			67074399			intron_variant			SGCD			G			A			0.80			0.11			0.69


			NC_010458.4			67074401			intron_variant			SGCD			G			A			0.79			0.11			0.68


			NC_010458.4			67074407			intron_variant			SGCD			G			A			0.06			0.74			0.68


			NC_010458.4			67074410			intron_variant			SGCD			G			T			0.79			0.11			0.68


			NC_010458.4			67074518			intron_variant			SGCD			G			A			0.79			0.13			0.66


			NC_010458.4			67074542			intron_variant			SGCD			G			C			0.78			0.14			0.64


			NC_010455.5			23401853			missense_variant			SCN5A			T			C			0.05			0.62			0.57


			NC_010446.5			103782543			synonymous_variant			PTGFRN			A			G			0.05			0.55			0.50


			NC_010458.4			67074826			intron_variant			SGCD			T			C			0.81			0.13			0.68


			NC_010458.4			67074832			intron_variant			SGCD			G			T			0.81			0.13			0.68


			NC_010458.4			67074834			intron_variant			SGCD			C			A			0.63			0.13			0.50


			NC_010458.4			67075100			intron_variant			SGCD			A			G			0.85			0.13			0.72


			NC_010458.4			67075652			intron_variant			SGCD			T			C			0.99			0.29			0.70


			NC_010458.4			67075799			intron_variant			SGCD			T			C			0.23			0.79			0.56


			NC_010458.4			67075806			intron_variant			SGCD			A			G			0.01			0.71			0.70


			NC_010458.4			67075820			intron_variant			SGCD			G			C			0.23			0.79			0.56


			NC_010458.4			67075846			intron_variant			SGCD			T			C			0.58			0.05			0.53


			NC_010458.4			67075851			intron_variant			SGCD			C			T			0.63			0.06			0.57


			NC_010458.4			67075993			intron_variant			SGCD			T			C			0.01			0.74			0.73


			NC_010458.4			67076086			intron_variant			SGCD			T			C			0.76			0.05			0.71


			NC_010458.4			67076140			intron_variant			SGCD			G			A			0.00			0.71


			NC_010458.4			67076177			intron_variant			SGCD			G			T			0.17			0.79			0.62


			NC_010458.4			67076385			intron_variant			SGCD			A			C			0.20			0.71			0.52


			NC_010458.4			67076530			intron_variant			SGCD			A			G			0.01			0.71			0.70


			NC_010458.4			67076552			intron_variant			SGCD			G			T			0.01			0.71			0.70


			NC_010458.4			67076833			intron_variant			SGCD			C			T			0.01			0.75			0.74


			NC_010458.4			67076841			intron_variant			SGCD			A			C			0.22			0.74			0.52


			NC_010458.4			67077017			intron_variant			SGCD			G			A			0.13			0.72			0.59


			NC_010458.4			67077341			intron_variant			SGCD			C			A			0.01			0.69			0.68


			NC_010458.4			67077563			intron_variant			SGCD			T			C			0.83			0.16			0.67


			NC_010458.4			67077623			intron_variant			SGCD			T			C			0.86			0.11			0.75


			NC_010458.4			67077659			intron_variant			SGCD			A			G			0.17			0.74			0.57


			NC_010458.4			67077866			intron_variant			SGCD			T			C			0.55			0.05			0.50


			NC_010458.4			67078097			intron_variant			SGCD			C			T			0.01			0.71			0.70


			NC_010458.4			67078198			intron_variant			SGCD			A			G			0.00			0.71


			NC_010458.4			67078310			intron_variant			SGCD			A			G			0.00			0.68


			NC_010458.4			67078453			intron_variant			SGCD			G			A			0.01			0.79			0.78


			NC_010458.4			67078500			intron_variant			SGCD			C			T			0.00			0.79


			NC_010458.4			67078751			intron_variant			SGCD			A			G			0.20			0.76			0.56


			NC_010458.4			67078756			intron_variant			SGCD			A			G			0.20			0.74			0.53


			NC_010458.4			67079071			intron_variant			SGCD			T			C			0.14			0.78			0.64


			NC_010458.4			67079081			intron_variant			SGCD			A			G			0.15			0.72			0.57


			NC_010458.4			67079090			intron_variant			SGCD			T			C			0.81			0.13			0.68


			NC_010458.4			67079384			intron_variant			SGCD			C			T			0.08			0.71			0.63


			NC_010458.4			67080013			intron_variant			SGCD			T			C			0.10			0.79			0.68


			NC_010458.4			67080890			intron_variant			SGCD			A			G			0.16			0.71			0.55


			NC_010458.4			67081094			intron_variant			SGCD			C			T			0.00			0.61


			NC_010458.4			67081520			intron_variant			SGCD			G			A			0.58			0.08			0.50


			NC_010458.4			67081561			intron_variant			SGCD			T			C			0.66			0.08			0.58


			NC_010458.4			67081596			intron_variant			SGCD			T			C			0.56			0.05			0.51


			NC_010458.4			67082178			intron_variant			SGCD			T			G			0.62			0.03			0.59


			NC_010458.4			67082210			intron_variant			SGCD			A			T			0.60			0.05			0.55


			NC_010458.4			67082378			intron_variant			SGCD			T			C			0.58			0.03			0.55


			NC_010458.4			67082381			intron_variant			SGCD			C			T			0.58			0.03			0.55


			NC_010458.4			67082389			intron_variant			SGCD			A			G			0.58			0.03			0.55


			NC_010458.4			67082407			intron_variant			SGCD			T			G			0.59			0.03			0.56


			NC_010458.4			67164222			intron_variant			SGCD			T			A			0.67			0.00


			NC_010458.4			67082611			intron_variant			SGCD			T			C			0.01			0.79			0.78


			NC_010458.4			67083222			intron_variant			SGCD			T			C			0.36			1.00			0.64


			NC_010458.4			67165129			intron_variant			SGCD			C			T			0.57			0.00


			NC_010458.4			67167066			intron_variant			SGCD			T			G			0.58			0.00


			NC_010458.4			67083606			intron_variant			SGCD			T			C			0.98			0.19			0.79


			NC_010458.4			67083993			intron_variant			SGCD			C			T			0.63			0.11			0.52


			NC_010458.4			67084187			intron_variant			SGCD			A			C			0.99			0.24			0.75


			NC_010458.4			67084198			intron_variant			SGCD			G			A			0.99			0.24			0.75


			NC_010458.4			67084383			intron_variant			SGCD			T			C			0.85			0.16			0.69


			NC_010458.4			67084384			intron_variant			SGCD			G			A			0.85			0.16			0.69


			NC_010458.4			67084390			intron_variant			SGCD			T			G			0.80			0.13			0.67


			NC_010458.4			67084841			intron_variant			SGCD			T			C			0.20			0.76			0.56


			NC_010458.4			67084874			intron_variant			SGCD			G			C			0.60			0.08			0.52


			NC_010458.4			67084888			intron_variant			SGCD			C			T			0.33			0.92			0.59


			NC_010458.4			67085390			intron_variant			SGCD			C			T			0.69			0.09			0.60


			NC_010458.4			67085648			intron_variant			SGCD			C			T			0.01			0.76			0.75


			NC_010458.4			67085872			intron_variant			SGCD			C			A			0.17			0.85			0.69


			NC_010458.4			67085887			intron_variant			SGCD			C			A			0.17			0.84			0.68


			NC_010458.4			67085946			intron_variant			SGCD			T			C			0.01			0.78			0.77


			NC_010458.4			67086078			intron_variant			SGCD			G			C			0.90			0.18			0.72


			NC_010458.4			67086198			intron_variant			SGCD			T			C			0.10			0.86			0.77


			NC_010458.4			67086670			intron_variant			SGCD			C			G			0.79			0.09			0.70


			NC_010458.4			67086788			intron_variant			SGCD			C			T			0.83			0.17			0.66


			NC_010458.4			67086916			intron_variant			SGCD			T			C			0.01			0.82			0.80


			NC_010458.4			67087097			intron_variant			SGCD			C			A			0.88			0.08			0.80


			NC_010458.4			67087098			intron_variant			SGCD			G			A			0.88			0.08			0.80


			NC_010458.4			67087109			intron_variant			SGCD			C			T			0.96			0.08			0.88


			NC_010458.4			67087156			intron_variant			SGCD			A			T			0.95			0.08			0.87


			NC_010458.4			67087181			intron_variant			SGCD			G			A			0.94			0.06			0.88


			NC_010458.4			67087209			intron_variant			SGCD			C			T			0.94			0.05			0.89


			NC_010458.4			67087254			intron_variant			SGCD			G			T			0.95			0.08			0.87


			NC_010458.4			67087308			intron_variant			SGCD			G			A			0.95			0.05			0.90


			NC_010458.4			67087456			intron_variant			SGCD			C			T			0.85			0.13			0.72


			NC_010458.4			67087512			intron_variant			SGCD			A			C			0.74			0.08			0.66


			NC_010458.4			67087540			intron_variant			SGCD			C			T			0.05			0.82			0.77


			NC_010458.4			67087742			intron_variant			SGCD			A			G			0.68			0.08			0.60


			NC_010458.4			67087994			intron_variant			SGCD			C			A			0.74			0.11			0.63


			NC_010458.4			67088086			intron_variant			SGCD			A			G			0.99			0.18			0.81


			NC_010458.4			67088682			intron_variant			SGCD			T			C			0.94			0.13			0.81


			NC_010458.4			67088706			intron_variant			SGCD			A			G			0.94			0.13			0.81


			NC_010458.4			67089006			intron_variant			SGCD			A			T			0.94			0.13			0.81


			NC_010458.4			67089026			intron_variant			SGCD			C			T			0.94			0.13			0.81


			NC_010458.4			67089031			intron_variant			SGCD			C			A			0.93			0.13			0.80


			NC_010458.4			67089086			intron_variant			SGCD			G			A			0.95			0.13			0.82


			NC_010458.4			67089123			intron_variant			SGCD			T			C			0.94			0.11			0.83


			NC_010458.4			67089217			intron_variant			SGCD			C			A			0.97			0.11			0.86


			NC_010458.4			67091676			intron_variant			SGCD			C			G			0.85			0.31			0.54


			NC_010458.4			67093356			intron_variant			SGCD			A			G			0.83			0.29			0.54


			NC_010458.4			67094140			intron_variant			SGCD			G			A			0.92			0.37			0.55


			NC_010458.4			67094325			intron_variant			SGCD			T			C			0.99			0.39			0.60


			NC_010458.4			67094424			intron_variant			SGCD			T			A			0.83			0.16			0.67


			NC_010458.4			67180370			intron_variant			SGCD			G			T			0.52			0.00


			NC_010458.4			67094673			intron_variant			SGCD			C			A			0.10			0.61			0.50


			NC_010458.4			67094947			intron_variant			SGCD			T			C			0.99			0.39			0.60


			NC_010458.4			67095314			intron_variant			SGCD			C			T			0.98			0.42			0.56


			NC_010458.4			67095406			intron_variant			SGCD			A			G			0.88			0.37			0.51


			NC_010458.4			67095441			intron_variant			SGCD			G			C			0.99			0.39			0.60


			NC_010458.4			67095477			intron_variant			SGCD			A			G			0.83			0.33			0.50


			NC_010458.4			67095870			intron_variant			SGCD			G			A			0.99			0.45			0.54


			NC_010458.4			67096422			intron_variant			SGCD			C			T			0.99			0.39			0.60


			NC_010458.4			67098630			intron_variant			SGCD			G			A			0.01			0.53			0.52


			NC_010458.4			67180379			intron_variant			SGCD			C			T			0.51			0.00


			NC_010458.4			67180658			intron_variant			SGCD			T			C			0.51			0.00


			NC_010458.4			67181773			intron_variant			SGCD			A			G			0.66			0.00


			NC_010458.4			67219984			intron_variant			SGCD			G			A			0.74			0.00


			NC_010458.4			67105457			intron_variant			SGCD			A			G			0.28			1.00			0.72


			NC_010458.4			67245618			intron_variant			SGCD			G			T			0.58			0.00


			NC_010458.4			67260830			intron_variant			SGCD			T			G			0.60			0.00


			NC_010458.4			67267851			intron_variant			SGCD			G			A			0.62			0.00


			NC_010458.4			67267852			intron_variant			SGCD			G			A			0.62			0.00


			NC_010458.4			67105831			intron_variant			SGCD			C			T			0.56			0.06			0.50


			NC_010458.4			67267856			intron_variant			SGCD			T			C			0.77			0.00


			NC_010458.4			67112352			intron_variant			SGCD			T			C			0.08			0.71			0.63


			NC_010458.4			67112582			intron_variant			SGCD			A			G			0.02			0.75			0.73


			NC_010458.4			67112597			intron_variant			SGCD			G			A			0.02			0.75			0.73


			NC_010458.4			67112598			intron_variant			SGCD			G			A			0.00			0.75


			NC_010458.4			67112607			intron_variant			SGCD			G			T			0.00			0.68


			NC_010458.4			67267910			intron_variant			SGCD			C			T			0.61			0.00


			NC_010458.4			67112642			intron_variant			SGCD			G			A			0.00			0.58


			NC_010458.4			67112672			intron_variant			SGCD			A			G			0.13			0.85			0.72


			NC_010458.4			67112674			intron_variant			SGCD			G			T			0.13			0.85			0.72


			NC_010458.4			67112696			intron_variant			SGCD			T			A			0.29			0.83			0.54


			NC_010458.4			67112697			intron_variant			SGCD			T			C			0.26			0.83			0.58


			NC_010458.4			67113002			intron_variant			SGCD			C			A			0.00			0.50


			NC_010458.4			67113040			intron_variant			SGCD			C			T			0.00			0.57


			NC_010458.4			67113479			intron_variant			SGCD			C			T			0.64			0.03			0.61


			NC_010445.4			18569308			downstream_gene_variant			ATP2A1			T			C			0.05			0.59			0.54


			NC_010443.5			71317056			3_prime_UTR_variant			BVES			C			T			0.05			0.58			0.53


			NC_010446.5			110783600			synonymous_variant			SORT1			C			T			0.05			0.88			0.83


			NC_010446.5			115637593			upstream_gene_variant			COL11A1			T			C			0.05			0.67			0.62


			NC_010448.4			146167998			3_prime_UTR_variant			PDE4B			G			A			0.05			0.58			0.53


			NC_010448.4			146168267			3_prime_UTR_variant			PDE4B			G			A			0.05			0.55			0.51


			NC_010449.5			31859556			3_prime_UTR_variant			MAPK14			T			C			0.05			0.55			0.51


			NC_010451.4			109411875			upstream_gene_variant			EZH2			A			G			0.05			0.55			0.51


			NC_010458.4			67117322			intron_variant			SGCD			A			T			0.69			0.11			0.58


			NC_010458.4			67117539			intron_variant			SGCD			G			C			0.98			0.42			0.56


			NC_010458.4			67117696			intron_variant			SGCD			G			C			0.64			0.13			0.51


			NC_010458.4			67117701			intron_variant			SGCD			A			G			0.64			0.13			0.51


			NC_010458.4			67117869			intron_variant			SGCD			T			C			0.65			0.11			0.54


			NC_010458.4			67117876			intron_variant			SGCD			T			C			0.56			0.05			0.51


			NC_010458.4			67118090			intron_variant			SGCD			A			C			0.71			0.11			0.60


			NC_010458.4			67118134			intron_variant			SGCD			T			A			0.65			0.13			0.52


			NC_010458.4			67118155			intron_variant			SGCD			A			G			0.71			0.11			0.60


			NC_010458.4			67118323			intron_variant			SGCD			G			A			0.76			0.20			0.56


			NC_010458.4			67118440			intron_variant			SGCD			T			C			0.78			0.16			0.62


			NC_010458.4			67118705			intron_variant			SGCD			C			T			0.65			0.14			0.51


			NC_010458.4			67118708			intron_variant			SGCD			A			T			0.96			0.14			0.82


			NC_010458.4			67118726			intron_variant			SGCD			C			T			0.98			0.15			0.83


			NC_010458.4			67118739			intron_variant			SGCD			G			A			0.99			0.41			0.58


			NC_010458.4			67118896			intron_variant			SGCD			A			T			0.99			0.36			0.63


			NC_010458.4			67119082			intron_variant			SGCD			A			G			0.97			0.45			0.52


			NC_010458.4			67119135			intron_variant			SGCD			C			G			0.64			0.03			0.61


			NC_010458.4			67119142			intron_variant			SGCD			A			G			0.98			0.29			0.69


			NC_010458.4			67119261			intron_variant			SGCD			C			T			0.95			0.13			0.82


			NC_010458.4			67119576			intron_variant			SGCD			C			G			0.99			0.42			0.57


			NC_010458.4			67119598			intron_variant			SGCD			G			A			0.98			0.14			0.84


			NC_010458.4			67119963			intron_variant			SGCD			T			C			0.99			0.45			0.54


			NC_010458.4			67120178			intron_variant			SGCD			A			G			0.87			0.33			0.54


			NC_010458.4			67120790			intron_variant			SGCD			C			T			0.62			0.05			0.57


			NC_010458.4			67121087			intron_variant			SGCD			G			A			0.76			0.05			0.71


			NC_010458.4			67121145			intron_variant			SGCD			A			C			0.73			0.05			0.68


			NC_010458.4			67121202			intron_variant			SGCD			G			C			0.76			0.05			0.71


			NC_010458.4			67121232			intron_variant			SGCD			G			A			0.96			0.45			0.51


			NC_010458.4			67123280			intron_variant			SGCD			G			A			0.98			0.44			0.54


			NC_010458.4			67123936			intron_variant			SGCD			C			T			0.96			0.13			0.83


			NC_010458.4			67126143			intron_variant			SGCD			G			C			0.98			0.45			0.53


			NC_010458.4			67126461			intron_variant			SGCD			G			A			0.97			0.45			0.52


			NC_010458.4			67126652			intron_variant			SGCD			G			A			0.82			0.12			0.70


			NC_010458.4			67126813			intron_variant			SGCD			A			G			0.85			0.13			0.72


			NC_010458.4			67127082			intron_variant			SGCD			T			C			0.82			0.08			0.74


			NC_010458.4			67127194			intron_variant			SGCD			G			A			0.83			0.06			0.77


			NC_010458.4			67127289			intron_variant			SGCD			C			T			0.96			0.08			0.88


			NC_010458.4			67127594			intron_variant			SGCD			C			T			0.97			0.13			0.84


			NC_010458.4			67127793			intron_variant			SGCD			C			T			0.01			0.56			0.55


			NC_010458.4			67127879			intron_variant			SGCD			G			T			0.55			0.03			0.52


			NC_010458.4			67128132			intron_variant			SGCD			C			T			0.66			0.08			0.58


			NC_010458.4			67128679			intron_variant			SGCD			T			C			0.99			0.41			0.58


			NC_010458.4			67129322			intron_variant			SGCD			C			T			0.99			0.39			0.60


			NC_010458.4			67129343			intron_variant			SGCD			T			C			0.98			0.09			0.89


			NC_010458.4			67129607			intron_variant			SGCD			C			T			0.99			0.41			0.58


			NC_010458.4			67129888			intron_variant			SGCD			T			G			0.85			0.13			0.72


			NC_010458.4			67129915			intron_variant			SGCD			C			T			0.99			0.42			0.57


			NC_010458.4			67129967			intron_variant			SGCD			G			A			0.74			0.11			0.63


			NC_010458.4			67130104			intron_variant			SGCD			G			T			0.74			0.14			0.60


			NC_010458.4			67130130			intron_variant			SGCD			C			T			0.79			0.13			0.66


			NC_010458.4			67130191			intron_variant			SGCD			A			G			0.79			0.11			0.68


			NC_010458.4			67130198			intron_variant			SGCD			C			G			0.81			0.11			0.70


			NC_010458.4			67130385			intron_variant			SGCD			A			G			0.63			0.11			0.52


			NC_010458.4			67130579			intron_variant			SGCD			T			C			0.77			0.08			0.69


			NC_010458.4			67130587			intron_variant			SGCD			C			G			0.77			0.08			0.69


			NC_010458.4			67130745			intron_variant			SGCD			A			C			0.76			0.16			0.60


			NC_010458.4			67130954			intron_variant			SGCD			A			G			1.00			0.37			0.63


			NC_010458.4			67131150			intron_variant			SGCD			C			T			0.71			0.08			0.63


			NC_010458.4			67131192			intron_variant			SGCD			T			C			0.99			0.34			0.65


			NC_010458.4			67131205			intron_variant			SGCD			T			C			0.88			0.26			0.62


			NC_010458.4			67131315			intron_variant			SGCD			G			A			0.91			0.29			0.62


			NC_010458.4			67131322			intron_variant			SGCD			T			C			0.90			0.32			0.58


			NC_010458.4			67131340			intron_variant			SGCD			C			T			0.98			0.32			0.66


			NC_010458.4			67131355			intron_variant			SGCD			C			T			0.90			0.34			0.56


			NC_010458.4			67131433			intron_variant			SGCD			G			A			0.97			0.39			0.58


			NC_010458.4			67131481			intron_variant			SGCD			C			T			0.69			0.03			0.66


			NC_010458.4			67131524			intron_variant			SGCD			A			T			0.98			0.44			0.54


			NC_010458.4			67131528			intron_variant			SGCD			C			T			0.98			0.39			0.59


			NC_010458.4			67132105			intron_variant			SGCD			A			T			0.64			0.11			0.53


			NC_010458.4			67132406			intron_variant			SGCD			G			A			0.99			0.42			0.57


			NC_010458.4			67132537			intron_variant			SGCD			C			T			0.99			0.45			0.54


			NC_010458.4			67132679			intron_variant			SGCD			G			A			0.99			0.42			0.57


			NC_010458.4			67132872			intron_variant			SGCD			T			C			0.99			0.45			0.54


			NC_010458.4			67133880			intron_variant			SGCD			G			A			0.99			0.32			0.67


			NC_010458.4			67133891			intron_variant			SGCD			A			G			0.99			0.35			0.64


			NC_010458.4			67133954			intron_variant			SGCD			C			T			0.99			0.45			0.54


			NC_010458.4			67134009			intron_variant			SGCD			C			T			0.99			0.45			0.54


			NC_010458.4			67134016			intron_variant			SGCD			G			A			0.99			0.45			0.54


			NC_010458.4			67134029			intron_variant			SGCD			A			G			0.99			0.37			0.62


			NC_010458.4			67134048			intron_variant			SGCD			A			G			0.99			0.39			0.60


			NC_010458.4			67134481			intron_variant			SGCD			C			T			0.99			0.39			0.60


			NC_010458.4			67134513			intron_variant			SGCD			C			T			0.99			0.39			0.60


			NC_010458.4			67134658			intron_variant			SGCD			A			G			0.90			0.37			0.53


			NC_010458.4			67134691			intron_variant			SGCD			C			T			0.89			0.39			0.50


			NC_010458.4			67134707			intron_variant			SGCD			C			T			0.99			0.44			0.55


			NC_010458.4			67134872			intron_variant			SGCD			T			G			0.99			0.37			0.62


			NC_010458.4			67134953			intron_variant			SGCD			A			G			0.93			0.42			0.51


			NC_010458.4			67135010			intron_variant			SGCD			T			C			0.92			0.39			0.53


			NC_010458.4			67135056			intron_variant			SGCD			G			A			0.99			0.37			0.62


			NC_010458.4			67135059			intron_variant			SGCD			G			A			0.99			0.39			0.60


			NC_010458.4			67135068			intron_variant			SGCD			T			C			0.99			0.34			0.65


			NC_010458.4			67135246			intron_variant			SGCD			C			T			0.89			0.29			0.60


			NC_010458.4			67135305			intron_variant			SGCD			G			C			0.90			0.32			0.58


			NC_010458.4			67136125			intron_variant			SGCD			A			G			0.99			0.44			0.55


			NC_010458.4			67137215			intron_variant			SGCD			G			A			0.99			0.42			0.57


			NC_010458.4			67137222			intron_variant			SGCD			T			G			0.99			0.42			0.57


			NC_010458.4			67137254			intron_variant			SGCD			C			T			0.99			0.39			0.60


			NC_010458.4			67137309			intron_variant			SGCD			C			T			0.99			0.42			0.57


			NC_010458.4			67137500			intron_variant			SGCD			T			C			0.99			0.42			0.57


			NC_010458.4			67137955			intron_variant			SGCD			A			G			0.98			0.42			0.56


			NC_010458.4			67267934			intron_variant			SGCD			C			T			0.61			0.00


			NC_010458.4			67137999			intron_variant			SGCD			G			A			0.99			0.45			0.54


			NC_010458.4			67138273			intron_variant			SGCD			G			A			0.99			0.38			0.61


			NC_010458.4			67138313			intron_variant			SGCD			C			T			0.99			0.41			0.58


			NC_010458.4			67138474			intron_variant			SGCD			A			G			0.86			0.33			0.53


			NC_010458.4			67268150			intron_variant			SGCD			T			G			0.61			0.00


			NC_010458.4			67138671			intron_variant			SGCD			G			A			0.99			0.44			0.55


			NC_010458.4			67138812			intron_variant			SGCD			C			T			0.99			0.42			0.57


			NC_010458.4			67138897			intron_variant			SGCD			C			A			0.68			0.13			0.55


			NC_010458.4			67140739			intron_variant			SGCD			C			T			0.99			0.41			0.58


			NC_010458.4			67140740			intron_variant			SGCD			T			C			0.99			0.41			0.58


			NC_010458.4			67148616			intron_variant			SGCD			G			A			0.99			0.42			0.57


			NC_010458.4			67148798			intron_variant			SGCD			T			C			0.98			0.39			0.59


			NC_010458.4			67148969			intron_variant			SGCD			T			C			0.85			0.29			0.56


			NC_010458.4			67149065			intron_variant			SGCD			T			C			0.98			0.42			0.56


			NC_010458.4			67272451			intron_variant			SGCD			C			T			0.52			0.00


			NC_010458.4			67285675			intron_variant			SGCD			T			A			0.53			0.00


			NC_010458.4			67149403			intron_variant			SGCD			A			T			0.99			0.42			0.57


			NC_010458.4			67149404			intron_variant			SGCD			A			T			0.99			0.42			0.57


			NC_010458.4			67149966			intron_variant			SGCD			T			C			0.81			0.16			0.65


			NC_010458.4			67150077			intron_variant			SGCD			T			C			0.98			0.42			0.56


			NC_010458.4			67150311			intron_variant			SGCD			T			G			0.81			0.11			0.70


			NC_010458.4			67150334			intron_variant			SGCD			T			C			0.97			0.37			0.60


			NC_010458.4			67150356			intron_variant			SGCD			T			C			0.99			0.41			0.58


			NC_010458.4			67150472			intron_variant			SGCD			A			G			0.98			0.21			0.77


			NC_010458.4			67151409			intron_variant			SGCD			T			C			0.99			0.32			0.67


			NC_010458.4			67151420			intron_variant			SGCD			T			C			0.82			0.29			0.53


			NC_010458.4			67151442			intron_variant			SGCD			T			C			0.82			0.29			0.53


			NC_010458.4			67151454			intron_variant			SGCD			A			G			0.83			0.32			0.51


			NC_010458.4			67285724			intron_variant			SGCD			C			T			0.56			0.00


			NC_010458.4			67151775			intron_variant			SGCD			A			G			0.91			0.32			0.59


			NC_010458.4			67151788			intron_variant			SGCD			C			A			0.99			0.39			0.60


			NC_010458.4			67151837			intron_variant			SGCD			T			C			0.98			0.37			0.61


			NC_010458.4			67151920			intron_variant			SGCD			T			C			0.98			0.39			0.59


			NC_010458.4			67152463			intron_variant			SGCD			C			T			0.56			0.03			0.53


			NC_010458.4			67152474			intron_variant			SGCD			G			C			0.99			0.39			0.60


			NC_010458.4			67290587			intron_variant			SGCD			G			A			0.64			0.00


			NC_010458.4			67152660			intron_variant			SGCD			C			T			0.99			0.47			0.52


			NC_010458.4			67152704			intron_variant			SGCD			G			C			0.99			0.37			0.62


			NC_010458.4			67152931			intron_variant			SGCD			T			C			0.99			0.37			0.62


			NC_010458.4			67152938			intron_variant			SGCD			T			G			0.99			0.37			0.62


			NC_010458.4			67153295			intron_variant			SGCD			T			C			0.99			0.39			0.60


			NC_010458.4			67153624			intron_variant			SGCD			A			T			0.99			0.35			0.64


			NC_010458.4			67154290			intron_variant			SGCD			A			T			0.98			0.45			0.53


			NC_010458.4			67154519			intron_variant			SGCD			C			A			0.57			0.05			0.52


			NC_010458.4			67154693			intron_variant			SGCD			C			T			0.58			0.03			0.55


			NC_010458.4			67155706			intron_variant			SGCD			T			C			0.94			0.08			0.86


			NC_010458.4			67155809			intron_variant			SGCD			A			G			0.98			0.13			0.85


			NC_010458.4			67155865			intron_variant			SGCD			C			G			0.98			0.13			0.85


			NC_010458.4			67155943			intron_variant			SGCD			C			T			0.98			0.12			0.86


			NC_010458.4			67296427			intron_variant			SGCD			G			A			0.51			0.00


			NC_010458.4			67156546			intron_variant			SGCD			G			A			0.63			0.13			0.50


			NC_010458.4			67156547			intron_variant			SGCD			C			A			0.63			0.13			0.50


			NC_010458.4			67157003			intron_variant			SGCD			G			C			0.95			0.05			0.90


			NC_010458.4			67157099			intron_variant			SGCD			C			T			0.97			0.08			0.89


			NC_010458.4			67157132			intron_variant			SGCD			G			A			0.94			0.17			0.77


			NC_010458.4			67157225			intron_variant			SGCD			C			G			0.98			0.11			0.87


			NC_010458.4			67157249			intron_variant			SGCD			T			C			0.78			0.06			0.72


			NC_010458.4			67157324			intron_variant			SGCD			C			T			0.97			0.13			0.84


			NC_010458.4			67157427			intron_variant			SGCD			G			T			0.98			0.13			0.85


			NC_010458.4			67307598			intron_variant			SGCD			A			G			0.56			0.00


			NC_010458.4			67333971			intron_variant			SGCD			C			T			0.57			0.00


			NC_010458.4			67333973			intron_variant			SGCD			T			C			0.57			0.00


			NC_010458.4			67157588			intron_variant			SGCD			G			T			0.98			0.16			0.82


			NC_010458.4			67157697			intron_variant			SGCD			G			T			0.83			0.08			0.75


			NC_010458.4			67157876			intron_variant			SGCD			A			G			0.84			0.05			0.79


			NC_010458.4			67157888			intron_variant			SGCD			A			C			0.83			0.05			0.78


			NC_010458.4			67157901			intron_variant			SGCD			A			C			0.81			0.05			0.76


			NC_010458.4			67157937			intron_variant			SGCD			G			T			0.96			0.11			0.85


			NC_010458.4			67157981			intron_variant			SGCD			G			A			0.91			0.08			0.83


			NC_010458.4			67158009			intron_variant			SGCD			T			A			0.95			0.13			0.82


			NC_010458.4			67158049			intron_variant			SGCD			T			C			0.95			0.16			0.79


			NC_010458.4			67158082			intron_variant			SGCD			G			C			0.92			0.11			0.81


			NC_010458.4			67158133			intron_variant			SGCD			C			T			0.86			0.13			0.73


			NC_010458.4			67158222			intron_variant			SGCD			T			C			0.83			0.05			0.78


			NC_010458.4			67158238			intron_variant			SGCD			T			C			0.84			0.05			0.79


			NC_010458.4			67158255			intron_variant			SGCD			C			A			0.84			0.05			0.79


			NC_010458.4			67158302			intron_variant			SGCD			T			C			0.87			0.13			0.74


			NC_010458.4			67158435			intron_variant			SGCD			T			C			0.78			0.05			0.73


			NC_010458.4			67158715			intron_variant			SGCD			G			A			0.96			0.13			0.83


			NC_010458.4			67158744			intron_variant			SGCD			C			A			0.95			0.13			0.82


			NC_010458.4			67158772			intron_variant			SGCD			G			A			0.78			0.05			0.73


			NC_010458.4			67158782			intron_variant			SGCD			A			G			0.82			0.11			0.71


			NC_010458.4			67158821			intron_variant			SGCD			G			C			0.84			0.09			0.75


			NC_010458.4			67159092			intron_variant			SGCD			T			G			0.98			0.06			0.92


			NC_010458.4			67159149			intron_variant			SGCD			A			G			0.98			0.09			0.89


			NC_010458.4			67159188			intron_variant			SGCD			C			G			0.98			0.11			0.87


			NC_010458.4			67159623			intron_variant			SGCD			C			T			0.93			0.08			0.85


			NC_010458.4			67159850			intron_variant			SGCD			T			G			0.65			0.03			0.62


			NC_010458.4			67160195			intron_variant			SGCD			A			G			0.98			0.08			0.90


			NC_010458.4			67160418			intron_variant			SGCD			G			T			0.60			0.03			0.57


			NC_010458.4			67160536			intron_variant			SGCD			A			G			0.67			0.11			0.56


			NC_010458.4			67160752			intron_variant			SGCD			C			T			0.98			0.11			0.87


			NC_010458.4			67161017			intron_variant			SGCD			A			G			0.74			0.12			0.62


			NC_010458.4			67161116			intron_variant			SGCD			A			T			0.97			0.19			0.78


			NC_010458.4			67161119			intron_variant			SGCD			C			T			0.97			0.19			0.78


			NC_010458.4			67161125			intron_variant			SGCD			C			T			0.97			0.19			0.78


			NC_010458.4			67161390			intron_variant			SGCD			G			C			0.96			0.14			0.82


			NC_010458.4			67161392			intron_variant			SGCD			A			C			0.84			0.14			0.70


			NC_010458.4			67161513			intron_variant			SGCD			G			C			0.96			0.18			0.78


			NC_010458.4			67161540			intron_variant			SGCD			T			A			0.76			0.14			0.62


			NC_010458.4			67161640			intron_variant			SGCD			T			G			0.77			0.09			0.68


			NC_010458.4			67161673			intron_variant			SGCD			A			G			0.78			0.11			0.67


			NC_010458.4			67161677			intron_variant			SGCD			C			T			0.98			0.11			0.87


			NC_010458.4			67161719			intron_variant			SGCD			T			G			0.98			0.14			0.84


			NC_010458.4			67161889			intron_variant			SGCD			A			G			0.72			0.08			0.64


			NC_010458.4			67162167			intron_variant			SGCD			T			A			0.98			0.16			0.82


			NC_010458.4			67162189			intron_variant			SGCD			G			A			0.98			0.16			0.82


			NC_010458.4			67162224			intron_variant			SGCD			C			T			0.74			0.17			0.57


			NC_010458.4			67162428			intron_variant			SGCD			A			C			0.83			0.06			0.77


			NC_010458.4			67162526			intron_variant			SGCD			A			G			0.98			0.11			0.87


			NC_010458.4			67162591			intron_variant			SGCD			G			T			0.64			0.06			0.58


			NC_010458.4			67162618			intron_variant			SGCD			T			C			0.95			0.09			0.86


			NC_010458.4			67162636			intron_variant			SGCD			C			T			0.97			0.03			0.94


			NC_010458.4			67333982			intron_variant			SGCD			T			A			0.56			0.00


			NC_010458.4			67162705			intron_variant			SGCD			T			G			0.96			0.14			0.82


			NC_010458.4			67162889			intron_variant			SGCD			C			G			0.98			0.13			0.85


			NC_010458.4			67162895			intron_variant			SGCD			T			G			0.98			0.13			0.85


			NC_010458.4			67162973			intron_variant			SGCD			A			G			0.99			0.11			0.88


			NC_010458.4			67358809			intron_variant			SGCD			T			C			0.55			0.00


			NC_010458.4			67163224			intron_variant			SGCD			A			T			0.61			0.03			0.58


			NC_010458.4			67163292			intron_variant			SGCD			C			T			0.55			0.05			0.50


			NC_010458.4			67163737			intron_variant			SGCD			G			A			0.97			0.11			0.86


			NC_010458.4			67163833			intron_variant			SGCD			T			G			0.97			0.11			0.86


			NC_010458.4			67163860			intron_variant			SGCD			T			C			0.97			0.08			0.89


			NC_010458.4			67163962			intron_variant			SGCD			C			T			0.98			0.03			0.95


			NC_010458.4			67163966			intron_variant			SGCD			G			A			0.98			0.03			0.95


			NC_010458.4			67164022			intron_variant			SGCD			C			T			0.98			0.08			0.90


			NC_010458.4			67362924			intron_variant			SGCD			G			C			0.66			0.00


			NC_010458.4			67164146			intron_variant			SGCD			G			T			0.97			0.11			0.86


			NC_010458.4			67164156			intron_variant			SGCD			G			C			0.97			0.11			0.86


			NC_010458.4			67366859			intron_variant			SGCD			C			A			0.56			0.00


			NC_010458.4			67164275			intron_variant			SGCD			G			A			0.75			0.11			0.64


			NC_010458.4			67164372			intron_variant			SGCD			C			G			0.98			0.13			0.85


			NC_010458.4			67164423			intron_variant			SGCD			G			A			0.98			0.13			0.85


			NC_010458.4			67164443			intron_variant			SGCD			T			C			0.98			0.13			0.85


			NC_010458.4			67164759			intron_variant			SGCD			A			T			0.99			0.11			0.88


			NC_010458.4			67164775			intron_variant			SGCD			A			G			0.01			0.61			0.59


			NC_010458.4			67164896			intron_variant			SGCD			G			C			0.97			0.13			0.84


			NC_010458.4			67400852			intron_variant			SGCD			T			C			0.73			0.00


			NC_010458.4			67165161			intron_variant			SGCD			G			A			0.96			0.14			0.82


			NC_010458.4			67165380			intron_variant			SGCD			A			C			0.83			0.11			0.72


			NC_010458.4			67165428			intron_variant			SGCD			A			C			0.98			0.11			0.87


			NC_010458.4			67165560			intron_variant			SGCD			T			A			0.98			0.16			0.82


			NC_010458.4			67165828			intron_variant			SGCD			T			C			0.77			0.03			0.74


			NC_010458.4			67165924			intron_variant			SGCD			G			A			0.94			0.03			0.91


			NC_010458.4			67166151			intron_variant			SGCD			G			T			0.78			0.05			0.73


			NC_010458.4			67166348			intron_variant			SGCD			G			A			0.98			0.13			0.85


			NC_010458.4			67166459			intron_variant			SGCD			A			G			0.80			0.03			0.77


			NC_010458.4			67166473			intron_variant			SGCD			G			C			0.99			0.13			0.86


			NC_010458.4			67166474			intron_variant			SGCD			C			T			0.77			0.03			0.74


			NC_010458.4			67166511			intron_variant			SGCD			A			G			0.99			0.16			0.83


			NC_010458.4			67166801			intron_variant			SGCD			T			A			0.01			0.61			0.59


			NC_010458.4			67167051			intron_variant			SGCD			C			T			0.97			0.16			0.81


			NC_010458.4			67400858			intron_variant			SGCD			A			G			0.76			0.00


			NC_010458.4			67167103			intron_variant			SGCD			C			T			0.78			0.11			0.67


			NC_010458.4			67167178			intron_variant			SGCD			T			C			0.98			0.13			0.85


			NC_010458.4			67167183			intron_variant			SGCD			A			G			0.98			0.13			0.85


			NC_010458.4			67167259			intron_variant			SGCD			G			A			0.95			0.03			0.92


			NC_010458.4			67167569			intron_variant			SGCD			C			T			0.98			0.09			0.89


			NC_010458.4			67167604			intron_variant			SGCD			T			C			0.87			0.03			0.84


			NC_010458.4			67167701			intron_variant			SGCD			A			T			0.58			0.03			0.55


			NC_010458.4			67167703			intron_variant			SGCD			C			T			0.58			0.03			0.55


			NC_010458.4			67167709			intron_variant			SGCD			G			C			0.58			0.03			0.55


			NC_010458.4			67167789			intron_variant			SGCD			A			C			0.68			0.08			0.60


			NC_010458.4			67168071			intron_variant			SGCD			G			A			0.99			0.24			0.75


			NC_010458.4			67168078			intron_variant			SGCD			C			T			0.99			0.25			0.74


			NC_010458.4			67168423			intron_variant			SGCD			C			T			0.97			0.26			0.71


			NC_010458.4			67168477			intron_variant			SGCD			A			C			0.99			0.25			0.74


			NC_010458.4			67168635			intron_variant			SGCD			T			C			0.91			0.16			0.75


			NC_010458.4			67168636			intron_variant			SGCD			G			A			0.73			0.16			0.57


			NC_010458.4			67168728			intron_variant			SGCD			T			C			0.76			0.24			0.52


			NC_010458.4			67168934			intron_variant			SGCD			G			A			0.98			0.22			0.76


			NC_010458.4			67169702			intron_variant			SGCD			C			A			0.99			0.24			0.75


			NC_010458.4			67170357			intron_variant			SGCD			T			C			0.99			0.24			0.75


			NC_010458.4			67170752			intron_variant			SGCD			C			G			0.99			0.21			0.78


			NC_010458.4			67170805			intron_variant			SGCD			G			T			0.99			0.25			0.74


			NC_010458.4			67170859			intron_variant			SGCD			G			A			0.67			0.16			0.51


			NC_010458.4			67171179			intron_variant			SGCD			A			T			0.66			0.08			0.58


			NC_010458.4			67171246			intron_variant			SGCD			A			G			0.88			0.22			0.66


			NC_010458.4			67171389			intron_variant			SGCD			G			A			0.89			0.26			0.63


			NC_010458.4			67171478			intron_variant			SGCD			A			C			0.90			0.28			0.62


			NC_010458.4			67171479			intron_variant			SGCD			G			A			0.90			0.28			0.62


			NC_010458.4			67171482			intron_variant			SGCD			A			G			0.90			0.26			0.64


			NC_010458.4			67171778			intron_variant			SGCD			T			C			0.84			0.26			0.58


			NC_010458.4			67172241			intron_variant			SGCD			G			A			0.99			0.17			0.82


			NC_010458.4			67172413			intron_variant			SGCD			G			A			0.99			0.26			0.73


			NC_010458.4			67172586			intron_variant			SGCD			G			T			0.96			0.24			0.72


			NC_010458.4			67172980			intron_variant			SGCD			T			A			0.77			0.13			0.64


			NC_010458.4			67173473			intron_variant			SGCD			A			G			0.99			0.21			0.78


			NC_010458.4			67175748			intron_variant			SGCD			C			T			0.99			0.11			0.88


			NC_010458.4			67176494			intron_variant			SGCD			T			C			0.67			0.16			0.51


			NC_010458.4			67176870			intron_variant			SGCD			A			T			0.99			0.25			0.74


			NC_010458.4			67179458			intron_variant			SGCD			C			T			0.99			0.26			0.73


			NC_010458.4			67180082			intron_variant			SGCD			G			A			0.63			0.05			0.58


			NC_010458.4			67180095			intron_variant			SGCD			T			C			0.61			0.05			0.56


			NC_010458.4			67180176			intron_variant			SGCD			C			A			0.58			0.08			0.50


			NC_010458.4			67400895			intron_variant			SGCD			G			A			0.72			0.00


			NC_010458.4			67401139			intron_variant			SGCD			T			C			0.56			0.00


			NC_010458.4			67404402			intron_variant			SGCD			T			C			0.65			0.00


			NC_010458.4			67180778			intron_variant			SGCD			T			C			0.90			0.16			0.74


			NC_010458.4			67181101			intron_variant			SGCD			C			A			0.92			0.11			0.81


			NC_010458.4			67181105			intron_variant			SGCD			T			C			0.62			0.03			0.59


			NC_010458.4			67181204			intron_variant			SGCD			T			C			0.87			0.11			0.76


			NC_010458.4			67404810			intron_variant			SGCD			A			G			0.83			0.00


			NC_010458.4			67182140			intron_variant			SGCD			C			T			0.72			0.08			0.64


			NC_010458.4			67182217			intron_variant			SGCD			G			A			0.74			0.08			0.66


			NC_010458.4			67182271			intron_variant			SGCD			T			C			0.84			0.08			0.76


			NC_010458.4			67182375			intron_variant			SGCD			C			T			0.74			0.08			0.66


			NC_010458.4			67182578			intron_variant			SGCD			C			G			0.78			0.08			0.70


			NC_010458.4			67182626			intron_variant			SGCD			A			G			0.99			0.18			0.81


			NC_010458.4			67182633			intron_variant			SGCD			C			T			0.77			0.08			0.69


			NC_010458.4			67182637			intron_variant			SGCD			G			A			0.77			0.08			0.69


			NC_010458.4			67183487			intron_variant			SGCD			T			C			0.70			0.03			0.67


			NC_010458.4			67183803			intron_variant			SGCD			A			C			0.78			0.08			0.70


			NC_010458.4			67184018			intron_variant			SGCD			A			G			0.88			0.18			0.70


			NC_010458.4			67184646			intron_variant			SGCD			T			G			0.77			0.08			0.69


			NC_010458.4			67185498			intron_variant			SGCD			G			A			0.71			0.16			0.55


			NC_010458.4			67185897			intron_variant			SGCD			A			C			0.67			0.11			0.56


			NC_010458.4			67185937			intron_variant			SGCD			A			G			0.64			0.13			0.51


			NC_010458.4			67187844			intron_variant			SGCD			G			A			0.63			0.11			0.52


			NC_010458.4			67190201			intron_variant			SGCD			G			A			0.00			0.68


			NC_010458.4			67192473			intron_variant			SGCD			T			C			0.00			0.66


			NC_010458.4			67192508			intron_variant			SGCD			T			C			0.00			0.68


			NC_010458.4			67192581			intron_variant			SGCD			A			G			0.15			0.74			0.59


			NC_010458.4			67192657			intron_variant			SGCD			A			T			0.00			0.68


			NC_010458.4			67192712			intron_variant			SGCD			G			A			0.00			0.63


			NC_010458.4			67192715			intron_variant			SGCD			G			C			0.07			0.68			0.62


			NC_010458.4			67192735			intron_variant			SGCD			G			A			0.00			0.63


			NC_010458.4			67192773			intron_variant			SGCD			C			T			0.00			0.59


			NC_010458.4			67192774			intron_variant			SGCD			T			G			0.00			0.59


			NC_010458.4			67192781			intron_variant			SGCD			G			A			0.00			0.59


			NC_010458.4			67192958			intron_variant			SGCD			T			C			0.07			0.63			0.56


			NC_010458.4			67192992			intron_variant			SGCD			G			A			0.00			0.59


			NC_010458.4			67193081			intron_variant			SGCD			T			C			0.07			0.72			0.65


			NC_010458.4			67193130			intron_variant			SGCD			C			T			0.00			0.67


			NC_010458.4			67193136			intron_variant			SGCD			A			G			0.00			0.67


			NC_010458.4			67193147			intron_variant			SGCD			T			C			0.07			0.74			0.67


			NC_010458.4			67193152			intron_variant			SGCD			C			T			0.07			0.74			0.67


			NC_010458.4			67193370			intron_variant			SGCD			C			T			0.13			0.74			0.61


			NC_010458.4			67193406			intron_variant			SGCD			A			G			0.69			0.11			0.58


			NC_010458.4			67193501			intron_variant			SGCD			T			C			0.00			0.68


			NC_010458.4			67193675			intron_variant			SGCD			C			T			0.00			0.68


			NC_010458.4			67194036			intron_variant			SGCD			C			T			0.70			0.11			0.59


			NC_010458.4			67194040			intron_variant			SGCD			T			C			0.62			0.11			0.51


			NC_010458.4			67194297			intron_variant			SGCD			C			T			0.72			0.11			0.61


			NC_010458.4			67194362			intron_variant			SGCD			A			C			0.99			0.16			0.83


			NC_010458.4			67194461			intron_variant			SGCD			G			T			0.99			0.16			0.83


			NC_010458.4			67194462			intron_variant			SGCD			A			C			0.99			0.16			0.83


			NC_010458.4			67194504			intron_variant			SGCD			A			T			0.92			0.11			0.81


			NC_010458.4			67196683			intron_variant			SGCD			T			G			0.61			0.08			0.53


			NC_010458.4			67197690			intron_variant			SGCD			G			A			0.69			0.17			0.52


			NC_010458.4			67197918			intron_variant			SGCD			A			G			0.86			0.16			0.70


			NC_010458.4			67198787			intron_variant			SGCD			T			C			0.74			0.16			0.58


			NC_010458.4			67199374			intron_variant			SGCD			A			G			0.95			0.18			0.77


			NC_010458.4			67199631			intron_variant			SGCD			G			A			0.94			0.13			0.81


			NC_010458.4			67199721			intron_variant			SGCD			G			A			0.88			0.13			0.75


			NC_010458.4			67199751			intron_variant			SGCD			G			C			0.94			0.18			0.76


			NC_010458.4			67199780			intron_variant			SGCD			C			T			0.98			0.16			0.82


			NC_010458.4			67199957			intron_variant			SGCD			G			A			0.57			0.03			0.54


			NC_010458.4			67200075			intron_variant			SGCD			T			C			0.94			0.16			0.78


			NC_010458.4			67200216			intron_variant			SGCD			G			A			0.85			0.13			0.72


			NC_010458.4			67200399			intron_variant			SGCD			T			C			0.97			0.15			0.82


			NC_010458.4			67200660			intron_variant			SGCD			G			T			0.77			0.11			0.66


			NC_010458.4			67200701			intron_variant			SGCD			C			A			0.77			0.08			0.69


			NC_010458.4			67200823			intron_variant			SGCD			A			T			0.73			0.11			0.62


			NC_010458.4			67200954			intron_variant			SGCD			C			A			0.81			0.11			0.70


			NC_010458.4			67200965			intron_variant			SGCD			A			G			0.66			0.08			0.58


			NC_010458.4			67201420			intron_variant			SGCD			T			C			0.99			0.16			0.83


			NC_010458.4			67201658			intron_variant			SGCD			C			T			0.66			0.08			0.58


			NC_010458.4			67201748			intron_variant			SGCD			A			G			0.74			0.09			0.65


			NC_010458.4			67201761			intron_variant			SGCD			A			G			0.61			0.09			0.52


			NC_010458.4			67201780			intron_variant			SGCD			T			C			0.58			0.07			0.51


			NC_010458.4			67201954			intron_variant			SGCD			A			G			0.86			0.11			0.75


			NC_010458.4			67202006			intron_variant			SGCD			C			T			0.88			0.13			0.75


			NC_010458.4			67202168			intron_variant			SGCD			A			G			0.84			0.11			0.73


			NC_010458.4			67202222			intron_variant			SGCD			A			G			0.58			0.05			0.53


			NC_010458.4			67202388			intron_variant			SGCD			G			T			0.63			0.13			0.50


			NC_010458.4			67202450			intron_variant			SGCD			T			C			0.95			0.13			0.82


			NC_010458.4			67202451			intron_variant			SGCD			A			T			0.95			0.13			0.82


			NC_010458.4			67202452			intron_variant			SGCD			T			C			0.88			0.13			0.75


			NC_010458.4			67202625			intron_variant			SGCD			C			G			0.98			0.18			0.80


			NC_010458.4			67202669			intron_variant			SGCD			C			T			0.56			0.03			0.53


			NC_010458.4			67202675			intron_variant			SGCD			A			G			0.76			0.13			0.63


			NC_010458.4			67202822			intron_variant			SGCD			T			C			0.98			0.18			0.80


			NC_010458.4			67202886			intron_variant			SGCD			T			C			0.69			0.11			0.58


			NC_010458.4			67202927			intron_variant			SGCD			G			A			0.98			0.18			0.80


			NC_010458.4			67202957			intron_variant			SGCD			T			C			0.98			0.18			0.80


			NC_010458.4			67203234			intron_variant			SGCD			G			A			0.77			0.18			0.59


			NC_010458.4			67203266			intron_variant			SGCD			G			C			0.88			0.18			0.70


			NC_010458.4			67203286			intron_variant			SGCD			G			A			0.88			0.18			0.70


			NC_010458.4			67204267			intron_variant			SGCD			G			T			0.80			0.11			0.69


			NC_010458.4			67204784			intron_variant			SGCD			C			T			0.60			0.08			0.52


			NC_010458.4			67209324			intron_variant			SGCD			G			A			0.84			0.18			0.66


			NC_010458.4			67210230			intron_variant			SGCD			C			A			0.69			0.16			0.53


			NC_010458.4			67211854			intron_variant			SGCD			T			C			0.72			0.13			0.59


			NC_010458.4			67211858			intron_variant			SGCD			C			A			0.72			0.13			0.59


			NC_010458.4			67214373			intron_variant			SGCD			A			T			0.57			0.03			0.54


			NC_010458.4			67214899			intron_variant			SGCD			A			C			0.74			0.05			0.69


			NC_010458.4			67215124			intron_variant			SGCD			A			C			0.99			0.16			0.83


			NC_010458.4			67215317			intron_variant			SGCD			G			A			0.60			0.05			0.55


			NC_010458.4			67215348			intron_variant			SGCD			A			G			0.63			0.05			0.58


			NC_010458.4			67216745			intron_variant			SGCD			C			T			0.77			0.06			0.71


			NC_010458.4			67217722			intron_variant			SGCD			A			C			0.98			0.13			0.85


			NC_010458.4			67217772			intron_variant			SGCD			A			G			0.83			0.18			0.65


			NC_010458.4			67218243			intron_variant			SGCD			T			C			0.83			0.14			0.69


			NC_010458.4			67218712			intron_variant			SGCD			G			C			0.87			0.17			0.70


			NC_010458.4			67218800			intron_variant			SGCD			C			T			0.67			0.06			0.61


			NC_010458.4			67218863			intron_variant			SGCD			G			T			0.73			0.08			0.65


			NC_010458.4			67218874			intron_variant			SGCD			G			T			0.74			0.08			0.66


			NC_010458.4			67218921			intron_variant			SGCD			A			G			0.71			0.08			0.63


			NC_010458.4			67219043			intron_variant			SGCD			A			G			0.83			0.16			0.67


			NC_010458.4			67219044			intron_variant			SGCD			G			A			0.83			0.16			0.67


			NC_010458.4			67219119			intron_variant			SGCD			T			C			0.87			0.08			0.79


			NC_010458.4			67219182			intron_variant			SGCD			C			T			0.90			0.05			0.85


			NC_010458.4			67219250			intron_variant			SGCD			C			T			0.90			0.08			0.82


			NC_010458.4			67219296			intron_variant			SGCD			T			C			0.89			0.06			0.83


			NC_010458.4			67219297			intron_variant			SGCD			T			C			0.89			0.06			0.83


			NC_010458.4			67219339			intron_variant			SGCD			T			G			0.93			0.09			0.84


			NC_010458.4			67219597			intron_variant			SGCD			G			C			0.77			0.11			0.66


			NC_010458.4			67219666			intron_variant			SGCD			A			G			0.80			0.06			0.74


			NC_010458.4			67219722			intron_variant			SGCD			T			C			0.73			0.11			0.62


			NC_010458.4			67219817			intron_variant			SGCD			T			C			0.78			0.18			0.60


			NC_010458.4			67219859			intron_variant			SGCD			T			C			0.85			0.11			0.74


			NC_010458.4			67219860			intron_variant			SGCD			C			T			0.85			0.11			0.74


			NC_010458.4			67219926			intron_variant			SGCD			A			C			0.71			0.21			0.50


			NC_010458.4			67404872			intron_variant			SGCD			T			C			0.51			0.00


			NC_010458.4			67220178			intron_variant			SGCD			A			G			0.74			0.13			0.61


			NC_010458.4			67220354			intron_variant			SGCD			T			C			0.68			0.16			0.52


			NC_010458.4			67220400			intron_variant			SGCD			T			C			0.66			0.08			0.58


			NC_010458.4			67220435			intron_variant			SGCD			A			T			0.80			0.18			0.62


			NC_010458.4			67220617			intron_variant			SGCD			A			G			0.76			0.08			0.68


			NC_010458.4			67220785			intron_variant			SGCD			A			T			0.56			0.05			0.51


			NC_010458.4			67220989			intron_variant			SGCD			A			G			0.80			0.18			0.62


			NC_010458.4			67221045			intron_variant			SGCD			A			T			0.68			0.18			0.50


			NC_010458.4			67221049			intron_variant			SGCD			A			G			0.68			0.18			0.50


			NC_010458.4			67221081			intron_variant			SGCD			G			A			0.70			0.18			0.52


			NC_010458.4			67221444			intron_variant			SGCD			T			C			0.83			0.16			0.67


			NC_010458.4			67221718			intron_variant			SGCD			A			C			0.85			0.11			0.74


			NC_010458.4			67222002			intron_variant			SGCD			G			A			0.72			0.08			0.64


			NC_010458.4			67222560			intron_variant			SGCD			C			T			0.63			0.11			0.52


			NC_010458.4			67223476			intron_variant			SGCD			G			T			0.99			0.18			0.81


			NC_010458.4			67223715			intron_variant			SGCD			T			C			0.90			0.18			0.72


			NC_010458.4			67228762			intron_variant			SGCD			C			T			0.68			0.16			0.52


			NC_010458.4			67228787			intron_variant			SGCD			T			C			0.67			0.16			0.51


			NC_010458.4			67229288			intron_variant			SGCD			C			T			0.69			0.13			0.56


			NC_010458.4			67229356			intron_variant			SGCD			G			C			0.63			0.13			0.50


			NC_010458.4			67229495			intron_variant			SGCD			T			A			0.81			0.12			0.69


			NC_010458.4			67229718			intron_variant			SGCD			T			A			0.82			0.12			0.70


			NC_010458.4			67229750			intron_variant			SGCD			A			G			0.83			0.16			0.67


			NC_010458.4			67229864			intron_variant			SGCD			C			T			0.79			0.14			0.65


			NC_010458.4			67229926			intron_variant			SGCD			A			G			0.81			0.13			0.68


			NC_010458.4			67230055			intron_variant			SGCD			T			C			0.82			0.16			0.66


			NC_010458.4			67230075			intron_variant			SGCD			C			T			0.82			0.16			0.66


			NC_010458.4			67230221			intron_variant			SGCD			C			T			0.80			0.16			0.64


			NC_010458.4			67230222			intron_variant			SGCD			A			G			0.80			0.16			0.64


			NC_010458.4			67230254			intron_variant			SGCD			T			C			0.81			0.16			0.65


			NC_010458.4			67230312			intron_variant			SGCD			G			A			0.78			0.16			0.62


			NC_010458.4			67230340			intron_variant			SGCD			C			G			0.79			0.16			0.63


			NC_010458.4			67230400			intron_variant			SGCD			C			A			0.81			0.16			0.65


			NC_010458.4			67230406			intron_variant			SGCD			C			T			0.81			0.16			0.65


			NC_010458.4			67230631			intron_variant			SGCD			T			G			0.81			0.16			0.65


			NC_010458.4			67230747			intron_variant			SGCD			G			A			0.79			0.16			0.63


			NC_010458.4			67230774			intron_variant			SGCD			C			A			0.78			0.16			0.62


			NC_010458.4			67230792			intron_variant			SGCD			C			G			0.78			0.16			0.62


			NC_010458.4			67230842			intron_variant			SGCD			G			C			0.82			0.16			0.66


			NC_010458.4			67230851			intron_variant			SGCD			A			G			0.82			0.16			0.66


			NC_010458.4			67231228			intron_variant			SGCD			T			C			0.89			0.08			0.81


			NC_010458.4			67231365			intron_variant			SGCD			C			T			0.84			0.11			0.73


			NC_010458.4			67231630			intron_variant			SGCD			G			C			0.83			0.11			0.72


			NC_010458.4			67231661			intron_variant			SGCD			T			C			0.58			0.08			0.50


			NC_010458.4			67231827			intron_variant			SGCD			A			T			0.92			0.18			0.74


			NC_010458.4			67231828			intron_variant			SGCD			T			A			0.92			0.18			0.74


			NC_010458.4			67232181			intron_variant			SGCD			C			G			0.67			0.08			0.59


			NC_010458.4			67234518			intron_variant			SGCD			A			G			0.91			0.18			0.73


			NC_010458.4			67234922			intron_variant			SGCD			G			A			0.00			0.50


			NC_010458.4			67235330			intron_variant			SGCD			G			T			0.99			0.26			0.73


			NC_010458.4			67236129			intron_variant			SGCD			A			G			0.96			0.24			0.72


			NC_010458.4			67236530			intron_variant			SGCD			T			A			0.57			0.06			0.51


			NC_010458.4			67240585			intron_variant			SGCD			C			T			0.78			0.08			0.70


			NC_010458.4			67240621			intron_variant			SGCD			C			G			0.77			0.16			0.61


			NC_010458.4			67241225			intron_variant			SGCD			A			T			0.77			0.08			0.69


			NC_010458.4			67241839			intron_variant			SGCD			G			C			0.74			0.16			0.58


			NC_010458.4			67244248			intron_variant			SGCD			C			T			0.70			0.08			0.62


			NC_010458.4			67404895			intron_variant			SGCD			A			G			0.54			0.00


			NC_010458.4			67245728			intron_variant			SGCD			C			A			0.00			0.53


			NC_010458.4			67245845			intron_variant			SGCD			A			G			0.85			0.13			0.72


			NC_010458.4			67246317			intron_variant			SGCD			C			A			0.00			0.55


			NC_010458.4			67247282			intron_variant			SGCD			T			C			0.63			0.08			0.55


			NC_010458.4			67247801			intron_variant			SGCD			A			G			0.00			0.53


			NC_010458.4			67248299			intron_variant			SGCD			A			G			0.05			0.58			0.53


			NC_010458.4			67248498			intron_variant			SGCD			C			T			0.04			0.61			0.57


			NC_010458.4			67248581			intron_variant			SGCD			C			T			0.05			0.55			0.50


			NC_010458.4			67248717			intron_variant			SGCD			T			C			0.00			0.53


			NC_010458.4			67248987			intron_variant			SGCD			C			G			0.00			0.50


			NC_010458.4			67250495			intron_variant			SGCD			T			C			0.60			0.03			0.57


			NC_010458.4			67250540			intron_variant			SGCD			A			G			0.59			0.03			0.56


			NC_010458.4			67250947			intron_variant			SGCD			C			G			0.99			0.17			0.82


			NC_010458.4			67251302			intron_variant			SGCD			T			C			0.61			0.03			0.58


			NC_010458.4			67256582			intron_variant			SGCD			T			C			0.62			0.11			0.51


			NC_010458.4			67259591			intron_variant			SGCD			A			T			0.67			0.13			0.54


			NC_010458.4			67405136			intron_variant			SGCD			G			A			0.67			0.00


			NC_010458.4			67261765			intron_variant			SGCD			C			A			0.53			0.03			0.50


			NC_010458.4			67262023			intron_variant			SGCD			C			T			0.67			0.11			0.56


			NC_010458.4			67262173			intron_variant			SGCD			C			T			0.99			0.11			0.88


			NC_010458.4			67262668			intron_variant			SGCD			G			A			0.54			0.03			0.51


			NC_010458.4			67262691			intron_variant			SGCD			A			G			0.99			0.47			0.52


			NC_010458.4			67262775			intron_variant			SGCD			T			A			0.74			0.13			0.61


			NC_010458.4			67262798			intron_variant			SGCD			C			T			0.74			0.13			0.61


			NC_010458.4			67263200			intron_variant			SGCD			T			C			0.67			0.13			0.54


			NC_010458.4			67263979			intron_variant			SGCD			G			A			0.84			0.05			0.79


			NC_010458.4			67264017			intron_variant			SGCD			C			T			0.88			0.08			0.80


			NC_010458.4			67264030			intron_variant			SGCD			C			T			0.93			0.08			0.85


			NC_010458.4			67264057			intron_variant			SGCD			C			T			0.82			0.08			0.74


			NC_010458.4			67264059			intron_variant			SGCD			A			C			0.99			0.11			0.88


			NC_010458.4			67264350			intron_variant			SGCD			C			T			0.81			0.13			0.68


			NC_010458.4			67265857			intron_variant			SGCD			C			T			0.65			0.03			0.62


			NC_010458.4			67405179			intron_variant			SGCD			T			C			0.79			0.00


			NC_010458.4			67405498			intron_variant			SGCD			T			C			0.54			0.00


			NC_010458.4			67405535			intron_variant			SGCD			A			G			0.85			0.00


			NC_010458.4			67405568			intron_variant			SGCD			T			C			0.53			0.00


			NC_010458.4			67405569			intron_variant			SGCD			A			G			0.53			0.00


			NC_010458.4			67405987			intron_variant			SGCD			C			T			0.84			0.00


			NC_010458.4			67272258			intron_variant			SGCD			C			T			0.84			0.21			0.63


			NC_010458.4			67406020			intron_variant			SGCD			A			G			0.79			0.00


			NC_010458.4			67274997			intron_variant			SGCD			G			C			0.90			0.08			0.82


			NC_010458.4			67275850			intron_variant			SGCD			A			C			0.82			0.11			0.71


			NC_010458.4			67277044			intron_variant			SGCD			G			A			0.73			0.13			0.60


			NC_010458.4			67277837			intron_variant			SGCD			A			C			0.80			0.13			0.67


			NC_010458.4			67277866			intron_variant			SGCD			T			C			0.98			0.13			0.85


			NC_010458.4			67279196			intron_variant			SGCD			T			C			0.67			0.11			0.56


			NC_010458.4			67279285			intron_variant			SGCD			T			C			0.72			0.16			0.56


			NC_010458.4			67279530			intron_variant			SGCD			T			C			0.76			0.14			0.62


			NC_010458.4			67279825			intron_variant			SGCD			T			G			0.53			0.03			0.50


			NC_010458.4			67280305			intron_variant			SGCD			T			C			0.58			0.03			0.55


			NC_010458.4			67280921			intron_variant			SGCD			G			A			0.99			0.42			0.57


			NC_010458.4			67280998			intron_variant			SGCD			T			C			0.99			0.39			0.60


			NC_010458.4			67281261			intron_variant			SGCD			C			T			0.99			0.42			0.57


			NC_010458.4			67281597			intron_variant			SGCD			C			T			0.99			0.42			0.57


			NC_010458.4			67281708			intron_variant			SGCD			C			T			0.99			0.36			0.63


			NC_010458.4			67281709			intron_variant			SGCD			A			G			0.99			0.36			0.63


			NC_010458.4			67281743			intron_variant			SGCD			C			T			0.98			0.44			0.54


			NC_010458.4			67281910			intron_variant			SGCD			C			T			0.87			0.35			0.52


			NC_010458.4			67281922			intron_variant			SGCD			A			G			0.87			0.37			0.50


			NC_010458.4			67281925			intron_variant			SGCD			C			A			0.86			0.31			0.55


			NC_010458.4			67281942			intron_variant			SGCD			C			T			0.85			0.28			0.57


			NC_010458.4			67281943			intron_variant			SGCD			C			G			0.85			0.30			0.55


			NC_010458.4			67281958			intron_variant			SGCD			A			G			0.85			0.27			0.58


			NC_010458.4			67281982			intron_variant			SGCD			C			T			0.84			0.27			0.57


			NC_010458.4			67282531			intron_variant			SGCD			C			T			0.99			0.39			0.60


			NC_010458.4			67282664			intron_variant			SGCD			G			T			0.89			0.37			0.52


			NC_010458.4			67282701			intron_variant			SGCD			C			T			0.99			0.39			0.60


			NC_010458.4			67282713			intron_variant			SGCD			T			A			0.99			0.39			0.60


			NC_010458.4			67282717			intron_variant			SGCD			A			G			0.99			0.39			0.60


			NC_010458.4			67282728			intron_variant			SGCD			T			G			0.99			0.39			0.60


			NC_010458.4			67282736			intron_variant			SGCD			G			T			0.99			0.39			0.60


			NC_010458.4			67282810			intron_variant			SGCD			C			A			0.99			0.25			0.74


			NC_010458.4			67282822			intron_variant			SGCD			T			G			0.99			0.24			0.75


			NC_010458.4			67283317			intron_variant			SGCD			T			C			0.99			0.39			0.60


			NC_010458.4			67284158			intron_variant			SGCD			A			C			0.88			0.37			0.51


			NC_010458.4			67284203			intron_variant			SGCD			A			G			0.99			0.42			0.57


			NC_010458.4			67284219			intron_variant			SGCD			G			A			0.61			0.03			0.58


			NC_010458.4			67284499			intron_variant			SGCD			G			A			0.99			0.42			0.57


			NC_010458.4			67284632			intron_variant			SGCD			A			G			0.92			0.16			0.76


			NC_010458.4			67285197			intron_variant			SGCD			T			C			1.00			0.42			0.58


			NC_010458.4			67285382			intron_variant			SGCD			G			C			0.75			0.25			0.50


			NC_010458.4			67285635			intron_variant			SGCD			G			A			0.99			0.42			0.57


			NC_010458.4			67406054			intron_variant			SGCD			A			G			0.51			0.00


			NC_010458.4			67406140			intron_variant			SGCD			G			A			0.53			0.00


			NC_010458.4			67285927			intron_variant			SGCD			T			C			0.95			0.42			0.53


			NC_010458.4			67286668			intron_variant			SGCD			C			T			0.98			0.42			0.56


			NC_010458.4			67287126			intron_variant			SGCD			C			T			0.87			0.29			0.58


			NC_010458.4			67287170			intron_variant			SGCD			A			C			0.98			0.17			0.81


			NC_010458.4			67287245			intron_variant			SGCD			C			T			0.99			0.42			0.57


			NC_010458.4			67287380			intron_variant			SGCD			G			A			0.99			0.39			0.60


			NC_010458.4			67289210			intron_variant			SGCD			G			C			0.74			0.14			0.60


			NC_010458.4			67289214			intron_variant			SGCD			G			C			0.76			0.14			0.62


			NC_010458.4			67289362			intron_variant			SGCD			G			A			0.99			0.37			0.62


			NC_010458.4			67289532			intron_variant			SGCD			C			T			0.99			0.39			0.60


			NC_010458.4			67289586			intron_variant			SGCD			C			T			0.99			0.42			0.57


			NC_010458.4			67289659			intron_variant			SGCD			C			T			0.99			0.39			0.60


			NC_010458.4			67290276			intron_variant			SGCD			A			G			0.97			0.42			0.55


			NC_010458.4			67406148			intron_variant			SGCD			G			A			0.53			0.00


			NC_010458.4			67290629			intron_variant			SGCD			A			G			0.99			0.34			0.65


			NC_010458.4			67291075			intron_variant			SGCD			T			C			0.60			0.08			0.52


			NC_010458.4			67291358			intron_variant			SGCD			A			C			0.01			0.53			0.52


			NC_010458.4			67291881			intron_variant			SGCD			G			A			0.00			0.56


			NC_010458.4			67292179			intron_variant			SGCD			A			C			0.99			0.28			0.71


			NC_010458.4			67292934			intron_variant			SGCD			A			G			0.88			0.24			0.64


			NC_010458.4			67293013			intron_variant			SGCD			A			G			0.84			0.29			0.55


			NC_010458.4			67293453			intron_variant			SGCD			C			T			1.00			0.33			0.67


			NC_010458.4			67293654			intron_variant			SGCD			A			G			0.90			0.22			0.68


			NC_010458.4			67293854			intron_variant			SGCD			A			T			0.86			0.26			0.60


			NC_010458.4			67295630			intron_variant			SGCD			C			T			0.99			0.42			0.57


			NC_010458.4			67296207			intron_variant			SGCD			C			T			0.62			0.11			0.51


			NC_010458.4			67406307			intron_variant			SGCD			T			C			0.58			0.00


			NC_010458.4			67296492			intron_variant			SGCD			T			C			0.98			0.42			0.56


			NC_010458.4			67298611			intron_variant			SGCD			A			G			0.97			0.37			0.60


			NC_010458.4			67298658			intron_variant			SGCD			A			G			0.98			0.37			0.61


			NC_010458.4			67298922			intron_variant			SGCD			A			G			0.99			0.39			0.60


			NC_010458.4			67299008			intron_variant			SGCD			A			G			0.96			0.37			0.59


			NC_010458.4			67299298			intron_variant			SGCD			T			C			0.99			0.42			0.57


			NC_010458.4			67299299			intron_variant			SGCD			G			A			0.99			0.42			0.57


			NC_010458.4			67299746			intron_variant			SGCD			A			G			0.99			0.42			0.57


			NC_010458.4			67301379			intron_variant			SGCD			G			C			0.99			0.45			0.54


			NC_010458.4			67301824			intron_variant			SGCD			A			G			0.98			0.45			0.53


			NC_010458.4			67302206			intron_variant			SGCD			G			A			0.00			0.58


			NC_010458.4			67302225			intron_variant			SGCD			A			G			0.98			0.42			0.56


			NC_010458.4			67302238			intron_variant			SGCD			A			G			0.98			0.42			0.56


			NC_010458.4			67302282			intron_variant			SGCD			G			C			0.98			0.39			0.59


			NC_010458.4			67302618			intron_variant			SGCD			A			G			1.00			0.39			0.61


			NC_010458.4			67302715			intron_variant			SGCD			C			T			0.01			0.58			0.57


			NC_010458.4			67302720			intron_variant			SGCD			C			G			0.01			0.58			0.57


			NC_010458.4			67303052			intron_variant			SGCD			A			G			0.99			0.42			0.57


			NC_010458.4			67303231			intron_variant			SGCD			A			G			0.87			0.37			0.50


			NC_010458.4			67304850			intron_variant			SGCD			T			C			0.01			0.55			0.54


			NC_010458.4			67305691			intron_variant			SGCD			G			A			0.01			0.53			0.51


			NC_010458.4			67306013			intron_variant			SGCD			C			T			0.01			0.55			0.54


			NC_010458.4			67406326			intron_variant			SGCD			A			T			0.57			0.00


			NC_010458.4			67307892			intron_variant			SGCD			C			T			0.55			0.03			0.52


			NC_010458.4			67307924			intron_variant			SGCD			T			C			0.93			0.13			0.80


			NC_010458.4			67308350			intron_variant			SGCD			A			C			0.98			0.32			0.66


			NC_010458.4			67310648			intron_variant			SGCD			C			G			0.98			0.24			0.74


			NC_010458.4			67312502			intron_variant			SGCD			G			A			0.95			0.05			0.90


			NC_010458.4			67312566			intron_variant			SGCD			C			A			0.61			0.03			0.58


			NC_010458.4			67312594			intron_variant			SGCD			T			C			0.58			0.03			0.55


			NC_010458.4			67312887			intron_variant			SGCD			G			A			0.98			0.11			0.87


			NC_010458.4			67313557			intron_variant			SGCD			T			C			0.21			0.74			0.53


			NC_010458.4			67313580			intron_variant			SGCD			G			A			0.20			0.74			0.53


			NC_010458.4			67313620			intron_variant			SGCD			A			C			0.15			0.68			0.53


			NC_010458.4			67313625			intron_variant			SGCD			G			A			0.15			0.68			0.53


			NC_010458.4			67314170			intron_variant			SGCD			C			T			0.00			0.79


			NC_010458.4			67314822			intron_variant			SGCD			G			A			0.00			0.74


			NC_010458.4			67314951			intron_variant			SGCD			G			A			0.71			0.05			0.66


			NC_010458.4			67315127			intron_variant			SGCD			T			C			0.67			0.08			0.59


			NC_010458.4			67315131			intron_variant			SGCD			C			T			0.00			0.72


			NC_010458.4			67315484			intron_variant			SGCD			A			G			0.69			0.05			0.64


			NC_010458.4			67315528			intron_variant			SGCD			A			G			0.61			0.08			0.53


			NC_010458.4			67315981			intron_variant			SGCD			C			T			0.86			0.34			0.52


			NC_010458.4			67319048			intron_variant			SGCD			C			A			0.76			0.21			0.55


			NC_010458.4			67319174			intron_variant			SGCD			T			C			0.83			0.17			0.66


			NC_010458.4			67319600			intron_variant			SGCD			A			T			0.90			0.32			0.58


			NC_010458.4			67320700			intron_variant			SGCD			A			T			1.00			0.33			0.67


			NC_010458.4			67321547			intron_variant			SGCD			T			C			0.86			0.19			0.67


			NC_010458.4			67323502			intron_variant			SGCD			A			C			0.57			0.05			0.52


			NC_010458.4			67323631			intron_variant			SGCD			C			T			1.00			0.42			0.58


			NC_010458.4			67324119			intron_variant			SGCD			T			C			1.00			0.39			0.61


			NC_010458.4			67325231			intron_variant			SGCD			T			C			0.61			0.06			0.55


			NC_010458.4			67325265			intron_variant			SGCD			C			T			0.58			0.05			0.53


			NC_010458.4			67326327			intron_variant			SGCD			G			A			0.88			0.19			0.69


			NC_010458.4			67326415			intron_variant			SGCD			A			G			0.98			0.25			0.73


			NC_010458.4			67327530			intron_variant			SGCD			C			T			1.00			0.39			0.61


			NC_010458.4			67327544			intron_variant			SGCD			G			T			1.00			0.36			0.64


			NC_010458.4			67328011			intron_variant			SGCD			T			G			0.66			0.16			0.50


			NC_010458.4			67328064			intron_variant			SGCD			A			G			0.98			0.21			0.77


			NC_010458.4			67331920			intron_variant			SGCD			C			T			0.01			0.53			0.51


			NC_010458.4			67332733			intron_variant			SGCD			G			T			0.97			0.42			0.55


			NC_010458.4			67333728			intron_variant			SGCD			T			C			0.66			0.05			0.61


			NC_010458.4			67333753			intron_variant			SGCD			C			T			0.96			0.42			0.54


			NC_010458.4			67333815			intron_variant			SGCD			T			G			0.64			0.06			0.58


			NC_010458.4			67333818			intron_variant			SGCD			T			G			0.64			0.06			0.58


			NC_010458.4			67406515			intron_variant			SGCD			A			C			0.54			0.00


			NC_010458.4			67407104			intron_variant			SGCD			G			C			0.57			0.00


			NC_010458.4			67423122			intron_variant			SGCD			T			C			0.70			0.00


			NC_010458.4			67334038			intron_variant			SGCD			C			T			0.69			0.03			0.66


			NC_010458.4			67334081			intron_variant			SGCD			G			A			0.68			0.05			0.63


			NC_010458.4			67334302			intron_variant			SGCD			C			A			0.92			0.39			0.53


			NC_010458.4			67336052			intron_variant			SGCD			A			C			1.00			0.37			0.63


			NC_010458.4			67337150			intron_variant			SGCD			G			T			1.00			0.29			0.71


			NC_010458.4			67341929			intron_variant			SGCD			C			T			0.05			0.63			0.59


			NC_010458.4			67346428			intron_variant			SGCD			T			C			0.05			0.62			0.57


			NC_010458.4			67347707			intron_variant			SGCD			C			T			0.26			0.79			0.54


			NC_010458.4			67349497			intron_variant			SGCD			C			G			0.22			0.78			0.57


			NC_010458.4			67351393			intron_variant			SGCD			T			C			0.07			0.58			0.51


			NC_010458.4			67354432			intron_variant			SGCD			A			G			0.90			0.39			0.51


			NC_010458.4			67355384			intron_variant			SGCD			G			T			0.90			0.29			0.61


			NC_010458.4			67356049			intron_variant			SGCD			G			C			0.93			0.24			0.69


			NC_010458.4			67358239			intron_variant			SGCD			G			A			0.53			0.03			0.50


			NC_010458.4			67358359			intron_variant			SGCD			A			G			0.53			0.03			0.50


			NC_010458.4			67358628			intron_variant			SGCD			C			T			0.92			0.24			0.68


			NC_010458.4			67358753			intron_variant			SGCD			C			T			0.55			0.03			0.52


			NC_010458.4			67423314			intron_variant			SGCD			A			G			0.82			0.00


			NC_010458.4			67358825			intron_variant			SGCD			T			C			0.77			0.08			0.69


			NC_010458.4			67359565			intron_variant			SGCD			T			C			1.00			0.24			0.76


			NC_010458.4			67359927			intron_variant			SGCD			C			A			0.95			0.24			0.71


			NC_010458.4			67360134			intron_variant			SGCD			T			C			0.66			0.03			0.63


			NC_010458.4			67360258			intron_variant			SGCD			C			T			0.53			0.03			0.50


			NC_010458.4			67360475			intron_variant			SGCD			A			G			0.54			0.03			0.51


			NC_010458.4			67360520			intron_variant			SGCD			G			A			1.00			0.26			0.74


			NC_010458.4			67360579			intron_variant			SGCD			G			T			0.71			0.03			0.68


			NC_010458.4			67360583			intron_variant			SGCD			T			C			0.95			0.26			0.69


			NC_010458.4			67360868			intron_variant			SGCD			A			C			0.60			0.06			0.54


			NC_010458.4			67361412			intron_variant			SGCD			T			C			0.84			0.11			0.73


			NC_010458.4			67361446			intron_variant			SGCD			T			C			0.86			0.11			0.75


			NC_010458.4			67361530			intron_variant			SGCD			A			G			0.83			0.11			0.72


			NC_010458.4			67361634			intron_variant			SGCD			C			T			0.84			0.16			0.68


			NC_010458.4			67361700			intron_variant			SGCD			T			C			0.80			0.08			0.72


			NC_010458.4			67361701			intron_variant			SGCD			G			A			0.80			0.08			0.72


			NC_010458.4			67362395			intron_variant			SGCD			C			A			0.72			0.03			0.69


			NC_010458.4			67362664			intron_variant			SGCD			T			G			0.22			0.74			0.52


			NC_010458.4			67423344			intron_variant			SGCD			T			A			0.78			0.00


			NC_010458.4			67363204			intron_variant			SGCD			T			C			0.15			0.71			0.56


			NC_010458.4			67363767			intron_variant			SGCD			T			C			0.10			0.65			0.55


			NC_010458.4			67363883			intron_variant			SGCD			C			T			0.11			0.68			0.57


			NC_010458.4			67364154			intron_variant			SGCD			G			C			0.15			0.74			0.59


			NC_010458.4			67364559			intron_variant			SGCD			T			C			0.11			0.71			0.60


			NC_010458.4			67365137			intron_variant			SGCD			G			A			0.14			0.71			0.57


			NC_010458.4			67365430			intron_variant			SGCD			A			G			0.10			0.74			0.63


			NC_010458.4			67365560			intron_variant			SGCD			A			G			0.09			0.71			0.62


			NC_010458.4			67366473			intron_variant			SGCD			T			A			0.00			0.53


			NC_010458.4			67366655			intron_variant			SGCD			T			A			0.00			0.53


			NC_010458.4			67495603			intergenic_region			SGCD-MRPL22			A			T			0.51			0.00


			NC_010458.4			67366925			intron_variant			SGCD			C			T			0.19			0.84			0.66


			NC_010458.4			67367345			intron_variant			SGCD			C			T			0.02			0.76			0.74


			NC_010458.4			67367349			intron_variant			SGCD			G			A			0.64			0.08			0.56


			NC_010458.4			67367376			intron_variant			SGCD			C			T			0.02			0.76			0.74


			NC_010458.4			67367384			intron_variant			SGCD			G			A			0.65			0.11			0.54


			NC_010458.4			67367431			intron_variant			SGCD			G			A			0.71			0.08			0.63


			NC_010458.4			67367447			intron_variant			SGCD			A			G			0.02			0.74			0.71


			NC_010458.4			67367482			intron_variant			SGCD			C			T			0.02			0.78			0.76


			NC_010458.4			67367663			intron_variant			SGCD			A			G			0.02			0.81			0.78


			NC_010458.4			67367746			intron_variant			SGCD			C			A			0.09			0.74			0.64


			NC_010458.4			67367764			intron_variant			SGCD			A			G			0.02			0.74			0.71


			NC_010458.4			67367910			intron_variant			SGCD			G			T			0.01			0.75			0.74


			NC_010458.4			67368012			intron_variant			SGCD			T			C			0.72			0.08			0.64


			NC_010458.4			67368383			intron_variant			SGCD			C			G			0.20			0.87			0.67


			NC_010458.4			67368556			intron_variant			SGCD			G			A			0.24			0.79			0.55


			NC_010458.4			67368710			intron_variant			SGCD			C			T			0.16			0.76			0.60


			NC_010458.4			67368736			intron_variant			SGCD			C			T			0.56			0.05			0.51


			NC_010458.4			67369083			intron_variant			SGCD			A			G			0.67			0.08			0.59


			NC_010458.4			67369888			intron_variant			SGCD			C			T			0.55			0.03			0.52


			NC_010458.4			67372115			intron_variant			SGCD			C			A			0.65			0.11			0.54


			NC_010458.4			67373362			intron_variant			SGCD			A			C			0.66			0.11			0.55


			NC_010458.4			67373487			intron_variant			SGCD			G			T			0.61			0.05			0.56


			NC_010458.4			67373643			intron_variant			SGCD			C			G			0.72			0.16			0.56


			NC_010458.4			67373690			intron_variant			SGCD			T			A			0.00			0.50


			NC_010458.4			67374093			intron_variant			SGCD			A			T			0.77			0.16			0.61


			NC_010458.4			67374160			intron_variant			SGCD			A			G			0.84			0.13			0.71


			NC_010458.4			67374346			intron_variant			SGCD			C			T			0.76			0.13			0.63


			NC_010458.4			67375645			intron_variant			SGCD			C			T			0.87			0.05			0.82


			NC_010458.4			67376386			intron_variant			SGCD			C			G			0.58			0.08			0.50


			NC_010458.4			67376448			intron_variant			SGCD			T			A			0.69			0.11			0.58


			NC_010458.4			67376501			intron_variant			SGCD			C			G			0.58			0.08			0.50


			NC_010458.4			67376543			intron_variant			SGCD			A			G			0.68			0.11			0.57


			NC_010458.4			67376627			intron_variant			SGCD			C			G			0.63			0.08			0.55


			NC_010458.4			67376638			intron_variant			SGCD			G			A			0.72			0.08			0.64


			NC_010458.4			67377047			intron_variant			SGCD			C			T			0.76			0.11			0.65


			NC_010458.4			67378332			intron_variant			SGCD			A			T			0.86			0.08			0.78


			NC_010458.4			67378714			intron_variant			SGCD			T			C			0.02			0.71			0.69


			NC_010458.4			67380004			intron_variant			SGCD			G			C			0.00			0.50


			NC_010458.4			67380827			intron_variant			SGCD			C			A			0.74			0.11			0.63


			NC_010458.4			67380828			intron_variant			SGCD			T			C			0.99			0.13			0.86


			NC_010458.4			67380829			intron_variant			SGCD			G			A			0.72			0.11			0.61


			NC_010458.4			67380979			intron_variant			SGCD			T			C			0.69			0.11			0.58


			NC_010458.4			67383140			intron_variant			SGCD			A			G			0.02			0.74			0.71


			NC_010458.4			67384420			intron_variant			SGCD			C			T			0.55			0.05			0.50


			NC_010458.4			67384660			intron_variant			SGCD			A			G			0.61			0.03			0.58


			NC_010458.4			67384675			intron_variant			SGCD			G			A			0.60			0.03			0.57


			NC_010458.4			67384677			intron_variant			SGCD			C			A			0.24			0.82			0.58


			NC_010458.4			67385088			intron_variant			SGCD			T			G			0.30			0.83			0.53


			NC_010458.4			67385116			intron_variant			SGCD			A			G			0.62			0.05			0.57


			NC_010458.4			67385190			intron_variant			SGCD			A			G			0.85			0.21			0.64


			NC_010458.4			67385407			intron_variant			SGCD			C			T			0.83			0.19			0.64


			NC_010458.4			67385622			intron_variant			SGCD			T			C			0.21			0.82			0.60


			NC_010458.4			67385663			intron_variant			SGCD			C			T			0.11			0.75			0.64


			NC_010458.4			67385869			intron_variant			SGCD			C			T			0.59			0.08			0.51


			NC_010458.4			67386249			intron_variant			SGCD			G			A			0.17			0.76			0.60


			NC_010458.4			67386962			intron_variant			SGCD			G			A			0.23			0.79			0.56


			NC_010458.4			67387176			intron_variant			SGCD			C			T			0.06			0.74			0.68


			NC_010458.4			67387178			intron_variant			SGCD			G			T			0.72			0.08			0.64


			NC_010458.4			67387184			intron_variant			SGCD			T			C			0.63			0.08			0.55


			NC_010458.4			67387549			intron_variant			SGCD			A			G			0.58			0.05			0.53


			NC_010458.4			67387674			intron_variant			SGCD			T			C			0.86			0.21			0.65


			NC_010458.4			67388519			intron_variant			SGCD			G			C			0.10			0.76			0.66


			NC_010458.4			67390316			intron_variant			SGCD			G			T			0.83			0.13			0.70


			NC_010458.4			67390480			intron_variant			SGCD			G			C			0.78			0.16			0.62


			NC_010458.4			67390623			intron_variant			SGCD			T			A			0.57			0.05			0.52


			NC_010458.4			67390746			intron_variant			SGCD			G			A			0.02			0.74			0.71


			NC_010458.4			67391488			intron_variant			SGCD			A			T			0.93			0.11			0.82


			NC_010458.4			67392386			intron_variant			SGCD			T			G			0.94			0.13			0.81


			NC_010458.4			67392410			intron_variant			SGCD			A			G			0.74			0.13			0.61


			NC_010458.4			67394150			intron_variant			SGCD			T			C			0.74			0.12			0.62


			NC_010458.4			67396341			intron_variant			SGCD			T			C			0.98			0.11			0.87


			NC_010458.4			67396697			intron_variant			SGCD			A			G			0.98			0.13			0.85


			NC_010458.4			67397974			intron_variant			SGCD			A			G			0.96			0.11			0.85


			NC_010458.4			67398027			intron_variant			SGCD			A			G			0.65			0.05			0.60


			NC_010458.4			67399048			intron_variant			SGCD			G			A			0.98			0.13			0.85


			NC_010458.4			67400121			intron_variant			SGCD			C			T			0.73			0.06			0.67


			NC_010458.4			67400124			intron_variant			SGCD			T			C			0.75			0.06			0.69


			NC_010458.4			67400169			intron_variant			SGCD			A			G			0.75			0.06			0.69


			NC_010458.4			67400209			intron_variant			SGCD			T			G			0.73			0.09			0.64


			NC_010458.4			67400248			intron_variant			SGCD			C			T			0.65			0.09			0.56


			NC_010458.4			67400787			intron_variant			SGCD			C			T			0.87			0.03			0.84


			NC_010458.4			67497150			intergenic_region			SGCD-MRPL22			T			C			0.51			0.00


			NC_010458.4			67506723			intergenic_region			SGCD-MRPL22			G			A			0.58			0.00


			NC_010458.4			67538122			intergenic_region			SGCD-MRPL22			A			G			0.53			0.00


			NC_010458.4			67555254			intergenic_region			SGCD-MRPL22			A			C			0.52			0.00


			NC_010458.4			67401405			intron_variant			SGCD			C			T			0.85			0.03			0.82


			NC_010458.4			67401791			intron_variant			SGCD			C			T			0.90			0.11			0.79


			NC_010458.4			67402146			intron_variant			SGCD			C			T			0.76			0.11			0.65


			NC_010458.4			67402154			intron_variant			SGCD			C			T			0.76			0.11			0.65


			NC_010458.4			67402633			intron_variant			SGCD			G			C			0.76			0.11			0.65


			NC_010458.4			67402951			intron_variant			SGCD			C			T			0.97			0.05			0.92


			NC_010458.4			67403193			intron_variant			SGCD			C			T			0.78			0.03			0.75


			NC_010458.4			67566674			intergenic_region			SGCD-MRPL22			G			A			0.74			0.00


			NC_010458.4			67404783			intron_variant			SGCD			A			G			0.96			0.18			0.78


			NC_010458.4			67566682			intergenic_region			SGCD-MRPL22			T			C			0.74			0.00


			NC_010458.4			67566874			intergenic_region			SGCD-MRPL22			G			A			0.69			0.00


			NC_010458.4			67566910			intergenic_region			SGCD-MRPL22			G			T			0.83			0.00


			NC_010458.4			67575153			intergenic_region			SGCD-MRPL22			T			G			0.60			0.00


			NC_010458.4			67575686			intergenic_region			SGCD-MRPL22			C			A			0.61			0.00


			NC_010458.4			67405406			intron_variant			SGCD			C			T			0.55			0.03			0.52


			NC_010458.4			67576539			intergenic_region			SGCD-MRPL22			G			T			0.53			0.00


			NC_010458.4			67577510			intergenic_region			SGCD-MRPL22			G			A			0.63			0.00


			NC_010458.4			67581700			intergenic_region			SGCD-MRPL22			T			A			0.67			0.00


			NC_010458.4			67581704			intergenic_region			SGCD-MRPL22			A			C			0.68			0.00


			NC_010458.4			67582693			intergenic_region			SGCD-MRPL22			T			C			0.56			0.00


			NC_010458.4			67583212			intergenic_region			SGCD-MRPL22			A			G			0.60			0.00


			NC_010458.4			67583233			intergenic_region			SGCD-MRPL22			G			A			0.60			0.00


			NC_010458.4			67585000			intergenic_region			SGCD-MRPL22			C			T			0.51			0.00


			NC_010458.4			67585081			intergenic_region			SGCD-MRPL22			G			C			0.54			0.00


			NC_010458.4			67586307			intergenic_region			SGCD-MRPL22			G			A			0.59			0.00


			NC_010458.4			67586805			intergenic_region			SGCD-MRPL22			G			C			0.60			0.00


			NC_010458.4			67586950			intergenic_region			SGCD-MRPL22			C			A			0.61			0.00


			NC_010458.4			67406831			intron_variant			SGCD			T			G			0.85			0.03			0.82


			NC_010458.4			67406898			intron_variant			SGCD			T			A			0.98			0.06			0.92


			NC_010458.4			67591425			intergenic_region			SGCD-MRPL22			C			T			0.59			0.00


			NC_010458.4			67407314			intron_variant			SGCD			T			C			0.88			0.03			0.85


			NC_010458.4			67407782			intron_variant			SGCD			G			C			0.56			0.03			0.53


			NC_010458.4			67407842			intron_variant			SGCD			C			T			0.97			0.13			0.84


			NC_010458.4			67408057			intron_variant			SGCD			C			T			0.56			0.03			0.53


			NC_010458.4			67408120			intron_variant			SGCD			T			C			0.82			0.13			0.69


			NC_010458.4			67408201			intron_variant			SGCD			T			C			0.83			0.14			0.69


			NC_010458.4			67408272			intron_variant			SGCD			T			C			0.83			0.13			0.70


			NC_010458.4			67408600			intron_variant			SGCD			A			G			0.82			0.08			0.74


			NC_010458.4			67408605			intron_variant			SGCD			T			C			0.98			0.18			0.80


			NC_010458.4			67409438			intron_variant			SGCD			A			C			0.76			0.09			0.67


			NC_010458.4			67409730			intron_variant			SGCD			T			G			0.67			0.11			0.56


			NC_010458.4			67410801			intron_variant			SGCD			T			C			0.80			0.05			0.75


			NC_010458.4			67412504			intron_variant			SGCD			A			G			0.71			0.18			0.53


			NC_010458.4			67413284			intron_variant			SGCD			A			G			0.97			0.28			0.69


			NC_010458.4			67413886			intron_variant			SGCD			A			G			0.90			0.19			0.71


			NC_010458.4			67413915			intron_variant			SGCD			A			G			0.97			0.24			0.73


			NC_010458.4			67414124			intron_variant			SGCD			T			C			0.83			0.24			0.59


			NC_010458.4			67414244			intron_variant			SGCD			C			G			0.88			0.24			0.64


			NC_010458.4			67415356			intron_variant			SGCD			C			T			0.85			0.24			0.61


			NC_010458.4			67415526			intron_variant			SGCD			T			C			0.85			0.18			0.67


			NC_010458.4			67416915			intron_variant			SGCD			C			T			0.82			0.13			0.69


			NC_010458.4			67417815			intron_variant			SGCD			C			T			0.97			0.21			0.76


			NC_010458.4			67418185			intron_variant			SGCD			G			A			0.80			0.19			0.61


			NC_010458.4			67418410			intron_variant			SGCD			C			T			0.79			0.21			0.58


			NC_010458.4			67418531			intron_variant			SGCD			C			T			0.82			0.21			0.61


			NC_010458.4			67418549			intron_variant			SGCD			C			T			0.85			0.19			0.66


			NC_010458.4			67418692			intron_variant			SGCD			C			G			0.76			0.17			0.59


			NC_010458.4			67418951			intron_variant			SGCD			C			T			0.78			0.24			0.54


			NC_010458.4			67418964			intron_variant			SGCD			G			A			0.80			0.24			0.56


			NC_010458.4			67418976			intron_variant			SGCD			A			G			0.79			0.24			0.55


			NC_010458.4			67419089			intron_variant			SGCD			G			A			0.88			0.18			0.70


			NC_010458.4			67419577			intron_variant			SGCD			A			G			0.83			0.18			0.65


			NC_010458.4			67420449			intron_variant			SGCD			C			T			0.83			0.21			0.62


			NC_010458.4			67422554			intron_variant			SGCD			G			A			0.65			0.13			0.52


			NC_010458.4			67422842			intron_variant			SGCD			T			C			0.59			0.03			0.56


			NC_010458.4			67423104			intron_variant			SGCD			A			G			0.96			0.19			0.77


			NC_010458.4			67609246			intergenic_region			SGCD-MRPL22			A			G			0.64			0.00


			NC_010458.4			67614707			intergenic_region			SGCD-MRPL22			A			T			0.51			0.00


			NC_010458.4			67620176			intergenic_region			SGCD-MRPL22			C			G			0.67			0.00


			NC_010458.4			67424996			intron_variant			SGCD			T			C			0.55			0.05			0.50


			NC_010458.4			67425193			intron_variant			SGCD			A			C			0.89			0.03			0.86


			NC_010458.4			67426162			intron_variant			SGCD			C			T			0.88			0.13			0.75


			NC_010458.4			67429810			intron_variant			SGCD			T			C			0.88			0.11			0.77


			NC_010458.4			67431051			intron_variant			SGCD			G			A			0.75			0.08			0.67


			NC_010458.4			67434274			intron_variant			SGCD			T			A			0.86			0.13			0.73


			NC_010458.4			67434565			intron_variant			SGCD			A			G			0.92			0.11			0.81


			NC_010458.4			67435113			intron_variant			SGCD			T			C			0.84			0.11			0.73


			NC_010458.4			67436503			intron_variant			SGCD			C			T			0.99			0.08			0.91


			NC_010458.4			67437368			intron_variant			SGCD			T			A			0.96			0.11			0.85


			NC_010458.4			67437846			intron_variant			SGCD			T			G			0.99			0.21			0.78


			NC_010458.4			67437864			intron_variant			SGCD			A			C			0.98			0.24			0.74


			NC_010458.4			67437902			intron_variant			SGCD			G			C			0.98			0.24			0.74


			NC_010458.4			67437912			intron_variant			SGCD			G			A			0.98			0.24			0.74


			NC_010458.4			67438432			intron_variant			SGCD			C			T			0.98			0.29			0.69


			NC_010458.4			67438505			intron_variant			SGCD			T			G			0.97			0.21			0.76


			NC_010458.4			67440180			intron_variant			SGCD			A			G			0.98			0.24			0.74


			NC_010458.4			67442143			intron_variant			SGCD			A			G			0.65			0.11			0.54


			NC_010458.4			67442865			intron_variant			SGCD			T			C			0.68			0.03			0.65


			NC_010458.4			67443655			intron_variant			SGCD			C			T			0.64			0.05			0.59


			NC_010458.4			67443989			intron_variant			SGCD			G			A			0.00			0.63


			NC_010458.4			67444144			intron_variant			SGCD			C			T			0.73			0.08			0.65


			NC_010458.4			67444181			intron_variant			SGCD			G			A			0.67			0.08			0.59


			NC_010458.4			67444284			intron_variant			SGCD			G			T			0.74			0.06			0.68


			NC_010458.4			67444487			intron_variant			SGCD			A			C			0.64			0.03			0.61


			NC_010458.4			67444855			intron_variant			SGCD			C			A			0.59			0.03			0.56


			NC_010458.4			67446590			intron_variant			SGCD			C			G			0.98			0.26			0.72


			NC_010458.4			67448548			intron_variant			SGCD			A			G			0.63			0.06			0.57


			NC_010458.4			67448750			intron_variant			SGCD			T			C			0.93			0.19			0.74


			NC_010458.4			67448793			intron_variant			SGCD			T			C			0.67			0.08			0.59


			NC_010458.4			67449271			intron_variant			SGCD			A			G			0.98			0.22			0.76


			NC_010458.4			67449736			intron_variant			SGCD			A			G			0.98			0.26			0.72


			NC_010458.4			67450136			intron_variant			SGCD			T			C			0.65			0.06			0.59


			NC_010458.4			67450364			intron_variant			SGCD			A			C			0.64			0.03			0.61


			NC_010458.4			67450482			intron_variant			SGCD			C			A			0.98			0.21			0.77


			NC_010458.4			67450504			intron_variant			SGCD			A			G			0.91			0.21			0.70


			NC_010458.4			67450603			intron_variant			SGCD			G			A			0.73			0.17			0.56


			NC_010458.4			67450689			intron_variant			SGCD			G			C			0.98			0.26			0.72


			NC_010458.4			67451245			intron_variant			SGCD			T			C			0.97			0.22			0.75


			NC_010458.4			67451291			intron_variant			SGCD			T			A			0.87			0.25			0.62


			NC_010458.4			67451407			intron_variant			SGCD			A			G			0.97			0.22			0.75


			NC_010458.4			67451409			intron_variant			SGCD			T			G			0.90			0.22			0.68


			NC_010458.4			67451420			intron_variant			SGCD			A			C			0.97			0.22			0.75


			NC_010458.4			67451501			intron_variant			SGCD			A			G			0.00			0.55


			NC_010458.4			67453414			intron_variant			SGCD			G			A			0.62			0.05			0.57


			NC_010458.4			67453646			intron_variant			SGCD			A			G			0.68			0.08			0.60


			NC_010458.4			67454032			intron_variant			SGCD			C			T			0.00			0.66


			NC_010458.4			67456232			intron_variant			SGCD			T			C			0.63			0.11			0.52


			NC_010458.4			67460139			intron_variant			SGCD			G			A			0.66			0.08			0.58


			NC_010458.4			67460185			intron_variant			SGCD			T			C			0.86			0.11			0.75


			NC_010458.4			67460358			intron_variant			SGCD			G			A			0.58			0.06			0.52


			NC_010458.4			67460468			intron_variant			SGCD			A			C			0.63			0.05			0.58


			NC_010458.4			67460532			intron_variant			SGCD			T			C			0.77			0.13			0.64


			NC_010458.4			67460627			intron_variant			SGCD			A			G			0.64			0.11			0.53


			NC_010458.4			67461102			intron_variant			SGCD			G			A			0.65			0.13			0.52


			NC_010458.4			67462587			intron_variant			SGCD			G			A			0.01			0.63			0.62


			NC_010458.4			67462767			intron_variant			SGCD			G			A			0.01			0.72			0.71


			NC_010458.4			67462791			intron_variant			SGCD			G			A			0.14			0.69			0.55


			NC_010458.4			67463168			intron_variant			SGCD			A			T			0.01			0.79			0.78


			NC_010458.4			67463831			intron_variant			SGCD			A			G			0.67			0.14			0.53


			NC_010458.4			67463944			intron_variant			SGCD			T			C			0.01			0.71			0.70


			NC_010458.4			67464053			intron_variant			SGCD			C			T			0.01			0.74			0.73


			NC_010458.4			67465940			intron_variant			SGCD			T			C			0.26			0.82			0.55


			NC_010458.4			67466113			intron_variant			SGCD			G			T			0.02			0.79			0.77


			NC_010458.4			67466182			intron_variant			SGCD			A			C			0.01			0.74			0.72


			NC_010458.4			67467085			intron_variant			SGCD			T			A			0.01			0.67			0.66


			NC_010458.4			67467546			intron_variant			SGCD			T			G			0.01			0.71			0.70


			NC_010458.4			67467548			intron_variant			SGCD			T			G			0.28			0.83			0.55


			NC_010458.4			67467550			intron_variant			SGCD			T			G			0.33			0.89			0.56


			NC_010458.4			67467557			intron_variant			SGCD			T			C			0.01			0.67			0.66


			NC_010458.4			67467951			intron_variant			SGCD			C			T			0.85			0.11			0.74


			NC_010458.4			67468127			intron_variant			SGCD			G			T			0.21			0.88			0.67


			NC_010458.4			67468128			intron_variant			SGCD			C			T			0.21			0.88			0.67


			NC_010458.4			67468174			intron_variant			SGCD			A			G			0.01			0.78			0.77


			NC_010458.4			67468205			intron_variant			SGCD			T			C			0.29			0.82			0.52


			NC_010458.4			67468206			intron_variant			SGCD			G			A			0.29			0.82			0.52


			NC_010458.4			67468334			intron_variant			SGCD			T			A			0.01			0.74			0.72


			NC_010458.4			67468712			intron_variant			SGCD			T			C			0.23			0.79			0.57


			NC_010458.4			67468937			intron_variant			SGCD			A			C			0.70			0.05			0.65


			NC_010458.4			67469072			intron_variant			SGCD			T			A			0.27			0.85			0.58


			NC_010458.4			67469118			intron_variant			SGCD			C			T			0.02			0.68			0.65


			NC_010458.4			67469385			intron_variant			SGCD			T			C			0.79			0.18			0.61


			NC_010458.4			67470076			intron_variant			SGCD			A			G			0.15			0.68			0.54


			NC_010458.4			67471562			intron_variant			SGCD			C			T			0.10			0.79			0.69


			NC_010458.4			67471806			intron_variant			SGCD			A			T			0.27			0.78			0.51


			NC_010458.4			67471948			intron_variant			SGCD			C			G			0.63			0.11			0.52


			NC_010458.4			67472024			intron_variant			SGCD			G			A			0.08			0.72			0.64


			NC_010458.4			67475185			intron_variant			SGCD			T			C			0.72			0.08			0.64


			NC_010458.4			67475587			intron_variant			SGCD			G			A			0.76			0.06			0.70


			NC_010458.4			67476050			intron_variant			SGCD			G			T			0.72			0.03			0.69


			NC_010458.4			67476188			intron_variant			SGCD			T			C			0.78			0.24			0.54


			NC_010458.4			67476408			intron_variant			SGCD			T			C			0.56			0.03			0.53


			NC_010458.4			67476554			intron_variant			SGCD			C			T			0.98			0.24			0.74


			NC_010458.4			67476591			intron_variant			SGCD			C			A			0.73			0.11			0.62


			NC_010458.4			67476632			intron_variant			SGCD			G			C			0.60			0.05			0.55


			NC_010458.4			67477722			intron_variant			SGCD			A			G			0.96			0.26			0.70


			NC_010458.4			67478529			intron_variant			SGCD			C			A			0.95			0.16			0.79


			NC_010458.4			67478673			intron_variant			SGCD			C			A			0.72			0.03			0.69


			NC_010458.4			67478718			intron_variant			SGCD			C			T			0.94			0.16			0.78


			NC_010458.4			67478974			intron_variant			SGCD			A			G			0.95			0.18			0.77


			NC_010458.4			67479053			intron_variant			SGCD			G			C			0.95			0.16			0.79


			NC_010458.4			67479069			intron_variant			SGCD			T			C			0.97			0.24			0.73


			NC_010458.4			67479092			intron_variant			SGCD			T			C			0.97			0.16			0.81


			NC_010458.4			67479111			intron_variant			SGCD			C			G			0.96			0.11			0.85


			NC_010458.4			67479144			intron_variant			SGCD			A			T			0.95			0.18			0.77


			NC_010458.4			67479181			intron_variant			SGCD			G			A			0.77			0.03			0.74


			NC_010458.4			67479209			intron_variant			SGCD			A			G			0.96			0.18			0.78


			NC_010458.4			67479290			intron_variant			SGCD			G			A			0.74			0.03			0.71


			NC_010458.4			67479578			intron_variant			SGCD			C			A			0.77			0.03			0.74


			NC_010458.4			67479579			intron_variant			SGCD			C			T			0.77			0.03			0.74


			NC_010458.4			67479807			intron_variant			SGCD			T			C			0.93			0.18			0.75


			NC_010458.4			67491762			intergenic_region			SGCD-MRPL22			C			A			0.66			0.08			0.58


			NC_010458.4			67491829			intergenic_region			SGCD-MRPL22			C			T			0.76			0.08			0.68


			NC_010458.4			67491903			intergenic_region			SGCD-MRPL22			C			G			0.76			0.08			0.68


			NC_010458.4			67492098			intergenic_region			SGCD-MRPL22			T			C			0.99			0.39			0.60


			NC_010458.4			67494308			intergenic_region			SGCD-MRPL22			T			C			0.88			0.37			0.51


			NC_010458.4			67495561			intergenic_region			SGCD-MRPL22			A			C			0.91			0.39			0.52


			NC_010458.4			67651943			intergenic_region			SGCD-MRPL22			T			C			0.51			0.00


			NC_010458.4			67495977			intergenic_region			SGCD-MRPL22			T			C			0.93			0.37			0.56


			NC_010458.4			67495987			intergenic_region			SGCD-MRPL22			T			C			0.93			0.32			0.61


			NC_010458.4			67495991			intergenic_region			SGCD-MRPL22			A			G			0.93			0.32			0.61


			NC_010458.4			67496026			intergenic_region			SGCD-MRPL22			T			C			0.96			0.33			0.63


			NC_010458.4			67496373			intergenic_region			SGCD-MRPL22			T			C			0.95			0.45			0.50


			NC_010458.4			67496517			intergenic_region			SGCD-MRPL22			T			C			0.56			0.03			0.53


			NC_010458.4			67496531			intergenic_region			SGCD-MRPL22			A			C			0.96			0.32			0.64


			NC_010458.4			67496596			intergenic_region			SGCD-MRPL22			G			A			0.55			0.03			0.52


			NC_010458.4			67496606			intergenic_region			SGCD-MRPL22			C			A			0.57			0.03			0.54


			NC_010458.4			67496629			intergenic_region			SGCD-MRPL22			G			A			0.57			0.03			0.54


			NC_010458.4			67496669			intergenic_region			SGCD-MRPL22			T			A			0.58			0.03			0.55


			NC_010458.4			67496925			intergenic_region			SGCD-MRPL22			C			G			0.92			0.42			0.50


			NC_010458.4			67497005			intergenic_region			SGCD-MRPL22			A			G			0.96			0.42			0.54


			NC_010458.4			67651979			intergenic_region			SGCD-MRPL22			C			T			0.52			0.00


			NC_010458.4			67499257			intergenic_region			SGCD-MRPL22			C			A			0.89			0.36			0.53


			NC_010458.4			67499330			intergenic_region			SGCD-MRPL22			T			C			0.89			0.37			0.52


			NC_010458.4			67499503			intergenic_region			SGCD-MRPL22			G			A			0.89			0.38			0.51


			NC_010458.4			67499649			intergenic_region			SGCD-MRPL22			T			C			0.97			0.39			0.58


			NC_010458.4			67501006			intergenic_region			SGCD-MRPL22			A			G			0.95			0.08			0.87


			NC_010458.4			67501190			intergenic_region			SGCD-MRPL22			C			T			0.78			0.08			0.70


			NC_010458.4			67501342			intergenic_region			SGCD-MRPL22			C			T			0.98			0.18			0.80


			NC_010458.4			67501352			intergenic_region			SGCD-MRPL22			C			T			0.70			0.13			0.57


			NC_010458.4			67501375			intergenic_region			SGCD-MRPL22			T			C			0.98			0.16			0.82


			NC_010458.4			67501404			intergenic_region			SGCD-MRPL22			T			C			0.99			0.39			0.60


			NC_010458.4			67501621			intergenic_region			SGCD-MRPL22			G			C			0.02			0.58			0.56


			NC_010458.4			67501622			intergenic_region			SGCD-MRPL22			T			C			0.02			0.58			0.56


			NC_010458.4			67502231			intergenic_region			SGCD-MRPL22			T			C			0.81			0.26			0.55


			NC_010458.4			67502242			intergenic_region			SGCD-MRPL22			A			G			0.80			0.26			0.54


			NC_010458.4			67502246			intergenic_region			SGCD-MRPL22			C			T			0.83			0.26			0.57


			NC_010458.4			67506610			intergenic_region			SGCD-MRPL22			C			T			0.94			0.11			0.83


			NC_010458.4			67652002			intergenic_region			SGCD-MRPL22			C			T			0.51			0.00


			NC_010458.4			67508615			intergenic_region			SGCD-MRPL22			C			A			0.98			0.22			0.76


			NC_010458.4			67508628			intergenic_region			SGCD-MRPL22			G			A			0.61			0.03			0.58


			NC_010458.4			67509128			intergenic_region			SGCD-MRPL22			T			C			0.03			0.56			0.52


			NC_010458.4			67509277			intergenic_region			SGCD-MRPL22			T			A			0.03			0.61			0.57


			NC_010458.4			67510393			intergenic_region			SGCD-MRPL22			C			T			0.92			0.42			0.50


			NC_010458.4			67515097			intergenic_region			SGCD-MRPL22			T			A			0.99			0.44			0.55


			NC_010458.4			67518565			intergenic_region			SGCD-MRPL22			T			C			0.13			0.69			0.57


			NC_010458.4			67518567			intergenic_region			SGCD-MRPL22			A			G			0.13			0.69			0.57


			NC_010458.4			67519997			intergenic_region			SGCD-MRPL22			A			G			0.15			0.69			0.54


			NC_010458.4			67525280			intergenic_region			SGCD-MRPL22			G			A			0.01			0.56			0.54


			NC_010458.4			67525390			intergenic_region			SGCD-MRPL22			C			T			0.00			0.58


			NC_010458.4			67525474			intergenic_region			SGCD-MRPL22			A			C			0.00			0.55


			NC_010458.4			67525600			intergenic_region			SGCD-MRPL22			G			C			0.01			0.61			0.59


			NC_010458.4			67525628			intergenic_region			SGCD-MRPL22			G			A			0.06			0.61			0.55


			NC_010458.4			67525650			intergenic_region			SGCD-MRPL22			G			A			0.05			0.58			0.53


			NC_010458.4			67525918			intergenic_region			SGCD-MRPL22			C			T			0.72			0.08			0.64


			NC_010458.4			67526371			intergenic_region			SGCD-MRPL22			T			C			0.01			0.58			0.57


			NC_010458.4			67526494			intergenic_region			SGCD-MRPL22			G			A			0.06			0.58			0.52


			NC_010458.4			67526776			intergenic_region			SGCD-MRPL22			T			A			0.06			0.58			0.52


			NC_010458.4			67527417			intergenic_region			SGCD-MRPL22			C			T			0.07			0.58			0.51


			NC_010458.4			67527488			intergenic_region			SGCD-MRPL22			C			T			0.07			0.61			0.54


			NC_010458.4			67527746			intergenic_region			SGCD-MRPL22			C			T			0.07			0.61			0.54


			NC_010458.4			67527887			intergenic_region			SGCD-MRPL22			A			G			0.07			0.61			0.54


			NC_010458.4			67527924			intergenic_region			SGCD-MRPL22			C			T			0.07			0.58			0.51


			NC_010458.4			67528606			intergenic_region			SGCD-MRPL22			T			C			0.06			0.65			0.59


			NC_010458.4			67532378			intergenic_region			SGCD-MRPL22			C			T			0.01			0.53			0.52


			NC_010458.4			67533326			intergenic_region			SGCD-MRPL22			A			T			0.06			0.58			0.52


			NC_010458.4			67533470			intergenic_region			SGCD-MRPL22			T			C			0.07			0.58			0.51


			NC_010458.4			67533722			intergenic_region			SGCD-MRPL22			G			C			0.06			0.58			0.52


			NC_010458.4			67534856			intergenic_region			SGCD-MRPL22			C			T			0.03			0.58			0.54


			NC_010458.4			67535118			intergenic_region			SGCD-MRPL22			G			C			0.65			0.06			0.59


			NC_010458.4			67536290			intergenic_region			SGCD-MRPL22			G			T			0.60			0.03			0.57


			NC_010458.4			67664174			intergenic_region			SGCD-MRPL22			A			C			0.53			0.00


			NC_010458.4			67539020			intergenic_region			SGCD-MRPL22			C			T			0.06			0.58			0.52


			NC_010458.4			67539728			intergenic_region			SGCD-MRPL22			A			G			0.07			0.58			0.51


			NC_010458.4			67540465			intergenic_region			SGCD-MRPL22			G			A			0.62			0.06			0.56


			NC_010458.4			67540979			intergenic_region			SGCD-MRPL22			T			C			0.81			0.13			0.68


			NC_010458.4			67541460			intergenic_region			SGCD-MRPL22			G			A			0.07			0.61			0.54


			NC_010458.4			67541482			intergenic_region			SGCD-MRPL22			T			C			0.10			0.61			0.50


			NC_010458.4			67541869			intergenic_region			SGCD-MRPL22			C			T			0.65			0.11			0.54


			NC_010458.4			67542614			intergenic_region			SGCD-MRPL22			C			T			0.68			0.08			0.60


			NC_010458.4			67542619			intergenic_region			SGCD-MRPL22			T			C			0.65			0.08			0.57


			NC_010458.4			67542642			intergenic_region			SGCD-MRPL22			C			T			0.00			0.63


			NC_010458.4			67542996			intergenic_region			SGCD-MRPL22			A			C			0.68			0.11			0.57


			NC_010458.4			67545523			intergenic_region			SGCD-MRPL22			C			T			0.69			0.08			0.61


			NC_010458.4			67545681			intergenic_region			SGCD-MRPL22			G			A			0.88			0.11			0.77


			NC_010458.4			67545819			intergenic_region			SGCD-MRPL22			G			C			0.65			0.08			0.57


			NC_010458.4			67545871			intergenic_region			SGCD-MRPL22			C			T			0.67			0.05			0.62


			NC_010458.4			67547683			intergenic_region			SGCD-MRPL22			A			T			0.02			0.58			0.56


			NC_010458.4			67547741			intergenic_region			SGCD-MRPL22			G			T			0.02			0.58			0.56


			NC_010458.4			67547743			intergenic_region			SGCD-MRPL22			G			A			0.03			0.58			0.54


			NC_010458.4			67547781			intergenic_region			SGCD-MRPL22			G			A			0.03			0.58			0.54


			NC_010458.4			67547829			intergenic_region			SGCD-MRPL22			A			G			0.02			0.63			0.61


			NC_010458.4			67547928			intergenic_region			SGCD-MRPL22			G			C			0.74			0.08			0.66


			NC_010458.4			67547986			intergenic_region			SGCD-MRPL22			G			A			0.01			0.58			0.57


			NC_010458.4			67548442			intergenic_region			SGCD-MRPL22			G			A			0.02			0.61			0.59


			NC_010458.4			67548553			intergenic_region			SGCD-MRPL22			G			A			0.02			0.55			0.53


			NC_010458.4			67549057			intergenic_region			SGCD-MRPL22			A			G			0.01			0.53			0.51


			NC_010458.4			67551571			intergenic_region			SGCD-MRPL22			C			T			0.01			0.53			0.51


			NC_010458.4			67553757			intergenic_region			SGCD-MRPL22			G			T			0.01			0.53			0.51


			NC_010458.4			67554555			intergenic_region			SGCD-MRPL22			A			G			0.01			0.53			0.51


			NC_010458.4			67664814			intergenic_region			SGCD-MRPL22			G			T			0.55			0.00


			NC_010458.4			67558028			intergenic_region			SGCD-MRPL22			G			C			0.10			0.64			0.54


			NC_010458.4			67558216			intergenic_region			SGCD-MRPL22			T			G			0.12			0.67			0.55


			NC_010458.4			67558218			intergenic_region			SGCD-MRPL22			C			T			0.12			0.67			0.55


			NC_010458.4			67558243			intergenic_region			SGCD-MRPL22			G			A			0.10			0.65			0.54


			NC_010458.4			67558263			intergenic_region			SGCD-MRPL22			A			T			0.09			0.65			0.55


			NC_010458.4			67558348			intergenic_region			SGCD-MRPL22			A			C			0.10			0.61			0.50


			NC_010458.4			67558357			intergenic_region			SGCD-MRPL22			T			G			0.10			0.63			0.53


			NC_010458.4			67558415			intergenic_region			SGCD-MRPL22			C			T			0.11			0.63			0.52


			NC_010458.4			67558464			intergenic_region			SGCD-MRPL22			T			A			0.10			0.63			0.53


			NC_010458.4			67558517			intergenic_region			SGCD-MRPL22			G			A			0.10			0.66			0.56


			NC_010458.4			67558798			intergenic_region			SGCD-MRPL22			G			A			0.00			0.50


			NC_010458.4			67561509			intergenic_region			SGCD-MRPL22			T			C			0.22			0.74			0.52


			NC_010458.4			67562118			intergenic_region			SGCD-MRPL22			G			T			0.01			0.78			0.77


			NC_010458.4			67565204			intergenic_region			SGCD-MRPL22			C			T			0.95			0.11			0.84


			NC_010458.4			67566235			intergenic_region			SGCD-MRPL22			A			T			0.97			0.06			0.91


			NC_010458.4			67566319			intergenic_region			SGCD-MRPL22			C			T			0.95			0.05			0.90


			NC_010458.4			67566321			intergenic_region			SGCD-MRPL22			T			C			0.95			0.05			0.90


			NC_010458.4			67566334			intergenic_region			SGCD-MRPL22			G			A			0.94			0.06			0.88


			NC_010458.4			67566346			intergenic_region			SGCD-MRPL22			G			C			0.94			0.06			0.88


			NC_010458.4			67566381			intergenic_region			SGCD-MRPL22			C			G			0.98			0.06			0.92


			NC_010458.4			67566396			intergenic_region			SGCD-MRPL22			T			C			0.94			0.06			0.88


			NC_010458.4			67664817			intergenic_region			SGCD-MRPL22			G			A			0.55			0.00


			NC_010458.4			67664951			intergenic_region			SGCD-MRPL22			T			A			0.64			0.00


			NC_010458.4			67665079			intergenic_region			SGCD-MRPL22			A			T			0.58			0.00


			NC_010458.4			67566890			intergenic_region			SGCD-MRPL22			T			C			0.97			0.08			0.89


			NC_010458.4			67665097			intergenic_region			SGCD-MRPL22			G			A			0.59			0.00


			NC_010458.4			67568157			intergenic_region			SGCD-MRPL22			C			A			0.96			0.11			0.85


			NC_010458.4			67568297			intergenic_region			SGCD-MRPL22			A			C			0.88			0.11			0.77


			NC_010458.4			67568705			intergenic_region			SGCD-MRPL22			T			G			0.88			0.06			0.82


			NC_010458.4			67568880			intergenic_region			SGCD-MRPL22			G			A			0.96			0.11			0.85


			NC_010458.4			67568951			intergenic_region			SGCD-MRPL22			A			T			0.97			0.05			0.92


			NC_010458.4			67569135			intergenic_region			SGCD-MRPL22			G			A			0.95			0.11			0.84


			NC_010458.4			67570041			intergenic_region			SGCD-MRPL22			A			G			0.86			0.13			0.73


			NC_010458.4			67570732			intergenic_region			SGCD-MRPL22			C			G			0.58			0.08			0.50


			NC_010458.4			67571360			intergenic_region			SGCD-MRPL22			A			G			0.83			0.13			0.70


			NC_010458.4			67571651			intergenic_region			SGCD-MRPL22			G			A			0.83			0.08			0.75


			NC_010458.4			67571676			intergenic_region			SGCD-MRPL22			G			A			0.82			0.11			0.71


			NC_010458.4			67571820			intergenic_region			SGCD-MRPL22			G			A			0.97			0.08			0.89


			NC_010458.4			67572089			intergenic_region			SGCD-MRPL22			T			C			0.60			0.08			0.52


			NC_010458.4			67572172			intergenic_region			SGCD-MRPL22			G			A			0.58			0.08			0.50


			NC_010458.4			67573117			intergenic_region			SGCD-MRPL22			A			G			0.70			0.11			0.59


			NC_010458.4			67573195			intergenic_region			SGCD-MRPL22			C			T			0.71			0.11			0.60


			NC_010458.4			67573470			intergenic_region			SGCD-MRPL22			T			C			0.70			0.11			0.59


			NC_010458.4			67573928			intergenic_region			SGCD-MRPL22			G			T			0.93			0.11			0.82


			NC_010458.4			67573959			intergenic_region			SGCD-MRPL22			G			T			0.90			0.11			0.79


			NC_010458.4			67573992			intergenic_region			SGCD-MRPL22			G			A			0.80			0.11			0.69


			NC_010458.4			67574225			intergenic_region			SGCD-MRPL22			T			A			0.92			0.13			0.79


			NC_010458.4			67574425			intergenic_region			SGCD-MRPL22			C			T			0.69			0.11			0.58


			NC_010458.4			67574849			intergenic_region			SGCD-MRPL22			T			C			0.95			0.11			0.84


			NC_010458.4			67574876			intergenic_region			SGCD-MRPL22			A			G			0.87			0.11			0.76


			NC_010458.4			67665262			intergenic_region			SGCD-MRPL22			A			T			0.61			0.00


			NC_010458.4			67665309			intergenic_region			SGCD-MRPL22			C			T			0.57			0.00


			NC_010458.4			67575756			intergenic_region			SGCD-MRPL22			T			C			0.67			0.11			0.56


			NC_010458.4			67575760			intergenic_region			SGCD-MRPL22			G			A			0.65			0.11			0.54


			NC_010458.4			67575762			intergenic_region			SGCD-MRPL22			G			A			0.68			0.11			0.57


			NC_010458.4			67575777			intergenic_region			SGCD-MRPL22			T			C			0.95			0.11			0.84


			NC_010458.4			67576118			intergenic_region			SGCD-MRPL22			C			T			0.79			0.11			0.68


			NC_010458.4			67576454			intergenic_region			SGCD-MRPL22			T			C			0.78			0.11			0.67


			NC_010458.4			67576460			intergenic_region			SGCD-MRPL22			T			C			0.93			0.11			0.82


			NC_010458.4			67665443			intergenic_region			SGCD-MRPL22			T			C			0.63			0.00


			NC_010458.4			67576653			intergenic_region			SGCD-MRPL22			C			T			0.83			0.11			0.72


			NC_010458.4			67577091			intergenic_region			SGCD-MRPL22			C			G			0.97			0.11			0.86


			NC_010458.4			67577251			intergenic_region			SGCD-MRPL22			T			G			0.67			0.08			0.59


			NC_010458.4			67577267			intergenic_region			SGCD-MRPL22			C			T			0.68			0.05			0.63


			NC_010458.4			67665448			intergenic_region			SGCD-MRPL22			T			C			0.75			0.00


			NC_010458.4			67577882			intergenic_region			SGCD-MRPL22			A			G			0.73			0.08			0.65


			NC_010458.4			67577890			intergenic_region			SGCD-MRPL22			T			C			0.64			0.08			0.56


			NC_010458.4			67578234			intergenic_region			SGCD-MRPL22			T			C			0.95			0.05			0.90


			NC_010458.4			67578329			intergenic_region			SGCD-MRPL22			G			A			0.70			0.08			0.62


			NC_010458.4			67578586			intergenic_region			SGCD-MRPL22			T			C			0.77			0.08			0.69


			NC_010458.4			67578640			intergenic_region			SGCD-MRPL22			C			T			0.73			0.08			0.65


			NC_010458.4			67578667			intergenic_region			SGCD-MRPL22			A			G			0.73			0.08			0.65


			NC_010458.4			67578781			intergenic_region			SGCD-MRPL22			C			T			0.75			0.08			0.67


			NC_010458.4			67578928			intergenic_region			SGCD-MRPL22			T			C			0.76			0.11			0.65


			NC_010458.4			67579514			intergenic_region			SGCD-MRPL22			A			G			0.70			0.11			0.59


			NC_010458.4			67579743			intergenic_region			SGCD-MRPL22			A			G			0.71			0.11			0.60


			NC_010458.4			67579871			intergenic_region			SGCD-MRPL22			A			G			0.61			0.11			0.50


			NC_010458.4			67580446			intergenic_region			SGCD-MRPL22			G			C			0.75			0.13			0.62


			NC_010458.4			67580980			intergenic_region			SGCD-MRPL22			T			C			0.95			0.11			0.84


			NC_010458.4			67581325			intergenic_region			SGCD-MRPL22			G			A			0.95			0.11			0.84


			NC_010458.4			67697698			intergenic_region			SGCD-MRPL22			T			C			0.65			0.00


			NC_010458.4			67703750			intergenic_region			SGCD-MRPL22			C			T			0.73			0.00


			NC_010458.4			67713440			intergenic_region			SGCD-MRPL22			A			G			0.65			0.00


			NC_010458.4			67582999			intergenic_region			SGCD-MRPL22			C			A			0.02			0.64			0.61


			NC_010458.4			67714783			intergenic_region			SGCD-MRPL22			G			A			0.59			0.00


			NC_010458.4			67714867			intergenic_region			SGCD-MRPL22			C			T			0.59			0.00


			NC_010458.4			67583917			intergenic_region			SGCD-MRPL22			A			G			0.02			0.66			0.64


			NC_010458.4			67583997			intergenic_region			SGCD-MRPL22			G			A			0.02			0.66			0.64


			NC_010458.4			67584426			intergenic_region			SGCD-MRPL22			T			C			0.09			0.68			0.59


			NC_010458.4			67584726			intergenic_region			SGCD-MRPL22			G			A			0.01			0.66			0.65


			NC_010458.4			67734603			intergenic_region			SGCD-MRPL22			G			A			0.51			0.00


			NC_010458.4			67734939			intergenic_region			SGCD-MRPL22			T			A			0.53			0.00


			NC_010458.4			67585109			intergenic_region			SGCD-MRPL22			C			A			0.01			0.66			0.65


			NC_010458.4			67585912			intergenic_region			SGCD-MRPL22			C			A			0.07			0.66			0.59


			NC_010458.4			67734946			intergenic_region			SGCD-MRPL22			A			G			0.51			0.00


			NC_010458.4			67735161			intergenic_region			SGCD-MRPL22			C			T			0.55			0.00


			NC_010458.4			67735236			intergenic_region			SGCD-MRPL22			C			A			0.58			0.00


			NC_010458.4			67590329			intergenic_region			SGCD-MRPL22			G			C			0.86			0.36			0.50


			NC_010458.4			67591312			intergenic_region			SGCD-MRPL22			A			G			0.76			0.24			0.52


			NC_010458.4			67738115			intergenic_region			SGCD-MRPL22			T			C			0.61			0.00


			NC_010458.4			67591900			intergenic_region			SGCD-MRPL22			T			C			0.76			0.24			0.52


			NC_010458.4			67592063			intergenic_region			SGCD-MRPL22			T			A			0.57			0.03			0.54


			NC_010458.4			67595385			intergenic_region			SGCD-MRPL22			T			C			0.55			0.05			0.50


			NC_010458.4			67596817			intergenic_region			SGCD-MRPL22			T			C			0.85			0.18			0.67


			NC_010458.4			67597063			intergenic_region			SGCD-MRPL22			T			C			0.83			0.21			0.62


			NC_010458.4			67597247			intergenic_region			SGCD-MRPL22			G			C			0.83			0.18			0.65


			NC_010458.4			67597297			intergenic_region			SGCD-MRPL22			C			T			0.84			0.16			0.68


			NC_010458.4			67597523			intergenic_region			SGCD-MRPL22			G			T			0.86			0.18			0.68


			NC_010458.4			67598192			intergenic_region			SGCD-MRPL22			T			C			0.65			0.08			0.57


			NC_010458.4			67598306			intergenic_region			SGCD-MRPL22			G			T			0.65			0.08			0.57


			NC_010458.4			67598408			intergenic_region			SGCD-MRPL22			A			G			0.92			0.11			0.81


			NC_010458.4			67600072			intergenic_region			SGCD-MRPL22			C			T			0.02			0.53			0.50


			NC_010458.4			67600385			intergenic_region			SGCD-MRPL22			A			G			0.65			0.05			0.60


			NC_010458.4			67601589			intergenic_region			SGCD-MRPL22			C			T			0.03			0.63			0.60


			NC_010458.4			67602413			intergenic_region			SGCD-MRPL22			A			G			0.97			0.18			0.79


			NC_010458.4			67603804			intergenic_region			SGCD-MRPL22			T			C			0.93			0.29			0.64


			NC_010458.4			67608286			intergenic_region			SGCD-MRPL22			C			G			0.76			0.22			0.54


			NC_010458.4			67608558			intergenic_region			SGCD-MRPL22			T			C			0.93			0.26			0.67


			NC_010458.4			67608595			intergenic_region			SGCD-MRPL22			G			A			0.86			0.26			0.60


			NC_010458.4			67608694			intergenic_region			SGCD-MRPL22			A			G			0.08			0.74			0.65


			NC_010458.4			67741251			intergenic_region			SGCD-MRPL22			T			C			0.57			0.00


			NC_010458.4			67611645			intergenic_region			SGCD-MRPL22			G			T			0.76			0.11			0.65


			NC_010458.4			67612091			intergenic_region			SGCD-MRPL22			C			A			0.70			0.08			0.62


			NC_010458.4			67612133			intergenic_region			SGCD-MRPL22			G			A			0.72			0.11			0.61


			NC_010458.4			67612857			intergenic_region			SGCD-MRPL22			A			C			0.56			0.03			0.53


			NC_010458.4			67613034			intergenic_region			SGCD-MRPL22			C			T			0.53			0.03			0.50


			NC_010458.4			67742330			intergenic_region			SGCD-MRPL22			A			G			0.90			0.00


			NC_010458.4			67616030			intergenic_region			SGCD-MRPL22			T			C			0.85			0.11			0.74


			NC_010458.4			67616073			intergenic_region			SGCD-MRPL22			A			G			0.85			0.11			0.74


			NC_010458.4			67616220			intergenic_region			SGCD-MRPL22			G			A			0.85			0.11			0.74


			NC_010458.4			67616334			intergenic_region			SGCD-MRPL22			T			G			0.62			0.03			0.59


			NC_010458.4			67616351			intergenic_region			SGCD-MRPL22			A			G			0.64			0.03			0.61


			NC_010458.4			67616386			intergenic_region			SGCD-MRPL22			G			A			0.79			0.08			0.71


			NC_010458.4			67616465			intergenic_region			SGCD-MRPL22			C			G			0.75			0.08			0.67


			NC_010458.4			67616948			intergenic_region			SGCD-MRPL22			A			C			0.86			0.11			0.75


			NC_010458.4			67616977			intergenic_region			SGCD-MRPL22			T			C			0.75			0.11			0.64


			NC_010458.4			67617002			intergenic_region			SGCD-MRPL22			G			A			0.84			0.11			0.73


			NC_010458.4			67617114			intergenic_region			SGCD-MRPL22			A			G			0.85			0.11			0.74


			NC_010458.4			67617378			intergenic_region			SGCD-MRPL22			G			A			0.75			0.03			0.72


			NC_010458.4			67617490			intergenic_region			SGCD-MRPL22			C			T			0.85			0.03			0.82


			NC_010458.4			67617500			intergenic_region			SGCD-MRPL22			C			T			0.85			0.03			0.82


			NC_010458.4			67617508			intergenic_region			SGCD-MRPL22			T			C			0.88			0.11			0.77


			NC_010458.4			67617538			intergenic_region			SGCD-MRPL22			T			A			0.87			0.11			0.76


			NC_010458.4			67617543			intergenic_region			SGCD-MRPL22			G			C			0.84			0.03			0.81


			NC_010458.4			67617605			intergenic_region			SGCD-MRPL22			T			C			0.85			0.03			0.82


			NC_010458.4			67617633			intergenic_region			SGCD-MRPL22			A			G			0.87			0.11			0.76


			NC_010458.4			67617698			intergenic_region			SGCD-MRPL22			T			C			0.90			0.03			0.87


			NC_010458.4			67617744			intergenic_region			SGCD-MRPL22			C			G			0.92			0.21			0.71


			NC_010458.4			67617823			intergenic_region			SGCD-MRPL22			G			T			0.88			0.21			0.67


			NC_010458.4			67617834			intergenic_region			SGCD-MRPL22			T			C			0.90			0.13			0.77


			NC_010458.4			67617949			intergenic_region			SGCD-MRPL22			A			G			0.86			0.03			0.83


			NC_010458.4			67618151			intergenic_region			SGCD-MRPL22			T			A			0.82			0.11			0.71


			NC_010458.4			67618346			intergenic_region			SGCD-MRPL22			A			G			0.82			0.03			0.79


			NC_010458.4			67618520			intergenic_region			SGCD-MRPL22			T			C			0.75			0.11			0.64


			NC_010458.4			67618782			intergenic_region			SGCD-MRPL22			A			G			0.81			0.08			0.73


			NC_010458.4			67618942			intergenic_region			SGCD-MRPL22			A			T			0.90			0.09			0.81


			NC_010458.4			67619081			intergenic_region			SGCD-MRPL22			G			T			0.70			0.03			0.67


			NC_010458.4			67619136			intergenic_region			SGCD-MRPL22			T			G			0.87			0.11			0.76


			NC_010458.4			67619185			intergenic_region			SGCD-MRPL22			T			C			0.78			0.03			0.75


			NC_010458.4			67619872			intergenic_region			SGCD-MRPL22			A			G			0.88			0.11			0.77


			NC_010458.4			67620055			intergenic_region			SGCD-MRPL22			C			G			0.68			0.03			0.65


			NC_010458.4			67620134			intergenic_region			SGCD-MRPL22			A			G			0.64			0.05			0.59


			NC_010458.4			67742353			intergenic_region			SGCD-MRPL22			G			A			0.65			0.00


			NC_010458.4			67620177			intergenic_region			SGCD-MRPL22			T			A			0.98			0.03			0.95


			NC_010458.4			67620369			intergenic_region			SGCD-MRPL22			C			G			0.97			0.06			0.91


			NC_010458.4			67620426			intergenic_region			SGCD-MRPL22			T			A			0.61			0.03			0.58


			NC_010458.4			67626806			intergenic_region			SGCD-MRPL22			C			T			0.89			0.21			0.68


			NC_010458.4			67626819			intergenic_region			SGCD-MRPL22			T			C			0.88			0.21			0.67


			NC_010458.4			67628494			intergenic_region			SGCD-MRPL22			G			A			0.87			0.21			0.66


			NC_010458.4			67628833			intergenic_region			SGCD-MRPL22			C			T			0.58			0.08			0.50


			NC_010458.4			67629678			intergenic_region			SGCD-MRPL22			C			G			0.88			0.24			0.64


			NC_010458.4			67630402			intergenic_region			SGCD-MRPL22			T			G			0.90			0.18			0.72


			NC_010458.4			67631222			intergenic_region			SGCD-MRPL22			T			C			0.65			0.11			0.54


			NC_010458.4			67631595			intergenic_region			SGCD-MRPL22			T			C			0.78			0.24			0.54


			NC_010458.4			67631619			intergenic_region			SGCD-MRPL22			C			G			0.86			0.24			0.62


			NC_010458.4			67632372			intergenic_region			SGCD-MRPL22			A			G			0.85			0.19			0.66


			NC_010458.4			67632417			intergenic_region			SGCD-MRPL22			A			T			0.84			0.17			0.67


			NC_010458.4			67632420			intergenic_region			SGCD-MRPL22			T			C			0.87			0.17			0.70


			NC_010458.4			67632433			intergenic_region			SGCD-MRPL22			T			C			0.80			0.17			0.63


			NC_010458.4			67632481			intergenic_region			SGCD-MRPL22			T			C			0.86			0.17			0.69


			NC_010458.4			67632483			intergenic_region			SGCD-MRPL22			T			A			0.86			0.17			0.69


			NC_010458.4			67633056			intergenic_region			SGCD-MRPL22			A			G			0.85			0.21			0.64


			NC_010458.4			67633380			intergenic_region			SGCD-MRPL22			A			T			0.88			0.18			0.70


			NC_010458.4			67633394			intergenic_region			SGCD-MRPL22			G			C			0.86			0.18			0.68


			NC_010458.4			67633460			intergenic_region			SGCD-MRPL22			A			G			0.85			0.18			0.67


			NC_010458.4			67633466			intergenic_region			SGCD-MRPL22			A			G			0.87			0.18			0.69


			NC_010458.4			67634077			intergenic_region			SGCD-MRPL22			C			A			0.87			0.18			0.69


			NC_010458.4			67634551			intergenic_region			SGCD-MRPL22			T			A			0.97			0.21			0.76


			NC_010458.4			67636533			intergenic_region			SGCD-MRPL22			G			T			0.87			0.18			0.69


			NC_010458.4			67636761			intergenic_region			SGCD-MRPL22			A			C			0.68			0.18			0.50


			NC_010458.4			67636807			intergenic_region			SGCD-MRPL22			T			C			0.77			0.13			0.64


			NC_010458.4			67637634			intergenic_region			SGCD-MRPL22			G			A			0.79			0.18			0.61


			NC_010458.4			67637654			intergenic_region			SGCD-MRPL22			T			C			0.81			0.21			0.60


			NC_010458.4			67637729			intergenic_region			SGCD-MRPL22			G			T			0.80			0.18			0.62


			NC_010458.4			67637755			intergenic_region			SGCD-MRPL22			T			C			0.80			0.21			0.59


			NC_010458.4			67638115			intergenic_region			SGCD-MRPL22			C			T			0.77			0.18			0.59


			NC_010458.4			67638622			intergenic_region			SGCD-MRPL22			A			G			0.80			0.21			0.59


			NC_010458.4			67643992			intergenic_region			SGCD-MRPL22			G			C			0.80			0.08			0.72


			NC_010458.4			67644103			intergenic_region			SGCD-MRPL22			T			C			0.67			0.16			0.51


			NC_010458.4			67644107			intergenic_region			SGCD-MRPL22			A			G			0.67			0.16			0.51


			NC_010458.4			67644748			intergenic_region			SGCD-MRPL22			T			C			0.77			0.13			0.64


			NC_010458.4			67644905			intergenic_region			SGCD-MRPL22			G			C			0.64			0.11			0.53


			NC_010458.4			67645314			intergenic_region			SGCD-MRPL22			A			G			0.67			0.13			0.54


			NC_010458.4			67645324			intergenic_region			SGCD-MRPL22			G			A			0.67			0.13			0.54


			NC_010458.4			67645407			intergenic_region			SGCD-MRPL22			A			T			0.77			0.11			0.66


			NC_010458.4			67645492			intergenic_region			SGCD-MRPL22			G			A			0.65			0.15			0.50


			NC_010458.4			67645569			intergenic_region			SGCD-MRPL22			A			C			0.69			0.13			0.56


			NC_010458.4			67645798			intergenic_region			SGCD-MRPL22			C			T			0.81			0.16			0.65


			NC_010458.4			67645815			intergenic_region			SGCD-MRPL22			T			A			0.98			0.39			0.59


			NC_010458.4			67645860			intergenic_region			SGCD-MRPL22			C			T			0.68			0.16			0.52


			NC_010458.4			67646252			intergenic_region			SGCD-MRPL22			C			T			0.72			0.16			0.56


			NC_010458.4			67646351			intergenic_region			SGCD-MRPL22			T			G			0.76			0.06			0.70


			NC_010458.4			67646355			intergenic_region			SGCD-MRPL22			C			G			0.75			0.06			0.69


			NC_010458.4			67646356			intergenic_region			SGCD-MRPL22			C			T			0.75			0.06			0.69


			NC_010458.4			67646357			intergenic_region			SGCD-MRPL22			T			G			0.75			0.06			0.69


			NC_010458.4			67646392			intergenic_region			SGCD-MRPL22			G			A			0.61			0.07			0.54


			NC_010458.4			67646488			intergenic_region			SGCD-MRPL22			G			C			0.65			0.15			0.50


			NC_010458.4			67646583			intergenic_region			SGCD-MRPL22			A			G			0.77			0.11			0.66


			NC_010458.4			67646595			intergenic_region			SGCD-MRPL22			G			A			0.76			0.11			0.65


			NC_010458.4			67646615			intergenic_region			SGCD-MRPL22			T			C			0.78			0.08			0.70


			NC_010458.4			67646827			intergenic_region			SGCD-MRPL22			A			G			0.79			0.08			0.71


			NC_010458.4			67646838			intergenic_region			SGCD-MRPL22			G			A			0.80			0.08			0.72


			NC_010458.4			67646888			intergenic_region			SGCD-MRPL22			G			A			0.66			0.14			0.52


			NC_010458.4			67646973			intergenic_region			SGCD-MRPL22			G			A			0.68			0.14			0.54


			NC_010458.4			67647007			intergenic_region			SGCD-MRPL22			G			T			0.66			0.09			0.57


			NC_010458.4			67647009			intergenic_region			SGCD-MRPL22			C			T			0.66			0.09			0.57


			NC_010458.4			67647029			intergenic_region			SGCD-MRPL22			G			A			0.98			0.31			0.67


			NC_010458.4			67647157			intergenic_region			SGCD-MRPL22			T			C			0.83			0.14			0.69


			NC_010458.4			67647374			intergenic_region			SGCD-MRPL22			A			G			0.64			0.11			0.53


			NC_010458.4			67647572			intergenic_region			SGCD-MRPL22			A			G			0.71			0.12			0.59


			NC_010458.4			67648134			intergenic_region			SGCD-MRPL22			G			A			0.86			0.18			0.68


			NC_010458.4			67648144			intergenic_region			SGCD-MRPL22			A			G			0.96			0.18			0.78


			NC_010458.4			67648429			intergenic_region			SGCD-MRPL22			T			A			0.65			0.08			0.57


			NC_010458.4			67648728			intergenic_region			SGCD-MRPL22			G			A			0.61			0.06			0.55


			NC_010458.4			67648893			intergenic_region			SGCD-MRPL22			A			C			0.73			0.06			0.67


			NC_010458.4			67649065			intergenic_region			SGCD-MRPL22			G			A			0.75			0.11			0.64


			NC_010458.4			67649066			intergenic_region			SGCD-MRPL22			G			T			0.95			0.22			0.73


			NC_010458.4			67649199			intergenic_region			SGCD-MRPL22			C			T			0.98			0.11			0.87


			NC_010458.4			67649244			intergenic_region			SGCD-MRPL22			C			T			0.98			0.11			0.87


			NC_010458.4			67649265			intergenic_region			SGCD-MRPL22			A			G			0.97			0.11			0.86


			NC_010458.4			67649398			intergenic_region			SGCD-MRPL22			T			C			0.76			0.08			0.68


			NC_010458.4			67649421			intergenic_region			SGCD-MRPL22			G			A			0.97			0.13			0.84


			NC_010458.4			67649573			intergenic_region			SGCD-MRPL22			T			C			0.97			0.11			0.86


			NC_010458.4			67649693			intergenic_region			SGCD-MRPL22			C			G			0.76			0.05			0.71


			NC_010458.4			67649718			intergenic_region			SGCD-MRPL22			C			T			0.75			0.05			0.70


			NC_010458.4			67649753			intergenic_region			SGCD-MRPL22			G			C			0.78			0.03			0.75


			NC_010458.4			67649820			intergenic_region			SGCD-MRPL22			A			G			0.97			0.11			0.86


			NC_010458.4			67649883			intergenic_region			SGCD-MRPL22			T			C			0.73			0.05			0.68


			NC_010458.4			67649977			intergenic_region			SGCD-MRPL22			T			C			0.80			0.05			0.75


			NC_010458.4			67649999			intergenic_region			SGCD-MRPL22			T			C			0.76			0.05			0.71


			NC_010458.4			67650014			intergenic_region			SGCD-MRPL22			T			C			0.76			0.05			0.71


			NC_010458.4			67650078			intergenic_region			SGCD-MRPL22			C			T			0.96			0.08			0.88


			NC_010458.4			67650349			intergenic_region			SGCD-MRPL22			C			T			0.67			0.08			0.59


			NC_010458.4			67650435			intergenic_region			SGCD-MRPL22			A			G			0.97			0.11			0.86


			NC_010458.4			67650458			intergenic_region			SGCD-MRPL22			T			C			0.97			0.11			0.86


			NC_010458.4			67650472			intergenic_region			SGCD-MRPL22			A			G			0.97			0.11			0.86


			NC_010458.4			67650499			intergenic_region			SGCD-MRPL22			T			C			0.97			0.11			0.86


			NC_010458.4			67650543			intergenic_region			SGCD-MRPL22			A			G			0.68			0.05			0.63


			NC_010458.4			67650585			intergenic_region			SGCD-MRPL22			C			T			0.68			0.05			0.63


			NC_010458.4			67650587			intergenic_region			SGCD-MRPL22			A			G			0.68			0.05			0.63


			NC_010458.4			67650610			intergenic_region			SGCD-MRPL22			A			G			0.95			0.11			0.84


			NC_010458.4			67650612			intergenic_region			SGCD-MRPL22			C			T			0.95			0.11			0.84


			NC_010458.4			67650668			intergenic_region			SGCD-MRPL22			T			C			0.68			0.08			0.60


			NC_010458.4			67650678			intergenic_region			SGCD-MRPL22			C			T			0.70			0.08			0.62


			NC_010458.4			67650681			intergenic_region			SGCD-MRPL22			G			A			0.70			0.08			0.62


			NC_010458.4			67650723			intergenic_region			SGCD-MRPL22			C			G			0.97			0.11			0.86


			NC_010458.4			67650842			intergenic_region			SGCD-MRPL22			G			A			0.98			0.13			0.85


			NC_010458.4			67650918			intergenic_region			SGCD-MRPL22			C			T			0.70			0.08			0.62


			NC_010458.4			67650931			intergenic_region			SGCD-MRPL22			T			C			0.97			0.11			0.86


			NC_010458.4			67650953			intergenic_region			SGCD-MRPL22			A			C			0.98			0.34			0.64


			NC_010458.4			67651127			intergenic_region			SGCD-MRPL22			A			T			0.98			0.13			0.85


			NC_010458.4			67651133			intergenic_region			SGCD-MRPL22			A			G			0.98			0.13			0.85


			NC_010458.4			67651323			intergenic_region			SGCD-MRPL22			G			A			0.02			0.68			0.65


			NC_010458.4			67651351			intergenic_region			SGCD-MRPL22			C			T			0.97			0.24			0.73


			NC_010458.4			67651468			intergenic_region			SGCD-MRPL22			G			A			0.66			0.13			0.53


			NC_010458.4			67651843			intergenic_region			SGCD-MRPL22			T			C			0.02			0.66			0.63


			NC_010458.4			67742902			intergenic_region			SGCD-MRPL22			G			T			0.84			0.00


			NC_010458.4			67764949			intergenic_region			SGCD-MRPL22			G			C			0.57			0.00


			NC_010458.4			67764990			intergenic_region			SGCD-MRPL22			C			T			0.59			0.00


			NC_010458.4			67652911			intergenic_region			SGCD-MRPL22			C			T			0.03			0.68			0.65


			NC_010458.4			67653001			intergenic_region			SGCD-MRPL22			C			T			0.04			0.71			0.68


			NC_010458.4			67655691			intergenic_region			SGCD-MRPL22			C			T			0.02			0.64			0.62


			NC_010458.4			67659506			intergenic_region			SGCD-MRPL22			G			A			0.06			0.71			0.65


			NC_010458.4			67661515			intergenic_region			SGCD-MRPL22			C			T			0.06			0.66			0.60


			NC_010458.4			67663872			intergenic_region			SGCD-MRPL22			G			A			0.02			0.66			0.64


			NC_010458.4			67766895			intergenic_region			SGCD-MRPL22			A			T			0.58			0.00


			NC_010458.4			67768315			intergenic_region			SGCD-MRPL22			G			C			0.55			0.00


			NC_010458.4			67804787			intergenic_region			SGCD-MRPL22			G			A			0.57			0.00


			NC_010458.4			67664926			intergenic_region			SGCD-MRPL22			A			C			0.00			0.62


			NC_010458.4			67823747			intergenic_region			SGCD-MRPL22			T			C			0.55			0.00


			NC_010458.4			67832217			intergenic_region			SGCD-MRPL22			C			A			0.55			0.00


			NC_010458.4			67832627			intergenic_region			SGCD-MRPL22			T			C			0.51			0.00


			NC_010458.4			67839465			intergenic_region			SGCD-MRPL22			C			T			0.74			0.00


			NC_010458.4			67840729			intergenic_region			SGCD-MRPL22			C			T			0.51			0.00


			NC_010458.4			67840776			intergenic_region			SGCD-MRPL22			T			A			0.74			0.00


			NC_010458.4			67840969			intergenic_region			SGCD-MRPL22			C			G			0.70			0.00


			NC_010458.4			67666343			intergenic_region			SGCD-MRPL22			T			C			0.98			0.05			0.93


			NC_010458.4			67667027			intergenic_region			SGCD-MRPL22			A			G			0.97			0.13			0.84


			NC_010458.4			67668959			intergenic_region			SGCD-MRPL22			C			A			0.86			0.09			0.77


			NC_010458.4			67673487			intergenic_region			SGCD-MRPL22			C			T			0.66			0.11			0.55


			NC_010458.4			67675428			intergenic_region			SGCD-MRPL22			C			T			0.88			0.06			0.82


			NC_010458.4			67676455			intergenic_region			SGCD-MRPL22			G			A			0.78			0.13			0.65


			NC_010458.4			67676645			intergenic_region			SGCD-MRPL22			C			T			0.61			0.06			0.55


			NC_010458.4			67676979			intergenic_region			SGCD-MRPL22			C			T			0.97			0.08			0.89


			NC_010458.4			67678051			intergenic_region			SGCD-MRPL22			C			A			0.88			0.11			0.77


			NC_010458.4			67678949			intergenic_region			SGCD-MRPL22			A			G			0.62			0.08			0.54


			NC_010458.4			67680036			intergenic_region			SGCD-MRPL22			T			A			0.88			0.08			0.80


			NC_010458.4			67681496			intergenic_region			SGCD-MRPL22			T			C			0.65			0.08			0.57


			NC_010458.4			67681965			intergenic_region			SGCD-MRPL22			A			C			0.62			0.05			0.57


			NC_010458.4			67685079			intergenic_region			SGCD-MRPL22			G			A			0.97			0.13			0.84


			NC_010458.4			67685292			intergenic_region			SGCD-MRPL22			T			C			0.95			0.08			0.87


			NC_010458.4			67686422			intergenic_region			SGCD-MRPL22			G			A			0.73			0.09			0.64


			NC_010458.4			67686430			intergenic_region			SGCD-MRPL22			A			G			0.85			0.12			0.73


			NC_010458.4			67687871			intergenic_region			SGCD-MRPL22			C			A			0.73			0.08			0.65


			NC_010458.4			67690626			intergenic_region			SGCD-MRPL22			T			A			0.82			0.03			0.79


			NC_010458.4			67691268			intergenic_region			SGCD-MRPL22			C			T			0.73			0.03			0.70


			NC_010458.4			67692012			intergenic_region			SGCD-MRPL22			C			T			0.60			0.08			0.52


			NC_010458.4			67692474			intergenic_region			SGCD-MRPL22			C			T			0.72			0.08			0.64


			NC_010458.4			67692699			intergenic_region			SGCD-MRPL22			T			C			0.83			0.08			0.75


			NC_010458.4			67692721			intergenic_region			SGCD-MRPL22			C			T			0.79			0.08			0.71


			NC_010458.4			67692936			intergenic_region			SGCD-MRPL22			T			G			0.74			0.09			0.65


			NC_010458.4			67693068			intergenic_region			SGCD-MRPL22			A			G			0.74			0.03			0.71


			NC_010458.4			67693451			intergenic_region			SGCD-MRPL22			A			G			0.75			0.08			0.67


			NC_010458.4			67693464			intergenic_region			SGCD-MRPL22			C			T			0.74			0.08			0.66


			NC_010458.4			67693538			intergenic_region			SGCD-MRPL22			A			G			0.72			0.05			0.67


			NC_010458.4			67693568			intergenic_region			SGCD-MRPL22			A			G			0.76			0.05			0.71


			NC_010458.4			67693610			intergenic_region			SGCD-MRPL22			A			G			0.76			0.06			0.70


			NC_010458.4			67693612			intergenic_region			SGCD-MRPL22			G			A			0.76			0.06			0.70


			NC_010458.4			67693693			intergenic_region			SGCD-MRPL22			T			G			0.73			0.03			0.70


			NC_010458.4			67694041			intergenic_region			SGCD-MRPL22			G			A			0.75			0.05			0.70


			NC_010458.4			67694106			intergenic_region			SGCD-MRPL22			C			A			0.80			0.15			0.65


			NC_010458.4			67694169			intergenic_region			SGCD-MRPL22			G			A			0.74			0.11			0.63


			NC_010458.4			67694248			intergenic_region			SGCD-MRPL22			A			C			0.74			0.08			0.66


			NC_010458.4			67694346			intergenic_region			SGCD-MRPL22			G			T			0.76			0.08			0.68


			NC_010458.4			67694482			intergenic_region			SGCD-MRPL22			G			A			0.75			0.05			0.70


			NC_010458.4			67694486			intergenic_region			SGCD-MRPL22			C			T			0.75			0.05			0.70


			NC_010458.4			67694548			intergenic_region			SGCD-MRPL22			G			C			0.74			0.08			0.66


			NC_010458.4			67694838			intergenic_region			SGCD-MRPL22			A			G			0.80			0.11			0.69


			NC_010458.4			67694936			intergenic_region			SGCD-MRPL22			G			A			0.66			0.08			0.58


			NC_010458.4			67695023			intergenic_region			SGCD-MRPL22			G			C			0.76			0.08			0.68


			NC_010458.4			67695139			intergenic_region			SGCD-MRPL22			G			T			0.75			0.08			0.67


			NC_010458.4			67695466			intergenic_region			SGCD-MRPL22			T			G			0.67			0.05			0.62


			NC_010458.4			67695493			intergenic_region			SGCD-MRPL22			C			T			0.67			0.05			0.62


			NC_010458.4			67695518			intergenic_region			SGCD-MRPL22			T			C			0.72			0.05			0.67


			NC_010458.4			67695520			intergenic_region			SGCD-MRPL22			C			T			0.74			0.08			0.66


			NC_010458.4			67695671			intergenic_region			SGCD-MRPL22			G			C			0.68			0.08			0.60


			NC_010458.4			67696535			intergenic_region			SGCD-MRPL22			C			T			0.74			0.05			0.69


			NC_010458.4			67697070			intergenic_region			SGCD-MRPL22			T			C			0.78			0.08			0.70


			NC_010458.4			67697168			intergenic_region			SGCD-MRPL22			C			T			0.69			0.08			0.61


			NC_010458.4			67697682			intergenic_region			SGCD-MRPL22			C			T			0.70			0.05			0.65


			NC_010458.4			67841486			intergenic_region			SGCD-MRPL22			G			A			0.56			0.00


			NC_010458.4			67697707			intergenic_region			SGCD-MRPL22			T			C			0.70			0.08			0.62


			NC_010458.4			67697938			intergenic_region			SGCD-MRPL22			G			A			0.70			0.11			0.59


			NC_010458.4			67697962			intergenic_region			SGCD-MRPL22			T			C			0.67			0.08			0.59


			NC_010458.4			67698021			intergenic_region			SGCD-MRPL22			T			C			0.80			0.08			0.72


			NC_010458.4			67698039			intergenic_region			SGCD-MRPL22			G			T			0.83			0.08			0.75


			NC_010458.4			67698142			intergenic_region			SGCD-MRPL22			C			T			0.88			0.11			0.77


			NC_010458.4			67698242			intergenic_region			SGCD-MRPL22			T			G			0.74			0.11			0.63


			NC_010458.4			67698358			intergenic_region			SGCD-MRPL22			A			G			0.90			0.08			0.82


			NC_010458.4			67698744			intergenic_region			SGCD-MRPL22			C			T			0.57			0.03			0.54


			NC_010458.4			67698808			intergenic_region			SGCD-MRPL22			G			A			0.82			0.11			0.71


			NC_010458.4			67698939			intergenic_region			SGCD-MRPL22			T			C			0.64			0.08			0.56


			NC_010458.4			67698992			intergenic_region			SGCD-MRPL22			A			C			0.55			0.03			0.52


			NC_010458.4			67699029			intergenic_region			SGCD-MRPL22			C			T			0.80			0.16			0.64


			NC_010458.4			67699244			intergenic_region			SGCD-MRPL22			T			G			0.75			0.14			0.61


			NC_010458.4			67699379			intergenic_region			SGCD-MRPL22			T			G			0.63			0.08			0.55


			NC_010458.4			67699698			intergenic_region			SGCD-MRPL22			T			C			0.53			0.03			0.50


			NC_010458.4			67699763			intergenic_region			SGCD-MRPL22			T			C			0.84			0.11			0.73


			NC_010458.4			67699776			intergenic_region			SGCD-MRPL22			G			A			0.71			0.08			0.63


			NC_010458.4			67699790			intergenic_region			SGCD-MRPL22			A			G			0.83			0.11			0.72


			NC_010458.4			67699860			intergenic_region			SGCD-MRPL22			G			A			0.85			0.08			0.77


			NC_010458.4			67700299			intergenic_region			SGCD-MRPL22			A			G			0.95			0.08			0.87


			NC_010458.4			67843706			intergenic_region			SGCD-MRPL22			A			G			0.69			0.00


			NC_010458.4			67707424			intergenic_region			SGCD-MRPL22			C			T			0.61			0.08			0.53


			NC_010458.4			67707647			intergenic_region			SGCD-MRPL22			G			A			0.84			0.08			0.76


			NC_010458.4			67707818			intergenic_region			SGCD-MRPL22			G			T			0.85			0.11			0.74


			NC_010458.4			67708839			intergenic_region			SGCD-MRPL22			A			C			0.86			0.11			0.75


			NC_010458.4			67709415			intergenic_region			SGCD-MRPL22			C			T			0.76			0.03			0.73


			NC_010458.4			67709718			intergenic_region			SGCD-MRPL22			G			A			0.68			0.03			0.65


			NC_010458.4			67709746			intergenic_region			SGCD-MRPL22			A			G			0.75			0.03			0.72


			NC_010458.4			67709809			intergenic_region			SGCD-MRPL22			T			C			0.68			0.03			0.65


			NC_010458.4			67709890			intergenic_region			SGCD-MRPL22			C			T			0.86			0.08			0.78


			NC_010458.4			67710536			intergenic_region			SGCD-MRPL22			A			C			0.81			0.03			0.78


			NC_010458.4			67711325			intergenic_region			SGCD-MRPL22			T			C			0.80			0.08			0.72


			NC_010458.4			67711363			intergenic_region			SGCD-MRPL22			C			T			0.80			0.08			0.72


			NC_010458.4			67713211			intergenic_region			SGCD-MRPL22			C			A			0.74			0.11			0.63


			NC_010458.4			67856751			intergenic_region			SGCD-MRPL22			A			G			0.52			0.00


			NC_010458.4			67713519			intergenic_region			SGCD-MRPL22			G			C			0.63			0.11			0.52


			NC_010458.4			67713550			intergenic_region			SGCD-MRPL22			A			C			0.97			0.11			0.86


			NC_010458.4			67713744			intergenic_region			SGCD-MRPL22			A			G			0.96			0.11			0.85


			NC_010458.4			67713887			intergenic_region			SGCD-MRPL22			A			T			0.77			0.03			0.74


			NC_010458.4			67714378			intergenic_region			SGCD-MRPL22			A			G			0.84			0.08			0.76


			NC_010458.4			67880514			intergenic_region			SGCD-MRPL22			C			A			0.53			0.00


			NC_010458.4			67901962			intergenic_region			SGCD-MRPL22			C			T			0.68			0.00


			NC_010458.4			67733867			intergenic_region			SGCD-MRPL22			C			G			0.98			0.37			0.61


			NC_010458.4			67733907			intergenic_region			SGCD-MRPL22			C			T			0.98			0.37			0.61


			NC_010458.4			67734395			intergenic_region			SGCD-MRPL22			G			A			0.73			0.03			0.70


			NC_010458.4			67734418			intergenic_region			SGCD-MRPL22			T			C			0.98			0.33			0.65


			NC_010458.4			67734431			intergenic_region			SGCD-MRPL22			T			C			0.98			0.33			0.65


			NC_010458.4			67902188			intergenic_region			SGCD-MRPL22			T			C			0.67			0.00


			NC_010458.4			67734847			intergenic_region			SGCD-MRPL22			C			T			0.95			0.24			0.71


			NC_010458.4			67902236			intergenic_region			SGCD-MRPL22			A			G			0.67			0.00


			NC_010458.4			67903292			intergenic_region			SGCD-MRPL22			T			C			0.77			0.00


			NC_010458.4			67735122			intergenic_region			SGCD-MRPL22			T			C			0.81			0.08			0.73


			NC_010458.4			67735131			intergenic_region			SGCD-MRPL22			G			C			0.83			0.08			0.75


			NC_010458.4			67903584			intergenic_region			SGCD-MRPL22			C			A			0.74			0.00


			NC_010458.4			67904132			intergenic_region			SGCD-MRPL22			A			G			0.76			0.00


			NC_010458.4			67735348			intergenic_region			SGCD-MRPL22			T			C			0.74			0.11			0.63


			NC_010458.4			67735473			intergenic_region			SGCD-MRPL22			A			G			0.72			0.08			0.64


			NC_010458.4			67735647			intergenic_region			SGCD-MRPL22			C			G			0.95			0.31			0.64


			NC_010458.4			67905305			intergenic_region			SGCD-MRPL22			G			A			0.58			0.00


			NC_010458.4			67738401			intergenic_region			SGCD-MRPL22			C			T			0.69			0.15			0.54


			NC_010458.4			67738724			intergenic_region			SGCD-MRPL22			T			C			0.73			0.08			0.65


			NC_010458.4			67739243			intergenic_region			SGCD-MRPL22			A			T			0.97			0.45			0.52


			NC_010458.4			67740707			intergenic_region			SGCD-MRPL22			T			C			0.97			0.21			0.76


			NC_010458.4			67905698			intergenic_region			SGCD-MRPL22			T			G			0.74			0.00


			NC_010458.4			67905875			intergenic_region			SGCD-MRPL22			A			G			0.58			0.00


			NC_010458.4			67907203			intergenic_region			SGCD-MRPL22			C			T			0.62			0.00


			NC_010458.4			67742656			intergenic_region			SGCD-MRPL22			T			C			0.95			0.21			0.74


			NC_010458.4			67907403			intergenic_region			SGCD-MRPL22			C			G			0.65			0.00


			NC_010458.4			67743379			intergenic_region			SGCD-MRPL22			C			T			0.97			0.18			0.79


			NC_010458.4			67743391			intergenic_region			SGCD-MRPL22			G			A			0.98			0.18			0.80


			NC_010458.4			67743478			intergenic_region			SGCD-MRPL22			T			C			0.79			0.22			0.57


			NC_010458.4			67744660			intergenic_region			SGCD-MRPL22			A			C			0.99			0.45			0.54


			NC_010458.4			67745330			intergenic_region			SGCD-MRPL22			A			G			0.01			0.53			0.51


			NC_010458.4			67746553			intergenic_region			SGCD-MRPL22			T			G			0.84			0.18			0.66


			NC_010458.4			67747320			intergenic_region			SGCD-MRPL22			G			A			0.91			0.21			0.70


			NC_010458.4			67748001			intergenic_region			SGCD-MRPL22			A			G			0.95			0.34			0.61


			NC_010458.4			67748160			intergenic_region			SGCD-MRPL22			C			G			0.95			0.29			0.66


			NC_010458.4			67748283			intergenic_region			SGCD-MRPL22			T			C			0.90			0.13			0.77


			NC_010458.4			67748318			intergenic_region			SGCD-MRPL22			T			C			0.86			0.13			0.73


			NC_010458.4			67748375			intergenic_region			SGCD-MRPL22			T			C			0.90			0.19			0.71


			NC_010458.4			67748401			intergenic_region			SGCD-MRPL22			C			T			0.90			0.17			0.73


			NC_010458.4			67748445			intergenic_region			SGCD-MRPL22			A			G			0.87			0.24			0.63


			NC_010458.4			67749730			intergenic_region			SGCD-MRPL22			C			T			0.72			0.03			0.69


			NC_010458.4			67750742			intergenic_region			SGCD-MRPL22			T			C			0.95			0.17			0.78


			NC_010458.4			67751700			intergenic_region			SGCD-MRPL22			T			C			0.84			0.13			0.71


			NC_010458.4			67751730			intergenic_region			SGCD-MRPL22			T			C			0.73			0.13			0.60


			NC_010458.4			67751767			intergenic_region			SGCD-MRPL22			C			A			0.62			0.11			0.51


			NC_010458.4			67752721			intergenic_region			SGCD-MRPL22			T			C			0.80			0.13			0.67


			NC_010458.4			67752751			intergenic_region			SGCD-MRPL22			G			A			0.80			0.13			0.67


			NC_010458.4			67752830			intergenic_region			SGCD-MRPL22			A			G			0.78			0.13			0.65


			NC_010458.4			67752839			intergenic_region			SGCD-MRPL22			C			G			0.80			0.21			0.59


			NC_010458.4			67752849			intergenic_region			SGCD-MRPL22			T			C			0.75			0.11			0.64


			NC_010458.4			67752862			intergenic_region			SGCD-MRPL22			G			A			0.76			0.11			0.65


			NC_010458.4			67752918			intergenic_region			SGCD-MRPL22			C			G			0.78			0.13			0.65


			NC_010458.4			67752939			intergenic_region			SGCD-MRPL22			A			G			0.77			0.13			0.64


			NC_010458.4			67753001			intergenic_region			SGCD-MRPL22			C			G			0.79			0.16			0.63


			NC_010458.4			67753003			intergenic_region			SGCD-MRPL22			C			A			0.79			0.16			0.63


			NC_010458.4			67753818			intergenic_region			SGCD-MRPL22			A			G			0.96			0.21			0.75


			NC_010458.4			67754196			intergenic_region			SGCD-MRPL22			T			C			0.76			0.21			0.55


			NC_010458.4			67756729			intergenic_region			SGCD-MRPL22			A			G			0.70			0.18			0.52


			NC_010458.4			67756806			intergenic_region			SGCD-MRPL22			T			C			0.73			0.18			0.55


			NC_010458.4			67756983			intergenic_region			SGCD-MRPL22			A			G			0.98			0.18			0.80


			NC_010458.4			67757394			intergenic_region			SGCD-MRPL22			A			C			0.95			0.12			0.83


			NC_010458.4			67762457			intergenic_region			SGCD-MRPL22			C			A			0.95			0.18			0.77


			NC_010458.4			67763835			intergenic_region			SGCD-MRPL22			G			A			0.97			0.16			0.81


			NC_010458.4			67763969			intergenic_region			SGCD-MRPL22			G			C			0.76			0.03			0.73


			NC_010458.4			67764096			intergenic_region			SGCD-MRPL22			G			A			0.85			0.06			0.79


			NC_010458.4			67764645			intergenic_region			SGCD-MRPL22			A			G			0.95			0.21			0.74


			NC_010458.4			67909159			intergenic_region			SGCD-MRPL22			C			T			0.76			0.00


			NC_010458.4			67909194			intergenic_region			SGCD-MRPL22			C			T			0.77			0.00


			NC_010458.4			67765602			intergenic_region			SGCD-MRPL22			A			G			0.97			0.21			0.76


			NC_010458.4			67765641			intergenic_region			SGCD-MRPL22			G			T			0.88			0.37			0.51


			NC_010458.4			67765795			intergenic_region			SGCD-MRPL22			C			T			0.69			0.16			0.53


			NC_010458.4			67766463			intergenic_region			SGCD-MRPL22			C			T			0.84			0.21			0.63


			NC_010458.4			67909685			intergenic_region			SGCD-MRPL22			C			T			0.72			0.00


			NC_010458.4			67767127			intergenic_region			SGCD-MRPL22			T			C			0.60			0.08			0.52


			NC_010458.4			67767129			intergenic_region			SGCD-MRPL22			G			A			0.60			0.08			0.52


			NC_010458.4			67767652			intergenic_region			SGCD-MRPL22			T			C			0.05			0.61			0.56


			NC_010458.4			67909837			intergenic_region			SGCD-MRPL22			T			C			0.73			0.00


			NC_010458.4			67769014			intergenic_region			SGCD-MRPL22			T			C			0.90			0.39			0.51


			NC_010458.4			67770551			intergenic_region			SGCD-MRPL22			G			A			0.91			0.39			0.52


			NC_010458.4			67770998			intergenic_region			SGCD-MRPL22			G			A			0.97			0.38			0.59


			NC_010458.4			67771033			intergenic_region			SGCD-MRPL22			C			A			0.97			0.37			0.60


			NC_010458.4			67771170			intergenic_region			SGCD-MRPL22			G			A			0.95			0.39			0.56


			NC_010458.4			67771418			intergenic_region			SGCD-MRPL22			G			A			0.81			0.31			0.50


			NC_010458.4			67771436			intergenic_region			SGCD-MRPL22			T			C			0.78			0.25			0.53


			NC_010458.4			67771471			intergenic_region			SGCD-MRPL22			A			G			0.95			0.45			0.50


			NC_010458.4			67771569			intergenic_region			SGCD-MRPL22			T			C			0.94			0.39			0.55


			NC_010458.4			67771706			intergenic_region			SGCD-MRPL22			A			G			0.82			0.31			0.51


			NC_010458.4			67771811			intergenic_region			SGCD-MRPL22			T			A			0.92			0.39			0.53


			NC_010458.4			67772399			intergenic_region			SGCD-MRPL22			T			C			0.99			0.39			0.60


			NC_010458.4			67772608			intergenic_region			SGCD-MRPL22			G			T			0.65			0.03			0.62


			NC_010458.4			67772773			intergenic_region			SGCD-MRPL22			G			A			0.05			0.61			0.56


			NC_010458.4			67772962			intergenic_region			SGCD-MRPL22			A			T			0.80			0.18			0.62


			NC_010458.4			67773184			intergenic_region			SGCD-MRPL22			T			A			0.84			0.33			0.51


			NC_010458.4			67773419			intergenic_region			SGCD-MRPL22			T			C			0.95			0.39			0.56


			NC_010458.4			67775766			intergenic_region			SGCD-MRPL22			A			G			0.17			0.68			0.51


			NC_010458.4			67777801			intergenic_region			SGCD-MRPL22			A			G			0.90			0.26			0.64


			NC_010458.4			67777976			intergenic_region			SGCD-MRPL22			T			C			0.70			0.12			0.58


			NC_010458.4			67778411			intergenic_region			SGCD-MRPL22			C			T			0.16			0.85			0.69


			NC_010458.4			67778412			intergenic_region			SGCD-MRPL22			A			G			0.32			0.85			0.53


			NC_010458.4			67778457			intergenic_region			SGCD-MRPL22			T			C			0.32			0.92			0.60


			NC_010458.4			67778494			intergenic_region			SGCD-MRPL22			G			C			0.36			0.92			0.56


			NC_010458.4			67778498			intergenic_region			SGCD-MRPL22			T			G			0.36			0.92			0.56


			NC_010458.4			67779615			intergenic_region			SGCD-MRPL22			G			C			0.90			0.11			0.79


			NC_010458.4			67779635			intergenic_region			SGCD-MRPL22			A			G			0.69			0.03			0.66


			NC_010458.4			67779826			intergenic_region			SGCD-MRPL22			T			C			0.07			0.91			0.84


			NC_010458.4			67780243			intergenic_region			SGCD-MRPL22			C			T			0.10			0.92			0.81


			NC_010458.4			67780363			intergenic_region			SGCD-MRPL22			C			T			0.32			0.97			0.66


			NC_010458.4			67780431			intergenic_region			SGCD-MRPL22			T			G			0.09			0.89			0.80


			NC_010458.4			67780462			intergenic_region			SGCD-MRPL22			A			G			0.11			0.92			0.81


			NC_010458.4			67780517			intergenic_region			SGCD-MRPL22			A			G			0.66			0.03			0.63


			NC_010458.4			67780758			intergenic_region			SGCD-MRPL22			C			T			0.08			0.85			0.77


			NC_010458.4			67780799			intergenic_region			SGCD-MRPL22			G			A			0.08			0.88			0.79


			NC_010458.4			67780962			intergenic_region			SGCD-MRPL22			T			G			0.78			0.05			0.73


			NC_010458.4			67781133			intergenic_region			SGCD-MRPL22			C			T			0.33			0.89			0.57


			NC_010458.4			67781134			intergenic_region			SGCD-MRPL22			A			G			0.36			0.89			0.53


			NC_010458.4			67781139			intergenic_region			SGCD-MRPL22			G			A			0.10			0.87			0.77


			NC_010458.4			67781153			intergenic_region			SGCD-MRPL22			G			A			0.40			0.92			0.53


			NC_010458.4			67781383			intergenic_region			SGCD-MRPL22			T			C			0.29			0.88			0.59


			NC_010458.4			67781610			intergenic_region			SGCD-MRPL22			G			A			0.26			0.89			0.63


			NC_010458.4			67781652			intergenic_region			SGCD-MRPL22			G			A			0.40			0.94			0.54


			NC_010458.4			67782123			intergenic_region			SGCD-MRPL22			G			A			0.30			0.84			0.54


			NC_010458.4			67782692			intergenic_region			SGCD-MRPL22			T			C			0.26			0.91			0.65


			NC_010458.4			67797120			intergenic_region			SGCD-MRPL22			A			G			0.23			1.00			0.77


			NC_010458.4			67797771			intergenic_region			SGCD-MRPL22			C			T			0.19			1.00			0.81


			NC_010458.4			67797815			intergenic_region			SGCD-MRPL22			T			C			0.45			1.00			0.55


			NC_010458.4			67798428			intergenic_region			SGCD-MRPL22			T			C			0.03			0.63			0.60


			NC_010458.4			67801473			intergenic_region			SGCD-MRPL22			G			A			0.21			0.92			0.71


			NC_010458.4			67802711			intergenic_region			SGCD-MRPL22			T			C			0.72			0.06			0.66


			NC_010458.4			67803154			intergenic_region			SGCD-MRPL22			C			A			0.82			0.25			0.57


			NC_010458.4			67803255			intergenic_region			SGCD-MRPL22			C			G			0.71			0.05			0.66


			NC_010458.4			67804410			intergenic_region			SGCD-MRPL22			T			C			0.74			0.06			0.68


			NC_010458.4			67910436			intergenic_region			SGCD-MRPL22			A			C			0.73			0.00


			NC_010458.4			67804842			intergenic_region			SGCD-MRPL22			T			G			0.76			0.08			0.68


			NC_010458.4			67804864			intergenic_region			SGCD-MRPL22			G			C			0.77			0.08			0.69


			NC_010458.4			67805147			intergenic_region			SGCD-MRPL22			A			C			0.74			0.08			0.66


			NC_010458.4			67805466			intergenic_region			SGCD-MRPL22			C			G			0.97			0.37			0.60


			NC_010458.4			67806724			intergenic_region			SGCD-MRPL22			T			C			0.63			0.13			0.50


			NC_010458.4			67806846			intergenic_region			SGCD-MRPL22			T			C			0.60			0.03			0.57


			NC_010458.4			67807071			intergenic_region			SGCD-MRPL22			A			T			0.53			0.03			0.50


			NC_010458.4			67808242			intergenic_region			SGCD-MRPL22			A			G			0.67			0.11			0.56


			NC_010458.4			67808707			intergenic_region			SGCD-MRPL22			T			C			0.86			0.29			0.57


			NC_010458.4			67808737			intergenic_region			SGCD-MRPL22			C			T			0.87			0.26			0.61


			NC_010458.4			67808757			intergenic_region			SGCD-MRPL22			A			G			0.87			0.22			0.65


			NC_010458.4			67808765			intergenic_region			SGCD-MRPL22			G			A			0.95			0.22			0.73


			NC_010458.4			67808835			intergenic_region			SGCD-MRPL22			T			C			0.12			0.67			0.55


			NC_010458.4			67808992			intergenic_region			SGCD-MRPL22			C			A			0.88			0.21			0.67


			NC_010458.4			67809006			intergenic_region			SGCD-MRPL22			A			G			0.88			0.21			0.67


			NC_010458.4			67809008			intergenic_region			SGCD-MRPL22			G			T			0.88			0.21			0.67


			NC_010458.4			67809116			intergenic_region			SGCD-MRPL22			C			A			0.88			0.28			0.60


			NC_010458.4			67809118			intergenic_region			SGCD-MRPL22			C			T			0.88			0.28			0.60


			NC_010458.4			67809148			intergenic_region			SGCD-MRPL22			A			G			0.96			0.16			0.80


			NC_010458.4			67809173			intergenic_region			SGCD-MRPL22			G			C			0.86			0.08			0.78


			NC_010458.4			67809264			intergenic_region			SGCD-MRPL22			T			C			0.96			0.26			0.70


			NC_010458.4			67809464			intergenic_region			SGCD-MRPL22			G			A			0.87			0.11			0.76


			NC_010458.4			67809651			intergenic_region			SGCD-MRPL22			T			C			0.95			0.26			0.69


			NC_010458.4			67809848			intergenic_region			SGCD-MRPL22			A			G			0.97			0.24			0.73


			NC_010458.4			67810025			intergenic_region			SGCD-MRPL22			A			G			0.97			0.26			0.71


			NC_010458.4			67810677			intergenic_region			SGCD-MRPL22			T			C			0.85			0.24			0.61


			NC_010458.4			67810956			intergenic_region			SGCD-MRPL22			A			G			0.97			0.29			0.68


			NC_010458.4			67812845			intergenic_region			SGCD-MRPL22			T			G			0.78			0.26			0.52


			NC_010458.4			67813159			intergenic_region			SGCD-MRPL22			C			T			0.80			0.08			0.72


			NC_010458.4			67814935			intergenic_region			SGCD-MRPL22			A			G			0.03			0.63			0.60


			NC_010458.4			67819520			intergenic_region			SGCD-MRPL22			A			T			0.94			0.32			0.62


			NC_010458.4			67819578			intergenic_region			SGCD-MRPL22			C			T			0.59			0.08			0.51


			NC_010458.4			67819783			intergenic_region			SGCD-MRPL22			G			A			0.89			0.34			0.55


			NC_010458.4			67819853			intergenic_region			SGCD-MRPL22			A			G			0.88			0.32			0.56


			NC_010458.4			67819900			intergenic_region			SGCD-MRPL22			A			G			0.86			0.32			0.54


			NC_010458.4			67819901			intergenic_region			SGCD-MRPL22			G			A			0.86			0.32			0.54


			NC_010458.4			67820340			intergenic_region			SGCD-MRPL22			C			A			0.93			0.34			0.59


			NC_010458.4			67820788			intergenic_region			SGCD-MRPL22			A			G			0.69			0.05			0.64


			NC_010458.4			67820964			intergenic_region			SGCD-MRPL22			A			T			0.75			0.06			0.69


			NC_010458.4			67821307			intergenic_region			SGCD-MRPL22			A			G			0.86			0.19			0.67


			NC_010458.4			67821317			intergenic_region			SGCD-MRPL22			A			G			0.74			0.19			0.55


			NC_010458.4			67821323			intergenic_region			SGCD-MRPL22			T			C			0.85			0.19			0.66


			NC_010458.4			67821480			intergenic_region			SGCD-MRPL22			T			C			0.87			0.22			0.65


			NC_010458.4			67821727			intergenic_region			SGCD-MRPL22			C			T			0.86			0.24			0.62


			NC_010458.4			67821845			intergenic_region			SGCD-MRPL22			T			C			0.86			0.22			0.64


			NC_010458.4			67821849			intergenic_region			SGCD-MRPL22			A			G			0.86			0.22			0.64


			NC_010458.4			67821865			intergenic_region			SGCD-MRPL22			T			C			0.86			0.19			0.67


			NC_010458.4			67821944			intergenic_region			SGCD-MRPL22			G			A			0.83			0.18			0.65


			NC_010458.4			67822280			intergenic_region			SGCD-MRPL22			A			G			0.86			0.18			0.68


			NC_010458.4			67822891			intergenic_region			SGCD-MRPL22			G			T			0.67			0.03			0.64


			NC_010458.4			67936291			intergenic_region			SGCD-MRPL22			G			A			0.52			0.00


			NC_010458.4			67823766			intergenic_region			SGCD-MRPL22			C			T			0.14			0.66			0.52


			NC_010458.4			67824954			intergenic_region			SGCD-MRPL22			A			G			0.86			0.35			0.51


			NC_010458.4			67824955			intergenic_region			SGCD-MRPL22			C			T			0.10			0.62			0.52


			NC_010458.4			67825400			intergenic_region			SGCD-MRPL22			C			G			0.84			0.32			0.52


			NC_010458.4			67826165			intergenic_region			SGCD-MRPL22			C			T			0.84			0.11			0.73


			NC_010458.4			67826273			intergenic_region			SGCD-MRPL22			G			A			0.74			0.11			0.63


			NC_010458.4			67826679			intergenic_region			SGCD-MRPL22			G			A			0.85			0.08			0.77


			NC_010458.4			67829000			intergenic_region			SGCD-MRPL22			C			T			0.56			0.05			0.51


			NC_010458.4			67829014			intergenic_region			SGCD-MRPL22			A			G			0.88			0.06			0.82


			NC_010458.4			67829027			intergenic_region			SGCD-MRPL22			C			T			0.90			0.03			0.87


			NC_010458.4			67829029			intergenic_region			SGCD-MRPL22			A			G			0.90			0.03			0.87


			NC_010458.4			67830192			intergenic_region			SGCD-MRPL22			C			T			0.92			0.03			0.89


			NC_010458.4			67830204			intergenic_region			SGCD-MRPL22			C			A			0.93			0.03			0.90


			NC_010458.4			67831342			intergenic_region			SGCD-MRPL22			G			A			0.93			0.11			0.82


			NC_010458.4			67831939			intergenic_region			SGCD-MRPL22			C			G			0.71			0.08			0.63


			NC_010458.4			67831944			intergenic_region			SGCD-MRPL22			A			G			0.71			0.08			0.63


			NC_010458.4			67937995			intergenic_region			SGCD-MRPL22			A			G			0.53			0.00


			NC_010458.4			67832220			intergenic_region			SGCD-MRPL22			T			C			0.93			0.11			0.82


			NC_010458.4			67832339			intergenic_region			SGCD-MRPL22			C			T			0.93			0.13			0.80


			NC_010458.4			67832341			intergenic_region			SGCD-MRPL22			A			G			0.93			0.13			0.80


			NC_010458.4			67832413			intergenic_region			SGCD-MRPL22			A			G			0.92			0.11			0.81


			NC_010458.4			67942119			intergenic_region			SGCD-MRPL22			A			G			0.82			0.00


			NC_010458.4			67832687			intergenic_region			SGCD-MRPL22			T			C			0.70			0.11			0.59


			NC_010458.4			67833090			intergenic_region			SGCD-MRPL22			T			G			0.94			0.11			0.83


			NC_010458.4			67833484			intergenic_region			SGCD-MRPL22			G			A			0.74			0.03			0.71


			NC_010458.4			67833707			intergenic_region			SGCD-MRPL22			G			C			0.69			0.03			0.66


			NC_010458.4			67833940			intergenic_region			SGCD-MRPL22			A			G			0.93			0.08			0.85


			NC_010458.4			67833945			intergenic_region			SGCD-MRPL22			T			C			0.70			0.03			0.67


			NC_010458.4			67834047			intergenic_region			SGCD-MRPL22			A			G			0.72			0.03			0.69


			NC_010458.4			67834108			intergenic_region			SGCD-MRPL22			C			T			0.72			0.03			0.69


			NC_010458.4			67834133			intergenic_region			SGCD-MRPL22			T			A			0.73			0.03			0.70


			NC_010458.4			67834155			intergenic_region			SGCD-MRPL22			A			G			0.93			0.08			0.85


			NC_010458.4			67834187			intergenic_region			SGCD-MRPL22			G			A			0.93			0.08			0.85


			NC_010458.4			67834232			intergenic_region			SGCD-MRPL22			A			G			0.93			0.11			0.82


			NC_010458.4			67834246			intergenic_region			SGCD-MRPL22			T			C			0.73			0.03			0.70


			NC_010458.4			67834269			intergenic_region			SGCD-MRPL22			G			A			0.73			0.03			0.70


			NC_010458.4			67834429			intergenic_region			SGCD-MRPL22			T			C			0.94			0.11			0.83


			NC_010458.4			67834444			intergenic_region			SGCD-MRPL22			A			G			0.94			0.11			0.83


			NC_010458.4			67834542			intergenic_region			SGCD-MRPL22			C			A			0.74			0.03			0.71


			NC_010458.4			67834613			intergenic_region			SGCD-MRPL22			A			G			0.97			0.11			0.86


			NC_010458.4			67834667			intergenic_region			SGCD-MRPL22			T			C			0.94			0.13			0.81


			NC_010458.4			67834811			intergenic_region			SGCD-MRPL22			C			T			0.94			0.03			0.91


			NC_010458.4			67834869			intergenic_region			SGCD-MRPL22			G			A			0.68			0.03			0.65


			NC_010458.4			67834891			intergenic_region			SGCD-MRPL22			C			T			0.93			0.11			0.82


			NC_010458.4			67834913			intergenic_region			SGCD-MRPL22			G			T			0.63			0.03			0.60


			NC_010458.4			67834922			intergenic_region			SGCD-MRPL22			A			G			0.71			0.03			0.68


			NC_010458.4			67834932			intergenic_region			SGCD-MRPL22			A			G			0.63			0.03			0.60


			NC_010458.4			67834967			intergenic_region			SGCD-MRPL22			C			T			0.64			0.03			0.61


			NC_010458.4			67834971			intergenic_region			SGCD-MRPL22			C			A			0.64			0.03			0.61


			NC_010458.4			67835066			intergenic_region			SGCD-MRPL22			C			T			0.92			0.11			0.81


			NC_010458.4			67835342			intergenic_region			SGCD-MRPL22			A			C			0.74			0.03			0.71


			NC_010458.4			67835509			intergenic_region			SGCD-MRPL22			A			G			0.94			0.11			0.83


			NC_010458.4			67835626			intergenic_region			SGCD-MRPL22			A			G			0.93			0.11			0.82


			NC_010458.4			67835944			intergenic_region			SGCD-MRPL22			C			T			0.94			0.11			0.83


			NC_010458.4			67836058			intergenic_region			SGCD-MRPL22			T			C			0.72			0.03			0.69


			NC_010458.4			67836091			intergenic_region			SGCD-MRPL22			T			C			0.93			0.11			0.82


			NC_010458.4			67836199			intergenic_region			SGCD-MRPL22			G			C			0.93			0.11			0.82


			NC_010458.4			67836250			intergenic_region			SGCD-MRPL22			G			A			0.70			0.03			0.67


			NC_010458.4			67836285			intergenic_region			SGCD-MRPL22			C			T			0.72			0.03			0.69


			NC_010458.4			67836377			intergenic_region			SGCD-MRPL22			T			C			0.94			0.11			0.83


			NC_010458.4			67836378			intergenic_region			SGCD-MRPL22			C			A			0.94			0.11			0.83


			NC_010458.4			67836531			intergenic_region			SGCD-MRPL22			A			G			0.94			0.11			0.83


			NC_010458.4			67836573			intergenic_region			SGCD-MRPL22			A			T			0.94			0.11			0.83


			NC_010458.4			67836739			intergenic_region			SGCD-MRPL22			G			A			0.94			0.11			0.83


			NC_010458.4			67836748			intergenic_region			SGCD-MRPL22			G			A			0.94			0.11			0.83


			NC_010458.4			67836819			intergenic_region			SGCD-MRPL22			G			A			0.94			0.08			0.86


			NC_010458.4			67836926			intergenic_region			SGCD-MRPL22			G			C			0.94			0.11			0.83


			NC_010458.4			67837120			intergenic_region			SGCD-MRPL22			C			T			0.94			0.13			0.81


			NC_010458.4			67837188			intergenic_region			SGCD-MRPL22			C			T			0.94			0.13			0.81


			NC_010458.4			67837450			intergenic_region			SGCD-MRPL22			G			A			0.68			0.06			0.62


			NC_010458.4			67837835			intergenic_region			SGCD-MRPL22			C			T			0.96			0.09			0.87


			NC_010458.4			67838035			intergenic_region			SGCD-MRPL22			T			C			0.94			0.15			0.79


			NC_010458.4			67838483			intergenic_region			SGCD-MRPL22			G			A			0.76			0.03			0.73


			NC_010458.4			67838532			intergenic_region			SGCD-MRPL22			A			G			0.94			0.11			0.83


			NC_010458.4			67838595			intergenic_region			SGCD-MRPL22			G			C			0.94			0.11			0.83


			NC_010458.4			67838714			intergenic_region			SGCD-MRPL22			T			C			0.94			0.08			0.86


			NC_010458.4			67838734			intergenic_region			SGCD-MRPL22			T			C			0.95			0.08			0.87


			NC_010458.4			67838748			intergenic_region			SGCD-MRPL22			T			C			0.98			0.08			0.90


			NC_010458.4			67838787			intergenic_region			SGCD-MRPL22			G			A			0.74			0.05			0.69


			NC_010458.4			67838914			intergenic_region			SGCD-MRPL22			T			C			0.94			0.08			0.86


			NC_010458.4			67839050			intergenic_region			SGCD-MRPL22			C			T			0.93			0.11			0.82


			NC_010458.4			67839304			intergenic_region			SGCD-MRPL22			T			C			0.94			0.11			0.83


			NC_010458.4			67839386			intergenic_region			SGCD-MRPL22			G			A			0.93			0.11			0.82


			NC_010458.4			67839449			intergenic_region			SGCD-MRPL22			A			G			0.94			0.11			0.83


			NC_010458.4			67947673			intergenic_region			SGCD-MRPL22			C			T			0.52			0.00


			NC_010458.4			67839742			intergenic_region			SGCD-MRPL22			A			T			0.93			0.06			0.87


			NC_010458.4			67839773			intergenic_region			SGCD-MRPL22			T			C			0.93			0.09			0.84


			NC_010458.4			67839774			intergenic_region			SGCD-MRPL22			G			A			0.93			0.09			0.84


			NC_010458.4			67839782			intergenic_region			SGCD-MRPL22			A			C			0.93			0.08			0.85


			NC_010458.4			67963265			intergenic_region			SGCD-MRPL22			A			G			0.70			0.00


			NC_010458.4			67973455			intergenic_region			SGCD-MRPL22			A			G			0.80			0.00


			NC_010458.4			67973880			intergenic_region			SGCD-MRPL22			T			C			0.77			0.00


			NC_010458.4			67974094			intergenic_region			SGCD-MRPL22			A			G			0.56			0.00


			NC_010458.4			67841688			intergenic_region			SGCD-MRPL22			C			A			0.94			0.08			0.86


			NC_010458.4			67841742			intergenic_region			SGCD-MRPL22			C			T			0.94			0.08			0.86


			NC_010458.4			67842003			intergenic_region			SGCD-MRPL22			T			C			0.93			0.05			0.88


			NC_010458.4			67842030			intergenic_region			SGCD-MRPL22			T			C			0.88			0.08			0.80


			NC_010458.4			67842031			intergenic_region			SGCD-MRPL22			G			T			0.88			0.08			0.80


			NC_010458.4			67842056			intergenic_region			SGCD-MRPL22			T			C			0.95			0.08			0.87


			NC_010458.4			67842274			intergenic_region			SGCD-MRPL22			G			C			0.69			0.11			0.58


			NC_010458.4			67842286			intergenic_region			SGCD-MRPL22			T			C			0.70			0.11			0.59


			NC_010458.4			67842474			intergenic_region			SGCD-MRPL22			A			G			0.66			0.08			0.58


			NC_010458.4			67842496			intergenic_region			SGCD-MRPL22			C			T			0.66			0.08			0.58


			NC_010458.4			67842580			intergenic_region			SGCD-MRPL22			G			T			0.97			0.08			0.89


			NC_010458.4			67842581			intergenic_region			SGCD-MRPL22			A			G			0.71			0.08			0.63


			NC_010458.4			67842608			intergenic_region			SGCD-MRPL22			A			G			0.70			0.05			0.65


			NC_010458.4			67842676			intergenic_region			SGCD-MRPL22			T			C			0.64			0.05			0.59


			NC_010458.4			67842827			intergenic_region			SGCD-MRPL22			G			C			0.68			0.03			0.65


			NC_010458.4			67842866			intergenic_region			SGCD-MRPL22			C			A			0.65			0.03			0.62


			NC_010458.4			67842992			intergenic_region			SGCD-MRPL22			T			A			0.62			0.03			0.59


			NC_010458.4			67843012			intergenic_region			SGCD-MRPL22			T			A			0.64			0.03			0.61


			NC_010458.4			67843250			intergenic_region			SGCD-MRPL22			G			T			0.73			0.08			0.65


			NC_010458.4			67843363			intergenic_region			SGCD-MRPL22			T			C			0.69			0.08			0.61


			NC_010458.4			67843595			intergenic_region			SGCD-MRPL22			C			T			0.69			0.08			0.61


			NC_010458.4			67974548			intergenic_region			SGCD-MRPL22			T			G			0.80			0.00


			NC_010458.4			67843801			intergenic_region			SGCD-MRPL22			T			C			0.95			0.11			0.84


			NC_010458.4			67843804			intergenic_region			SGCD-MRPL22			A			G			0.95			0.11			0.84


			NC_010458.4			67843807			intergenic_region			SGCD-MRPL22			C			A			0.95			0.11			0.84


			NC_010458.4			67844010			intergenic_region			SGCD-MRPL22			T			C			0.78			0.11			0.67


			NC_010458.4			67844011			intergenic_region			SGCD-MRPL22			A			G			0.81			0.11			0.70


			NC_010458.4			67844025			intergenic_region			SGCD-MRPL22			G			A			0.59			0.03			0.56


			NC_010458.4			67844026			intergenic_region			SGCD-MRPL22			A			G			0.88			0.13			0.75


			NC_010458.4			67844167			intergenic_region			SGCD-MRPL22			T			C			0.89			0.13			0.76


			NC_010458.4			67844250			intergenic_region			SGCD-MRPL22			G			A			0.89			0.13			0.76


			NC_010458.4			67844737			intergenic_region			SGCD-MRPL22			T			A			0.74			0.03			0.71


			NC_010458.4			67845020			intergenic_region			SGCD-MRPL22			C			G			0.93			0.11			0.82


			NC_010458.4			67845420			intergenic_region			SGCD-MRPL22			C			G			0.60			0.05			0.55


			NC_010458.4			67845691			intergenic_region			SGCD-MRPL22			G			A			0.60			0.08			0.52


			NC_010458.4			67845706			intergenic_region			SGCD-MRPL22			G			A			0.59			0.08			0.51


			NC_010458.4			67845777			intergenic_region			SGCD-MRPL22			G			T			0.70			0.08			0.62


			NC_010458.4			67845807			intergenic_region			SGCD-MRPL22			T			C			0.70			0.08			0.62


			NC_010458.4			67845850			intergenic_region			SGCD-MRPL22			A			G			0.63			0.08			0.55


			NC_010458.4			67846671			intergenic_region			SGCD-MRPL22			G			C			0.90			0.08			0.82


			NC_010458.4			67846704			intergenic_region			SGCD-MRPL22			T			C			0.92			0.08			0.84


			NC_010458.4			67846718			intergenic_region			SGCD-MRPL22			G			A			0.92			0.08			0.84


			NC_010458.4			67846730			intergenic_region			SGCD-MRPL22			A			C			0.61			0.03			0.58


			NC_010458.4			67846810			intergenic_region			SGCD-MRPL22			T			C			0.91			0.11			0.80


			NC_010458.4			67846886			intergenic_region			SGCD-MRPL22			G			T			0.91			0.11			0.80


			NC_010458.4			67846978			intergenic_region			SGCD-MRPL22			A			G			0.95			0.18			0.77


			NC_010458.4			67846997			intergenic_region			SGCD-MRPL22			T			C			0.93			0.18			0.75


			NC_010458.4			67847186			intergenic_region			SGCD-MRPL22			C			A			0.06			0.81			0.75


			NC_010458.4			67847338			intergenic_region			SGCD-MRPL22			G			C			0.79			0.21			0.58


			NC_010458.4			67847865			intergenic_region			SGCD-MRPL22			T			C			0.95			0.19			0.76


			NC_010458.4			67847876			intergenic_region			SGCD-MRPL22			A			C			0.95			0.19			0.76


			NC_010458.4			67847909			intergenic_region			SGCD-MRPL22			T			C			0.95			0.21			0.74


			NC_010458.4			67848151			intergenic_region			SGCD-MRPL22			T			A			0.96			0.12			0.84


			NC_010458.4			67848312			intergenic_region			SGCD-MRPL22			A			C			0.97			0.13			0.84


			NC_010458.4			67848578			intergenic_region			SGCD-MRPL22			T			C			0.94			0.22			0.72


			NC_010458.4			67848592			intergenic_region			SGCD-MRPL22			T			C			0.95			0.22			0.73


			NC_010458.4			67848928			intergenic_region			SGCD-MRPL22			C			T			0.72			0.13			0.59


			NC_010458.4			67848930			intergenic_region			SGCD-MRPL22			G			A			0.72			0.13			0.59


			NC_010458.4			67848972			intergenic_region			SGCD-MRPL22			A			G			0.71			0.16			0.55


			NC_010458.4			67849091			intergenic_region			SGCD-MRPL22			C			T			0.74			0.13			0.61


			NC_010458.4			67849503			intergenic_region			SGCD-MRPL22			G			A			0.95			0.17			0.78


			NC_010458.4			67849537			intergenic_region			SGCD-MRPL22			G			A			0.70			0.14			0.56


			NC_010458.4			67849780			intergenic_region			SGCD-MRPL22			A			G			0.95			0.17			0.78


			NC_010458.4			67849799			intergenic_region			SGCD-MRPL22			T			C			0.68			0.11			0.57


			NC_010458.4			67849818			intergenic_region			SGCD-MRPL22			T			C			0.95			0.13			0.82


			NC_010458.4			67850405			intergenic_region			SGCD-MRPL22			G			T			0.95			0.24			0.71


			NC_010458.4			67850492			intergenic_region			SGCD-MRPL22			T			C			0.72			0.17			0.55


			NC_010458.4			67850536			intergenic_region			SGCD-MRPL22			C			T			0.74			0.16			0.58


			NC_010458.4			67850635			intergenic_region			SGCD-MRPL22			A			G			0.97			0.18			0.79


			NC_010458.4			67850955			intergenic_region			SGCD-MRPL22			A			G			0.95			0.26			0.69


			NC_010458.4			67850965			intergenic_region			SGCD-MRPL22			C			T			0.74			0.24			0.50


			NC_010458.4			67851141			intergenic_region			SGCD-MRPL22			C			T			0.75			0.18			0.57


			NC_010458.4			67851327			intergenic_region			SGCD-MRPL22			A			G			0.77			0.18			0.59


			NC_010458.4			67851529			intergenic_region			SGCD-MRPL22			A			G			0.70			0.19			0.51


			NC_010458.4			67851562			intergenic_region			SGCD-MRPL22			T			C			0.70			0.17			0.53


			NC_010458.4			67851952			intergenic_region			SGCD-MRPL22			C			A			0.55			0.04			0.51


			NC_010458.4			67852567			intergenic_region			SGCD-MRPL22			G			A			0.96			0.09			0.87


			NC_010458.4			67852704			intergenic_region			SGCD-MRPL22			G			C			0.95			0.17			0.78


			NC_010458.4			67853008			intergenic_region			SGCD-MRPL22			G			A			0.53			0.03			0.50


			NC_010458.4			67853081			intergenic_region			SGCD-MRPL22			T			C			0.97			0.17			0.80


			NC_010458.4			67853176			intergenic_region			SGCD-MRPL22			T			C			0.75			0.21			0.54


			NC_010458.4			67853318			intergenic_region			SGCD-MRPL22			A			G			0.73			0.08			0.65


			NC_010458.4			67853334			intergenic_region			SGCD-MRPL22			T			C			0.96			0.14			0.82


			NC_010458.4			67853511			intergenic_region			SGCD-MRPL22			C			T			0.70			0.11			0.59


			NC_010458.4			67853686			intergenic_region			SGCD-MRPL22			C			T			0.94			0.18			0.76


			NC_010458.4			67853844			intergenic_region			SGCD-MRPL22			T			A			0.95			0.21			0.74


			NC_010458.4			67854355			intergenic_region			SGCD-MRPL22			G			C			0.71			0.13			0.58


			NC_010458.4			67854660			intergenic_region			SGCD-MRPL22			T			C			0.97			0.16			0.81


			NC_010458.4			67854740			intergenic_region			SGCD-MRPL22			G			A			0.59			0.05			0.54


			NC_010458.4			67854747			intergenic_region			SGCD-MRPL22			A			T			0.98			0.28			0.70


			NC_010458.4			67854913			intergenic_region			SGCD-MRPL22			C			T			0.74			0.21			0.53


			NC_010458.4			67854916			intergenic_region			SGCD-MRPL22			C			A			0.97			0.24			0.73


			NC_010458.4			67854951			intergenic_region			SGCD-MRPL22			C			A			0.96			0.21			0.75


			NC_010458.4			67855005			intergenic_region			SGCD-MRPL22			A			G			0.71			0.18			0.53


			NC_010458.4			67855187			intergenic_region			SGCD-MRPL22			C			T			0.97			0.21			0.76


			NC_010458.4			67855650			intergenic_region			SGCD-MRPL22			A			G			0.95			0.21			0.74


			NC_010458.4			67856063			intergenic_region			SGCD-MRPL22			A			C			0.74			0.18			0.56


			NC_010458.4			67856278			intergenic_region			SGCD-MRPL22			T			G			0.73			0.17			0.56


			NC_010458.4			67856326			intergenic_region			SGCD-MRPL22			G			A			0.94			0.21			0.73


			NC_010458.4			67856467			intergenic_region			SGCD-MRPL22			T			C			0.97			0.10			0.87


			NC_010458.4			67856553			intergenic_region			SGCD-MRPL22			G			T			0.94			0.21			0.73


			NC_010458.4			67856589			intergenic_region			SGCD-MRPL22			A			G			0.96			0.21			0.75


			NC_010458.4			67856644			intergenic_region			SGCD-MRPL22			C			T			0.97			0.19			0.78


			NC_010458.4			68015328			intergenic_region			SGCD-MRPL22			A			G			0.69			0.00


			NC_010458.4			67856834			intergenic_region			SGCD-MRPL22			A			G			0.70			0.20			0.50


			NC_010458.4			67857602			intergenic_region			SGCD-MRPL22			C			T			0.92			0.16			0.76


			NC_010458.4			67858006			intergenic_region			SGCD-MRPL22			T			G			0.95			0.17			0.78


			NC_010458.4			67860628			intergenic_region			SGCD-MRPL22			T			A			0.95			0.08			0.87


			NC_010458.4			67861735			intergenic_region			SGCD-MRPL22			T			G			0.70			0.13			0.57


			NC_010458.4			67861841			intergenic_region			SGCD-MRPL22			G			T			0.68			0.14			0.54


			NC_010458.4			67861849			intergenic_region			SGCD-MRPL22			G			A			0.95			0.14			0.81


			NC_010458.4			67861884			intergenic_region			SGCD-MRPL22			T			C			0.68			0.11			0.57


			NC_010458.4			67861888			intergenic_region			SGCD-MRPL22			C			T			0.68			0.11			0.57


			NC_010458.4			67861952			intergenic_region			SGCD-MRPL22			A			G			0.63			0.11			0.52


			NC_010458.4			67862066			intergenic_region			SGCD-MRPL22			T			C			0.94			0.33			0.61


			NC_010458.4			67862159			intergenic_region			SGCD-MRPL22			A			G			0.69			0.13			0.56


			NC_010458.4			67862325			intergenic_region			SGCD-MRPL22			C			T			0.67			0.08			0.59


			NC_010458.4			67863796			intergenic_region			SGCD-MRPL22			G			A			0.97			0.16			0.81


			NC_010458.4			67864162			intergenic_region			SGCD-MRPL22			C			T			0.13			0.79			0.66


			NC_010458.4			67864562			intergenic_region			SGCD-MRPL22			T			C			0.16			0.79			0.63


			NC_010458.4			67864714			intergenic_region			SGCD-MRPL22			A			G			0.73			0.21			0.52


			NC_010458.4			67865365			intergenic_region			SGCD-MRPL22			C			G			0.27			0.79			0.52


			NC_010458.4			67865551			intergenic_region			SGCD-MRPL22			A			G			0.72			0.21			0.51


			NC_010458.4			67865869			intergenic_region			SGCD-MRPL22			C			T			0.36			0.87			0.51


			NC_010458.4			67865878			intergenic_region			SGCD-MRPL22			G			A			0.36			0.87			0.51


			NC_010458.4			67865933			intergenic_region			SGCD-MRPL22			G			A			0.35			0.87			0.52


			NC_010458.4			67867547			intergenic_region			SGCD-MRPL22			A			G			0.33			0.88			0.56


			NC_010458.4			67868180			intergenic_region			SGCD-MRPL22			A			T			0.26			0.79			0.53


			NC_010458.4			67869562			intergenic_region			SGCD-MRPL22			T			C			0.95			0.39			0.56


			NC_010458.4			67869707			intergenic_region			SGCD-MRPL22			G			A			0.06			0.75			0.69


			NC_010458.4			67870389			intergenic_region			SGCD-MRPL22			G			A			0.02			0.58			0.56


			NC_010458.4			67870662			intergenic_region			SGCD-MRPL22			T			C			0.96			0.18			0.78


			NC_010458.4			67871124			intergenic_region			SGCD-MRPL22			G			A			0.04			0.75			0.71


			NC_010458.4			67871212			intergenic_region			SGCD-MRPL22			A			G			0.67			0.16			0.51


			NC_010458.4			67871367			intergenic_region			SGCD-MRPL22			T			C			0.03			0.81			0.77


			NC_010458.4			67871965			intergenic_region			SGCD-MRPL22			T			C			0.95			0.18			0.77


			NC_010458.4			67872600			intergenic_region			SGCD-MRPL22			A			C			0.95			0.33			0.62


			NC_010458.4			67872755			intergenic_region			SGCD-MRPL22			T			G			0.95			0.18			0.77


			NC_010458.4			67872825			intergenic_region			SGCD-MRPL22			C			A			0.95			0.21			0.74


			NC_010458.4			67872856			intergenic_region			SGCD-MRPL22			C			A			0.81			0.11			0.70


			NC_010458.4			67872866			intergenic_region			SGCD-MRPL22			A			G			0.05			0.79			0.74


			NC_010458.4			67872917			intergenic_region			SGCD-MRPL22			T			C			0.95			0.21			0.74


			NC_010458.4			67872952			intergenic_region			SGCD-MRPL22			T			G			0.98			0.21			0.77


			NC_010458.4			67873024			intergenic_region			SGCD-MRPL22			C			T			0.39			0.89			0.51


			NC_010458.4			67873126			intergenic_region			SGCD-MRPL22			T			A			0.97			0.24			0.73


			NC_010458.4			67873129			intergenic_region			SGCD-MRPL22			G			A			0.97			0.24			0.73


			NC_010458.4			67873205			intergenic_region			SGCD-MRPL22			T			C			0.13			0.87			0.74


			NC_010458.4			67873572			intergenic_region			SGCD-MRPL22			T			C			0.98			0.23			0.75


			NC_010458.4			67873621			intergenic_region			SGCD-MRPL22			A			G			0.97			0.13			0.84


			NC_010458.4			67873691			intergenic_region			SGCD-MRPL22			G			T			0.84			0.08			0.76


			NC_010458.4			67874213			intergenic_region			SGCD-MRPL22			C			T			0.02			0.74			0.71


			NC_010458.4			67874282			intergenic_region			SGCD-MRPL22			A			G			0.95			0.19			0.76


			NC_010458.4			67874719			intergenic_region			SGCD-MRPL22			T			C			0.95			0.17			0.78


			NC_010458.4			67874762			intergenic_region			SGCD-MRPL22			G			A			0.14			0.80			0.66


			NC_010458.4			67879690			intergenic_region			SGCD-MRPL22			T			C			0.86			0.11			0.75


			NC_010458.4			67879721			intergenic_region			SGCD-MRPL22			A			C			0.86			0.22			0.64


			NC_010458.4			67880350			intergenic_region			SGCD-MRPL22			A			G			0.95			0.34			0.61


			NC_010458.4			67880409			intergenic_region			SGCD-MRPL22			G			T			0.64			0.13			0.51


			NC_010458.4			68016283			intergenic_region			SGCD-MRPL22			T			C			0.65			0.00


			NC_010458.4			67881178			intergenic_region			SGCD-MRPL22			T			G			0.82			0.21			0.61


			NC_010458.4			67881206			intergenic_region			SGCD-MRPL22			T			C			0.82			0.21			0.61


			NC_010458.4			67881380			intergenic_region			SGCD-MRPL22			T			C			0.58			0.08			0.50


			NC_010458.4			67882458			intergenic_region			SGCD-MRPL22			A			G			0.97			0.21			0.76


			NC_010458.4			67883420			intergenic_region			SGCD-MRPL22			G			C			0.97			0.14			0.83


			NC_010458.4			67883560			intergenic_region			SGCD-MRPL22			T			G			0.85			0.16			0.69


			NC_010458.4			67889519			intergenic_region			SGCD-MRPL22			A			G			0.91			0.11			0.80


			NC_010458.4			67892409			intergenic_region			SGCD-MRPL22			A			G			0.94			0.17			0.77


			NC_010458.4			67892833			intergenic_region			SGCD-MRPL22			A			G			0.58			0.08			0.50


			NC_010458.4			67893865			intergenic_region			SGCD-MRPL22			T			A			0.77			0.11			0.66


			NC_010458.4			67895198			intergenic_region			SGCD-MRPL22			T			C			0.91			0.11			0.80


			NC_010458.4			67897083			intergenic_region			SGCD-MRPL22			G			A			0.20			0.72			0.52


			NC_010458.4			67898027			intergenic_region			SGCD-MRPL22			A			T			0.02			0.53			0.50


			NC_010458.4			67898292			intergenic_region			SGCD-MRPL22			T			C			0.01			0.56			0.54


			NC_010458.4			67898301			intergenic_region			SGCD-MRPL22			A			C			0.01			0.56			0.54


			NC_010458.4			67898326			intergenic_region			SGCD-MRPL22			G			A			0.01			0.59			0.58


			NC_010458.4			67898327			intergenic_region			SGCD-MRPL22			C			T			0.01			0.59			0.58


			NC_010458.4			67898346			intergenic_region			SGCD-MRPL22			T			C			0.01			0.56			0.55


			NC_010458.4			67898402			intergenic_region			SGCD-MRPL22			A			G			0.98			0.44			0.54


			NC_010458.4			67900572			intergenic_region			SGCD-MRPL22			A			G			0.96			0.26			0.70


			NC_010458.4			67900805			intergenic_region			SGCD-MRPL22			A			G			0.96			0.42			0.54


			NC_010458.4			67901061			intergenic_region			SGCD-MRPL22			A			G			0.88			0.08			0.80


			NC_010458.4			67901631			intergenic_region			SGCD-MRPL22			A			G			0.74			0.16			0.58


			NC_010458.4			67901871			intergenic_region			SGCD-MRPL22			A			G			0.66			0.16			0.50


			NC_010458.4			67901925			intergenic_region			SGCD-MRPL22			T			G			0.77			0.11			0.66


			NC_010458.4			67901957			intergenic_region			SGCD-MRPL22			C			T			0.95			0.24			0.71


			NC_010458.4			68016303			intergenic_region			SGCD-MRPL22			A			G			0.61			0.00


			NC_010458.4			67902179			intergenic_region			SGCD-MRPL22			G			A			0.67			0.16			0.51


			NC_010458.4			68016321			intergenic_region			SGCD-MRPL22			A			G			0.61			0.00


			NC_010458.4			68016323			intergenic_region			SGCD-MRPL22			A			G			0.61			0.00


			NC_010458.4			67902370			intergenic_region			SGCD-MRPL22			C			A			0.76			0.16			0.60


			NC_010458.4			67902983			intergenic_region			SGCD-MRPL22			T			C			0.77			0.16			0.61


			NC_010458.4			68016544			intergenic_region			SGCD-MRPL22			A			G			0.67			0.00


			NC_010458.4			68016613			intergenic_region			SGCD-MRPL22			A			G			0.67			0.00


			NC_010458.4			68017918			intergenic_region			SGCD-MRPL22			T			C			0.55			0.00


			NC_010458.4			67904469			intergenic_region			SGCD-MRPL22			T			C			0.73			0.16			0.57


			NC_010458.4			67904581			intergenic_region			SGCD-MRPL22			A			G			0.86			0.18			0.68


			NC_010458.4			68018537			intergenic_region			SGCD-MRPL22			C			T			0.66			0.00


			NC_010458.4			68019449			intergenic_region			SGCD-MRPL22			C			T			0.57			0.00


			NC_010458.4			68019808			intergenic_region			SGCD-MRPL22			G			A			0.52			0.00


			NC_010458.4			67906395			intergenic_region			SGCD-MRPL22			C			A			0.79			0.18			0.61


			NC_010458.4			67906529			intergenic_region			SGCD-MRPL22			A			C			0.76			0.14			0.62


			NC_010458.4			68019943			intergenic_region			SGCD-MRPL22			C			T			0.57			0.00


			NC_010458.4			67907367			intergenic_region			SGCD-MRPL22			T			C			0.98			0.45			0.53


			NC_010458.4			68025541			intergenic_region			SGCD-MRPL22			C			T			0.55			0.00


			NC_010458.4			67907764			intergenic_region			SGCD-MRPL22			C			A			0.75			0.13			0.62


			NC_010458.4			67907826			intergenic_region			SGCD-MRPL22			C			T			0.77			0.13			0.64


			NC_010458.4			67907880			intergenic_region			SGCD-MRPL22			G			A			0.73			0.16			0.57


			NC_010458.4			67908484			intergenic_region			SGCD-MRPL22			A			C			0.77			0.11			0.66


			NC_010458.4			67908490			intergenic_region			SGCD-MRPL22			G			T			0.77			0.11			0.66


			NC_010458.4			67908622			intergenic_region			SGCD-MRPL22			T			C			0.77			0.16			0.61


			NC_010458.4			67908716			intergenic_region			SGCD-MRPL22			T			C			0.77			0.13			0.64


			NC_010458.4			67908717			intergenic_region			SGCD-MRPL22			G			A			0.77			0.13			0.64


			NC_010458.4			68028198			intergenic_region			SGCD-MRPL22			A			G			0.55			0.00


			NC_010458.4			68028922			intergenic_region			SGCD-MRPL22			C			A			0.56			0.00


			NC_010458.4			68028934			intergenic_region			SGCD-MRPL22			T			C			0.54			0.00


			NC_010458.4			68028964			intergenic_region			SGCD-MRPL22			C			T			0.55			0.00


			NC_010458.4			68028984			intergenic_region			SGCD-MRPL22			T			C			0.54			0.00


			NC_010458.4			67911459			intergenic_region			SGCD-MRPL22			A			G			0.99			0.37			0.62


			NC_010458.4			67918005			intergenic_region			SGCD-MRPL22			G			A			0.98			0.26			0.72


			NC_010458.4			67918033			intergenic_region			SGCD-MRPL22			A			C			0.98			0.28			0.70


			NC_010458.4			67918508			intergenic_region			SGCD-MRPL22			C			A			0.79			0.08			0.71


			NC_010458.4			67918802			intergenic_region			SGCD-MRPL22			C			T			0.61			0.03			0.58


			NC_010458.4			67918934			intergenic_region			SGCD-MRPL22			C			T			0.93			0.38			0.55


			NC_010458.4			67926254			intergenic_region			SGCD-MRPL22			G			A			0.02			0.61			0.58


			NC_010458.4			67928183			intergenic_region			SGCD-MRPL22			C			T			0.03			0.63			0.60


			NC_010458.4			67928905			intergenic_region			SGCD-MRPL22			C			T			0.70			0.08			0.62


			NC_010458.4			67929670			intergenic_region			SGCD-MRPL22			C			T			0.73			0.08			0.65


			NC_010458.4			67929969			intergenic_region			SGCD-MRPL22			G			A			0.72			0.11			0.61


			NC_010458.4			67929978			intergenic_region			SGCD-MRPL22			G			A			0.68			0.11			0.57


			NC_010458.4			67933646			intergenic_region			SGCD-MRPL22			G			C			0.78			0.11			0.67


			NC_010458.4			67933647			intergenic_region			SGCD-MRPL22			G			T			0.78			0.11			0.67


			NC_010458.4			67933648			intergenic_region			SGCD-MRPL22			T			C			0.78			0.11			0.67


			NC_010458.4			67934422			intergenic_region			SGCD-MRPL22			T			C			0.95			0.13			0.82


			NC_010458.4			67934985			intergenic_region			SGCD-MRPL22			C			G			0.94			0.08			0.86


			NC_010458.4			67934998			intergenic_region			SGCD-MRPL22			G			A			0.96			0.08			0.88


			NC_010458.4			67935000			intergenic_region			SGCD-MRPL22			A			G			0.96			0.08			0.88


			NC_010458.4			67935328			intergenic_region			SGCD-MRPL22			C			G			0.77			0.03			0.74


			NC_010458.4			67935624			intergenic_region			SGCD-MRPL22			T			C			0.78			0.11			0.67


			NC_010458.4			67935683			intergenic_region			SGCD-MRPL22			C			T			0.77			0.08			0.69


			NC_010458.4			67935703			intergenic_region			SGCD-MRPL22			G			A			0.60			0.03			0.57


			NC_010458.4			67935757			intergenic_region			SGCD-MRPL22			G			A			0.76			0.08			0.68


			NC_010458.4			67935789			intergenic_region			SGCD-MRPL22			G			C			0.55			0.03			0.52


			NC_010458.4			67935982			intergenic_region			SGCD-MRPL22			C			A			0.56			0.03			0.53


			NC_010458.4			67936060			intergenic_region			SGCD-MRPL22			T			C			0.93			0.03			0.90


			NC_010458.4			67936148			intergenic_region			SGCD-MRPL22			C			T			0.71			0.03			0.68


			NC_010458.4			68028987			intergenic_region			SGCD-MRPL22			G			T			0.51			0.00


			NC_010458.4			67936606			intergenic_region			SGCD-MRPL22			A			C			0.70			0.09			0.61


			NC_010458.4			67937142			intergenic_region			SGCD-MRPL22			G			A			0.97			0.11			0.86


			NC_010458.4			68028989			intergenic_region			SGCD-MRPL22			T			C			0.54			0.00


			NC_010458.4			67938453			intergenic_region			SGCD-MRPL22			A			G			0.97			0.11			0.86


			NC_010458.4			67938532			intergenic_region			SGCD-MRPL22			A			G			0.73			0.11			0.62


			NC_010458.4			67938661			intergenic_region			SGCD-MRPL22			A			G			0.78			0.03			0.75


			NC_010458.4			67938738			intergenic_region			SGCD-MRPL22			C			G			0.64			0.03			0.61


			NC_010458.4			67939004			intergenic_region			SGCD-MRPL22			C			G			0.65			0.08			0.57


			NC_010458.4			67939208			intergenic_region			SGCD-MRPL22			C			T			0.91			0.03			0.88


			NC_010458.4			67939292			intergenic_region			SGCD-MRPL22			A			G			0.86			0.03			0.83


			NC_010458.4			67939342			intergenic_region			SGCD-MRPL22			T			C			0.90			0.08			0.82


			NC_010458.4			67939347			intergenic_region			SGCD-MRPL22			T			G			0.94			0.08			0.86


			NC_010458.4			67939513			intergenic_region			SGCD-MRPL22			A			G			0.92			0.05			0.87


			NC_010458.4			67939575			intergenic_region			SGCD-MRPL22			T			G			0.93			0.03			0.90


			NC_010458.4			67939709			intergenic_region			SGCD-MRPL22			A			G			0.68			0.11			0.57


			NC_010458.4			67939738			intergenic_region			SGCD-MRPL22			T			C			0.95			0.13			0.82


			NC_010458.4			67939811			intergenic_region			SGCD-MRPL22			C			T			0.70			0.05			0.65


			NC_010458.4			67939918			intergenic_region			SGCD-MRPL22			G			C			0.77			0.03			0.74


			NC_010458.4			67939922			intergenic_region			SGCD-MRPL22			G			C			0.89			0.05			0.84


			NC_010458.4			67940158			intergenic_region			SGCD-MRPL22			A			C			0.73			0.11			0.62


			NC_010458.4			67940182			intergenic_region			SGCD-MRPL22			C			A			0.69			0.11			0.58


			NC_010458.4			67941294			intergenic_region			SGCD-MRPL22			G			A			0.69			0.05			0.64


			NC_010458.4			68028990			intergenic_region			SGCD-MRPL22			A			C			0.54			0.00


			NC_010458.4			67942418			intergenic_region			SGCD-MRPL22			G			T			0.85			0.13			0.72


			NC_010458.4			67942468			intergenic_region			SGCD-MRPL22			G			C			0.94			0.11			0.83


			NC_010458.4			67942566			intergenic_region			SGCD-MRPL22			C			A			0.73			0.11			0.62


			NC_010458.4			67942600			intergenic_region			SGCD-MRPL22			C			T			0.89			0.11			0.78


			NC_010458.4			67942613			intergenic_region			SGCD-MRPL22			C			A			0.89			0.11			0.78


			NC_010458.4			67942643			intergenic_region			SGCD-MRPL22			C			G			0.87			0.11			0.76


			NC_010458.4			67942909			intergenic_region			SGCD-MRPL22			T			C			0.98			0.11			0.87


			NC_010458.4			67943071			intergenic_region			SGCD-MRPL22			T			A			0.98			0.08			0.90


			NC_010458.4			67943096			intergenic_region			SGCD-MRPL22			C			A			0.70			0.05			0.65


			NC_010458.4			67943262			intergenic_region			SGCD-MRPL22			T			C			0.94			0.11			0.83


			NC_010458.4			67943277			intergenic_region			SGCD-MRPL22			G			A			0.78			0.08			0.70


			NC_010458.4			67944843			intergenic_region			SGCD-MRPL22			C			T			0.95			0.05			0.90


			NC_010458.4			67945036			intergenic_region			SGCD-MRPL22			C			A			0.64			0.08			0.56


			NC_010458.4			67945251			intergenic_region			SGCD-MRPL22			C			T			0.65			0.08			0.57


			NC_010458.4			67945553			intergenic_region			SGCD-MRPL22			C			T			0.86			0.11			0.75


			NC_010458.4			67945557			intergenic_region			SGCD-MRPL22			G			A			0.97			0.11			0.86


			NC_010458.4			67945754			intergenic_region			SGCD-MRPL22			T			A			0.78			0.11			0.67


			NC_010458.4			67945804			intergenic_region			SGCD-MRPL22			C			A			0.80			0.11			0.69


			NC_010458.4			67945914			intergenic_region			SGCD-MRPL22			T			C			0.96			0.11			0.85


			NC_010458.4			67947573			intergenic_region			SGCD-MRPL22			G			A			0.65			0.11			0.54


			NC_010458.4			68030017			intergenic_region			SGCD-MRPL22			A			G			0.52			0.00


			NC_010458.4			67948531			intergenic_region			SGCD-MRPL22			T			C			0.70			0.11			0.59


			NC_010458.4			67949848			intergenic_region			SGCD-MRPL22			A			G			0.67			0.08			0.59


			NC_010458.4			67949880			intergenic_region			SGCD-MRPL22			T			C			0.71			0.13			0.58


			NC_010458.4			67949912			intergenic_region			SGCD-MRPL22			C			T			0.71			0.11			0.60


			NC_010458.4			67949952			intergenic_region			SGCD-MRPL22			A			T			0.67			0.11			0.56


			NC_010458.4			67949962			intergenic_region			SGCD-MRPL22			T			A			0.65			0.11			0.54


			NC_010458.4			67949966			intergenic_region			SGCD-MRPL22			T			C			0.67			0.11			0.56


			NC_010458.4			67950135			intergenic_region			SGCD-MRPL22			A			G			0.72			0.11			0.61


			NC_010458.4			67951044			intergenic_region			SGCD-MRPL22			A			T			0.70			0.11			0.59


			NC_010458.4			67951663			intergenic_region			SGCD-MRPL22			T			G			0.74			0.08			0.66


			NC_010458.4			67952326			intergenic_region			SGCD-MRPL22			T			C			0.72			0.08			0.64


			NC_010458.4			67952333			intergenic_region			SGCD-MRPL22			G			A			0.72			0.08			0.64


			NC_010458.4			67952618			intergenic_region			SGCD-MRPL22			A			G			0.98			0.29			0.69


			NC_010458.4			67952917			intergenic_region			SGCD-MRPL22			T			C			0.73			0.11			0.62


			NC_010458.4			67953355			intergenic_region			SGCD-MRPL22			G			A			0.71			0.11			0.60


			NC_010458.4			67953481			intergenic_region			SGCD-MRPL22			G			A			0.72			0.11			0.61


			NC_010458.4			67954080			intergenic_region			SGCD-MRPL22			T			C			0.73			0.11			0.62


			NC_010458.4			67954084			intergenic_region			SGCD-MRPL22			A			C			0.72			0.11			0.61


			NC_010458.4			67954297			intergenic_region			SGCD-MRPL22			C			T			0.63			0.11			0.52


			NC_010458.4			67954523			intergenic_region			SGCD-MRPL22			C			T			0.75			0.08			0.67


			NC_010458.4			67954584			intergenic_region			SGCD-MRPL22			A			G			0.75			0.11			0.64


			NC_010458.4			67954787			intergenic_region			SGCD-MRPL22			T			C			0.78			0.08			0.70


			NC_010458.4			67954838			intergenic_region			SGCD-MRPL22			T			C			0.77			0.13			0.64


			NC_010458.4			67954939			intergenic_region			SGCD-MRPL22			G			T			0.81			0.11			0.70


			NC_010458.4			67955078			intergenic_region			SGCD-MRPL22			A			C			0.67			0.11			0.56


			NC_010458.4			67955270			intergenic_region			SGCD-MRPL22			G			T			0.67			0.11			0.56


			NC_010458.4			67955332			intergenic_region			SGCD-MRPL22			G			T			0.69			0.11			0.58


			NC_010458.4			67955813			intergenic_region			SGCD-MRPL22			A			C			0.57			0.03			0.54


			NC_010458.4			67955821			intergenic_region			SGCD-MRPL22			A			G			0.90			0.11			0.79


			NC_010458.4			67956123			intergenic_region			SGCD-MRPL22			G			A			0.69			0.08			0.61


			NC_010458.4			67956228			intergenic_region			SGCD-MRPL22			A			G			0.63			0.05			0.58


			NC_010458.4			67956235			intergenic_region			SGCD-MRPL22			T			C			0.63			0.05			0.58


			NC_010458.4			67956765			intergenic_region			SGCD-MRPL22			A			G			0.55			0.05			0.50


			NC_010458.4			67957083			intergenic_region			SGCD-MRPL22			A			T			0.57			0.05			0.52


			NC_010458.4			67957107			intergenic_region			SGCD-MRPL22			A			G			0.59			0.08			0.51


			NC_010458.4			67957120			intergenic_region			SGCD-MRPL22			T			C			0.67			0.08			0.59


			NC_010458.4			67957215			intergenic_region			SGCD-MRPL22			A			C			0.65			0.11			0.54


			NC_010458.4			67957320			intergenic_region			SGCD-MRPL22			C			T			0.60			0.05			0.55


			NC_010458.4			67957326			intergenic_region			SGCD-MRPL22			C			T			0.60			0.05			0.55


			NC_010458.4			67957328			intergenic_region			SGCD-MRPL22			A			G			0.67			0.05			0.62


			NC_010458.4			67957456			intergenic_region			SGCD-MRPL22			G			A			0.59			0.08			0.51


			NC_010458.4			67957462			intergenic_region			SGCD-MRPL22			G			A			0.67			0.08			0.59


			NC_010458.4			67957494			intergenic_region			SGCD-MRPL22			C			T			0.68			0.11			0.57


			NC_010458.4			67957536			intergenic_region			SGCD-MRPL22			G			A			0.69			0.08			0.61


			NC_010458.4			67957540			intergenic_region			SGCD-MRPL22			G			A			0.69			0.08			0.61


			NC_010458.4			67957566			intergenic_region			SGCD-MRPL22			T			A			0.66			0.11			0.55


			NC_010458.4			67957651			intergenic_region			SGCD-MRPL22			C			T			0.70			0.11			0.59


			NC_010458.4			67957812			intergenic_region			SGCD-MRPL22			A			G			0.68			0.08			0.60


			NC_010458.4			67958555			intergenic_region			SGCD-MRPL22			A			C			0.89			0.11			0.78


			NC_010458.4			67958677			intergenic_region			SGCD-MRPL22			C			T			0.69			0.11			0.58


			NC_010458.4			67958725			intergenic_region			SGCD-MRPL22			C			T			0.70			0.11			0.59


			NC_010458.4			67958809			intergenic_region			SGCD-MRPL22			G			A			0.89			0.11			0.78


			NC_010458.4			67959144			intergenic_region			SGCD-MRPL22			G			A			0.94			0.11			0.83


			NC_010458.4			67959483			intergenic_region			SGCD-MRPL22			C			T			0.81			0.08			0.73


			NC_010458.4			67960179			intergenic_region			SGCD-MRPL22			T			A			0.74			0.08			0.66


			NC_010458.4			67961726			intergenic_region			SGCD-MRPL22			T			C			0.72			0.08			0.64


			NC_010458.4			67961744			intergenic_region			SGCD-MRPL22			A			G			0.74			0.08			0.66


			NC_010458.4			67961928			intergenic_region			SGCD-MRPL22			C			T			0.74			0.05			0.69


			NC_010458.4			67961977			intergenic_region			SGCD-MRPL22			A			G			0.75			0.05			0.70


			NC_010458.4			67962274			intergenic_region			SGCD-MRPL22			C			T			0.72			0.08			0.64


			NC_010458.4			67962300			intergenic_region			SGCD-MRPL22			C			T			0.69			0.08			0.61


			NC_010458.4			67962328			intergenic_region			SGCD-MRPL22			A			G			0.72			0.03			0.69


			NC_010458.4			67962351			intergenic_region			SGCD-MRPL22			G			C			0.72			0.03			0.69


			NC_010458.4			67962365			intergenic_region			SGCD-MRPL22			A			G			0.73			0.03			0.70


			NC_010458.4			67962491			intergenic_region			SGCD-MRPL22			C			T			0.61			0.08			0.53


			NC_010458.4			67962492			intergenic_region			SGCD-MRPL22			A			G			0.73			0.08			0.65


			NC_010458.4			67962681			intergenic_region			SGCD-MRPL22			C			T			0.68			0.04			0.64


			NC_010458.4			67962939			intergenic_region			SGCD-MRPL22			C			A			0.75			0.03			0.72


			NC_010458.4			67962941			intergenic_region			SGCD-MRPL22			G			A			0.75			0.03			0.72


			NC_010458.4			68030061			intergenic_region			SGCD-MRPL22			T			C			0.57			0.00


			NC_010458.4			67964002			intergenic_region			SGCD-MRPL22			A			T			0.73			0.03			0.70


			NC_010458.4			67964085			intergenic_region			SGCD-MRPL22			A			G			0.62			0.08			0.54


			NC_010458.4			67964145			intergenic_region			SGCD-MRPL22			A			G			0.63			0.11			0.52


			NC_010458.4			67964252			intergenic_region			SGCD-MRPL22			A			G			0.76			0.03			0.73


			NC_010458.4			67964497			intergenic_region			SGCD-MRPL22			T			C			0.64			0.03			0.61


			NC_010458.4			67964538			intergenic_region			SGCD-MRPL22			C			T			0.58			0.03			0.55


			NC_010458.4			67964595			intergenic_region			SGCD-MRPL22			C			T			0.70			0.08			0.62


			NC_010458.4			67964828			intergenic_region			SGCD-MRPL22			T			G			0.76			0.08			0.68


			NC_010458.4			67964853			intergenic_region			SGCD-MRPL22			A			T			0.72			0.08			0.64


			NC_010458.4			67964921			intergenic_region			SGCD-MRPL22			G			A			0.73			0.09			0.64


			NC_010458.4			67965039			intergenic_region			SGCD-MRPL22			A			G			0.75			0.06			0.69


			NC_010458.4			67965133			intergenic_region			SGCD-MRPL22			A			C			0.73			0.05			0.68


			NC_010458.4			67965158			intergenic_region			SGCD-MRPL22			T			C			0.73			0.05			0.68


			NC_010458.4			67965261			intergenic_region			SGCD-MRPL22			A			G			0.73			0.08			0.65


			NC_010458.4			67965322			intergenic_region			SGCD-MRPL22			T			C			0.73			0.09			0.64


			NC_010458.4			67965466			intergenic_region			SGCD-MRPL22			C			A			0.74			0.03			0.71


			NC_010458.4			67965497			intergenic_region			SGCD-MRPL22			G			A			0.76			0.05			0.71


			NC_010458.4			67965535			intergenic_region			SGCD-MRPL22			G			A			0.73			0.05			0.68


			NC_010458.4			67965707			intergenic_region			SGCD-MRPL22			T			C			0.71			0.06			0.65


			NC_010458.4			67966106			intergenic_region			SGCD-MRPL22			T			C			0.70			0.03			0.67


			NC_010458.4			67967391			intergenic_region			SGCD-MRPL22			A			G			0.68			0.03			0.65


			NC_010458.4			67967415			intergenic_region			SGCD-MRPL22			C			T			0.67			0.04			0.63


			NC_010458.4			67967686			intergenic_region			SGCD-MRPL22			T			A			0.53			0.03			0.50


			NC_010458.4			67967695			intergenic_region			SGCD-MRPL22			T			C			0.53			0.03			0.50


			NC_010458.4			67967696			intergenic_region			SGCD-MRPL22			A			G			0.54			0.03			0.51


			NC_010458.4			67967725			intergenic_region			SGCD-MRPL22			G			T			0.66			0.03			0.63


			NC_010458.4			67968095			intergenic_region			SGCD-MRPL22			T			A			0.62			0.03			0.59


			NC_010458.4			67968102			intergenic_region			SGCD-MRPL22			T			C			0.59			0.03			0.56


			NC_010458.4			67968396			intergenic_region			SGCD-MRPL22			C			T			0.74			0.08			0.66


			NC_010458.4			67969612			intergenic_region			SGCD-MRPL22			T			C			0.94			0.11			0.83


			NC_010458.4			67969967			intergenic_region			SGCD-MRPL22			C			T			0.71			0.08			0.63


			NC_010458.4			67971125			intergenic_region			SGCD-MRPL22			T			C			0.72			0.05			0.67


			NC_010458.4			67971143			intergenic_region			SGCD-MRPL22			G			T			0.71			0.05			0.66


			NC_010458.4			67971205			intergenic_region			SGCD-MRPL22			A			G			0.69			0.11			0.58


			NC_010458.4			67971593			intergenic_region			SGCD-MRPL22			C			A			0.79			0.03			0.76


			NC_010458.4			67971819			intergenic_region			SGCD-MRPL22			C			T			0.79			0.03			0.76


			NC_010458.4			67972133			intergenic_region			SGCD-MRPL22			T			C			0.67			0.11			0.56


			NC_010458.4			67972713			intergenic_region			SGCD-MRPL22			G			C			0.79			0.03			0.76


			NC_010458.4			67972724			intergenic_region			SGCD-MRPL22			C			A			0.74			0.03			0.71


			NC_010458.4			67972765			intergenic_region			SGCD-MRPL22			T			C			0.71			0.03			0.68


			NC_010458.4			67972930			intergenic_region			SGCD-MRPL22			A			G			0.82			0.03			0.79


			NC_010458.4			67972960			intergenic_region			SGCD-MRPL22			C			T			0.77			0.03			0.74


			NC_010458.4			67973041			intergenic_region			SGCD-MRPL22			A			G			0.57			0.03			0.54


			NC_010458.4			68030062			intergenic_region			SGCD-MRPL22			G			A			0.57			0.00


			NC_010458.4			67973528			intergenic_region			SGCD-MRPL22			T			C			0.78			0.03			0.75


			NC_010458.4			67973593			intergenic_region			SGCD-MRPL22			T			C			0.80			0.03			0.77


			NC_010458.4			67973678			intergenic_region			SGCD-MRPL22			C			T			0.80			0.03			0.77


			NC_010458.4			68030720			intergenic_region			SGCD-MRPL22			T			C			0.56			0.00


			NC_010458.4			68035907			intergenic_region			SGCD-MRPL22			A			G			0.59			0.00


			NC_010458.4			67974391			intergenic_region			SGCD-MRPL22			C			T			0.80			0.03			0.77


			NC_010458.4			68048529			intergenic_region			SGCD-MRPL22			A			G			0.58			0.00


			NC_010458.4			67974857			intergenic_region			SGCD-MRPL22			C			T			0.63			0.03			0.60


			NC_010458.4			67974858			intergenic_region			SGCD-MRPL22			A			G			0.53			0.03			0.50


			NC_010458.4			67975438			intergenic_region			SGCD-MRPL22			C			T			0.92			0.08			0.84


			NC_010458.4			67975516			intergenic_region			SGCD-MRPL22			T			C			0.77			0.05			0.72


			NC_010458.4			67975603			intergenic_region			SGCD-MRPL22			G			A			0.80			0.05			0.75


			NC_010458.4			67975604			intergenic_region			SGCD-MRPL22			T			A			0.80			0.05			0.75


			NC_010458.4			67975685			intergenic_region			SGCD-MRPL22			A			G			0.76			0.03			0.73


			NC_010458.4			67975821			intergenic_region			SGCD-MRPL22			A			G			0.82			0.08			0.74


			NC_010458.4			67975856			intergenic_region			SGCD-MRPL22			T			C			0.84			0.05			0.79


			NC_010458.4			67976051			intergenic_region			SGCD-MRPL22			A			G			0.94			0.11			0.83


			NC_010458.4			67976215			intergenic_region			SGCD-MRPL22			A			G			0.74			0.08			0.66


			NC_010458.4			67976249			intergenic_region			SGCD-MRPL22			A			G			0.59			0.06			0.53


			NC_010458.4			67976269			intergenic_region			SGCD-MRPL22			A			G			0.62			0.06			0.56


			NC_010458.4			67976529			intergenic_region			SGCD-MRPL22			C			A			0.95			0.08			0.87


			NC_010458.4			67977394			intergenic_region			SGCD-MRPL22			T			C			0.87			0.11			0.76


			NC_010458.4			67977489			intergenic_region			SGCD-MRPL22			T			C			0.93			0.11			0.82


			NC_010458.4			67977898			intergenic_region			SGCD-MRPL22			T			C			0.68			0.11			0.57


			NC_010458.4			67977953			intergenic_region			SGCD-MRPL22			A			G			0.68			0.06			0.62


			NC_010458.4			67978221			intergenic_region			SGCD-MRPL22			A			T			0.69			0.09			0.60


			NC_010458.4			67978329			intergenic_region			SGCD-MRPL22			A			C			0.66			0.11			0.55


			NC_010458.4			67978337			intergenic_region			SGCD-MRPL22			T			C			0.66			0.11			0.55


			NC_010458.4			67978727			intergenic_region			SGCD-MRPL22			A			G			0.65			0.11			0.54


			NC_010458.4			67979287			intergenic_region			SGCD-MRPL22			A			G			0.62			0.06			0.56


			NC_010458.4			67979580			intergenic_region			SGCD-MRPL22			T			C			0.72			0.19			0.53


			NC_010458.4			67980381			intergenic_region			SGCD-MRPL22			T			C			0.69			0.11			0.58


			NC_010458.4			67980620			intergenic_region			SGCD-MRPL22			G			T			0.90			0.21			0.69


			NC_010458.4			67981037			intergenic_region			SGCD-MRPL22			T			C			0.75			0.21			0.54


			NC_010458.4			67981148			intergenic_region			SGCD-MRPL22			A			G			0.71			0.13			0.58


			NC_010458.4			67981827			intergenic_region			SGCD-MRPL22			T			C			0.81			0.21			0.60


			NC_010458.4			67982063			intergenic_region			SGCD-MRPL22			A			G			0.85			0.05			0.80


			NC_010458.4			67982091			intergenic_region			SGCD-MRPL22			T			C			0.93			0.18			0.75


			NC_010458.4			67982093			intergenic_region			SGCD-MRPL22			T			C			0.93			0.18			0.75


			NC_010458.4			67982135			intergenic_region			SGCD-MRPL22			G			A			0.79			0.08			0.71


			NC_010458.4			67982380			intergenic_region			SGCD-MRPL22			G			C			0.73			0.05			0.68


			NC_010458.4			67982901			intergenic_region			SGCD-MRPL22			T			G			0.97			0.18			0.79


			NC_010458.4			67983097			intergenic_region			SGCD-MRPL22			C			T			0.94			0.13			0.81


			NC_010458.4			67984758			intergenic_region			SGCD-MRPL22			T			C			0.74			0.19			0.55


			NC_010458.4			67986467			intergenic_region			SGCD-MRPL22			G			T			0.71			0.21			0.50


			NC_010458.4			67989043			intergenic_region			SGCD-MRPL22			G			A			0.70			0.18			0.52


			NC_010458.4			67996737			intergenic_region			SGCD-MRPL22			T			G			0.90			0.21			0.69


			NC_010458.4			67997343			intergenic_region			SGCD-MRPL22			G			A			0.62			0.12			0.50


			NC_010458.4			67997828			intergenic_region			SGCD-MRPL22			C			T			0.63			0.13			0.50


			NC_010458.4			67998473			intergenic_region			SGCD-MRPL22			G			A			0.59			0.08			0.51


			NC_010458.4			67998956			intergenic_region			SGCD-MRPL22			T			C			0.63			0.06			0.57


			NC_010458.4			67999078			intergenic_region			SGCD-MRPL22			G			C			0.61			0.08			0.53


			NC_010458.4			67999181			intergenic_region			SGCD-MRPL22			A			G			0.91			0.22			0.69


			NC_010458.4			67999639			intergenic_region			SGCD-MRPL22			G			A			0.95			0.24			0.71


			NC_010458.4			68001487			intergenic_region			SGCD-MRPL22			G			A			0.75			0.18			0.57


			NC_010458.4			68002368			intergenic_region			SGCD-MRPL22			A			G			0.85			0.21			0.64


			NC_010458.4			68005020			intergenic_region			SGCD-MRPL22			A			G			0.02			0.57			0.55


			NC_010458.4			68006173			intergenic_region			SGCD-MRPL22			A			G			0.86			0.34			0.52


			NC_010458.4			68006525			intergenic_region			SGCD-MRPL22			A			G			0.88			0.32			0.56


			NC_010458.4			68006526			intergenic_region			SGCD-MRPL22			C			G			0.88			0.32			0.56


			NC_010458.4			68006658			intergenic_region			SGCD-MRPL22			A			G			0.89			0.32			0.57


			NC_010458.4			68006849			intergenic_region			SGCD-MRPL22			G			T			0.85			0.29			0.56


			NC_010458.4			68006857			intergenic_region			SGCD-MRPL22			T			C			0.85			0.29			0.56


			NC_010458.4			68006908			intergenic_region			SGCD-MRPL22			G			A			0.84			0.29			0.55


			NC_010458.4			68011823			intergenic_region			SGCD-MRPL22			G			A			0.71			0.18			0.53


			NC_010458.4			68012029			intergenic_region			SGCD-MRPL22			A			G			0.79			0.24			0.55


			NC_010458.4			68012090			intergenic_region			SGCD-MRPL22			C			T			0.89			0.29			0.60


			NC_010458.4			68012209			intergenic_region			SGCD-MRPL22			C			T			0.89			0.25			0.64


			NC_010458.4			68012276			intergenic_region			SGCD-MRPL22			T			C			0.90			0.13			0.77


			NC_010458.4			68012998			intergenic_region			SGCD-MRPL22			T			G			0.88			0.33			0.55


			NC_010458.4			68015120			intergenic_region			SGCD-MRPL22			A			G			0.72			0.03			0.69


			NC_010458.4			68015269			intergenic_region			SGCD-MRPL22			G			A			0.70			0.03			0.67


			NC_010458.4			68049814			intergenic_region			SGCD-MRPL22			G			A			0.55			0.00


			NC_010458.4			68015393			intergenic_region			SGCD-MRPL22			A			G			0.69			0.03			0.66


			NC_010458.4			68015422			intergenic_region			SGCD-MRPL22			T			A			0.70			0.03			0.67


			NC_010458.4			68015529			intergenic_region			SGCD-MRPL22			T			C			0.73			0.03			0.70


			NC_010458.4			68015663			intergenic_region			SGCD-MRPL22			C			T			0.80			0.29			0.51


			NC_010458.4			68015928			intergenic_region			SGCD-MRPL22			A			G			0.74			0.21			0.53


			NC_010458.4			68016016			intergenic_region			SGCD-MRPL22			A			G			0.71			0.03			0.68


			NC_010458.4			68050651			intergenic_region			SGCD-MRPL22			T			C			0.53			0.00


			NC_010458.4			68057901			intergenic_region			SGCD-MRPL22			T			C			0.59			0.00


			NC_010458.4			68058048			intergenic_region			SGCD-MRPL22			G			C			0.64			0.00


			NC_010458.4			68058100			intergenic_region			SGCD-MRPL22			C			T			0.63			0.00


			NC_010458.4			68016350			intergenic_region			SGCD-MRPL22			C			T			0.56			0.03			0.53


			NC_010458.4			68016351			intergenic_region			SGCD-MRPL22			A			G			0.58			0.03			0.55


			NC_010458.4			68016369			intergenic_region			SGCD-MRPL22			G			A			0.59			0.03			0.56


			NC_010458.4			68016376			intergenic_region			SGCD-MRPL22			C			T			0.59			0.03			0.56


			NC_010458.4			68016384			intergenic_region			SGCD-MRPL22			G			A			0.58			0.03			0.55


			NC_010458.4			68016475			intergenic_region			SGCD-MRPL22			A			G			0.65			0.03			0.62


			NC_010458.4			68058242			intergenic_region			SGCD-MRPL22			T			A			0.60			0.00


			NC_010458.4			68058269			intergenic_region			SGCD-MRPL22			G			A			0.61			0.00


			NC_010458.4			68016751			intergenic_region			SGCD-MRPL22			G			A			0.67			0.03			0.64


			NC_010458.4			68016944			intergenic_region			SGCD-MRPL22			A			G			0.70			0.03			0.67


			NC_010458.4			68017238			intergenic_region			SGCD-MRPL22			T			C			0.64			0.03			0.61


			NC_010458.4			68058658			intergenic_region			SGCD-MRPL22			A			G			0.52			0.00


			NC_010458.4			68058701			intergenic_region			SGCD-MRPL22			T			G			0.53			0.00


			NC_010458.4			68058705			intergenic_region			SGCD-MRPL22			T			C			0.53			0.00


			NC_010458.4			68073525			intergenic_region			SGCD-MRPL22			A			G			0.62			0.00


			NC_010458.4			68095742			intergenic_region			SGCD-MRPL22			A			G			0.51			0.00


			NC_010458.4			68021769			intergenic_region			SGCD-MRPL22			A			G			0.66			0.14			0.52


			NC_010458.4			68023370			intergenic_region			SGCD-MRPL22			C			A			0.53			0.03			0.50


			NC_010458.4			68023455			intergenic_region			SGCD-MRPL22			A			G			0.53			0.03			0.50


			NC_010458.4			68023948			intergenic_region			SGCD-MRPL22			G			T			0.55			0.03			0.52


			NC_010458.4			68023949			intergenic_region			SGCD-MRPL22			A			T			0.55			0.03			0.52


			NC_010458.4			68024011			intergenic_region			SGCD-MRPL22			C			G			0.57			0.03			0.54


			NC_010458.4			68024068			intergenic_region			SGCD-MRPL22			G			A			0.55			0.03			0.52


			NC_010458.4			68024093			intergenic_region			SGCD-MRPL22			C			T			0.55			0.03			0.52


			NC_010458.4			68024125			intergenic_region			SGCD-MRPL22			C			T			0.55			0.03			0.52


			NC_010458.4			68024176			intergenic_region			SGCD-MRPL22			T			C			0.95			0.32			0.63


			NC_010458.4			68024456			intergenic_region			SGCD-MRPL22			G			T			0.53			0.03			0.50


			NC_010458.4			68024681			intergenic_region			SGCD-MRPL22			A			C			0.55			0.03			0.52


			NC_010458.4			68024794			intergenic_region			SGCD-MRPL22			A			G			0.55			0.03			0.52


			NC_010458.4			68024954			intergenic_region			SGCD-MRPL22			T			A			0.94			0.32			0.62


			NC_010458.4			68025384			intergenic_region			SGCD-MRPL22			T			A			0.53			0.03			0.50


			NC_010458.4			68025483			intergenic_region			SGCD-MRPL22			C			A			0.56			0.03			0.53


			NC_010458.4			68025488			intergenic_region			SGCD-MRPL22			G			A			0.62			0.11			0.51


			NC_010458.4			68107149			intergenic_region			SGCD-MRPL22			G			A			0.51			0.00


			NC_010458.4			68025616			intergenic_region			SGCD-MRPL22			G			A			0.65			0.11			0.54


			NC_010458.4			68025654			intergenic_region			SGCD-MRPL22			G			A			0.61			0.11			0.50


			NC_010458.4			68025776			intergenic_region			SGCD-MRPL22			G			A			0.53			0.03			0.50


			NC_010458.4			68025827			intergenic_region			SGCD-MRPL22			T			C			0.56			0.03			0.53


			NC_010458.4			68026266			intergenic_region			SGCD-MRPL22			A			T			0.54			0.03			0.51


			NC_010458.4			68026931			intergenic_region			SGCD-MRPL22			T			C			0.53			0.03			0.50


			NC_010458.4			68027885			intergenic_region			SGCD-MRPL22			T			C			0.54			0.03			0.51


			NC_010458.4			68028096			intergenic_region			SGCD-MRPL22			A			G			0.58			0.03			0.55


			NC_010458.4			68107598			intergenic_region			SGCD-MRPL22			C			T			0.55			0.00


			NC_010458.4			68028777			intergenic_region			SGCD-MRPL22			T			C			0.56			0.03			0.53


			NC_010458.4			68028814			intergenic_region			SGCD-MRPL22			T			G			0.59			0.08			0.51


			NC_010458.4			68111516			intergenic_region			SGCD-MRPL22			A			G			0.55			0.00


			NC_010458.4			68111754			intergenic_region			SGCD-MRPL22			G			A			0.73			0.00


			NC_010458.4			68128030			intergenic_region			SGCD-MRPL22			C			T			0.51			0.00


			NC_010458.4			68138396			intergenic_region			SGCD-MRPL22			A			G			0.54			0.00


			NC_010458.4			68139120			intergenic_region			SGCD-MRPL22			A			G			0.70			0.00


			NC_010458.4			68139221			intergenic_region			SGCD-MRPL22			A			G			0.61			0.00


			NC_010458.4			68139227			intergenic_region			SGCD-MRPL22			C			G			0.57			0.00


			NC_010458.4			68029578			intergenic_region			SGCD-MRPL22			C			T			0.93			0.32			0.61


			NC_010458.4			68029654			intergenic_region			SGCD-MRPL22			C			T			0.61			0.03			0.58


			NC_010458.4			68029758			intergenic_region			SGCD-MRPL22			C			T			0.55			0.03			0.52


			NC_010458.4			68139536			intergenic_region			SGCD-MRPL22			G			A			0.52			0.00


			NC_010458.4			68139542			intergenic_region			SGCD-MRPL22			G			A			0.74			0.00


			NC_010458.4			68146483			intergenic_region			SGCD-MRPL22			G			A			0.52			0.00


			NC_010458.4			68030167			intergenic_region			SGCD-MRPL22			T			C			0.53			0.03			0.50


			NC_010458.4			68030251			intergenic_region			SGCD-MRPL22			A			G			0.53			0.03			0.50


			NC_010458.4			68146755			intergenic_region			SGCD-MRPL22			T			C			0.51			0.00


			NC_010458.4			68030755			intergenic_region			SGCD-MRPL22			G			A			0.55			0.03			0.52


			NC_010458.4			68030763			intergenic_region			SGCD-MRPL22			A			G			0.54			0.03			0.51


			NC_010458.4			68030779			intergenic_region			SGCD-MRPL22			A			G			0.62			0.08			0.54


			NC_010458.4			68030930			intergenic_region			SGCD-MRPL22			C			T			0.55			0.03			0.52


			NC_010458.4			68031355			intergenic_region			SGCD-MRPL22			G			A			0.55			0.03			0.52


			NC_010458.4			68031371			intergenic_region			SGCD-MRPL22			C			T			0.97			0.32			0.65


			NC_010458.4			68031431			intergenic_region			SGCD-MRPL22			G			T			0.55			0.03			0.52


			NC_010458.4			68031566			intergenic_region			SGCD-MRPL22			T			A			0.55			0.05			0.50


			NC_010458.4			68032065			intergenic_region			SGCD-MRPL22			G			A			0.96			0.32			0.64


			NC_010458.4			68033017			intergenic_region			SGCD-MRPL22			A			C			0.95			0.32			0.63


			NC_010458.4			68034023			intergenic_region			SGCD-MRPL22			T			G			0.55			0.03			0.52


			NC_010458.4			68034145			intergenic_region			SGCD-MRPL22			G			A			0.92			0.32			0.60


			NC_010458.4			68034240			intergenic_region			SGCD-MRPL22			A			G			0.85			0.03			0.82


			NC_010458.4			68034253			intergenic_region			SGCD-MRPL22			T			C			0.81			0.03			0.78


			NC_010458.4			68034274			intergenic_region			SGCD-MRPL22			G			C			0.85			0.03			0.82


			NC_010458.4			68034580			intergenic_region			SGCD-MRPL22			G			C			0.98			0.28			0.70


			NC_010458.4			68035110			intergenic_region			SGCD-MRPL22			C			A			0.84			0.32			0.52


			NC_010458.4			68035262			intergenic_region			SGCD-MRPL22			C			A			0.97			0.32			0.65


			NC_010458.4			68035290			intergenic_region			SGCD-MRPL22			G			A			0.70			0.03			0.67


			NC_010458.4			68035300			intergenic_region			SGCD-MRPL22			T			G			0.80			0.03			0.77


			NC_010458.4			68035442			intergenic_region			SGCD-MRPL22			A			C			0.79			0.08			0.71


			NC_010458.4			68035503			intergenic_region			SGCD-MRPL22			T			C			0.90			0.11			0.79


			NC_010458.4			68035515			intergenic_region			SGCD-MRPL22			G			A			0.62			0.03			0.59


			NC_010458.4			68147479			intergenic_region			SGCD-MRPL22			C			T			0.59			0.00


			NC_010458.4			68036240			intergenic_region			SGCD-MRPL22			G			C			0.97			0.34			0.63


			NC_010458.4			68038160			intergenic_region			SGCD-MRPL22			G			A			0.93			0.34			0.59


			NC_010458.4			68041929			intergenic_region			SGCD-MRPL22			C			G			0.67			0.03			0.64


			NC_010458.4			68042214			intergenic_region			SGCD-MRPL22			A			C			0.87			0.26			0.61


			NC_010458.4			68044234			intergenic_region			SGCD-MRPL22			C			A			0.66			0.16			0.50


			NC_010458.4			68044235			intergenic_region			SGCD-MRPL22			C			T			0.66			0.16			0.50


			NC_010458.4			68044392			intergenic_region			SGCD-MRPL22			A			G			0.69			0.18			0.51


			NC_010458.4			68045286			intergenic_region			SGCD-MRPL22			A			G			0.89			0.32			0.57


			NC_010458.4			68045389			intergenic_region			SGCD-MRPL22			A			G			0.93			0.24			0.69


			NC_010458.4			68147484			intergenic_region			SGCD-MRPL22			T			C			0.56			0.00


			NC_010458.4			68048852			intergenic_region			SGCD-MRPL22			C			T			0.86			0.32			0.54


			NC_010458.4			68049520			intergenic_region			SGCD-MRPL22			C			A			0.87			0.32			0.55


			NC_010458.4			68147523			intergenic_region			SGCD-MRPL22			A			C			0.64			0.00


			NC_010458.4			68049994			intergenic_region			SGCD-MRPL22			A			G			0.97			0.11			0.86


			NC_010458.4			68147554			intergenic_region			SGCD-MRPL22			G			A			0.55			0.00


			NC_010458.4			68051489			intergenic_region			SGCD-MRPL22			A			G			0.92			0.29			0.63


			NC_010458.4			68051670			intergenic_region			SGCD-MRPL22			G			T			0.71			0.21			0.50


			NC_010458.4			68051909			intergenic_region			SGCD-MRPL22			T			C			0.84			0.32			0.52


			NC_010458.4			68053324			intergenic_region			SGCD-MRPL22			T			C			0.92			0.25			0.67


			NC_010458.4			68053607			intergenic_region			SGCD-MRPL22			T			G			0.85			0.31			0.54


			NC_010458.4			68054802			intergenic_region			SGCD-MRPL22			A			G			0.92			0.29			0.63


			NC_010458.4			68055356			intergenic_region			SGCD-MRPL22			T			C			0.89			0.25			0.64


			NC_010458.4			68055378			intergenic_region			SGCD-MRPL22			G			A			0.90			0.25			0.65


			NC_010458.4			68056645			intergenic_region			SGCD-MRPL22			G			A			0.69			0.08			0.61


			NC_010458.4			68056771			intergenic_region			SGCD-MRPL22			A			G			0.90			0.11			0.79


			NC_010458.4			68056940			intergenic_region			SGCD-MRPL22			T			C			0.89			0.11			0.78


			NC_010458.4			68057116			intergenic_region			SGCD-MRPL22			T			C			0.62			0.08			0.54


			NC_010458.4			68057612			intergenic_region			SGCD-MRPL22			G			T			0.69			0.08			0.61


			NC_010458.4			68057691			intergenic_region			SGCD-MRPL22			G			A			0.77			0.11			0.66


			NC_010458.4			68057694			intergenic_region			SGCD-MRPL22			C			T			0.73			0.11			0.62


			NC_010458.4			68057873			intergenic_region			SGCD-MRPL22			C			T			0.76			0.11			0.65


			NC_010458.4			68057874			intergenic_region			SGCD-MRPL22			G			A			0.76			0.11			0.65


			NC_010458.4			68057890			intergenic_region			SGCD-MRPL22			G			A			0.77			0.13			0.64


			NC_010458.4			68169608			intergenic_region			SGCD-MRPL22			G			A			0.64			0.00


			NC_010458.4			68057948			intergenic_region			SGCD-MRPL22			A			G			0.76			0.11			0.65


			NC_010458.4			68058030			intergenic_region			SGCD-MRPL22			C			A			0.74			0.11			0.63


			NC_010458.4			68172953			intergenic_region			SGCD-MRPL22			C			T			0.83			0.00


			NC_010458.4			68172967			intergenic_region			SGCD-MRPL22			A			G			0.56			0.00


			NC_010458.4			68173009			intergenic_region			SGCD-MRPL22			A			G			0.59			0.00


			NC_010458.4			68173599			intergenic_region			SGCD-MRPL22			C			T			0.58			0.00


			NC_010458.4			68058549			intergenic_region			SGCD-MRPL22			A			G			0.57			0.03			0.54


			NC_010458.4			68058553			intergenic_region			SGCD-MRPL22			A			G			0.57			0.03			0.54


			NC_010458.4			68058562			intergenic_region			SGCD-MRPL22			G			A			0.53			0.03			0.50


			NC_010458.4			68058620			intergenic_region			SGCD-MRPL22			G			A			0.55			0.03			0.52


			NC_010458.4			68173603			intergenic_region			SGCD-MRPL22			C			T			0.83			0.00


			NC_010458.4			68173604			intergenic_region			SGCD-MRPL22			A			G			0.94			0.00


			NC_010458.4			68173615			intergenic_region			SGCD-MRPL22			C			T			0.56			0.00


			NC_010458.4			68059380			intergenic_region			SGCD-MRPL22			T			C			0.83			0.08			0.75


			NC_010458.4			68059603			intergenic_region			SGCD-MRPL22			A			G			0.67			0.06			0.61


			NC_010458.4			68059672			intergenic_region			SGCD-MRPL22			C			T			0.60			0.05			0.55


			NC_010458.4			68071020			intergenic_region			SGCD-MRPL22			G			A			0.77			0.03			0.74


			NC_010458.4			68071101			intergenic_region			SGCD-MRPL22			G			T			0.94			0.11			0.83


			NC_010458.4			68071214			intergenic_region			SGCD-MRPL22			A			G			0.95			0.13			0.82


			NC_010458.4			68071417			intergenic_region			SGCD-MRPL22			A			G			0.74			0.08			0.66


			NC_010458.4			68071977			intergenic_region			SGCD-MRPL22			T			C			0.91			0.05			0.86


			NC_010458.4			68072975			intergenic_region			SGCD-MRPL22			T			C			0.79			0.11			0.68


			NC_010458.4			68072976			intergenic_region			SGCD-MRPL22			T			C			0.02			0.71			0.69


			NC_010458.4			68073277			intergenic_region			SGCD-MRPL22			T			G			0.60			0.08			0.52


			NC_010458.4			68073390			intergenic_region			SGCD-MRPL22			A			G			0.79			0.05			0.74


			NC_010458.4			68073421			intergenic_region			SGCD-MRPL22			T			C			0.74			0.05			0.69


			NC_010458.4			68073437			intergenic_region			SGCD-MRPL22			A			G			0.76			0.03			0.73


			NC_010458.4			68073441			intergenic_region			SGCD-MRPL22			A			G			0.77			0.03			0.74


			NC_010458.4			68176715			intergenic_region			SGCD-MRPL22			G			C			0.89			0.00


			NC_010458.4			68073727			intergenic_region			SGCD-MRPL22			G			A			0.71			0.08			0.63


			NC_010458.4			68073954			intergenic_region			SGCD-MRPL22			T			G			0.79			0.08			0.71


			NC_010458.4			68074015			intergenic_region			SGCD-MRPL22			G			A			0.77			0.08			0.69


			NC_010458.4			68074174			intergenic_region			SGCD-MRPL22			A			T			0.80			0.11			0.69


			NC_010458.4			68074258			intergenic_region			SGCD-MRPL22			C			A			0.69			0.08			0.61


			NC_010458.4			68074423			intergenic_region			SGCD-MRPL22			C			A			0.80			0.13			0.67


			NC_010458.4			68074629			intergenic_region			SGCD-MRPL22			T			C			0.81			0.11			0.70


			NC_010458.4			68075300			intergenic_region			SGCD-MRPL22			A			C			0.69			0.03			0.66


			NC_010458.4			68075387			intergenic_region			SGCD-MRPL22			A			G			0.61			0.03			0.58


			NC_010458.4			68075999			intergenic_region			SGCD-MRPL22			T			G			0.84			0.11			0.73


			NC_010458.4			68076007			intergenic_region			SGCD-MRPL22			T			A			0.82			0.11			0.71


			NC_010458.4			68076176			intergenic_region			SGCD-MRPL22			C			G			0.62			0.11			0.51


			NC_010458.4			68080434			intergenic_region			SGCD-MRPL22			T			C			0.56			0.05			0.51


			NC_010458.4			68080469			intergenic_region			SGCD-MRPL22			A			C			0.60			0.08			0.52


			NC_010458.4			68080584			intergenic_region			SGCD-MRPL22			A			G			0.65			0.11			0.54


			NC_010458.4			68080599			intergenic_region			SGCD-MRPL22			G			T			0.67			0.11			0.56


			NC_010458.4			68082513			intergenic_region			SGCD-MRPL22			A			C			0.62			0.11			0.51


			NC_010458.4			68082936			intergenic_region			SGCD-MRPL22			C			T			0.63			0.11			0.52


			NC_010458.4			68084300			intergenic_region			SGCD-MRPL22			C			T			0.61			0.03			0.58


			NC_010458.4			68084445			intergenic_region			SGCD-MRPL22			A			G			0.65			0.11			0.54


			NC_010458.4			68084722			intergenic_region			SGCD-MRPL22			A			G			0.56			0.03			0.53


			NC_010458.4			68084776			intergenic_region			SGCD-MRPL22			A			G			0.66			0.08			0.58


			NC_010458.4			68084937			intergenic_region			SGCD-MRPL22			G			T			0.61			0.08			0.53


			NC_010458.4			68085135			intergenic_region			SGCD-MRPL22			A			G			0.62			0.11			0.51


			NC_010458.4			68085179			intergenic_region			SGCD-MRPL22			T			C			0.66			0.11			0.55


			NC_010458.4			68085279			intergenic_region			SGCD-MRPL22			G			T			0.61			0.03			0.58


			NC_010458.4			68086577			intergenic_region			SGCD-MRPL22			A			G			0.67			0.09			0.58


			NC_010458.4			68086726			intergenic_region			SGCD-MRPL22			A			G			0.61			0.05			0.56


			NC_010458.4			68086962			intergenic_region			SGCD-MRPL22			T			C			0.65			0.11			0.54


			NC_010458.4			68089895			intergenic_region			SGCD-MRPL22			T			C			0.73			0.11			0.62


			NC_010458.4			68091374			intergenic_region			SGCD-MRPL22			A			G			0.82			0.13			0.69


			NC_010458.4			68091486			intergenic_region			SGCD-MRPL22			G			A			0.81			0.11			0.70


			NC_010458.4			68091638			intergenic_region			SGCD-MRPL22			A			C			0.73			0.11			0.62


			NC_010458.4			68092353			intergenic_region			SGCD-MRPL22			A			G			0.74			0.11			0.63


			NC_010458.4			68092922			intergenic_region			SGCD-MRPL22			T			G			0.74			0.08			0.66


			NC_010458.4			68093683			intergenic_region			SGCD-MRPL22			A			G			0.65			0.08			0.57


			NC_010458.4			68093728			intergenic_region			SGCD-MRPL22			T			C			0.68			0.08			0.60


			NC_010458.4			68093789			intergenic_region			SGCD-MRPL22			A			G			0.98			0.34			0.64


			NC_010458.4			68093812			intergenic_region			SGCD-MRPL22			A			G			0.68			0.08			0.60


			NC_010458.4			68094486			intergenic_region			SGCD-MRPL22			C			G			0.64			0.03			0.61


			NC_010458.4			68095198			intergenic_region			SGCD-MRPL22			C			T			0.66			0.08			0.58


			NC_010458.4			68176727			intergenic_region			SGCD-MRPL22			T			C			0.78			0.00


			NC_010458.4			68096427			intergenic_region			SGCD-MRPL22			C			T			0.24			0.76			0.52


			NC_010458.4			68096800			intergenic_region			SGCD-MRPL22			T			C			0.72			0.08			0.64


			NC_010458.4			68176832			intergenic_region			SGCD-MRPL22			T			C			0.80			0.00


			NC_010458.4			68185110			intergenic_region			SGCD-MRPL22			C			T			0.60			0.00


			NC_010458.4			68110481			intergenic_region			SGCD-MRPL22			T			C			0.82			0.11			0.71


			NC_010458.4			68110528			intergenic_region			SGCD-MRPL22			G			A			0.64			0.05			0.59


			NC_010458.4			68110562			intergenic_region			SGCD-MRPL22			C			T			0.59			0.05			0.54


			NC_010458.4			68110588			intergenic_region			SGCD-MRPL22			A			G			0.59			0.08			0.51


			NC_010458.4			68110915			intergenic_region			SGCD-MRPL22			C			T			0.58			0.05			0.53


			NC_010458.4			68111331			intergenic_region			SGCD-MRPL22			T			C			0.54			0.03			0.51


			NC_010458.4			68111423			intergenic_region			SGCD-MRPL22			C			T			0.83			0.03			0.80


			NC_010458.4			68188389			intergenic_region			SGCD-MRPL22			A			G			0.93			0.00


			NC_010458.4			68188414			intergenic_region			SGCD-MRPL22			G			A			0.96			0.00


			NC_010458.4			68112723			intergenic_region			SGCD-MRPL22			C			A			0.03			0.73			0.70


			NC_010458.4			68112906			intergenic_region			SGCD-MRPL22			G			T			0.03			0.71			0.68


			NC_010458.4			68113054			intergenic_region			SGCD-MRPL22			T			C			0.02			0.72			0.70


			NC_010458.4			68113852			intergenic_region			SGCD-MRPL22			C			T			0.75			0.03			0.72


			NC_010458.4			68114153			intergenic_region			SGCD-MRPL22			T			C			0.16			0.71			0.55


			NC_010458.4			68114467			intergenic_region			SGCD-MRPL22			T			C			0.19			0.74			0.54


			NC_010458.4			68114578			intergenic_region			SGCD-MRPL22			A			G			0.02			0.71			0.69


			NC_010458.4			68114656			intergenic_region			SGCD-MRPL22			G			A			0.78			0.03			0.75


			NC_010458.4			68114664			intergenic_region			SGCD-MRPL22			G			A			0.19			0.79			0.60


			NC_010458.4			68114665			intergenic_region			SGCD-MRPL22			T			A			0.19			0.79			0.60


			NC_010458.4			68114712			intergenic_region			SGCD-MRPL22			T			G			0.16			0.74			0.58


			NC_010458.4			68114935			intergenic_region			SGCD-MRPL22			C			T			0.57			0.03			0.54


			NC_010458.4			68115105			intergenic_region			SGCD-MRPL22			C			T			0.18			0.71			0.53


			NC_010458.4			68115356			intergenic_region			SGCD-MRPL22			G			A			0.18			0.71			0.53


			NC_010458.4			68115444			intergenic_region			SGCD-MRPL22			G			C			0.17			0.71			0.54


			NC_010458.4			68115523			intergenic_region			SGCD-MRPL22			G			A			0.18			0.75			0.57


			NC_010458.4			68115792			intergenic_region			SGCD-MRPL22			T			A			0.18			0.74			0.56


			NC_010458.4			68116721			intergenic_region			SGCD-MRPL22			G			T			0.20			0.74			0.53


			NC_010458.4			68116832			intergenic_region			SGCD-MRPL22			A			T			0.03			0.76			0.73


			NC_010458.4			68116845			intergenic_region			SGCD-MRPL22			C			T			0.02			0.74			0.71


			NC_010458.4			68116863			intergenic_region			SGCD-MRPL22			A			G			0.02			0.74			0.71


			NC_010458.4			68116942			intergenic_region			SGCD-MRPL22			C			T			0.01			0.74			0.73


			NC_010458.4			68117002			intergenic_region			SGCD-MRPL22			A			G			0.68			0.06			0.62


			NC_010458.4			68117709			intergenic_region			SGCD-MRPL22			A			G			0.68			0.08			0.60


			NC_010458.4			68117789			intergenic_region			SGCD-MRPL22			G			A			0.02			0.68			0.66


			NC_010458.4			68118069			intergenic_region			SGCD-MRPL22			G			A			0.02			0.76			0.74


			NC_010458.4			68118076			intergenic_region			SGCD-MRPL22			A			G			0.56			0.05			0.51


			NC_010458.4			68118356			intergenic_region			SGCD-MRPL22			A			G			0.92			0.11			0.81


			NC_010458.4			68118447			intergenic_region			SGCD-MRPL22			A			T			0.59			0.03			0.56


			NC_010458.4			68118448			intergenic_region			SGCD-MRPL22			T			C			0.59			0.03			0.56


			NC_010458.4			68119091			intergenic_region			SGCD-MRPL22			C			T			0.02			0.68			0.66


			NC_010458.4			68119641			intergenic_region			SGCD-MRPL22			G			A			0.02			0.72			0.70


			NC_010458.4			68119829			intergenic_region			SGCD-MRPL22			T			A			0.18			0.79			0.61


			NC_010458.4			68119923			intergenic_region			SGCD-MRPL22			C			T			0.13			0.74			0.61


			NC_010458.4			68119989			intergenic_region			SGCD-MRPL22			A			G			0.14			0.82			0.67


			NC_010458.4			68120170			intergenic_region			SGCD-MRPL22			A			G			0.17			0.82			0.65


			NC_010458.4			68120188			intergenic_region			SGCD-MRPL22			G			A			0.02			0.74			0.71


			NC_010458.4			68120208			intergenic_region			SGCD-MRPL22			C			G			0.02			0.74			0.71


			NC_010458.4			68120481			intergenic_region			SGCD-MRPL22			G			A			0.10			0.68			0.58


			NC_010458.4			68120534			intergenic_region			SGCD-MRPL22			T			A			0.02			0.71			0.69


			NC_010458.4			68120663			intergenic_region			SGCD-MRPL22			G			C			0.13			0.69			0.57


			NC_010458.4			68120819			intergenic_region			SGCD-MRPL22			C			T			0.15			0.75			0.60


			NC_010458.4			68120974			intergenic_region			SGCD-MRPL22			G			A			0.07			0.58			0.51


			NC_010458.4			68121249			intergenic_region			SGCD-MRPL22			C			A			0.01			0.57			0.56


			NC_010458.4			68121251			intergenic_region			SGCD-MRPL22			G			A			0.01			0.57			0.56


			NC_010458.4			68121302			intergenic_region			SGCD-MRPL22			G			A			0.16			0.70			0.54


			NC_010458.4			68121322			intergenic_region			SGCD-MRPL22			C			A			0.02			0.60			0.58


			NC_010458.4			68121352			intergenic_region			SGCD-MRPL22			G			A			0.14			0.69			0.55


			NC_010458.4			68122084			intergenic_region			SGCD-MRPL22			A			T			0.02			0.75			0.73


			NC_010458.4			68122116			intergenic_region			SGCD-MRPL22			C			A			0.02			0.75			0.73


			NC_010458.4			68122139			intergenic_region			SGCD-MRPL22			G			A			0.02			0.71			0.69


			NC_010458.4			68123188			intergenic_region			SGCD-MRPL22			T			C			0.02			0.83			0.81


			NC_010458.4			68123189			intergenic_region			SGCD-MRPL22			A			G			0.62			0.06			0.56


			NC_010458.4			68123227			intergenic_region			SGCD-MRPL22			C			T			0.03			0.78			0.74


			NC_010458.4			68123576			intergenic_region			SGCD-MRPL22			C			T			0.11			0.71			0.60


			NC_010458.4			68123620			intergenic_region			SGCD-MRPL22			A			T			0.02			0.71			0.69


			NC_010458.4			68124124			intergenic_region			SGCD-MRPL22			C			T			0.02			0.74			0.71


			NC_010458.4			68124958			intergenic_region			SGCD-MRPL22			C			T			0.25			0.76			0.51


			NC_010458.4			68125201			intergenic_region			SGCD-MRPL22			A			G			0.23			0.89			0.66


			NC_010458.4			68125216			intergenic_region			SGCD-MRPL22			G			A			0.23			0.78			0.56


			NC_010458.4			68125217			intergenic_region			SGCD-MRPL22			A			G			0.24			0.83			0.60


			NC_010458.4			68126210			intergenic_region			SGCD-MRPL22			G			T			0.31			0.86			0.55


			NC_010458.4			68126472			intergenic_region			SGCD-MRPL22			G			A			0.02			0.74			0.71


			NC_010458.4			68126526			intergenic_region			SGCD-MRPL22			A			C			0.02			0.71			0.68


			NC_010458.4			68127531			intergenic_region			SGCD-MRPL22			C			A			0.13			0.72			0.60


			NC_010458.4			68127835			intergenic_region			SGCD-MRPL22			G			A			0.01			0.76			0.75


			NC_010458.4			68209995			intergenic_region			SGCD-MRPL22			G			A			0.61			0.00


			NC_010458.4			68128947			intergenic_region			SGCD-MRPL22			A			G			0.23			0.86			0.63


			NC_010458.4			68133353			intergenic_region			SGCD-MRPL22			T			C			0.96			0.29			0.67


			NC_010458.4			68133383			intergenic_region			SGCD-MRPL22			T			C			0.96			0.32			0.64


			NC_010458.4			68133937			intergenic_region			SGCD-MRPL22			A			C			0.78			0.24			0.54


			NC_010458.4			68134225			intergenic_region			SGCD-MRPL22			A			G			0.98			0.33			0.65


			NC_010458.4			68134267			intergenic_region			SGCD-MRPL22			A			G			0.88			0.32			0.56


			NC_010458.4			68134408			intergenic_region			SGCD-MRPL22			G			A			0.82			0.32			0.50


			NC_010458.4			68134451			intergenic_region			SGCD-MRPL22			C			T			0.85			0.34			0.51


			NC_010458.4			68134452			intergenic_region			SGCD-MRPL22			A			G			0.85			0.34			0.51


			NC_010458.4			68137741			intergenic_region			SGCD-MRPL22			G			A			0.83			0.05			0.78


			NC_010458.4			68137805			intergenic_region			SGCD-MRPL22			C			G			0.96			0.31			0.65


			NC_010458.4			68137858			intergenic_region			SGCD-MRPL22			C			T			0.96			0.21			0.75


			NC_010458.4			68138342			intergenic_region			SGCD-MRPL22			A			G			0.71			0.16			0.55


			NC_010458.4			68210256			intergenic_region			SGCD-MRPL22			C			G			0.71			0.00


			NC_010458.4			68138614			intergenic_region			SGCD-MRPL22			G			C			0.68			0.18			0.50


			NC_010458.4			68138631			intergenic_region			SGCD-MRPL22			G			A			0.67			0.16			0.51


			NC_010458.4			68138697			intergenic_region			SGCD-MRPL22			G			A			0.61			0.08			0.53


			NC_010458.4			68211564			intergenic_region			SGCD-MRPL22			G			A			0.55			0.00


			NC_010458.4			68139185			intergenic_region			SGCD-MRPL22			G			A			0.70			0.19			0.51


			NC_010458.4			68221526			intergenic_region			SGCD-MRPL22			A			C			0.51			0.00


			NC_010458.4			68221858			intergenic_region			SGCD-MRPL22			G			A			0.51			0.00


			NC_010458.4			68139374			intergenic_region			SGCD-MRPL22			T			G			0.69			0.03			0.66


			NC_010458.4			68222069			intergenic_region			SGCD-MRPL22			T			C			0.58			0.00


			NC_010458.4			68222601			intergenic_region			SGCD-MRPL22			A			G			0.68			0.00


			NC_010458.4			68139664			intergenic_region			SGCD-MRPL22			G			A			0.83			0.03			0.80


			NC_010458.4			68139904			intergenic_region			SGCD-MRPL22			G			A			0.56			0.05			0.51


			NC_010458.4			68140190			intergenic_region			SGCD-MRPL22			A			G			0.80			0.08			0.72


			NC_010458.4			68140299			intergenic_region			SGCD-MRPL22			A			G			0.96			0.26			0.70


			NC_010458.4			68141439			intergenic_region			SGCD-MRPL22			A			G			0.87			0.08			0.79


			NC_010458.4			68142994			intergenic_region			SGCD-MRPL22			A			C			0.90			0.03			0.87


			NC_010458.4			68146105			intergenic_region			SGCD-MRPL22			T			C			0.75			0.03			0.72


			NC_010458.4			68146116			intergenic_region			SGCD-MRPL22			C			T			0.23			0.82			0.59


			NC_010458.4			68222979			intergenic_region			SGCD-MRPL22			G			C			0.55			0.00


			NC_010459.5			48951423			intron_variant			EYA2			T			A			0.52			0.00


			NC_010458.4			68147163			intergenic_region			SGCD-MRPL22			C			T			0.97			0.11			0.86


			NC_010458.4			68147442			intergenic_region			SGCD-MRPL22			C			G			0.73			0.03			0.70


			NC_010458.4			68147446			intergenic_region			SGCD-MRPL22			G			C			0.70			0.03			0.67


			NC_010459.5			48951882			intron_variant			EYA2			A			T			0.57			0.00


			NC_010459.5			48952083			intron_variant			EYA2			A			G			0.57			0.00


			NC_010459.5			48952459			intron_variant			EYA2			T			C			0.54			0.00


			NC_010459.5			48952532			intron_variant			EYA2			G			A			0.53			0.00


			NC_010458.4			68149360			intergenic_region			SGCD-MRPL22			A			C			0.58			0.03			0.55


			NC_010458.4			68149415			intergenic_region			SGCD-MRPL22			C			T			0.02			0.72			0.70


			NC_010458.4			68150212			intergenic_region			SGCD-MRPL22			A			G			0.55			0.03			0.52


			NC_010458.4			68150647			intergenic_region			SGCD-MRPL22			G			A			0.09			0.71			0.62


			NC_010458.4			68150811			intergenic_region			SGCD-MRPL22			C			T			0.02			0.71			0.69


			NC_010458.4			68151324			intergenic_region			SGCD-MRPL22			A			G			0.64			0.03			0.61


			NC_010458.4			68151770			intergenic_region			SGCD-MRPL22			A			G			0.66			0.05			0.61


			NC_010458.4			68151782			intergenic_region			SGCD-MRPL22			T			C			0.94			0.11			0.83


			NC_010458.4			68151786			intergenic_region			SGCD-MRPL22			G			A			0.61			0.08			0.53


			NC_010458.4			68151858			intergenic_region			SGCD-MRPL22			G			A			0.29			0.79			0.50


			NC_010458.4			68151908			intergenic_region			SGCD-MRPL22			G			A			0.61			0.03			0.58


			NC_010458.4			68152149			intergenic_region			SGCD-MRPL22			C			T			0.00			0.53


			NC_010458.4			68153628			intergenic_region			SGCD-MRPL22			A			T			0.00			0.53


			NC_010458.4			68155412			intergenic_region			SGCD-MRPL22			C			T			0.01			0.63			0.62


			NC_010458.4			68156140			intergenic_region			SGCD-MRPL22			T			A			0.85			0.21			0.64


			NC_010458.4			68156532			intergenic_region			SGCD-MRPL22			C			G			0.87			0.12			0.75


			NC_010458.4			68157369			intergenic_region			SGCD-MRPL22			C			T			0.96			0.34			0.62


			NC_010458.4			68157440			intergenic_region			SGCD-MRPL22			C			A			0.97			0.32			0.65


			NC_010458.4			68157487			intergenic_region			SGCD-MRPL22			T			C			0.98			0.32			0.66


			NC_010458.4			68157496			intergenic_region			SGCD-MRPL22			G			C			0.91			0.29			0.62


			NC_010458.4			68157497			intergenic_region			SGCD-MRPL22			G			A			0.99			0.29			0.70


			NC_010458.4			68157507			intergenic_region			SGCD-MRPL22			C			A			1.00			0.29			0.71


			NC_010458.4			68157520			intergenic_region			SGCD-MRPL22			A			C			0.96			0.26			0.70


			NC_010458.4			68157533			intergenic_region			SGCD-MRPL22			G			C			1.00			0.29			0.71


			NC_010458.4			68157553			intergenic_region			SGCD-MRPL22			G			A			0.83			0.26			0.57


			NC_010458.4			68157793			intergenic_region			SGCD-MRPL22			T			C			0.87			0.29			0.58


			NC_010458.4			68157908			intergenic_region			SGCD-MRPL22			A			T			0.98			0.32			0.66


			NC_010458.4			68157933			intergenic_region			SGCD-MRPL22			A			G			0.98			0.32			0.66


			NC_010458.4			68157993			intergenic_region			SGCD-MRPL22			A			C			0.98			0.32			0.66


			NC_010458.4			68158027			intergenic_region			SGCD-MRPL22			G			A			0.88			0.29			0.59


			NC_010458.4			68158031			intergenic_region			SGCD-MRPL22			A			G			0.97			0.32			0.65


			NC_010458.4			68158190			intergenic_region			SGCD-MRPL22			A			T			0.88			0.26			0.62


			NC_010458.4			68158226			intergenic_region			SGCD-MRPL22			C			T			0.86			0.25			0.61


			NC_010458.4			68158272			intergenic_region			SGCD-MRPL22			T			A			0.87			0.26			0.61


			NC_010458.4			68158333			intergenic_region			SGCD-MRPL22			G			T			0.97			0.32			0.65


			NC_010458.4			68158349			intergenic_region			SGCD-MRPL22			C			T			0.88			0.24			0.64


			NC_010458.4			68158482			intergenic_region			SGCD-MRPL22			C			T			0.97			0.29			0.68


			NC_010458.4			68158484			intergenic_region			SGCD-MRPL22			T			C			0.85			0.26			0.59


			NC_010458.4			68158862			intergenic_region			SGCD-MRPL22			T			C			0.98			0.25			0.73


			NC_010458.4			68158959			intergenic_region			SGCD-MRPL22			G			C			0.97			0.28			0.69


			NC_010458.4			68158992			intergenic_region			SGCD-MRPL22			G			A			0.98			0.19			0.79


			NC_010458.4			68159136			intergenic_region			SGCD-MRPL22			G			T			0.97			0.34			0.63


			NC_010458.4			68159182			intergenic_region			SGCD-MRPL22			A			T			0.88			0.11			0.77


			NC_010458.4			68159334			intergenic_region			SGCD-MRPL22			G			A			0.99			0.32			0.67


			NC_010458.4			68160084			intergenic_region			SGCD-MRPL22			G			A			0.20			0.78			0.58


			NC_010458.4			68160348			intergenic_region			SGCD-MRPL22			A			G			0.68			0.05			0.63


			NC_010458.4			68160442			intergenic_region			SGCD-MRPL22			T			A			0.93			0.29			0.64


			NC_010458.4			68160777			intergenic_region			SGCD-MRPL22			C			T			0.98			0.34			0.64


			NC_010458.4			68162901			intergenic_region			SGCD-MRPL22			T			C			0.97			0.32			0.65


			NC_010458.4			68162982			intergenic_region			SGCD-MRPL22			C			T			0.94			0.37			0.57


			NC_010458.4			68163277			intergenic_region			SGCD-MRPL22			T			C			0.65			0.11			0.54


			NC_010458.4			68163353			intergenic_region			SGCD-MRPL22			T			A			0.67			0.11			0.56


			NC_010458.4			68163425			intergenic_region			SGCD-MRPL22			T			A			0.70			0.13			0.57


			NC_010458.4			68163555			intergenic_region			SGCD-MRPL22			T			C			0.60			0.08			0.52


			NC_010458.4			68163573			intergenic_region			SGCD-MRPL22			C			T			0.63			0.08			0.55


			NC_010458.4			68163670			intergenic_region			SGCD-MRPL22			T			C			0.69			0.08			0.61


			NC_010458.4			68163680			intergenic_region			SGCD-MRPL22			G			A			0.69			0.08			0.61


			NC_010458.4			68163960			intergenic_region			SGCD-MRPL22			A			G			0.97			0.11			0.86


			NC_010458.4			68164240			intergenic_region			SGCD-MRPL22			A			T			0.59			0.08			0.51


			NC_010458.4			68164254			intergenic_region			SGCD-MRPL22			C			T			0.59			0.08			0.51


			NC_010458.4			68164320			intergenic_region			SGCD-MRPL22			A			T			0.70			0.11			0.59


			NC_010458.4			68164564			intergenic_region			SGCD-MRPL22			T			C			0.96			0.09			0.87


			NC_010458.4			68164742			intergenic_region			SGCD-MRPL22			G			A			0.71			0.06			0.65


			NC_010458.4			68164785			intergenic_region			SGCD-MRPL22			C			T			0.72			0.13			0.59


			NC_010458.4			68164794			intergenic_region			SGCD-MRPL22			T			G			0.97			0.13			0.84


			NC_010458.4			68164885			intergenic_region			SGCD-MRPL22			A			C			0.62			0.11			0.51


			NC_010458.4			68164895			intergenic_region			SGCD-MRPL22			A			C			0.69			0.11			0.58


			NC_010458.4			68165036			intergenic_region			SGCD-MRPL22			G			C			0.69			0.11			0.58


			NC_010458.4			68165219			intergenic_region			SGCD-MRPL22			T			A			0.60			0.05			0.55


			NC_010458.4			68165348			intergenic_region			SGCD-MRPL22			G			T			0.61			0.08			0.53


			NC_010458.4			68165404			intergenic_region			SGCD-MRPL22			T			C			0.94			0.08			0.86


			NC_010458.4			68165424			intergenic_region			SGCD-MRPL22			C			T			0.68			0.11			0.57


			NC_010458.4			68165526			intergenic_region			SGCD-MRPL22			A			C			0.69			0.08			0.61


			NC_010458.4			68165675			intergenic_region			SGCD-MRPL22			T			G			0.69			0.11			0.58


			NC_010458.4			68165746			intergenic_region			SGCD-MRPL22			A			G			0.66			0.08			0.58


			NC_010458.4			68165816			intergenic_region			SGCD-MRPL22			C			T			0.97			0.08			0.89


			NC_010458.4			68165906			intergenic_region			SGCD-MRPL22			C			T			0.97			0.08			0.89


			NC_010458.4			68166032			intergenic_region			SGCD-MRPL22			A			G			0.68			0.08			0.60


			NC_010458.4			68166105			intergenic_region			SGCD-MRPL22			C			T			0.61			0.08			0.53


			NC_010458.4			68166130			intergenic_region			SGCD-MRPL22			C			T			0.59			0.08			0.51


			NC_010458.4			68166334			intergenic_region			SGCD-MRPL22			A			G			0.67			0.13			0.54


			NC_010458.4			68166556			intergenic_region			SGCD-MRPL22			A			G			0.60			0.08			0.52


			NC_010458.4			68166645			intergenic_region			SGCD-MRPL22			G			A			0.59			0.08			0.51


			NC_010458.4			68166823			intergenic_region			SGCD-MRPL22			C			T			0.94			0.11			0.83


			NC_010458.4			68166864			intergenic_region			SGCD-MRPL22			T			A			0.97			0.11			0.86


			NC_010458.4			68167080			intergenic_region			SGCD-MRPL22			T			C			0.94			0.11			0.83


			NC_010458.4			68167159			intergenic_region			SGCD-MRPL22			T			A			0.86			0.11			0.75


			NC_010458.4			68167289			intergenic_region			SGCD-MRPL22			A			G			0.91			0.08			0.83


			NC_010458.4			68167370			intergenic_region			SGCD-MRPL22			A			T			0.62			0.11			0.51


			NC_010458.4			68167447			intergenic_region			SGCD-MRPL22			C			A			0.94			0.08			0.86


			NC_010458.4			68167574			intergenic_region			SGCD-MRPL22			A			C			0.82			0.11			0.71


			NC_010458.4			68167694			intergenic_region			SGCD-MRPL22			G			A			0.94			0.06			0.88


			NC_010458.4			68167735			intergenic_region			SGCD-MRPL22			T			C			0.97			0.08			0.89


			NC_010458.4			68167927			intergenic_region			SGCD-MRPL22			A			C			0.86			0.11			0.75


			NC_010458.4			68167943			intergenic_region			SGCD-MRPL22			C			T			0.83			0.08			0.75


			NC_010458.4			68167965			intergenic_region			SGCD-MRPL22			T			C			0.85			0.08			0.77


			NC_010458.4			68167975			intergenic_region			SGCD-MRPL22			C			A			0.62			0.08			0.54


			NC_010458.4			68167977			intergenic_region			SGCD-MRPL22			C			A			0.62			0.08			0.54


			NC_010458.4			68167979			intergenic_region			SGCD-MRPL22			C			A			0.85			0.08			0.77


			NC_010458.4			68168034			intergenic_region			SGCD-MRPL22			T			G			0.81			0.08			0.73


			NC_010458.4			68168075			intergenic_region			SGCD-MRPL22			C			G			0.94			0.11			0.83


			NC_010458.4			68168100			intergenic_region			SGCD-MRPL22			G			A			0.94			0.11			0.83


			NC_010458.4			68168677			intergenic_region			SGCD-MRPL22			C			T			0.90			0.08			0.82


			NC_010458.4			68168686			intergenic_region			SGCD-MRPL22			G			T			0.90			0.08			0.82


			NC_010458.4			68169587			intergenic_region			SGCD-MRPL22			A			G			0.76			0.09			0.67


			NC_010459.5			48953294			intron_variant			EYA2			A			G			0.59			0.00


			NC_010458.4			68170187			intergenic_region			SGCD-MRPL22			C			G			0.93			0.08			0.85


			NC_010458.4			68170210			intergenic_region			SGCD-MRPL22			T			G			0.84			0.08			0.76


			NC_010458.4			68170246			intergenic_region			SGCD-MRPL22			C			T			0.98			0.08			0.90


			NC_010458.4			68170345			intergenic_region			SGCD-MRPL22			T			C			0.87			0.08			0.79


			NC_010458.4			68170346			intergenic_region			SGCD-MRPL22			G			A			0.64			0.08			0.56


			NC_010458.4			68170643			intergenic_region			SGCD-MRPL22			C			A			0.97			0.05			0.92


			NC_010458.4			68170835			intergenic_region			SGCD-MRPL22			A			G			0.62			0.11			0.51


			NC_010458.4			68171177			intergenic_region			SGCD-MRPL22			C			A			0.97			0.05			0.92


			NC_010458.4			68171380			intergenic_region			SGCD-MRPL22			C			T			0.90			0.09			0.81


			NC_010458.4			68171527			intergenic_region			SGCD-MRPL22			A			T			0.61			0.08			0.53


			NC_010458.4			68171602			intergenic_region			SGCD-MRPL22			T			G			0.63			0.13			0.50


			NC_010458.4			68171614			intergenic_region			SGCD-MRPL22			G			A			0.66			0.13			0.53


			NC_010458.4			68171654			intergenic_region			SGCD-MRPL22			A			G			0.69			0.11			0.58


			NC_010458.4			68171665			intergenic_region			SGCD-MRPL22			G			A			0.61			0.11			0.50


			NC_010458.4			68171724			intergenic_region			SGCD-MRPL22			G			C			0.83			0.11			0.72


			NC_010458.4			68171734			intergenic_region			SGCD-MRPL22			G			T			0.65			0.11			0.54


			NC_010458.4			68171824			intergenic_region			SGCD-MRPL22			A			T			0.64			0.11			0.53


			NC_010458.4			68171979			intergenic_region			SGCD-MRPL22			A			G			0.79			0.03			0.76


			NC_010458.4			68172267			intergenic_region			SGCD-MRPL22			T			G			0.83			0.08			0.75


			NC_010458.4			68172309			intergenic_region			SGCD-MRPL22			C			A			0.58			0.08			0.50


			NC_010458.4			68172351			intergenic_region			SGCD-MRPL22			A			T			0.61			0.08			0.53


			NC_010458.4			68172367			intergenic_region			SGCD-MRPL22			G			A			0.59			0.08			0.51


			NC_010458.4			68172372			intergenic_region			SGCD-MRPL22			T			G			0.59			0.08			0.51


			NC_010458.4			68172457			intergenic_region			SGCD-MRPL22			G			A			0.60			0.04			0.56


			NC_010458.4			68172470			intergenic_region			SGCD-MRPL22			G			A			0.98			0.25			0.73


			NC_010458.4			68172484			intergenic_region			SGCD-MRPL22			C			A			0.81			0.04			0.77


			NC_010458.4			68172585			intergenic_region			SGCD-MRPL22			C			A			0.81			0.04			0.77


			NC_010458.4			68172621			intergenic_region			SGCD-MRPL22			C			T			0.80			0.03			0.77


			NC_010458.4			68172665			intergenic_region			SGCD-MRPL22			C			A			0.81			0.06			0.75


			NC_010458.4			68172895			intergenic_region			SGCD-MRPL22			C			G			0.58			0.05			0.53


			NC_010459.5			48953302			intron_variant			EYA2			G			A			0.60			0.00


			NC_010459.5			48981659			intron_variant			EYA2			G			A			0.65			0.00


			NC_010459.5			48983031			intron_variant			EYA2			C			T			0.67			0.00


			NC_010458.4			68173086			intergenic_region			SGCD-MRPL22			G			C			0.63			0.06			0.57


			NC_010458.4			68173090			intergenic_region			SGCD-MRPL22			T			A			0.64			0.06			0.58


			NC_010458.4			68173154			intergenic_region			SGCD-MRPL22			C			T			0.92			0.04			0.88


			NC_010458.4			68173285			intergenic_region			SGCD-MRPL22			T			C			0.86			0.04			0.82


			NC_010458.4			68173382			intergenic_region			SGCD-MRPL22			C			A			0.86			0.11			0.75


			NC_010459.5			48983624			intron_variant			EYA2			T			C			0.73			0.00


			NC_010459.5			48983729			intron_variant			EYA2			C			T			0.70			0.00


			NC_010459.5			48983915			intron_variant			EYA2			T			C			0.67			0.00


			NC_010459.5			48985169			intron_variant			EYA2			C			T			0.74			0.00


			NC_010459.5			48985292			intron_variant			EYA2			G			A			0.63			0.00


			NC_010459.5			48986228			intron_variant			EYA2			C			G			0.72			0.00


			NC_010459.5			48986324			intron_variant			EYA2			C			T			0.65			0.00


			NC_010458.4			68177124			intergenic_region			SGCD-MRPL22			C			T			0.56			0.03			0.53


			NC_010458.4			68177157			intergenic_region			SGCD-MRPL22			C			T			0.56			0.05			0.51


			NC_010458.4			68177158			intergenic_region			SGCD-MRPL22			A			G			0.84			0.05			0.79


			NC_010458.4			68177267			intergenic_region			SGCD-MRPL22			G			A			0.56			0.05			0.51


			NC_010458.4			68177307			intergenic_region			SGCD-MRPL22			A			G			0.60			0.08			0.52


			NC_010458.4			68177316			intergenic_region			SGCD-MRPL22			C			A			0.59			0.08			0.51


			NC_010458.4			68177375			intergenic_region			SGCD-MRPL22			C			A			0.83			0.05			0.78


			NC_010458.4			68177379			intergenic_region			SGCD-MRPL22			G			C			0.57			0.05			0.52


			NC_010458.4			68177393			intergenic_region			SGCD-MRPL22			A			G			0.58			0.03			0.55


			NC_010458.4			68177457			intergenic_region			SGCD-MRPL22			A			C			0.56			0.03			0.53


			NC_010458.4			68177459			intergenic_region			SGCD-MRPL22			G			A			0.79			0.03			0.76


			NC_010458.4			68177463			intergenic_region			SGCD-MRPL22			C			G			0.54			0.03			0.51


			NC_010458.4			68177464			intergenic_region			SGCD-MRPL22			A			G			0.54			0.03			0.51


			NC_010458.4			68177481			intergenic_region			SGCD-MRPL22			A			G			0.83			0.03			0.80


			NC_010458.4			68177627			intergenic_region			SGCD-MRPL22			T			C			0.92			0.11			0.81


			NC_010458.4			68177715			intergenic_region			SGCD-MRPL22			T			C			0.91			0.06			0.85


			NC_010458.4			68177756			intergenic_region			SGCD-MRPL22			A			T			0.58			0.06			0.52


			NC_010458.4			68177900			intergenic_region			SGCD-MRPL22			G			A			0.70			0.08			0.62


			NC_010458.4			68177928			intergenic_region			SGCD-MRPL22			T			C			0.95			0.11			0.84


			NC_010458.4			68177932			intergenic_region			SGCD-MRPL22			A			G			0.94			0.11			0.83


			NC_010458.4			68177990			intergenic_region			SGCD-MRPL22			T			C			0.95			0.11			0.84


			NC_010458.4			68178357			intergenic_region			SGCD-MRPL22			G			A			0.95			0.11			0.84


			NC_010458.4			68178393			intergenic_region			SGCD-MRPL22			T			G			0.63			0.11			0.52


			NC_010458.4			68178512			intergenic_region			SGCD-MRPL22			A			C			0.63			0.08			0.55


			NC_010458.4			68178555			intergenic_region			SGCD-MRPL22			C			T			0.64			0.08			0.56


			NC_010458.4			68178712			intergenic_region			SGCD-MRPL22			C			T			0.92			0.06			0.86


			NC_010458.4			68178954			intergenic_region			SGCD-MRPL22			C			T			0.59			0.08			0.51


			NC_010458.4			68178977			intergenic_region			SGCD-MRPL22			A			G			0.97			0.11			0.86


			NC_010458.4			68179017			intergenic_region			SGCD-MRPL22			T			A			0.95			0.11			0.84


			NC_010458.4			68179068			intergenic_region			SGCD-MRPL22			A			G			0.72			0.13			0.59


			NC_010458.4			68179086			intergenic_region			SGCD-MRPL22			A			C			0.67			0.11			0.56


			NC_010458.4			68179170			intergenic_region			SGCD-MRPL22			T			C			0.64			0.11			0.53


			NC_010458.4			68179227			intergenic_region			SGCD-MRPL22			C			G			0.67			0.08			0.59


			NC_010458.4			68179248			intergenic_region			SGCD-MRPL22			T			C			0.97			0.11			0.86


			NC_010458.4			68179664			intergenic_region			SGCD-MRPL22			A			C			0.88			0.11			0.77


			NC_010458.4			68179677			intergenic_region			SGCD-MRPL22			G			A			0.78			0.08			0.70


			NC_010458.4			68179695			intergenic_region			SGCD-MRPL22			A			G			0.76			0.11			0.65


			NC_010458.4			68179773			intergenic_region			SGCD-MRPL22			A			G			0.89			0.11			0.78


			NC_010458.4			68179803			intergenic_region			SGCD-MRPL22			T			C			0.80			0.11			0.69


			NC_010458.4			68179904			intergenic_region			SGCD-MRPL22			C			A			0.93			0.08			0.85


			NC_010458.4			68179906			intergenic_region			SGCD-MRPL22			T			C			0.93			0.08			0.85


			NC_010458.4			68179948			intergenic_region			SGCD-MRPL22			T			G			0.58			0.08			0.50


			NC_010458.4			68180095			intergenic_region			SGCD-MRPL22			G			A			0.67			0.11			0.56


			NC_010458.4			68180115			intergenic_region			SGCD-MRPL22			T			C			0.80			0.14			0.66


			NC_010458.4			68180160			intergenic_region			SGCD-MRPL22			C			T			0.64			0.08			0.56


			NC_010458.4			68180178			intergenic_region			SGCD-MRPL22			A			G			0.80			0.08			0.72


			NC_010458.4			68180270			intergenic_region			SGCD-MRPL22			G			A			0.89			0.09			0.80


			NC_010458.4			68180451			intergenic_region			SGCD-MRPL22			C			G			0.94			0.08			0.86


			NC_010458.4			68180518			intergenic_region			SGCD-MRPL22			A			G			0.95			0.08			0.87


			NC_010458.4			68180537			intergenic_region			SGCD-MRPL22			A			G			0.96			0.08			0.88


			NC_010458.4			68180538			intergenic_region			SGCD-MRPL22			C			A			0.90			0.08			0.82


			NC_010458.4			68180602			intergenic_region			SGCD-MRPL22			C			T			0.96			0.08			0.88


			NC_010458.4			68180608			intergenic_region			SGCD-MRPL22			A			G			0.91			0.08			0.83


			NC_010458.4			68180671			intergenic_region			SGCD-MRPL22			T			C			0.97			0.08			0.89


			NC_010458.4			68180815			intergenic_region			SGCD-MRPL22			A			G			0.96			0.11			0.85


			NC_010458.4			68181028			intergenic_region			SGCD-MRPL22			A			G			0.95			0.11			0.84


			NC_010458.4			68181112			intergenic_region			SGCD-MRPL22			T			C			0.96			0.11			0.85


			NC_010458.4			68181113			intergenic_region			SGCD-MRPL22			G			A			0.96			0.11			0.85


			NC_010458.4			68181243			intergenic_region			SGCD-MRPL22			C			T			0.94			0.08			0.86


			NC_010458.4			68181274			intergenic_region			SGCD-MRPL22			T			C			0.94			0.11			0.83


			NC_010458.4			68181292			intergenic_region			SGCD-MRPL22			C			G			0.95			0.11			0.84


			NC_010458.4			68181448			intergenic_region			SGCD-MRPL22			G			C			0.94			0.13			0.81


			NC_010458.4			68181469			intergenic_region			SGCD-MRPL22			C			T			0.96			0.11			0.85


			NC_010458.4			68181485			intergenic_region			SGCD-MRPL22			C			T			0.96			0.11			0.85


			NC_010458.4			68181498			intergenic_region			SGCD-MRPL22			A			G			0.95			0.11			0.84


			NC_010458.4			68181524			intergenic_region			SGCD-MRPL22			G			A			0.94			0.11			0.83


			NC_010458.4			68181906			intergenic_region			SGCD-MRPL22			C			T			0.95			0.08			0.87


			NC_010458.4			68181935			intergenic_region			SGCD-MRPL22			A			G			0.95			0.08			0.87


			NC_010458.4			68182022			intergenic_region			SGCD-MRPL22			T			C			0.95			0.11			0.84


			NC_010458.4			68182138			intergenic_region			SGCD-MRPL22			C			T			0.70			0.11			0.59


			NC_010458.4			68182242			intergenic_region			SGCD-MRPL22			T			C			0.69			0.11			0.58


			NC_010458.4			68182311			intergenic_region			SGCD-MRPL22			C			T			0.95			0.11			0.84


			NC_010458.4			68182658			intergenic_region			SGCD-MRPL22			A			C			0.97			0.11			0.86


			NC_010458.4			68182752			intergenic_region			SGCD-MRPL22			A			G			0.66			0.11			0.55


			NC_010458.4			68182816			intergenic_region			SGCD-MRPL22			T			C			0.97			0.11			0.86


			NC_010458.4			68183351			intergenic_region			SGCD-MRPL22			T			C			0.69			0.11			0.58


			NC_010458.4			68183406			intergenic_region			SGCD-MRPL22			A			G			0.64			0.11			0.53


			NC_010458.4			68183490			intergenic_region			SGCD-MRPL22			C			T			0.70			0.11			0.59


			NC_010458.4			68183669			intergenic_region			SGCD-MRPL22			G			A			0.77			0.11			0.66


			NC_010458.4			68183801			intergenic_region			SGCD-MRPL22			G			T			0.54			0.03			0.51


			NC_010458.4			68184215			intergenic_region			SGCD-MRPL22			T			G			0.97			0.08			0.89


			NC_010458.4			68184995			intergenic_region			SGCD-MRPL22			C			T			0.66			0.03			0.63


			NC_010459.5			48986479			intron_variant			EYA2			C			T			0.61			0.00


			NC_010458.4			68185140			intergenic_region			SGCD-MRPL22			A			C			0.94			0.08			0.86


			NC_010458.4			68185294			intergenic_region			SGCD-MRPL22			G			A			0.86			0.05			0.81


			NC_010458.4			68185606			intergenic_region			SGCD-MRPL22			T			C			0.63			0.08			0.55


			NC_010458.4			68185608			intergenic_region			SGCD-MRPL22			T			A			0.63			0.08			0.55


			NC_010458.4			68186009			intergenic_region			SGCD-MRPL22			G			A			0.62			0.08			0.54


			NC_010458.4			68186020			intergenic_region			SGCD-MRPL22			T			C			0.58			0.08			0.50


			NC_010458.4			68186526			intergenic_region			SGCD-MRPL22			G			A			0.72			0.08			0.64


			NC_010458.4			68186528			intergenic_region			SGCD-MRPL22			T			G			0.72			0.08			0.64


			NC_010458.4			68186661			intergenic_region			SGCD-MRPL22			C			A			0.60			0.03			0.57


			NC_010458.4			68186890			intergenic_region			SGCD-MRPL22			C			T			0.78			0.11			0.67


			NC_010458.4			68187072			intergenic_region			SGCD-MRPL22			T			C			0.77			0.11			0.66


			NC_010458.4			68187104			intergenic_region			SGCD-MRPL22			A			T			0.97			0.11			0.86


			NC_010458.4			68187267			intergenic_region			SGCD-MRPL22			A			G			0.75			0.08			0.67


			NC_010458.4			68187276			intergenic_region			SGCD-MRPL22			G			A			0.76			0.08			0.68


			NC_010458.4			68187332			intergenic_region			SGCD-MRPL22			T			C			0.97			0.11			0.86


			NC_010458.4			68187446			intergenic_region			SGCD-MRPL22			C			A			0.88			0.11			0.77


			NC_010458.4			68187477			intergenic_region			SGCD-MRPL22			C			T			0.57			0.06			0.51


			NC_010458.4			68187549			intergenic_region			SGCD-MRPL22			C			A			0.95			0.09			0.86


			NC_010458.4			68187674			intergenic_region			SGCD-MRPL22			T			C			0.93			0.11			0.82


			NC_010458.4			68187733			intergenic_region			SGCD-MRPL22			C			T			0.58			0.06			0.52


			NC_010458.4			68187753			intergenic_region			SGCD-MRPL22			G			T			0.94			0.08			0.86


			NC_010458.4			68187841			intergenic_region			SGCD-MRPL22			A			G			0.94			0.05			0.89


			NC_010458.4			68187857			intergenic_region			SGCD-MRPL22			G			A			0.94			0.05			0.89


			NC_010458.4			68187896			intergenic_region			SGCD-MRPL22			A			T			0.93			0.16			0.77


			NC_010458.4			68188280			intergenic_region			SGCD-MRPL22			A			G			0.54			0.03			0.51


			NC_010458.4			68188329			intergenic_region			SGCD-MRPL22			G			T			0.85			0.06			0.79


			NC_010459.5			48993237			intron_variant			EYA2			C			A			0.64			0.00


			NC_010459.5			48993305			intron_variant			EYA2			T			C			0.65			0.00


			NC_010458.4			68188617			intergenic_region			SGCD-MRPL22			G			C			0.56			0.05			0.51


			NC_010458.4			68189672			intergenic_region			SGCD-MRPL22			G			A			0.94			0.10			0.84


			NC_010458.4			68193928			intergenic_region			SGCD-MRPL22			A			G			0.81			0.11			0.70


			NC_010458.4			68194206			intergenic_region			SGCD-MRPL22			C			G			0.94			0.14			0.80


			NC_010458.4			68194224			intergenic_region			SGCD-MRPL22			G			A			0.92			0.13			0.79


			NC_010458.4			68194234			intergenic_region			SGCD-MRPL22			G			A			0.91			0.13			0.78


			NC_010458.4			68194264			intergenic_region			SGCD-MRPL22			G			A			0.76			0.03			0.73


			NC_010458.4			68194291			intergenic_region			SGCD-MRPL22			G			C			0.93			0.13			0.80


			NC_010458.4			68194597			intergenic_region			SGCD-MRPL22			T			A			0.74			0.03			0.71


			NC_010458.4			68194603			intergenic_region			SGCD-MRPL22			A			G			0.73			0.11			0.62


			NC_010458.4			68194741			intergenic_region			SGCD-MRPL22			C			T			0.96			0.11			0.85


			NC_010458.4			68195059			intergenic_region			SGCD-MRPL22			C			T			0.59			0.08			0.51


			NC_010458.4			68195518			intergenic_region			SGCD-MRPL22			T			C			0.97			0.11			0.86


			NC_010458.4			68195896			intergenic_region			SGCD-MRPL22			T			C			0.88			0.08			0.80


			NC_010458.4			68196117			intergenic_region			SGCD-MRPL22			T			A			0.95			0.03			0.92


			NC_010458.4			68196186			intergenic_region			SGCD-MRPL22			T			G			0.96			0.08			0.88


			NC_010458.4			68196779			intergenic_region			SGCD-MRPL22			T			G			0.97			0.08			0.89


			NC_010458.4			68196889			intergenic_region			SGCD-MRPL22			C			A			0.60			0.05			0.55


			NC_010458.4			68197523			intergenic_region			SGCD-MRPL22			C			T			0.98			0.08			0.90


			NC_010458.4			68198289			intergenic_region			SGCD-MRPL22			A			C			0.98			0.29			0.69


			NC_010458.4			68198444			intergenic_region			SGCD-MRPL22			C			T			0.95			0.08			0.87


			NC_010458.4			68198755			intergenic_region			SGCD-MRPL22			A			G			0.10			0.69			0.59


			NC_010458.4			68199719			intergenic_region			SGCD-MRPL22			T			C			0.02			0.66			0.63


			NC_010458.4			68200079			intergenic_region			SGCD-MRPL22			G			A			0.01			0.58			0.57


			NC_010458.4			68204093			intergenic_region			SGCD-MRPL22			T			A			0.02			0.55			0.53


			NC_010458.4			68204274			intergenic_region			SGCD-MRPL22			T			G			0.02			0.63			0.61


			NC_010458.4			68204526			intergenic_region			SGCD-MRPL22			T			C			0.02			0.58			0.56


			NC_010458.4			68204528			intergenic_region			SGCD-MRPL22			A			G			0.02			0.58			0.56


			NC_010458.4			68204640			intergenic_region			SGCD-MRPL22			T			C			0.16			0.74			0.57


			NC_010458.4			68205052			intergenic_region			SGCD-MRPL22			C			A			0.03			0.61			0.58


			NC_010458.4			68205695			intergenic_region			SGCD-MRPL22			C			T			0.03			0.63			0.60


			NC_010458.4			68205857			intergenic_region			SGCD-MRPL22			G			A			0.03			0.66			0.62


			NC_010458.4			68206527			intergenic_region			SGCD-MRPL22			T			G			0.07			0.66			0.58


			NC_010458.4			68206689			intergenic_region			SGCD-MRPL22			G			T			0.02			0.63			0.61


			NC_010458.4			68207063			intergenic_region			SGCD-MRPL22			G			T			0.02			0.64			0.62


			NC_010458.4			68207064			intergenic_region			SGCD-MRPL22			T			C			0.03			0.64			0.60


			NC_010458.4			68207416			intergenic_region			SGCD-MRPL22			T			C			0.67			0.05			0.62


			NC_010458.4			68208442			intergenic_region			SGCD-MRPL22			C			T			0.19			0.74			0.54


			NC_010458.4			68208706			intergenic_region			SGCD-MRPL22			G			A			0.57			0.03			0.54


			NC_010458.4			68208860			intergenic_region			SGCD-MRPL22			A			G			0.54			0.03			0.51


			NC_010458.4			68209251			intergenic_region			SGCD-MRPL22			A			G			0.01			0.53			0.51


			NC_010458.4			68209284			intergenic_region			SGCD-MRPL22			G			A			0.00			0.58


			NC_010458.4			68209482			intergenic_region			SGCD-MRPL22			T			A			0.02			0.63			0.61


			NC_010458.4			68209795			intergenic_region			SGCD-MRPL22			T			C			0.18			0.68			0.51


			NC_010458.4			68209840			intergenic_region			SGCD-MRPL22			T			A			0.63			0.03			0.60


			NC_010459.5			48993458			intron_variant			EYA2			C			T			0.63			0.00


			NC_010458.4			68210245			intergenic_region			SGCD-MRPL22			A			G			0.01			0.65			0.64


			NC_010459.5			48993569			intron_variant			EYA2			C			T			0.68			0.00


			NC_010458.4			68210296			intergenic_region			SGCD-MRPL22			T			C			0.85			0.05			0.80


			NC_010458.4			68210324			intergenic_region			SGCD-MRPL22			G			A			0.02			0.66			0.64


			NC_010458.4			68210358			intergenic_region			SGCD-MRPL22			T			C			0.72			0.05			0.67


			NC_010458.4			68210773			intergenic_region			SGCD-MRPL22			T			C			0.02			0.63			0.61


			NC_010458.4			68210891			intergenic_region			SGCD-MRPL22			G			C			0.01			0.64			0.63


			NC_010458.4			68210964			intergenic_region			SGCD-MRPL22			C			T			0.61			0.03			0.58


			NC_010458.4			68211066			intergenic_region			SGCD-MRPL22			A			G			0.04			0.63			0.59


			NC_010458.4			68211083			intergenic_region			SGCD-MRPL22			C			T			0.02			0.63			0.61


			NC_010459.5			48999084			intron_variant			EYA2			T			C			0.65			0.00


			NC_010458.4			68211650			intergenic_region			SGCD-MRPL22			G			A			0.68			0.08			0.60


			NC_010458.4			68211747			intergenic_region			SGCD-MRPL22			G			A			0.02			0.66			0.64


			NC_010458.4			68211767			intergenic_region			SGCD-MRPL22			A			G			0.02			0.63			0.61


			NC_010458.4			68211840			intergenic_region			SGCD-MRPL22			G			A			0.02			0.68			0.66


			NC_010458.4			68211882			intergenic_region			SGCD-MRPL22			C			T			0.13			0.66			0.53


			NC_010458.4			68211896			intergenic_region			SGCD-MRPL22			T			C			0.13			0.66			0.53


			NC_010458.4			68212318			intergenic_region			SGCD-MRPL22			C			T			0.80			0.05			0.75


			NC_010458.4			68212338			intergenic_region			SGCD-MRPL22			C			T			0.58			0.05			0.53


			NC_010458.4			68212382			intergenic_region			SGCD-MRPL22			T			C			0.06			0.61			0.55


			NC_010458.4			68212437			intergenic_region			SGCD-MRPL22			G			A			0.05			0.61			0.57


			NC_010458.4			68212441			intergenic_region			SGCD-MRPL22			A			G			0.05			0.61			0.56


			NC_010458.4			68212454			intergenic_region			SGCD-MRPL22			A			G			0.06			0.61			0.55


			NC_010458.4			68212473			intergenic_region			SGCD-MRPL22			A			G			0.60			0.03			0.57


			NC_010458.4			68212542			intergenic_region			SGCD-MRPL22			C			T			0.13			0.74			0.60


			NC_010458.4			68212820			intergenic_region			SGCD-MRPL22			G			A			0.02			0.66			0.64


			NC_010458.4			68212970			intergenic_region			SGCD-MRPL22			G			A			0.02			0.66			0.64


			NC_010458.4			68213605			intergenic_region			SGCD-MRPL22			A			G			0.06			0.61			0.55


			NC_010458.4			68213831			intergenic_region			SGCD-MRPL22			C			T			0.02			0.58			0.56


			NC_010458.4			68214097			intergenic_region			SGCD-MRPL22			A			G			0.08			0.61			0.52


			NC_010458.4			68215688			intergenic_region			SGCD-MRPL22			A			T			0.62			0.03			0.59


			NC_010458.4			68215693			intergenic_region			SGCD-MRPL22			C			T			0.62			0.03			0.59


			NC_010458.4			68215769			intergenic_region			SGCD-MRPL22			A			G			0.60			0.03			0.57


			NC_010458.4			68215904			intergenic_region			SGCD-MRPL22			A			G			0.62			0.03			0.59


			NC_010458.4			68219322			intergenic_region			SGCD-MRPL22			A			T			0.57			0.05			0.52


			NC_010458.4			68219369			intergenic_region			SGCD-MRPL22			A			C			0.85			0.08			0.77


			NC_010458.4			68219771			intergenic_region			SGCD-MRPL22			T			A			0.02			0.53			0.50


			NC_010458.4			68219793			intergenic_region			SGCD-MRPL22			C			G			0.07			0.58			0.51


			NC_010458.4			68219837			intergenic_region			SGCD-MRPL22			A			G			0.03			0.58			0.54


			NC_010458.4			68219977			intergenic_region			SGCD-MRPL22			G			A			0.06			0.61			0.55


			NC_010458.4			68220371			intergenic_region			SGCD-MRPL22			C			T			0.02			0.58			0.56


			NC_010458.4			68220891			intergenic_region			SGCD-MRPL22			T			G			0.74			0.03			0.71


			NC_010459.5			48999148			intron_variant			EYA2			G			A			0.64			0.00


			NC_010458.4			68221561			intergenic_region			SGCD-MRPL22			G			A			0.02			0.63			0.61


			NC_010459.5			48999170			intron_variant			EYA2			C			T			0.66			0.00


			NC_010458.4			68222003			intergenic_region			SGCD-MRPL22			A			T			0.72			0.13			0.59


			NC_010459.5			48999807			intron_variant			EYA2			T			C			0.63			0.00


			NC_010458.4			68222167			intergenic_region			SGCD-MRPL22			C			T			0.73			0.08			0.65


			NC_010458.4			68222185			intergenic_region			SGCD-MRPL22			T			C			0.70			0.08			0.62


			NC_010458.4			68222271			intergenic_region			SGCD-MRPL22			C			T			0.68			0.05			0.63


			NC_010458.4			68222537			intergenic_region			SGCD-MRPL22			T			C			0.80			0.05			0.75


			NC_010459.5			49000099			intron_variant			EYA2			A			G			0.60			0.00


			NC_010459.5			49001511			intron_variant			EYA2			G			C			0.74			0.00


			NC_010458.4			68223335			intergenic_region			SGCD-MRPL22			C			T			0.02			0.54			0.51


			NC_010458.4			68223412			intergenic_region			SGCD-MRPL22			A			T			0.02			0.53			0.51


			NC_010458.4			68223771			intergenic_region			SGCD-MRPL22			A			G			0.02			0.63			0.61


			NC_010458.4			68224490			intergenic_region			SGCD-MRPL22			G			A			0.01			0.61			0.59


			NC_010458.4			68224505			intergenic_region			SGCD-MRPL22			C			T			0.01			0.61			0.59


			NC_010458.4			68224849			intergenic_region			SGCD-MRPL22			T			C			0.02			0.61			0.59


			NC_010458.4			68225085			intergenic_region			SGCD-MRPL22			T			C			0.02			0.55			0.53


			NC_010458.4			68225099			intergenic_region			SGCD-MRPL22			G			A			0.02			0.61			0.58


			NC_010458.4			68226568			intergenic_region			SGCD-MRPL22			C			T			0.03			0.61			0.57


			NC_010458.4			68227133			intergenic_region			SGCD-MRPL22			A			C			0.67			0.11			0.56


			NC_010458.4			68227174			intergenic_region			SGCD-MRPL22			A			G			0.68			0.13			0.55


			NC_010458.4			68227497			intergenic_region			SGCD-MRPL22			C			G			0.06			0.66			0.60


			NC_010458.4			68227658			intergenic_region			SGCD-MRPL22			C			T			0.02			0.58			0.56


			NC_010458.4			68227748			intergenic_region			SGCD-MRPL22			C			G			0.03			0.61			0.57


			NC_010458.4			68228098			intergenic_region			SGCD-MRPL22			G			A			0.02			0.66			0.64


			NC_010458.4			68228364			intergenic_region			SGCD-MRPL22			T			C			0.01			0.61			0.60


			NC_010458.4			68228374			intergenic_region			SGCD-MRPL22			G			A			0.64			0.11			0.53


			NC_010456.5			71299868			5_prime_UTR_premature_start_codon_gain_variant			MYPN			C			T			0.05			0.68			0.64


			NC_010459.5			35504019			intron_variant			MYLK2			G			T			0.13			0.64			0.51


			NC_010459.5			35508911			intron_variant			MYLK2			C			T			0.00			0.53


			NC_010456.5			76243759			3_prime_UTR_variant			PPP3CB			T			C			0.05			0.95			0.90


			NC_010449.5			19743805			5_prime_UTR_variant			RIPOR2			A			G			0.05			0.75			0.70


			NC_010454.4			16775101			upstream_gene_variant			MYL4			G			A			0.05			0.58			0.53


			NC_010456.5			71282300			upstream_gene_variant			MYPN			T			G			0.05			0.78			0.73


			NC_010456.5			71299914			5_prime_UTR_variant			MYPN			C			T			0.05			0.72			0.68


			NC_010456.5			71300017			5_prime_UTR_variant			MYPN			C			T			0.05			0.78			0.73


			NC_010456.5			71383395			splice_region_variant&intron_variant			MYPN			C			T			0.05			0.74			0.69


			NC_010456.5			76247930			3_prime_UTR_variant			PPP3CB			C			T			0.05			0.95			0.90


			NC_010458.4			38316338			upstream_gene_variant			PDE4D			C			T			0.05			0.84			0.80


			NC_010460.4			48710267			5_prime_UTR_variant			PGAM2			C			G			0.04			0.97			0.93


			NC_010460.4			48712707			synonymous_variant			PGAM2			C			A			0.04			0.94			0.90


			NC_010446.5			103748508			3_prime_UTR_variant			PTGFRN			C			T			0.04			0.66			0.62


			NC_010460.4			19450500			upstream_gene_variant			SMO			G			A			0.04			0.89			0.86


			NC_010443.5			221634141			upstream_gene_variant			PGM5			T			G			0.04			0.89			0.86


			NC_010449.5			19608554			upstream_gene_variant			RIPOR2			C			T			0.04			0.56			0.52


			NC_010459.5			48931790			intron_variant			EYA2			T			C			0.72			0.08			0.64


			NC_010459.5			48932050			intron_variant			EYA2			T			C			0.01			0.75			0.74


			NC_010459.5			48932781			intron_variant			EYA2			G			T			0.02			0.68			0.66


			NC_010459.5			48932908			intron_variant			EYA2			T			C			0.22			0.74			0.52


			NC_010459.5			48933126			intron_variant			EYA2			C			A			0.27			0.84			0.57


			NC_010459.5			48933217			intron_variant			EYA2			G			A			0.67			0.11			0.56


			NC_010459.5			48934125			intron_variant			EYA2			C			T			0.24			0.81			0.56


			NC_010459.5			48935506			intron_variant			EYA2			G			A			0.26			0.88			0.61


			NC_010459.5			48935549			intron_variant			EYA2			C			T			0.25			0.86			0.61


			NC_010459.5			48936633			intron_variant			EYA2			A			T			0.01			0.71			0.69


			NC_010459.5			48937615			intron_variant			EYA2			C			A			0.56			0.03			0.53


			NC_010459.5			48938337			intron_variant			EYA2			T			C			0.00			0.71


			NC_010459.5			48942355			intron_variant			EYA2			C			T			0.26			0.78			0.52


			NC_010459.5			48943619			intron_variant			EYA2			G			A			0.01			0.76			0.75


			NC_010459.5			48943702			intron_variant			EYA2			G			C			0.66			0.14			0.52


			NC_010459.5			48944035			intron_variant			EYA2			G			A			0.24			0.75			0.51


			NC_010459.5			48945238			intron_variant			EYA2			C			T			0.00			0.71


			NC_010459.5			48947252			intron_variant			EYA2			G			A			0.02			0.83			0.81


			NC_010459.5			49014960			intron_variant			EYA2			A			G			0.59			0.00


			NC_010459.5			48951439			intron_variant			EYA2			A			C			0.34			0.97			0.63


			NC_010459.5			48951528			intron_variant			EYA2			C			T			0.42			0.97			0.55


			NC_010459.5			48951848			intron_variant			EYA2			G			A			0.81			0.17			0.64


			NC_010459.5			49015316			intron_variant			EYA2			A			T			0.56			0.00


			NC_010459.5			49015340			intron_variant			EYA2			A			G			0.56			0.00


			NC_010459.5			48952182			intron_variant			EYA2			G			A			0.34			0.97			0.63


			NC_010459.5			49015660			intron_variant			EYA2			A			C			0.57			0.00


			NC_010459.5			49016299			upstream_gene_variant			EYA2			C			T			0.66			0.00


			NC_010459.5			48952590			intron_variant			EYA2			T			C			0.37			0.97			0.60


			NC_010459.5			48952618			intron_variant			EYA2			A			G			0.40			0.97			0.57


			NC_010459.5			48952999			intron_variant			EYA2			G			A			0.38			0.97			0.60


			NC_010459.5			48953180			intron_variant			EYA2			T			C			0.14			0.97			0.84


			NC_010459.5			48953267			intron_variant			EYA2			G			A			0.38			0.97			0.60


			NC_010459.5			48953277			intron_variant			EYA2			G			A			0.38			0.97			0.60


			NC_010459.5			49017090			upstream_gene_variant			EYA2			A			G			0.51			0.00


			NC_010459.5			49017464			5_prime_UTR_variant			EYA2			A			G			0.56			0.00


			NC_010459.5			48953603			intron_variant			EYA2			T			C			0.38			0.97			0.60


			NC_010459.5			48953656			intron_variant			EYA2			T			C			0.36			0.97			0.61


			NC_010459.5			48954360			intron_variant			EYA2			T			C			0.33			0.97			0.64


			NC_010459.5			48954473			intron_variant			EYA2			G			A			0.02			0.74			0.71


			NC_010459.5			48954568			intron_variant			EYA2			G			A			0.36			0.95			0.59


			NC_010459.5			48955270			intron_variant			EYA2			A			G			0.44			0.97			0.53


			NC_010459.5			48955298			intron_variant			EYA2			C			T			0.44			0.97			0.53


			NC_010459.5			48955400			intron_variant			EYA2			G			A			0.40			0.97			0.58


			NC_010459.5			48955586			intron_variant			EYA2			C			T			0.44			1.00			0.56


			NC_010459.5			48955706			intron_variant			EYA2			G			A			0.36			1.00			0.64


			NC_010459.5			48967508			intron_variant			EYA2			A			G			0.95			0.44			0.51


			NC_010459.5			48973505			intron_variant			EYA2			A			G			0.92			0.36			0.56


			NC_010459.5			48973839			intron_variant			EYA2			A			T			0.96			0.38			0.58


			NC_010459.5			48974197			intron_variant			EYA2			A			G			0.97			0.41			0.56


			NC_010459.5			48975049			intron_variant			EYA2			A			G			0.94			0.42			0.52


			NC_010459.5			48975242			intron_variant			EYA2			C			T			0.95			0.42			0.53


			NC_010459.5			48975962			intron_variant			EYA2			T			C			0.93			0.42			0.51


			NC_010459.5			48977567			intron_variant			EYA2			T			G			0.94			0.44			0.50


			NC_010459.5			48977733			intron_variant			EYA2			T			C			0.97			0.47			0.50


			NC_010459.5			48977750			intron_variant			EYA2			A			G			0.97			0.47			0.50


			NC_010459.5			48977772			intron_variant			EYA2			A			G			0.97			0.42			0.55


			NC_010459.5			48978027			intron_variant			EYA2			G			A			0.00			0.50


			NC_010459.5			48978546			intron_variant			EYA2			T			C			0.68			0.18			0.50


			NC_010459.5			48978585			intron_variant			EYA2			A			G			0.98			0.47			0.51


			NC_010459.5			48979252			intron_variant			EYA2			A			G			0.74			0.16			0.58


			NC_010459.5			48979471			intron_variant			EYA2			A			G			0.83			0.15			0.68


			NC_010459.5			48979524			intron_variant			EYA2			A			C			0.80			0.18			0.62


			NC_010459.5			48979538			intron_variant			EYA2			G			C			0.80			0.17			0.63


			NC_010459.5			48979555			intron_variant			EYA2			G			A			0.79			0.17			0.62


			NC_010459.5			48981593			intron_variant			EYA2			C			T			0.03			0.55			0.52


			NC_010459.5			49017470			5_prime_UTR_premature_start_codon_gain_variant			EYA2			T			A			0.57			0.00


			NC_010459.5			49017553			5_prime_UTR_premature_start_codon_gain_variant			EYA2			C			T			0.53			0.00


			NC_010459.5			48983149			intron_variant			EYA2			A			G			0.89			0.34			0.55


			NC_010459.5			48983184			intron_variant			EYA2			G			A			0.90			0.34			0.56


			NC_010459.5			49017579			5_prime_UTR_variant			EYA2			G			A			0.55			0.00


			NC_010459.5			49017580			5_prime_UTR_variant			EYA2			C			T			0.55			0.00


			NC_010459.5			49017591			5_prime_UTR_variant			EYA2			C			T			0.52			0.00


			NC_010459.5			48984793			intron_variant			EYA2			A			C			0.69			0.05			0.64


			NC_010459.5			48984877			intron_variant			EYA2			G			A			0.68			0.08			0.60


			NC_010459.5			48985150			intron_variant			EYA2			G			A			0.15			0.94			0.79


			NC_010459.5			49017606			5_prime_UTR_variant			EYA2			C			T			0.52			0.00


			NC_010459.5			49017607			5_prime_UTR_variant			EYA2			A			G			0.52			0.00


			NC_010459.5			48986094			intron_variant			EYA2			C			T			0.10			0.92			0.81


			NC_010459.5			49058766			intron_variant			EYA2			G			A			0.55			0.00


			NC_010459.5			49065244			intron_variant			EYA2			G			A			0.51			0.00


			NC_010459.5			49071003			intron_variant			EYA2			G			A			0.55			0.00


			NC_010459.5			48986750			intron_variant			EYA2			C			T			0.81			0.11			0.70


			NC_010459.5			48987043			intron_variant			EYA2			A			G			0.65			0.03			0.62


			NC_010459.5			48987273			intron_variant			EYA2			A			T			0.14			0.79			0.65


			NC_010459.5			48987773			intron_variant			EYA2			A			G			0.11			0.74			0.62


			NC_010459.5			48987968			intron_variant			EYA2			T			C			0.13			0.82			0.69


			NC_010459.5			48987993			intron_variant			EYA2			A			T			0.24			0.95			0.71


			NC_010459.5			48987996			intron_variant			EYA2			A			G			0.24			0.95			0.70


			NC_010459.5			48988389			intron_variant			EYA2			G			A			0.01			0.67			0.65


			NC_010459.5			48988492			intron_variant			EYA2			T			C			0.22			0.91			0.69


			NC_010459.5			48989261			intron_variant			EYA2			C			T			0.23			0.90			0.67


			NC_010459.5			48989340			intron_variant			EYA2			C			T			0.23			0.92			0.69


			NC_010459.5			48989379			intron_variant			EYA2			A			G			0.22			0.92			0.71


			NC_010459.5			48989396			intron_variant			EYA2			T			C			0.23			0.92			0.69


			NC_010459.5			48989397			intron_variant			EYA2			G			A			0.23			0.92			0.69


			NC_010459.5			48989526			intron_variant			EYA2			A			G			0.24			0.91			0.67


			NC_010459.5			48989569			intron_variant			EYA2			C			T			0.24			0.90			0.66


			NC_010459.5			48989583			intron_variant			EYA2			T			C			0.76			0.06			0.70


			NC_010459.5			48989676			intron_variant			EYA2			G			A			0.21			0.92			0.71


			NC_010459.5			48989743			intron_variant			EYA2			T			C			0.23			0.88			0.66


			NC_010459.5			48989756			intron_variant			EYA2			T			G			0.23			0.88			0.65


			NC_010459.5			48990061			intron_variant			EYA2			A			G			0.14			0.92			0.78


			NC_010459.5			48990074			intron_variant			EYA2			C			A			0.14			0.93			0.79


			NC_010459.5			48990166			intron_variant			EYA2			G			A			0.23			0.94			0.72


			NC_010459.5			48990176			intron_variant			EYA2			T			G			0.73			0.05			0.68


			NC_010459.5			48990553			intron_variant			EYA2			A			G			0.20			0.92			0.72


			NC_010459.5			48991019			intron_variant			EYA2			G			A			0.20			0.89			0.70


			NC_010459.5			48991047			intron_variant			EYA2			T			C			0.23			0.92			0.69


			NC_010459.5			48991146			intron_variant			EYA2			A			G			0.23			0.92			0.69


			NC_010459.5			48991702			intron_variant			EYA2			T			C			0.75			0.06			0.69


			NC_010459.5			48991711			intron_variant			EYA2			T			C			0.75			0.06			0.69


			NC_010459.5			48992123			intron_variant			EYA2			T			C			0.20			0.89			0.69


			NC_010459.5			48992258			intron_variant			EYA2			A			G			0.84			0.12			0.72


			NC_010459.5			48992414			intron_variant			EYA2			T			G			0.17			0.92			0.75


			NC_010459.5			48992999			intron_variant			EYA2			T			C			0.73			0.05			0.68


			NC_010459.5			48993016			intron_variant			EYA2			C			A			0.25			0.84			0.59


			NC_010459.5			49114013			intron_variant			EYA2			A			G			0.53			0.00


			NC_010459.5			49117262			intron_variant			EYA2			A			G			0.52			0.00


			NC_010459.5			48993322			intron_variant			EYA2			A			G			0.17			0.89			0.72


			NC_010459.5			48993370			intron_variant			EYA2			A			G			0.18			0.92			0.73


			NC_010459.5			49126611			intron_variant			EYA2			A			C			0.63			0.00


			NC_010459.5			48993523			intron_variant			EYA2			G			A			0.19			0.79			0.60


			NC_010459.5			49126939			intron_variant			EYA2			A			G			0.62			0.00


			NC_010459.5			48993582			intron_variant			EYA2			G			A			0.70			0.13			0.57


			NC_010459.5			48997465			intron_variant			EYA2			G			A			0.78			0.08			0.70


			NC_010459.5			48997943			intron_variant			EYA2			C			T			0.02			0.69			0.66


			NC_010459.5			48998218			intron_variant			EYA2			A			G			0.76			0.08			0.68


			NC_010459.5			48998291			intron_variant			EYA2			A			G			0.73			0.08			0.65


			NC_010459.5			48998513			intron_variant			EYA2			A			G			0.74			0.05			0.69


			NC_010459.5			48998961			intron_variant			EYA2			T			C			0.80			0.05			0.75


			NC_010459.5			49202257			intron_variant			EYA2			A			C			0.53			0.00


			NC_010459.5			48999131			intron_variant			EYA2			T			C			0.69			0.08			0.61


			NC_010459.5			49202850			intron_variant			EYA2			G			A			0.51			0.00


			NC_010459.5			57568670			3_prime_UTR_variant			BMP7			T			G			0.66			0.00


			NC_010459.5			57570515			intron_variant			BMP7			T			G			0.56			0.00


			NC_010459.5			49000054			intron_variant			EYA2			A			G			0.67			0.08			0.59


			NC_010459.5			49000071			intron_variant			EYA2			T			C			0.85			0.18			0.67


			NC_010459.5			57571593			intron_variant			BMP7			C			T			0.54			0.00


			NC_010459.5			49000179			intron_variant			EYA2			C			G			0.62			0.05			0.57


			NC_010459.5			49000203			intron_variant			EYA2			A			G			0.76			0.05			0.71


			NC_010459.5			57571644			intron_variant			BMP7			A			G			0.57			0.00


			NC_010459.5			49003436			intron_variant			EYA2			T			C			0.90			0.32			0.58


			NC_010459.5			49012473			intron_variant			EYA2			G			A			0.88			0.11			0.77


			NC_010459.5			49012892			intron_variant			EYA2			C			T			0.88			0.03			0.85


			NC_010459.5			49013582			intron_variant			EYA2			G			T			0.81			0.08			0.73


			NC_010459.5			57572642			intron_variant			BMP7			A			G			0.61			0.00


			NC_010459.5			57577132			intron_variant			BMP7			C			T			0.52			0.00


			NC_010459.5			57581062			intron_variant			BMP7			A			G			0.59			0.00


			NC_010459.5			57591941			intron_variant			BMP7			T			C			0.56			0.00


			NC_010459.5			57585690			3_prime_UTR_variant			BMP7			A			G			0.04			0.67			0.63


			NC_010460.4			48710042			5_prime_UTR_premature_start_codon_gain_variant			PGAM2			C			T			0.04			0.84			0.81


			NC_010449.5			19608363			upstream_gene_variant			RIPOR2			C			T			0.04			0.64			0.60


			NC_010460.4			48709016			5_prime_UTR_variant			PGAM2			G			A			0.04			0.97			0.93


			NC_010443.5			71317812			3_prime_UTR_variant			BVES			C			T			0.03			0.55			0.52


			NC_010445.4			11842930			synonymous_variant			LOC100620992			C			G			0.03			0.68			0.65


			NC_010449.5			19743031			5_prime_UTR_premature_start_codon_gain_variant			RIPOR2			T			C			0.03			0.68			0.65


			NC_010451.4			109411073			upstream_gene_variant			EZH2			T			A			0.03			0.58			0.54


			NC_010456.5			76453156			upstream_gene_variant			MYOZ1			G			A			0.03			0.82			0.78


			NC_010459.5			57569650			3_prime_UTR_variant			BMP7			G			A			0.03			0.66			0.62


			NC_010447.5			22556611			upstream_gene_variant			STAC3			G			A			0.03			0.79			0.76


			NC_010448.4			146167799			3_prime_UTR_variant			PDE4B			G			A			0.03			0.58			0.54


			NC_010448.4			146167948			3_prime_UTR_variant			PDE4B			G			A			0.03			0.58			0.54


			NC_010449.5			19734436			5_prime_UTR_premature_start_codon_gain_variant			RIPOR2			G			C			0.03			0.68			0.65


			NC_010451.4			50507589			upstream_gene_variant			SCN3B			C			T			0.03			0.58			0.55


			NC_010451.4			50510864			3_prime_UTR_variant			SCN3B			C			G			0.03			0.58			0.54


			NC_010451.4			50533073			upstream_gene_variant			SCN3B			A			G			0.03			0.55			0.52


			NC_010456.5			76244261			3_prime_UTR_variant			PPP3CB			G			A			0.03			0.95			0.91


			NC_010456.5			76246562			3_prime_UTR_variant			PPP3CB			A			G			0.03			0.95			0.91


			NC_010459.5			49018795			intron_variant			EYA2			G			T			0.92			0.14			0.78


			NC_010459.5			49018889			intron_variant			EYA2			C			T			0.89			0.18			0.71


			NC_010459.5			49018891			intron_variant			EYA2			G			A			0.89			0.18			0.71


			NC_010459.5			49018954			intron_variant			EYA2			C			T			0.90			0.15			0.75


			NC_010459.5			49018962			intron_variant			EYA2			T			C			0.14			0.82			0.68


			NC_010459.5			49019026			intron_variant			EYA2			C			T			0.85			0.14			0.71


			NC_010459.5			49019117			intron_variant			EYA2			T			C			0.90			0.17			0.73


			NC_010459.5			49019130			intron_variant			EYA2			A			G			0.91			0.18			0.73


			NC_010459.5			49019171			intron_variant			EYA2			C			T			0.64			0.08			0.56


			NC_010459.5			49019240			intron_variant			EYA2			A			G			0.88			0.14			0.74


			NC_010459.5			49019242			intron_variant			EYA2			T			A			0.92			0.14			0.78


			NC_010459.5			49019244			intron_variant			EYA2			C			A			0.92			0.14			0.78


			NC_010459.5			49019270			intron_variant			EYA2			G			A			0.91			0.11			0.80


			NC_010459.5			49019299			intron_variant			EYA2			A			G			0.92			0.13			0.79


			NC_010459.5			49019378			intron_variant			EYA2			A			G			0.38			0.89			0.52


			NC_010459.5			49019607			intron_variant			EYA2			G			A			0.03			0.86			0.83


			NC_010459.5			49022240			intron_variant			EYA2			C			G			0.08			0.81			0.73


			NC_010459.5			49022342			intron_variant			EYA2			G			A			0.11			0.87			0.75


			NC_010459.5			49022404			intron_variant			EYA2			A			C			0.08			0.84			0.76


			NC_010459.5			49022533			intron_variant			EYA2			G			A			0.07			0.82			0.75


			NC_010459.5			49022578			intron_variant			EYA2			C			T			0.33			0.92			0.59


			NC_010459.5			49022580			intron_variant			EYA2			A			G			0.33			0.92			0.59


			NC_010459.5			49022613			intron_variant			EYA2			G			T			0.38			0.92			0.54


			NC_010459.5			49022677			intron_variant			EYA2			G			A			0.36			0.94			0.58


			NC_010459.5			49022695			intron_variant			EYA2			G			A			0.34			0.94			0.61


			NC_010459.5			49022699			intron_variant			EYA2			T			A			0.37			0.94			0.57


			NC_010459.5			49022783			intron_variant			EYA2			G			A			0.08			0.82			0.74


			NC_010459.5			49022817			intron_variant			EYA2			G			A			0.36			0.92			0.56


			NC_010459.5			49023016			intron_variant			EYA2			G			A			0.06			0.75			0.69


			NC_010459.5			49023029			intron_variant			EYA2			C			T			0.35			0.88			0.53


			NC_010459.5			49023047			intron_variant			EYA2			G			A			0.07			0.82			0.75


			NC_010459.5			49023077			intron_variant			EYA2			A			T			0.07			0.84			0.77


			NC_010459.5			49023527			intron_variant			EYA2			T			C			0.05			0.81			0.76


			NC_010459.5			49023553			intron_variant			EYA2			T			C			0.05			0.76			0.72


			NC_010459.5			49023588			intron_variant			EYA2			A			T			0.27			0.94			0.67


			NC_010459.5			49023615			intron_variant			EYA2			T			C			0.79			0.06			0.73


			NC_010459.5			49023713			intron_variant			EYA2			T			C			0.28			0.82			0.54


			NC_010459.5			49024096			intron_variant			EYA2			T			A			0.23			0.84			0.61


			NC_010459.5			49024368			intron_variant			EYA2			G			T			0.06			0.61			0.55


			NC_010459.5			49025579			intron_variant			EYA2			T			G			0.33			0.86			0.53


			NC_010459.5			49026191			intron_variant			EYA2			C			T			0.15			0.97			0.82


			NC_010459.5			49027147			intron_variant			EYA2			A			G			0.44			1.00			0.56


			NC_010459.5			49027605			intron_variant			EYA2			T			C			0.09			0.79			0.71


			NC_010459.5			49027863			intron_variant			EYA2			T			C			0.30			1.00			0.70


			NC_010459.5			49027927			intron_variant			EYA2			A			G			0.21			1.00			0.79


			NC_010459.5			49028649			intron_variant			EYA2			A			G			0.06			0.58			0.52


			NC_010459.5			49029664			intron_variant			EYA2			C			T			0.14			0.68			0.54


			NC_010459.5			49029665			intron_variant			EYA2			A			G			0.14			0.68			0.54


			NC_010459.5			49029746			intron_variant			EYA2			A			T			0.13			0.68			0.56


			NC_010459.5			49029998			intron_variant			EYA2			T			A			0.12			0.68			0.57


			NC_010459.5			49031445			intron_variant			EYA2			C			T			0.08			0.61			0.53


			NC_010459.5			49031511			intron_variant			EYA2			G			A			0.19			0.79			0.61


			NC_010459.5			49032387			intron_variant			EYA2			G			A			0.07			0.61			0.54


			NC_010459.5			49033777			intron_variant			EYA2			G			A			0.35			0.91			0.55


			NC_010459.5			49034061			intron_variant			EYA2			A			G			0.39			0.90			0.51


			NC_010459.5			49034082			intron_variant			EYA2			T			A			0.38			0.90			0.52


			NC_010459.5			49034083			intron_variant			EYA2			T			A			0.38			0.90			0.52


			NC_010459.5			49034238			intron_variant			EYA2			G			A			0.07			0.63			0.56


			NC_010459.5			49034584			intron_variant			EYA2			C			T			0.48			1.00			0.52


			NC_010459.5			49034742			intron_variant			EYA2			C			T			0.08			0.61			0.53


			NC_010459.5			49039542			intron_variant			EYA2			T			G			0.42			0.92			0.50


			NC_010459.5			49039606			intron_variant			EYA2			T			C			0.07			0.84			0.77


			NC_010459.5			49046378			intron_variant			EYA2			G			A			0.06			0.58			0.52


			NC_010459.5			49047026			intron_variant			EYA2			A			G			0.23			0.76			0.53


			NC_010459.5			49052150			intron_variant			EYA2			G			A			0.87			0.22			0.65


			NC_010459.5			49052527			intron_variant			EYA2			A			G			0.88			0.24			0.64


			NC_010457.5			595953			splice_region_variant&intron_variant			NEB			C			T			0.03			0.69			0.65


			NC_010459.5			49054595			intron_variant			EYA2			A			G			0.84			0.24			0.60


			NC_010459.5			49056477			intron_variant			EYA2			A			G			0.92			0.26			0.66


			NC_010459.5			49056646			intron_variant			EYA2			G			A			0.89			0.28			0.61


			NC_010459.5			49056910			intron_variant			EYA2			G			A			0.95			0.34			0.61


			NC_010459.5			49057401			intron_variant			EYA2			G			A			0.94			0.32			0.62


			NC_010459.5			49057428			intron_variant			EYA2			T			A			0.93			0.32			0.61


			NC_010459.5			49057461			intron_variant			EYA2			T			C			0.94			0.32			0.62


			NC_010459.5			49058102			intron_variant			EYA2			C			T			0.26			0.83			0.58


			NC_010459.5			49058105			intron_variant			EYA2			G			A			0.11			0.83			0.72


			NC_010459.5			49058135			intron_variant			EYA2			A			G			0.26			0.83			0.57


			NC_010459.5			49058138			intron_variant			EYA2			C			A			0.27			0.83			0.57


			NC_010459.5			49058161			intron_variant			EYA2			C			T			0.13			0.84			0.71


			NC_010459.5			49058199			intron_variant			EYA2			T			C			0.12			0.84			0.73


			NC_010459.5			49058213			intron_variant			EYA2			A			G			0.10			0.82			0.71


			NC_010459.5			49058247			intron_variant			EYA2			C			T			0.12			0.78			0.66


			NC_010459.5			49058260			intron_variant			EYA2			G			A			0.12			0.78			0.66


			NC_010459.5			49058288			intron_variant			EYA2			C			T			0.11			0.75			0.64


			NC_010459.5			49058320			intron_variant			EYA2			T			C			0.24			0.81			0.56


			NC_010459.5			57604077			intron_variant			BMP7			A			T			0.91			0.00


			NC_010459.5			49059136			intron_variant			EYA2			C			T			0.31			0.89			0.59


			NC_010459.5			49059283			intron_variant			EYA2			G			A			0.26			0.92			0.66


			NC_010459.5			49059410			intron_variant			EYA2			C			T			0.34			0.89			0.55


			NC_010459.5			49059411			intron_variant			EYA2			C			T			0.34			0.89			0.55


			NC_010459.5			49059537			intron_variant			EYA2			T			C			0.40			0.92			0.52


			NC_010459.5			49059685			intron_variant			EYA2			G			C			0.19			0.88			0.68


			NC_010459.5			49060015			intron_variant			EYA2			C			T			0.10			0.76			0.66


			NC_010459.5			49060243			intron_variant			EYA2			C			A			0.11			0.71			0.60


			NC_010459.5			49061137			intron_variant			EYA2			G			A			0.07			0.76			0.69


			NC_010459.5			49061307			intron_variant			EYA2			G			A			0.05			0.74			0.69


			NC_010459.5			49061328			intron_variant			EYA2			A			G			0.05			0.74			0.69


			NC_010459.5			49061357			intron_variant			EYA2			C			T			0.22			0.87			0.65


			NC_010459.5			49061580			intron_variant			EYA2			C			A			0.08			0.74			0.66


			NC_010459.5			49062961			intron_variant			EYA2			T			G			0.62			0.08			0.54


			NC_010459.5			49062965			intron_variant			EYA2			C			T			0.62			0.08			0.54


			NC_010459.5			49063001			intron_variant			EYA2			G			T			0.86			0.24			0.62


			NC_010459.5			49063004			intron_variant			EYA2			A			G			0.86			0.24			0.62


			NC_010459.5			49063023			intron_variant			EYA2			T			C			0.83			0.24			0.59


			NC_010459.5			49063393			intron_variant			EYA2			A			G			0.84			0.24			0.60


			NC_010459.5			49063487			intron_variant			EYA2			T			C			0.84			0.21			0.63


			NC_010459.5			49063688			intron_variant			EYA2			C			A			0.84			0.24			0.60


			NC_010459.5			49063794			intron_variant			EYA2			T			C			0.84			0.26			0.58


			NC_010459.5			49063797			intron_variant			EYA2			G			C			0.71			0.18			0.53


			NC_010459.5			49063802			intron_variant			EYA2			T			C			0.82			0.26			0.56


			NC_010459.5			49063860			intron_variant			EYA2			G			A			0.82			0.24			0.58


			NC_010459.5			49064172			intron_variant			EYA2			T			G			0.93			0.21			0.72


			NC_010459.5			49064290			intron_variant			EYA2			A			C			0.87			0.21			0.66


			NC_010459.5			49064306			intron_variant			EYA2			G			A			0.75			0.18			0.57


			NC_010459.5			49064320			intron_variant			EYA2			A			G			0.74			0.18			0.56


			NC_010459.5			49064335			intron_variant			EYA2			G			A			0.72			0.21			0.51


			NC_010459.5			49064368			intron_variant			EYA2			A			G			0.88			0.26			0.62


			NC_010459.5			49064854			intron_variant			EYA2			A			T			0.85			0.24			0.61


			NC_010459.5			49064862			intron_variant			EYA2			T			C			0.83			0.24			0.59


			NC_010459.5			49064929			intron_variant			EYA2			G			A			0.83			0.28			0.55


			NC_010459.5			49064941			intron_variant			EYA2			C			T			0.81			0.24			0.57


			NC_010459.5			49065079			intron_variant			EYA2			A			G			0.80			0.13			0.67


			NC_010459.5			49065085			intron_variant			EYA2			A			G			0.76			0.16			0.60


			NC_010459.5			49065243			intron_variant			EYA2			T			C			0.84			0.21			0.63


			NC_010459.5			57604720			intron_variant			BMP7			C			T			0.58			0.00


			NC_010459.5			49066184			intron_variant			EYA2			C			A			0.86			0.32			0.54


			NC_010459.5			49066495			intron_variant			EYA2			T			C			0.85			0.24			0.61


			NC_010459.5			49066988			intron_variant			EYA2			T			C			0.87			0.25			0.62


			NC_010459.5			49067311			intron_variant			EYA2			C			T			0.73			0.11			0.62


			NC_010459.5			49067320			intron_variant			EYA2			A			T			0.85			0.13			0.72


			NC_010459.5			49067560			intron_variant			EYA2			T			C			0.92			0.14			0.78


			NC_010459.5			49067711			intron_variant			EYA2			A			G			0.74			0.16			0.58


			NC_010459.5			49067715			intron_variant			EYA2			C			T			0.76			0.16			0.60


			NC_010459.5			49068009			intron_variant			EYA2			C			T			0.81			0.17			0.64


			NC_010459.5			49068374			intron_variant			EYA2			G			A			0.63			0.08			0.55


			NC_010459.5			49068684			intron_variant			EYA2			C			G			0.86			0.25			0.61


			NC_010459.5			49068705			intron_variant			EYA2			T			C			0.84			0.21			0.63


			NC_010459.5			49068706			intron_variant			EYA2			G			A			0.74			0.21			0.53


			NC_010459.5			49068845			intron_variant			EYA2			T			C			0.73			0.18			0.55


			NC_010459.5			49068889			intron_variant			EYA2			C			T			0.77			0.24			0.53


			NC_010459.5			49069140			intron_variant			EYA2			A			G			0.72			0.22			0.50


			NC_010459.5			49069255			intron_variant			EYA2			C			G			0.85			0.19			0.66


			NC_010459.5			49069329			intron_variant			EYA2			A			G			0.85			0.24			0.61


			NC_010459.5			49069375			intron_variant			EYA2			T			C			0.80			0.21			0.59


			NC_010459.5			49069383			intron_variant			EYA2			T			A			0.85			0.21			0.64


			NC_010459.5			49069389			intron_variant			EYA2			A			G			0.85			0.21			0.64


			NC_010459.5			49069437			intron_variant			EYA2			T			C			0.81			0.21			0.60


			NC_010459.5			49069453			intron_variant			EYA2			T			C			0.86			0.21			0.65


			NC_010459.5			49069457			intron_variant			EYA2			T			G			0.82			0.21			0.61


			NC_010459.5			49069473			intron_variant			EYA2			C			T			0.84			0.21			0.63


			NC_010459.5			49069917			intron_variant			EYA2			T			G			0.74			0.08			0.66


			NC_010459.5			49070161			intron_variant			EYA2			T			C			0.74			0.16			0.58


			NC_010459.5			49070645			intron_variant			EYA2			G			A			0.84			0.17			0.67


			NC_010459.5			57608037			intron_variant			BMP7			G			A			0.51			0.00


			NC_010459.5			49071120			intron_variant			EYA2			A			G			0.76			0.24			0.52


			NC_010459.5			49071768			intron_variant			EYA2			G			T			0.85			0.24			0.61


			NC_010459.5			49071776			intron_variant			EYA2			G			A			0.79			0.24			0.55


			NC_010459.5			49071882			intron_variant			EYA2			T			A			0.84			0.18			0.66


			NC_010459.5			49072787			intron_variant			EYA2			C			T			0.86			0.21			0.65


			NC_010459.5			49072961			intron_variant			EYA2			C			T			0.80			0.24			0.56


			NC_010459.5			49073252			intron_variant			EYA2			A			G			0.83			0.26			0.57


			NC_010459.5			49073253			intron_variant			EYA2			A			G			0.85			0.26			0.59


			NC_010459.5			49073490			intron_variant			EYA2			T			C			0.78			0.21			0.57


			NC_010459.5			49073561			intron_variant			EYA2			A			G			0.85			0.24			0.61


			NC_010459.5			49073667			intron_variant			EYA2			T			C			0.86			0.21			0.65


			NC_010459.5			49073852			intron_variant			EYA2			C			T			0.83			0.21			0.62


			NC_010459.5			49074111			intron_variant			EYA2			A			G			0.84			0.24			0.60


			NC_010459.5			49074142			intron_variant			EYA2			C			G			0.84			0.24			0.60


			NC_010459.5			49074147			intron_variant			EYA2			A			G			0.84			0.24			0.60


			NC_010459.5			49074986			intron_variant			EYA2			T			G			0.67			0.17			0.50


			NC_010459.5			49075880			intron_variant			EYA2			G			A			0.85			0.24			0.61


			NC_010459.5			49075980			intron_variant			EYA2			A			G			0.79			0.21			0.58


			NC_010459.5			49076104			intron_variant			EYA2			A			T			0.69			0.08			0.61


			NC_010459.5			49077513			intron_variant			EYA2			A			G			0.77			0.21			0.56


			NC_010459.5			49077597			intron_variant			EYA2			T			A			0.79			0.21			0.58


			NC_010459.5			49077599			intron_variant			EYA2			G			T			0.79			0.21			0.58


			NC_010459.5			49077658			intron_variant			EYA2			C			G			0.77			0.25			0.52


			NC_010459.5			49078024			intron_variant			EYA2			G			A			0.73			0.13			0.60


			NC_010459.5			49078161			intron_variant			EYA2			T			C			0.63			0.08			0.55


			NC_010459.5			49078421			intron_variant			EYA2			A			G			0.70			0.11			0.59


			NC_010459.5			49078449			intron_variant			EYA2			C			A			0.69			0.08			0.61


			NC_010459.5			49078549			intron_variant			EYA2			T			C			0.68			0.08			0.60


			NC_010459.5			49079026			intron_variant			EYA2			A			G			0.71			0.21			0.50


			NC_010459.5			49081333			intron_variant			EYA2			T			G			0.86			0.34			0.52


			NC_010459.5			49082382			intron_variant			EYA2			A			G			0.69			0.16			0.53


			NC_010459.5			49082683			intron_variant			EYA2			G			A			0.88			0.32			0.56


			NC_010459.5			49084943			intron_variant			EYA2			T			G			0.90			0.29			0.61


			NC_010459.5			49085263			intron_variant			EYA2			T			G			0.81			0.26			0.55


			NC_010459.5			49085264			intron_variant			EYA2			A			G			0.81			0.26			0.55


			NC_010459.5			49085510			intron_variant			EYA2			A			G			0.86			0.33			0.53


			NC_010459.5			49085579			intron_variant			EYA2			T			A			0.88			0.33			0.55


			NC_010459.5			49086114			intron_variant			EYA2			C			T			0.79			0.19			0.60


			NC_010459.5			49086174			intron_variant			EYA2			A			G			0.79			0.26			0.53


			NC_010459.5			49086556			intron_variant			EYA2			A			G			0.79			0.26			0.53


			NC_010459.5			49086674			intron_variant			EYA2			A			G			0.80			0.26			0.54


			NC_010459.5			49086699			intron_variant			EYA2			C			A			0.81			0.26			0.55


			NC_010459.5			49088200			intron_variant			EYA2			A			G			0.76			0.26			0.50


			NC_010459.5			49088218			intron_variant			EYA2			A			G			0.81			0.24			0.57


			NC_010459.5			49088382			intron_variant			EYA2			T			G			0.76			0.24			0.52


			NC_010459.5			49088466			intron_variant			EYA2			T			C			0.86			0.26			0.60


			NC_010459.5			49088935			intron_variant			EYA2			A			G			0.76			0.26			0.50


			NC_010459.5			49089651			intron_variant			EYA2			A			G			0.92			0.34			0.58


			NC_010459.5			49090435			intron_variant			EYA2			G			T			0.74			0.24			0.50


			NC_010459.5			49093470			intron_variant			EYA2			C			T			0.91			0.34			0.57


			NC_010459.5			49094116			intron_variant			EYA2			A			G			0.81			0.26			0.55


			NC_010459.5			49094548			intron_variant			EYA2			A			G			0.81			0.22			0.59


			NC_010459.5			49095233			intron_variant			EYA2			C			T			0.91			0.31			0.60


			NC_010459.5			49095427			intron_variant			EYA2			T			C			0.72			0.19			0.53


			NC_010459.5			49095918			intron_variant			EYA2			C			T			0.87			0.17			0.70


			NC_010459.5			49095957			intron_variant			EYA2			A			G			0.81			0.18			0.63


			NC_010459.5			49096044			intron_variant			EYA2			G			A			0.83			0.26			0.57


			NC_010459.5			49097351			intron_variant			EYA2			G			A			0.85			0.22			0.63


			NC_010459.5			49097425			intron_variant			EYA2			G			A			0.88			0.24			0.64


			NC_010459.5			49097662			intron_variant			EYA2			T			C			0.68			0.11			0.57


			NC_010459.5			49097756			intron_variant			EYA2			T			C			0.92			0.32			0.60


			NC_010459.5			49097896			intron_variant			EYA2			G			A			0.84			0.21			0.63


			NC_010459.5			49097961			intron_variant			EYA2			A			G			0.84			0.21			0.63


			NC_010459.5			49097996			intron_variant			EYA2			T			A			0.85			0.22			0.63


			NC_010459.5			49098061			intron_variant			EYA2			T			G			0.82			0.21			0.61


			NC_010459.5			49098083			intron_variant			EYA2			T			A			0.85			0.18			0.67


			NC_010459.5			49098688			intron_variant			EYA2			C			T			0.86			0.18			0.68


			NC_010459.5			49098864			intron_variant			EYA2			T			C			0.84			0.21			0.63


			NC_010459.5			49099292			intron_variant			EYA2			A			G			0.85			0.21			0.64


			NC_010459.5			49099341			intron_variant			EYA2			T			C			0.82			0.21			0.61


			NC_010459.5			49099345			intron_variant			EYA2			G			T			0.82			0.21			0.61


			NC_010459.5			49099444			intron_variant			EYA2			G			A			0.83			0.26			0.57


			NC_010459.5			49099731			intron_variant			EYA2			T			C			0.83			0.26			0.57


			NC_010459.5			49099810			intron_variant			EYA2			A			G			0.87			0.32			0.55


			NC_010459.5			49100390			intron_variant			EYA2			G			A			0.83			0.21			0.62


			NC_010459.5			49100393			intron_variant			EYA2			T			A			0.85			0.21			0.64


			NC_010459.5			49100470			intron_variant			EYA2			T			C			0.81			0.24			0.57


			NC_010459.5			49100571			intron_variant			EYA2			T			C			0.80			0.24			0.56


			NC_010459.5			49100602			intron_variant			EYA2			A			G			0.82			0.22			0.60


			NC_010459.5			49100618			intron_variant			EYA2			A			G			0.84			0.26			0.58


			NC_010459.5			49100690			intron_variant			EYA2			T			A			0.82			0.21			0.61


			NC_010459.5			49100769			intron_variant			EYA2			A			C			0.86			0.19			0.67


			NC_010459.5			49100817			intron_variant			EYA2			A			G			0.88			0.28			0.60


			NC_010459.5			49101067			intron_variant			EYA2			G			A			0.78			0.24			0.54


			NC_010459.5			49101100			intron_variant			EYA2			G			C			0.79			0.21			0.58


			NC_010459.5			49101434			intron_variant			EYA2			A			G			0.73			0.18			0.55


			NC_010459.5			49101627			intron_variant			EYA2			G			T			0.86			0.32			0.54


			NC_010459.5			49109010			intron_variant			EYA2			G			A			0.75			0.13			0.62


			NC_010459.5			49111748			intron_variant			EYA2			G			A			0.34			0.85			0.51


			NC_010459.5			49112875			intron_variant			EYA2			C			T			0.10			0.72			0.62


			NC_010459.5			49113463			intron_variant			EYA2			A			C			0.10			0.81			0.71


			NC_010459.5			49113596			intron_variant			EYA2			C			A			0.18			0.78			0.59


			NC_010459.5			57622042			intron_variant			BMP7			T			C			0.54			0.00


			NC_010459.5			49114531			intron_variant			EYA2			T			A			0.64			0.13			0.51


			NC_010459.5			49115961			intron_variant			EYA2			T			C			0.90			0.33			0.57


			NC_010459.5			49116068			intron_variant			EYA2			G			A			0.16			0.95			0.79


			NC_010459.5			49116327			intron_variant			EYA2			C			T			0.83			0.24			0.59


			NC_010459.5			49117209			intron_variant			EYA2			G			A			0.46			1.00			0.54


			NC_010459.5			57622829			intron_variant			BMP7			C			T			0.53			0.00


			NC_010459.5			49117279			intron_variant			EYA2			G			A			0.43			1.00			0.57


			NC_010459.5			49117696			intron_variant			EYA2			A			T			0.41			1.00			0.59


			NC_010459.5			49118608			intron_variant			EYA2			T			G			0.39			0.91			0.52


			NC_010459.5			49120980			intron_variant			EYA2			G			A			0.26			0.76			0.50


			NC_010459.5			49126321			intron_variant			EYA2			A			G			0.19			0.75			0.56


			NC_010459.5			49126329			intron_variant			EYA2			C			T			0.18			0.75			0.57


			NC_010459.5			49126350			intron_variant			EYA2			A			G			0.18			0.74			0.56


			NC_010459.5			57623591			intron_variant			BMP7			G			A			0.56			0.00


			NC_010459.5			49126868			intron_variant			EYA2			A			G			0.07			0.67			0.60


			NC_010459.5			49126872			intron_variant			EYA2			A			G			0.07			0.67			0.60


			NC_010459.5			57632095			intron_variant			BMP7			G			A			0.68			0.00


			NC_010459.5			49131706			intron_variant			EYA2			C			T			0.20			0.84			0.64


			NC_010459.5			49133336			intron_variant			EYA2			G			A			0.04			0.58			0.55


			NC_010459.5			49133346			intron_variant			EYA2			A			G			0.04			0.56			0.52


			NC_010459.5			49133875			intron_variant			EYA2			G			A			0.17			0.68			0.52


			NC_010459.5			49133982			intron_variant			EYA2			G			A			0.13			0.66			0.52


			NC_010459.5			49134088			intron_variant			EYA2			A			G			0.22			0.92			0.70


			NC_010459.5			49134197			intron_variant			EYA2			C			T			0.10			0.74			0.64


			NC_010459.5			49134474			intron_variant			EYA2			A			T			0.54			0.03			0.51


			NC_010459.5			49134692			intron_variant			EYA2			T			G			0.55			0.03			0.52


			NC_010459.5			49134728			intron_variant			EYA2			G			A			0.13			0.76			0.64


			NC_010459.5			49135268			intron_variant			EYA2			G			A			0.56			0.05			0.51


			NC_010459.5			49135916			intron_variant			EYA2			T			C			0.83			0.24			0.59


			NC_010459.5			49135947			intron_variant			EYA2			G			A			0.80			0.24			0.56


			NC_010459.5			49135958			intron_variant			EYA2			T			A			0.81			0.21			0.60


			NC_010459.5			49136089			intron_variant			EYA2			G			A			0.11			0.76			0.65


			NC_010459.5			49136144			intron_variant			EYA2			C			T			0.37			0.94			0.58


			NC_010459.5			49136197			intron_variant			EYA2			G			A			0.11			0.76			0.65


			NC_010459.5			49136231			intron_variant			EYA2			A			T			0.15			0.76			0.62


			NC_010459.5			49136236			intron_variant			EYA2			C			T			0.15			0.79			0.64


			NC_010459.5			49136273			intron_variant			EYA2			G			A			0.15			0.74			0.59


			NC_010459.5			49136862			intron_variant			EYA2			T			G			0.05			0.72			0.68


			NC_010459.5			49138899			intron_variant			EYA2			G			A			0.08			0.64			0.56


			NC_010459.5			49139236			intron_variant			EYA2			C			T			0.06			0.64			0.58


			NC_010459.5			49142097			intron_variant			EYA2			T			C			0.20			0.76			0.57


			NC_010459.5			49143233			intron_variant			EYA2			T			*			0.22			0.89			0.68


			NC_010459.5			49143938			intron_variant			EYA2			G			A			0.15			0.72			0.57


			NC_010459.5			49144380			intron_variant			EYA2			C			T			0.33			0.92			0.59


			NC_010459.5			49144669			intron_variant			EYA2			C			T			0.53			0.03			0.50


			NC_010459.5			49145393			intron_variant			EYA2			A			G			0.49			1.00			0.51


			NC_010459.5			49145665			intron_variant			EYA2			T			C			0.25			1.00			0.75


			NC_010459.5			49146368			intron_variant			EYA2			T			A			0.67			0.17			0.50


			NC_010459.5			49147790			intron_variant			EYA2			T			C			0.30			0.82			0.52


			NC_010459.5			49148766			intron_variant			EYA2			A			G			0.30			0.94			0.64


			NC_010459.5			49148798			intron_variant			EYA2			T			G			0.49			1.00			0.51


			NC_010459.5			49150924			intron_variant			EYA2			C			T			0.49			1.00			0.51


			NC_010459.5			49152747			intron_variant			EYA2			T			C			0.85			0.21			0.64


			NC_010459.5			49156740			intron_variant			EYA2			A			G			0.35			1.00			0.65


			NC_010459.5			49157097			intron_variant			EYA2			T			C			0.26			0.76			0.50


			NC_010459.5			49157229			intron_variant			EYA2			G			A			0.25			0.82			0.57


			NC_010459.5			49157266			intron_variant			EYA2			C			T			0.34			1.00			0.66


			NC_010459.5			49157344			intron_variant			EYA2			G			A			0.25			0.97			0.72


			NC_010459.5			49159601			intron_variant			EYA2			T			C			0.36			1.00			0.64


			NC_010459.5			49169505			intron_variant			EYA2			A			G			0.42			0.97			0.55


			NC_010459.5			49171564			intron_variant			EYA2			T			C			0.93			0.29			0.64


			NC_010459.5			49171595			intron_variant			EYA2			G			C			0.91			0.34			0.57


			NC_010459.5			49171621			intron_variant			EYA2			A			T			0.90			0.29			0.61


			NC_010459.5			49181395			intron_variant			EYA2			C			A			0.87			0.17			0.70


			NC_010459.5			49182555			intron_variant			EYA2			A			G			0.83			0.28			0.55


			NC_010459.5			49182728			intron_variant			EYA2			A			G			0.75			0.11			0.64


			NC_010459.5			49184537			intron_variant			EYA2			T			C			0.94			0.29			0.65


			NC_010459.5			49186058			intron_variant			EYA2			A			G			0.19			0.88			0.69


			NC_010459.5			49186165			intron_variant			EYA2			G			A			0.09			0.82			0.73


			NC_010459.5			49186171			intron_variant			EYA2			C			T			0.09			0.63			0.53


			NC_010459.5			49186178			intron_variant			EYA2			A			G			0.10			0.61			0.51


			NC_010459.5			49186289			intron_variant			EYA2			G			T			0.90			0.13			0.77


			NC_010459.5			49186290			intron_variant			EYA2			T			G			0.31			0.92			0.61


			NC_010459.5			49186310			intron_variant			EYA2			C			T			0.29			0.92			0.64


			NC_010459.5			49186414			intron_variant			EYA2			G			A			0.09			0.89			0.80


			NC_010459.5			49186501			intron_variant			EYA2			C			T			0.08			0.89			0.81


			NC_010459.5			49186913			intron_variant			EYA2			C			T			0.05			0.72			0.68


			NC_010459.5			49187387			intron_variant			EYA2			T			C			0.09			0.75			0.66


			NC_010459.5			49187479			intron_variant			EYA2			A			T			0.09			0.64			0.55


			NC_010459.5			49193178			intron_variant			EYA2			C			G			0.16			0.71			0.55


			NC_010459.5			49193418			intron_variant			EYA2			G			T			0.60			0.06			0.54


			NC_010459.5			49193459			intron_variant			EYA2			A			T			0.17			0.71			0.54


			NC_010459.5			49193620			intron_variant			EYA2			C			G			0.83			0.31			0.52


			NC_010459.5			49193773			intron_variant			EYA2			T			G			0.15			0.66			0.51


			NC_010459.5			49193904			intron_variant			EYA2			C			T			0.26			0.79			0.53


			NC_010459.5			49193915			intron_variant			EYA2			A			C			0.26			0.79			0.53


			NC_010459.5			49193980			intron_variant			EYA2			T			C			0.68			0.18			0.50


			NC_010459.5			49194062			intron_variant			EYA2			A			G			0.19			0.75			0.56


			NC_010459.5			49194299			intron_variant			EYA2			C			T			0.74			0.24			0.50


			NC_010459.5			49194397			intron_variant			EYA2			A			G			0.17			0.74			0.57


			NC_010459.5			49194887			intron_variant			EYA2			A			G			0.76			0.18			0.58


			NC_010459.5			49194942			intron_variant			EYA2			T			C			0.76			0.17			0.59


			NC_010459.5			49194947			intron_variant			EYA2			G			C			0.76			0.17			0.59


			NC_010459.5			49194952			intron_variant			EYA2			C			A			0.76			0.17			0.59


			NC_010459.5			49195036			intron_variant			EYA2			G			A			0.77			0.16			0.61


			NC_010459.5			49195041			intron_variant			EYA2			C			T			0.77			0.16			0.61


			NC_010459.5			49195043			intron_variant			EYA2			G			A			0.77			0.16			0.61


			NC_010459.5			49195050			intron_variant			EYA2			C			T			0.77			0.16			0.61


			NC_010459.5			49195436			intron_variant			EYA2			G			A			0.20			0.82			0.62


			NC_010459.5			49198506			intron_variant			EYA2			C			T			0.19			0.92			0.73


			NC_010459.5			49198834			intron_variant			EYA2			G			A			0.19			0.74			0.54


			NC_010459.5			49198850			intron_variant			EYA2			C			T			0.15			0.74			0.59


			NC_010459.5			49199835			intron_variant			EYA2			T			C			0.22			0.75			0.53


			NC_010459.5			49200378			intron_variant			EYA2			T			C			0.61			0.08			0.53


			NC_010459.5			49200916			intron_variant			EYA2			T			C			0.40			0.92			0.52


			NC_010459.5			49201164			intron_variant			EYA2			T			C			0.56			0.05			0.51


			NC_010459.5			49201277			intron_variant			EYA2			A			G			0.74			0.17			0.57


			NC_010459.5			49202068			intron_variant			EYA2			A			T			0.85			0.25			0.60


			NC_010459.5			49202231			intron_variant			EYA2			A			G			0.65			0.04			0.61


			NC_010459.5			57634266			intron_variant			BMP7			A			G			0.79			0.00


			NC_010459.5			57644375			intron_variant			BMP7			C			T			0.67			0.00


			NC_010459.5			49208458			intron_variant			EYA2			C			A			0.67			0.14			0.53


			NC_010459.5			49208519			intron_variant			EYA2			A			C			0.71			0.13			0.58


			NC_010459.5			49211967			intron_variant			EYA2			G			T			0.72			0.21			0.51


			NC_010459.5			49212367			intron_variant			EYA2			T			C			0.79			0.24			0.55


			NC_010459.5			49212903			intron_variant			EYA2			C			G			0.79			0.24			0.55


			NC_010459.5			49213663			intron_variant			EYA2			G			A			0.80			0.21			0.59


			NC_010459.5			49213747			intron_variant			EYA2			G			T			0.02			0.53			0.50


			NC_010459.5			49214060			intron_variant			EYA2			A			G			0.72			0.08			0.64


			NC_010459.5			49215064			intron_variant			EYA2			C			T			0.83			0.24			0.59


			NC_010459.5			49215103			intron_variant			EYA2			A			G			0.00			0.53


			NC_010459.5			49215622			intron_variant			EYA2			T			C			0.82			0.22			0.60


			NC_010459.5			49216316			intron_variant			EYA2			A			G			0.86			0.29			0.57


			NC_010459.5			49217492			intron_variant			EYA2			A			G			0.62			0.03			0.59


			NC_010459.5			49217597			intron_variant			EYA2			A			G			0.62			0.03			0.59


			NC_010459.5			49217717			intron_variant			EYA2			A			G			0.71			0.18			0.53


			NC_010459.5			49220491			intron_variant			EYA2			C			T			0.01			0.55			0.54


			NC_010459.5			49221128			intron_variant			EYA2			G			A			0.02			0.68			0.66


			NC_010459.5			49221138			intron_variant			EYA2			C			T			0.00			0.53


			NC_010459.5			49222428			intron_variant			EYA2			G			A			0.81			0.24			0.57


			NC_010459.5			49224995			intron_variant			EYA2			T			C			0.89			0.34			0.55


			NC_010459.5			49226456			intron_variant			EYA2			T			C			0.67			0.11			0.56


			NC_010459.5			49226481			intron_variant			EYA2			T			C			0.68			0.11			0.57


			NC_010459.5			49226573			intron_variant			EYA2			T			C			0.69			0.08			0.61


			NC_010459.5			49226767			intron_variant			EYA2			T			A			0.65			0.11			0.54


			NC_010459.5			49226768			intron_variant			EYA2			A			T			0.65			0.11			0.54


			NC_010459.5			49226917			intron_variant			EYA2			A			C			0.62			0.08			0.54


			NC_010459.5			49228613			intron_variant			EYA2			A			T			0.63			0.05			0.58


			NC_010459.5			49228721			intron_variant			EYA2			T			C			0.64			0.03			0.61


			NC_010459.5			49230180			intron_variant			EYA2			A			G			0.84			0.29			0.55


			NC_010459.5			49232473			intron_variant			EYA2			A			G			0.71			0.14			0.57


			NC_010459.5			49232536			intron_variant			EYA2			C			T			0.76			0.18			0.58


			NC_010459.5			49232654			intron_variant			EYA2			C			T			0.01			0.78			0.77


			NC_010459.5			49233765			intron_variant			EYA2			T			C			0.18			0.73			0.55


			NC_010459.5			49233780			intron_variant			EYA2			T			C			0.17			0.71			0.54


			NC_010459.5			49233901			intron_variant			EYA2			T			C			0.10			0.67			0.57


			NC_010459.5			49233942			intron_variant			EYA2			G			A			0.94			0.19			0.75


			NC_010459.5			49233967			intron_variant			EYA2			C			T			0.02			0.69			0.67


			NC_010459.5			49233983			intron_variant			EYA2			A			G			0.08			0.69			0.61


			NC_010459.5			49233990			intron_variant			EYA2			A			G			0.01			0.67			0.66


			NC_010459.5			49234010			intron_variant			EYA2			T			A			0.01			0.67			0.65


			NC_010459.5			49235420			intron_variant			EYA2			G			A			0.27			1.00			0.73


			NC_010459.5			49235442			intron_variant			EYA2			C			T			0.05			0.72			0.67


			NC_010459.5			49236032			intron_variant			EYA2			A			G			0.33			0.91			0.58


			NC_010459.5			49236093			intron_variant			EYA2			C			A			0.12			0.66			0.54


			NC_010459.5			49236097			intron_variant			EYA2			T			C			0.12			0.66			0.54


			NC_010459.5			49236312			intron_variant			EYA2			A			G			0.89			0.31			0.58


			NC_010459.5			49236320			intron_variant			EYA2			C			T			0.11			0.66			0.55


			NC_010459.5			49236603			intron_variant			EYA2			G			T			0.48			1.00			0.53


			NC_010459.5			49237232			intron_variant			EYA2			G			A			0.38			0.97			0.59


			NC_010459.5			49237239			intron_variant			EYA2			G			A			0.38			0.97			0.59


			NC_010459.5			49237255			intron_variant			EYA2			G			A			0.35			0.97			0.63


			NC_010459.5			49237259			intron_variant			EYA2			A			G			0.35			0.97			0.63


			NC_010459.5			49237349			intron_variant			EYA2			T			C			0.35			0.92			0.57


			NC_010459.5			49237405			intron_variant			EYA2			A			C			0.41			0.97			0.57


			NC_010459.5			49237432			intron_variant			EYA2			T			C			0.35			0.97			0.62


			NC_010459.5			49237442			intron_variant			EYA2			G			A			0.30			0.97			0.67


			NC_010459.5			49237528			intron_variant			EYA2			C			G			0.44			1.00			0.56


			NC_010459.5			49237842			intron_variant			EYA2			T			G			0.33			0.95			0.62


			NC_010459.5			49237848			intron_variant			EYA2			C			T			0.17			0.95			0.78


			NC_010459.5			49237870			intron_variant			EYA2			T			C			0.92			0.34			0.58


			NC_010459.5			49238578			intron_variant			EYA2			A			G			0.82			0.28			0.54


			NC_010459.5			49240721			intron_variant			EYA2			C			T			0.19			0.72			0.53


			NC_010459.5			49241713			intron_variant			EYA2			C			T			0.13			0.71			0.59


			NC_010459.5			49242103			intron_variant			EYA2			T			C			0.47			0.97			0.51


			NC_010457.5			596100			synonymous_variant			NEB			C			T			0.03			0.61			0.57


			NC_010458.4			39373088			5_prime_UTR_premature_start_codon_gain_variant			PDE4D			G			A			0.03			0.71			0.68


			NC_010460.4			48701904			5_prime_UTR_variant			PGAM2			C			A			0.03			0.95			0.91


			NC_010451.4			13054796			synonymous_variant			TENM4			A			G			0.03			0.53			0.50


			NC_010459.5			57570271			intron_variant			BMP7			A			G			0.12			0.66			0.54


			NC_010459.5			57647055			intron_variant			BMP7			A			G			0.69			0.00


			NC_010459.5			57570908			intron_variant			BMP7			A			G			0.60			0.03			0.57


			NC_010459.5			57647877			intron_variant			BMP7			T			C			0.61			0.00


			NC_010459.5			57650281			intron_variant			BMP7			A			G			0.51			0.00


			NC_010459.5			57572363			intron_variant			BMP7			C			A			0.73			0.08			0.65


			NC_010459.5			57665104			intron_variant			BMP7			C			T			0.62			0.00


			NC_010459.5			57573161			intron_variant			BMP7			G			T			0.01			0.58			0.57


			NC_010459.5			57573162			intron_variant			BMP7			C			T			0.01			0.58			0.57


			NC_010459.5			57573164			intron_variant			BMP7			G			A			0.01			0.58			0.57


			NC_010459.5			57574054			intron_variant			BMP7			C			G			0.06			0.82			0.76


			NC_010459.5			57574088			intron_variant			BMP7			G			A			0.00			0.69


			NC_010459.5			57574099			intron_variant			BMP7			A			G			0.09			0.86			0.77


			NC_010459.5			57574237			intron_variant			BMP7			G			A			0.10			0.64			0.54


			NC_010459.5			57574455			intron_variant			BMP7			C			T			0.08			0.65			0.57


			NC_010459.5			57574647			intron_variant			BMP7			A			G			0.05			0.58			0.53


			NC_010459.5			57574802			intron_variant			BMP7			A			G			0.10			0.63			0.54


			NC_010459.5			57574944			intron_variant			BMP7			A			C			0.09			0.86			0.77


			NC_010459.5			57574999			intron_variant			BMP7			A			G			0.10			0.62			0.52


			NC_010459.5			57575117			intron_variant			BMP7			C			T			0.81			0.05			0.76


			NC_010459.5			57575249			intron_variant			BMP7			G			A			0.00			0.75


			NC_010459.5			57575259			intron_variant			BMP7			G			A			0.88			0.06			0.82


			NC_010459.5			57575303			intron_variant			BMP7			G			A			0.08			0.69			0.61


			NC_010459.5			57575306			intron_variant			BMP7			G			A			0.08			0.69			0.61


			NC_010459.5			57575393			intron_variant			BMP7			C			T			0.10			0.67			0.57


			NC_010459.5			57575433			intron_variant			BMP7			G			A			0.07			0.82			0.75


			NC_010459.5			57575544			intron_variant			BMP7			C			T			0.09			0.61			0.52


			NC_010459.5			57575580			intron_variant			BMP7			G			C			0.17			0.75			0.58


			NC_010459.5			57575593			intron_variant			BMP7			T			C			0.16			0.71			0.55


			NC_010459.5			57575773			intron_variant			BMP7			G			A			0.08			0.69			0.61


			NC_010459.5			57576526			intron_variant			BMP7			C			T			0.05			0.56			0.51


			NC_010459.5			57576623			intron_variant			BMP7			C			T			0.84			0.21			0.63


			NC_010459.5			57576683			intron_variant			BMP7			A			G			0.10			0.68			0.58


			NC_010459.5			57576896			intron_variant			BMP7			C			T			0.73			0.03			0.70


			NC_010459.5			57577052			intron_variant			BMP7			G			A			0.73			0.05			0.68


			NC_010459.5			57577097			intron_variant			BMP7			C			T			0.13			0.63			0.50


			NC_010459.5			57669964			intron_variant			BMP7			G			C			0.55			0.00


			NC_010459.5			57577438			intron_variant			BMP7			G			A			0.11			0.61			0.50


			NC_010459.5			57577579			intron_variant			BMP7			G			A			0.08			0.66			0.58


			NC_010459.5			57577660			intron_variant			BMP7			G			A			0.62			0.03			0.59


			NC_010459.5			57577685			intron_variant			BMP7			C			T			0.67			0.03			0.64


			NC_010459.5			57577908			intron_variant			BMP7			G			C			0.60			0.03			0.57


			NC_010459.5			57577942			intron_variant			BMP7			T			G			0.10			0.63			0.53


			NC_010459.5			57578225			intron_variant			BMP7			T			C			0.60			0.03			0.57


			NC_010459.5			57578288			intron_variant			BMP7			T			A			0.13			0.87			0.74


			NC_010459.5			57578293			intron_variant			BMP7			C			T			0.13			0.87			0.74


			NC_010459.5			57578300			intron_variant			BMP7			A			C			0.23			0.89			0.67


			NC_010459.5			57578304			intron_variant			BMP7			C			T			0.13			0.84			0.71


			NC_010459.5			57578343			intron_variant			BMP7			C			T			0.57			0.03			0.54


			NC_010459.5			57578389			intron_variant			BMP7			C			T			0.85			0.05			0.80


			NC_010459.5			57578402			intron_variant			BMP7			G			A			0.10			0.66			0.56


			NC_010459.5			57578438			intron_variant			BMP7			G			A			0.13			0.86			0.73


			NC_010459.5			57578573			intron_variant			BMP7			G			T			0.10			0.86			0.76


			NC_010459.5			57578591			intron_variant			BMP7			T			C			0.56			0.05			0.51


			NC_010459.5			57578602			intron_variant			BMP7			G			A			0.55			0.05			0.50


			NC_010459.5			57578971			intron_variant			BMP7			G			T			0.68			0.03			0.65


			NC_010459.5			57578978			intron_variant			BMP7			G			A			0.59			0.03			0.56


			NC_010459.5			57579057			intron_variant			BMP7			C			T			0.10			0.63			0.53


			NC_010459.5			57579176			intron_variant			BMP7			A			G			0.37			0.89			0.53


			NC_010459.5			57579241			intron_variant			BMP7			A			G			0.12			0.89			0.77


			NC_010459.5			57579249			intron_variant			BMP7			G			A			0.12			0.89			0.77


			NC_010459.5			57579350			intron_variant			BMP7			T			C			0.30			0.83			0.53


			NC_010459.5			57579529			intron_variant			BMP7			G			A			0.24			0.81			0.58


			NC_010459.5			57579541			intron_variant			BMP7			C			A			0.24			0.81			0.58


			NC_010459.5			57579830			intron_variant			BMP7			C			T			0.33			0.87			0.54


			NC_010459.5			57580018			intron_variant			BMP7			C			T			0.85			0.34			0.51


			NC_010459.5			57580063			intron_variant			BMP7			T			C			0.75			0.19			0.56


			NC_010459.5			57580078			intron_variant			BMP7			T			C			0.32			0.83			0.52


			NC_010459.5			57580239			intron_variant			BMP7			G			A			0.08			0.61			0.53


			NC_010459.5			57580452			intron_variant			BMP7			G			C			0.08			0.63			0.55


			NC_010459.5			57580466			intron_variant			BMP7			T			C			0.33			0.87			0.54


			NC_010459.5			57580504			intron_variant			BMP7			T			C			0.36			0.87			0.51


			NC_010459.5			57580515			intron_variant			BMP7			T			C			0.26			0.87			0.61


			NC_010459.5			57580530			intron_variant			BMP7			C			T			0.31			0.89			0.59


			NC_010459.5			57580553			intron_variant			BMP7			G			A			0.18			0.89			0.71


			NC_010459.5			57580606			intron_variant			BMP7			G			A			0.17			0.94			0.77


			NC_010459.5			57580703			intron_variant			BMP7			A			C			0.12			0.66			0.54


			NC_010459.5			57580875			intron_variant			BMP7			C			T			0.70			0.05			0.65


			NC_010459.5			57580877			intron_variant			BMP7			C			T			0.14			0.82			0.67


			NC_010459.5			57701629			intergenic_region			BMP7-SPO11			T			C			0.62			0.00


			NC_010459.5			57581335			intron_variant			BMP7			G			A			0.15			0.75			0.60


			NC_010459.5			57581583			intron_variant			BMP7			T			G			0.15			0.82			0.66


			NC_010459.5			57581692			intron_variant			BMP7			T			G			0.58			0.03			0.55


			NC_010459.5			57581937			intron_variant			BMP7			A			G			0.53			0.03			0.50


			NC_010459.5			57581944			intron_variant			BMP7			G			A			0.17			0.83			0.66


			NC_010459.5			57582533			intron_variant			BMP7			G			C			0.87			0.25			0.62


			NC_010459.5			57582546			intron_variant			BMP7			A			G			0.03			0.61			0.59


			NC_010459.5			57582698			intron_variant			BMP7			C			G			0.73			0.18			0.55


			NC_010459.5			57582705			intron_variant			BMP7			C			G			0.73			0.18			0.55


			NC_010459.5			57582760			intron_variant			BMP7			C			T			0.72			0.03			0.69


			NC_010459.5			57582796			intron_variant			BMP7			C			T			0.61			0.03			0.58


			NC_010459.5			57582812			intron_variant			BMP7			T			C			0.93			0.05			0.88


			NC_010459.5			57582890			upstream_gene_variant			BMP7			C			T			0.02			0.69			0.67


			NC_010460.4			48709414			5_prime_UTR_variant			PGAM2			C			G			0.02			0.94			0.92


			NC_010445.4			11842135			3_prime_UTR_variant			LOC100620992			G			A			0.02			0.74			0.71


			NC_010446.5			90341948			non_coding_transcript_exon_variant			ATP1A2			C			T			0.02			0.53			0.50


			NC_010446.5			90341948			non_coding_transcript_exon_variant			ATP1A2			C			T			0.02			0.53			0.50


			NC_010446.5			90343496			upstream_gene_variant			ATP1A2			C			T			0.02			0.61			0.59


			NC_010446.5			90343496			upstream_gene_variant			ATP1A2			C			T			0.02			0.61			0.59


			NC_010456.5			71304413			upstream_gene_variant			MYPN			G			A			0.02			0.65			0.63


			NC_010456.5			104826307			synonymous_variant			MYOF			T			C			0.02			0.53			0.51


			NC_010446.5			90341041			upstream_gene_variant			ATP1A2			T			G			0.02			0.58			0.56


			NC_010446.5			90341041			upstream_gene_variant			ATP1A2			T			G			0.02			0.58			0.56


			NC_010451.4			45450978			upstream_gene_variant			SCN4B			G			A			0.02			0.66			0.63


			NC_010456.5			71300527			5_prime_UTR_variant			MYPN			C			G			0.02			0.76			0.74


			NC_010458.4			38179531			5_prime_UTR_variant			PDE4D			G			C			0.02			0.61			0.59


			NC_010449.5			112169042			3_prime_UTR_variant			CALM1			T			G			0.02			0.63			0.61


			NC_010451.4			109408217			5_prime_UTR_premature_start_codon_gain_variant			EZH2			C			A			0.02			0.58			0.56


			NC_010456.5			71297944			upstream_gene_variant			MYPN			T			C			0.02			0.92			0.90


			NC_010456.5			71370787			synonymous_variant			MYPN			C			T			0.02			0.78			0.76


			NC_010457.5			765635			3_prime_UTR_variant			NEB			G			A			0.02			0.55			0.53


			NC_010459.5			57588907			intron_variant			BMP7			A			G			0.91			0.18			0.73


			NC_010459.5			57588979			intron_variant			BMP7			C			A			0.89			0.16			0.73


			NC_010459.5			57589586			intron_variant			BMP7			G			A			0.58			0.03			0.55


			NC_010459.5			57589629			intron_variant			BMP7			G			A			0.94			0.21			0.73


			NC_010459.5			57591524			intron_variant			BMP7			T			C			0.92			0.15			0.77


			NC_010459.5			57591917			intron_variant			BMP7			T			C			0.94			0.24			0.70


			NC_010459.5			57701679			intergenic_region			BMP7-SPO11			C			T			0.60			0.00


			NC_010459.5			57591989			intron_variant			BMP7			G			A			0.85			0.19			0.66


			NC_010459.5			57592082			intron_variant			BMP7			G			A			0.91			0.26			0.65


			NC_010459.5			57592131			intron_variant			BMP7			A			G			0.89			0.24			0.65


			NC_010459.5			57592168			intron_variant			BMP7			T			C			0.92			0.18			0.74


			NC_010459.5			57592482			intron_variant			BMP7			C			T			0.92			0.28			0.64


			NC_010459.5			57592574			intron_variant			BMP7			G			A			0.74			0.24			0.50


			NC_010459.5			57592645			intron_variant			BMP7			C			T			0.88			0.21			0.67


			NC_010459.5			57592773			intron_variant			BMP7			G			C			0.90			0.18			0.72


			NC_010459.5			57592860			intron_variant			BMP7			G			A			0.82			0.26			0.56


			NC_010459.5			57592912			intron_variant			BMP7			G			A			0.84			0.24			0.60


			NC_010457.5			73729280			missense_variant			XIRP2			G			A			0.02			0.61			0.59


			NC_010459.5			57593324			intron_variant			BMP7			C			T			0.89			0.24			0.65


			NC_010459.5			57593361			intron_variant			BMP7			A			G			0.80			0.25			0.55


			NC_010459.5			57593416			intron_variant			BMP7			G			C			0.73			0.22			0.51


			NC_010459.5			57593599			intron_variant			BMP7			T			C			0.91			0.17			0.74


			NC_010459.5			57593626			intron_variant			BMP7			A			G			0.92			0.29			0.63


			NC_010459.5			57593995			intron_variant			BMP7			G			T			0.84			0.26			0.58


			NC_010459.5			57594293			intron_variant			BMP7			C			T			0.89			0.29			0.60


			NC_010459.5			57594811			intron_variant			BMP7			G			C			0.72			0.22			0.50


			NC_010459.5			57594837			intron_variant			BMP7			G			A			0.83			0.21			0.62


			NC_010459.5			57594862			intron_variant			BMP7			A			G			0.84			0.24			0.60


			NC_010459.5			57594880			intron_variant			BMP7			A			C			0.83			0.21			0.62


			NC_010459.5			57595141			intron_variant			BMP7			T			G			0.92			0.19			0.73


			NC_010459.5			57595149			intron_variant			BMP7			C			T			0.70			0.19			0.51


			NC_010459.5			57595267			intron_variant			BMP7			G			A			0.69			0.18			0.51


			NC_010459.5			57595429			intron_variant			BMP7			C			G			0.87			0.21			0.66


			NC_010459.5			57595710			intron_variant			BMP7			A			G			0.91			0.32			0.59


			NC_010459.5			57596297			intron_variant			BMP7			A			G			0.89			0.18			0.71


			NC_010459.5			57597723			intron_variant			BMP7			G			A			0.93			0.24			0.69


			NC_010459.5			57597873			intron_variant			BMP7			G			A			0.79			0.16			0.63


			NC_010459.5			57598549			intron_variant			BMP7			A			G			0.89			0.24			0.65


			NC_010459.5			57598699			intron_variant			BMP7			T			C			0.90			0.24			0.66


			NC_010459.5			57598730			intron_variant			BMP7			G			A			0.53			0.03			0.50


			NC_010459.5			57599030			intron_variant			BMP7			T			C			0.68			0.03			0.65


			NC_010459.5			57599059			intron_variant			BMP7			T			C			0.72			0.03			0.69


			NC_010459.5			57599180			intron_variant			BMP7			T			C			0.63			0.03			0.60


			NC_010459.5			57599802			intron_variant			BMP7			G			A			0.61			0.03			0.58


			NC_010459.5			57599880			intron_variant			BMP7			C			A			0.68			0.16			0.52


			NC_010459.5			57599943			intron_variant			BMP7			T			C			0.74			0.21			0.53


			NC_010459.5			57600232			intron_variant			BMP7			G			T			0.75			0.21			0.54


			NC_010459.5			57600346			intron_variant			BMP7			A			G			0.82			0.29			0.53


			NC_010459.5			57600360			intron_variant			BMP7			C			A			0.92			0.29			0.63


			NC_010459.5			57600366			intron_variant			BMP7			G			A			0.80			0.08			0.72


			NC_010459.5			57600459			intron_variant			BMP7			A			C			0.61			0.09			0.52


			NC_010459.5			57600600			intron_variant			BMP7			G			C			0.92			0.19			0.73


			NC_010459.5			57600969			intron_variant			BMP7			T			C			0.88			0.06			0.82


			NC_010459.5			57600984			intron_variant			BMP7			A			G			0.88			0.05			0.83


			NC_010459.5			57601213			intron_variant			BMP7			C			G			0.90			0.26			0.64


			NC_010459.5			57601644			intron_variant			BMP7			A			G			0.85			0.05			0.80


			NC_010459.5			57601658			intron_variant			BMP7			G			A			0.88			0.03			0.85


			NC_010459.5			57601857			intron_variant			BMP7			T			C			0.64			0.05			0.59


			NC_010459.5			57601862			intron_variant			BMP7			T			C			0.64			0.05			0.59


			NC_010459.5			57602085			intron_variant			BMP7			G			A			0.69			0.05			0.64


			NC_010459.5			57602411			intron_variant			BMP7			C			T			0.64			0.05			0.59


			NC_010459.5			57602533			intron_variant			BMP7			C			T			0.93			0.26			0.67


			NC_010459.5			57602619			intron_variant			BMP7			T			G			0.75			0.05			0.70


			NC_010459.5			57602783			intron_variant			BMP7			C			A			0.86			0.05			0.81


			NC_010459.5			57602896			intron_variant			BMP7			A			G			0.90			0.05			0.85


			NC_010459.5			57602905			intron_variant			BMP7			G			A			0.79			0.05			0.74


			NC_010459.5			57602913			intron_variant			BMP7			C			G			0.79			0.05			0.74


			NC_010459.5			57602953			intron_variant			BMP7			A			G			0.77			0.03			0.74


			NC_010459.5			57602990			intron_variant			BMP7			G			A			0.76			0.05			0.71


			NC_010459.5			57603534			intron_variant			BMP7			T			C			0.80			0.05			0.75


			NC_010459.5			57701690			intergenic_region			BMP7-SPO11			T			C			0.60			0.00


			NC_010459.5			57604141			intron_variant			BMP7			A			G			0.74			0.05			0.69


			NC_010459.5			57703180			intergenic_region			BMP7-SPO11			A			G			0.53			0.00


			NC_010459.5			57604979			intron_variant			BMP7			A			G			0.92			0.19			0.73


			NC_010459.5			57605126			intron_variant			BMP7			G			C			0.56			0.06			0.50


			NC_010459.5			57605183			intron_variant			BMP7			A			G			0.53			0.03			0.50


			NC_010459.5			57605770			intron_variant			BMP7			A			G			0.58			0.03			0.55


			NC_010459.5			57605927			intron_variant			BMP7			G			A			0.03			0.61			0.58


			NC_010459.5			57606132			intron_variant			BMP7			T			C			0.05			0.63			0.59


			NC_010459.5			57606262			intron_variant			BMP7			T			C			0.03			0.63			0.60


			NC_010459.5			57606583			intron_variant			BMP7			T			C			0.81			0.06			0.75


			NC_010459.5			57606596			intron_variant			BMP7			T			C			0.88			0.05			0.83


			NC_010459.5			57606605			intron_variant			BMP7			C			T			0.03			0.64			0.60


			NC_010459.5			57607313			intron_variant			BMP7			G			T			0.08			0.59			0.52


			NC_010459.5			57607459			intron_variant			BMP7			C			A			0.03			0.58			0.55


			NC_010459.5			57607537			intron_variant			BMP7			C			T			0.07			0.80			0.73


			NC_010459.5			57608005			intron_variant			BMP7			G			A			0.08			0.77			0.69


			NC_010459.5			57703225			intergenic_region			BMP7-SPO11			A			G			0.51			0.00


			NC_010459.5			57608081			intron_variant			BMP7			A			T			0.33			0.88			0.55


			NC_010459.5			57608208			intron_variant			BMP7			C			T			0.72			0.05			0.67


			NC_010459.5			57608500			intron_variant			BMP7			G			T			0.01			0.59			0.58


			NC_010459.5			57608989			intron_variant			BMP7			G			A			0.04			0.59			0.55


			NC_010459.5			57609185			intron_variant			BMP7			G			A			0.07			0.63			0.56


			NC_010459.5			57609821			intron_variant			BMP7			A			C			0.13			0.63			0.50


			NC_010459.5			57610049			intron_variant			BMP7			G			A			0.03			0.63			0.60


			NC_010459.5			57611208			intron_variant			BMP7			C			T			0.22			0.87			0.64


			NC_010459.5			57611350			intron_variant			BMP7			C			T			0.18			0.68			0.50


			NC_010459.5			57611925			intron_variant			BMP7			A			G			0.26			0.84			0.59


			NC_010459.5			57616676			intron_variant			BMP7			T			C			0.78			0.05			0.73


			NC_010459.5			57616839			intron_variant			BMP7			G			A			0.71			0.05			0.66


			NC_010459.5			57617037			intron_variant			BMP7			G			C			0.72			0.05			0.67


			NC_010459.5			57617278			intron_variant			BMP7			A			G			0.90			0.24			0.66


			NC_010459.5			57617630			intron_variant			BMP7			T			C			0.86			0.28			0.58


			NC_010459.5			57617891			intron_variant			BMP7			A			G			0.86			0.11			0.75


			NC_010459.5			57617988			intron_variant			BMP7			T			G			0.55			0.05			0.50


			NC_010459.5			57618302			intron_variant			BMP7			A			G			0.02			0.55			0.53


			NC_010459.5			57618628			intron_variant			BMP7			T			C			0.78			0.06			0.72


			NC_010459.5			57619111			intron_variant			BMP7			C			T			0.55			0.05			0.50


			NC_010459.5			57619228			intron_variant			BMP7			T			C			0.68			0.18			0.50


			NC_010459.5			57619394			intron_variant			BMP7			C			A			0.62			0.05			0.57


			NC_010459.5			57619412			intron_variant			BMP7			T			C			0.67			0.16			0.51


			NC_010459.5			57619608			intron_variant			BMP7			T			C			0.65			0.11			0.54


			NC_010459.5			57619650			intron_variant			BMP7			A			G			0.83			0.24			0.59


			NC_010459.5			57619748			intron_variant			BMP7			G			T			0.85			0.19			0.66


			NC_010459.5			57619754			intron_variant			BMP7			T			C			0.85			0.19			0.66


			NC_010459.5			57620389			intron_variant			BMP7			T			C			0.70			0.05			0.65


			NC_010459.5			57620451			intron_variant			BMP7			G			A			0.65			0.05			0.60


			NC_010459.5			57620477			intron_variant			BMP7			G			A			0.71			0.05			0.66


			NC_010459.5			57620505			intron_variant			BMP7			G			A			0.75			0.05			0.70


			NC_010459.5			57620588			intron_variant			BMP7			T			C			0.67			0.05			0.62


			NC_010459.5			57620824			intron_variant			BMP7			G			A			0.02			0.61			0.59


			NC_010459.5			57620942			intron_variant			BMP7			C			T			0.92			0.24			0.68


			NC_010459.5			57620951			intron_variant			BMP7			T			A			0.60			0.05			0.55


			NC_010459.5			57703819			intergenic_region			BMP7-SPO11			G			A			0.59			0.00


			NC_010459.5			57622253			intron_variant			BMP7			G			A			0.81			0.05			0.76


			NC_010459.5			57622577			intron_variant			BMP7			A			G			0.60			0.03			0.57


			NC_010459.5			57622700			intron_variant			BMP7			A			G			0.58			0.03			0.55


			NC_010459.5			57717845			intergenic_region			BMP7-SPO11			A			G			0.62			0.00


			NC_010459.5			57622995			intron_variant			BMP7			T			C			0.61			0.03			0.58


			NC_010459.5			57623059			intron_variant			BMP7			T			C			0.60			0.03			0.57


			NC_010459.5			57623417			intron_variant			BMP7			T			C			0.65			0.03			0.62


			NC_010459.5			57623580			intron_variant			BMP7			C			T			0.62			0.03			0.59


			NC_010459.5			57787011			5_prime_UTR_premature_start_codon_gain_variant			RBM38			C			G			0.53			0.00


			NC_010459.5			57623606			intron_variant			BMP7			T			C			0.97			0.17			0.80


			NC_010459.5			57623674			intron_variant			BMP7			A			G			0.65			0.03			0.62


			NC_010459.5			57623697			intron_variant			BMP7			A			T			0.83			0.03			0.80


			NC_010459.5			57623928			intron_variant			BMP7			A			C			0.84			0.05			0.79


			NC_010459.5			57625228			intron_variant			BMP7			A			G			0.80			0.05			0.75


			NC_010459.5			57625475			intron_variant			BMP7			T			G			0.71			0.05			0.66


			NC_010459.5			57625717			intron_variant			BMP7			C			T			0.86			0.05			0.81


			NC_010459.5			57626033			intron_variant			BMP7			T			C			0.54			0.03			0.51


			NC_010459.5			57626070			intron_variant			BMP7			T			C			0.75			0.05			0.70


			NC_010459.5			57626419			intron_variant			BMP7			T			C			0.84			0.06			0.78


			NC_010459.5			57626698			intron_variant			BMP7			T			C			0.77			0.03			0.74


			NC_010459.5			57626722			intron_variant			BMP7			T			C			0.80			0.03			0.77


			NC_010459.5			57627504			intron_variant			BMP7			T			C			0.92			0.23			0.69


			NC_010459.5			57627593			intron_variant			BMP7			A			G			0.93			0.07			0.86


			NC_010459.5			57627890			intron_variant			BMP7			T			C			0.88			0.24			0.64


			NC_010459.5			57628011			intron_variant			BMP7			T			C			0.02			0.59			0.56


			NC_010459.5			57628074			intron_variant			BMP7			C			T			0.77			0.24			0.53


			NC_010459.5			57628652			intron_variant			BMP7			T			C			0.88			0.28			0.60


			NC_010459.5			57628696			intron_variant			BMP7			T			C			0.98			0.26			0.72


			NC_010459.5			57628936			intron_variant			BMP7			C			G			0.64			0.03			0.61


			NC_010459.5			57628963			intron_variant			BMP7			T			G			0.94			0.13			0.81


			NC_010459.5			57629100			intron_variant			BMP7			C			T			0.82			0.05			0.77


			NC_010459.5			57629199			intron_variant			BMP7			C			T			0.81			0.05			0.76


			NC_010459.5			57629213			intron_variant			BMP7			G			A			0.78			0.05			0.73


			NC_010459.5			57629219			intron_variant			BMP7			T			C			0.78			0.05			0.73


			NC_010459.5			57629220			intron_variant			BMP7			G			A			0.78			0.05			0.73


			NC_010459.5			57629223			intron_variant			BMP7			A			G			0.79			0.05			0.74


			NC_010459.5			57629279			intron_variant			BMP7			A			G			0.79			0.05			0.74


			NC_010459.5			57629317			intron_variant			BMP7			T			C			0.77			0.05			0.72


			NC_010459.5			57629363			intron_variant			BMP7			C			T			0.76			0.03			0.73


			NC_010459.5			57629449			intron_variant			BMP7			A			G			0.77			0.05			0.72


			NC_010459.5			57629604			intron_variant			BMP7			A			G			0.83			0.03			0.80


			NC_010459.5			57629651			intron_variant			BMP7			T			G			0.66			0.03			0.63


			NC_010459.5			57629659			intron_variant			BMP7			T			C			0.83			0.05			0.78


			NC_010459.5			57629778			intron_variant			BMP7			T			C			0.85			0.03			0.82


			NC_010459.5			57629781			intron_variant			BMP7			A			G			0.85			0.03			0.82


			NC_010459.5			57629794			intron_variant			BMP7			T			C			0.81			0.03			0.78


			NC_010459.5			57629825			intron_variant			BMP7			C			T			0.76			0.03			0.73


			NC_010459.5			57629880			intron_variant			BMP7			G			A			0.81			0.05			0.76


			NC_010459.5			57630349			intron_variant			BMP7			T			C			0.81			0.05			0.76


			NC_010459.5			57630391			intron_variant			BMP7			T			C			0.79			0.03			0.76


			NC_010459.5			57630492			intron_variant			BMP7			A			G			0.81			0.05			0.76


			NC_010459.5			57630770			intron_variant			BMP7			T			C			0.83			0.05			0.78


			NC_010459.5			57631759			intron_variant			BMP7			C			T			0.77			0.05			0.72


			NC_010459.5			57631974			intron_variant			BMP7			C			T			0.73			0.03			0.70


			NC_010459.5			57631978			intron_variant			BMP7			C			G			0.74			0.03			0.71


			NC_010459.5			57631979			intron_variant			BMP7			T			A			0.74			0.03			0.71


			NC_010459.5			57631983			intron_variant			BMP7			T			C			0.74			0.03			0.71


			NC_010459.5			57631987			intron_variant			BMP7			A			G			0.73			0.03			0.70


			NC_010459.5			57632037			intron_variant			BMP7			T			C			0.76			0.03			0.73


			NC_010459.5			57632049			intron_variant			BMP7			A			T			0.76			0.05			0.71


			NC_010459.5			57797543			3_prime_UTR_variant			RBM38			T			C			0.53			0.00


			NC_010459.5			57632155			intron_variant			BMP7			G			A			0.63			0.03			0.60


			NC_010459.5			57632416			intron_variant			BMP7			C			T			0.82			0.08			0.74


			NC_010459.5			57632479			intron_variant			BMP7			A			G			0.79			0.05			0.74


			NC_010459.5			57632755			intron_variant			BMP7			A			G			0.84			0.03			0.81


			NC_010459.5			57632810			intron_variant			BMP7			A			G			0.84			0.03			0.81


			NC_010459.5			57632830			intron_variant			BMP7			A			G			0.79			0.03			0.76


			NC_010459.5			57633069			intron_variant			BMP7			T			C			0.97			0.28			0.69


			NC_010459.5			57633573			intron_variant			BMP7			A			G			0.82			0.03			0.79


			NC_010459.5			57633706			intron_variant			BMP7			A			G			0.82			0.03			0.79


			NC_010459.5			57633961			intron_variant			BMP7			A			G			0.83			0.05			0.78


			NC_010459.5			57634131			intron_variant			BMP7			G			T			0.95			0.28			0.67


			NC_010459.5			57813172			intergenic_region			RBM38-CTCFL			G			C			0.53			0.00


			NC_010459.5			57635561			intron_variant			BMP7			A			G			0.93			0.19			0.74


			NC_010459.5			57635614			intron_variant			BMP7			C			T			0.63			0.05			0.58


			NC_010459.5			57637046			intron_variant			BMP7			A			G			0.71			0.03			0.68


			NC_010459.5			57637555			intron_variant			BMP7			G			A			0.73			0.06			0.67


			NC_010459.5			57637596			intron_variant			BMP7			A			G			0.81			0.03			0.78


			NC_010459.5			57637755			intron_variant			BMP7			A			G			0.83			0.05			0.78


			NC_010459.5			57638038			intron_variant			BMP7			T			C			0.55			0.05			0.50


			NC_010459.5			57638752			intron_variant			BMP7			T			C			0.85			0.03			0.82


			NC_010459.5			57639013			intron_variant			BMP7			C			T			0.85			0.03			0.82


			NC_010459.5			57639359			intron_variant			BMP7			A			G			0.82			0.05			0.77


			NC_010459.5			57639465			intron_variant			BMP7			C			T			0.56			0.05			0.51


			NC_010459.5			57639485			intron_variant			BMP7			C			T			0.83			0.05			0.78


			NC_010459.5			57639602			intron_variant			BMP7			G			A			0.57			0.05			0.52


			NC_010459.5			57639699			intron_variant			BMP7			G			A			0.53			0.03			0.50


			NC_010459.5			57640686			intron_variant			BMP7			T			C			0.55			0.05			0.50


			NC_010459.5			57640694			intron_variant			BMP7			T			C			0.57			0.05			0.52


			NC_010459.5			57640765			intron_variant			BMP7			A			G			0.59			0.03			0.56


			NC_010459.5			57641868			intron_variant			BMP7			A			G			0.74			0.18			0.56


			NC_010458.4			38177214			5_prime_UTR_variant			PDE4D			C			A			0.02			0.66			0.64


			NC_010458.4			38470436			5_prime_UTR_variant			PDE4D			G			A			0.02			0.55			0.53


			NC_010459.5			57642231			intron_variant			BMP7			T			C			0.77			0.08			0.69


			NC_010459.5			57642437			intron_variant			BMP7			T			G			0.82			0.16			0.66


			NC_010459.5			57642444			intron_variant			BMP7			T			A			0.80			0.14			0.66


			NC_010459.5			57642471			intron_variant			BMP7			A			G			0.79			0.21			0.58


			NC_010459.5			57642477			intron_variant			BMP7			T			C			0.79			0.21			0.58


			NC_010459.5			57642502			intron_variant			BMP7			A			G			0.87			0.19			0.68


			NC_010459.5			57642742			intron_variant			BMP7			G			A			0.80			0.19			0.61


			NC_010459.5			57643896			intron_variant			BMP7			G			C			0.87			0.21			0.66


			NC_010459.5			57813204			intergenic_region			RBM38-CTCFL			A			T			0.55			0.00


			NC_010459.5			57646238			intron_variant			BMP7			A			G			0.94			0.16			0.78


			NC_010459.5			57646257			intron_variant			BMP7			A			G			0.62			0.03			0.59


			NC_010459.5			57813226			intergenic_region			RBM38-CTCFL			G			A			0.55			0.00


			NC_010459.5			57647216			intron_variant			BMP7			A			T			0.94			0.21			0.73


			NC_010459.5			57815036			intergenic_region			RBM38-CTCFL			G			A			0.53			0.00


			NC_010459.5			57648425			intron_variant			BMP7			T			C			0.80			0.03			0.77


			NC_010459.5			57648749			intron_variant			BMP7			T			C			0.93			0.05			0.88


			NC_010459.5			57648938			intron_variant			BMP7			T			C			0.93			0.22			0.71


			NC_010459.5			57649006			intron_variant			BMP7			G			A			0.87			0.21			0.66


			NC_010459.5			57649174			intron_variant			BMP7			A			G			0.79			0.17			0.62


			NC_010459.5			57649316			intron_variant			BMP7			A			G			0.54			0.03			0.51


			NC_010459.5			57649325			intron_variant			BMP7			A			G			0.85			0.21			0.64


			NC_010459.5			57649575			intron_variant			BMP7			A			G			0.92			0.21			0.71


			NC_010459.5			57649702			intron_variant			BMP7			T			C			0.77			0.05			0.72


			NC_010459.5			57821198			intergenic_region			RBM38-CTCFL			T			C			0.56			0.00


			NC_010459.5			57651661			intron_variant			BMP7			A			C			0.95			0.37			0.58


			NC_010459.5			57652571			intron_variant			BMP7			C			T			0.94			0.32			0.62


			NC_010459.5			57652998			intron_variant			BMP7			C			T			0.80			0.24			0.56


			NC_010459.5			57653938			intron_variant			BMP7			A			C			0.93			0.26			0.67


			NC_010459.5			57654675			intron_variant			BMP7			G			T			0.92			0.29			0.63


			NC_010459.5			57655072			intron_variant			BMP7			G			A			0.56			0.03			0.53


			NC_010459.5			57655342			intron_variant			BMP7			T			C			0.95			0.31			0.64


			NC_010459.5			57655657			intron_variant			BMP7			T			C			0.56			0.03			0.53


			NC_010459.5			57656256			intron_variant			BMP7			C			T			0.91			0.24			0.67


			NC_010459.5			57657537			intron_variant			BMP7			C			T			0.60			0.03			0.57


			NC_010459.5			57660972			intron_variant			BMP7			G			T			0.85			0.26			0.59


			NC_010459.5			57661020			intron_variant			BMP7			G			A			0.81			0.29			0.52


			NC_010459.5			57661115			intron_variant			BMP7			C			T			0.86			0.22			0.64


			NC_010459.5			57661248			intron_variant			BMP7			T			C			0.84			0.31			0.53


			NC_010459.5			57661370			intron_variant			BMP7			A			C			0.81			0.19			0.62


			NC_010459.5			57661591			intron_variant			BMP7			C			T			0.91			0.18			0.73


			NC_010459.5			57661957			intron_variant			BMP7			T			C			0.86			0.26			0.60


			NC_010459.5			57662334			intron_variant			BMP7			A			G			0.94			0.29			0.65


			NC_010459.5			57662573			intron_variant			BMP7			C			T			0.93			0.31			0.62


			NC_010459.5			57663074			intron_variant			BMP7			A			G			0.80			0.24			0.56


			NC_010459.5			57663332			intron_variant			BMP7			A			G			0.94			0.37			0.57


			NC_010459.5			57664085			intron_variant			BMP7			A			G			0.94			0.13			0.81


			NC_010459.5			57664114			intron_variant			BMP7			T			C			0.62			0.09			0.53


			NC_010459.5			57664236			intron_variant			BMP7			A			G			0.54			0.03			0.51


			NC_010459.5			57664237			intron_variant			BMP7			A			G			0.54			0.03			0.51


			NC_010459.5			57664510			intron_variant			BMP7			C			A			0.93			0.05			0.88


			NC_010459.5			57664544			intron_variant			BMP7			G			A			0.57			0.03			0.54


			NC_010459.5			57821206			intergenic_region			RBM38-CTCFL			A			T			0.56			0.00


			NC_010459.5			57665367			intron_variant			BMP7			C			T			0.94			0.24			0.70


			NC_010459.5			57665549			intron_variant			BMP7			T			C			0.71			0.21			0.50


			NC_010459.5			57665681			intron_variant			BMP7			A			C			0.69			0.05			0.64


			NC_010459.5			57666856			intron_variant			BMP7			A			G			0.60			0.05			0.55


			NC_010459.5			57666935			intron_variant			BMP7			A			G			0.86			0.26			0.60


			NC_010459.5			57667035			intron_variant			BMP7			T			C			0.55			0.03			0.52


			NC_010459.5			57667110			intron_variant			BMP7			T			C			0.56			0.05			0.51


			NC_010459.5			57667125			intron_variant			BMP7			G			A			0.57			0.05			0.52


			NC_010459.5			57667370			intron_variant			BMP7			C			G			0.81			0.21			0.60


			NC_010459.5			57667907			intron_variant			BMP7			A			G			0.86			0.26			0.60


			NC_010459.5			57669772			intron_variant			BMP7			T			G			0.93			0.24			0.69


			NC_010459.5			57821740			intergenic_region			RBM38-CTCFL			C			T			0.52			0.00


			NC_010459.5			57670025			intron_variant			BMP7			A			C			0.93			0.24			0.69


			NC_010459.5			57670903			intron_variant			BMP7			A			G			0.91			0.32			0.59


			NC_010459.5			57674209			intron_variant			BMP7			A			G			0.92			0.17			0.75


			NC_010459.5			57678098			intergenic_region			BMP7-SPO11			C			T			0.76			0.26			0.50


			NC_010459.5			57678641			intergenic_region			BMP7-SPO11			A			G			0.94			0.25			0.69


			NC_010459.5			57680215			intergenic_region			BMP7-SPO11			A			G			0.96			0.21			0.75


			NC_010459.5			57680238			intergenic_region			BMP7-SPO11			A			G			0.74			0.19			0.55


			NC_010459.5			57680239			intergenic_region			BMP7-SPO11			A			T			0.74			0.19			0.55


			NC_010459.5			57680603			intergenic_region			BMP7-SPO11			C			T			0.93			0.15			0.78


			NC_010459.5			57681212			intergenic_region			BMP7-SPO11			A			G			0.73			0.22			0.51


			NC_010459.5			57682802			intergenic_region			BMP7-SPO11			T			A			0.94			0.24			0.70


			NC_010459.5			57683370			intergenic_region			BMP7-SPO11			T			C			0.93			0.22			0.71


			NC_010459.5			57684125			intergenic_region			BMP7-SPO11			A			G			0.94			0.21			0.73


			NC_010459.5			57684896			intergenic_region			BMP7-SPO11			A			G			0.94			0.29			0.65


			NC_010459.5			57685108			intergenic_region			BMP7-SPO11			T			C			0.94			0.32			0.62


			NC_010459.5			57685109			intergenic_region			BMP7-SPO11			A			C			0.94			0.32			0.62


			NC_010459.5			57685210			intergenic_region			BMP7-SPO11			T			C			0.92			0.29			0.63


			NC_010459.5			57690336			intergenic_region			BMP7-SPO11			C			T			0.88			0.32			0.56


			NC_010459.5			57690699			intergenic_region			BMP7-SPO11			A			C			0.88			0.26			0.62


			NC_010459.5			57691006			intergenic_region			BMP7-SPO11			A			G			0.54			0.03			0.51


			NC_010459.5			57691480			intergenic_region			BMP7-SPO11			T			C			0.66			0.03			0.63


			NC_010459.5			57691794			intergenic_region			BMP7-SPO11			G			C			0.94			0.32			0.62


			NC_010459.5			57692511			intergenic_region			BMP7-SPO11			C			G			0.92			0.28			0.64


			NC_010459.5			57692880			intergenic_region			BMP7-SPO11			A			G			0.95			0.28			0.67


			NC_010459.5			57693126			intergenic_region			BMP7-SPO11			G			A			0.92			0.22			0.70


			NC_010459.5			57694949			intergenic_region			BMP7-SPO11			G			A			0.94			0.34			0.60


			NC_010459.5			57699068			intergenic_region			BMP7-SPO11			T			C			0.94			0.32			0.62


			NC_010459.5			57699512			intergenic_region			BMP7-SPO11			A			G			0.92			0.19			0.73


			NC_010459.5			57699515			intergenic_region			BMP7-SPO11			C			T			0.99			0.32			0.67


			NC_010459.5			57700856			intergenic_region			BMP7-SPO11			A			C			0.93			0.32			0.61


			NC_010459.5			57823663			intergenic_region			RBM38-CTCFL			G			C			0.67			0.00


			NC_010459.5			57823700			intergenic_region			RBM38-CTCFL			T			C			0.68			0.00


			NC_010459.5			57827776			intergenic_region			RBM38-CTCFL			G			A			0.51			0.00


			NC_010459.5			57702349			intergenic_region			BMP7-SPO11			A			T			0.93			0.26			0.67


			NC_010459.5			57702455			intergenic_region			BMP7-SPO11			C			A			1.00			0.36			0.64


			NC_010459.5			57850464			intergenic_region			RBM38-CTCFL			A			G			0.55			0.00


			NC_010459.5			57850635			intergenic_region			RBM38-CTCFL			G			A			0.74			0.00


			NC_010459.5			57703456			intergenic_region			BMP7-SPO11			T			C			1.00			0.34			0.66


			NC_010459.5			57703700			intergenic_region			BMP7-SPO11			A			G			1.00			0.26			0.74


			NC_010459.5			57850750			intergenic_region			RBM38-CTCFL			C			G			0.54			0.00


			NC_010459.5			57704268			intergenic_region			BMP7-SPO11			C			T			0.60			0.06			0.54


			NC_010459.5			57705852			intergenic_region			BMP7-SPO11			G			C			0.95			0.42			0.53


			NC_010459.5			57705863			intergenic_region			BMP7-SPO11			T			C			0.94			0.42			0.52


			NC_010459.5			57705947			intergenic_region			BMP7-SPO11			T			C			0.98			0.42			0.56


			NC_010459.5			57705975			intergenic_region			BMP7-SPO11			T			G			0.93			0.39			0.54


			NC_010459.5			57706051			intergenic_region			BMP7-SPO11			A			G			0.95			0.39			0.56


			NC_010459.5			57706310			intergenic_region			BMP7-SPO11			C			T			0.93			0.42			0.51


			NC_010459.5			57706427			intergenic_region			BMP7-SPO11			A			G			0.95			0.42			0.53


			NC_010459.5			57706547			intergenic_region			BMP7-SPO11			T			C			0.95			0.39			0.56


			NC_010459.5			57708509			intergenic_region			BMP7-SPO11			T			C			0.98			0.45			0.53


			NC_010459.5			57709372			intergenic_region			BMP7-SPO11			A			G			0.76			0.26			0.50


			NC_010459.5			57710646			intergenic_region			BMP7-SPO11			A			T			0.74			0.24			0.50


			NC_010459.5			57710665			intergenic_region			BMP7-SPO11			C			T			0.74			0.24			0.50


			NC_010459.5			57712792			intergenic_region			BMP7-SPO11			T			C			0.07			0.58			0.51


			NC_010459.5			57713894			intergenic_region			BMP7-SPO11			G			A			0.76			0.18			0.58


			NC_010459.5			57714112			intergenic_region			BMP7-SPO11			T			C			0.88			0.24			0.64


			NC_010459.5			57714436			intergenic_region			BMP7-SPO11			C			A			0.00			0.58


			NC_010459.5			57715020			intergenic_region			BMP7-SPO11			T			G			0.69			0.18			0.51


			NC_010459.5			57715024			intergenic_region			BMP7-SPO11			T			C			0.74			0.18			0.56


			NC_010459.5			57715053			intergenic_region			BMP7-SPO11			G			A			0.73			0.18			0.55


			NC_010459.5			57715070			intergenic_region			BMP7-SPO11			T			C			0.68			0.18			0.50


			NC_010459.5			57715174			intergenic_region			BMP7-SPO11			G			A			0.74			0.21			0.53


			NC_010459.5			57715231			intergenic_region			BMP7-SPO11			A			G			0.74			0.18			0.56


			NC_010459.5			57715233			intergenic_region			BMP7-SPO11			A			G			0.74			0.18			0.56


			NC_010459.5			57715240			intergenic_region			BMP7-SPO11			A			G			0.74			0.19			0.55


			NC_010459.5			57715246			intergenic_region			BMP7-SPO11			C			A			0.91			0.28			0.63


			NC_010459.5			57715414			intergenic_region			BMP7-SPO11			C			T			0.07			0.66			0.58


			NC_010459.5			57715564			intergenic_region			BMP7-SPO11			T			C			0.78			0.28			0.50


			NC_010459.5			57715634			intergenic_region			BMP7-SPO11			T			C			0.76			0.21			0.55


			NC_010459.5			57715652			intergenic_region			BMP7-SPO11			G			A			0.72			0.18			0.54


			NC_010459.5			57715677			intergenic_region			BMP7-SPO11			A			C			0.74			0.16			0.58


			NC_010459.5			57716320			intergenic_region			BMP7-SPO11			A			G			0.81			0.12			0.69


			NC_010459.5			57716328			intergenic_region			BMP7-SPO11			A			G			0.79			0.11			0.68


			NC_010459.5			57716339			intergenic_region			BMP7-SPO11			T			C			0.79			0.11			0.68


			NC_010459.5			57716621			intergenic_region			BMP7-SPO11			G			A			0.14			0.85			0.71


			NC_010459.5			57716627			intergenic_region			BMP7-SPO11			C			T			0.16			0.85			0.69


			NC_010459.5			57717707			intergenic_region			BMP7-SPO11			C			T			0.37			0.89			0.53


			NC_010459.5			57851572			intergenic_region			RBM38-CTCFL			T			A			0.54			0.00


			NC_010459.5			57717922			intergenic_region			BMP7-SPO11			T			C			0.49			1.00			0.51


			NC_010459.5			57717999			intergenic_region			BMP7-SPO11			C			T			0.02			0.75			0.73


			NC_010459.5			57718105			intergenic_region			BMP7-SPO11			C			T			0.21			0.91			0.71


			NC_010459.5			57719035			intergenic_region			BMP7-SPO11			T			C			0.20			0.89			0.69


			NC_010459.5			57719094			intergenic_region			BMP7-SPO11			A			G			0.00			0.58


			NC_010459.5			57719415			intergenic_region			BMP7-SPO11			G			A			0.00			0.61


			NC_010459.5			57719571			intergenic_region			BMP7-SPO11			G			A			0.29			0.89			0.60


			NC_010459.5			57719774			intergenic_region			BMP7-SPO11			G			T			0.21			0.89			0.69


			NC_010459.5			57720893			intergenic_region			BMP7-SPO11			C			T			0.00			0.56


			NC_010459.5			57720921			intergenic_region			BMP7-SPO11			G			A			0.23			0.84			0.61


			NC_010459.5			57722028			intergenic_region			BMP7-SPO11			G			T			0.27			0.92			0.65


			NC_010459.5			57722176			intergenic_region			BMP7-SPO11			G			A			0.19			0.92			0.72


			NC_010459.5			57722264			intergenic_region			BMP7-SPO11			G			A			0.27			0.92			0.65


			NC_010459.5			57722308			intergenic_region			BMP7-SPO11			C			A			0.22			0.89			0.68


			NC_010459.5			57722417			intergenic_region			BMP7-SPO11			T			C			0.00			0.54


			NC_010459.5			57726486			intergenic_region			BMP7-SPO11			G			A			0.00			0.61


			NC_010459.5			57726708			intergenic_region			BMP7-SPO11			T			G			0.36			0.88			0.51


			NC_010459.5			57727240			intergenic_region			BMP7-SPO11			A			G			0.09			0.92			0.83


			NC_010459.5			57727277			intergenic_region			BMP7-SPO11			G			A			0.01			0.66			0.65


			NC_010459.5			57727309			intergenic_region			BMP7-SPO11			G			A			0.01			0.63			0.62


			NC_010458.4			38981418			upstream_gene_variant			PDE4D			T			G			0.02			0.84			0.82


			NC_010460.4			19479579			upstream_gene_variant			SMO			A			G			0.02			0.63			0.61


			NC_010446.5			110789061			3_prime_UTR_variant			SORT1			C			A			0.01			0.91			0.90


			NC_010460.4			19780392			splice_region_variant&intron_variant			FLNC			C			T			0.01			0.92			0.91


			NC_010459.5			57795653			intron_variant			RBM38			T			C			0.70			0.03			0.67


			NC_010443.5			198499			upstream_gene_variant			DLL1			G			C			0.01			0.57			0.56


			NC_010446.5			90289077			upstream_gene_variant			CASQ1			G			A			0.01			0.69			0.68


			NC_010458.4			38179991			5_prime_UTR_variant			PDE4D			C			T			0.01			0.66			0.64


			NC_010446.5			104917985			upstream_gene_variant			CASQ2			T			A			0.01			0.84			0.83


			NC_010446.5			104918685			synonymous_variant			CASQ2			G			A			0.01			0.87			0.86


			NC_010447.5			74881996			upstream_gene_variant			TWF1			G			A			0.01			0.53			0.51


			NC_010456.5			71301384			5_prime_UTR_variant			MYPN			T			C			0.01			0.72			0.71


			NC_010456.5			104877599			synonymous_variant			MYOF			G			A			0.01			0.63			0.62


			NC_010460.4			23813505			5_prime_UTR_variant			LMOD2			A			G			0.01			0.55			0.54


			NC_010446.5			90371464			upstream_gene_variant			ATP1A2			G			A			0.01			0.63			0.62


			NC_010446.5			90371464			upstream_gene_variant			ATP1A2			G			A			0.01			0.63			0.62


			NC_010446.5			104917937			upstream_gene_variant			CASQ2			A			G			0.01			0.85			0.84


			NC_010456.5			71298325			upstream_gene_variant			MYPN			C			A			0.01			0.74			0.72


			NC_010458.4			67074618			5_prime_UTR_variant			SGCD			A			G			0.01			0.71			0.70


			NC_010445.4			11841477			upstream_gene_variant			LOC100620992			C			T			0.01			0.67			0.66


			NC_010459.5			57804094			intergenic_region			RBM38-CTCFL			A			G			0.79			0.21			0.58


			NC_010459.5			57805349			intergenic_region			RBM38-CTCFL			A			G			0.93			0.29			0.64


			NC_010459.5			57805991			intergenic_region			RBM38-CTCFL			G			A			0.97			0.47			0.50


			NC_010459.5			57806340			intergenic_region			RBM38-CTCFL			G			T			0.98			0.39			0.59


			NC_010459.5			57806601			intergenic_region			RBM38-CTCFL			T			C			0.97			0.29			0.68


			NC_010459.5			57806735			intergenic_region			RBM38-CTCFL			G			T			0.97			0.41			0.56


			NC_010459.5			57806743			intergenic_region			RBM38-CTCFL			G			A			0.97			0.35			0.62


			NC_010459.5			57807374			intergenic_region			RBM38-CTCFL			A			T			0.98			0.39			0.59


			NC_010459.5			57808001			intergenic_region			RBM38-CTCFL			A			G			0.92			0.42			0.50


			NC_010459.5			57808419			intergenic_region			RBM38-CTCFL			T			C			0.96			0.42			0.54


			NC_010459.5			57809032			intergenic_region			RBM38-CTCFL			T			C			0.97			0.39			0.58


			NC_010459.5			57812078			intergenic_region			RBM38-CTCFL			T			C			0.76			0.24			0.52


			NC_010459.5			57852786			intergenic_region			RBM38-CTCFL			A			G			0.52			0.00


			NC_010459.5			57853409			intergenic_region			RBM38-CTCFL			C			T			0.53			0.00


			NC_010459.5			57853428			intergenic_region			RBM38-CTCFL			A			T			0.55			0.00


			NC_010459.5			57813656			intergenic_region			RBM38-CTCFL			C			T			0.70			0.16			0.54


			NC_010459.5			57814257			intergenic_region			RBM38-CTCFL			G			A			0.83			0.17			0.66


			NC_010459.5			57814462			intergenic_region			RBM38-CTCFL			G			A			0.76			0.25			0.51


			NC_010459.5			57814587			intergenic_region			RBM38-CTCFL			T			G			0.83			0.28			0.55


			NC_010459.5			57814602			intergenic_region			RBM38-CTCFL			G			A			0.81			0.28			0.53


			NC_010459.5			57814605			intergenic_region			RBM38-CTCFL			T			C			0.80			0.28			0.52


			NC_010459.5			57814707			intergenic_region			RBM38-CTCFL			A			G			0.76			0.24			0.52


			NC_010459.5			57814758			intergenic_region			RBM38-CTCFL			T			A			0.81			0.21			0.60


			NC_010459.5			57814820			intergenic_region			RBM38-CTCFL			C			T			0.76			0.26			0.50


			NC_010459.5			57814905			intergenic_region			RBM38-CTCFL			C			G			0.81			0.29			0.52


			NC_010459.5			57814930			intergenic_region			RBM38-CTCFL			T			C			0.79			0.24			0.55


			NC_010459.5			57814964			intergenic_region			RBM38-CTCFL			G			A			0.79			0.26			0.53


			NC_010459.5			57853475			intergenic_region			RBM38-CTCFL			A			G			0.55			0.00


			NC_010459.5			57815058			intergenic_region			RBM38-CTCFL			C			G			0.83			0.21			0.62


			NC_010459.5			57819168			intergenic_region			RBM38-CTCFL			T			G			0.98			0.41			0.57


			NC_010459.5			57819463			intergenic_region			RBM38-CTCFL			T			C			0.98			0.42			0.56


			NC_010459.5			57820432			intergenic_region			RBM38-CTCFL			G			C			0.02			0.63			0.61


			NC_010459.5			57820759			intergenic_region			RBM38-CTCFL			T			G			0.95			0.39			0.56


			NC_010459.5			57853493			intergenic_region			RBM38-CTCFL			C			T			0.55			0.00


			NC_010459.5			57853524			intergenic_region			RBM38-CTCFL			A			T			0.55			0.00


			NC_010459.5			57821551			intergenic_region			RBM38-CTCFL			G			A			0.99			0.28			0.71


			NC_010459.5			57853579			intergenic_region			RBM38-CTCFL			C			T			0.65			0.00


			NC_010459.5			57821742			intergenic_region			RBM38-CTCFL			T			C			0.83			0.26			0.57


			NC_010459.5			57821930			intergenic_region			RBM38-CTCFL			G			A			0.94			0.31			0.63


			NC_010459.5			57822084			intergenic_region			RBM38-CTCFL			T			C			0.93			0.22			0.71


			NC_010459.5			57822216			intergenic_region			RBM38-CTCFL			G			A			0.94			0.24			0.70


			NC_010459.5			57822625			intergenic_region			RBM38-CTCFL			G			A			0.96			0.31			0.65


			NC_010459.5			57822712			intergenic_region			RBM38-CTCFL			A			G			0.97			0.29			0.68


			NC_010459.5			57822717			intergenic_region			RBM38-CTCFL			T			C			0.97			0.29			0.68


			NC_010459.5			57823026			intergenic_region			RBM38-CTCFL			T			C			0.98			0.32			0.66


			NC_010459.5			57823483			intergenic_region			RBM38-CTCFL			G			C			0.95			0.34			0.61


			NC_010459.5			57853645			intergenic_region			RBM38-CTCFL			G			A			0.65			0.00


			NC_010460.4			19480693			intergenic_region			SMO-TSPAN33			A			G			0.56			0.00


			NC_010460.4			19480699			intergenic_region			SMO-TSPAN33			A			G			0.55			0.00


			NC_010459.5			57829784			intergenic_region			RBM38-CTCFL			C			T			0.82			0.32			0.50


			NC_010459.5			57832133			intergenic_region			RBM38-CTCFL			T			C			0.96			0.42			0.54


			NC_010459.5			57833242			intergenic_region			RBM38-CTCFL			T			C			0.94			0.39			0.55


			NC_010459.5			57833398			intergenic_region			RBM38-CTCFL			T			C			0.97			0.37			0.60


			NC_010459.5			57833871			intergenic_region			RBM38-CTCFL			T			C			0.58			0.03			0.55


			NC_010459.5			57834348			intergenic_region			RBM38-CTCFL			T			C			0.98			0.39			0.59


			NC_010459.5			57834455			intergenic_region			RBM38-CTCFL			T			C			0.95			0.39			0.56


			NC_010459.5			57837654			intergenic_region			RBM38-CTCFL			C			A			0.80			0.19			0.61


			NC_010459.5			57837686			intergenic_region			RBM38-CTCFL			C			A			0.79			0.25			0.54


			NC_010459.5			57838397			intergenic_region			RBM38-CTCFL			A			G			0.97			0.36			0.61


			NC_010459.5			57839269			intergenic_region			RBM38-CTCFL			T			C			0.92			0.29			0.63


			NC_010459.5			57839329			intergenic_region			RBM38-CTCFL			A			G			0.94			0.26			0.68


			NC_010459.5			57840199			intergenic_region			RBM38-CTCFL			G			A			0.93			0.34			0.59


			NC_010459.5			57840389			intergenic_region			RBM38-CTCFL			A			T			0.95			0.34			0.61


			NC_010459.5			57840403			intergenic_region			RBM38-CTCFL			T			C			0.95			0.34			0.61


			NC_010459.5			57840611			intergenic_region			RBM38-CTCFL			C			T			0.96			0.32			0.64


			NC_010459.5			57840699			intergenic_region			RBM38-CTCFL			T			C			0.95			0.26			0.69


			NC_010459.5			57840701			intergenic_region			RBM38-CTCFL			G			A			0.97			0.37			0.60


			NC_010459.5			57840758			intergenic_region			RBM38-CTCFL			A			G			0.93			0.29			0.64


			NC_010459.5			57841192			intergenic_region			RBM38-CTCFL			T			C			0.97			0.29			0.68


			NC_010459.5			57842806			intergenic_region			RBM38-CTCFL			C			T			0.94			0.42			0.52


			NC_010459.5			57843665			intergenic_region			RBM38-CTCFL			T			A			0.96			0.16			0.80


			NC_010459.5			57843672			intergenic_region			RBM38-CTCFL			C			T			0.96			0.11			0.85


			NC_010459.5			57844032			intergenic_region			RBM38-CTCFL			G			A			0.85			0.26			0.59


			NC_010459.5			57844078			intergenic_region			RBM38-CTCFL			G			A			0.93			0.29			0.64


			NC_010459.5			57844224			intergenic_region			RBM38-CTCFL			G			A			0.72			0.21			0.51


			NC_010459.5			57844866			intergenic_region			RBM38-CTCFL			T			C			0.82			0.25			0.57


			NC_010459.5			57844907			intergenic_region			RBM38-CTCFL			C			T			0.86			0.21			0.65


			NC_010459.5			57844920			intergenic_region			RBM38-CTCFL			T			C			0.84			0.18			0.66


			NC_010459.5			57844996			intergenic_region			RBM38-CTCFL			T			C			0.74			0.19			0.55


			NC_010459.5			57845295			intergenic_region			RBM38-CTCFL			A			G			0.95			0.26			0.69


			NC_010459.5			57845478			intergenic_region			RBM38-CTCFL			C			T			0.87			0.26			0.61


			NC_010459.5			57845487			intergenic_region			RBM38-CTCFL			C			T			0.87			0.26			0.61


			NC_010459.5			57845498			intergenic_region			RBM38-CTCFL			G			A			0.88			0.24			0.64


			NC_010459.5			57845813			intergenic_region			RBM38-CTCFL			G			T			0.75			0.24			0.51


			NC_010459.5			57846063			intergenic_region			RBM38-CTCFL			T			C			1.00			0.39			0.61


			NC_010459.5			57846193			intergenic_region			RBM38-CTCFL			A			G			0.93			0.26			0.67


			NC_010459.5			57846214			intergenic_region			RBM38-CTCFL			G			A			0.77			0.26			0.51


			NC_010459.5			57846260			intergenic_region			RBM38-CTCFL			A			G			0.86			0.25			0.61


			NC_010459.5			57847339			intergenic_region			RBM38-CTCFL			G			A			0.96			0.26			0.70


			NC_010459.5			57847592			intergenic_region			RBM38-CTCFL			C			T			0.94			0.21			0.73


			NC_010459.5			57847645			intergenic_region			RBM38-CTCFL			C			T			0.97			0.25			0.72


			NC_010459.5			57847685			intergenic_region			RBM38-CTCFL			T			C			0.93			0.31			0.62


			NC_010459.5			57849532			intergenic_region			RBM38-CTCFL			T			C			0.77			0.19			0.58


			NC_010459.5			57849785			intergenic_region			RBM38-CTCFL			A			G			0.89			0.16			0.73


			NC_010459.5			57850319			intergenic_region			RBM38-CTCFL			G			A			0.81			0.17			0.64


			NC_010460.4			19480704			intergenic_region			SMO-TSPAN33			G			A			0.55			0.00


			NC_010460.4			19481149			intergenic_region			SMO-TSPAN33			C			G			0.62			0.00


			NC_010460.4			19484567			intergenic_region			SMO-TSPAN33			C			T			0.53			0.00


			NC_010459.5			57851118			intergenic_region			RBM38-CTCFL			G			C			0.69			0.19			0.50


			NC_010459.5			57851211			intergenic_region			RBM38-CTCFL			C			A			0.79			0.24			0.55


			NC_010459.5			57851257			intergenic_region			RBM38-CTCFL			T			C			0.81			0.22			0.59


			NC_010460.4			19485453			intergenic_region			SMO-TSPAN33			T			C			0.54			0.00


			NC_010459.5			57851729			intergenic_region			RBM38-CTCFL			T			C			0.76			0.17			0.59


			NC_010459.5			57851731			intergenic_region			RBM38-CTCFL			G			C			0.71			0.17			0.54


			NC_010459.5			57851905			intergenic_region			RBM38-CTCFL			A			C			0.81			0.25			0.56


			NC_010460.4			19486850			intergenic_region			SMO-TSPAN33			C			T			0.53			0.00


			NC_010460.4			19487590			intergenic_region			SMO-TSPAN33			C			T			0.65			0.00


			NC_010459.5			57853426			intergenic_region			RBM38-CTCFL			G			A			0.88			0.29			0.59


			NC_010460.4			19488826			intergenic_region			SMO-TSPAN33			A			T			0.52			0.00


			NC_010460.4			19490230			intergenic_region			SMO-TSPAN33			T			G			0.52			0.00


			NC_010460.4			19759346			upstream_gene_variant			FLNC			G			A			0.51			0.00


			NC_010460.4			19767743			synonymous_variant			FLNC			T			C			0.56			0.00


			NC_010460.4			19767875			intron_variant			FLNC			T			C			0.58			0.00


			NC_010460.4			19769267			intron_variant			FLNC			T			C			0.54			0.00


			NC_010459.5			57854225			intergenic_region			RBM38-CTCFL			A			G			0.00			0.53


			NC_010459.5			57857073			intergenic_region			RBM38-CTCFL			A			G			0.85			0.26			0.59


			NC_010459.5			57858776			intergenic_region			RBM38-CTCFL			C			A			0.85			0.25			0.60


			NC_010459.5			57858862			intergenic_region			RBM38-CTCFL			T			C			0.88			0.25			0.63


			NC_010459.5			57859187			intergenic_region			RBM38-CTCFL			T			C			0.84			0.32			0.52


			NC_010446.5			90341797			non_coding_transcript_exon_variant			ATP1A2			G			C			0.01			0.55			0.54


			NC_010460.4			19452680			intron_variant			SMO			C			T			0.07			0.83			0.76


			NC_010460.4			19453024			intron_variant			SMO			G			A			0.04			0.75			0.71


			NC_010460.4			19462446			intron_variant			SMO			T			C			0.36			0.87			0.51


			NC_010460.4			19463620			intron_variant			SMO			C			A			0.05			0.74			0.69


			NC_010460.4			19477060			intron_variant			SMO			T			C			0.61			0.08			0.53


			NC_010446.5			90341797			non_coding_transcript_exon_variant			ATP1A2			G			C			0.01			0.55			0.54


			NC_010451.4			68516114			upstream_gene_variant			SRI			C			G			0.01			0.69			0.68


			NC_010460.4			19769427			intron_variant			FLNC			T			A			0.56			0.00


			NC_010460.4			19776357			synonymous_variant			FLNC			G			A			0.58			0.00


			NC_010460.4			19776562			intron_variant			FLNC			C			T			0.69			0.00


			NC_010460.4			19480864			intergenic_region			SMO-TSPAN33			T			C			0.05			0.76			0.72


			NC_010460.4			19776594			intron_variant			FLNC			G			A			0.64			0.00


			NC_010460.4			19481347			intergenic_region			SMO-TSPAN33			C			T			0.04			0.58			0.54


			NC_010460.4			19481959			intergenic_region			SMO-TSPAN33			C			A			0.03			0.63			0.60


			NC_010460.4			19483849			intergenic_region			SMO-TSPAN33			G			A			0.03			0.56			0.52


			NC_010460.4			19484390			intergenic_region			SMO-TSPAN33			T			C			0.05			0.64			0.59


			NC_010460.4			19776762			synonymous_variant			FLNC			C			T			0.72			0.00


			NC_010460.4			19484759			intergenic_region			SMO-TSPAN33			G			C			0.93			0.11			0.82


			NC_010460.4			19485325			intergenic_region			SMO-TSPAN33			C			T			0.05			0.61			0.56


			NC_010460.4			19485436			intergenic_region			SMO-TSPAN33			A			G			0.95			0.11			0.84


			NC_010460.4			19776811			splice_region_variant&intron_variant			FLNC			G			A			0.72			0.00


			NC_010460.4			19485867			intergenic_region			SMO-TSPAN33			T			C			0.92			0.13			0.79


			NC_010460.4			19485921			intergenic_region			SMO-TSPAN33			C			T			0.92			0.18			0.74


			NC_010460.4			19776826			intron_variant			FLNC			A			G			0.71			0.00


			NC_010460.4			19487417			intergenic_region			SMO-TSPAN33			A			G			0.93			0.16			0.77


			NC_010460.4			19487487			intergenic_region			SMO-TSPAN33			C			T			0.92			0.11			0.81


			NC_010460.4			19487534			intergenic_region			SMO-TSPAN33			G			A			0.93			0.11			0.82


			NC_010460.4			19487536			intergenic_region			SMO-TSPAN33			C			T			0.93			0.11			0.82


			NC_010460.4			19776841			intron_variant			FLNC			A			C			0.65			0.00


			NC_010460.4			19487884			intergenic_region			SMO-TSPAN33			T			C			0.93			0.13			0.80


			NC_010460.4			19488377			intergenic_region			SMO-TSPAN33			A			G			0.43			1.00			0.57


			NC_010460.4			19776843			intron_variant			FLNC			G			A			0.65			0.00


			NC_010460.4			19488906			intergenic_region			SMO-TSPAN33			C			A			0.53			0.03			0.50


			NC_010460.4			19489957			intergenic_region			SMO-TSPAN33			T			C			0.94			0.13			0.81


			NC_010460.4			19777010			synonymous_variant			FLNC			C			T			0.51			0.00


			NC_010460.4			19491577			intergenic_region			SMO-TSPAN33			G			A			0.55			0.05			0.50


			NC_010460.4			19492133			intergenic_region			SMO-TSPAN33			G			A			0.92			0.18			0.74


			NC_010460.4			19492145			intergenic_region			SMO-TSPAN33			G			A			0.95			0.16			0.79


			NC_010460.4			19492155			intergenic_region			SMO-TSPAN33			A			G			0.93			0.16			0.77


			NC_010460.4			19492259			intergenic_region			SMO-TSPAN33			A			C			0.94			0.13			0.81


			NC_010460.4			19492311			intergenic_region			SMO-TSPAN33			T			C			0.93			0.14			0.79


			NC_010460.4			19492441			intergenic_region			SMO-TSPAN33			T			C			0.92			0.17			0.75


			NC_010451.4			68516129			upstream_gene_variant			SRI			G			T			0.01			0.73			0.72


			NC_010452.4			23541961			missense_variant			CACNA1S			C			T			0.01			0.64			0.63


			NC_010456.5			71282795			upstream_gene_variant			MYPN			T			C			0.01			0.81			0.79


			NC_010460.4			19763027			intron_variant			FLNC			A			G			0.60			0.03			0.57


			NC_010460.4			19763178			intron_variant			FLNC			T			C			0.58			0.03			0.55


			NC_010456.5			71299873			5_prime_UTR_premature_start_codon_gain_variant			MYPN			C			T			0.01			0.68			0.67


			NC_010456.5			71387673			3_prime_UTR_variant			MYPN			G			A			0.01			0.75			0.74


			NC_010451.4			68515649			upstream_gene_variant			SRI			G			T			0.01			0.63			0.62


			NC_010443.5			273101153			upstream_gene_variant			MYMK			G			A			0.00			0.50


			NC_010460.4			19777064			synonymous_variant			FLNC			C			T			0.53			0.00


			NC_010446.5			83325584			3_prime_UTR_variant			RCSD1			C			T			0.00			0.58


			NC_010460.4			19777124			intron_variant			FLNC			G			A			0.59			0.00


			NC_010460.4			19777307			intron_variant			FLNC			C			G			0.61			0.00


			NC_010460.4			19769722			intron_variant			FLNC			C			T			0.86			0.11			0.75


			NC_010460.4			19769730			intron_variant			FLNC			G			A			0.86			0.11			0.75


			NC_010447.5			100756427			upstream_gene_variant			MYF5			G			T			0.00			0.68


			NC_010460.4			19769976			intron_variant			FLNC			T			C			0.85			0.06			0.79


			NC_010460.4			19770062			intron_variant			FLNC			A			C			0.86			0.11			0.75


			NC_010460.4			19772377			intron_variant			FLNC			G			T			0.59			0.06			0.53


			NC_010448.4			146187861			5_prime_UTR_variant			PDE4B			G			A			0.00			0.53


			NC_010460.4			19776027			intron_variant			FLNC			C			T			0.02			0.66			0.64


			NC_010448.4			146189414			5_prime_UTR_variant			PDE4B			C			T			0.00			0.58


			NC_010451.4			53082399			3_prime_UTR_variant			CDON			T			C			0.00			0.53


			NC_010452.4			8392183			3_prime_UTR_variant			TGFB2			G			A			0.00			0.58


			NC_010460.4			19777639			intron_variant			FLNC			G			A			0.51			0.00


			NC_010460.4			19778747			intron_variant			FLNC			A			T			0.82			0.00


			NC_010454.4			11664171			3_prime_UTR_variant			PRKAR1A			C			G			0.00			0.53


			NC_010454.4			11664363			3_prime_UTR_variant			PRKAR1A			T			C			0.00			0.50


			NC_010460.4			19781988			intron_variant			FLNC			C			T			0.78			0.00


			NC_010460.4			19781995			intron_variant			FLNC			G			A			0.79			0.00


			NC_010460.4			23823184			intergenic_region			LMOD2-ASB15			C			A			0.52			0.00


			NC_010454.4			11664447			3_prime_UTR_variant			PRKAR1A			T			A			0.00			0.50


			NC_010454.4			11669459			synonymous_variant			PRKAR1A			G			A			0.00			0.53


			NC_010460.4			23823435			intergenic_region			LMOD2-ASB15			T			C			0.54			0.00


			NC_010460.4			19777227			intron_variant			FLNC			C			G			0.61			0.05			0.56


			NC_010460.4			23823448			intergenic_region			LMOD2-ASB15			T			G			0.55			0.00


			NC_010460.4			23823499			intergenic_region			LMOD2-ASB15			T			C			0.56			0.00


			NC_010460.4			23823561			intergenic_region			LMOD2-ASB15			C			G			0.51			0.00


			NC_010460.4			19779293			intron_variant			FLNC			C			T			0.76			0.08			0.68


			NC_010454.4			11677814			upstream_gene_variant			PRKAR1A			C			G			0.00			0.53


			NC_010460.4			19780447			intron_variant			FLNC			G			A			0.89			0.03			0.86


			NC_010460.4			19781501			intron_variant			FLNC			A			G			0.79			0.06			0.73


			NC_010460.4			19781842			intron_variant			FLNC			G			A			0.02			0.61			0.59


			NC_010460.4			19781850			intron_variant			FLNC			T			C			0.71			0.14			0.57


			NC_010460.4			23823863			intergenic_region			LMOD2-ASB15			A			G			0.55			0.00


			NC_010460.4			23823910			intergenic_region			LMOD2-ASB15			C			T			0.52			0.00


			NC_010460.4			19782103			intron_variant			FLNC			C			T			0.02			0.53			0.50


			NC_010460.4			19782143			intron_variant			FLNC			G			A			0.00			0.55


			NC_010460.4			19789588			intergenic_region			FLNC-CCDC136			A			G			0.85			0.03			0.82


			NC_010460.4			19789593			intergenic_region			FLNC-CCDC136			A			G			0.85			0.03			0.82


			NC_010460.4			19792616			intergenic_region			FLNC-CCDC136			C			T			0.96			0.26			0.70


			NC_010460.4			19792642			intergenic_region			FLNC-CCDC136			A			G			0.01			0.59			0.58


			NC_010454.4			11677890			upstream_gene_variant			PRKAR1A			T			G			0.00			0.50


			NC_010460.4			23806548			intron_variant			LMOD2			T			A			0.68			0.18			0.50


			NC_010460.4			23808114			intron_variant			LMOD2			T			G			0.82			0.08			0.74


			NC_010460.4			23810923			intron_variant			LMOD2			C			T			0.82			0.21			0.61


			NC_010460.4			23810938			intron_variant			LMOD2			C			A			0.83			0.21			0.62


			NC_010460.4			23811127			intron_variant			LMOD2			A			G			0.84			0.18			0.66


			NC_010460.4			23811189			intron_variant			LMOD2			C			T			0.83			0.18			0.65


			NC_010460.4			23811345			intron_variant			LMOD2			C			T			0.72			0.03			0.69


			NC_010460.4			23811363			intron_variant			LMOD2			G			A			0.72			0.03			0.69


			NC_010460.4			23811398			intron_variant			LMOD2			G			T			0.74			0.03			0.71


			NC_010460.4			23811570			intron_variant			LMOD2			A			G			0.71			0.03			0.68


			NC_010460.4			23812037			intron_variant			LMOD2			C			T			0.83			0.13			0.70


			NC_010454.4			11678454			upstream_gene_variant			PRKAR1A			G			A			0.00			0.53


			NC_010454.4			11678643			upstream_gene_variant			PRKAR1A			G			C			0.00			0.53


			NC_010454.4			11678647			upstream_gene_variant			PRKAR1A			G			A			0.00			0.53


			NC_010460.4			23818418			intergenic_region			LMOD2-ASB15			C			T			0.05			0.55			0.50


			NC_010460.4			23820467			intergenic_region			LMOD2-ASB15			C			A			0.06			0.58			0.53


			NC_010460.4			23821982			intergenic_region			LMOD2-ASB15			T			C			0.54			0.03			0.51


			NC_010460.4			23824004			intergenic_region			LMOD2-ASB15			C			T			0.52			0.00


			NC_010460.4			23824036			intergenic_region			LMOD2-ASB15			C			T			0.51			0.00


			NC_010460.4			23824780			intergenic_region			LMOD2-ASB15			T			C			0.55			0.00


			NC_010460.4			23824972			intergenic_region			LMOD2-ASB15			T			C			0.57			0.00


			NC_010460.4			29729066			intergenic_region			CAV2-TES			G			A			0.63			0.00


			NC_010460.4			29732249			intergenic_region			CAV2-TES			G			A			0.63			0.00


			NC_010460.4			29733895			intergenic_region			CAV2-TES			A			G			0.57			0.00


			NC_010460.4			29737662			intergenic_region			CAV2-TES			T			C			0.54			0.00


			NC_010460.4			29741046			intergenic_region			CAV2-TES			A			T			0.51			0.00


			NC_010460.4			23824508			intergenic_region			LMOD2-ASB15			A			G			0.55			0.03			0.52


			NC_010460.4			23824533			intergenic_region			LMOD2-ASB15			T			C			0.55			0.03			0.52


			NC_010460.4			23824602			intergenic_region			LMOD2-ASB15			G			A			0.56			0.03			0.53


			NC_010460.4			23824650			intergenic_region			LMOD2-ASB15			G			A			0.55			0.03			0.52


			NC_010460.4			29764710			intergenic_region			CAV2-TES			C			G			0.59			0.00


			NC_010460.4			29764955			intergenic_region			CAV2-TES			G			A			0.53			0.00


			NC_010460.4			29686616			intergenic_region			CAV1-CAV2			T			C			0.64			0.03			0.61


			NC_010460.4			29687340			intergenic_region			CAV1-CAV2			G			A			0.92			0.11			0.81


			NC_010460.4			29688771			intergenic_region			CAV1-CAV2			A			G			0.98			0.17			0.81


			NC_010460.4			29691057			intergenic_region			CAV1-CAV2			T			A			0.66			0.13			0.53


			NC_010460.4			29691631			intergenic_region			CAV1-CAV2			C			T			0.91			0.17			0.74


			NC_010460.4			29696357			intergenic_region			CAV1-CAV2			C			T			0.64			0.08			0.56


			NC_010460.4			29696395			intergenic_region			CAV1-CAV2			A			G			0.65			0.13			0.52


			NC_010460.4			29697470			intergenic_region			CAV1-CAV2			T			G			0.69			0.16			0.53


			NC_010460.4			29697540			intergenic_region			CAV1-CAV2			G			A			0.69			0.16			0.53


			NC_010460.4			29697879			intergenic_region			CAV1-CAV2			C			T			0.68			0.17			0.51


			NC_010460.4			29702113			intron_variant			CAV2			A			G			0.66			0.13			0.53


			NC_010460.4			29702952			intron_variant			CAV2			A			T			0.05			0.84			0.80


			NC_010460.4			29704734			intron_variant			CAV2			T			C			0.66			0.14			0.52


			NC_010454.4			11678723			upstream_gene_variant			PRKAR1A			C			T			0.00			0.53


			NC_010460.4			29710705			intergenic_region			CAV2-TES			T			C			0.55			0.03			0.52


			NC_010460.4			29711068			intergenic_region			CAV2-TES			A			G			0.64			0.08			0.56


			NC_010460.4			29713646			intergenic_region			CAV2-TES			A			C			0.66			0.14			0.52


			NC_010460.4			29714325			intergenic_region			CAV2-TES			C			T			0.66			0.16			0.50


			NC_010460.4			29715458			intergenic_region			CAV2-TES			A			T			0.65			0.14			0.51


			NC_010460.4			29715513			intergenic_region			CAV2-TES			G			A			0.66			0.16			0.50


			NC_010460.4			29715827			intergenic_region			CAV2-TES			A			G			0.63			0.11			0.52


			NC_010460.4			29716021			intergenic_region			CAV2-TES			T			A			0.64			0.08			0.56


			NC_010460.4			29716039			intergenic_region			CAV2-TES			G			T			0.63			0.08			0.55


			NC_010460.4			29716072			intergenic_region			CAV2-TES			T			A			0.94			0.05			0.89


			NC_010460.4			29716073			intergenic_region			CAV2-TES			G			A			0.55			0.05			0.50


			NC_010460.4			29716148			intergenic_region			CAV2-TES			G			A			0.65			0.11			0.54


			NC_010460.4			29716433			intergenic_region			CAV2-TES			T			C			0.65			0.08			0.57


			NC_010460.4			29716714			intergenic_region			CAV2-TES			C			T			0.93			0.18			0.75


			NC_010460.4			29717141			intergenic_region			CAV2-TES			C			T			0.67			0.16			0.51


			NC_010460.4			29718351			intergenic_region			CAV2-TES			C			T			0.66			0.11			0.55


			NC_010460.4			29718426			intergenic_region			CAV2-TES			A			G			0.64			0.08			0.56


			NC_010460.4			29718686			intergenic_region			CAV2-TES			C			T			0.66			0.13			0.53


			NC_010460.4			29718833			intergenic_region			CAV2-TES			T			C			0.64			0.13			0.51


			NC_010460.4			29719415			intergenic_region			CAV2-TES			A			G			0.66			0.14			0.52


			NC_010460.4			29719555			intergenic_region			CAV2-TES			T			C			0.66			0.14			0.52


			NC_010460.4			29719613			intergenic_region			CAV2-TES			A			G			0.66			0.14			0.52


			NC_010460.4			29719891			intergenic_region			CAV2-TES			T			C			0.66			0.16			0.50


			NC_010460.4			29721122			intergenic_region			CAV2-TES			T			C			0.67			0.13			0.54


			NC_010460.4			29721447			intergenic_region			CAV2-TES			G			A			0.66			0.16			0.50


			NC_010460.4			29722180			intergenic_region			CAV2-TES			A			G			0.65			0.11			0.54


			NC_010460.4			29722181			intergenic_region			CAV2-TES			G			A			0.65			0.11			0.54


			NC_010460.4			29724118			intergenic_region			CAV2-TES			T			G			0.64			0.14			0.50


			NC_010460.4			29725413			intergenic_region			CAV2-TES			A			C			0.63			0.13			0.50


			NC_010460.4			29726070			intergenic_region			CAV2-TES			A			G			0.63			0.11			0.52


			NC_010460.4			29727355			intergenic_region			CAV2-TES			A			G			0.65			0.14			0.51


			NC_010460.4			29727581			intergenic_region			CAV2-TES			G			C			0.67			0.16			0.51


			NC_010460.4			29792163			intergenic_region			CAV2-TES			G			A			0.57			0.00


			NC_010460.4			29729902			intergenic_region			CAV2-TES			T			G			0.65			0.13			0.52


			NC_010460.4			29730441			intergenic_region			CAV2-TES			C			A			0.64			0.13			0.51


			NC_010460.4			29731536			intergenic_region			CAV2-TES			T			G			0.65			0.13			0.52


			NC_010460.4			29792472			intergenic_region			CAV2-TES			G			A			0.78			0.00


			NC_010460.4			29733020			intergenic_region			CAV2-TES			T			C			0.64			0.08			0.56


			NC_010460.4			29733242			intergenic_region			CAV2-TES			G			A			0.63			0.03			0.60


			NC_010460.4			29733399			intergenic_region			CAV2-TES			T			C			0.58			0.05			0.53


			NC_010460.4			29733578			intergenic_region			CAV2-TES			A			G			0.67			0.08			0.59


			NC_010460.4			29792475			intergenic_region			CAV2-TES			G			T			0.76			0.00


			NC_010460.4			29735703			intergenic_region			CAV2-TES			C			T			0.55			0.05			0.50


			NC_010460.4			29735802			intergenic_region			CAV2-TES			C			T			0.53			0.03			0.50


			NC_010460.4			29735836			intergenic_region			CAV2-TES			C			T			0.56			0.03			0.53


			NC_010460.4			29736547			intergenic_region			CAV2-TES			T			C			0.93			0.17			0.76


			NC_010460.4			29736969			intergenic_region			CAV2-TES			A			C			0.68			0.15			0.53


			NC_010460.4			29737262			intergenic_region			CAV2-TES			A			T			0.96			0.11			0.85


			NC_010460.4			29799467			intergenic_region			CAV2-TES			C			G			0.59			0.00


			NC_010460.4			29738119			intergenic_region			CAV2-TES			A			C			0.66			0.16			0.50


			NC_010460.4			29738167			intergenic_region			CAV2-TES			G			T			0.63			0.13			0.50


			NC_010460.4			29738174			intergenic_region			CAV2-TES			C			T			0.63			0.13			0.50


			NC_010460.4			29738286			intergenic_region			CAV2-TES			G			A			0.63			0.13			0.50


			NC_010460.4			29738685			intergenic_region			CAV2-TES			A			C			0.55			0.05			0.50


			NC_010460.4			29738991			intergenic_region			CAV2-TES			G			A			0.56			0.03			0.53


			NC_010460.4			29739391			intergenic_region			CAV2-TES			A			C			0.73			0.16			0.57


			NC_010460.4			29739836			intergenic_region			CAV2-TES			A			G			0.69			0.08			0.61


			NC_010460.4			29739903			intergenic_region			CAV2-TES			G			A			0.66			0.14			0.52


			NC_010460.4			29739935			intergenic_region			CAV2-TES			T			G			0.67			0.14			0.53


			NC_010460.4			29739937			intergenic_region			CAV2-TES			G			A			0.67			0.14			0.53


			NC_010460.4			29739989			intergenic_region			CAV2-TES			A			G			0.67			0.16			0.51


			NC_010460.4			29740431			intergenic_region			CAV2-TES			A			T			0.56			0.05			0.51


			NC_010460.4			29740458			intergenic_region			CAV2-TES			T			C			0.93			0.17			0.76


			NC_010460.4			29740795			intergenic_region			CAV2-TES			A			T			0.56			0.03			0.53


			NC_010460.4			29740796			intergenic_region			CAV2-TES			A			G			0.56			0.03			0.53


			NC_010460.4			29740960			intergenic_region			CAV2-TES			A			G			0.64			0.11			0.53


			NC_010460.4			29825785			intergenic_region			CAV2-TES			C			T			0.75			0.00


			NC_010460.4			29741081			intergenic_region			CAV2-TES			C			T			0.64			0.11			0.53


			NC_010460.4			29742754			intergenic_region			CAV2-TES			G			A			0.67			0.13			0.54


			NC_010460.4			29742893			intergenic_region			CAV2-TES			A			G			0.64			0.13			0.51


			NC_010460.4			29743288			intergenic_region			CAV2-TES			G			A			0.65			0.13			0.52


			NC_010460.4			29743859			intergenic_region			CAV2-TES			G			A			0.67			0.08			0.59


			NC_010460.4			29744784			intergenic_region			CAV2-TES			C			T			0.66			0.16			0.50


			NC_010460.4			29745445			intergenic_region			CAV2-TES			T			C			0.61			0.11			0.50


			NC_010460.4			29746185			intergenic_region			CAV2-TES			C			T			0.66			0.16			0.50


			NC_010460.4			29746520			intergenic_region			CAV2-TES			G			C			0.67			0.17			0.50


			NC_010460.4			29747219			intergenic_region			CAV2-TES			A			G			0.67			0.11			0.56


			NC_010460.4			29750728			intergenic_region			CAV2-TES			C			T			0.67			0.05			0.62


			NC_010460.4			29751551			intergenic_region			CAV2-TES			G			T			0.63			0.07			0.56


			NC_010460.4			29751594			intergenic_region			CAV2-TES			T			C			0.64			0.09			0.55


			NC_010460.4			29751746			intergenic_region			CAV2-TES			C			G			0.66			0.06			0.60


			NC_010460.4			29752425			intergenic_region			CAV2-TES			C			A			0.65			0.14			0.51


			NC_010460.4			29752483			intergenic_region			CAV2-TES			T			C			0.65			0.13			0.52


			NC_010460.4			29753846			intergenic_region			CAV2-TES			G			T			0.66			0.16			0.50


			NC_010460.4			29754543			intergenic_region			CAV2-TES			T			A			0.66			0.13			0.53


			NC_010460.4			29756002			intergenic_region			CAV2-TES			A			G			0.98			0.14			0.84


			NC_010460.4			29756419			intergenic_region			CAV2-TES			G			A			0.55			0.05			0.50


			NC_010460.4			29756788			intergenic_region			CAV2-TES			G			C			0.66			0.16			0.50


			NC_010460.4			29760536			intergenic_region			CAV2-TES			T			C			0.63			0.11			0.52


			NC_010460.4			29764155			intergenic_region			CAV2-TES			T			C			0.60			0.05			0.55


			NC_010460.4			29764157			intergenic_region			CAV2-TES			C			A			0.60			0.05			0.55


			NC_010460.4			29764329			intergenic_region			CAV2-TES			A			G			0.66			0.16			0.50


			NC_010460.4			29764499			intergenic_region			CAV2-TES			T			C			0.57			0.05			0.52


			NC_010460.4			29841293			intergenic_region			CAV2-TES			C			T			0.62			0.00


			NC_010460.4			29764797			intergenic_region			CAV2-TES			C			A			0.58			0.08			0.50


			NC_010460.4			29841614			intergenic_region			CAV2-TES			G			A			0.61			0.00


			NC_010460.4			29765009			intergenic_region			CAV2-TES			C			A			0.64			0.03			0.61


			NC_010460.4			29765582			intergenic_region			CAV2-TES			A			G			0.59			0.08			0.51


			NC_010460.4			29765592			intergenic_region			CAV2-TES			A			C			0.59			0.08			0.51


			NC_010460.4			29765991			intergenic_region			CAV2-TES			G			A			0.57			0.05			0.52


			NC_010460.4			29766017			intergenic_region			CAV2-TES			C			T			0.59			0.03			0.56


			NC_010460.4			29766176			intergenic_region			CAV2-TES			C			T			0.60			0.05			0.55


			NC_010460.4			29766184			intergenic_region			CAV2-TES			C			T			0.60			0.05			0.55


			NC_010460.4			29766246			intergenic_region			CAV2-TES			C			T			0.59			0.03			0.56


			NC_010460.4			29766391			intergenic_region			CAV2-TES			A			G			0.62			0.03			0.59


			NC_010460.4			29766429			intergenic_region			CAV2-TES			C			T			0.60			0.03			0.57


			NC_010460.4			29766502			intergenic_region			CAV2-TES			G			A			0.60			0.03			0.57


			NC_010460.4			29766542			intergenic_region			CAV2-TES			A			G			0.62			0.05			0.57


			NC_010460.4			29766622			intergenic_region			CAV2-TES			G			A			0.59			0.05			0.54


			NC_010460.4			29766867			intergenic_region			CAV2-TES			A			G			0.60			0.08			0.52


			NC_010460.4			29767087			intergenic_region			CAV2-TES			T			C			0.63			0.05			0.58


			NC_010460.4			29767118			intergenic_region			CAV2-TES			G			A			0.62			0.05			0.57


			NC_010460.4			29767258			intergenic_region			CAV2-TES			T			C			0.59			0.03			0.56


			NC_010460.4			29767270			intergenic_region			CAV2-TES			G			A			0.59			0.03			0.56


			NC_010460.4			29767439			intergenic_region			CAV2-TES			C			T			0.63			0.05			0.58


			NC_010460.4			29767440			intergenic_region			CAV2-TES			A			G			0.63			0.05			0.58


			NC_010460.4			29767601			intergenic_region			CAV2-TES			A			C			0.62			0.03			0.59


			NC_010460.4			29767890			intergenic_region			CAV2-TES			G			T			0.58			0.05			0.53


			NC_010460.4			29767952			intergenic_region			CAV2-TES			T			C			0.59			0.03			0.56


			NC_010460.4			29768026			intergenic_region			CAV2-TES			A			C			0.59			0.03			0.56


			NC_010460.4			29768051			intergenic_region			CAV2-TES			C			T			0.59			0.03			0.56


			NC_010460.4			29768112			intergenic_region			CAV2-TES			G			A			0.93			0.13			0.80


			NC_010460.4			29768173			intergenic_region			CAV2-TES			T			A			0.60			0.03			0.57


			NC_010460.4			29768231			intergenic_region			CAV2-TES			A			G			0.62			0.03			0.59


			NC_010460.4			29768261			intergenic_region			CAV2-TES			T			C			0.60			0.05			0.55


			NC_010460.4			29769062			intergenic_region			CAV2-TES			G			A			0.60			0.03			0.57


			NC_010460.4			29769154			intergenic_region			CAV2-TES			G			A			0.59			0.05			0.54


			NC_010460.4			29769646			intergenic_region			CAV2-TES			G			A			0.59			0.05			0.54


			NC_010460.4			29769814			intergenic_region			CAV2-TES			T			C			0.94			0.05			0.89


			NC_010460.4			29769928			intergenic_region			CAV2-TES			C			T			0.58			0.05			0.53


			NC_010460.4			29770205			intergenic_region			CAV2-TES			C			T			0.60			0.03			0.57


			NC_010460.4			29770217			intergenic_region			CAV2-TES			T			C			0.60			0.03			0.57


			NC_010460.4			29770617			intergenic_region			CAV2-TES			C			T			0.61			0.03			0.58


			NC_010460.4			29770679			intergenic_region			CAV2-TES			G			T			0.62			0.03			0.59


			NC_010460.4			29772538			intergenic_region			CAV2-TES			T			C			0.95			0.42			0.53


			NC_010460.4			29775217			intergenic_region			CAV2-TES			T			C			0.64			0.14			0.50


			NC_010460.4			29775271			intergenic_region			CAV2-TES			T			C			0.64			0.14			0.50


			NC_010460.4			29777895			intergenic_region			CAV2-TES			T			C			0.68			0.11			0.57


			NC_010460.4			29778804			intergenic_region			CAV2-TES			T			A			0.73			0.18			0.55


			NC_010460.4			29783209			intergenic_region			CAV2-TES			G			A			0.93			0.16			0.77


			NC_010460.4			29841805			intergenic_region			CAV2-TES			C			T			0.63			0.00


			NC_010460.4			29843213			intergenic_region			CAV2-TES			C			T			0.51			0.00


			NC_010460.4			29857846			intergenic_region			CAV2-TES			G			T			0.57			0.00


			NC_010460.4			29792813			intergenic_region			CAV2-TES			C			A			0.77			0.03			0.74


			NC_010460.4			29794436			intergenic_region			CAV2-TES			C			T			0.80			0.05			0.75


			NC_010460.4			29795466			intergenic_region			CAV2-TES			A			G			0.80			0.05			0.75


			NC_010460.4			29795520			intergenic_region			CAV2-TES			A			C			0.78			0.03			0.75


			NC_010460.4			29798177			intergenic_region			CAV2-TES			T			C			0.81			0.03			0.78


			NC_010460.4			29857849			intergenic_region			CAV2-TES			C			T			0.56			0.00


			NC_010460.4			29799792			intergenic_region			CAV2-TES			T			C			0.85			0.03			0.82


			NC_010460.4			29800674			intergenic_region			CAV2-TES			A			G			0.92			0.03			0.89


			NC_010460.4			29801192			intergenic_region			CAV2-TES			C			T			0.88			0.03			0.85


			NC_010460.4			29802531			intergenic_region			CAV2-TES			C			T			0.85			0.03			0.82


			NC_010460.4			29804183			intergenic_region			CAV2-TES			G			C			0.90			0.05			0.85


			NC_010460.4			29804735			intergenic_region			CAV2-TES			G			A			0.77			0.06			0.71


			NC_010460.4			29806344			intergenic_region			CAV2-TES			T			C			0.90			0.05			0.85


			NC_010460.4			29806830			intergenic_region			CAV2-TES			T			G			0.94			0.03			0.91


			NC_010460.4			29807641			intergenic_region			CAV2-TES			G			T			0.87			0.03			0.84


			NC_010460.4			29809132			intergenic_region			CAV2-TES			T			C			0.90			0.05			0.85


			NC_010460.4			29809906			intergenic_region			CAV2-TES			C			A			0.65			0.05			0.60


			NC_010460.4			29810172			intergenic_region			CAV2-TES			G			A			0.89			0.05			0.84


			NC_010460.4			29810518			intergenic_region			CAV2-TES			T			C			0.93			0.13			0.80


			NC_010460.4			29811142			intergenic_region			CAV2-TES			A			G			0.88			0.05			0.83


			NC_010460.4			29811256			intergenic_region			CAV2-TES			A			G			0.90			0.05			0.85


			NC_010460.4			29812460			intergenic_region			CAV2-TES			T			G			0.89			0.05			0.84


			NC_010460.4			29812771			intergenic_region			CAV2-TES			C			G			0.89			0.05			0.84


			NC_010460.4			29813148			intergenic_region			CAV2-TES			A			G			0.90			0.03			0.87


			NC_010460.4			29813866			intergenic_region			CAV2-TES			T			C			0.76			0.03			0.73


			NC_010460.4			29814970			intergenic_region			CAV2-TES			A			T			0.76			0.05			0.71


			NC_010460.4			29815054			intergenic_region			CAV2-TES			C			A			0.76			0.05			0.71


			NC_010460.4			29815109			intergenic_region			CAV2-TES			T			C			0.57			0.05			0.52


			NC_010460.4			29816207			intergenic_region			CAV2-TES			G			A			0.74			0.05			0.69


			NC_010460.4			29818375			intergenic_region			CAV2-TES			T			C			0.74			0.05			0.69


			NC_010460.4			29818454			intergenic_region			CAV2-TES			C			T			0.76			0.05			0.71


			NC_010460.4			29821834			intergenic_region			CAV2-TES			G			A			0.78			0.03			0.75


			NC_010460.4			29822595			intergenic_region			CAV2-TES			A			T			0.77			0.05			0.72


			NC_010460.4			29824763			intergenic_region			CAV2-TES			G			C			0.76			0.05			0.71


			NC_010460.4			29857853			intergenic_region			CAV2-TES			C			T			0.56			0.00


			NC_010460.4			29826579			intergenic_region			CAV2-TES			G			A			0.77			0.08			0.69


			NC_010460.4			29826631			intergenic_region			CAV2-TES			G			A			0.76			0.08			0.68


			NC_010460.4			29827664			intergenic_region			CAV2-TES			C			G			0.76			0.03			0.73


			NC_010460.4			29828357			intergenic_region			CAV2-TES			G			A			0.75			0.03			0.72


			NC_010460.4			29829357			intergenic_region			CAV2-TES			A			G			0.78			0.05			0.73


			NC_010460.4			29830086			intergenic_region			CAV2-TES			T			C			0.76			0.05			0.71


			NC_010460.4			29830096			intergenic_region			CAV2-TES			T			C			0.73			0.05			0.68


			NC_010460.4			29832082			intergenic_region			CAV2-TES			G			C			0.76			0.05			0.71


			NC_010460.4			29832118			intergenic_region			CAV2-TES			A			G			0.77			0.05			0.72


			NC_010460.4			29832139			intergenic_region			CAV2-TES			T			C			0.76			0.05			0.71


			NC_010460.4			29833471			intergenic_region			CAV2-TES			G			A			0.76			0.03			0.73


			NC_010460.4			29836008			intergenic_region			CAV2-TES			G			A			0.78			0.16			0.62


			NC_010460.4			29837177			intergenic_region			CAV2-TES			A			C			0.76			0.22			0.54


			NC_010460.4			29837499			intergenic_region			CAV2-TES			A			C			0.79			0.16			0.63


			NC_010460.4			29838065			intergenic_region			CAV2-TES			T			C			0.78			0.16			0.62


			NC_010460.4			29840422			intergenic_region			CAV2-TES			T			A			0.74			0.03			0.71


			NC_010460.4			29841158			intergenic_region			CAV2-TES			C			T			0.77			0.05			0.72


			NC_010460.4			29860133			intergenic_region			CAV2-TES			A			G			0.59			0.00


			NC_010460.4			29862303			intergenic_region			CAV2-TES			A			T			0.58			0.00


			NC_010460.4			29841770			intergenic_region			CAV2-TES			T			G			0.73			0.05			0.68


			NC_010460.4			29863056			intergenic_region			CAV2-TES			C			T			0.56			0.00


			NC_010460.4			29842176			intergenic_region			CAV2-TES			A			G			0.75			0.05			0.70


			NC_010460.4			29842182			intergenic_region			CAV2-TES			A			T			0.75			0.05			0.70


			NC_010460.4			29842926			intergenic_region			CAV2-TES			G			C			0.79			0.13			0.66


			NC_010460.4			29863106			intergenic_region			CAV2-TES			G			A			0.57			0.00


			NC_010460.4			29843328			intergenic_region			CAV2-TES			A			G			0.74			0.14			0.60


			NC_010460.4			29843508			intergenic_region			CAV2-TES			A			G			0.79			0.16			0.63


			NC_010460.4			29843544			intergenic_region			CAV2-TES			A			G			0.76			0.16			0.60


			NC_010460.4			29843773			intergenic_region			CAV2-TES			G			T			0.69			0.11			0.58


			NC_010460.4			29844122			intergenic_region			CAV2-TES			A			C			0.83			0.19			0.64


			NC_010460.4			29844938			intergenic_region			CAV2-TES			G			A			0.79			0.06			0.73


			NC_010460.4			29844954			intergenic_region			CAV2-TES			A			G			0.93			0.08			0.85


			NC_010460.4			29845580			intergenic_region			CAV2-TES			G			A			0.78			0.13			0.65


			NC_010460.4			29845628			intergenic_region			CAV2-TES			G			C			0.75			0.18			0.57


			NC_010460.4			29845880			intergenic_region			CAV2-TES			T			A			0.74			0.16			0.58


			NC_010460.4			29846307			intergenic_region			CAV2-TES			C			T			0.77			0.11			0.66


			NC_010460.4			29846776			intergenic_region			CAV2-TES			G			A			0.72			0.11			0.61


			NC_010460.4			29847298			intergenic_region			CAV2-TES			A			C			0.71			0.06			0.65


			NC_010460.4			29847571			intergenic_region			CAV2-TES			G			A			0.70			0.08			0.62


			NC_010460.4			29847911			intergenic_region			CAV2-TES			T			C			0.71			0.11			0.60


			NC_010460.4			29847974			intergenic_region			CAV2-TES			C			T			0.75			0.16			0.59


			NC_010460.4			29848363			intergenic_region			CAV2-TES			G			A			0.68			0.11			0.57


			NC_010460.4			29850011			intergenic_region			CAV2-TES			A			G			0.70			0.12			0.58


			NC_010460.4			29850279			intergenic_region			CAV2-TES			G			A			0.64			0.11			0.53


			NC_010460.4			29850420			intergenic_region			CAV2-TES			A			C			0.76			0.16			0.60


			NC_010460.4			29851548			intergenic_region			CAV2-TES			A			C			0.74			0.16			0.58


			NC_010460.4			29852228			intergenic_region			CAV2-TES			G			A			0.78			0.13			0.65


			NC_010460.4			29852436			intergenic_region			CAV2-TES			T			C			0.74			0.08			0.66


			NC_010460.4			29852863			intergenic_region			CAV2-TES			A			G			0.76			0.16			0.60


			NC_010460.4			29852908			intergenic_region			CAV2-TES			G			A			0.66			0.08			0.58


			NC_010460.4			29852995			intergenic_region			CAV2-TES			T			C			0.77			0.16			0.61


			NC_010460.4			29853454			intergenic_region			CAV2-TES			T			C			0.76			0.13			0.63


			NC_010460.4			29854351			intergenic_region			CAV2-TES			T			A			0.69			0.11			0.58


			NC_010460.4			29855103			intergenic_region			CAV2-TES			C			G			0.76			0.11			0.65


			NC_010460.4			29857425			intergenic_region			CAV2-TES			T			C			0.73			0.13			0.60


			NC_010460.4			29857458			intergenic_region			CAV2-TES			A			G			0.68			0.11			0.57


			NC_010460.4			29857484			intergenic_region			CAV2-TES			G			A			0.73			0.16			0.57


			NC_010460.4			29857491			intergenic_region			CAV2-TES			A			G			0.68			0.11			0.57


			NC_010460.4			29857711			intergenic_region			CAV2-TES			A			G			0.70			0.16			0.54


			NC_010460.4			29857766			intergenic_region			CAV2-TES			A			G			0.65			0.11			0.54


			NC_010460.4			29863209			intergenic_region			CAV2-TES			A			C			0.58			0.00


			NC_010460.4			29863378			intergenic_region			CAV2-TES			C			T			0.57			0.00


			NC_010460.4			29863398			intergenic_region			CAV2-TES			A			G			0.58			0.00


			NC_010460.4			29858306			intergenic_region			CAV2-TES			G			A			0.67			0.03			0.64


			NC_010460.4			29858495			intergenic_region			CAV2-TES			T			C			0.72			0.16			0.56


			NC_010460.4			29859537			intergenic_region			CAV2-TES			T			C			0.72			0.17			0.55


			NC_010460.4			29859627			intergenic_region			CAV2-TES			C			G			0.74			0.16			0.58


			NC_010460.4			29870200			intergenic_region			CAV2-TES			G			A			0.55			0.00


			NC_010460.4			29860134			intergenic_region			CAV2-TES			T			A			0.74			0.13			0.61


			NC_010460.4			29860153			intergenic_region			CAV2-TES			C			T			0.74			0.13			0.61


			NC_010460.4			29861738			intergenic_region			CAV2-TES			C			G			0.95			0.45			0.50


			NC_010460.4			29870277			intergenic_region			CAV2-TES			C			T			0.63			0.00


			NC_010460.4			48694220			5_prime_UTR_variant			PGAM2			G			A			0.72			0.00


			NC_010460.4			48694221			5_prime_UTR_premature_start_codon_gain_variant			PGAM2			G			A			0.83			0.00


			NC_010460.4			29863161			intergenic_region			CAV2-TES			G			T			0.63			0.05			0.58


			NC_010460.4			48694249			5_prime_UTR_variant			PGAM2			A			G			0.86			0.00


			NC_010460.4			48694283			5_prime_UTR_variant			PGAM2			T			A			0.82			0.00


			NC_010460.4			48696531			intron_variant			PGAM2			T			C			0.70			0.00


			NC_010460.4			29863545			intergenic_region			CAV2-TES			A			C			0.73			0.15			0.58


			NC_010460.4			29863678			intergenic_region			CAV2-TES			C			T			0.74			0.13			0.61


			NC_010460.4			29864000			intergenic_region			CAV2-TES			G			A			0.66			0.08			0.58


			NC_010460.4			29864120			intergenic_region			CAV2-TES			C			T			0.71			0.16			0.55


			NC_010460.4			29864225			intergenic_region			CAV2-TES			T			C			0.76			0.13			0.63


			NC_010460.4			29864332			intergenic_region			CAV2-TES			C			T			0.70			0.16			0.54


			NC_010460.4			29864372			intergenic_region			CAV2-TES			C			G			0.67			0.11			0.56


			NC_010460.4			29864384			intergenic_region			CAV2-TES			G			A			0.74			0.16			0.58


			NC_010460.4			29864514			intergenic_region			CAV2-TES			A			T			0.67			0.11			0.56


			NC_010460.4			29866180			intergenic_region			CAV2-TES			C			G			0.95			0.45			0.50


			NC_010460.4			29867070			intergenic_region			CAV2-TES			G			A			0.97			0.42			0.55


			NC_010460.4			29868524			intergenic_region			CAV2-TES			C			T			0.97			0.35			0.62


			NC_010460.4			48696675			intron_variant			PGAM2			A			C			0.86			0.00


			NC_010460.4			48696740			intron_variant			PGAM2			G			T			0.82			0.00


			NC_010460.4			29870648			intergenic_region			CAV2-TES			G			A			0.03			0.56			0.52


			NC_010460.4			29870667			intergenic_region			CAV2-TES			G			C			0.95			0.42			0.53


			NC_010460.4			29871014			intergenic_region			CAV2-TES			G			A			0.95			0.45			0.50


			NC_010460.4			29871612			intergenic_region			CAV2-TES			A			C			0.97			0.42			0.55


			NC_010460.4			29872872			intergenic_region			CAV2-TES			T			C			0.97			0.47			0.50


			NC_010460.4			29873175			intergenic_region			CAV2-TES			T			C			0.98			0.39			0.59


			NC_010460.4			29873540			intergenic_region			CAV2-TES			A			G			0.97			0.45			0.52


			NC_010460.4			29875654			intergenic_region			CAV2-TES			C			T			0.95			0.42			0.53


			NC_010460.4			29876087			intergenic_region			CAV2-TES			G			C			0.96			0.45			0.51


			NC_010460.4			29876147			intergenic_region			CAV2-TES			T			A			0.96			0.44			0.52


			NC_010460.4			29877287			intergenic_region			CAV2-TES			A			G			0.97			0.42			0.55


			NC_010460.4			29877374			intergenic_region			CAV2-TES			T			C			0.97			0.45			0.52


			NC_010460.4			29877567			intergenic_region			CAV2-TES			G			T			0.91			0.39			0.52


			NC_010460.4			29877628			intergenic_region			CAV2-TES			C			G			0.97			0.42			0.55


			NC_010460.4			29879985			intergenic_region			CAV2-TES			C			A			0.94			0.42			0.52


			NC_010460.4			29881199			intergenic_region			CAV2-TES			C			T			0.97			0.42			0.55


			NC_010460.4			29882072			intergenic_region			CAV2-TES			C			T			0.97			0.45			0.52


			NC_010460.4			29882922			intergenic_region			CAV2-TES			T			C			0.97			0.44			0.53


			NC_010460.4			29884103			intergenic_region			CAV2-TES			A			G			0.98			0.38			0.60


			NC_010460.4			29884512			intergenic_region			CAV2-TES			C			G			0.97			0.44			0.53


			NC_010460.4			29885403			intergenic_region			CAV2-TES			T			C			0.97			0.45			0.52


			NC_010460.4			29886619			intergenic_region			CAV2-TES			A			G			0.97			0.44			0.53


			NC_010460.4			29887602			intergenic_region			CAV2-TES			C			T			0.95			0.44			0.51


			NC_010460.4			29888303			intergenic_region			CAV2-TES			T			C			0.98			0.44			0.54


			NC_010460.4			29888326			intergenic_region			CAV2-TES			A			T			0.98			0.45			0.53


			NC_010460.4			29888891			intergenic_region			CAV2-TES			T			C			0.84			0.03			0.81


			NC_010454.4			11682391			upstream_gene_variant			PRKAR1A			C			T			0.00			0.53


			NC_010454.4			15006757			upstream_gene_variant			SCN4A			C			T			0.00			0.68


			NC_010454.4			15017159			5_prime_UTR_variant			SCN4A			G			A			0.00			0.78


			NC_010454.4			16775011			upstream_gene_variant			MYL4			C			T			0.00			0.50


			NC_010460.4			48696962			intron_variant			PGAM2			T			C			0.83			0.00


			NC_010460.4			48696666			intron_variant			PGAM2			T			C			0.91			0.11			0.80


			NC_010460.4			48697518			intron_variant			PGAM2			A			G			0.85			0.00


			NC_010460.4			48697836			intron_variant			PGAM2			G			A			0.65			0.00


			NC_010460.4			48698665			intron_variant			PGAM2			T			C			0.60			0.00


			NC_010460.4			48697241			intron_variant			PGAM2			T			G			0.09			0.97			0.88


			NC_010460.4			48698680			intron_variant			PGAM2			A			G			0.58			0.00


			NC_010460.4			48697580			intron_variant			PGAM2			C			T			0.19			0.83			0.65


			NC_010460.4			48698683			intron_variant			PGAM2			G			A			0.58			0.00


			NC_010460.4			48698319			intron_variant			PGAM2			G			A			0.00			0.95


			NC_010460.4			48698531			intron_variant			PGAM2			C			T			0.23			0.97			0.74


			NC_010460.4			48698601			intron_variant			PGAM2			C			T			0.12			0.97			0.85


			NC_010460.4			48699058			intron_variant			PGAM2			C			T			0.59			0.00


			NC_010460.4			48699064			intron_variant			PGAM2			C			T			0.58			0.00


			NC_010460.4			48699069			intron_variant			PGAM2			C			T			0.59			0.00


			NC_010460.4			48698754			intron_variant			PGAM2			G			T			0.15			0.95			0.80


			NC_010460.4			48698829			intron_variant			PGAM2			A			G			0.27			0.97			0.70


			NC_010460.4			48698982			intron_variant			PGAM2			C			A			0.10			0.97			0.87


			NC_010460.4			48699125			intron_variant			PGAM2			T			C			0.78			0.00


			NC_010460.4			48699133			intron_variant			PGAM2			T			C			0.78			0.00


			NC_010460.4			48699160			intron_variant			PGAM2			A			G			0.78			0.00


			NC_010460.4			48699176			intron_variant			PGAM2			A			G			0.75			0.00


			NC_010460.4			48699454			intron_variant			PGAM2			A			G			0.58			0.00


			NC_010460.4			48699154			intron_variant			PGAM2			G			A			0.10			0.94			0.84


			NC_010460.4			48699774			intron_variant			PGAM2			T			C			0.54			0.00


			NC_010460.4			48701831			5_prime_UTR_variant			PGAM2			T			C			0.72			0.00


			NC_010460.4			48703085			intron_variant			PGAM2			C			T			0.55			0.00


			NC_010460.4			48699747			intron_variant			PGAM2			G			A			0.11			0.97			0.86


			NC_010460.4			48704845			intron_variant			PGAM2			A			C			0.71			0.00


			NC_010460.4			48699795			intron_variant			PGAM2			C			T			0.09			0.97			0.88


			NC_010460.4			48700465			intron_variant			PGAM2			G			A			0.08			0.97			0.89


			NC_010460.4			48700509			intron_variant			PGAM2			T			C			0.09			0.97			0.88


			NC_010460.4			48700977			intron_variant			PGAM2			A			T			0.03			1.00			0.97


			NC_010460.4			48701219			intron_variant			PGAM2			C			T			0.00			0.83


			NC_010460.4			48701220			intron_variant			PGAM2			A			G			0.03			0.97			0.94


			NC_010460.4			48701379			intron_variant			PGAM2			C			T			0.32			0.97			0.65


			NC_010460.4			48701506			intron_variant			PGAM2			G			A			0.44			1.00			0.56


			NC_010454.4			16779867			upstream_gene_variant			MYL4			G			A			0.00			0.50


			NC_010456.5			43520651			synonymous_variant			MYO18B			C			T			0.00			0.55


			NC_010456.5			71349087			synonymous_variant			MYPN			C			T			0.00			0.56


			NC_010460.4			48702075			intron_variant			PGAM2			G			A			0.03			0.97			0.94


			NC_010460.4			48702251			intron_variant			PGAM2			A			G			0.23			0.97			0.74


			NC_010460.4			48702600			intron_variant			PGAM2			A			G			0.04			0.91			0.87


			NC_010460.4			48702778			intron_variant			PGAM2			A			T			0.03			0.97			0.94


			NC_010460.4			48702793			intron_variant			PGAM2			C			A			0.06			0.97			0.92


			NC_010460.4			48702863			intron_variant			PGAM2			T			C			0.04			0.97			0.94


			NC_010460.4			48702918			intron_variant			PGAM2			G			C			0.00			0.77


			NC_010460.4			48702943			intron_variant			PGAM2			T			G			0.02			0.90			0.88


			NC_010460.4			48702945			intron_variant			PGAM2			C			T			0.11			0.90			0.79


			NC_010460.4			48703017			intron_variant			PGAM2			A			G			0.36			0.97			0.62


			NC_010460.4			48703039			intron_variant			PGAM2			T			C			0.41			0.97			0.56


			NC_010460.4			48707009			intron_variant			PGAM2			A			G			0.80			0.00


			NC_010460.4			48703163			intron_variant			PGAM2			G			C			0.06			0.97			0.91


			NC_010460.4			48703260			intron_variant			PGAM2			C			T			0.10			0.97			0.88


			NC_010460.4			48703423			intron_variant			PGAM2			T			C			0.40			0.97			0.57


			NC_010460.4			48704720			intron_variant			PGAM2			A			C			0.05			1.00			0.95


			NC_010460.4			48707093			intron_variant			PGAM2			G			A			0.81			0.00


			NC_010460.4			48705873			intron_variant			PGAM2			A			G			0.04			0.95			0.91


			NC_010460.4			48706536			intron_variant			PGAM2			C			T			0.02			0.95			0.92


			NC_010460.4			48706809			intron_variant			PGAM2			T			C			0.05			0.97			0.93


			NC_010460.4			48707127			intron_variant			PGAM2			C			T			0.82			0.00


			NC_010460.4			48707475			intron_variant			PGAM2			A			G			0.61			0.00


			NC_010460.4			48709001			5_prime_UTR_premature_start_codon_gain_variant			PGAM2			C			T			0.59			0.00


			NC_010460.4			48707180			intron_variant			PGAM2			G			A			0.06			0.97			0.92


			NC_010460.4			48707380			intron_variant			PGAM2			C			T			0.46			0.97			0.51


			NC_010460.4			48707386			intron_variant			PGAM2			A			G			0.41			0.97			0.56


			NC_010461.5			112597017			3_prime_UTR_variant			ZIC3			A			G			0.97			0.00


			NC_010460.4			48707504			intron_variant			PGAM2			G			A			0.06			0.92			0.86


			NC_010460.4			48707537			intron_variant			PGAM2			C			T			0.05			0.92			0.87


			NC_010460.4			48707547			intron_variant			PGAM2			G			A			0.06			0.92			0.86


			NC_010460.4			48707606			intron_variant			PGAM2			G			A			0.05			0.94			0.90


			NC_010460.4			48707613			intron_variant			PGAM2			A			G			0.06			0.97			0.91


			NC_010460.4			48707657			intron_variant			PGAM2			G			T			0.06			0.96			0.90


			NC_010460.4			48707849			intron_variant			PGAM2			C			A			0.04			0.97			0.94


			NC_010460.4			48707875			intron_variant			PGAM2			G			A			0.05			0.97			0.93


			NC_010460.4			48707877			intron_variant			PGAM2			C			A			0.05			0.97			0.93


			NC_010460.4			48708013			intron_variant			PGAM2			C			T			0.10			0.97			0.87


			NC_010460.4			48708197			intron_variant			PGAM2			T			A			0.17			0.97			0.80


			NC_010460.4			48708257			intron_variant			PGAM2			C			T			0.03			0.97			0.94


			NC_010456.5			104940186			5_prime_UTR_variant			MYOF			C			T			0.00			0.61


			NC_010457.5			73724854			synonymous_variant			XIRP2			C			T			0.00			0.56


			NC_010457.5			73726288			missense_variant			XIRP2			A			C			0.00			0.61


			NC_010457.5			73726625			missense_variant			XIRP2			G			A			0.00			0.63


			NC_010457.5			118861147			upstream_gene_variant			IGFBP5			C			T			0.00			0.56


			NC_010460.4			48711609			intron_variant			PGAM2			A			G			0.04			0.97			0.93


			NC_010457.5			118861315			upstream_gene_variant			IGFBP5			T			C			0.00			0.59


			NC_010459.5			57569560			upstream_gene_variant			BMP7			C			T			0.00			0.63


			NC_010461.5			112603617			intron_variant			ZIC3			G			A			0.01			0.63			0.62


			NC_010461.5			112606854			intergenic_region			ZIC3-LOC102158351			A			G			0.89			0.00


			NC_010461.5			112608054			intergenic_region			ZIC3-LOC102158351			G			A			0.89			0.00


			NC_010461.5			112609168			intergenic_region			ZIC3-LOC102158351			A			C			0.97			0.00


			NC_010461.5			112609660			intergenic_region			ZIC3-LOC102158351			T			G			0.02			0.68			0.66


			NC_010461.5			112609687			intergenic_region			ZIC3-LOC102158351			T			C			0.96			0.00


			NC_010461.5			112610014			intergenic_region			ZIC3-LOC102158351			G			T			0.94			0.00


			NC_010461.5			112610024			intergenic_region			ZIC3-LOC102158351			C			T			0.52			0.00


			NC_010461.5			112610050			intergenic_region			ZIC3-LOC102158351			A			G			0.53			0.00


			NC_010461.5			112610393			intergenic_region			ZIC3-LOC102158351			G			A			0.62			0.00


			NC_010461.5			112610679			intergenic_region			ZIC3-LOC102158351			C			T			0.53			0.00


			NC_010461.5			112610733			intergenic_region			ZIC3-LOC102158351			G			A			0.52			0.00


			NC_010461.5			112611357			intergenic_region			ZIC3-LOC102158351			C			T			0.05			0.61			0.56


			NC_010461.5			112612930			intergenic_region			ZIC3-LOC102158351			C			T			0.57			0.00


			NC_010461.5			112613207			intergenic_region			ZIC3-LOC102158351			A			C			0.64			0.00


			NC_010461.5			112613246			intergenic_region			ZIC3-LOC102158351			A			G			0.66			0.00


			NC_010461.5			112613796			intergenic_region			ZIC3-LOC102158351			C			T			0.64			0.00


			NC_010461.5			112614485			intergenic_region			ZIC3-LOC102158351			G			A			0.64			0.00


			NC_010461.5			112615080			intergenic_region			ZIC3-LOC102158351			T			G			0.98			0.00


			NC_010461.5			112615225			intergenic_region			ZIC3-LOC102158351			A			G			0.96			0.00


			NC_010461.5			112615296			intergenic_region			ZIC3-LOC102158351			C			T			0.97			0.00


			NC_010461.5			112615322			intergenic_region			ZIC3-LOC102158351			A			G			0.78			0.00


			NC_010461.5			112615661			intergenic_region			ZIC3-LOC102158351			A			G			0.77			0.00


			NC_010461.5			112615753			intergenic_region			ZIC3-LOC102158351			A			G			0.78			0.00


			NC_010461.5			112616108			intergenic_region			ZIC3-LOC102158351			G			A			0.80			0.00


			NC_010461.5			112616135			intergenic_region			ZIC3-LOC102158351			G			A			0.76			0.00


			NC_010461.5			112616515			intergenic_region			ZIC3-LOC102158351			T			A			0.96			0.00


			NC_010461.5			112616797			intergenic_region			ZIC3-LOC102158351			G			A			0.62			0.00


			NC_010461.5			112617177			intergenic_region			ZIC3-LOC102158351			A			G			0.54			0.00


			NC_010461.5			112617252			intergenic_region			ZIC3-LOC102158351			C			G			0.00			0.50


			NC_010461.5			112617651			intergenic_region			ZIC3-LOC102158351			T			C			0.63			0.00


			NC_010461.5			112617665			intergenic_region			ZIC3-LOC102158351			T			C			0.63			0.00


			NC_010461.5			112617710			intergenic_region			ZIC3-LOC102158351			A			G			0.65			0.00


			NC_010461.5			112617765			intergenic_region			ZIC3-LOC102158351			C			G			0.70			0.00


			NC_010461.5			112617872			intergenic_region			ZIC3-LOC102158351			T			C			0.62			0.00


			NC_010461.5			112618248			intergenic_region			ZIC3-LOC102158351			G			A			0.57			0.00


			NC_010461.5			112618703			intergenic_region			ZIC3-LOC102158351			G			C			0.77			0.00


			NC_010461.5			112618781			intergenic_region			ZIC3-LOC102158351			G			A			0.96			0.00


			NC_010461.5			112619469			intergenic_region			ZIC3-LOC102158351			A			C			0.81			0.00


			NC_010461.5			112619800			intergenic_region			ZIC3-LOC102158351			A			G			0.83			0.00


			NC_010461.5			112619839			intergenic_region			ZIC3-LOC102158351			T			A			0.84			0.00


			NC_010461.5			112620086			intergenic_region			ZIC3-LOC102158351			C			T			0.59			0.00


			NC_010461.5			112620378			intergenic_region			ZIC3-LOC102158351			T			C			0.78			0.00


			NC_010461.5			112620379			intergenic_region			ZIC3-LOC102158351			G			A			0.78			0.00


			NC_010461.5			112620430			intergenic_region			ZIC3-LOC102158351			G			C			0.76			0.00


			NC_010461.5			112620460			intergenic_region			ZIC3-LOC102158351			C			T			0.76			0.00


			NC_010461.5			112620461			intergenic_region			ZIC3-LOC102158351			A			G			0.95			0.00


			NC_010461.5			112620474			intergenic_region			ZIC3-LOC102158351			A			G			0.76			0.00


			NC_010461.5			112620627			intergenic_region			ZIC3-LOC102158351			G			T			0.72			0.00


			NC_010461.5			112620712			intergenic_region			ZIC3-LOC102158351			C			T			0.79			0.00


			NC_010461.5			112620788			intergenic_region			ZIC3-LOC102158351			T			C			0.77			0.00


			NC_010461.5			112620810			intergenic_region			ZIC3-LOC102158351			A			G			0.76			0.00


			NC_010461.5			112621364			intergenic_region			ZIC3-LOC102158351			G			A			0.77			0.00


			NC_010461.5			112622075			intergenic_region			ZIC3-LOC102158351			T			C			0.80			0.00


			NC_010461.5			112622195			intergenic_region			ZIC3-LOC102158351			C			T			0.79			0.00


			NC_010461.5			112622224			intergenic_region			ZIC3-LOC102158351			A			G			0.81			0.00


			NC_010461.5			112622264			intergenic_region			ZIC3-LOC102158351			G			T			0.83			0.00


			NC_010461.5			112622344			intergenic_region			ZIC3-LOC102158351			A			G			0.82			0.00


			NC_010461.5			112622398			intergenic_region			ZIC3-LOC102158351			T			G			0.79			0.00


			NC_010461.5			112622435			intergenic_region			ZIC3-LOC102158351			T			C			0.81			0.00


			NC_010461.5			112622471			intergenic_region			ZIC3-LOC102158351			G			T			0.79			0.00


			NC_010461.5			112622505			intergenic_region			ZIC3-LOC102158351			A			G			0.77			0.00


			NC_010461.5			112622506			intergenic_region			ZIC3-LOC102158351			G			T			0.77			0.00


			NC_010461.5			112622508			intergenic_region			ZIC3-LOC102158351			G			A			0.77			0.00


			NC_010461.5			112622522			intergenic_region			ZIC3-LOC102158351			A			T			0.76			0.00


			NC_010461.5			112622579			intergenic_region			ZIC3-LOC102158351			A			G			0.72			0.00


			NC_010461.5			112622587			intergenic_region			ZIC3-LOC102158351			C			T			0.72			0.00


			NC_010461.5			112622591			intergenic_region			ZIC3-LOC102158351			T			C			0.94			0.00


			NC_010461.5			112622710			intergenic_region			ZIC3-LOC102158351			A			G			0.71			0.00


			NC_010461.5			112622729			intergenic_region			ZIC3-LOC102158351			G			T			0.74			0.00


			NC_010461.5			112622784			intergenic_region			ZIC3-LOC102158351			T			C			0.96			0.00


			NC_010461.5			112622808			intergenic_region			ZIC3-LOC102158351			G			A			0.83			0.00


			NC_010461.5			112622921			intergenic_region			ZIC3-LOC102158351			C			T			0.81			0.00


			NC_010461.5			112623077			intergenic_region			ZIC3-LOC102158351			T			C			0.70			0.00


			NC_010461.5			112623429			intergenic_region			ZIC3-LOC102158351			C			G			0.76			0.00


			NC_010461.5			112623466			intergenic_region			ZIC3-LOC102158351			C			T			0.75			0.00


			NC_010461.5			112623496			intergenic_region			ZIC3-LOC102158351			C			T			0.76			0.00


			NC_010461.5			112623529			intergenic_region			ZIC3-LOC102158351			A			C			0.76			0.00


			NC_010461.5			112623541			intergenic_region			ZIC3-LOC102158351			C			T			0.78			0.00


			NC_010461.5			112623580			intergenic_region			ZIC3-LOC102158351			C			T			0.76			0.00


			NC_010461.5			112624301			intergenic_region			ZIC3-LOC102158351			T			A			0.67			0.00


			NC_010461.5			112624468			intergenic_region			ZIC3-LOC102158351			C			T			0.53			0.00


			NC_010461.5			112624473			intergenic_region			ZIC3-LOC102158351			C			T			0.53			0.00


			NC_010461.5			112624559			intergenic_region			ZIC3-LOC102158351			T			C			0.53			0.00


			NC_010461.5			112624730			intergenic_region			ZIC3-LOC102158351			G			A			0.51			0.00


			NC_010461.5			112624792			intergenic_region			ZIC3-LOC102158351			C			T			0.51			0.00


			NC_010461.5			112624812			intergenic_region			ZIC3-LOC102158351			G			A			0.51			0.00


			NC_010461.5			112624814			intergenic_region			ZIC3-LOC102158351			G			A			0.76			0.00


			NC_010461.5			112629415			intergenic_region			ZIC3-LOC102158351			G			A			0.63			0.00


			NC_010461.5			112632311			intergenic_region			ZIC3-LOC102158351			A			G			0.79			0.00


			NC_010461.5			112633925			intergenic_region			ZIC3-LOC102158351			T			G			0.52			0.00


			NC_010461.5			112634404			intergenic_region			ZIC3-LOC102158351			T			C			0.51			0.00


			NC_010461.5			112634594			intergenic_region			ZIC3-LOC102158351			T			C			0.96			0.00


			NC_010461.5			112634666			intergenic_region			ZIC3-LOC102158351			C			T			0.53			0.00


			NC_010461.5			112634673			intergenic_region			ZIC3-LOC102158351			T			C			0.53			0.00


			NC_010461.5			112634675			intergenic_region			ZIC3-LOC102158351			C			T			0.53			0.00


			NC_010461.5			112635832			intergenic_region			ZIC3-LOC102158351			C			G			0.52			0.00


			NC_010461.5			112638607			intergenic_region			ZIC3-LOC102158351			C			G			0.95			0.00


			NC_010461.5			112639657			intergenic_region			ZIC3-LOC102158351			C			T			0.53			0.00


			NC_010461.5			112640335			intergenic_region			ZIC3-LOC102158351			G			A			0.51			0.00


			NC_010461.5			112641995			intergenic_region			ZIC3-LOC102158351			C			T			0.53			0.00


			NC_010461.5			112643427			intergenic_region			ZIC3-LOC102158351			G			T			0.60			0.00


			NC_010461.5			112644057			intergenic_region			ZIC3-LOC102158351			A			G			0.96			0.00


			NC_010461.5			112644059			intergenic_region			ZIC3-LOC102158351			G			T			0.96			0.00


			NC_010461.5			112644210			intergenic_region			ZIC3-LOC102158351			A			T			0.96			0.00


			NC_010461.5			112644850			intergenic_region			ZIC3-LOC102158351			A			G			0.96			0.00


			NC_010461.5			112644894			intergenic_region			ZIC3-LOC102158351			G			T			0.95			0.00


			NC_010461.5			112644957			intergenic_region			ZIC3-LOC102158351			G			A			0.59			0.00


			NC_010461.5			112644974			intergenic_region			ZIC3-LOC102158351			G			A			0.96			0.00


			NC_010461.5			112645983			intergenic_region			ZIC3-LOC102158351			G			T			0.76			0.00


			NC_010461.5			112646129			intergenic_region			ZIC3-LOC102158351			A			C			0.92			0.00


			NC_010461.5			112646985			intergenic_region			ZIC3-LOC102158351			T			C			0.88			0.00


			NC_010461.5			112648133			intergenic_region			ZIC3-LOC102158351			A			G			0.85			0.00


			NC_010461.5			112648614			intergenic_region			ZIC3-LOC102158351			G			A			0.85			0.00


			NC_010461.5			112648744			intergenic_region			ZIC3-LOC102158351			A			G			0.99			0.26			0.73


			NC_010461.5			112649024			intergenic_region			ZIC3-LOC102158351			A			G			0.85			0.00


			NC_010461.5			112649142			intergenic_region			ZIC3-LOC102158351			C			T			0.83			0.00


			NC_010461.5			112649164			intergenic_region			ZIC3-LOC102158351			G			A			0.83			0.00


			NC_010461.5			112649843			intergenic_region			ZIC3-LOC102158351			T			C			0.97			0.25			0.72


			NC_010461.5			112650400			intergenic_region			ZIC3-LOC102158351			T			C			0.52			0.00


			NC_010461.5			112650629			intergenic_region			ZIC3-LOC102158351			G			A			0.51			0.00


			NC_010461.5			112650696			intergenic_region			ZIC3-LOC102158351			T			C			0.84			0.00


			NC_010461.5			112651350			intergenic_region			ZIC3-LOC102158351			G			T			0.91			0.00


			NC_010461.5			112652796			intergenic_region			ZIC3-LOC102158351			T			C			0.81			0.00


			NC_010461.5			112654470			intergenic_region			ZIC3-LOC102158351			A			C			0.96			0.35			0.61


			NC_010461.5			112655597			intergenic_region			ZIC3-LOC102158351			G			A			0.57			0.00


			NC_010461.5			112655598			intergenic_region			ZIC3-LOC102158351			C			A			0.57			0.00


			NC_010461.5			112655736			intergenic_region			ZIC3-LOC102158351			T			C			0.91			0.00


			NC_010461.5			112656239			intergenic_region			ZIC3-LOC102158351			G			T			0.72			0.00


			NC_010461.5			112656496			intergenic_region			ZIC3-LOC102158351			A			G			0.73			0.00


			NC_010461.5			112657697			intergenic_region			ZIC3-LOC102158351			A			G			0.79			0.00


			NC_010461.5			112658104			intergenic_region			ZIC3-LOC102158351			A			T			0.63			0.00


			NC_010461.5			112660188			intergenic_region			ZIC3-LOC102158351			T			C			0.78			0.00


			NC_010461.5			112660343			intergenic_region			ZIC3-LOC102158351			A			G			0.80			0.00


			NC_010461.5			112660885			intergenic_region			ZIC3-LOC102158351			C			T			0.60			0.00


			NC_010461.5			112661105			intergenic_region			ZIC3-LOC102158351			C			T			0.79			0.00


			NC_010461.5			112661280			intergenic_region			ZIC3-LOC102158351			G			T			0.95			0.03			0.92


			NC_010461.5			112661936			intergenic_region			ZIC3-LOC102158351			A			G			0.79			0.03			0.76


			NC_010461.5			112662292			intergenic_region			ZIC3-LOC102158351			A			T			0.57			0.00


			NC_010461.5			112667414			intergenic_region			ZIC3-LOC102158351			G			A			0.51			0.00


			NC_010461.5			112670610			intergenic_region			ZIC3-LOC102158351			T			A			0.56			0.00


			NC_010461.5			112671348			intergenic_region			ZIC3-LOC102158351			G			A			0.56			0.00


			NC_010461.5			112671517			intergenic_region			ZIC3-LOC102158351			T			C			0.94			0.00


			NC_010461.5			112671991			intergenic_region			ZIC3-LOC102158351			A			G			0.54			0.00


			NC_010461.5			112672095			intergenic_region			ZIC3-LOC102158351			A			G			0.56			0.00


			NC_010461.5			112672116			intergenic_region			ZIC3-LOC102158351			G			A			0.53			0.00


			NC_010461.5			112672400			intergenic_region			ZIC3-LOC102158351			A			C			0.95			0.00


			NC_010461.5			112673280			intergenic_region			ZIC3-LOC102158351			C			T			0.56			0.00


			NC_010461.5			112673377			intergenic_region			ZIC3-LOC102158351			C			T			0.78			0.00


			NC_010461.5			112673634			intergenic_region			ZIC3-LOC102158351			C			T			0.54			0.00


			NC_010461.5			112673681			intergenic_region			ZIC3-LOC102158351			A			C			0.51			0.00


			NC_010461.5			112673867			intergenic_region			ZIC3-LOC102158351			C			T			0.52			0.00


			NC_010461.5			112675501			intergenic_region			ZIC3-LOC102158351			A			G			0.97			0.00


			NC_010461.5			112676120			intergenic_region			ZIC3-LOC102158351			A			G			0.98			0.00


			NC_010461.5			112676230			intergenic_region			ZIC3-LOC102158351			T			C			0.90			0.00


			NC_010461.5			112678281			intergenic_region			ZIC3-LOC102158351			C			T			0.96			0.00


			NC_010461.5			112678384			intergenic_region			ZIC3-LOC102158351			T			C			0.95			0.00


			NC_010461.5			112678628			intergenic_region			ZIC3-LOC102158351			T			A			0.93			0.00


			NC_010461.5			112678767			intergenic_region			ZIC3-LOC102158351			G			A			0.87			0.00


			NC_010461.5			112678869			intergenic_region			ZIC3-LOC102158351			A			G			0.89			0.00


			NC_010461.5			112678876			intergenic_region			ZIC3-LOC102158351			C			G			0.90			0.00


			NC_010461.5			112678896			intergenic_region			ZIC3-LOC102158351			T			C			0.90			0.00


			NC_010461.5			112679075			intergenic_region			ZIC3-LOC102158351			C			G			0.95			0.00


			NC_010461.5			112679117			intergenic_region			ZIC3-LOC102158351			C			T			0.98			0.00


			NC_010461.5			112679166			intergenic_region			ZIC3-LOC102158351			G			A			0.94			0.00


			NC_010461.5			112679261			intergenic_region			ZIC3-LOC102158351			C			T			0.94			0.00


			NC_010461.5			112681030			intergenic_region			ZIC3-LOC102158351			C			A			0.87			0.00


			NC_010461.5			112681093			intergenic_region			ZIC3-LOC102158351			C			T			0.90			0.00


			NC_010461.5			112681101			intergenic_region			ZIC3-LOC102158351			G			A			0.90			0.00


			NC_010461.5			112681117			intergenic_region			ZIC3-LOC102158351			G			A			0.89			0.00


			NC_010461.5			112681244			intergenic_region			ZIC3-LOC102158351			A			T			0.87			0.00


			NC_010461.5			112681260			intergenic_region			ZIC3-LOC102158351			G			A			0.86			0.00


			NC_010461.5			112681318			intergenic_region			ZIC3-LOC102158351			T			C			0.87			0.00


			NC_010461.5			112681501			intergenic_region			ZIC3-LOC102158351			G			A			0.86			0.00


			NC_010461.5			112681574			intergenic_region			ZIC3-LOC102158351			C			T			0.86			0.00


			NC_010461.5			112681659			intergenic_region			ZIC3-LOC102158351			A			G			0.85			0.00


			NC_010461.5			112681749			intergenic_region			ZIC3-LOC102158351			G			T			0.85			0.00


			NC_010461.5			112681997			intergenic_region			ZIC3-LOC102158351			T			C			0.85			0.00


			NC_010461.5			112682002			intergenic_region			ZIC3-LOC102158351			C			T			0.65			0.00


			NC_010461.5			112682064			intergenic_region			ZIC3-LOC102158351			A			G			0.85			0.00


			NC_010461.5			112682176			intergenic_region			ZIC3-LOC102158351			G			A			0.57			0.00


			NC_010461.5			112682217			intergenic_region			ZIC3-LOC102158351			A			T			0.56			0.00


			NC_010461.5			112682439			intergenic_region			ZIC3-LOC102158351			T			G			0.81			0.00


			NC_010461.5			112685184			intergenic_region			ZIC3-LOC102158351			G			A			0.86			0.00


			NC_010461.5			112686661			intergenic_region			ZIC3-LOC102158351			A			G			1.00			0.00


			NC_010461.5			112686909			intergenic_region			ZIC3-LOC102158351			G			A			0.96			0.00


			NC_010461.5			112688374			intergenic_region			ZIC3-LOC102158351			A			G			0.98			0.00


			NC_010461.5			112688666			intergenic_region			ZIC3-LOC102158351			T			A			0.83			0.00


			NC_010461.5			112688765			intergenic_region			ZIC3-LOC102158351			C			T			0.97			0.00


			NC_010461.5			112688938			intergenic_region			ZIC3-LOC102158351			C			T			0.95			0.00


			NC_010461.5			112689351			intergenic_region			ZIC3-LOC102158351			A			T			0.97			0.00


			NC_010461.5			112689454			intergenic_region			ZIC3-LOC102158351			T			C			0.93			0.00


			NC_010461.5			112689483			intergenic_region			ZIC3-LOC102158351			G			A			0.86			0.00


			NC_010461.5			112690168			intergenic_region			ZIC3-LOC102158351			C			T			0.89			0.00


			NC_010461.5			112690587			intergenic_region			ZIC3-LOC102158351			A			G			0.78			0.00


			NC_010461.5			112690745			intergenic_region			ZIC3-LOC102158351			G			T			0.96			0.00


			NC_010461.5			112691261			intergenic_region			ZIC3-LOC102158351			A			G			0.96			0.31			0.65


			NC_010461.5			112691446			intergenic_region			ZIC3-LOC102158351			T			C			0.60			0.00


			NC_010461.5			112691832			intergenic_region			ZIC3-LOC102158351			A			C			0.58			0.00


			NC_010461.5			112691869			intergenic_region			ZIC3-LOC102158351			G			T			0.59			0.00


			NC_010461.5			112691932			intergenic_region			ZIC3-LOC102158351			T			C			0.57			0.00


			NC_010461.5			112692455			intergenic_region			ZIC3-LOC102158351			T			C			0.60			0.00


			NC_010461.5			112692979			intergenic_region			ZIC3-LOC102158351			G			A			0.72			0.00


			NC_010461.5			112693603			intergenic_region			ZIC3-LOC102158351			C			T			0.74			0.00


			NC_010461.5			112694200			intergenic_region			ZIC3-LOC102158351			G			A			0.76			0.00


			NC_010461.5			112694554			intergenic_region			ZIC3-LOC102158351			A			C			0.76			0.00


			NC_010461.5			112694993			intergenic_region			ZIC3-LOC102158351			G			A			0.79			0.00


			NC_010461.5			112695026			intergenic_region			ZIC3-LOC102158351			C			T			0.75			0.00


			NC_010461.5			112695072			intergenic_region			ZIC3-LOC102158351			G			C			0.73			0.00


			NC_010461.5			112695208			intergenic_region			ZIC3-LOC102158351			A			G			0.76			0.00


			NC_010461.5			112695233			intergenic_region			ZIC3-LOC102158351			A			T			0.76			0.00


			NC_010461.5			112695334			intergenic_region			ZIC3-LOC102158351			C			A			0.73			0.00


			NC_010461.5			112695383			intergenic_region			ZIC3-LOC102158351			T			C			0.69			0.00


			NC_010461.5			112695429			intergenic_region			ZIC3-LOC102158351			A			G			0.95			0.32			0.63


			NC_010461.5			112695748			intergenic_region			ZIC3-LOC102158351			C			G			0.77			0.00


			NC_010461.5			112695893			intergenic_region			ZIC3-LOC102158351			C			T			0.77			0.00


			NC_010461.5			112696016			intergenic_region			ZIC3-LOC102158351			G			T			0.74			0.00


			NC_010461.5			112696036			intergenic_region			ZIC3-LOC102158351			C			T			0.76			0.00


			NC_010461.5			112696104			intergenic_region			ZIC3-LOC102158351			G			A			0.75			0.00


			NC_010461.5			112696386			intergenic_region			ZIC3-LOC102158351			G			A			0.76			0.00


			NC_010461.5			112696520			intergenic_region			ZIC3-LOC102158351			A			G			0.80			0.00


			NC_010461.5			112696886			intergenic_region			ZIC3-LOC102158351			A			G			0.74			0.00


			NC_010461.5			112696954			intergenic_region			ZIC3-LOC102158351			C			T			0.74			0.00


			NC_010461.5			112697028			intergenic_region			ZIC3-LOC102158351			G			A			0.79			0.00


			NC_010461.5			112697164			intergenic_region			ZIC3-LOC102158351			G			A			0.73			0.00


			NC_010461.5			112697165			intergenic_region			ZIC3-LOC102158351			A			G			0.73			0.00


			NC_010461.5			112697564			intergenic_region			ZIC3-LOC102158351			G			A			0.70			0.00


			NC_010461.5			112697882			intergenic_region			ZIC3-LOC102158351			C			T			0.94			0.00


			NC_010461.5			112698010			intergenic_region			ZIC3-LOC102158351			T			C			0.94			0.00


			NC_010461.5			112698096			intergenic_region			ZIC3-LOC102158351			C			T			0.79			0.00


			NC_010461.5			112698171			intergenic_region			ZIC3-LOC102158351			A			T			0.94			0.00


			NC_010461.5			112698200			intergenic_region			ZIC3-LOC102158351			G			A			0.94			0.00


			NC_010461.5			112698881			intergenic_region			ZIC3-LOC102158351			A			G			0.93			0.00


			NC_010461.5			112699124			intergenic_region			ZIC3-LOC102158351			T			C			0.94			0.00


			NC_010461.5			112699524			intergenic_region			ZIC3-LOC102158351			G			A			0.94			0.00


			NC_010461.5			112699531			intergenic_region			ZIC3-LOC102158351			C			T			0.94			0.00


			NC_010461.5			112699807			intergenic_region			ZIC3-LOC102158351			C			G			0.94			0.00


			NC_010461.5			112700336			intergenic_region			ZIC3-LOC102158351			G			A			0.91			0.00


			NC_010461.5			112700391			intergenic_region			ZIC3-LOC102158351			A			C			0.94			0.00


			NC_010461.5			112700696			intergenic_region			ZIC3-LOC102158351			G			C			0.93			0.00


			NC_010461.5			112700878			intergenic_region			ZIC3-LOC102158351			A			G			0.94			0.00


			NC_010461.5			112700906			intergenic_region			ZIC3-LOC102158351			T			C			0.93			0.00


			NC_010461.5			112701028			intergenic_region			ZIC3-LOC102158351			T			C			0.95			0.00


			NC_010461.5			112701534			intergenic_region			ZIC3-LOC102158351			T			C			0.93			0.00


			NC_010461.5			112701634			intergenic_region			ZIC3-LOC102158351			G			A			0.96			0.00


			NC_010461.5			112705963			intergenic_region			ZIC3-LOC102158351			C			G			1.00			0.42			0.58
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			Table S3 Type of SNPs harbored by DEGs related to skeletal muscle development.


			SNP type			Count			Percent


			intron variant			20123			66.20%


			intergenic region			9158			30.10%


			upstream gene variant			373			1.20%


			 3' prime UTR variant			238			0.80%


			synonymous variant			171			0.60%


			 5' prime UTR variant			142			0.50%


			downstream gene variant			60			0.20%


			missense variant			41			0.10%


			 5' prime UTR premature start codon gain variant			31			0.10%


			splice region variant&intron variant			21			<0.1%


			non coding transcript exon variant			17			<0.1%


			splice region variant&synonymous variant			6			<0.1%


			missense variant&splice region variant			1			<0.1%
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			Table S4 Enrichment KEGG pathways of overlapping DEGs.


			Category			Terms			Count			%			P Value			Genes


			KEGG_PATHWAY			ssc01100:Metabolic pathways			435			11.1367127496			8.34E-20			PNMT, PGAP1, UXS1, EHMT2, XYLT2, ENO3, IL4I1, LIPG, NAMPT, PIP4K2A, PLCE1, PIP4K2C, MMUT, LOC100522678, XYLB, GAMT, ACOT8, TSTD1, GLCE, GANC, ADCY9, ETHE1, UQCRC1, UQCRC2, MTMR1, MTMR4, HSD11B1, LDHB, HSD11B2, LDHA, RDH12, RDH11, LDHD, COX3, PLCG2, ST3GAL5, COX1, PLCG1, HAO2, GSTM3, B3GALNT1, PMM1, MTHFR, PRDX6, SQLE, CYP1A1, OGDH, EZH1, EZH2, GPI, PIGQ, SETD7, LPCAT1, PYGM, PYGL, ATIC, SMPD1, B3GALT2, TPI1, SPHK1, PGAM2, PGM2L1, SIRT2, HADHB, HADHA, BDH1, PIGA, CYP21A1, ACSBG1, L2HGDH, PLCB1, MOCS1, GART, PAFAH1B3, DLD, MGLL, PAFAH1B2, LOC100524873, ASAH1, FH, OAT, FAXC, ODC1, GCNT1, ADCY4, DLST, ADCY3, ADCY2, ADCY6, EXTL2, EXTL1, GPAT4, NSD2, CARNS1, GCNT4, GPAT2, CKB, TIGAR, GK, MDH1, MDH2, MOCOS, GSR, SQOR, GATB, FMO1, FMO2, DHRS3, PLCD4, PLCD1, CHPF, TUSC3, PLOD2, PLOD1, ALDH1L2, TM7SF2, FADS2, LARGE1, LARGE2, GYG1, FADS1, NUDT12, GPT2, MINPP1, ND4, DNMT1, GLO1, AK1, ATP6, GMPR, MRI1, AK5, ACAT1, MTM1, FGGY, PGK1, SMYD2, HYI, GOT1, SRD5A1, GFPT2, GFPT1, ASNS, DHCR24, SYNJ2, UQCRQ, P4HA3, ACO1, DHCR7, ACO2, ALAS2, ST6GALNAC2, COX4I1, APIP, TCIRG1, PIK3C2A, SPR, DSE, ME1, DNMT3B, IDH3B, ME3, PGLS, PGM1, ADSL, GPX2, LANCL1, LOC100525350, LOC100517735, INMT, NT5C3A, PKM, TST, PCCB, ST6GALNAC3, BCAT1, GAPDH, DCTPP1, BCAT2, PRPS1, NDUFB9, ACSS3, NDUFB8, NDUFB7, ACSS2, NDUFB6, CARNMT1, NDUFB5, NDUFB3, NDUFB1, PDHB, HSD17B12, HSD17B10, SELENBP1, CKMT2, NFS1, PCBD1, PCBD2, ACSS1, LOC100524239, NDUFA9, NDUFA8, SMOX, MMAB, NDUFA4, IDH3G, NDUFA3, NDUFA2, NDUFA1, MBOAT1, MBOAT2, LOC100626199, ASS1, GSTZ1, SUCLA2, PC, NAGK, IMPDH1, NT5C1A, CDO1, PFKM, PANK3, NUDT2, ACSM5, ACSM4, NUDT5, GBA2, FLAD1, ANPEP, PPAT, GLUL, MCCC2, PDHX, ALG8, ALG9, ACSL1, ENTPD5, OXSM, ENTPD6, HSD11B1L, ACSL4, INPP4A, CYP27A1, INPP4B, SUCLG2, SUCLG1, PLPP3, CDS1, GCDH, MAOB, PDE1C, LIAS, UGCG, PTDSS1, SGPL1, INPP5F, INPP5J, ASL, RIMKLA, RIMKLB, PYCR2, PAICS, EXT1, EXT2, BST1, ALDH6A1, PDE3A, KYAT3, KYAT1, ALDH18A1, ACY1, HIBADH, HCCS, GYS1, SPTLC1, ACADL, AUH, NNT, GUK1, DLAT, ACADM, NANS, ACADS, PCYT1B, AKR1A1, AMPD1, NME4, AMPD3, UGDH, NME6, B3GNT5, B3GNT3, ALDOC, AHCY, DOT1L, UQCR10, COX5B, COX5A, ATP5F1A, NT5E, ATP5F1B, MTHFD1L, MGAT5, NT5M, AASDHPPT, CBR3, NQO1, PTGES2, PTGES3, PODN, FAH, COX6B, ALDH4A1, GSTA4, NDUFAB1, ATP5PO, OTC, PNPLA2, NDUFA13, NDUFA11, GALNT15, NDUFA12, MPI, GALNT17, NDUFA10, CPOX, MSMO1, GALNT10, CNDP2, ENPP2, HADH, ENPP6, CA14, CA13, GUCY1A1, ALG14, SDHC, SDHD, SDHA, ALG10, SDHB, DCTD, PHOSPHO1, SHPK, CMPK2, PDE9A, COX17, ATP5MC3, PLD1, ACACA, PLD2, ATP5MC1, MAN2A1, ALDH3B1, NDUFV1, COX10, ATP5ME, GGT5, PDHA1, EPHX2, IDH2, AZIN2, COQ6, COQ5, COQ3, GRHPR, COQ2, GCLC, NAT8, CPS1, STT3A, CYCS, CRYL1, ACADVL, COLGALT2, OPLAH, HK2, HK1, SGSH, ALDH2, ENOSF1, CA4, CYP2R1, PDE4B, AOX1, MAN1A1, NOS1, GUSB, BCKDHA, PDE4D, MARS1, BCKDHB, PLA2G4A, LSS, NDUFS7, ACOX2, NDUFS6, LOC102165015, ALDH1A2, NDUFS4, ALDH1A1, CAT, BLVRB, NDUFS2, PDE5A, NDUFS1, HAGH, FBP2, MVK, HMGCR, LTC4S, SELENOI, DDO, AGPAT4, UGP2, CHSY1, GMDS, MAT2A, OXCT1, PDE6A, GALNT7, GALNT5, NOS3, GALNT2, HSD3B1, SGPP1, GALE, PDE10A, SARDH, CHPT1, PDE7B, SCLY, LPIN1, LPIN3


			KEGG_PATHWAY			ssc05415:Diabetic cardiomyopathy			95			2.432155658			4.64E-18			RYR2, NDUFA13, NDUFA11, NDUFA12, COX4I1, NDUFA10, ATP2A3, ATP2A1, LOC100511343, PPP1CB, GYS1, CPT2, AKT2, MPC2, RAC2, PDK4, LOC100522678, PDK2, MMP2, PRKCD, SDHC, SDHD, SDHA, CPT1B, SDHB, TGFBR1, TGFBR2, NDUFS7, NDUFS6, NDUFS4, UQCRC1, VDAC3, PPIF, NDUFS2, VDAC2, NDUFS1, VDAC1, UQCRC2, PLCB1, PPARA, GAPDH, SLC25A4, ND4, LOC100524873, NDUFB9, NDUFB8, NDUFB7, NDUFB6, NDUFB5, CAMK2A, ATP6, NDUFB3, ATP5MC3, NDUFB1, PIK3R2, PDHB, UQCR10, COX5B, PRKCZ, COX5A, ATP5MC1, ATP5F1A, ATP5F1B, COX3, COX1, LOC100524239, CAMK2G, NDUFV1, NDUFA9, SMAD2, NDUFA8, TGFB2, ACE, TGFB1, PDHA1, NDUFA4, TGFB3, NOS3, NDUFA3, INSR, GFPT2, NDUFA2, GFPT1, GSR, NDUFA1, MAPK14, COX6B, AGT, COL3A1, COL1A2, UQCRQ, NDUFAB1, ATP5PO, LOC100511937


			KEGG_PATHWAY			ssc05012:Parkinson disease			106			2.7137736815			4.39E-14			NDUFA13, NDUFA11, NDUFA12, NDUFA10, KEAP1, PARK7, PSMD4, SLC39A9, KIF5C, PSMD3, PSMD1, SLC39A7, SLC39A2, LOC100522678, SLC39A1, SDHC, SDHD, SDHA, SDHB, TUBA4A, UQCRC1, VDAC3, PPIF, VDAC2, VDAC1, UQCRC2, ND4, ATF4, PSMD12, PSMD11, PSMD14, UBA7, MAOB, ATP6, ATP5MC3, ITPR3, ATP5MC1, KLC2, UBC, COX3, COX1, PLCG1, NDUFV1, HSPA5, UQCRQ, CYCS, CALM1, NFE2L2, COX4I1, LRRK2, LOC100155138, CASP9, TUBA1B, LOC100158003, GPR37, APAF1, DUSP1, TUBB, PSMA5, PSMA3, ADORA2A, NDUFS7, NDUFS6, NDUFS4, NDUFS2, NDUFS1, MAPT, SLC25A4, LOC100524873, NDUFB9, NDUFB8, NDUFB7, NDUFB6, NDUFB5, CAMK2A, NDUFB3, GNAI3, NDUFB1, UQCR10, COX5B, COX5A, GNAI1, PSMB6, ATP5F1A, ATP5F1B, PSMB1, MFN2, LOC100524239, CAMK2G, NDUFA9, NDUFA8, NDUFA4, NDUFA3, NDUFA2, NDUFA1, SEPTIN5, LOC100510930, SNCAIP, COX6B, PINK1, PSMC5, PSMC3, PSMC1, NDUFAB1, PSMC2, ATP5PO


			KEGG_PATHWAY			ssc04360:Axon guidance			79			2.0225294419			3.89E-13			SEMA5A, ROBO2, ITGB1, SEMA5B, LRRC4, LOC100620540, ROBO1, PPP3CA, PPP3CB, RGS3, DPYSL5, BOC, CFL1, RAC2, EPHB2, NEO1, EPHB4, EPHB3, EPHA4, SEMA6C, EPHA7, SEMA6A, WNT5B, UNC5B, SEMA6D, TRPC1, RHOD, RGMA, MYL5, SMO, RAF1, MET, EPHA3, SEMA7A, ROCK2, SEMA3D, SRC, SEMA3A, CAMK2A, SEMA3G, GNAI3, PARD6G, PIK3R2, SEMA3E, PRKCZ, GNAI1, NTN3, EFNB3, ABLIM2, ABLIM3, RRAS, SLIT1, PLXNA2, PLCG2, ABL1, PLXNA1, FYN, SLIT3, PLCG1, SLIT2, SRGAP2, LRRC4C, PAK3, SRGAP1, CAMK2G, WNT4, PAK4, PLXNA3, LIMK1, NFATC3, SEMA4F, SSH2, BMP7, NFATC4, SSH1, EFNA1, FES, PLXNB3, LOC100511937


			KEGG_PATHWAY			ssc05020:Prion disease			104			2.6625704045			1.27E-12			NDUFA13, NDUFA11, NDUFA12, NDUFA10, PSMD4, KIF5C, CREB3L1, PSMD3, CREB3L2, PSMD1, LOC100522678, PRKCD, SDHC, SDHD, SDHA, SDHB, TUBA4A, CSNK2B, UQCRC1, VDAC3, PPIF, VDAC2, VDAC1, UQCRC2, ND4, ATF4, PSMD12, PSMD11, PSMD14, ATP6, ATP5MC3, ITPR3, CACNA1D, PIK3R2, ATP5MC1, KLC2, COX3, COX1, CACNA1S, NDUFV1, EGR1, HSPA5, CAV2, GRIN2D, GRIN3A, UQCRQ, LOC100511937, CYCS, RYR2, COX4I1, LAMC1, LOC100155138, CASP9, PPP3CA, PPP3CB, TUBA1B, RAC2, LOC100158003, APAF1, TUBB, PSMA5, PSMA3, NDUFS7, NDUFS6, NDUFS4, NDUFS2, NDUFS1, SLC25A4, CREB5, LOC100524873, NDUFB9, NDUFB8, NDUFB7, NDUFB6, NDUFB5, NDUFB3, NDUFB1, UQCR10, COX5B, COX5A, PSMB6, ATP5F1A, ATP5F1B, CCL5, PSMB1, NCAM1, FYN, LOC100524239, NDUFA9, NDUFA8, HSPA1L, NDUFA4, NDUFA3, NDUFA2, NDUFA1, MAPK14, LOC100510930, COX6B, PSMC5, PSMC3, PSMC1, NDUFAB1, PSMC2, ATP5PO


			KEGG_PATHWAY			ssc05208:Chemical carcinogenesis - reactive oxygen species			90			2.3041474654			3.84E-12			NDUFA13, NDUFA11, NDUFA12, COX4I1, NDUFA10, ARAF, KEAP1, PTPRJ, AHR, LOC100620540, AKT2, IKBKG, LOC100522678, MAP2K2, HGF, PRKCD, AKR1A1, SDHC, FOS, SDHD, SDHA, SDHB, NDUFS7, NDUFS6, CAT, NDUFS4, UQCRC1, VDAC3, PPIF, NDUFS2, VDAC2, NDUFS1, VDAC1, PRKD1, UQCRC2, RAF1, SLC25A4, MET, ND4, LOC100524873, NDUFB9, NDUFB8, NDUFB7, NDUFB6, NDUFB5, SRC, ATP6, NDUFB3, ATP5MC3, NDUFB1, PIK3R2, UQCR10, COX5B, PLD1, COX5A, PLD2, ATP5MC1, ATP5F1A, ATP5F1B, COX3, ABL1, ABL2, COX1, CYP2F1, LOC100524239, NDUFV1, CBR3, NDUFA9, NDUFA8, GSTM3, NQO1, EGF, NDUFA4, NDUFA3, EPHX2, NDUFA2, NDUFA1, MAPK14, COX6B, VEGFA, NFKBIA, GSTA4, UQCRQ, NDUFAB1, CYP1A1, ATP5PO, LOC100511937, MAP3K14, SLC26A6, NFE2L2


			KEGG_PATHWAY			ssc04714:Thermogenesis			90			2.3041474654			1.57E-11			NDUFA13, NDUFA11, KDM1A, NDUFA12, COX4I1, NDUFA10, PRKAG1, PRKAG3, LIPE, RPS6KA3, CPT2, CREB3L1, RPS6KA1, CREB3L2, PRKG2, DPF3, LOC100522678, COA6, PRKAB2, ACSL1, ACSL4, SDHC, SDHD, SDHA, CPT1C, CPT1B, SDHB, ADCY9, NDUFS7, NDUFS6, NDUFS4, AKT1S1, UQCRC1, NDUFS2, NDUFS1, UQCRC2, PLIN1, MGLL, ND4, CREB5, LOC100524873, NDUFB9, NDUFB8, NDUFB7, NDUFB6, NDUFB5, COX17, ATP6, NDUFB3, ADCY4, ADCY3, ATP5MC3, NDUFB1, ADCY2, UQCR10, COX5B, COX5A, ADCY6, ATP5MC1, ATP5F1A, ATP5F1B, CNR1, COX3, COX1, LOC100524239, PPARGC1A, NDUFV1, COX10, ATP5ME, FGF21, NDUFA9, NDUFA8, NDUFA4, NDUFA3, NDUFA2, NDUFA1, MAPK14, COX6B, NDUFAF6, RHEB, UQCRQ, NDUFAF4, NDUFAF5, RPS6KB2, NDUFAB1, ATP5PO, NDUFAF3, NDUFAF1, FGFR1, PNPLA2


			KEGG_PATHWAY			ssc05022:Pathways of neurodegeneration - multiple diseases			148			3.7890424987			8.01E-10			APP, NDUFA13, NDUFA11, NDUFA12, NDUFA10, ARAF, PARK7, FZD10, PSMD4, KIF5C, PSMD3, PSMD1, LOC100522678, MAP2K2, WNT5B, SDHC, SDHD, SDHA, SDHB, TUBA4A, CSNK2B, UQCRC1, VDAC3, PPIF, VDAC2, ULK1, VDAC1, UQCRC2, RAF1, SQSTM1, OPTN, ND4, ATF4, PSMD12, VCP, PSMD11, PSMD14, UBA7, ATP6, ATP5MC3, ITPR3, CACNA1D, ATP5MC1, ATXN3, ATXN1, KLC2, DVL1, UBC, COX3, COX1, PLCG1, CACNA1S, NDUFV1, WNT4, GRIA4, DNAH10, FZD2, HSPA5, FZD9, GRIN2D, DLG4, UQCRQ, MAP3K10, CYCS, CALM1, DNAL4, RYR2, HIP1, COX4I1, LRRK2, ATP2A3, ATP2A1, LOC100155138, CASP9, PPP3CA, PPP3CB, MAP1LC3B, TUBA1B, MAP1LC3A, ACTR1B, RB1CC1, LOC100158003, NEFL, NOS1, IFT57, SPG11, APC2, GPX2, GPR37, APAF1, TUBB, WIPI1, TNFRSF1B, TOMM40L, PSMA5, PSMA3, NDUFS7, NDUFS6, CAT, NDUFS4, NDUFS2, NDUFS1, MAPT, PLCB1, SLC25A4, LOC100524873, NDUFB9, NDUFB8, TOMM40, NDUFB7, NDUFB6, NDUFB5, CAMK2A, NDUFB3, NDUFB1, UQCR10, COX5B, COX5A, HSD17B10, PSMB6, ATP5F1A, ATP5F1B, PSMB1, MFN2, BID, LOC100524239, CAMK2G, NDUFA9, NDUFA8, NDUFA4, NDUFA3, NDUFA2, NDUFA1, SEPTIN5, MAPK14, LOC100510930, SNCAIP, COX6B, PINK1, PSMC5, PSMC3, VAPB, PSMC1, NDUFAB1, PSMC2, ATP5PO, FAS, CDK5R1


			KEGG_PATHWAY			ssc00020:Citrate cycle (TCA cycle)			22			0.5632360471			1.05E-09			FH, PDHA1, MDH1, IDH3G, MDH2, IDH2, DLST, SDHC, SDHD, PDHB, SDHA, SDHB, SUCLA2, PC, IDH3B, OGDH, SUCLG2, SUCLG1, ACO1, ACO2, DLAT, DLD


			KEGG_PATHWAY			ssc01200:Carbon metabolism			50			1.2800819252			4.12E-09			GPI, ENO3, HK2, HK1, IDH3B, ME1, ME3, MMUT, DLAT, PGLS, ACADS, TPI1, GPT2, PGAM2, SDHC, SDHD, SDHA, SDHB, PKM, CAT, PCCB, SUCLG2, SUCLG1, ALDOC, GAPDH, DLD, FBP2, PRPS1, FH, ACSS2, DLST, PDHB, ACAT1, PGK1, ACSS1, HAO2, PDHA1, GOT1, MDH1, IDH3G, MDH2, IDH2, ALDH6A1, SUCLA2, PC, CPS1, OGDH, ACO1, ACO2, PFKM


			KEGG_PATHWAY			ssc05010:Alzheimer disease			123			3.1490015361			4.91E-09			APP, NDUFA13, NDUFA11, NDUFA12, NDUFA10, ARAF, IRS3, FZD10, PSMD4, SLC39A9, KIF5C, AKT2, PSMD3, PSMD1, SLC39A7, SLC39A2, LOC100522678, SLC39A1, MAP2K2, WNT5B, SDHC, SDHD, SDHA, SDHB, TUBA4A, CSNK2B, UQCRC1, VDAC3, PPIF, VDAC2, ULK1, VDAC1, UQCRC2, RAF1, ND4, ATF4, PSMD12, PSMD11, PSMD14, ATP6, ATP5MC3, ITPR3, CACNA1D, PIK3R2, ATP5MC1, KLC2, DVL1, COX3, COX1, APOE, CACNA1S, NDUFV1, WNT4, FZD2, INSR, FZD9, GRIN2D, UQCRQ, LOC100511937, CYCS, CALM1, COX4I1, ATP2A3, ATP2A1, IDE, LOC100155138, CASP9, PPP3CA, PPP3CB, TUBA1B, RB1CC1, LOC100158003, NOS1, IKBKG, APC2, APAF1, TUBB, WIPI1, PSMA5, PSMA3, NDUFS7, NDUFS6, NDUFS4, NDUFS2, NDUFS1, MAPT, PLCB1, GAPDH, SLC25A4, LOC100524873, NDUFB9, NDUFB8, NDUFB7, NDUFB6, NDUFB5, NDUFB3, NDUFB1, UQCR10, COX5B, COX5A, HSD17B10, PSMB6, ATP5F1A, ATP5F1B, PSMB1, BID, LOC100524239, NDUFA9, NDUFA8, NDUFA4, NDUFA3, NDUFA2, NDUFA1, LOC100510930, COX6B, PSMC5, PSMC3, PSMC1, NDUFAB1, PSMC2, ATP5PO, FAS, CDK5R1


			KEGG_PATHWAY			ssc05016:Huntington disease			103			2.636968766			8.53E-09			NDUFA13, NDUFA11, NDUFA12, NDUFA10, PSMD4, KIF5C, CREB3L1, PSMD3, CREB3L2, PSMD1, LOC100522678, SDHC, SDHD, SDHA, SDHB, TUBA4A, UQCRC1, VDAC3, PPIF, TBPL1, VDAC2, ULK1, VDAC1, UQCRC2, ND4, PSMD12, PSMD11, PSMD14, ATP6, SLC1A3, ATP5MC3, ATP5MC1, KLC2, COX3, COX1, PPARGC1A, NDUFV1, GRIA4, DNAH10, DLG4, UQCRQ, MAP3K10, CYCS, DNAL4, RCOR1, HIP1, COX4I1, LOC100155138, CASP9, TUBA1B, ACTR1B, RB1CC1, LOC100158003, IFT57, GPX2, APAF1, TUBB, WIPI1, PSMA5, PSMA3, NDUFS7, NDUFS6, NDUFS4, NDUFS2, NDUFS1, PLCB1, SLC25A4, CREB5, LOC100524873, NDUFB9, NDUFB8, NDUFB7, NDUFB6, NDUFB5, NDUFB3, NDUFB1, UQCR10, COX5B, COX5A, PSMB6, ATP5F1A, ATP5F1B, PSMB1, POLR2F, POLR2G, LOC100524239, POLR2J, NDUFA9, NDUFA8, NDUFA4, NDUFA3, NDUFA2, NDUFA1, LOC100510930, COX6B, REST, PSMC5, PSMC3, PSMC1, NDUFAB1, PSMC2, ATP5PO


			KEGG_PATHWAY			ssc04932:Non-alcoholic fatty liver disease			61			1.5616999488			5.12E-08			NDUFA13, NDUFA11, NDUFA12, COX4I1, NDUFA10, PRKAG1, PRKAG3, AKT2, LEPR, IL6R, LOC100522678, PRKAB2, SDHC, FOS, SDHD, SDHA, SDHB, NDUFS7, NDUFS6, NDUFS4, UQCRC1, NDUFS2, NDUFS1, UQCRC2, PPARA, ATF4, LOC100524873, NDUFB9, NDUFB8, NDUFB7, NDUFB6, NDUFB5, NDUFB3, NDUFB1, PIK3R2, UQCR10, COX5B, ADIPOR2, COX5A, COX3, COX1, BID, LOC100524239, NDUFV1, MLXIP, NDUFA9, NDUFA8, TGFB1, NDUFA4, NDUFA3, INSR, NDUFA2, NDUFA1, MAPK14, COX6B, MLXIPL, UQCRQ, NDUFAB1, FAS, LOC100511937, CYCS


			KEGG_PATHWAY			ssc05014:Amyotrophic lateral sclerosis			114			2.9185867896			7.54E-08			NDUFA13, NUP107, NDUFA11, NDUFA12, NDUFA10, PSMD4, KIF5C, PSMD3, PSMD1, LOC100522678, ANXA11, SDHC, SDHD, SDHA, SDHB, TUBA4A, NUP93, UQCRC1, ULK1, VDAC1, UQCRC2, PFN1, SQSTM1, OPTN, ND4, ATF4, NUP205, PSMD12, VCP, PSMD11, PSMD14, ATP6, ATP5MC3, ITPR3, ATP5MC1, KLC2, COX3, COX1, NDUFV1, DNAH10, HSPA5, CHCHD10, GRIN2D, UQCRQ, CYCS, DNAL4, COX4I1, NXT2, LOC100155138, CASP9, PPP3CA, PPP3CB, MAP1LC3B, TUBA1B, MAP1LC3A, ACTR1B, RB1CC1, LOC100158003, NEFL, NOS1, SPG11, NDC1, GPX2, NUP133, APAF1, TUBB, WIPI1, TNFRSF1B, TOMM40L, PSMA5, PSMA3, NDUFS7, NDUFS6, CAT, NDUFS4, NDUFS2, NDUFS1, NUP62CL, LOC100524873, NDUFB9, NDUFB8, TOMM40, NDUFB7, NDUFB6, NDUFB5, NDUFB3, NDUFB1, UQCR10, COX5B, COX5A, PSMB6, ATP5F1A, ATP5F1B, PSMB1, HNRNPA1, BID, LOC100524239, NDUFA9, NDUFA8, NDUFA4, NDUFA3, NDUFA2, NDUFA1, MAPK14, LOC100510930, COX6B, PINK1, PSMC5, PSMC3, VAPB, PSMC1, NDUFAB1, PSMC2, ATP5PO


			KEGG_PATHWAY			ssc00190:Oxidative phosphorylation			54			1.3824884793			1.52E-07			NDUFA13, NDUFA11, NDUFA12, COX4I1, NDUFA10, TCIRG1, LOC100522678, SDHC, SDHD, SDHA, SDHB, NDUFS7, NDUFS6, NDUFS4, UQCRC1, NDUFS2, NDUFS1, UQCRC2, ND4, LOC100524873, NDUFB9, NDUFB8, NDUFB7, NDUFB6, NDUFB5, COX17, ATP6, NDUFB3, ATP5MC3, NDUFB1, UQCR10, COX5B, COX5A, ATP5MC1, ATP5F1A, ATP5F1B, COX3, COX1, LOC100524239, NDUFV1, COX10, ATP5ME, LHPP, NDUFA9, NDUFA8, NDUFA4, NDUFA3, NDUFA2, NDUFA1, COX6B, UQCRQ, NDUFAB1, ATP5PO, CYCS


			KEGG_PATHWAY			ssc04022:cGMP-PKG signaling pathway			62			1.5873015873			2.03E-07			MYLK2, ATP2A3, ATP2A1, ADRA1D, IRS3, MYLK4, PPP1CB, PPP3CA, EDNRA, PPP3CB, AKT2, CREB3L1, CREB3L2, BDKRB2, PRKG2, MEF2A, GUCY1A1, MEF2C, MAP2K2, ATP1B3, ADRA2C, ATP1B1, ADRA2A, ADCY9, VDAC3, PPIF, VDAC2, PDE5A, VDAC1, PLCB1, RAF1, SLC25A4, CREB5, ATF4, CNP, ROCK2, SRF, GNAI3, ADCY4, ADCY3, ADCY2, CACNA1D, ATP1A2, ITPR3, ADCY6, GNAI1, CACNA1S, MEF2D, NOS3, LOC100736765, INSR, ATP2B4, NFATC3, ATP2B3, NFATC1, ATP2B2, NFATC4, SLC8A3, FXYD2, PDE3A, GTF2IRD1, CALM1


			KEGG_PATHWAY			ssc04260:Cardiac muscle contraction			39			0.9984639017			2.38E-07			LOC100524873, RYR2, COX4I1, ATP2A3, CACNA1D, ATP1A2, ATP2A1, UQCR10, COX5B, COX5A, CACNG6, CACNG7, COX3, COX1, CACNG1, CACNA1S, LOC100522678, LOC100524239, TPM4, LOC100736765, TPM2, TPM1, ATP1B3, ATP1B1, COX6B, TRDN, SLC8A3, CACNB1, MYL4, ACTC1, ASPH, UQCRQ, SLC9A7, TNNT2, FXYD2, HRC, UQCRC1, CASQ2, UQCRC2


			KEGG_PATHWAY			ssc04020:Calcium signaling pathway			81			2.0737327189			5.61E-07			RYR2, MYLK2, OXTR, FLT1, ATP2A3, ATP2A1, ADRA1D, FGF1, GRPR, MYLK4, PPP3CA, EDNRA, PPP3CB, CYSLTR2, FGF9, BDKRB2, KDR, PLCE1, NOS1, PDGFRA, HGF, SPHK1, TNNC2, PHKA1, PHKA2, TRDN, ADCY9, ASPH, ADORA2A, STIM1, STIM2, VDAC3, PPIF, CASQ2, VDAC2, VDAC1, CASQ1, PLCB1, SLC25A4, MET, PDE1C, CAMK2A, ADCY4, ADCY3, PDGFA, ADCY2, CACNA1D, ITPR3, CACNA1G, HRH1, ERBB3, PHKG1, PDGFD, PDGFC, ERBB2, PLCG2, PTK2B, CACNA1S, PLCG1, CAMK2G, FGF21, EGF, NOS3, NTRK3, ATP2B4, ATP2B3, PHKB, ATP2B2, MCOLN1, TPCN2, GRIN2D, VEGFA, SLC8A3, P2RX5, FGF18, HRC, CALM1, FGFR4, PLCD4, PLCD1, FGFR1


			KEGG_PATHWAY			ssc05410:Hypertrophic cardiomyopathy			39			0.9984639017			6.81E-07			ITGB1, RYR2, ITGB4, ATP2A3, PRKAG1, CACNA1D, ATP2A1, PRKAG3, CACNG6, CACNG7, SGCD, SGCA, ITGB7, ITGAV, CACNG1, ITGB6, CACNA1S, MYBPC3, PRKAB2, TGFB2, ACE, TGFB1, TPM4, ITGA4, TGFB3, LOC100736765, TPM2, ITGA2, TPM1, IGF1, AGT, SLC8A3, CACNB1, DES, ACTC1, TNNT2, ITGA6, ITGA5, ITGA9


			KEGG_PATHWAY			ssc00620:Pyruvate metabolism			24			0.6144393241			7.54E-07			FH, PDHA1, ACSS2, MDH1, MDH2, GLO1, AKR1A1, PDHB, ACACA, ACAT1, LDHB, GRHPR, LDHA, PKM, PC, ALDH2, LDHD, ME1, ME3, HAGH, DLAT, ACSS1, DLD


			KEGG_PATHWAY			ssc05414:Dilated cardiomyopathy			40			1.0240655402			1.15E-06			ITGB1, RYR2, ITGB4, ATP2A3, ADCY4, ADCY3, ADCY2, CACNA1D, ATP2A1, ADCY6, CACNG6, CACNG7, SGCD, SGCA, ITGB7, ITGAV, CACNG1, ITGB6, CACNA1S, MYBPC3, TGFB2, TGFB1, TPM4, ITGA4, TGFB3, LOC100736765, TPM2, ITGA2, TPM1, IGF1, AGT, SLC8A3, CACNB1, ADCY9, DES, ACTC1, TNNT2, ITGA6, ITGA5, ITGA9


			KEGG_PATHWAY			ssc04261:Adrenergic signaling in cardiomyocytes			54			1.3824884793			1.23E-06			RYR2, ATP2A3, ATP2A1, ADRA1D, PPP1CB, AKT2, CREB3L1, CREB3L2, SCN5A, SCN1B, TPM4, TPM2, TPM1, PPP2R5B, PPP2R5A, ATP1B3, ATP1B1, CACNB1, MYL4, ADCY9, TNNT2, AGTR2, PLCB1, SCN4B, RAPGEF3, CREB5, ATF4, CAMK2A, CREM, GNAI3, ADCY4, ADCY3, ADCY2, CACNA1D, ATP1A2, ADCY6, GNAI1, CACNG6, CACNG7, SCN7A, CACNA1S, CACNG1, CAMK2G, LOC100736765, ATP2B4, ATP2B3, ATP2B2, MAPK14, AGT, SLC8A3, ACTC1, PPP2R2B, FXYD2, CALM1


			KEGG_PATHWAY			ssc05205:Proteoglycans in cancer			70			1.7921146953			1.42E-06			ITGB1, ARAF, FZD10, LOC100620540, PPP1CB, CTSL, AKT2, KDR, PLCE1, ITGAV, MAP2K2, WNT5B, ITGA2, HGF, MMP2, GAB1, ANK2, ANK3, ANK1, DCN, VAV2, TIAM1, SMO, HCLS1, ITGA5, EZR, RAF1, PPP1R12B, MET, CD44, HBEGF, ROCK2, SRC, SDC2, CAMK2A, PIK3R2, ITPR3, CBL, ERBB3, RRAS, ERBB2, GPC3, PLCG2, DROSHA, FLNB, FLNC, PLCG1, CAMK2G, WNT4, SMAD2, TGFB2, TGFB1, FZD2, CAV2, LUM, FZD9, FN1, IGF1, MAPK14, ESR1, VEGFA, COL1A2, RPS6KB2, PDCD4, MDM2, FAS, SDC1, LOC100511937, FGFR1


			KEGG_PATHWAY			ssc04931:Insulin resistance			43			1.1008704557			4.33E-06			SLC27A1, PRKAG1, PPP1R3A, PYGM, PIK3R2, PYGL, LOC100620540, PRKCZ, LOC100511343, FOXO1, PRKAG3, PPP1CB, RPS6KA3, GYS1, AKT2, CREB3L1, CREB3L2, RPS6KA1, PPARGC1A, PPARGC1B, MLXIP, PRKAB2, NOS3, INSR, NR1H2, GFPT2, PRKCD, GFPT1, CPT1B, AGT, NFKBIA, MLXIPL, PPP1R3C, PPP1R3B, RPS6KB2, PPP1R3D, LOC100511937, PRKCQ, PPARA, SLC27A3, OGT, CREB5


			KEGG_PATHWAY			ssc04010:MAPK signaling pathway			89			2.2785458269			5.14E-06			FLT1, RASGRF2, ARAF, ECSIT, FGF1, ELK4, PPP3CA, RPS6KA3, PPP3CB, DUSP10, FGF9, AKT2, RPS6KA1, STMN1, RAC2, KDR, IKBKG, MAP4K1, PDGFRA, MEF2C, DUSP3, MAP2K2, DUSP1, IL1R1, HGF, PLA2G4A, FOS, TGFBR1, MAPK8IP1, CDC25B, TGFBR2, CACNB1, PPM1A, PPM1B, KIT, MAPKAPK2, MAPT, RAF1, MET, ATF4, SRF, PDGFA, CACNA1D, RASGRP2, STK3, CACNA1G, NTF4, CACNG6, CACNG7, ERBB3, RRAS, IRAK1, PDGFD, MKNK2, PDGFC, ERBB2, MAP3K20, FLNB, FLNC, CACNA1S, CD14, CACNG1, MAP4K4, FGF21, MAP3K2, NGFR, TGFB2, TGFB1, ANGPT2, GADD45B, HSPA1L, EGF, TGFB3, INSR, NFATC3, NFATC1, IGF1, MAPK14, VEGFA, EFNA1, PPP5C, FGF18, NF1, FAS, TEK, MAP3K13, FGFR4, MAP3K14, FGFR1


			KEGG_PATHWAY			ssc04510:Focal adhesion			65			1.6641065028			1.81E-05			ITGB1, MYLK2, FLT1, ITGB4, LAMC3, TNC, LAMC1, ARHGAP5, MYLK4, PPP1CB, AKT2, RAC2, KDR, ITGB7, ITGAV, ITGB6, PDGFRA, VWF, ITGA4, ITGA2, HGF, VAV2, MYL5, COL2A1, RAPGEF1, ITGA6, TLN2, ITGA5, RAF1, PPP1R12B, MET, ITGA9, ROCK2, SHC1, SRC, LAMA4, LAMA3, PDGFA, PIK3R2, THBS2, THBS4, THBS3, PDGFD, PDGFC, ERBB2, SPP1, FLNB, FYN, FLNC, PAK3, PAK4, LAMB3, EGF, CAV2, FN1, LAMB1, PARVA, IGF1, PARVB, VEGFA, MYLPF, DIAPH1, COL1A2, ZYX, LOC100511937


			KEGG_PATHWAY			ssc00640:Propanoate metabolism			18			0.4608294931			2.40E-05			BCKDHA, ACSS3, ACSS2, BCKDHB, ACACA, LDHB, HADHA, LDHA, ALDH6A1, SUCLA2, PCCB, SUCLG2, SUCLG1, MMUT, ACSS1, ACADS, DLD


			KEGG_PATHWAY			ssc04015:Rap1 signaling pathway			68			1.7409114183			2.56E-05			ITGB1, FLT1, CTNND1, FGF1, ITGAL, SIPA1L1, FGF9, AKT2, RAC2, KDR, PLCE1, PDGFRA, PRKCI, MAP2K2, HGF, MAGI3, VAV2, TIAM1, ADCY9, ADORA2A, KIT, RAPGEF1, TLN2, PRKD1, PFN1, PLCB1, RAF1, RAPGEF5, MET, RAPGEF3, RGS14, SRC, LPAR1, GNAI3, ADCY4, ADCY3, PDGFA, PARD6G, ADCY2, PIK3R2, LPAR4, RASGRP2, PRKCZ, ADCY6, GNAI1, RRAS, CNR1, PDGFD, PDGFC, P2RY1, PLCG1, FGF21, NGFR, ANGPT2, EGF, INSR, IGF1, MAPK14, VEGFA, EFNA1, AFDN, FGF18, LOC100511937, TEK, CALM1, FGFR4, SIPA1, FGFR1


			KEGG_PATHWAY			ssc04810:Regulation of actin cytoskeleton			71			1.8177163338			3.48E-05			ITGB1, CYFIP2, MYLK2, ITGB4, ARAF, FGF1, ITGAL, MYLK4, PPP1CB, FGF9, AKT2, CFL1, RAC2, BDKRB2, PIP4K2A, ITGB7, ITGAV, PIP4K2C, ITGB6, APC2, ACTR3, PDGFRA, MAP2K2, ITGA4, ITGA2, VAV2, MYL5, TIAM1, ITGA6, ITGA5, PFN1, EZR, RAF1, PPP1R12B, ARHGEF6, ITGA9, ROCK2, SRC, LPAR1, PDGFA, PIK3R2, LPAR4, IQGAP2, ACTR3B, IQGAP3, FGD1, RRAS, PDGFD, PDGFC, MYH14, MYH11, WASF1, PAK3, WASF2, PAK4, FGF21, EGF, LIMK1, FN1, ARPC5, SSH2, SSH1, MYLPF, DIAPH1, DIAPH2, DIAPH3, RGCC, FGF18, LOC100511937, FGFR4, FGFR1


			KEGG_PATHWAY			ssc04922:Glucagon signaling pathway			38			0.9728622632			4.59E-05			CAMK2A, PRKAG1, ADCY2, PYGM, ITPR3, PYGL, PDHB, ACACA, FOXO1, PRKAG3, LDHB, GYS1, PPP3CA, LDHA, PPP3CB, PHKG1, AKT2, CREB3L1, CREB3L2, PPARGC1A, CAMK2G, PRKAB2, PDHA1, PGAM2, PHKA1, PHKB, CPT1C, CPT1B, PHKA2, PKM, PLCB1, CALM1, PPARA, PFKM, FBP2, CREB5, ATF4


			KEGG_PATHWAY			ssc04218:Cellular senescence			52			1.3312852023			4.61E-05			LIN54, MRE11, TRAF3IP2, SERPINE1, FOXM1, PPP1CB, PPP3CA, PPP3CB, AKT2, CHEK1, MYBL2, MAP2K2, TGFBR1, TGFBR2, CCNE2, CCNE1, MAPKAPK2, VDAC3, VDAC2, VDAC1, RAF1, SLC25A4, SQSTM1, LIN37, CACNA1D, PIK3R2, ITPR3, FOXO1, CCNB3, CCNB2, CCNB1, RRAS, E2F1, EIF4EBP1, SMAD2, HIPK4, TGFB2, TGFB1, GADD45B, TGFB3, NFATC3, NFATC1, MAPK14, NFATC4, RHEB, CDK1, MDM2, LOC100511937, ATM, RAD9B, CALM1, ATR


			KEGG_PATHWAY			ssc04066:HIF-1 signaling pathway			40			1.0240655402			5.33E-05			FLT1, TFRC, SERPINE1, CAMK2A, PIK3R2, PDHB, ENO3, HK2, HK1, LDHB, LDHA, AKT2, ERBB2, MKNK2, EIF4EBP1, PLCG2, PGK1, ELOB, PLCG1, ELOC, VHL, TIMP1, CAMK2G, IL6R, EGLN1, PDHA1, MAP2K2, ANGPT2, EGF, NOS3, INSR, IGF1, VEGFA, RPS6KB2, LOC100511937, ALDOC, TEK, GAPDH, PFKM


			KEGG_PATHWAY			ssc04910:Insulin signaling pathway			47			1.2032770097			5.99E-05			SHC1, PRKAG1, ARAF, PPP1R3A, CBLB, PYGM, PIK3R2, PYGL, IRS3, CBL, PRKCZ, ACACA, FOXO1, PRKAG3, HK2, HK1, PPP1CB, LIPE, GYS1, PHKG1, AKT2, PRKAR2A, MKNK2, EIF4EBP1, FLOT2, PPARGC1A, PRKCI, PRKAB2, MAP2K2, INSR, PHKA1, PHKB, SORBS1, PHKA2, PPP1R3C, PRKAR1B, PRKAR1A, PPP1R3B, RHEB, RPS6KB2, PPP1R3D, RAPGEF1, TRIP10, LOC100511937, RAF1, CALM1, FBP2


			KEGG_PATHWAY			ssc04512:ECM-receptor interaction			34			0.8704557092			8.86E-05			ITGB1, ITGB4, LAMC3, LAMA4, LAMA3, TNC, HMMR, LAMC1, THBS2, LOC100511343, THBS4, THBS3, SPP1, ITGB7, ITGAV, ITGB6, LAMB3, VWF, ITGA4, ITGA2, FN1, GP1BA, LAMB1, COL2A1, COL1A2, FRAS1, SDC1, ITGA6, ITGA5, AGRN, CD44, FREM2, ITGA9


			KEGG_PATHWAY			ssc05200:Pathways in cancer			139			3.5586277522			9.11E-05			SPI1, ARAF, KEAP1, FZD10, FGF1, EDNRA, FGF9, AKT2, SKP2, IL6R, PDGFRA, IL15RA, IL4R, MAP2K2, WNT5B, DAPK1, DAPK2, HGF, MITF, EML4, MSH6, BCR, ADCY9, MSH2, CCNE2, SMO, CCNE1, IL6ST, RAF1, NOTCH2, NOTCH3, EPAS1, LPAR1, PDGFA, PIK3R2, LPAR4, RASGRP2, PLD1, FOXO1, PLD2, DVL1, PLCG2, ABL1, PLCG1, FGF21, WNT4, SMAD2, STAT5B, GSTM3, TGFB2, TGFB1, FZD2, GADD45B, TGFB3, ZBTB16, FN1, FZD9, IGF1, ESR1, NFKBIA, FGF18, MDM2, LOC100511937, CYCS, GNB5, CALM1, FGFR4, NFE2L2, FGFR1, ITGB1, LAMC3, LAMC1, BRCA2, GLI3, GLI2, CASP9, HEY2, BDKRB2, RAC2, ELOB, ITGAV, IKBKG, ELOC, APC2, APAF1, IL15, MMP2, ITGA2, FOS, TGFBR1, TGFBR2, TRAF3, KIT, TRAF5, CKS2, ITGA6, PLCB1, MET, FH, ROCK2, LAMA4, LAMA3, CAMK2A, GNAI3, ADCY4, ADCY3, ADCY2, CBL, DLL1, ADCY6, GNAI1, GNG2, ERBB2, E2F1, CTNNA1, VHL, BID, RXRG, CAMK2G, IL12RB2, RUNX1T1, EGLN1, NQO1, TCF7L2, TCF7L1, LAMB3, EGF, STAT1, TXNRD1, LAMB1, AGT, VEGFA, RAD51, GSTA4, IL2RA, IL2RB, RPS6KB2, CCDC6, FAS


			KEGG_PATHWAY			ssc01230:Biosynthesis of amino acids			29			0.7424475166			1.15E-04			PRPS1, ACY1, ENO3, MAT2A, IDH3B, PGK1, ASL, GLUL, TPI1, GOT1, IDH3G, GPT2, PGAM2, IDH2, ASNS, PYCR2, ASS1, PKM, PC, CPS1, ACO1, ALDOC, ACO2, ALDH18A1, BCAT1, GAPDH, PFKM, BCAT2, OTC


			KEGG_PATHWAY			ssc00010:Glycolysis / Gluconeogenesis			26			0.6656426011			1.34E-04			GPI, ACSS2, PDHB, ENO3, HK2, HK1, LDHB, LDHA, ALDH2, ALDH3B1, PGK1, DLAT, ACSS1, PGM1, PDHA1, TPI1, PGAM2, AKR1A1, MINPP1, PKM, ALDOC, DLD, GAPDH, PFKM, FBP2


			KEGG_PATHWAY			ssc04110:Cell cycle			43			1.1008704557			1.46E-04			PCNA, BUB1B, TTK, CDC14A, CDC14B, CDC20, CCNB3, CCNB2, CCNB1, CDC45, PTTG1, ORC1, YWHAQ, RAD21, ORC3, CHEK1, E2F1, ABL1, SKP2, BUB1, YWHAG, SMAD2, TGFB2, TGFB1, GADD45B, TGFB3, PLK1, CDC6, YWHAZ, CDC25B, WEE1, DBF4, CCNE2, ESPL1, CCNE1, CDK1, MDM2, MCM3, MCM4, ATM, MCM5, MCM2, ATR


			KEGG_PATHWAY			ssc04211:Longevity regulating pathway			33			0.8448540707			2.19E-04			EHMT2, PRKAG1, ADCY4, ADCY3, ADCY2, PIK3R2, IRS3, ADIPOR2, ADCY6, FOXO1, PRKAG3, CAMKK2, STK11, AKT2, CREB3L1, RB1CC1, SESN1, SESN2, CREB3L2, EIF4EBP1, PPARGC1A, PRKAB2, INSR, IGF1, ADCY9, RHEB, CAT, AKT1S1, RPS6KB2, LOC100511937, ULK1, CREB5, ATF4


			KEGG_PATHWAY			ssc03320:PPAR signaling pathway			30			0.7680491551			2.20E-04			SLC27A1, AQP7, LOC100511343, FADS2, ACADL, CPT2, UBC, ME1, ME3, ACADM, PLTP, RXRG, GK, ACSL1, ACSL4, SORBS1, CPT1C, PODN, CPT1B, CYP27A1, ACOX2, FABP5, FABP7, PLIN4, ACSBG1, PLIN1, ANGPTL4, PPARA, PLIN5


			KEGG_PATHWAY			ssc05412:Arrhythmogenic right ventricular cardiomyopathy			29			0.7424475166			3.35E-04			ITGB1, RYR2, ITGB4, ATP2A3, CACNA1D, ATP2A1, CACNG6, CACNG7, GJA1, SGCD, CDH2, SGCA, CTNNA1, ITGB7, ITGAV, CACNG1, ITGB6, CACNA1S, TCF7L2, TCF7L1, ITGA4, ACTN2, ITGA2, SLC8A3, CACNB1, DES, ITGA6, ITGA5, ITGA9


			KEGG_PATHWAY			ssc00280:Valine, leucine and isoleucine degradation			22			0.5632360471			4.40E-04			MCCC2, BCKDHA, HIBADH, BCKDHB, HSD17B10, ACAT1, HADHB, IL4I1, HADHA, ALDH6A1, AUH, ALDH2, OXCT1, PCCB, AOX1, MMUT, ACADM, HADH, BCAT1, ACADS, DLD, BCAT2


			KEGG_PATHWAY			ssc05166:Human T-cell leukemia virus 1 infection			66			1.6897081413			4.51E-04			SPI1, BUB1B, ITGAL, ELK4, CDC20, PPP3CA, PPP3CB, XPO1, PTTG1, AKT2, CREB3L1, CHEK1, CREB3L2, TSPO, IKBKG, B2M, IL15RA, MAP2K2, IL1R1, IL15, FOS, TGFBR1, TGFBR2, KAT2B, ADCY9, CCNE2, ESPL1, CCNE1, LCK, VDAC3, TBPL1, VDAC2, VDAC1, TLN2, SLC25A4, CREB5, ATF4, SRF, ADCY4, GPS2, ADCY3, ADCY2, PIK3R2, ADCY6, CCNB2, E2F1, SMAD2, STAT5B, EGR1, EGR2, TGFB2, TGFB1, TGFB3, NFATC3, NFATC1, NFATC4, NFKBIA, IL2RA, IL2RB, LOC100511937, ATM, CALR, TCF3, MAP3K14, ATR


			KEGG_PATHWAY			ssc04152:AMPK signaling pathway			40			1.0240655402			7.64E-04			CAB39, CAB39L, PRKAG1, PIK3R2, HMGCR, IRS3, ADIPOR2, ACACA, LOC100511343, FOXO1, PRKAG3, CAMKK2, LIPE, GYS1, STK11, AKT2, CREB3L1, CREB3L2, EIF4EBP1, LEPR, PPARGC1A, PRKAB2, INSR, PPP2R5B, PPP2R5A, IGF1, CPT1C, CPT1B, RAB10, TBC1D1, PPP2R2B, RHEB, AKT1S1, RPS6KB2, LOC100511937, ULK1, PFKM, FBP2, CREB5


			KEGG_PATHWAY			ssc04371:Apelin signaling pathway			44			1.1264720942			7.66E-04			NOTCH3, MYLK2, RYR2, SERPINE1, PRKAG1, GNAI3, ADCY4, ADCY3, ADCY2, PLAT, ITPR3, ADCY6, PRKAG3, GNAI1, MYLK4, LIPE, MAP1LC3B, GNG2, MAP1LC3A, RRAS, AKT2, SPP1, NOS1, MEF2D, PPARGC1A, SMAD2, MEF2A, EGR1, PRKAB2, MEF2C, MAP2K2, NOS3, SPHK1, TGFBR1, SLC8A3, ACTA2, MYL4, ADCY9, RPS6KB2, PLIN1, GNB5, PLCB1, RAF1, CALM1


			KEGG_PATHWAY			ssc04068:FoxO signaling pathway			42			1.0752688172			7.69E-04			SETD7, PRKAG1, ARAF, PIK3R2, IRS3, FOXO1, PRKAG3, CCNB3, CCNB2, CCNB1, STK11, AKT2, S1PR1, HOMER3, SKP2, PLK3, GABARAPL2, PRKAB2, TGFB2, TGFB1, MAP2K2, GADD45B, HOMER1, EGF, TGFB3, HOMER2, INSR, BNIP3, PLK1, IGF1, FBXO32, MAPK14, TGFBR1, TGFBR2, BCL6, CCNG2, CAT, MDM2, LOC100511937, ATM, RAF1, SGK1


			KEGG_PATHWAY			ssc00630:Glyoxylate and dicarboxylate metabolism			15			0.3840245776			0.0010744735			ACSS2, MDH1, MDH2, ACAT1, GRHPR, CAT, PCCB, HYI, ACO1, ACO2, MMUT, ACSS1, HAO2, DLD, GLUL


			KEGG_PATHWAY			ssc04933:AGE-RAGE signaling pathway in diabetic complications			34			0.8704557092			0.0012452372			SERPINE1, PIK3R2, PRKCZ, FOXO1, AKT2, PLCG2, PLCE1, PLCG1, SMAD2, STAT5B, EGR1, TGFB2, TGFB1, VCAM1, TGFB3, STAT1, NOS3, MMP2, PRKCD, FN1, NFATC1, MAPK14, F3, AGT, TGFBR1, VEGFA, TGFBR2, DIAPH1, COL3A1, COL1A2, LOC100511937, PLCB1, PLCD4, PLCD1


			KEGG_PATHWAY			ssc04024:cAMP signaling pathway			63			1.6129032258			0.0013612045			RYR2, OXTR, ATP2A3, ATP2A1, GLI3, PPP1CB, LIPE, EDNRA, AKT2, CREB3L1, CREB3L2, RAC2, PDE4B, PLCE1, SOX9, ABCC4, MAP2K2, EDN3, PDE4D, NPY1R, ATP1B3, FOS, ATP1B1, VAV2, TIAM1, ADCY9, ADORA2A, RAF1, PPARA, RAPGEF3, CREB5, ADCYAP1R1, ROCK2, CAMK2A, GNAI3, ADCY4, ADCY3, ADCY2, CACNA1D, ATP1A2, PIK3R2, PLD1, ADCY6, GNAI1, PLD2, RRAS, CACNA1S, CAMK2G, GRIA4, ATP2B4, ATP2B3, NFATC1, ATP2B2, GRIN2D, NFKBIA, AFDN, GRIN3A, PDE10A, FXYD2, PPP1R1B, PDE3A, LOC100511937, CALM1


			KEGG_PATHWAY			ssc03030:DNA replication			16			0.4096262161			0.001390115			RFC5, PRIM2, RFC3, FEN1, PCNA, LIG1, RPA2, POLA1, POLA2, POLD1, POLE2, POLD2, MCM3, MCM4, MCM5, MCM2


			KEGG_PATHWAY			ssc04611:Platelet activation			39			0.9984639017			0.001521252			ITGB1, MYLK2, ROCK2, SRC, GNAI3, ADCY4, ADCY3, ADCY2, PIK3R2, ITPR3, RASGRP2, PRKCZ, ADCY6, GNAI1, MYLK4, PPP1CB, AKT2, P2RY1, PLCG2, PRKG2, FYN, LYN, GUCY1A1, PRKCI, VWF, NOS3, ITGA2, PLA2G4A, GP1BA, MAPK14, VAMP8, COL3A1, COL1A2, ADCY9, STIM1, LOC100511937, TLN2, PLCB1, FERMT3


			KEGG_PATHWAY			ssc04723:Retrograde endocannabinoid signaling			45			1.1520737327			0.0022291804			NDUFB9, FAAH, NDUFB8, NDUFA13, NDUFB7, NDUFA11, NDUFB6, NDUFB5, NDUFA12, NDUFB3, NDUFA10, GNAI3, ADCY4, ADCY3, NDUFB1, ADCY2, CACNA1D, ITPR3, ADCY6, GNAI1, RIMS1, GNG2, CNR1, CACNA1S, GABRE, NDUFV1, GRIA4, NDUFA9, NDUFA8, NDUFA4, NDUFA3, NDUFA2, NDUFA1, MAPK14, ADCY9, NDUFS7, NDUFS6, NDUFAB1, NDUFS4, NDUFS2, NDUFS1, GNB5, PLCB1, MGLL, ND4


			KEGG_PATHWAY			ssc00230:Purine metabolism			40			1.0240655402			0.0024359154			PRPS1, PDE1C, AK1, ADCY4, NUDT2, AK3, ADCY3, GMPR, ADCY2, AK5, NUDT5, ADCY6, NT5E, ATIC, GUK1, PPAT, PDE4B, NT5M, PDE6A, PGM1, GUCY1A1, ADSL, ENTPD5, PDE4D, ENTPD6, AMPD1, NME4, AMPD3, PAICS, ADCY9, PDE10A, NME6, IMPDH1, NT5C1A, PDE3A, PDE5A, PDE7B, GART, PDE9A


			KEGG_PATHWAY			ssc04540:Gap junction			29			0.7424475166			0.0024636365			SRC, GNAI3, LPAR1, ADCY4, ADCY3, PDGFA, ADCY2, ITPR3, ADCY6, GNAI1, LOC100155138, GJA1, TUBA1B, PDGFD, PDGFC, LOC100158003, PRKG2, MAP3K2, PDGFRA, GUCY1A1, MAP2K2, EGF, TUBB, LOC100510930, TUBA4A, ADCY9, CDK1, PLCB1, RAF1


			KEGG_PATHWAY			ssc04514:Cell adhesion molecules			46			1.1776753712			0.002510745			ITGB1, NLGN3, PTPRS, SDC2, NRXN1, CD80, SDC3, LRRC4, ITGAL, SLITRK2, CDH2, SLITRK1, MPZ, SLITRK4, SLITRK6, SLITRK5, NCAM1, ITGB7, ITGAV, NRCAM, LRRC4C, NEO1, ICOSLG, MPZL1, CD276, JAM3, LRRC4B, VCAM1, XRCC4, NEGR1, ITGA4, IGSF11, CD2, PTPRD, CLDN10, VCAN, CD40LG, PTPRC, CD8A, CNTN1, SDC1, ITGA6, ESAM, CDH15, SIGLEC1, NECTIN3, ITGA9


			KEGG_PATHWAY			ssc05144:Malaria			21			0.5376344086			0.0027286883			CSF3, TGFB2, TGFB1, VCAM1, TGFB3, SDC2, HGF, LOC110259958, IL18, HBB, THBS2, ITGAL, LOC100511343, THBS4, THBS3, CD40LG, TLR9, SDC1, MET


			KEGG_PATHWAY			ssc05212:Pancreatic cancer			26			0.6656426011			0.002798179			ARAF, PIK3R2, PLD1, BRCA2, PLD2, CASP9, AKT2, ERBB2, E2F1, RAC2, IKBKG, SMAD2, TGFB2, TGFB1, GADD45B, EGF, TGFB3, STAT1, TGFBR1, VEGFA, TGFBR2, RAD51, RPS6KB2, LOC100511937, RAF1, ARHGEF6


			KEGG_PATHWAY			ssc01521:EGFR tyrosine kinase inhibitor resistance			27			0.6912442396			0.0028759765			SHC1, SRC, ARAF, PDGFA, PIK3R2, ERBB3, AKT2, PDGFD, ERBB2, PDGFC, EIF4EBP1, KDR, PLCG2, PLCG1, IL6R, PDGFRA, MAP2K2, EGF, HGF, GAB1, IGF1, VEGFA, RPS6KB2, NF1, LOC100511937, RAF1, MET


			KEGG_PATHWAY			ssc04151:PI3K-Akt signaling pathway			90			2.3041474654			0.0030346935			ITGB1, CSF3, FLT1, ITGB4, LAMC3, TNC, BRCA1, LAMC1, FGF1, GHR, CASP9, GYS1, STK11, FGF9, YWHAQ, AKT2, CREB3L1, CREB3L2, KDR, ITGB7, ITGAV, IKBKG, ITGB6, IL6R, YWHAG, PDGFRA, IL4R, MAP2K2, VWF, ITGA4, ITGA2, HGF, PPP2R5B, PPP2R5A, YWHAZ, COL2A1, CCNE2, CCNE1, KIT, ITGA6, ITGA5, RAF1, SGK1, MET, CREB5, ATF4, ITGA9, PHLPP1, LAMA4, LAMA3, LPAR1, PDGFA, PIK3R2, LPAR4, THBS2, THBS4, THBS3, NTF4, GNG2, ERBB3, PDGFD, PDGFC, ERBB2, SPP1, EIF4EBP1, FGF21, NGFR, ANGPT2, LAMB3, EGF, NOS3, INSR, FN1, LAMB1, IGF1, VEGFA, EFNA1, COL1A2, PPP2R2B, RHEB, IL2RA, FGF18, IL2RB, RPS6KB2, MDM2, LOC100511937, GNB5, TEK, FGFR4, FGFR1


			KEGG_PATHWAY			ssc05230:Central carbon metabolism in cancer			24			0.6144393241			0.0032236819			PDGFRA, TIGAR, PDHA1, MAP2K2, NTRK3, IDH2, PGAM2, PIK3R2, PDHB, HK2, HK1, LDHB, LDHA, PKM, AKT2, KIT, ERBB2, LOC100511937, RAF1, PFKM, MET, SLC16A3, FGFR1


			KEGG_PATHWAY			ssc03430:Mismatch repair			11			0.2816180236			0.0034615782			RFC5, MSH6, RFC3, PCNA, MSH2, LIG1, EXO1, POLD1, POLD2, RPA2, PMS2


			KEGG_PATHWAY			ssc04923:Regulation of lipolysis in adipocytes			21			0.5376344086			0.0034768071			INSR, NPY1R, ADCY4, GNAI3, AQP7, ADCY3, ADCY2, PIK3R2, IRS3, ABHD5, ADCY6, CIDEC, GNAI1, LIPE, ADCY9, AKT2, PRKG2, LOC100511937, PLIN1, MGLL, PNPLA2


			KEGG_PATHWAY			ssc01210:2-Oxocarboxylic acid metabolism			10			0.256016385			0.003660187			GOT1, ACY1, IDH3G, GPT2, IDH2, IDH3B, ACO1, ACO2, BCAT1, BCAT2


			KEGG_PATHWAY			ssc03460:Fanconi anemia pathway			19			0.4864311316			0.0038495258			FANCI, BLM, RMI2, WDR48, FANCM, FANCA, RPA2, BRCA1, BRCA2, BRIP1, RAD51, APITD1, EME1, FANCD2, USP1, REV3L, PMS2, POLH, ATR


			KEGG_PATHWAY			ssc04920:Adipocytokine signaling pathway			25			0.6400409626			0.0040961753			PRKAB2, ACSL1, PRKAG1, ACSL4, IRS3, LOC100620540, TNFRSF1B, CPT1C, ADIPOR2, CPT1B, LOC100511343, PRKAG3, CAMKK2, NFKBIA, STK11, AKT2, LEPR, ACSBG1, PRKCQ, IKBKG, PPARA, PPARGC1A, RXRG, NFKBIB


			KEGG_PATHWAY			ssc00270:Cysteine and methionine metabolism			20			0.5120327701			0.0041409863			DNMT1, AHCY, GOT1, TSTD1, MDH1, MDH2, APIP, MRI1, LDHB, IL4I1, LDHA, GCLC, MAT2A, TST, KYAT3, DNMT3B, KYAT1, BCAT1, CDO1, BCAT2


			KEGG_PATHWAY			ssc05215:Prostate cancer			31			0.7936507937			0.0043031693			ARAF, PDGFA, PLAT, PIK3R2, FOXO1, CASP9, AKT2, CREB3L1, PDGFD, ERBB2, CREB3L2, PDGFC, E2F1, IKBKG, PDGFRA, TCF7L2, TCF7L1, MAP2K2, EGF, IGF1, ETV5, NFKBIA, ZEB1, CCNE2, CCNE1, MDM2, LOC100511937, RAF1, CREB5, ATF4, FGFR1


			KEGG_PATHWAY			ssc05017:Spinocerebellar ataxia			43			1.1008704557			0.0046713255			PSMD12, PSMD11, PSMD14, ATP2A3, ATP2A1, RORA, PIK3R2, ITPR3, OMA1, VLDLR, RBPJ, SLC1A6, PSMB6, ATXN3, ATXN1, PSMD4, AKT2, RB1CC1, PSMD3, PSMB1, PSMD1, NOP56, WIPI1, GRIN2D, PSMA5, AFG3L2, PSMA3, PSMC5, DAB1, GRIN3A, PSMC3, PSMC1, PSMC2, VDAC3, PPIF, TBPL1, VDAC2, CYCS, LOC100511937, ULK1, VDAC1, PLCB1, SLC25A4


			KEGG_PATHWAY			ssc04724:Glutamatergic synapse			35			0.8960573477			0.0048488933			GNAI3, ADCY4, ADCY3, SLC1A3, ADCY2, CACNA1D, ITPR3, GRIK2, SLC1A6, PLD1, ADCY6, GNAI1, PLD2, PPP3CA, PPP3CB, GRK2, GRM4, GNG2, GRM7, HOMER3, SLC38A3, GLUL, SLC38A2, GRIA4, SLC38A1, HOMER1, HOMER2, TRPC1, PLA2G4A, GRIN2D, GRIN3A, ADCY9, DLG4, GNB5, PLCB1


			KEGG_PATHWAY			ssc00250:Alanine, aspartate and glutamate metabolism			16			0.4096262161			0.004900308			ADSL, GOT1, GFPT2, GPT2, GFPT1, ASNS, ASS1, DDO, ALDH4A1, IL4I1, CPS1, PPAT, ASL, RIMKLA, RIMKLB, GLUL


			KEGG_PATHWAY			ssc04115:p53 signaling pathway			25			0.6400409626			0.0049922155			STEAP3, SERPINE1, CASP9, CCNB2, CCNB1, SESN1, SESN2, CHEK1, BID, GTSE1, GADD45B, APAF1, IGF1, TP53I3, CCNE2, CCNE1, CCNG2, CCNG1, CDK1, MDM2, FAS, CYCS, ATM, TP73, ATR


			KEGG_PATHWAY			ssc05100:Bacterial invasion of epithelial cells			26			0.6656426011			0.0050632113			ITGB1, ARHGEF26, SHC1, SRC, PIK3R2, CBL, ACTR3B, SEPTIN11, CTNNA1, WASF1, WASF2, ACTR3, SEPTIN1, CAV2, SEPTIN2, GAB1, FN1, SEPTIN6, SEPTIN3, ARPC5, SEPTIN9, DNM1, HCLS1, LOC100511937, ITGA5, MET


			KEGG_PATHWAY			ssc04666:Fc gamma R-mediated phagocytosis			30			0.7680491551			0.0060475668			ASAP3, PIK3R2, ASAP2, PLD1, ACTR3B, PLD2, AKT2, CFL1, RAC2, PLCG2, PLCG1, WASF1, WASF2, LYN, ACTR3, MYO10, SPHK1, PRKCD, LIMK1, PLA2G4A, ARPC5, VAV2, PTPRC, BIN1, RPS6KB2, LOC100511937, AMPH, FCGR2B, PLPP3, RAF1


			KEGG_PATHWAY			ssc04114:Oocyte meiosis			36			0.9216589862			0.0073657236			CAMK2A, ADCY4, ADCY3, ADCY2, ITPR3, ADCY6, AURKA, PPP1CB, CDC20, CCNB2, RPS6KA3, PPP3CA, CCNB1, PPP3CB, PTTG1, YWHAQ, RPS6KA1, FBXO5, CAMK2G, BUB1, YWHAG, PLK1, PPP2R5B, PPP2R5A, IGF1, MAPK14, YWHAZ, SGO1, ADCY9, CCNE2, ESPL1, CCNE1, CDK1, CPEB3, CALM1, CPEB4


			KEGG_PATHWAY			ssc05170:Human immunodeficiency virus 1 infection			59			1.5104966718			0.007468871			CASP9, PPP3CA, PPP3CB, AKT2, CHEK1, CFL1, RAC2, AP1S1, ELOB, IKBKG, ELOC, B2M, PDIA3, MAP2K2, TAP2, TAP1, FOS, TNFRSF1B, TAPBP, TRAF5, RAF1, CUL5, GNAI3, PIK3R2, ITPR3, SAMHD1, GNAI1, CCNB3, CCNB2, CCNB1, GNG2, IRAK1, PLCG2, PTK2B, PLCG1, BID, PAK3, PAK4, LIMK1, NFATC3, NFATC1, MAPK14, NFATC4, NFKBIA, CUL4A, WEE1, STING1, RPS6KB2, CDK1, FAS, LOC100511937, CYCS, ATM, GNB5, CALR, CALM1, CUL4B, ATR


			KEGG_PATHWAY			ssc04974:Protein digestion and absorption			32			0.8192524322			0.0080451515			COL16A1, COL14A1, COL11A1, COL12A1, COL11A2, SLC3A1, ATP1A2, PRCP, SLC3A2, DPP4, SLC38A2, SLC36A4, CPA1, COL27A1, COL22A1, CTRB2, COL23A1, ATP1B3, SLC16A10, ATP1B1, SLC8A3, COL3A1, COL2A1, SLC7A7, COL1A2, COL5A1, SLC7A8, FXYD2, COL5A3, COL7A1, COL5A2, COL21A1


			KEGG_PATHWAY			ssc04925:Aldosterone synthesis and secretion			29			0.7424475166			0.00844898			SCARB1, CAMK2A, ADCY4, ADCY3, ADCY2, CACNA1D, ATP1A2, ITPR3, ADCY6, CACNA1G, LIPE, CREB3L1, CREB3L2, CACNA1S, CAMK2G, HSD3B1, ATP2B4, ATP2B3, ATP1B3, ATP2B2, ATP1B1, AGT, ADCY9, CYP21A1, PRKD1, PLCB1, CALM1, CREB5, ATF4


			KEGG_PATHWAY			ssc04012:ErbB signaling pathway			27			0.6912442396			0.0086290956			SHC1, SRC, CAMK2A, ARAF, CBLB, PIK3R2, CBL, ERBB3, AKT2, ERBB2, EIF4EBP1, PLCG2, ABL1, ABL2, PLCG1, PAK3, CAMK2G, PAK4, STAT5B, MAP2K2, EGF, GAB1, BTC, RPS6KB2, LOC100511937, RAF1, HBEGF


			KEGG_PATHWAY			ssc05211:Renal cell carcinoma			23			0.5888376856			0.0086335822			EGLN1, FH, TGFB2, TGFB1, MAP2K2, EPAS1, TGFB3, HGF, ARAF, GAB1, PIK3R2, LOC100620540, VEGFA, AKT2, RAPGEF1, LOC100511937, ELOB, VHL, ELOC, RAF1, PAK3, MET, PAK4


			KEGG_PATHWAY			ssc00220:Arginine biosynthesis			10			0.256016385			0.0086731214			GOT1, ACY1, CPS1, NOS3, GPT2, ASL, NOS1, GLUL, ASS1, OTC


			KEGG_PATHWAY			ssc04928:Parathyroid hormone synthesis, secretion and action			32			0.8192524322			0.0093256903			GNAI3, ARAF, ADCY4, ADCY3, ADCY2, ITPR3, PTH1R, GATA3, PLD1, ADCY6, GNAI1, PLD2, AKAP13, CREB3L1, CREB3L2, PDE4B, MEF2D, RXRG, MEF2A, EGR1, MEF2C, PDE4D, FOS, MMP14, ADCY9, MMP16, PLCB1, RAF1, CREB5, ATF4, FGFR1, HBEGF


			KEGG_PATHWAY			ssc01250:Biosynthesis of nucleotide sugars			15			0.3840245776			0.0099715015			GPI, PMM1, UXS1, GFPT2, MPI, GFPT1, HK2, HK1, UGDH, GALE, NAGK, UGP2, GMDS, NANS, PGM1


			KEGG_PATHWAY			ssc01212:Fatty acid metabolism			20			0.5120327701			0.0100257714			ACADVL, ACSL1, OXSM, ACSL4, HSD17B12, CPT1C, PODN, CPT1B, ACACA, ACAT1, HADHB, FADS2, HADHA, ACADL, CPT2, ACSBG1, ACADM, HADH, ACADS, FADS1


			KEGG_PATHWAY			ssc04921:Oxytocin signaling pathway			42			1.0752688172			0.0102758712			MYLK2, RYR2, OXTR, ROCK2, SRC, CAMK2A, PRKAG1, GNAI3, ADCY4, ADCY3, ADCY2, CACNA1D, ITPR3, ADCY6, PRKAG3, GNAI1, MYLK4, CAMKK2, PPP1CB, CACNG6, CACNG7, PPP3CA, PPP3CB, CACNG1, CACNA1S, CAMK2G, GUCY1A1, PRKAB2, MEF2C, MAP2K2, NOS3, NFATC3, PLA2G4A, NFATC1, FOS, NFATC4, CACNB1, ADCY9, PLCB1, RAF1, CALM1, PPP1R12B


			KEGG_PATHWAY			ssc05218:Melanoma			23			0.5888376856			0.0103847309			PDGFRA, MAP2K2, GADD45B, EGF, HGF, ARAF, PDGFA, MITF, PIK3R2, IGF1, FGF1, FGF9, AKT2, PDGFD, FGF18, PDGFC, E2F1, MDM2, LOC100511937, RAF1, MET, FGF21, FGFR1


			KEGG_PATHWAY			ssc04979:Cholesterol metabolism			18			0.4608294931			0.0117036642			SCARB1, SORT1, PCSK9, LOC100511343, CYP27A1, NCEH1, NPC1, SOAT1, VAPB, LIPG, VDAC3, TSPO, VDAC2, VDAC1, APOE, ANGPTL4, PLTP


			KEGG_PATHWAY			ssc05161:Hepatitis B			46			1.1776753712			0.0124678884			DDX3X, PCNA, SRC, ARAF, PIK3R2, IFIH1, CASP9, YWHAQ, IRAK1, AKT2, CREB3L1, CREB3L2, E2F1, PTK2B, IKBKG, BID, STAT5B, EGR2, TGFB2, TGFB1, EGR3, MAP2K2, APAF1, TGFB3, STAT1, DDX58, NFATC3, NFATC1, FOS, MAPK14, YWHAZ, TGFBR1, NFATC4, TGFBR2, NFKBIA, MAVS, CCNE2, TRAF3, CCNE1, VDAC3, FAS, CYCS, LOC100511937, RAF1, CREB5, ATF4


			KEGG_PATHWAY			ssc04392:Hippo signaling pathway - multiple species			12			0.3072196621			0.0127179943			MOB1B, TEAD4, WWTR1, FRMD6, DCHS2, RASSF4, DCHS1, TEAD1, AJUBA, TEAD2, STK3, SAV1


			KEGG_PATHWAY			ssc04919:Thyroid hormone signaling pathway			35			0.8960573477			0.0129729223			NOTCH2, NOTCH3, SRC, ATP2A3, ATP1A2, ATP2A1, PIK3R2, FOXO1, CASP9, AKT2, PLCG2, PLCE1, ITGAV, PLCG1, RXRG, WNT4, NCOA2, MAP2K2, STAT1, LOC100736765, ATP1B3, SLC16A10, ATP1B1, ESR1, KAT2B, RHEB, FXYD2, RCAN2, MDM2, LOC100511937, PLCB1, RAF1, PFKM, PLCD4, PLCD1


			KEGG_PATHWAY			ssc00071:Fatty acid degradation			16			0.4096262161			0.0135196394			GCDH, ACADVL, ACSL1, ACSL4, CPT1C, CPT1B, ACAT1, HADHB, HADHA, ACADL, CPT2, ALDH2, ACSBG1, ACADM, HADH, ACADS


			KEGG_PATHWAY			ssc04390:Hippo signaling pathway			43			1.1008704557			0.0139920732			SERPINE1, PARD6G, FZD10, FGF1, PRKCZ, GLI2, STK3, SAV1, AMOT, PPP1CB, YWHAQ, DVL1, CTNNA1, TEAD1, YWHAG, TEAD2, WNT4, SMAD2, APC2, TEAD4, WWTR1, TCF7L2, TCF7L1, PRKCI, TGFB2, TGFB1, FZD2, WNT5B, TGFB3, FZD9, YWHAZ, BMP7, BMP6, TGFBR1, BMP5, TGFBR2, MOB1B, FRMD6, DLG4, PPP2R2B, DLG5, AJUBA, TP73


			KEGG_PATHWAY			ssc00330:Arginine and proline metabolism			18			0.4608294931			0.0144277093			GAMT, OAT, GOT1, MAOB, NOS3, SMOX, ODC1, AZIN2, PYCR2, CNDP2, CKMT2, ALDH4A1, ALDH2, P4HA3, CARNS1, ALDH18A1, NOS1, CKB


			KEGG_PATHWAY			ssc04520:Adherens junction			23			0.5888376856			0.0147404298			TCF7L2, TCF7L1, SRC, INSR, CTNND1, PTPRJ, SORBS1, TGFBR1, TGFBR2, AFDN, FER, PTPRB, ERBB2, CSNK2B, RAC2, CTNNA1, FYN, WASF1, WASF2, MET, NECTIN3, SSX2IP, FGFR1


			KEGG_PATHWAY			ssc04137:Mitophagy - animal			23			0.5888376856			0.0147404298			GABARAPL2, BNIP3L, CALCOCO2, SRC, BNIP3, ATG9A, TFEB, MITF, PINK1, MAP1LC3B, MAP1LC3A, RRAS, UBC, CSNK2B, TOMM7, E2F1, MFN2, ULK1, TBC1D17, SQSTM1, OPTN, RAB7A, ATF4


			KEGG_PATHWAY			ssc04914:Progesterone-mediated oocyte maturation			28			0.7168458781			0.0158038639			GNAI3, ARAF, ADCY4, ADCY3, ADCY2, PIK3R2, ADCY6, GNAI1, AURKA, CCNB3, CCNB2, RPS6KA3, STK10, CCNB1, AKT2, RPS6KA1, BUB1, PLK1, KIF22, IGF1, MAPK14, CDC25B, ADCY9, CDK1, LOC100511937, CPEB3, RAF1, CPEB4


			KEGG_PATHWAY			ssc04210:Apoptosis			38			0.9728622632			0.0189452915			CTSZ, CTSW, PIK3R2, ITPR3, LMNB2, LMNB1, LOC100155138, CASP9, TUBA1B, CTSO, AIFM1, CASP6, CTSL, AKT2, LOC100158003, IKBKG, BID, SPTAN1, CTSC, PARP3, ENDOG, MAP2K2, GADD45B, APAF1, SEPTIN4, FOS, PTPN13, LOC100510930, TUBA4A, NFKBIA, FAS, CYCS, LOC100511937, ATM, RAF1, MAP3K14, ATF4


			KEGG_PATHWAY			ssc05222:Small cell lung cancer			28			0.7168458781			0.0209316887			ITGB1, LAMC3, LAMA4, LAMA3, PIK3R2, LAMC1, CASP9, AKT2, E2F1, ITGAV, IKBKG, SKP2, RXRG, LAMB3, GADD45B, APAF1, ITGA2, FN1, LAMB1, NFKBIA, CCNE2, TRAF3, CCNE1, TRAF5, CKS2, CYCS, LOC100511937, ITGA6


			KEGG_PATHWAY			ssc04370:VEGF signaling pathway			19			0.4864311316			0.0213431141			MAP2K2, NOS3, SRC, SPHK1, PLA2G4A, PIK3R2, MAPK14, VEGFA, CASP9, PPP3CA, PPP3CB, AKT2, MAPKAPK2, RAC2, KDR, PLCG2, LOC100511937, PLCG1, RAF1


			KEGG_PATHWAY			ssc04912:GnRH signaling pathway			27			0.6912442396			0.0215456642			SRC, CAMK2A, ADCY4, ADCY3, ADCY2, CACNA1D, ITPR3, PLD1, ADCY6, PLD2, PTK2B, CACNA1S, CAMK2G, MAP3K2, EGR1, MAP2K2, MMP2, PRKCD, PLA2G4A, MAPK14, MMP14, ADCY9, PLCB1, RAF1, CALM1, ATF4, HBEGF


			KEGG_PATHWAY			ssc01240:Biosynthesis of cofactors			39			0.9984639017			0.025273481			ALAS2, PANK3, FAXC, MPI, AK1, CPOX, AK3, AK5, LIAS, NFS1, UGP2, RDH12, MTHFD1L, SPR, MAT2A, ALDH2, RDH11, FLAD1, GUSB, COX10, NQO1, ADSL, PMM1, MMAB, OXSM, AKR1A1, NME4, DHRS3, COQ6, COQ5, COQ3, UGDH, GCLC, COQ2, NME6, CMPK2, BCAT1, DLD, MOCS1, BCAT2


			KEGG_PATHWAY			ssc03050:Proteasome			16			0.4096262161			0.0255019447			PSMD12, PSMD11, PSMD14, PSMB8, PSMB9, PSMA5, PSMB6, PSMA3, PSMC5, PSMD4, PSMC3, PSMC1, PSMD3, PSMC2, PSMB1, PSMD1


			KEGG_PATHWAY			ssc05163:Human cytomegalovirus infection			58			1.4848950333			0.0255495513			CASP9, AKAP13, PPP3CA, PPP3CB, AKT2, CREB3L1, CREB3L2, RAC2, ITGAV, IKBKG, B2M, IL6R, PDIA3, PDGFRA, MAP2K2, IL1R1, TAP2, TAP1, TAPBP, ADCY9, TRAF5, PLCB1, RAF1, CREB5, ATF4, ROCK2, SRC, GNAI3, ADCY4, ADCY3, ADCY2, PIK3R2, ITPR3, ADCY6, GNAI1, GNG2, CCL5, E2F1, EIF4EBP1, PTK2B, BID, NFATC3, NFATC1, MAPK14, NFATC4, VEGFA, NFKBIA, STING1, RHEB, RPS6KB2, MDM2, FAS, LOC100511937, CYCS, GNB5, CALR, CALM1


			KEGG_PATHWAY			ssc04926:Relaxin signaling pathway			36			0.9216589862			0.0256236146			SHC1, SRC, GNAI3, ADCY4, ADCY3, ADCY2, PIK3R2, PRKCZ, ADCY6, GNAI1, GNG2, AKT2, CREB3L1, CREB3L2, NOS1, SMAD2, TGFB1, MAP2K2, NOS3, MMP2, FOS, MAPK14, TGFBR1, VEGFA, TGFBR2, ACTA2, NFKBIA, COL3A1, COL1A2, ADCY9, LOC100511937, GNB5, PLCB1, RAF1, CREB5, ATF4


			KEGG_PATHWAY			ssc04625:C-type lectin receptor signaling pathway			30			0.7680491551			0.0287801902			SRC, CBLB, PIK3R2, ITPR3, LOC100620540, PPP3CA, PPP3CB, RRAS, AKT2, PLCG2, IKBKG, PLK3, EGR2, EGR3, STAT1, PRKCD, NFATC3, NFATC1, MAPK14, NFATC4, NFKBIA, CD209, BCL3, MAPKAPK2, MDM2, LOC100511937, RAF1, CALM1, MAP3K14, IRF9


			KEGG_PATHWAY			ssc04072:Phospholipase D signaling pathway			40			1.0240655402			0.0297528359			SHC1, LPAR1, ADCY4, ADCY3, PDGFA, ADCY2, PIK3R2, LPAR4, LOC100620540, PLD1, ADCY6, AGPAT4, PLD2, GRM4, GRM7, RRAS, AKT2, PDGFD, PDGFC, PLCG2, PTK2B, FYN, PLCG1, PDGFRA, MAP2K2, EGF, INSR, SPHK1, GAB1, PLA2G4A, AGT, DNM1, ADCY9, RHEB, KIT, LOC100511937, PLPP3, PLCB1, RAF1, RAPGEF3


			KEGG_PATHWAY			ssc05165:Human papillomavirus infection			79			2.0225294419			0.032979113			ITGB1, ITGB4, LAMC3, TNC, LAMC1, TCIRG1, FZD10, RBPJ, LFNG, AKT2, CREB3L1, HEY2, CREB3L2, ITGB7, ITGAV, IKBKG, ITGB6, APC2, HES6, PRKCI, MAP2K2, VWF, WNT5B, ITGA4, ITGA2, PPP2R5B, PPP2R5A, COL2A1, PKM, CCNE2, CCNE1, TRAF3, MFNG, TBPL1, ITGA6, ITGA5, MAML3, RAF1, IRF9, CREB5, ITGA9, NOTCH2, NOTCH3, LAMA4, LAMA3, PARD6G, PIK3R2, THBS2, PRKCZ, THBS4, FOXO1, THBS3, DVL1, E2F1, SPP1, EIF4EBP1, WNT4, BCAP31, TCF7L2, TCF7L1, FZD2, LAMB3, EGF, STAT1, MX1, FZD9, FN1, LAMB1, VEGFA, COL1A2, PPP2R2B, RHEB, PSMC1, RPS6KB2, MDM2, FAS, LOC100511937, ATM, ATR


			KEGG_PATHWAY			ssc04911:Insulin secretion			25			0.6400409626			0.0343981873			RYR2, ADCYAP1R1, RAB3A, CAMK2A, ADCY4, ADCY3, ADCY2, CACNA1D, ATP1A2, ITPR3, ADCY6, PCLO, CREB3L1, CREB3L2, KCNN1, KCNN2, CACNA1S, CAMK2G, ATP1B3, ATP1B1, ADCY9, FXYD2, PLCB1, CREB5, ATF4


			KEGG_PATHWAY			ssc04722:Neurotrophin signaling pathway			33			0.8448540707			0.0360179104			BEX3, MAGED1, SHC1, CAMK2A, PIK3R2, LOC100620540, NTF4, RPS6KA3, LOC100518738, IRAK1, IRAK2, AKT2, RPS6KA1, PLCG2, ABL1, PLCG1, CAMK2G, NGFR, MAP2K2, SORT1, NTRK3, PRKCD, GAB1, MAPK14, NFKBIA, MAPKAPK2, RAPGEF1, LOC100511937, RAF1, CALM1, NFKBIB, ATF4, TP73


			KEGG_PATHWAY			ssc03440:Homologous recombination			14			0.3584229391			0.0371379705			BARD1, BLM, MRE11, RPA2, BRCA1, BRCA2, RAD51B, BRIP1, RAD51, EME1, POLD1, POLD2, RBBP8, ATM


			KEGG_PATHWAY			ssc05207:Chemical carcinogenesis - receptor activation			51			1.3056835637			0.0408762151			AHR, RPS6KA3, FGF9, AKT2, CREB3L1, RPS6KA1, CREB3L2, KPNA5, KPNA2, KPNA3, KPNA1, MAP2K2, FOS, PARP9, ADCY9, LOC102165015, RAF1, PPARA, CREB5, ATF4, NOTCH2, CHRNA3, SRC, NR1I3, GNAI3, ADCY4, ADCY3, ADCY2, CACNA1D, PIK3R2, DLL1, ADCY6, GNAI1, E2F1, EIF4EBP1, CACNA1S, RXRG, STAT5B, GSTM3, EGF, PTGES3, EPHX2, CDC6, KLF4, ESR1, VEGFA, GSTA4, BCL6, FGF18, RPS6KB2, CYP1A1, LOC100511937


			KEGG_PATHWAY			ssc05418:Fluid shear stress and atherosclerosis			37			0.9472606247			0.0412416882			CNP, SRC, SDC2, PDGFA, KEAP1, PLAT, PIK3R2, PRKCZ, CTSL, AKT2, RAC2, KDR, ITGAV, IKBKG, ACVR1, MEF2A, GSTM3, NQO1, MEF2C, VCAM1, CAV2, DUSP1, IL1R1, NOS3, MMP2, FOS, MAPK14, ASS1, VEGFA, GSTA4, SDC1, LOC100511937, ARHGEF2, CALM1, SQSTM1, NFE2L2


			KEGG_PATHWAY			ssc04213:Longevity regulating pathway - multiple species			19			0.4864311316			0.0412992531			PRKAB2, HSPA1L, INSR, ADCY4, PRKAG1, ADCY3, ADCY2, PIK3R2, IRS3, IGF1, ADCY6, FOXO1, PRKAG3, ADCY9, AKT2, RPS6KB2, CAT, AKT1S1, LOC100511937


			KEGG_PATHWAY			ssc03410:Base excision repair			12			0.3072196621			0.0445018946			FEN1, PARP3, NEIL3, PCNA, LIG1, POLD1, POLE2, POLD2, POLL, NEIL1, UNG, MUTYH


			KEGG_PATHWAY			ssc04960:Aldosterone-regulated sodium reabsorption			13			0.3328213006			0.0449494519			INSR, NEDD4L, ATP1B3, PIK3R2, ATP1A2, IGF1, ATP1B1, SLC9A3R2, HSD11B2, FXYD2, SCNN1A, LOC100511937, SGK1


			KEGG_PATHWAY			ssc05226:Gastric cancer			39			0.9984639017			0.0455847753			ABCB1, SHC1, ARAF, PIK3R2, FZD10, FGF1, FGF9, AKT2, DVL1, ERBB2, E2F1, CTNNA1, RXRG, WNT4, FGF21, SMAD2, APC2, TCF7L2, TCF7L1, TGFB2, TGFB1, MAP2K2, FZD2, WNT5B, GADD45B, EGF, TGFB3, HGF, FZD9, GAB1, TGFBR1, TGFBR2, CCNE2, CCNE1, RPS6KB2, FGF18, LOC100511937, RAF1, MET


			KEGG_PATHWAY			ssc04935:Growth hormone synthesis, secretion and action			32			0.8192524322			0.0464255768			SHC1, GNAI3, ADCY4, ADCY3, ADCY2, CACNA1D, PIK3R2, ITPR3, IRS3, ADCY6, GNAI1, GHR, AKT2, CREB3L1, CREB3L2, PLCG2, PLCG1, CACNA1S, JUNB, STAT5B, MAP2K2, STAT1, FOS, IGF1, MAPK14, ADCY9, LOC100511937, PLCB1, RAF1, MRAP2, CREB5, ATF4


			KEGG_PATHWAY			ssc04927:Cortisol synthesis and secretion			19			0.4864311316			0.0479029597			SCARB1, HSD3B1, ADCY4, ADCY3, ADCY2, CACNA1D, ITPR3, ADCY6, AGT, CACNA1G, ADCY9, NCEH1, CREB3L1, CYP21A1, CREB3L2, CACNA1S, PLCB1, CREB5, ATF4


			KEGG_PATHWAY			ssc05220:Chronic myeloid leukemia			22			0.5632360471			0.0496559327			STAT5B, TGFB2, TGFB1, MAP2K2, GADD45B, SHC1, TGFB3, ARAF, PIK3R2, LOC100620540, CBL, TGFBR1, TGFBR2, NFKBIA, BCR, AKT2, E2F1, MDM2, ABL1, LOC100511937, IKBKG, RAF1
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			Table S5 SNPs harbored by overlapping DEGs involved in mTOR signaling pathways.


			Chrom			Position			SNP_type			Gene_name			Ref_allele			Alt_allele			Allele frequency of Alt allele						△AF


																					TIBP			LWP


			NC_010443.5			29384347			intergenic_region			LOC110260032-SGK1			G			C			0.68			0.03			0.66


			NC_010443.5			29385655			intergenic_region			LOC110260032-SGK1			T			A			0.64			0.03			0.62


			NC_010443.5			29386043			intergenic_region			LOC110260032-SGK1			C			T			0.57			0.03			0.55


			NC_010443.5			29386543			intergenic_region			LOC110260032-SGK1			A			G			0.58			0.03			0.55


			NC_010443.5			29387176			intergenic_region			LOC110260032-SGK1			C			A			0.51			0.00			0.51


			NC_010443.5			29387607			intergenic_region			LOC110260032-SGK1			A			G			0.66			0.03			0.63


			NC_010443.5			29388096			intergenic_region			LOC110260032-SGK1			G			C			0.59			0.03			0.57


			NC_010443.5			29388772			intergenic_region			LOC110260032-SGK1			G			A			0.62			0.03			0.59


			NC_010443.5			29389724			intergenic_region			LOC110260032-SGK1			C			A			0.64			0.03			0.61


			NC_010443.5			29390971			intergenic_region			LOC110260032-SGK1			C			T			0.52			0.00			0.52


			NC_010443.5			29391254			intergenic_region			LOC110260032-SGK1			C			G			0.64			0.00			0.64


			NC_010443.5			29391361			intergenic_region			LOC110260032-SGK1			C			T			0.70			0.00			0.70


			NC_010443.5			29391681			intergenic_region			LOC110260032-SGK1			G			A			0.73			0.03			0.71


			NC_010443.5			29391995			intergenic_region			LOC110260032-SGK1			A			C			0.76			0.03			0.74


			NC_010443.5			29393840			intergenic_region			LOC110260032-SGK1			A			G			0.64			0.00			0.64


			NC_010443.5			29394189			intergenic_region			LOC110260032-SGK1			G			T			0.59			0.00			0.59


			NC_010443.5			29397209			intergenic_region			LOC110260032-SGK1			A			C			0.90			0.32			0.58


			NC_010443.5			29397389			intergenic_region			LOC110260032-SGK1			C			T			0.89			0.29			0.60


			NC_010443.5			29399663			intergenic_region			LOC110260032-SGK1			C			T			0.60			0.03			0.58


			NC_010443.5			29400198			intergenic_region			LOC110260032-SGK1			G			A			0.65			0.03			0.62


			NC_010443.5			29404435			intergenic_region			LOC110260032-SGK1			A			C			0.55			0.00			0.55


			NC_010443.5			29404454			intergenic_region			LOC110260032-SGK1			G			A			0.57			0.00			0.57


			NC_010443.5			29404498			intergenic_region			LOC110260032-SGK1			C			T			0.29			0.79			0.51


			NC_010443.5			29404528			intergenic_region			LOC110260032-SGK1			A			G			0.55			0.00			0.55


			NC_010443.5			29423896			intergenic_region			LOC110260032-SGK1			T			G			0.52			0.00			0.52


			NC_010443.5			29476355			intergenic_region			LOC110260032-SGK1			C			T			0.44			1.00			0.56


			NC_010443.5			29490451			intergenic_region			LOC110260032-SGK1			T			C			0.08			0.69			0.61


			NC_010443.5			29552061			intergenic_region			LOC110260032-SGK1			G			A			0.45			0.97			0.52


			NC_010443.5			29552092			intergenic_region			LOC110260032-SGK1			T			C			0.44			0.97			0.53


			NC_010443.5			29564727			intergenic_region			LOC110260032-SGK1			A			C			0.48			1.00			0.53


			NC_010443.5			29565561			intergenic_region			LOC110260032-SGK1			G			A			0.49			1.00			0.51


			NC_010443.5			29565956			intergenic_region			LOC110260032-SGK1			A			G			0.49			1.00			0.51


			NC_010443.5			29566874			intergenic_region			LOC110260032-SGK1			A			T			0.49			1.00			0.51


			NC_010443.5			29569025			intergenic_region			LOC110260032-SGK1			A			G			0.44			1.00			0.56


			NC_010443.5			29569028			intergenic_region			LOC110260032-SGK1			A			G			0.46			1.00			0.54


			NC_010443.5			29569173			intergenic_region			LOC110260032-SGK1			G			A			0.49			1.00			0.51


			NC_010443.5			29569590			intergenic_region			LOC110260032-SGK1			T			C			0.45			1.00			0.55


			NC_010443.5			29569745			intergenic_region			LOC110260032-SGK1			A			C			0.49			1.00			0.51


			NC_010443.5			29569843			intergenic_region			LOC110260032-SGK1			A			G			0.49			1.00			0.51


			NC_010443.5			29570008			intergenic_region			LOC110260032-SGK1			T			C			0.49			1.00			0.51


			NC_010443.5			29570294			intergenic_region			LOC110260032-SGK1			T			C			0.49			1.00			0.51


			NC_010443.5			29576136			intergenic_region			LOC110260032-SGK1			A			G			0.35			0.89			0.55


			NC_010443.5			29588549			intergenic_region			LOC110260032-SGK1			C			T			0.11			0.63			0.52


			NC_010443.5			29588978			intergenic_region			LOC110260032-SGK1			T			C			0.77			0.00			0.77


			NC_010443.5			29589097			intergenic_region			LOC110260032-SGK1			T			C			0.70			0.00			0.70


			NC_010443.5			29589403			intergenic_region			LOC110260032-SGK1			A			G			0.68			0.00			0.68


			NC_010443.5			29589437			intergenic_region			LOC110260032-SGK1			A			T			0.68			0.00			0.68


			NC_010443.5			29589438			intergenic_region			LOC110260032-SGK1			T			G			0.68			0.00			0.68


			NC_010443.5			29589451			intergenic_region			LOC110260032-SGK1			A			G			0.64			0.00			0.64


			NC_010443.5			29589554			intergenic_region			LOC110260032-SGK1			G			A			0.79			0.06			0.74


			NC_010443.5			29590444			intergenic_region			LOC110260032-SGK1			C			A			0.61			0.00			0.61


			NC_010443.5			29590676			intergenic_region			LOC110260032-SGK1			C			T			0.81			0.21			0.59


			NC_010443.5			29593180			intergenic_region			LOC110260032-SGK1			A			G			0.56			0.03			0.53


			NC_010443.5			29593805			intergenic_region			LOC110260032-SGK1			A			G			0.67			0.00			0.67


			NC_010443.5			29593812			intergenic_region			LOC110260032-SGK1			T			C			0.64			0.00			0.64


			NC_010443.5			29594472			intergenic_region			LOC110260032-SGK1			C			T			0.60			0.00			0.60


			NC_010443.5			29594474			intergenic_region			LOC110260032-SGK1			T			C			0.60			0.00			0.60


			NC_010443.5			29594489			intergenic_region			LOC110260032-SGK1			T			A			0.60			0.00			0.60


			NC_010443.5			29594531			intergenic_region			LOC110260032-SGK1			A			G			0.63			0.00			0.63


			NC_010443.5			29594542			intergenic_region			LOC110260032-SGK1			T			C			0.63			0.00			0.63


			NC_010443.5			29602297			intergenic_region			LOC110260032-SGK1			C			A			0.58			0.03			0.55


			NC_010443.5			29602327			intergenic_region			LOC110260032-SGK1			G			A			0.74			0.11			0.64


			NC_010443.5			29602520			intergenic_region			LOC110260032-SGK1			T			C			0.80			0.08			0.72


			NC_010443.5			29607024			intergenic_region			LOC110260032-SGK1			C			T			0.82			0.29			0.52


			NC_010443.5			29612640			intergenic_region			LOC110260032-SGK1			T			C			0.45			1.00			0.55


			NC_010443.5			29613780			intergenic_region			LOC110260032-SGK1			A			C			0.42			0.95			0.53


			NC_010443.5			29614724			intergenic_region			LOC110260032-SGK1			G			A			0.35			0.87			0.51


			NC_010443.5			29615226			intergenic_region			LOC110260032-SGK1			T			A			0.20			0.74			0.54


			NC_010443.5			29615634			intergenic_region			LOC110260032-SGK1			T			G			0.40			0.97			0.58


			NC_010443.5			29617451			intergenic_region			LOC110260032-SGK1			G			T			0.42			0.97			0.55


			NC_010443.5			29617567			intergenic_region			LOC110260032-SGK1			C			T			0.13			0.83			0.71


			NC_010443.5			29623743			intergenic_region			LOC110260032-SGK1			C			G			0.12			0.87			0.75


			NC_010443.5			29623962			intergenic_region			LOC110260032-SGK1			G			A			0.28			0.87			0.58


			NC_010443.5			29624155			intergenic_region			LOC110260032-SGK1			A			G			0.29			0.89			0.60


			NC_010443.5			29624262			intergenic_region			LOC110260032-SGK1			C			A			0.28			0.84			0.56


			NC_010443.5			29624752			intergenic_region			LOC110260032-SGK1			T			C			0.13			0.84			0.72


			NC_010443.5			29632066			intron_variant			SGK1			T			C			0.15			0.89			0.75


			NC_010443.5			29633095			intron_variant			SGK1			A			C			0.64			0.11			0.53


			NC_010443.5			29637769			intron_variant			SGK1			C			T			0.78			0.13			0.65


			NC_010443.5			29637790			intron_variant			SGK1			C			A			0.78			0.16			0.63


			NC_010443.5			29637809			intron_variant			SGK1			A			T			0.78			0.16			0.63


			NC_010443.5			29638248			intron_variant			SGK1			G			A			0.83			0.03			0.80


			NC_010443.5			29639820			intron_variant			SGK1			T			C			0.86			0.11			0.75


			NC_010443.5			29640740			intron_variant			SGK1			C			T			0.71			0.11			0.61


			NC_010443.5			29645584			intron_variant			SGK1			G			A			0.11			0.88			0.76


			NC_010443.5			29647772			intron_variant			SGK1			T			C			0.54			0.03			0.51


			NC_010443.5			29647846			intron_variant			SGK1			C			T			0.63			0.03			0.60


			NC_010443.5			29647969			intron_variant			SGK1			G			A			0.67			0.05			0.62


			NC_010443.5			29648032			intron_variant			SGK1			G			A			0.69			0.06			0.63


			NC_010443.5			29648089			intron_variant			SGK1			T			G			0.62			0.05			0.57


			NC_010443.5			29648136			intron_variant			SGK1			T			C			0.82			0.13			0.70


			NC_010443.5			29648185			intron_variant			SGK1			A			G			0.65			0.05			0.60


			NC_010443.5			29648374			intron_variant			SGK1			C			T			0.57			0.03			0.54


			NC_010443.5			29651369			intron_variant			SGK1			T			C			0.31			0.84			0.53


			NC_010443.5			29651645			intron_variant			SGK1			G			A			0.35			0.88			0.53


			NC_010443.5			29651664			intron_variant			SGK1			C			G			0.17			0.88			0.71


			NC_010443.5			29651670			intron_variant			SGK1			G			A			0.17			0.88			0.71


			NC_010443.5			29651683			intron_variant			SGK1			C			T			0.17			0.94			0.77


			NC_010443.5			29651835			intron_variant			SGK1			G			A			0.19			0.91			0.73


			NC_010443.5			29651879			intron_variant			SGK1			C			G			0.17			0.91			0.74


			NC_010443.5			29651898			intron_variant			SGK1			T			C			0.17			0.87			0.70


			NC_010443.5			29651899			intron_variant			SGK1			G			A			0.17			0.87			0.70


			NC_010443.5			29651923			intron_variant			SGK1			C			T			0.19			0.86			0.67


			NC_010443.5			29652681			intron_variant			SGK1			T			C			0.21			0.93			0.72


			NC_010443.5			29653088			intron_variant			SGK1			T			C			0.24			0.92			0.68


			NC_010443.5			29653437			intron_variant			SGK1			C			T			0.23			0.94			0.72


			NC_010443.5			29653688			intron_variant			SGK1			A			G			0.16			0.82			0.66


			NC_010443.5			29654875			intron_variant			SGK1			G			A			0.05			0.55			0.51


			NC_010443.5			29655358			intron_variant			SGK1			C			T			0.13			0.78			0.64


			NC_010443.5			29655376			intron_variant			SGK1			A			G			0.15			0.92			0.77


			NC_010443.5			29655381			intron_variant			SGK1			G			A			0.11			0.77			0.66


			NC_010443.5			29656888			intron_variant			SGK1			A			T			0.34			0.89			0.56


			NC_010443.5			29657740			intron_variant			SGK1			G			C			0.03			0.56			0.52


			NC_010443.5			29657748			intron_variant			SGK1			G			A			0.59			0.09			0.50


			NC_010443.5			29657973			intron_variant			SGK1			T			C			0.65			0.06			0.59


			NC_010443.5			29658033			intron_variant			SGK1			G			A			0.61			0.06			0.55


			NC_010443.5			29658074			intron_variant			SGK1			T			A			0.60			0.06			0.54


			NC_010443.5			29658134			intron_variant			SGK1			T			C			0.64			0.12			0.52


			NC_010443.5			29658140			intron_variant			SGK1			A			G			0.64			0.12			0.52


			NC_010443.5			29660742			intron_variant			SGK1			T			C			0.68			0.03			0.65


			NC_010443.5			29661083			intron_variant			SGK1			T			C			0.73			0.11			0.62


			NC_010443.5			29661159			intron_variant			SGK1			T			C			0.76			0.13			0.62


			NC_010443.5			29662821			intron_variant			SGK1			G			A			0.86			0.15			0.70


			NC_010443.5			29664310			intron_variant			SGK1			T			C			0.74			0.17			0.58


			NC_010443.5			29665761			intron_variant			SGK1			T			C			0.57			0.03			0.54


			NC_010443.5			29665778			intron_variant			SGK1			C			T			0.56			0.03			0.53


			NC_010443.5			29665830			intron_variant			SGK1			C			T			0.56			0.03			0.53


			NC_010443.5			29670888			intron_variant			SGK1			C			G			0.15			0.86			0.70


			NC_010443.5			29671045			intron_variant			SGK1			C			G			0.05			0.58			0.52


			NC_010443.5			29673166			intron_variant			SGK1			A			G			0.71			0.11			0.61


			NC_010443.5			29673647			intron_variant			SGK1			G			T			0.63			0.12			0.51


			NC_010443.5			29673709			intron_variant			SGK1			A			G			0.68			0.09			0.59


			NC_010443.5			29680494			intron_variant			SGK1			C			T			0.11			0.75			0.64


			NC_010443.5			29680525			intron_variant			SGK1			T			C			0.15			0.78			0.63


			NC_010443.5			29680549			intron_variant			SGK1			G			C			0.14			0.75			0.61


			NC_010443.5			29680570			intron_variant			SGK1			T			C			0.13			0.75			0.62


			NC_010443.5			29681191			intron_variant			SGK1			A			G			0.69			0.08			0.60


			NC_010443.5			29681591			intron_variant			SGK1			A			G			0.65			0.13			0.52


			NC_010443.5			29681787			intron_variant			SGK1			C			A			0.63			0.08			0.55


			NC_010443.5			29681827			intron_variant			SGK1			A			C			0.63			0.11			0.52


			NC_010443.5			29682063			intron_variant			SGK1			A			G			0.71			0.13			0.58


			NC_010443.5			29684997			intron_variant			SGK1			T			C			0.72			0.13			0.58


			NC_010443.5			29685102			intron_variant			SGK1			G			A			0.81			0.29			0.52


			NC_010443.5			29685104			intron_variant			SGK1			T			A			0.81			0.29			0.52


			NC_010443.5			29685107			intron_variant			SGK1			G			A			0.81			0.29			0.52


			NC_010443.5			29685124			intron_variant			SGK1			A			C			0.73			0.08			0.65


			NC_010443.5			29685135			intron_variant			SGK1			G			A			0.72			0.08			0.64


			NC_010443.5			29685293			intron_variant			SGK1			C			T			0.07			0.63			0.56


			NC_010443.5			29685647			intron_variant			SGK1			T			C			0.05			0.61			0.56


			NC_010443.5			29686100			intron_variant			SGK1			T			C			0.06			0.67			0.61


			NC_010443.5			29686111			intron_variant			SGK1			G			A			0.07			0.67			0.59


			NC_010443.5			29686198			intron_variant			SGK1			C			A			0.07			0.66			0.59


			NC_010443.5			29686217			intron_variant			SGK1			T			C			0.07			0.63			0.56


			NC_010443.5			29686867			upstream_gene_variant			SGK1			T			A			0.79			0.26			0.53


			NC_010443.5			29688132			intron_variant			SGK1			C			T			0.83			0.26			0.56


			NC_010443.5			29688154			intron_variant			SGK1			T			G			0.82			0.28			0.54


			NC_010443.5			29688737			intron_variant			SGK1			G			A			0.85			0.29			0.56


			NC_010443.5			29688759			intron_variant			SGK1			G			T			0.86			0.29			0.57


			NC_010443.5			29688867			intron_variant			SGK1			C			T			0.88			0.29			0.59


			NC_010443.5			29688868			intron_variant			SGK1			A			G			0.88			0.29			0.59


			NC_010443.5			29688878			intron_variant			SGK1			A			G			0.89			0.29			0.60


			NC_010443.5			29688993			intron_variant			SGK1			A			G			0.82			0.24			0.58


			NC_010443.5			29689058			intron_variant			SGK1			C			G			0.87			0.32			0.55


			NC_010443.5			29689063			intron_variant			SGK1			G			T			0.83			0.13			0.70


			NC_010443.5			29689100			intron_variant			SGK1			C			T			0.86			0.34			0.52


			NC_010443.5			29689381			intron_variant			SGK1			A			C			0.88			0.16			0.72


			NC_010443.5			29689471			intron_variant			SGK1			T			C			0.87			0.32			0.55


			NC_010443.5			29689576			intron_variant			SGK1			G			A			0.83			0.16			0.68


			NC_010443.5			29690155			intron_variant			SGK1			G			A			0.84			0.22			0.62


			NC_010443.5			29690202			intron_variant			SGK1			A			G			0.84			0.13			0.71


			NC_010443.5			29690203			intron_variant			SGK1			A			C			0.84			0.13			0.71


			NC_010443.5			29690273			intron_variant			SGK1			T			G			0.83			0.12			0.71


			NC_010443.5			29690287			intron_variant			SGK1			T			C			0.82			0.13			0.70


			NC_010443.5			29690658			intron_variant			SGK1			C			A			0.77			0.11			0.66


			NC_010443.5			29690759			intron_variant			SGK1			T			C			0.85			0.32			0.53


			NC_010443.5			29690773			intron_variant			SGK1			C			T			0.76			0.13			0.63


			NC_010443.5			29691366			intron_variant			SGK1			A			G			0.86			0.33			0.53


			NC_010443.5			29693517			intron_variant			SGK1			G			A			0.86			0.11			0.76


			NC_010443.5			29698555			intron_variant			SGK1			G			C			0.80			0.06			0.74


			NC_010443.5			29702321			intron_variant			SGK1			T			A			0.62			0.08			0.54


			NC_010443.5			29702326			intron_variant			SGK1			C			T			0.68			0.08			0.60


			NC_010443.5			29707199			intron_variant			SGK1			T			G			0.53			0.03			0.51


			NC_010443.5			29707751			intron_variant			SGK1			T			C			0.51			0.00			0.51


			NC_010443.5			29709087			intron_variant			SGK1			G			A			0.81			0.29			0.52


			NC_010443.5			29709089			intron_variant			SGK1			G			A			0.81			0.29			0.52


			NC_010443.5			29710984			intron_variant			SGK1			G			T			0.99			0.33			0.65


			NC_010443.5			29711028			intron_variant			SGK1			A			C			0.99			0.36			0.63


			NC_010443.5			29711070			intron_variant			SGK1			T			C			0.99			0.36			0.63


			NC_010443.5			29720366			intron_variant			SGK1			A			G			0.67			0.16			0.51


			NC_010443.5			29726446			intron_variant			SGK1			A			G			0.52			0.00			0.52


			NC_010443.5			29726450			intron_variant			SGK1			G			A			0.55			0.00			0.55


			NC_010443.5			29726993			intron_variant			SGK1			G			C			0.54			0.00			0.54


			NC_010443.5			29727275			intron_variant			SGK1			T			C			0.54			0.00			0.54


			NC_010443.5			29727900			intron_variant			SGK1			G			A			0.55			0.00			0.55


			NC_010443.5			29727961			intron_variant			SGK1			A			C			0.56			0.00			0.56


			NC_010443.5			29728353			intron_variant			SGK1			G			A			0.54			0.00			0.54


			NC_010443.5			29728778			intron_variant			SGK1			C			T			0.55			0.00			0.55


			NC_010443.5			29728971			intron_variant			SGK1			G			A			0.64			0.00			0.64


			NC_010443.5			29729363			intron_variant			SGK1			T			C			0.68			0.05			0.63


			NC_010443.5			29729470			intron_variant			SGK1			A			G			0.55			0.00			0.55


			NC_010443.5			29729483			intron_variant			SGK1			T			C			0.54			0.00			0.54


			NC_010443.5			29729785			intron_variant			SGK1			A			G			0.79			0.03			0.76


			NC_010443.5			29730110			intron_variant			SGK1			A			T			0.68			0.03			0.66


			NC_010443.5			29730412			intron_variant			SGK1			A			T			0.76			0.13			0.64


			NC_010443.5			29731877			intron_variant			SGK1			A			G			0.59			0.03			0.56


			NC_010443.5			29756375			intergenic_region			SGK1-SLC2A12			T			A			0.14			0.71			0.57


			NC_010443.5			29756484			intergenic_region			SGK1-SLC2A12			C			T			0.69			0.08			0.60


			NC_010443.5			29756541			intergenic_region			SGK1-SLC2A12			G			A			0.67			0.11			0.57


			NC_010443.5			29756573			intergenic_region			SGK1-SLC2A12			T			C			0.27			0.84			0.58


			NC_010443.5			29767884			intergenic_region			SGK1-SLC2A12			A			C			0.53			0.03			0.51


			NC_010443.5			29772885			intergenic_region			SGK1-SLC2A12			G			A			0.22			0.81			0.60


			NC_010443.5			29774498			intergenic_region			SGK1-SLC2A12			T			A			0.37			0.95			0.58


			NC_010443.5			29778865			intergenic_region			SGK1-SLC2A12			T			C			0.07			0.71			0.64


			NC_010443.5			29778885			intergenic_region			SGK1-SLC2A12			C			T			0.07			0.65			0.58


			NC_010443.5			29778901			intergenic_region			SGK1-SLC2A12			T			C			0.07			0.61			0.54


			NC_010443.5			29780168			intergenic_region			SGK1-SLC2A12			G			A			0.05			0.55			0.51


			NC_010443.5			29780460			intergenic_region			SGK1-SLC2A12			G			A			0.05			0.55			0.51


			NC_010443.5			29780729			intergenic_region			SGK1-SLC2A12			T			C			0.07			0.61			0.54


			NC_010443.5			29784101			intergenic_region			SGK1-SLC2A12			G			C			0.13			0.64			0.51


			NC_010443.5			29785061			intergenic_region			SGK1-SLC2A12			G			C			0.35			0.86			0.51


			NC_010443.5			29785660			intergenic_region			SGK1-SLC2A12			T			A			0.15			0.70			0.55


			NC_010443.5			29788776			intergenic_region			SGK1-SLC2A12			A			T			0.38			0.89			0.51


			NC_010443.5			29799135			intergenic_region			SGK1-SLC2A12			A			G			0.67			0.17			0.50


			NC_010443.5			29805591			intergenic_region			SGK1-SLC2A12			G			T			0.21			0.77			0.56


			NC_010443.5			29810624			intergenic_region			SGK1-SLC2A12			C			T			0.24			0.87			0.63


			NC_010443.5			29810915			intergenic_region			SGK1-SLC2A12			C			T			0.31			0.84			0.54


			NC_010443.5			29811074			intergenic_region			SGK1-SLC2A12			T			C			0.31			0.84			0.54


			NC_010443.5			29811422			intergenic_region			SGK1-SLC2A12			G			A			0.52			0.00			0.52


			NC_010443.5			29815568			intergenic_region			SGK1-SLC2A12			T			C			0.44			0.95			0.51


			NC_010443.5			29816247			intergenic_region			SGK1-SLC2A12			T			C			0.43			0.97			0.54


			NC_010443.5			29816374			intergenic_region			SGK1-SLC2A12			C			T			0.42			0.97			0.55


			NC_010443.5			29816591			intergenic_region			SGK1-SLC2A12			G			A			0.43			0.97			0.54


			NC_010443.5			29816668			intergenic_region			SGK1-SLC2A12			G			T			0.05			0.63			0.59


			NC_010443.5			29817200			intergenic_region			SGK1-SLC2A12			G			C			0.40			0.97			0.57


			NC_010443.5			29817860			intergenic_region			SGK1-SLC2A12			G			T			0.44			0.97			0.53


			NC_010443.5			29818377			intergenic_region			SGK1-SLC2A12			T			A			0.41			0.97			0.56


			NC_010443.5			29819720			intergenic_region			SGK1-SLC2A12			T			A			0.03			0.59			0.56


			NC_010443.5			29819739			intergenic_region			SGK1-SLC2A12			C			T			0.51			0.00			0.51


			NC_010443.5			29821077			intergenic_region			SGK1-SLC2A12			T			G			0.05			0.70			0.65


			NC_010443.5			29821425			intergenic_region			SGK1-SLC2A12			G			T			0.03			0.54			0.50


			NC_010443.5			29821616			intergenic_region			SGK1-SLC2A12			C			T			0.05			0.59			0.55


			NC_010443.5			29821998			intergenic_region			SGK1-SLC2A12			G			A			0.03			0.65			0.62


			NC_010443.5			29822061			intergenic_region			SGK1-SLC2A12			G			A			0.06			0.58			0.52


			NC_010443.5			29822175			intergenic_region			SGK1-SLC2A12			A			G			0.05			0.56			0.51


			NC_010443.5			29822191			intergenic_region			SGK1-SLC2A12			A			T			0.05			0.56			0.51


			NC_010443.5			29822539			intergenic_region			SGK1-SLC2A12			A			C			0.05			0.61			0.56


			NC_010443.5			29823362			intergenic_region			SGK1-SLC2A12			C			G			0.55			0.03			0.52


			NC_010443.5			29823582			intergenic_region			SGK1-SLC2A12			C			T			0.09			0.67			0.58


			NC_010443.5			29823779			intergenic_region			SGK1-SLC2A12			C			T			0.10			0.61			0.50


			NC_010443.5			29824032			intergenic_region			SGK1-SLC2A12			C			T			0.10			0.61			0.50


			NC_010443.5			29824335			intergenic_region			SGK1-SLC2A12			G			A			0.05			0.56			0.51


			NC_010443.5			29824695			intergenic_region			SGK1-SLC2A12			G			A			0.05			0.58			0.53


			NC_010443.5			29824827			intergenic_region			SGK1-SLC2A12			G			C			0.05			0.58			0.54


			NC_010443.5			29824865			intergenic_region			SGK1-SLC2A12			G			T			0.05			0.61			0.56


			NC_010443.5			29824879			intergenic_region			SGK1-SLC2A12			T			C			0.03			0.61			0.57


			NC_010443.5			29825111			intergenic_region			SGK1-SLC2A12			A			T			0.02			0.58			0.56


			NC_010443.5			29825315			intergenic_region			SGK1-SLC2A12			G			A			0.05			0.58			0.53


			NC_010443.5			29826822			intergenic_region			SGK1-SLC2A12			G			A			0.35			1.00			0.65


			NC_010443.5			29827101			intergenic_region			SGK1-SLC2A12			G			A			0.07			0.61			0.54


			NC_010443.5			29827106			intergenic_region			SGK1-SLC2A12			G			A			0.03			0.61			0.57


			NC_010443.5			29827693			intergenic_region			SGK1-SLC2A12			A			C			0.03			0.58			0.54


			NC_010443.5			29827736			intergenic_region			SGK1-SLC2A12			G			A			0.05			0.58			0.53


			NC_010444.4			5090715			intron_variant			RPS6KB2			C			T			0.64			0.03			0.61


			NC_010444.4			5090720			intron_variant			RPS6KB2			G			C			0.71			0.06			0.65


			NC_010444.4			5090973			intron_variant			RPS6KB2			C			T			0.54			0.00			0.54


			NC_010444.4			5090981			intron_variant			RPS6KB2			A			T			0.55			0.00			0.55


			NC_010444.4			5091095			intron_variant			RPS6KB2			C			T			0.63			0.05			0.58


			NC_010444.4			5091197			intron_variant			RPS6KB2			C			G			0.61			0.03			0.58


			NC_010444.4			5091404			intron_variant			RPS6KB2			T			C			0.71			0.05			0.66


			NC_010444.4			5092925			intron_variant			RPS6KB2			G			A			0.57			0.05			0.51


			NC_010444.4			5093963			intron_variant			RPS6KB2			T			C			0.51			0.00			0.51


			NC_010444.4			5094673			intron_variant			RPS6KB2			C			T			0.70			0.05			0.65


			NC_010444.4			5095561			5_prime_UTR_variant			RPS6KB2			A			G			0.76			0.06			0.71


			NC_010444.4			71749239			intergenic_region			ARHGEF18-INSR			A			G			0.76			0.11			0.66


			NC_010444.4			71755570			intergenic_region			ARHGEF18-INSR			C			T			0.72			0.14			0.57


			NC_010444.4			71771513			intergenic_region			ARHGEF18-INSR			C			T			0.94			0.15			0.79


			NC_010444.4			71772090			intergenic_region			ARHGEF18-INSR			C			T			0.93			0.14			0.79


			NC_010444.4			71772363			intergenic_region			ARHGEF18-INSR			C			G			0.94			0.19			0.75


			NC_010444.4			71775597			intergenic_region			ARHGEF18-INSR			G			A			0.95			0.34			0.61


			NC_010444.4			71776394			intergenic_region			ARHGEF18-INSR			C			T			0.94			0.31			0.63


			NC_010444.4			71777190			intergenic_region			ARHGEF18-INSR			T			A			0.88			0.15			0.72


			NC_010444.4			71778382			intergenic_region			ARHGEF18-INSR			T			C			0.95			0.34			0.61


			NC_010444.4			71778814			intergenic_region			ARHGEF18-INSR			A			T			0.95			0.39			0.56


			NC_010444.4			71778946			intergenic_region			ARHGEF18-INSR			T			C			0.95			0.32			0.63


			NC_010444.4			71780224			intergenic_region			ARHGEF18-INSR			A			G			0.95			0.08			0.87


			NC_010444.4			71780785			intergenic_region			ARHGEF18-INSR			T			C			0.95			0.42			0.54


			NC_010444.4			71780801			intergenic_region			ARHGEF18-INSR			C			T			0.93			0.11			0.82


			NC_010444.4			71781525			intergenic_region			ARHGEF18-INSR			C			T			0.93			0.11			0.82


			NC_010444.4			71782552			intergenic_region			ARHGEF18-INSR			G			T			0.94			0.38			0.55


			NC_010444.4			71782553			intergenic_region			ARHGEF18-INSR			T			C			0.94			0.38			0.55


			NC_010444.4			71782889			intergenic_region			ARHGEF18-INSR			G			C			0.95			0.42			0.53


			NC_010444.4			71783008			intergenic_region			ARHGEF18-INSR			T			C			0.95			0.42			0.53


			NC_010444.4			71785080			intergenic_region			ARHGEF18-INSR			G			C			0.95			0.42			0.53


			NC_010444.4			71785668			intergenic_region			ARHGEF18-INSR			G			A			0.95			0.39			0.56


			NC_010444.4			71787231			intergenic_region			ARHGEF18-INSR			C			T			0.95			0.15			0.80


			NC_010444.4			71787338			intergenic_region			ARHGEF18-INSR			T			G			0.97			0.40			0.57


			NC_010444.4			71787888			intergenic_region			ARHGEF18-INSR			A			G			0.95			0.37			0.59


			NC_010444.4			71787966			intergenic_region			ARHGEF18-INSR			A			G			0.95			0.42			0.53


			NC_010444.4			71788101			intergenic_region			ARHGEF18-INSR			A			G			0.95			0.42			0.53


			NC_010444.4			71788586			intergenic_region			ARHGEF18-INSR			C			T			0.93			0.33			0.59


			NC_010444.4			71788766			intergenic_region			ARHGEF18-INSR			T			C			0.86			0.11			0.76


			NC_010444.4			71789126			intergenic_region			ARHGEF18-INSR			T			C			0.94			0.11			0.83


			NC_010444.4			71789180			intergenic_region			ARHGEF18-INSR			C			G			0.94			0.08			0.86


			NC_010444.4			71789467			intergenic_region			ARHGEF18-INSR			C			T			0.95			0.11			0.85


			NC_010444.4			71789607			intergenic_region			ARHGEF18-INSR			C			A			0.94			0.13			0.81


			NC_010444.4			71789624			intergenic_region			ARHGEF18-INSR			G			T			0.94			0.13			0.81


			NC_010444.4			71789635			intergenic_region			ARHGEF18-INSR			C			G			0.94			0.13			0.81


			NC_010444.4			71789696			intergenic_region			ARHGEF18-INSR			T			G			0.93			0.13			0.80


			NC_010444.4			71789904			intergenic_region			ARHGEF18-INSR			A			T			0.84			0.13			0.71


			NC_010444.4			71789922			intergenic_region			ARHGEF18-INSR			T			C			0.94			0.13			0.80


			NC_010444.4			71790064			intergenic_region			ARHGEF18-INSR			C			T			0.94			0.06			0.88


			NC_010444.4			71790251			intergenic_region			ARHGEF18-INSR			T			A			0.80			0.08			0.72


			NC_010444.4			71790726			intergenic_region			ARHGEF18-INSR			G			A			0.90			0.06			0.84


			NC_010444.4			71790861			intergenic_region			ARHGEF18-INSR			C			T			0.94			0.08			0.86


			NC_010444.4			71790980			intergenic_region			ARHGEF18-INSR			A			C			0.94			0.08			0.86


			NC_010444.4			71791070			intergenic_region			ARHGEF18-INSR			A			G			0.94			0.08			0.86


			NC_010444.4			71791120			intergenic_region			ARHGEF18-INSR			C			T			0.94			0.05			0.89


			NC_010444.4			71791121			intergenic_region			ARHGEF18-INSR			A			G			0.94			0.05			0.89


			NC_010444.4			71791221			intergenic_region			ARHGEF18-INSR			G			A			0.94			0.11			0.84


			NC_010444.4			71791260			intergenic_region			ARHGEF18-INSR			G			C			0.95			0.11			0.85


			NC_010444.4			71791316			intergenic_region			ARHGEF18-INSR			G			C			0.94			0.11			0.84


			NC_010444.4			71791418			intergenic_region			ARHGEF18-INSR			C			T			0.94			0.08			0.86


			NC_010444.4			71791505			intergenic_region			ARHGEF18-INSR			T			C			0.95			0.34			0.61


			NC_010444.4			71791856			intergenic_region			ARHGEF18-INSR			G			C			0.94			0.11			0.84


			NC_010444.4			71792987			intergenic_region			ARHGEF18-INSR			A			G			0.93			0.14			0.79


			NC_010444.4			71795058			intergenic_region			ARHGEF18-INSR			T			C			0.95			0.29			0.66


			NC_010444.4			71795159			intergenic_region			ARHGEF18-INSR			A			C			0.95			0.38			0.57


			NC_010444.4			71796207			intergenic_region			ARHGEF18-INSR			G			A			0.94			0.42			0.52


			NC_010444.4			71800284			intron_variant			INSR			A			G			0.96			0.45			0.52


			NC_010444.4			71805657			intron_variant			INSR			A			G			0.95			0.09			0.85


			NC_010444.4			71806733			intron_variant			INSR			G			T			0.95			0.42			0.53


			NC_010444.4			71806753			intron_variant			INSR			T			C			0.95			0.39			0.56


			NC_010444.4			71807649			intron_variant			INSR			G			C			0.95			0.39			0.56


			NC_010444.4			71808288			intron_variant			INSR			G			T			0.95			0.35			0.60


			NC_010444.4			71808348			intron_variant			INSR			T			C			0.94			0.39			0.55


			NC_010444.4			71808865			intron_variant			INSR			A			T			0.95			0.44			0.51


			NC_010444.4			71817242			intron_variant			INSR			G			T			0.95			0.39			0.57


			NC_010444.4			71817312			intron_variant			INSR			C			T			0.95			0.39			0.56


			NC_010444.4			71817475			intron_variant			INSR			G			A			0.95			0.45			0.51


			NC_010444.4			71818261			intron_variant			INSR			C			A			0.94			0.34			0.60


			NC_010444.4			71824703			intron_variant			INSR			G			A			0.90			0.11			0.80


			NC_010444.4			71827605			intron_variant			INSR			T			C			0.92			0.11			0.81


			NC_010444.4			71829421			intron_variant			INSR			A			G			0.92			0.41			0.51


			NC_010444.4			71830432			intron_variant			INSR			T			G			0.82			0.11			0.71


			NC_010444.4			71830550			intron_variant			INSR			T			C			0.86			0.11			0.75


			NC_010444.4			71830593			intron_variant			INSR			A			T			0.51			0.00			0.51


			NC_010444.4			71842981			intron_variant			INSR			A			G			0.95			0.20			0.75


			NC_010444.4			71844805			intron_variant			INSR			G			A			0.93			0.42			0.51


			NC_010444.4			71845222			intron_variant			INSR			A			G			0.65			0.11			0.55


			NC_010444.4			71845691			intron_variant			INSR			A			G			0.93			0.39			0.53


			NC_010444.4			71846371			intron_variant			INSR			G			A			0.67			0.11			0.56


			NC_010444.4			71847493			intron_variant			INSR			C			T			0.64			0.10			0.54


			NC_010444.4			71849474			intron_variant			INSR			G			A			0.62			0.11			0.51


			NC_010444.4			71850210			intron_variant			INSR			G			A			0.94			0.39			0.55


			NC_010444.4			71850307			intron_variant			INSR			T			C			0.93			0.42			0.51


			NC_010444.4			71851001			intron_variant			INSR			G			A			0.95			0.38			0.57


			NC_010444.4			71853164			intron_variant			INSR			A			G			0.93			0.39			0.53


			NC_010444.4			71856577			intron_variant			INSR			T			C			0.91			0.39			0.52


			NC_010444.4			71856925			intron_variant			INSR			C			A			0.92			0.32			0.60


			NC_010444.4			71858020			intron_variant			INSR			G			C			0.93			0.39			0.53


			NC_010444.4			71858418			intron_variant			INSR			T			G			0.94			0.26			0.67


			NC_010444.4			71858717			intron_variant			INSR			A			T			0.93			0.42			0.51


			NC_010444.4			71863284			intron_variant			INSR			G			A			0.90			0.39			0.51


			NC_010444.4			71868774			intron_variant			INSR			A			G			0.93			0.42			0.51


			NC_010444.4			71876378			intron_variant			INSR			T			C			0.94			0.37			0.57


			NC_010444.4			71876419			intron_variant			INSR			G			A			0.94			0.42			0.52


			NC_010444.4			71876561			intron_variant			INSR			T			C			0.93			0.42			0.51


			NC_010444.4			71877331			intron_variant			INSR			A			G			0.95			0.39			0.56


			NC_010444.4			71878043			intron_variant			INSR			T			C			0.94			0.38			0.56


			NC_010444.4			71878436			intron_variant			INSR			A			G			0.93			0.42			0.51


			NC_010444.4			71878508			intron_variant			INSR			C			T			0.95			0.45			0.51


			NC_010444.4			71878941			intron_variant			INSR			G			A			0.94			0.39			0.55


			NC_010444.4			71879351			intron_variant			INSR			A			C			0.95			0.42			0.53


			NC_010444.4			71884707			intron_variant			INSR			A			G			0.94			0.39			0.55


			NC_010444.4			71891655			intron_variant			INSR			T			C			0.90			0.36			0.53


			NC_010444.4			71893335			synonymous_variant			INSR			A			G			0.94			0.42			0.52


			NC_010444.4			71897206			intron_variant			INSR			A			G			0.94			0.25			0.69


			NC_010444.4			71906033			intron_variant			INSR			C			T			0.94			0.42			0.52


			NC_010444.4			71906045			intron_variant			INSR			A			G			0.94			0.39			0.55


			NC_010444.4			71907044			intron_variant			INSR			A			G			0.94			0.39			0.55


			NC_010444.4			71909301			intron_variant			INSR			C			A			0.63			0.03			0.60


			NC_010444.4			71910146			intron_variant			INSR			C			T			0.89			0.34			0.55


			NC_010444.4			71910952			intron_variant			INSR			C			T			0.71			0.06			0.65


			NC_010444.4			71910968			intron_variant			INSR			T			G			0.93			0.40			0.53


			NC_010444.4			71912589			intron_variant			INSR			C			T			0.94			0.42			0.52


			NC_010444.4			71914065			intron_variant			INSR			T			C			0.94			0.42			0.52


			NC_010444.4			71915160			intron_variant			INSR			G			A			0.93			0.39			0.54


			NC_010444.4			71915198			intron_variant			INSR			G			A			0.93			0.42			0.51


			NC_010444.4			71916506			intron_variant			INSR			T			G			0.95			0.26			0.69


			NC_010444.4			71916638			intron_variant			INSR			T			C			0.93			0.39			0.53


			NC_010444.4			71926181			intron_variant			INSR			G			C			0.94			0.42			0.52


			NC_010444.4			71927124			intron_variant			INSR			C			T			0.92			0.40			0.52


			NC_010444.4			71928807			splice_region_variant&intron_variant			INSR			G			A			0.64			0.10			0.54


			NC_010444.4			71931033			intron_variant			INSR			G			A			0.64			0.11			0.54


			NC_010444.4			71931052			intron_variant			INSR			T			C			0.91			0.11			0.80


			NC_010444.4			71932195			intron_variant			INSR			T			A			0.83			0.08			0.75


			NC_010444.4			71932599			synonymous_variant			INSR			C			G			0.92			0.11			0.82


			NC_010444.4			71933372			intron_variant			INSR			C			T			0.68			0.11			0.57


			NC_010444.4			71933689			intron_variant			INSR			T			C			0.82			0.14			0.68


			NC_010444.4			71934047			intron_variant			INSR			T			C			0.91			0.05			0.86


			NC_010444.4			71934264			intron_variant			INSR			T			C			0.82			0.11			0.71


			NC_010444.4			71934635			intron_variant			INSR			T			C			0.85			0.11			0.74


			NC_010444.4			71934641			intron_variant			INSR			A			G			0.71			0.11			0.60


			NC_010444.4			71934668			intron_variant			INSR			T			C			0.94			0.13			0.81


			NC_010444.4			71935083			synonymous_variant			INSR			T			C			0.93			0.11			0.82


			NC_010444.4			71935181			3_prime_UTR_variant			INSR			T			C			0.94			0.39			0.55


			NC_010444.4			71935777			3_prime_UTR_variant			INSR			C			T			0.75			0.13			0.62


			NC_010444.4			71936824			3_prime_UTR_variant			INSR			T			C			0.93			0.13			0.80


			NC_010444.4			71937800			3_prime_UTR_variant			INSR			G			A			0.91			0.08			0.83


			NC_010444.4			71937898			3_prime_UTR_variant			INSR			T			C			0.79			0.11			0.69


			NC_010444.4			71938589			3_prime_UTR_variant			INSR			A			G			0.85			0.08			0.77


			NC_010444.4			71938606			3_prime_UTR_variant			INSR			A			C			0.60			0.08			0.53


			NC_010444.4			71940302			downstream_gene_variant			INSR			A			G			0.61			0.11			0.51


			NC_010444.4			71940387			downstream_gene_variant			INSR			T			G			0.91			0.13			0.78


			NC_010444.4			71940577			downstream_gene_variant			INSR			C			T			0.64			0.08			0.55


			NC_010444.4			71940651			downstream_gene_variant			INSR			G			A			0.64			0.11			0.54


			NC_010444.4			71940838			downstream_gene_variant			INSR			C			A			0.92			0.11			0.82


			NC_010444.4			74591214			intergenic_region			CREB3L3-MAP2K2			G			A			0.81			0.08			0.73


			NC_010444.4			74591797			intergenic_region			CREB3L3-MAP2K2			T			C			0.85			0.19			0.66


			NC_010444.4			74594544			intergenic_region			CREB3L3-MAP2K2			T			C			0.92			0.11			0.81


			NC_010444.4			74595741			intergenic_region			CREB3L3-MAP2K2			G			T			0.81			0.00			0.81


			NC_010444.4			74596195			intergenic_region			CREB3L3-MAP2K2			G			A			0.94			0.08			0.86


			NC_010444.4			74596732			intergenic_region			CREB3L3-MAP2K2			T			C			0.93			0.09			0.84


			NC_010444.4			74598565			intergenic_region			CREB3L3-MAP2K2			G			A			0.84			0.00			0.84


			NC_010444.4			74599118			intergenic_region			CREB3L3-MAP2K2			C			T			0.94			0.08			0.86


			NC_010444.4			74600924			intergenic_region			CREB3L3-MAP2K2			C			A			0.78			0.00			0.78


			NC_010444.4			74601406			intergenic_region			CREB3L3-MAP2K2			C			T			0.94			0.06			0.88


			NC_010444.4			74602987			intergenic_region			CREB3L3-MAP2K2			A			G			0.86			0.11			0.76


			NC_010444.4			74604554			intergenic_region			CREB3L3-MAP2K2			C			T			0.79			0.00			0.79


			NC_010444.4			74606519			intergenic_region			CREB3L3-MAP2K2			C			T			0.78			0.00			0.78


			NC_010444.4			74607790			intergenic_region			CREB3L3-MAP2K2			T			A			0.93			0.06			0.87


			NC_010444.4			74612643			intergenic_region			CREB3L3-MAP2K2			A			G			0.82			0.00			0.82


			NC_010444.4			74616257			intergenic_region			CREB3L3-MAP2K2			A			G			0.89			0.14			0.75


			NC_010444.4			74619682			intergenic_region			CREB3L3-MAP2K2			G			A			0.77			0.00			0.77


			NC_010444.4			74621919			intergenic_region			CREB3L3-MAP2K2			A			G			0.90			0.11			0.79


			NC_010444.4			74622237			intergenic_region			CREB3L3-MAP2K2			G			T			0.76			0.00			0.76


			NC_010444.4			74624247			intergenic_region			CREB3L3-MAP2K2			A			G			0.87			0.06			0.81


			NC_010444.4			74624669			intergenic_region			CREB3L3-MAP2K2			T			C			0.79			0.00			0.79


			NC_010444.4			74624925			intergenic_region			CREB3L3-MAP2K2			A			G			0.91			0.00			0.91


			NC_010444.4			74625730			intergenic_region			CREB3L3-MAP2K2			A			C			0.74			0.00			0.74


			NC_010444.4			74626117			upstream_gene_variant			MAP2K2			G			A			0.93			0.11			0.83


			NC_010444.4			74626200			upstream_gene_variant			MAP2K2			A			T			0.77			0.00			0.77


			NC_010444.4			74626548			upstream_gene_variant			MAP2K2			G			A			0.79			0.00			0.79


			NC_010444.4			74626568			upstream_gene_variant			MAP2K2			A			T			0.79			0.00			0.79


			NC_010444.4			74627974			intron_variant			MAP2K2			A			G			0.78			0.00			0.78


			NC_010444.4			74628428			intron_variant			MAP2K2			T			C			0.77			0.05			0.71


			NC_010444.4			74628561			intron_variant			MAP2K2			A			G			0.76			0.05			0.71


			NC_010444.4			74629086			intron_variant			MAP2K2			T			G			0.77			0.11			0.67


			NC_010444.4			74629135			intron_variant			MAP2K2			G			C			0.77			0.08			0.69


			NC_010444.4			74629221			intron_variant			MAP2K2			G			C			0.76			0.11			0.65


			NC_010444.4			74629315			intron_variant			MAP2K2			G			A			0.77			0.11			0.67


			NC_010444.4			74629426			intron_variant			MAP2K2			C			T			0.75			0.11			0.64


			NC_010444.4			74629570			intron_variant			MAP2K2			G			A			0.77			0.10			0.67


			NC_010444.4			74629690			intron_variant			MAP2K2			G			T			0.74			0.15			0.59


			NC_010444.4			74629693			intron_variant			MAP2K2			A			G			0.74			0.15			0.59


			NC_010444.4			74629696			intron_variant			MAP2K2			G			A			0.73			0.13			0.60


			NC_010444.4			74630080			intron_variant			MAP2K2			T			C			0.75			0.08			0.67


			NC_010444.4			74630352			intron_variant			MAP2K2			T			C			0.84			0.06			0.79


			NC_010444.4			74630458			intron_variant			MAP2K2			C			T			0.80			0.00			0.80


			NC_010444.4			74630634			intron_variant			MAP2K2			A			T			0.78			0.11			0.67


			NC_010444.4			74630670			intron_variant			MAP2K2			G			T			0.79			0.11			0.68


			NC_010444.4			74630775			synonymous_variant			MAP2K2			G			A			0.73			0.11			0.62


			NC_010444.4			74630871			synonymous_variant			MAP2K2			C			T			0.80			0.11			0.69


			NC_010444.4			74631921			intron_variant			MAP2K2			A			T			0.88			0.11			0.77


			NC_010444.4			74633830			intron_variant			MAP2K2			T			C			0.87			0.11			0.76


			NC_010444.4			74633852			intron_variant			MAP2K2			T			C			0.78			0.00			0.78


			NC_010444.4			74633917			intron_variant			MAP2K2			C			T			0.89			0.11			0.78


			NC_010444.4			74633953			intron_variant			MAP2K2			C			A			0.79			0.00			0.79


			NC_010444.4			74633969			intron_variant			MAP2K2			T			C			0.76			0.00			0.76


			NC_010444.4			74634672			intron_variant			MAP2K2			T			C			0.91			0.05			0.85


			NC_010444.4			74635700			intron_variant			MAP2K2			C			G			0.88			0.11			0.78


			NC_010444.4			74636342			intron_variant			MAP2K2			A			T			0.77			0.00			0.77


			NC_010444.4			74636938			intron_variant			MAP2K2			A			T			0.86			0.11			0.76


			NC_010444.4			74637544			intron_variant			MAP2K2			T			C			0.88			0.11			0.78


			NC_010444.4			74638597			intron_variant			MAP2K2			A			G			0.83			0.11			0.72


			NC_010444.4			74638829			intron_variant			MAP2K2			T			C			0.82			0.11			0.71


			NC_010444.4			74639284			intron_variant			MAP2K2			A			C			0.88			0.11			0.76


			NC_010444.4			74639395			intron_variant			MAP2K2			G			A			0.75			0.00			0.75


			NC_010444.4			74640540			intron_variant			MAP2K2			A			G			0.88			0.11			0.78


			NC_010444.4			74646278			intron_variant			MAP2K2			G			A			0.74			0.00			0.74


			NC_010444.4			74646300			intron_variant			MAP2K2			T			C			0.85			0.08			0.77


			NC_010444.4			74646333			intron_variant			MAP2K2			C			T			0.77			0.00			0.77


			NC_010444.4			74646692			intron_variant			MAP2K2			C			T			0.78			0.00			0.78


			NC_010444.4			74649490			intron_variant			MAP2K2			A			G			0.93			0.08			0.86


			NC_010444.4			74654220			intergenic_region			MAP2K2-LOC110259362			A			G			0.92			0.11			0.81


			NC_010444.4			74655324			intergenic_region			MAP2K2-LOC110259362			C			T			0.70			0.00			0.70


			NC_010444.4			74656251			intergenic_region			MAP2K2-LOC110259362			G			A			0.77			0.00			0.77


			NC_010444.4			74656597			intergenic_region			MAP2K2-LOC110259362			A			G			0.96			0.11			0.85


			NC_010444.4			74661251			intergenic_region			MAP2K2-LOC110259362			T			A			0.86			0.08			0.78


			NC_010444.4			74662049			intergenic_region			MAP2K2-LOC110259362			A			G			0.88			0.11			0.77


			NC_010444.4			74663211			intergenic_region			MAP2K2-LOC110259362			A			T			0.86			0.11			0.76


			NC_010444.4			74664290			intergenic_region			MAP2K2-LOC110259362			C			T			0.74			0.11			0.64


			NC_010444.4			74664317			intergenic_region			MAP2K2-LOC110259362			G			C			0.85			0.08			0.77


			NC_010444.4			74664430			intergenic_region			MAP2K2-LOC110259362			T			C			0.92			0.11			0.81


			NC_010444.4			74665260			intergenic_region			MAP2K2-LOC110259362			A			T			0.91			0.11			0.80


			NC_010444.4			74665776			intergenic_region			MAP2K2-LOC110259362			G			A			0.94			0.05			0.89


			NC_010444.4			74666877			intergenic_region			MAP2K2-LOC110259362			G			T			0.73			0.00			0.73


			NC_010444.4			74667345			intergenic_region			MAP2K2-LOC110259362			G			C			0.90			0.03			0.87


			NC_010444.4			74668039			intergenic_region			MAP2K2-LOC110259362			C			A			0.67			0.00			0.67


			NC_010444.4			74668470			intergenic_region			MAP2K2-LOC110259362			A			G			0.86			0.03			0.83


			NC_010444.4			74670643			intergenic_region			MAP2K2-LOC110259362			T			C			0.72			0.00			0.72


			NC_010444.4			74670901			intergenic_region			MAP2K2-LOC110259362			G			A			0.83			0.11			0.72


			NC_010444.4			74672549			intergenic_region			MAP2K2-LOC110259362			C			T			0.91			0.08			0.84


			NC_010444.4			74673583			intergenic_region			MAP2K2-LOC110259362			C			T			0.76			0.00			0.76


			NC_010444.4			74675224			intergenic_region			MAP2K2-LOC110259362			C			T			0.91			0.08			0.83


			NC_010444.4			74675258			intergenic_region			MAP2K2-LOC110259362			G			A			0.92			0.08			0.84


			NC_010444.4			76508584			intergenic_region			MOB3A-MKNK2			C			T			0.56			0.00			0.56


			NC_010444.4			76511460			intron_variant			MKNK2			T			C			0.93			0.11			0.82


			NC_010444.4			76512476			intron_variant			MKNK2			G			A			0.94			0.11			0.83


			NC_010444.4			76514228			missense_variant			MKNK2			G			T			0.53			0.00			0.53


			NC_010444.4			76514250			splice_region_variant&intron_variant			MKNK2			G			T			0.53			0.00			0.53


			NC_010444.4			76514269			intron_variant			MKNK2			G			A			0.53			0.00			0.53


			NC_010444.4			76514337			splice_region_variant&intron_variant			MKNK2			A			G			0.58			0.00			0.58


			NC_010444.4			76514457			intron_variant			MKNK2			A			G			0.89			0.11			0.79


			NC_010444.4			76515844			intron_variant			MKNK2			C			A			0.53			0.00			0.53


			NC_010444.4			76517267			intron_variant			MKNK2			C			T			0.51			0.00			0.51


			NC_010444.4			76517390			intron_variant			MKNK2			G			A			0.51			0.00			0.51


			NC_010444.4			76524737			intergenic_region			MKNK2-BTBD2			G			T			0.51			0.00			0.51


			NC_010444.4			76525850			intergenic_region			MKNK2-BTBD2			T			C			0.66			0.00			0.66


			NC_010444.4			76525881			intergenic_region			MKNK2-BTBD2			T			C			0.74			0.08			0.66


			NC_010444.4			76527284			intergenic_region			MKNK2-BTBD2			G			A			0.55			0.00			0.55


			NC_010444.4			76528546			intergenic_region			MKNK2-BTBD2			A			G			0.91			0.11			0.81


			NC_010444.4			76529752			intergenic_region			MKNK2-BTBD2			A			T			0.52			0.00			0.52


			NC_010444.4			76530921			intergenic_region			MKNK2-BTBD2			T			C			0.53			0.00			0.53


			NC_010444.4			76530972			intergenic_region			MKNK2-BTBD2			G			A			0.92			0.11			0.81


			NC_010444.4			76531409			intergenic_region			MKNK2-BTBD2			T			C			0.92			0.13			0.79


			NC_010444.4			76533162			intergenic_region			MKNK2-BTBD2			A			G			0.78			0.00			0.78


			NC_010444.4			76533215			intergenic_region			MKNK2-BTBD2			T			G			0.55			0.00			0.55


			NC_010444.4			76533257			intergenic_region			MKNK2-BTBD2			G			A			0.90			0.08			0.83


			NC_010444.4			76533463			intergenic_region			MKNK2-BTBD2			T			A			0.89			0.03			0.87


			NC_010444.4			76533811			intergenic_region			MKNK2-BTBD2			G			A			0.91			0.08			0.83


			NC_010444.4			76535177			intergenic_region			MKNK2-BTBD2			C			T			0.56			0.00			0.56


			NC_010444.4			76536538			intergenic_region			MKNK2-BTBD2			G			A			0.54			0.00			0.54


			NC_010444.4			76536701			intergenic_region			MKNK2-BTBD2			A			T			0.84			0.00			0.84


			NC_010444.4			76536908			intergenic_region			MKNK2-BTBD2			T			C			0.53			0.00			0.53


			NC_010444.4			77233208			3_prime_UTR_variant			STK11			G			T			0.74			0.03			0.71


			NC_010444.4			77233918			intron_variant			STK11			G			A			0.62			0.03			0.59


			NC_010444.4			77234220			synonymous_variant			STK11			T			C			0.73			0.00			0.73


			NC_010444.4			77234982			intron_variant			STK11			C			T			0.60			0.00			0.60


			NC_010444.4			77234994			intron_variant			STK11			G			A			0.60			0.00			0.60


			NC_010444.4			77242857			intron_variant			STK11			A			G			0.72			0.03			0.69


			NC_010444.4			77243752			intron_variant			STK11			A			C			0.59			0.00			0.59


			NC_010444.4			77250247			upstream_gene_variant			STK11			T			C			0.74			0.00			0.74


			NC_010444.4			77251387			intergenic_region			STK11-SBNO2			T			C			0.72			0.00			0.72


			NC_010444.4			77259536			intergenic_region			STK11-SBNO2			T			A			0.58			0.03			0.56


			NC_010444.4			77260617			intergenic_region			STK11-SBNO2			T			C			0.94			0.00			0.94


			NC_010444.4			77261948			intergenic_region			STK11-SBNO2			C			T			0.01			0.58			0.57


			NC_010444.4			77264644			intergenic_region			STK11-SBNO2			C			T			0.68			0.06			0.63


			NC_010444.4			77265641			intergenic_region			STK11-SBNO2			T			G			0.70			0.00			0.70


			NC_010444.4			77265670			intergenic_region			STK11-SBNO2			T			C			0.76			0.00			0.76


			NC_010444.4			77265831			intergenic_region			STK11-SBNO2			T			G			0.70			0.03			0.68


			NC_010446.5			77541692			intergenic_region			NPBWR1-RB1CC1			C			G			0.78			0.11			0.67


			NC_010446.5			77541696			intergenic_region			NPBWR1-RB1CC1			C			T			0.82			0.11			0.71


			NC_010446.5			77542013			intergenic_region			NPBWR1-RB1CC1			C			T			0.80			0.11			0.70


			NC_010446.5			77545772			intergenic_region			NPBWR1-RB1CC1			C			G			0.02			0.83			0.81


			NC_010446.5			77546228			intergenic_region			NPBWR1-RB1CC1			T			C			0.62			0.00			0.62


			NC_010446.5			77546596			intergenic_region			NPBWR1-RB1CC1			G			A			0.60			0.08			0.52


			NC_010446.5			77546609			intergenic_region			NPBWR1-RB1CC1			C			T			0.59			0.08			0.51


			NC_010446.5			77547850			intergenic_region			NPBWR1-RB1CC1			T			C			0.76			0.00			0.76


			NC_010446.5			77548060			intergenic_region			NPBWR1-RB1CC1			T			G			1.00			0.08			0.92


			NC_010446.5			77548193			intergenic_region			NPBWR1-RB1CC1			T			C			0.55			0.00			0.55


			NC_010446.5			77548367			intergenic_region			NPBWR1-RB1CC1			C			A			0.54			0.00			0.54


			NC_010446.5			77549977			intergenic_region			NPBWR1-RB1CC1			G			C			0.81			0.11			0.70


			NC_010446.5			77550681			intergenic_region			NPBWR1-RB1CC1			C			A			0.98			0.13			0.84


			NC_010446.5			77550869			intergenic_region			NPBWR1-RB1CC1			G			A			0.83			0.11			0.72


			NC_010446.5			77553223			intergenic_region			NPBWR1-RB1CC1			T			C			0.70			0.08			0.62


			NC_010446.5			77553512			intergenic_region			NPBWR1-RB1CC1			G			A			0.79			0.11			0.68


			NC_010446.5			77553815			intergenic_region			NPBWR1-RB1CC1			T			G			0.72			0.08			0.64


			NC_010446.5			77554069			intergenic_region			NPBWR1-RB1CC1			A			G			0.69			0.05			0.64


			NC_010446.5			77554330			intergenic_region			NPBWR1-RB1CC1			T			C			0.75			0.08			0.67


			NC_010446.5			77554684			intergenic_region			NPBWR1-RB1CC1			T			C			0.67			0.08			0.59


			NC_010446.5			77555493			intergenic_region			NPBWR1-RB1CC1			C			A			0.62			0.08			0.53


			NC_010446.5			77556040			intergenic_region			NPBWR1-RB1CC1			A			C			0.94			0.11			0.83


			NC_010446.5			77556869			intergenic_region			NPBWR1-RB1CC1			A			C			0.55			0.03			0.52


			NC_010446.5			77558199			intergenic_region			NPBWR1-RB1CC1			T			C			0.98			0.13			0.84


			NC_010446.5			77558638			intergenic_region			NPBWR1-RB1CC1			C			T			0.91			0.15			0.77


			NC_010446.5			77559413			intergenic_region			NPBWR1-RB1CC1			T			C			0.95			0.07			0.88


			NC_010446.5			77562402			intergenic_region			NPBWR1-RB1CC1			G			A			0.97			0.08			0.88


			NC_010446.5			77562468			intergenic_region			NPBWR1-RB1CC1			A			T			0.98			0.11			0.87


			NC_010446.5			77562498			intergenic_region			NPBWR1-RB1CC1			A			G			0.76			0.08			0.68


			NC_010446.5			77562517			intergenic_region			NPBWR1-RB1CC1			A			G			0.98			0.08			0.90


			NC_010446.5			77562591			intergenic_region			NPBWR1-RB1CC1			A			G			0.96			0.08			0.89


			NC_010446.5			77562608			intergenic_region			NPBWR1-RB1CC1			C			T			0.98			0.08			0.90


			NC_010446.5			77562624			intergenic_region			NPBWR1-RB1CC1			A			G			0.87			0.11			0.76


			NC_010446.5			77562721			intergenic_region			NPBWR1-RB1CC1			C			T			0.64			0.13			0.51


			NC_010446.5			77562736			intergenic_region			NPBWR1-RB1CC1			G			A			0.87			0.11			0.77


			NC_010446.5			77562749			intergenic_region			NPBWR1-RB1CC1			C			A			0.67			0.11			0.56


			NC_010446.5			77562793			intergenic_region			NPBWR1-RB1CC1			A			G			0.59			0.08			0.51


			NC_010446.5			77562806			intergenic_region			NPBWR1-RB1CC1			T			C			0.59			0.08			0.51


			NC_010446.5			77563625			intergenic_region			NPBWR1-RB1CC1			C			T			0.75			0.08			0.67


			NC_010446.5			77563925			intergenic_region			NPBWR1-RB1CC1			T			C			0.97			0.05			0.91


			NC_010446.5			77564252			intergenic_region			NPBWR1-RB1CC1			G			A			0.03			0.81			0.77


			NC_010446.5			77564568			intergenic_region			NPBWR1-RB1CC1			C			T			0.98			0.08			0.90


			NC_010446.5			77564710			intergenic_region			NPBWR1-RB1CC1			A			G			0.94			0.08			0.86


			NC_010446.5			77564945			intergenic_region			NPBWR1-RB1CC1			A			G			0.72			0.08			0.64


			NC_010446.5			77565051			intergenic_region			NPBWR1-RB1CC1			G			A			0.51			0.00			0.51


			NC_010446.5			77565112			intergenic_region			NPBWR1-RB1CC1			G			A			0.73			0.11			0.63


			NC_010446.5			77565473			intergenic_region			NPBWR1-RB1CC1			T			C			0.83			0.11			0.72


			NC_010446.5			77565658			intergenic_region			NPBWR1-RB1CC1			A			G			0.54			0.00			0.54


			NC_010446.5			77565720			intergenic_region			NPBWR1-RB1CC1			T			G			0.97			0.11			0.87


			NC_010446.5			77565822			intergenic_region			NPBWR1-RB1CC1			A			G			0.95			0.11			0.84


			NC_010446.5			77565837			intergenic_region			NPBWR1-RB1CC1			C			A			1.00			0.37			0.63


			NC_010446.5			77565876			intergenic_region			NPBWR1-RB1CC1			C			T			0.53			0.00			0.53


			NC_010446.5			77566216			intergenic_region			NPBWR1-RB1CC1			G			A			0.69			0.00			0.69


			NC_010446.5			77566486			intergenic_region			NPBWR1-RB1CC1			G			A			0.75			0.13			0.62


			NC_010446.5			77567455			intergenic_region			NPBWR1-RB1CC1			T			C			0.98			0.13			0.85


			NC_010446.5			77567678			intergenic_region			NPBWR1-RB1CC1			G			A			0.98			0.11			0.87


			NC_010446.5			77567802			intergenic_region			NPBWR1-RB1CC1			T			G			0.97			0.11			0.86


			NC_010446.5			77567992			intergenic_region			NPBWR1-RB1CC1			G			C			0.95			0.11			0.85


			NC_010446.5			77568068			intergenic_region			NPBWR1-RB1CC1			T			C			0.99			0.11			0.88


			NC_010446.5			77568951			intergenic_region			NPBWR1-RB1CC1			T			G			0.97			0.11			0.86


			NC_010446.5			77572209			intergenic_region			NPBWR1-RB1CC1			C			G			0.88			0.11			0.78


			NC_010446.5			77572316			intergenic_region			NPBWR1-RB1CC1			C			T			1.00			0.37			0.63


			NC_010446.5			77576598			intergenic_region			NPBWR1-RB1CC1			A			C			0.80			0.11			0.70


			NC_010446.5			77576803			intergenic_region			NPBWR1-RB1CC1			C			A			1.00			0.34			0.66


			NC_010446.5			77578078			intergenic_region			NPBWR1-RB1CC1			C			A			0.94			0.11			0.84


			NC_010446.5			77578195			intergenic_region			NPBWR1-RB1CC1			T			C			0.99			0.45			0.54


			NC_010446.5			77578427			intergenic_region			NPBWR1-RB1CC1			C			T			0.65			0.11			0.55


			NC_010446.5			77579314			intergenic_region			NPBWR1-RB1CC1			T			G			0.86			0.11			0.76


			NC_010446.5			77579604			intergenic_region			NPBWR1-RB1CC1			A			G			0.97			0.08			0.89


			NC_010446.5			77579704			intergenic_region			NPBWR1-RB1CC1			C			T			0.95			0.08			0.87


			NC_010446.5			77579773			intergenic_region			NPBWR1-RB1CC1			A			G			0.63			0.00			0.63


			NC_010446.5			77579794			intergenic_region			NPBWR1-RB1CC1			T			C			0.64			0.00			0.64


			NC_010446.5			77579804			intergenic_region			NPBWR1-RB1CC1			T			G			0.98			0.08			0.90


			NC_010446.5			77579848			intergenic_region			NPBWR1-RB1CC1			T			A			0.99			0.11			0.88


			NC_010446.5			77579852			intergenic_region			NPBWR1-RB1CC1			A			T			0.99			0.13			0.86


			NC_010446.5			77579926			intergenic_region			NPBWR1-RB1CC1			C			G			0.63			0.00			0.63


			NC_010446.5			77579947			intergenic_region			NPBWR1-RB1CC1			A			C			0.98			0.08			0.90


			NC_010446.5			77579979			intergenic_region			NPBWR1-RB1CC1			C			G			0.98			0.11			0.87


			NC_010446.5			77580185			intergenic_region			NPBWR1-RB1CC1			T			C			0.58			0.00			0.58


			NC_010446.5			77580279			intergenic_region			NPBWR1-RB1CC1			G			A			0.55			0.00			0.55


			NC_010446.5			77580375			intergenic_region			NPBWR1-RB1CC1			G			A			0.57			0.00			0.57


			NC_010446.5			77580400			intergenic_region			NPBWR1-RB1CC1			A			G			0.58			0.00			0.58


			NC_010446.5			77580474			intergenic_region			NPBWR1-RB1CC1			T			A			0.57			0.00			0.57


			NC_010446.5			77583164			intergenic_region			NPBWR1-RB1CC1			G			A			0.97			0.05			0.91


			NC_010446.5			77583305			intergenic_region			NPBWR1-RB1CC1			C			A			0.99			0.09			0.90


			NC_010446.5			77583652			intergenic_region			NPBWR1-RB1CC1			T			C			0.63			0.00			0.63


			NC_010446.5			77583912			intergenic_region			NPBWR1-RB1CC1			C			T			0.98			0.06			0.92


			NC_010446.5			77583996			intergenic_region			NPBWR1-RB1CC1			G			T			0.60			0.00			0.60


			NC_010446.5			77589359			intergenic_region			NPBWR1-RB1CC1			C			T			0.72			0.00			0.72


			NC_010446.5			77590339			intergenic_region			NPBWR1-RB1CC1			T			C			0.92			0.06			0.86


			NC_010446.5			77592576			upstream_gene_variant			RB1CC1			G			T			0.99			0.08			0.91


			NC_010446.5			77596380			intron_variant			RB1CC1			T			C			0.93			0.11			0.82


			NC_010446.5			77596434			intron_variant			RB1CC1			G			A			0.93			0.11			0.82


			NC_010446.5			77597154			intron_variant			RB1CC1			G			A			1.00			0.32			0.68


			NC_010446.5			77598207			intron_variant			RB1CC1			G			A			1.00			0.37			0.63


			NC_010446.5			77599490			intron_variant			RB1CC1			T			C			0.95			0.11			0.85


			NC_010446.5			77599874			intron_variant			RB1CC1			A			C			0.93			0.08			0.85


			NC_010446.5			77600080			intron_variant			RB1CC1			A			G			0.62			0.11			0.51


			NC_010446.5			77602134			intron_variant			RB1CC1			C			A			1.00			0.38			0.62


			NC_010446.5			77602312			intron_variant			RB1CC1			C			A			0.93			0.06			0.88


			NC_010446.5			77604383			intron_variant			RB1CC1			A			G			0.60			0.08			0.52


			NC_010446.5			77604521			intron_variant			RB1CC1			G			T			0.64			0.11			0.54


			NC_010446.5			77605489			intron_variant			RB1CC1			A			G			0.92			0.08			0.84


			NC_010446.5			77609025			intron_variant			RB1CC1			G			A			0.96			0.08			0.88


			NC_010446.5			77609082			intron_variant			RB1CC1			C			T			0.95			0.13			0.82


			NC_010446.5			77610765			upstream_gene_variant			RB1CC1			G			A			0.02			0.72			0.70


			NC_010446.5			77610840			upstream_gene_variant			RB1CC1			T			C			1.00			0.11			0.89


			NC_010446.5			77611393			5_prime_UTR_variant			RB1CC1			T			G			0.98			0.08			0.90


			NC_010446.5			77613456			intron_variant			RB1CC1			C			G			1.00			0.32			0.68


			NC_010446.5			77615262			intron_variant			RB1CC1			T			C			0.98			0.11			0.87


			NC_010446.5			77616358			intron_variant			RB1CC1			C			T			0.98			0.11			0.87


			NC_010446.5			77617812			intron_variant			RB1CC1			A			T			0.96			0.14			0.82


			NC_010446.5			77618058			intron_variant			RB1CC1			C			T			0.98			0.11			0.87


			NC_010446.5			77618432			synonymous_variant			RB1CC1			T			C			0.95			0.08			0.87


			NC_010446.5			77619226			intron_variant			RB1CC1			T			C			1.00			0.34			0.66


			NC_010446.5			77623603			intron_variant			RB1CC1			G			T			0.98			0.08			0.90


			NC_010446.5			77623604			intron_variant			RB1CC1			T			C			0.98			0.08			0.90


			NC_010446.5			77624529			intron_variant			RB1CC1			A			G			0.95			0.11			0.85


			NC_010446.5			77625525			intron_variant			RB1CC1			A			G			1.00			0.44			0.56


			NC_010446.5			77633068			intron_variant			RB1CC1			T			C			0.97			0.08			0.89


			NC_010446.5			77633280			intron_variant			RB1CC1			C			T			0.00			0.50			0.50


			NC_010446.5			77633483			intron_variant			RB1CC1			A			T			0.98			0.13			0.85


			NC_010446.5			77633560			intron_variant			RB1CC1			A			G			0.96			0.11			0.86


			NC_010446.5			77634588			intron_variant			RB1CC1			T			G			1.00			0.39			0.61


			NC_010446.5			77636981			intron_variant			RB1CC1			T			A			0.98			0.08			0.89


			NC_010446.5			77637183			intron_variant			RB1CC1			C			T			0.98			0.11			0.87


			NC_010446.5			77637733			intron_variant			RB1CC1			T			C			1.00			0.13			0.87


			NC_010446.5			77638804			intron_variant			RB1CC1			A			G			1.00			0.32			0.68


			NC_010446.5			77645267			intron_variant			RB1CC1			A			G			0.97			0.03			0.94


			NC_010446.5			77648121			intron_variant			RB1CC1			A			T			0.99			0.08			0.91


			NC_010446.5			77654623			intergenic_region			RB1CC1-ALKAL1			T			C			0.99			0.11			0.88


			NC_010446.5			77656200			intergenic_region			RB1CC1-ALKAL1			T			C			0.93			0.08			0.85


			NC_010446.5			77659217			intergenic_region			RB1CC1-ALKAL1			G			A			0.80			0.08			0.72


			NC_010446.5			77661075			intergenic_region			RB1CC1-ALKAL1			T			A			0.84			0.08			0.76


			NC_010446.5			77661326			intergenic_region			RB1CC1-ALKAL1			T			C			0.97			0.08			0.89


			NC_010446.5			77665024			intergenic_region			RB1CC1-ALKAL1			A			T			0.83			0.26			0.57


			NC_010446.5			77665025			intergenic_region			RB1CC1-ALKAL1			G			A			0.83			0.26			0.57


			NC_010446.5			77668951			intergenic_region			RB1CC1-ALKAL1			T			C			1.00			0.34			0.66


			NC_010446.5			77669111			intergenic_region			RB1CC1-ALKAL1			C			T			1.00			0.34			0.66


			NC_010446.5			77670231			intergenic_region			RB1CC1-ALKAL1			G			A			0.00			0.58			0.58


			NC_010446.5			77670828			intergenic_region			RB1CC1-ALKAL1			T			C			0.73			0.08			0.65


			NC_010446.5			77670956			intergenic_region			RB1CC1-ALKAL1			T			C			0.09			0.61			0.51


			NC_010446.5			77671250			intergenic_region			RB1CC1-ALKAL1			G			A			0.10			0.61			0.50


			NC_010446.5			94818111			upstream_gene_variant			SHC1			A			G			0.58			0.08			0.50


			NC_010446.5			94819119			5_prime_UTR_variant			SHC1			G			A			0.56			0.05			0.51


			NC_010446.5			94819766			5_prime_UTR_variant			SHC1			G			T			0.89			0.08			0.81


			NC_010446.5			94825595			intron_variant			SHC1			A			G			0.86			0.05			0.81


			NC_010446.5			94827041			intron_variant			SHC1			A			G			0.84			0.06			0.78


			NC_010446.5			94828437			intron_variant			SHC1			C			T			0.76			0.08			0.68


			NC_010446.5			94828470			intron_variant			SHC1			T			C			0.78			0.05			0.73


			NC_010446.5			94828651			intron_variant			SHC1			G			A			0.83			0.08			0.75


			NC_010446.5			94828745			synonymous_variant			SHC1			C			T			0.79			0.08			0.71


			NC_010446.5			94828886			synonymous_variant			SHC1			T			C			0.79			0.06			0.73


			NC_010446.5			94828955			intron_variant			SHC1			G			A			0.89			0.03			0.86


			NC_010446.5			94829056			intron_variant			SHC1			G			A			0.73			0.05			0.68


			NC_010446.5			94829625			intron_variant			SHC1			T			C			0.89			0.06			0.84


			NC_010446.5			94829672			intron_variant			SHC1			G			A			0.87			0.05			0.82


			NC_010446.5			94829810			intron_variant			SHC1			T			G			0.88			0.08			0.80


			NC_010446.5			94829832			intron_variant			SHC1			A			G			0.87			0.08			0.79


			NC_010446.5			94829871			intron_variant			SHC1			C			T			0.88			0.08			0.80


			NC_010446.5			94829887			intron_variant			SHC1			A			G			0.90			0.06			0.84


			NC_010446.5			94829973			intron_variant			SHC1			T			G			0.87			0.08			0.79


			NC_010446.5			94830029			intron_variant			SHC1			T			C			0.86			0.08			0.78


			NC_010446.5			94830045			intron_variant			SHC1			T			C			0.85			0.08			0.77


			NC_010446.5			94830059			intron_variant			SHC1			T			C			0.84			0.08			0.76


			NC_010446.5			94830294			3_prime_UTR_variant			SHC1			T			C			0.88			0.08			0.80


			NC_010446.5			94830648			3_prime_UTR_variant			SHC1			C			A			0.89			0.08			0.82


			NC_010446.5			94830739			3_prime_UTR_variant			SHC1			A			G			0.88			0.08			0.80


			NC_010446.5			94831465			3_prime_UTR_variant			SHC1			C			T			0.87			0.08			0.79


			NC_010446.5			94831479			3_prime_UTR_variant			SHC1			A			G			0.88			0.08			0.80


			NC_010446.5			94831527			3_prime_UTR_variant			SHC1			T			G			0.88			0.06			0.83


			NC_010447.5			33069645			intergenic_region			SLC35E3-MDM2			A			G			0.83			0.29			0.54


			NC_010447.5			33070408			intergenic_region			SLC35E3-MDM2			G			A			0.71			0.18			0.53


			NC_010447.5			33070467			intergenic_region			SLC35E3-MDM2			A			G			0.83			0.28			0.55


			NC_010447.5			33074492			intergenic_region			SLC35E3-MDM2			G			A			0.86			0.32			0.55


			NC_010447.5			33074588			intergenic_region			SLC35E3-MDM2			A			G			0.86			0.31			0.56


			NC_010447.5			33077590			intergenic_region			SLC35E3-MDM2			A			T			0.86			0.32			0.54


			NC_010447.5			33077848			intergenic_region			SLC35E3-MDM2			T			A			0.88			0.32			0.56


			NC_010447.5			33077945			intergenic_region			SLC35E3-MDM2			C			T			0.85			0.29			0.56


			NC_010447.5			33079258			intergenic_region			SLC35E3-MDM2			T			C			0.89			0.29			0.60


			NC_010447.5			33081426			intergenic_region			SLC35E3-MDM2			G			A			0.66			0.13			0.53


			NC_010447.5			33081447			intergenic_region			SLC35E3-MDM2			C			T			0.10			0.69			0.59


			NC_010447.5			33081540			intergenic_region			SLC35E3-MDM2			T			C			0.71			0.03			0.68


			NC_010447.5			33081808			intergenic_region			SLC35E3-MDM2			C			T			0.69			0.16			0.53


			NC_010447.5			33081813			intergenic_region			SLC35E3-MDM2			A			G			0.70			0.16			0.54


			NC_010447.5			33082447			intergenic_region			SLC35E3-MDM2			T			G			0.87			0.32			0.56


			NC_010447.5			33082686			intergenic_region			SLC35E3-MDM2			A			G			0.73			0.04			0.69


			NC_010447.5			33083906			intergenic_region			SLC35E3-MDM2			A			G			0.86			0.31			0.55


			NC_010447.5			33085128			intergenic_region			SLC35E3-MDM2			T			A			0.80			0.29			0.51


			NC_010447.5			33086010			intergenic_region			SLC35E3-MDM2			T			C			0.77			0.15			0.62


			NC_010447.5			33089765			intergenic_region			SLC35E3-MDM2			A			T			0.73			0.15			0.58


			NC_010447.5			33089831			intergenic_region			SLC35E3-MDM2			T			C			0.74			0.22			0.52


			NC_010447.5			33089926			intergenic_region			SLC35E3-MDM2			T			A			0.85			0.33			0.52


			NC_010447.5			33090801			intergenic_region			SLC35E3-MDM2			A			G			0.72			0.17			0.55


			NC_010447.5			33092791			intergenic_region			SLC35E3-MDM2			C			A			0.88			0.28			0.60


			NC_010447.5			33092817			intergenic_region			SLC35E3-MDM2			T			C			0.83			0.30			0.53


			NC_010447.5			33092956			intergenic_region			SLC35E3-MDM2			A			C			0.82			0.26			0.56


			NC_010447.5			33093534			intergenic_region			SLC35E3-MDM2			A			G			0.81			0.26			0.55


			NC_010447.5			33093836			intergenic_region			SLC35E3-MDM2			T			G			0.88			0.32			0.56


			NC_010447.5			33093925			intergenic_region			SLC35E3-MDM2			G			T			0.81			0.31			0.50


			NC_010447.5			33094086			intergenic_region			SLC35E3-MDM2			G			A			0.77			0.21			0.56


			NC_010447.5			33094136			intergenic_region			SLC35E3-MDM2			T			C			0.84			0.29			0.55


			NC_010447.5			33094173			intergenic_region			SLC35E3-MDM2			A			G			0.83			0.32			0.51


			NC_010447.5			33094468			intergenic_region			SLC35E3-MDM2			T			C			0.82			0.28			0.54


			NC_010447.5			33094705			intergenic_region			SLC35E3-MDM2			G			A			0.84			0.31			0.53


			NC_010447.5			33094740			intergenic_region			SLC35E3-MDM2			G			A			0.82			0.28			0.54


			NC_010447.5			33094741			intergenic_region			SLC35E3-MDM2			T			C			0.82			0.28			0.54


			NC_010447.5			33094788			intergenic_region			SLC35E3-MDM2			A			T			0.82			0.25			0.57


			NC_010447.5			33094792			intergenic_region			SLC35E3-MDM2			G			A			0.82			0.25			0.57


			NC_010447.5			33094831			intergenic_region			SLC35E3-MDM2			T			G			0.82			0.22			0.60


			NC_010447.5			33094953			intergenic_region			SLC35E3-MDM2			T			A			0.82			0.21			0.61


			NC_010447.5			33094960			intergenic_region			SLC35E3-MDM2			G			A			0.82			0.19			0.62


			NC_010447.5			33094972			intergenic_region			SLC35E3-MDM2			A			G			0.80			0.22			0.58


			NC_010447.5			33095013			intergenic_region			SLC35E3-MDM2			A			G			0.83			0.29			0.54


			NC_010447.5			33095063			intergenic_region			SLC35E3-MDM2			G			A			0.86			0.28			0.58


			NC_010447.5			33095132			intergenic_region			SLC35E3-MDM2			A			G			0.82			0.32			0.50


			NC_010447.5			33095253			intergenic_region			SLC35E3-MDM2			A			C			0.73			0.21			0.52


			NC_010447.5			33095263			intergenic_region			SLC35E3-MDM2			A			G			0.74			0.21			0.53


			NC_010447.5			33095382			intergenic_region			SLC35E3-MDM2			G			A			0.73			0.16			0.57


			NC_010447.5			33095550			intergenic_region			SLC35E3-MDM2			G			A			0.73			0.13			0.60


			NC_010447.5			33095716			intergenic_region			SLC35E3-MDM2			G			A			0.75			0.21			0.54


			NC_010447.5			33095765			intergenic_region			SLC35E3-MDM2			C			T			0.75			0.19			0.56


			NC_010447.5			33096153			intergenic_region			SLC35E3-MDM2			T			C			0.61			0.08			0.53


			NC_010447.5			33098300			intergenic_region			SLC35E3-MDM2			T			C			0.83			0.28			0.56


			NC_010447.5			33098540			intergenic_region			SLC35E3-MDM2			T			A			0.80			0.25			0.55


			NC_010447.5			33098555			intergenic_region			SLC35E3-MDM2			C			A			0.65			0.08			0.56


			NC_010447.5			33099190			intergenic_region			SLC35E3-MDM2			G			A			0.67			0.12			0.55


			NC_010447.5			33099347			intergenic_region			SLC35E3-MDM2			T			A			0.81			0.31			0.51


			NC_010447.5			33099757			intergenic_region			SLC35E3-MDM2			G			A			0.62			0.09			0.53


			NC_010447.5			33100321			intergenic_region			SLC35E3-MDM2			C			T			0.58			0.04			0.54


			NC_010447.5			33100373			intergenic_region			SLC35E3-MDM2			G			A			0.62			0.11			0.51


			NC_010447.5			33100666			intergenic_region			SLC35E3-MDM2			A			G			0.67			0.10			0.57


			NC_010447.5			33101776			intergenic_region			SLC35E3-MDM2			T			C			0.89			0.32			0.57


			NC_010447.5			33102425			intergenic_region			SLC35E3-MDM2			G			C			0.87			0.32			0.56


			NC_010447.5			33102608			intergenic_region			SLC35E3-MDM2			G			A			0.88			0.34			0.53


			NC_010447.5			33103594			intergenic_region			SLC35E3-MDM2			C			T			0.87			0.29			0.58


			NC_010447.5			33103817			intergenic_region			SLC35E3-MDM2			C			T			0.65			0.00			0.65


			NC_010447.5			33103847			intergenic_region			SLC35E3-MDM2			T			C			0.51			0.00			0.51


			NC_010447.5			33104167			intergenic_region			SLC35E3-MDM2			A			G			0.90			0.29			0.61


			NC_010447.5			33104485			intergenic_region			SLC35E3-MDM2			A			T			0.76			0.24			0.52


			NC_010447.5			33105243			upstream_gene_variant			MDM2			G			C			0.84			0.29			0.55


			NC_010447.5			33107564			intron_variant			MDM2			T			A			0.86			0.32			0.54


			NC_010447.5			33109554			intron_variant			MDM2			G			C			0.88			0.34			0.54


			NC_010447.5			33109960			intron_variant			MDM2			A			G			0.88			0.34			0.54


			NC_010447.5			33115904			intron_variant			MDM2			G			A			0.90			0.39			0.50


			NC_010447.5			33115945			intron_variant			MDM2			G			A			0.90			0.39			0.50


			NC_010447.5			33115955			intron_variant			MDM2			C			T			0.10			0.61			0.50


			NC_010447.5			33117411			intron_variant			MDM2			G			A			0.83			0.19			0.63


			NC_010447.5			33118075			intron_variant			MDM2			C			T			0.79			0.18			0.61


			NC_010447.5			33118386			intron_variant			MDM2			C			G			0.88			0.32			0.56


			NC_010447.5			33118876			intron_variant			MDM2			T			C			0.10			0.61			0.51


			NC_010447.5			33118888			intron_variant			MDM2			G			A			0.80			0.19			0.60


			NC_010447.5			33118975			intron_variant			MDM2			T			G			0.81			0.21			0.60


			NC_010447.5			33119250			intron_variant			MDM2			T			C			0.89			0.32			0.57


			NC_010447.5			33119534			intron_variant			MDM2			G			T			0.78			0.18			0.59


			NC_010447.5			33119652			intron_variant			MDM2			G			C			0.80			0.21			0.59


			NC_010447.5			33120025			intron_variant			MDM2			C			A			0.80			0.19			0.61


			NC_010447.5			33120516			intron_variant			MDM2			A			C			0.81			0.21			0.60


			NC_010447.5			33121826			intron_variant			MDM2			G			A			0.81			0.18			0.62


			NC_010447.5			33122231			intron_variant			MDM2			G			T			0.57			0.07			0.50


			NC_010447.5			33122521			intron_variant			MDM2			C			T			0.78			0.12			0.66


			NC_010447.5			33122881			intron_variant			MDM2			A			T			0.87			0.34			0.53


			NC_010447.5			33122995			intron_variant			MDM2			C			G			0.79			0.21			0.58


			NC_010447.5			33123150			intron_variant			MDM2			C			T			0.79			0.18			0.61


			NC_010447.5			33123442			intron_variant			MDM2			T			C			0.78			0.16			0.62


			NC_010447.5			33123473			intron_variant			MDM2			A			G			0.90			0.32			0.58


			NC_010447.5			33126365			intron_variant			MDM2			C			T			0.85			0.26			0.59


			NC_010447.5			33126924			intron_variant			MDM2			A			G			0.88			0.31			0.58


			NC_010447.5			33127036			intron_variant			MDM2			G			A			0.86			0.28			0.58


			NC_010447.5			33127835			intron_variant			MDM2			T			C			0.88			0.24			0.64


			NC_010447.5			33132958			intron_variant			MDM2			C			G			0.87			0.31			0.57


			NC_010447.5			33138968			intergenic_region			MDM2-CPM			T			A			0.75			0.18			0.57


			NC_010447.5			33139964			intergenic_region			MDM2-CPM			A			G			0.95			0.36			0.59


			NC_010447.5			33144511			intergenic_region			MDM2-CPM			T			C			0.89			0.32			0.57


			NC_010447.5			33144755			intergenic_region			MDM2-CPM			T			C			0.89			0.17			0.72


			NC_010447.5			33148087			intergenic_region			MDM2-CPM			C			T			0.86			0.08			0.78


			NC_010447.5			33149997			intergenic_region			MDM2-CPM			C			G			0.85			0.32			0.54


			NC_010447.5			33150274			intergenic_region			MDM2-CPM			T			C			0.88			0.29			0.59


			NC_010447.5			33151605			intergenic_region			MDM2-CPM			T			C			0.88			0.19			0.68


			NC_010447.5			33151914			intergenic_region			MDM2-CPM			G			A			0.85			0.26			0.59


			NC_010447.5			33161683			intergenic_region			MDM2-CPM			G			A			0.10			0.61			0.50


			NC_010447.5			33163136			intergenic_region			MDM2-CPM			G			A			0.70			0.17			0.54


			NC_010447.5			33163478			intergenic_region			MDM2-CPM			T			A			0.55			0.03			0.52


			NC_010447.5			33165737			intergenic_region			MDM2-CPM			A			G			0.11			0.63			0.52


			NC_010447.5			81557654			intergenic_region			LOC106510404-IGF1			T			G			0.63			0.00			0.63


			NC_010447.5			81558008			intergenic_region			LOC106510404-IGF1			C			A			0.54			0.00			0.54


			NC_010447.5			81559556			intergenic_region			LOC106510404-IGF1			C			T			0.56			0.00			0.56


			NC_010447.5			81572793			intergenic_region			LOC106510404-IGF1			C			T			0.68			0.00			0.68


			NC_010447.5			81582130			intergenic_region			LOC106510404-IGF1			T			C			0.88			0.00			0.88


			NC_010447.5			81582794			intergenic_region			LOC106510404-IGF1			A			T			0.62			0.00			0.62


			NC_010447.5			81590155			intergenic_region			LOC106510404-IGF1			G			A			0.21			1.00			0.79


			NC_010447.5			81590406			intergenic_region			LOC106510404-IGF1			T			C			0.27			1.00			0.73


			NC_010447.5			81590830			intergenic_region			LOC106510404-IGF1			G			C			0.24			1.00			0.76


			NC_010447.5			81593572			intergenic_region			LOC106510404-IGF1			G			A			0.18			1.00			0.82


			NC_010447.5			81596863			intergenic_region			LOC106510404-IGF1			G			A			0.07			1.00			0.93


			NC_010447.5			81602850			intergenic_region			LOC106510404-IGF1			C			T			0.06			0.92			0.85


			NC_010447.5			81604722			intergenic_region			LOC106510404-IGF1			T			C			0.28			0.89			0.62


			NC_010447.5			81606088			intergenic_region			LOC106510404-IGF1			T			C			0.30			1.00			0.70


			NC_010447.5			81606254			intergenic_region			LOC106510404-IGF1			C			T			0.27			0.89			0.62


			NC_010447.5			81606879			intergenic_region			LOC106510404-IGF1			G			A			0.40			0.92			0.51


			NC_010447.5			81607016			intergenic_region			LOC106510404-IGF1			G			A			0.39			0.89			0.50


			NC_010447.5			81607066			intergenic_region			LOC106510404-IGF1			G			A			0.24			0.89			0.66


			NC_010447.5			81607746			intergenic_region			LOC106510404-IGF1			G			A			0.02			0.69			0.67


			NC_010447.5			81609075			intergenic_region			LOC106510404-IGF1			A			C			0.31			1.00			0.69


			NC_010447.5			81610705			intergenic_region			LOC106510404-IGF1			C			T			0.30			0.89			0.59


			NC_010447.5			81612327			intergenic_region			LOC106510404-IGF1			G			A			0.36			0.89			0.53


			NC_010447.5			81613179			intergenic_region			LOC106510404-IGF1			T			C			0.39			0.89			0.50


			NC_010447.5			81616721			intergenic_region			LOC106510404-IGF1			G			A			0.31			0.89			0.58


			NC_010447.5			81616735			intergenic_region			LOC106510404-IGF1			T			A			0.31			0.89			0.58


			NC_010447.5			81617577			intergenic_region			LOC106510404-IGF1			C			T			0.35			0.92			0.58


			NC_010447.5			81617674			intergenic_region			LOC106510404-IGF1			G			C			0.32			1.00			0.68


			NC_010447.5			81617730			intergenic_region			LOC106510404-IGF1			C			T			0.47			1.00			0.53


			NC_010447.5			81621598			intergenic_region			LOC106510404-IGF1			C			T			0.28			0.87			0.58


			NC_010447.5			81621650			intergenic_region			LOC106510404-IGF1			C			T			0.26			0.89			0.63


			NC_010447.5			81622661			intergenic_region			LOC106510404-IGF1			G			A			0.27			0.84			0.57


			NC_010447.5			81622675			intergenic_region			LOC106510404-IGF1			C			A			0.04			0.87			0.83


			NC_010447.5			81623800			intergenic_region			LOC106510404-IGF1			G			A			0.59			0.08			0.51


			NC_010447.5			81624164			intergenic_region			LOC106510404-IGF1			G			A			0.06			0.89			0.83


			NC_010447.5			81624456			intergenic_region			LOC106510404-IGF1			G			A			0.19			1.00			0.81


			NC_010447.5			81624594			intergenic_region			LOC106510404-IGF1			A			G			0.40			1.00			0.60


			NC_010447.5			81625707			intergenic_region			LOC106510404-IGF1			C			G			0.73			0.00			0.73


			NC_010447.5			81626863			intergenic_region			LOC106510404-IGF1			A			G			0.13			1.00			0.88


			NC_010447.5			81627765			intergenic_region			LOC106510404-IGF1			C			T			0.12			1.00			0.88


			NC_010447.5			81628968			intergenic_region			LOC106510404-IGF1			C			T			0.32			1.00			0.68


			NC_010447.5			81629150			intergenic_region			LOC106510404-IGF1			C			A			0.58			0.00			0.58


			NC_010447.5			81629414			intergenic_region			LOC106510404-IGF1			C			G			0.62			0.00			0.62


			NC_010447.5			81629452			intergenic_region			LOC106510404-IGF1			C			T			0.28			1.00			0.72


			NC_010447.5			81630025			intergenic_region			LOC106510404-IGF1			C			T			0.26			1.00			0.74


			NC_010447.5			81630152			intergenic_region			LOC106510404-IGF1			G			A			0.27			1.00			0.73


			NC_010447.5			81630375			intergenic_region			LOC106510404-IGF1			C			T			0.11			1.00			0.89


			NC_010447.5			81630401			intergenic_region			LOC106510404-IGF1			C			T			0.38			1.00			0.62


			NC_010447.5			81630423			intergenic_region			LOC106510404-IGF1			A			G			0.25			1.00			0.75


			NC_010447.5			81630754			intergenic_region			LOC106510404-IGF1			G			A			0.10			1.00			0.90


			NC_010447.5			81630834			intergenic_region			LOC106510404-IGF1			A			G			0.34			1.00			0.66


			NC_010447.5			81630836			intergenic_region			LOC106510404-IGF1			G			C			0.26			1.00			0.74


			NC_010447.5			81631067			intergenic_region			LOC106510404-IGF1			A			G			0.36			1.00			0.64


			NC_010447.5			81631247			intergenic_region			LOC106510404-IGF1			C			A			0.34			1.00			0.66


			NC_010447.5			81631307			intergenic_region			LOC106510404-IGF1			A			C			0.38			1.00			0.63


			NC_010447.5			81631340			intergenic_region			LOC106510404-IGF1			T			C			0.59			0.00			0.59


			NC_010447.5			81631445			intergenic_region			LOC106510404-IGF1			G			A			0.36			1.00			0.64


			NC_010447.5			81631503			intergenic_region			LOC106510404-IGF1			C			G			0.27			1.00			0.73


			NC_010447.5			81631602			intergenic_region			LOC106510404-IGF1			T			C			0.37			1.00			0.63


			NC_010447.5			81631813			intergenic_region			LOC106510404-IGF1			C			T			0.34			1.00			0.66


			NC_010447.5			81631819			intergenic_region			LOC106510404-IGF1			T			G			0.34			1.00			0.66


			NC_010447.5			81631887			intergenic_region			LOC106510404-IGF1			G			A			0.60			0.00			0.60


			NC_010447.5			81632057			intergenic_region			LOC106510404-IGF1			C			T			0.62			0.00			0.62


			NC_010447.5			81632110			intergenic_region			LOC106510404-IGF1			C			A			0.59			0.00			0.59


			NC_010447.5			81632124			intergenic_region			LOC106510404-IGF1			C			T			0.60			0.00			0.60


			NC_010447.5			81632127			intergenic_region			LOC106510404-IGF1			A			G			0.38			1.00			0.63


			NC_010447.5			81632270			intergenic_region			LOC106510404-IGF1			C			T			0.27			1.00			0.73


			NC_010447.5			81632272			intergenic_region			LOC106510404-IGF1			A			G			0.36			1.00			0.64


			NC_010447.5			81632287			intergenic_region			LOC106510404-IGF1			A			T			0.34			1.00			0.66


			NC_010447.5			81632319			intergenic_region			LOC106510404-IGF1			G			T			0.26			1.00			0.74


			NC_010447.5			81632430			intergenic_region			LOC106510404-IGF1			C			A			0.30			1.00			0.70


			NC_010447.5			81632452			intergenic_region			LOC106510404-IGF1			C			G			0.58			0.00			0.58


			NC_010447.5			81632560			intergenic_region			LOC106510404-IGF1			C			T			0.52			0.00			0.52


			NC_010447.5			81632592			intergenic_region			LOC106510404-IGF1			G			A			0.35			1.00			0.65


			NC_010447.5			81632594			intergenic_region			LOC106510404-IGF1			C			T			0.35			1.00			0.65


			NC_010447.5			81632621			intergenic_region			LOC106510404-IGF1			C			T			0.32			1.00			0.68


			NC_010447.5			81632634			intergenic_region			LOC106510404-IGF1			G			T			0.65			0.00			0.65


			NC_010447.5			81632636			intergenic_region			LOC106510404-IGF1			G			A			0.30			1.00			0.70


			NC_010447.5			81632769			intergenic_region			LOC106510404-IGF1			A			C			0.35			1.00			0.65


			NC_010447.5			81632807			intergenic_region			LOC106510404-IGF1			T			A			0.34			1.00			0.66


			NC_010447.5			81632884			intergenic_region			LOC106510404-IGF1			C			T			0.36			1.00			0.64


			NC_010447.5			81632932			intergenic_region			LOC106510404-IGF1			G			A			0.27			1.00			0.73


			NC_010447.5			81632970			intergenic_region			LOC106510404-IGF1			C			T			0.33			1.00			0.67


			NC_010447.5			81633031			intergenic_region			LOC106510404-IGF1			C			T			0.34			1.00			0.66


			NC_010447.5			81633314			intergenic_region			LOC106510404-IGF1			G			A			0.38			1.00			0.62


			NC_010447.5			81633343			intergenic_region			LOC106510404-IGF1			G			A			0.34			1.00			0.66


			NC_010447.5			81633416			intergenic_region			LOC106510404-IGF1			G			A			0.32			1.00			0.68


			NC_010447.5			81633952			intergenic_region			LOC106510404-IGF1			C			T			0.38			1.00			0.62


			NC_010447.5			81634332			intergenic_region			LOC106510404-IGF1			G			T			0.65			0.00			0.65


			NC_010447.5			81634774			intergenic_region			LOC106510404-IGF1			A			G			0.61			0.00			0.61


			NC_010447.5			81635363			intergenic_region			LOC106510404-IGF1			T			C			0.60			0.00			0.60


			NC_010447.5			81635718			intergenic_region			LOC106510404-IGF1			T			C			0.30			0.97			0.68


			NC_010447.5			81635983			intergenic_region			LOC106510404-IGF1			G			A			0.88			0.11			0.77


			NC_010447.5			81636762			intergenic_region			LOC106510404-IGF1			A			G			0.96			0.28			0.69


			NC_010447.5			81637301			intergenic_region			LOC106510404-IGF1			A			G			0.95			0.28			0.67


			NC_010447.5			81637854			intergenic_region			LOC106510404-IGF1			T			C			0.36			1.00			0.64


			NC_010447.5			81640891			intergenic_region			LOC106510404-IGF1			T			C			0.95			0.24			0.72


			NC_010447.5			81641963			intergenic_region			LOC106510404-IGF1			C			T			0.69			0.00			0.69


			NC_010447.5			81644694			intergenic_region			LOC106510404-IGF1			T			G			0.04			0.79			0.75


			NC_010447.5			81647128			intergenic_region			LOC106510404-IGF1			A			C			0.03			0.74			0.70


			NC_010447.5			81647156			intergenic_region			LOC106510404-IGF1			G			A			0.48			1.00			0.52


			NC_010447.5			81647482			intergenic_region			LOC106510404-IGF1			T			C			0.28			1.00			0.72


			NC_010447.5			81647741			intergenic_region			LOC106510404-IGF1			T			C			0.27			1.00			0.73


			NC_010447.5			81648446			intergenic_region			LOC106510404-IGF1			A			C			0.28			1.00			0.72


			NC_010447.5			81648684			intergenic_region			LOC106510404-IGF1			G			A			0.31			1.00			0.69


			NC_010447.5			81649121			intergenic_region			LOC106510404-IGF1			C			A			0.26			1.00			0.74


			NC_010447.5			81649264			intergenic_region			LOC106510404-IGF1			C			T			0.73			0.00			0.73


			NC_010447.5			81649383			intergenic_region			LOC106510404-IGF1			A			G			0.58			0.00			0.58


			NC_010447.5			81649462			intergenic_region			LOC106510404-IGF1			A			C			0.34			1.00			0.66


			NC_010447.5			81649614			intergenic_region			LOC106510404-IGF1			C			T			0.33			1.00			0.67


			NC_010447.5			81649748			intergenic_region			LOC106510404-IGF1			T			C			0.31			1.00			0.69


			NC_010447.5			81649875			intergenic_region			LOC106510404-IGF1			T			A			0.26			1.00			0.74


			NC_010447.5			81649969			intergenic_region			LOC106510404-IGF1			T			C			0.14			1.00			0.86


			NC_010447.5			81649974			intergenic_region			LOC106510404-IGF1			C			A			0.13			1.00			0.87


			NC_010447.5			81649980			intergenic_region			LOC106510404-IGF1			A			T			0.13			1.00			0.87


			NC_010447.5			81649988			intergenic_region			LOC106510404-IGF1			A			G			0.18			1.00			0.82


			NC_010447.5			81650327			intergenic_region			LOC106510404-IGF1			C			T			0.25			1.00			0.75


			NC_010447.5			81650489			intergenic_region			LOC106510404-IGF1			T			C			0.25			1.00			0.75


			NC_010447.5			81650539			intergenic_region			LOC106510404-IGF1			C			T			0.42			1.00			0.58


			NC_010447.5			81650723			intergenic_region			LOC106510404-IGF1			T			C			0.24			1.00			0.76


			NC_010447.5			81650890			intergenic_region			LOC106510404-IGF1			A			G			0.24			1.00			0.76


			NC_010447.5			81651333			intergenic_region			LOC106510404-IGF1			C			T			0.24			1.00			0.76


			NC_010447.5			81651760			intergenic_region			LOC106510404-IGF1			G			A			0.30			1.00			0.70


			NC_010447.5			81652031			intergenic_region			LOC106510404-IGF1			A			G			0.23			0.97			0.75


			NC_010447.5			81652257			intergenic_region			LOC106510404-IGF1			C			A			0.26			1.00			0.74


			NC_010447.5			81652557			intergenic_region			LOC106510404-IGF1			T			G			0.23			1.00			0.77


			NC_010447.5			81652827			intergenic_region			LOC106510404-IGF1			C			A			0.25			1.00			0.75


			NC_010447.5			81652836			intergenic_region			LOC106510404-IGF1			T			C			0.25			1.00			0.75


			NC_010447.5			81652921			intergenic_region			LOC106510404-IGF1			C			T			0.23			1.00			0.77


			NC_010447.5			81653315			intergenic_region			LOC106510404-IGF1			C			T			0.27			1.00			0.73


			NC_010447.5			81653623			intergenic_region			LOC106510404-IGF1			T			C			0.23			1.00			0.77


			NC_010447.5			81653678			intergenic_region			LOC106510404-IGF1			G			A			0.67			0.00			0.67


			NC_010447.5			81654165			intergenic_region			LOC106510404-IGF1			C			T			0.23			1.00			0.77


			NC_010447.5			81654504			intergenic_region			LOC106510404-IGF1			G			A			0.20			1.00			0.80


			NC_010447.5			81654538			intergenic_region			LOC106510404-IGF1			G			A			0.23			1.00			0.78


			NC_010447.5			81655041			intergenic_region			LOC106510404-IGF1			C			A			0.24			0.97			0.73


			NC_010447.5			81655135			intergenic_region			LOC106510404-IGF1			C			T			0.24			1.00			0.76


			NC_010447.5			81655217			intergenic_region			LOC106510404-IGF1			A			G			0.23			1.00			0.77


			NC_010447.5			81655977			intergenic_region			LOC106510404-IGF1			C			T			0.22			1.00			0.78


			NC_010447.5			81655994			intergenic_region			LOC106510404-IGF1			C			T			0.22			1.00			0.78


			NC_010447.5			81656100			intergenic_region			LOC106510404-IGF1			T			C			0.23			1.00			0.77


			NC_010447.5			81656451			intergenic_region			LOC106510404-IGF1			T			C			0.22			1.00			0.78


			NC_010447.5			81656587			intergenic_region			LOC106510404-IGF1			C			T			0.18			1.00			0.82


			NC_010447.5			81656643			intergenic_region			LOC106510404-IGF1			G			A			0.23			1.00			0.77


			NC_010447.5			81656676			intergenic_region			LOC106510404-IGF1			C			T			0.17			1.00			0.83


			NC_010447.5			81656677			intergenic_region			LOC106510404-IGF1			G			A			0.17			1.00			0.83


			NC_010447.5			81656680			intergenic_region			LOC106510404-IGF1			G			A			0.13			1.00			0.87


			NC_010447.5			81656684			intergenic_region			LOC106510404-IGF1			A			G			0.13			1.00			0.87


			NC_010447.5			81656852			intergenic_region			LOC106510404-IGF1			G			A			0.25			1.00			0.75


			NC_010447.5			81656926			intergenic_region			LOC106510404-IGF1			C			T			0.18			1.00			0.82


			NC_010447.5			81657210			intergenic_region			LOC106510404-IGF1			C			T			0.19			1.00			0.81


			NC_010447.5			81657313			intergenic_region			LOC106510404-IGF1			C			T			0.25			0.97			0.72


			NC_010447.5			81658020			intergenic_region			LOC106510404-IGF1			T			C			0.26			1.00			0.74


			NC_010447.5			81658266			intergenic_region			LOC106510404-IGF1			T			C			0.71			0.00			0.71


			NC_010447.5			81658337			intergenic_region			LOC106510404-IGF1			G			A			0.26			1.00			0.74


			NC_010447.5			81658377			intergenic_region			LOC106510404-IGF1			C			T			0.26			1.00			0.74


			NC_010447.5			81658471			intergenic_region			LOC106510404-IGF1			A			G			0.25			1.00			0.75


			NC_010447.5			81658670			intergenic_region			LOC106510404-IGF1			T			C			0.25			1.00			0.75


			NC_010447.5			81658719			intergenic_region			LOC106510404-IGF1			A			G			0.33			1.00			0.67


			NC_010447.5			81658817			intergenic_region			LOC106510404-IGF1			C			T			0.20			1.00			0.80


			NC_010447.5			81659103			intergenic_region			LOC106510404-IGF1			A			G			0.13			1.00			0.87


			NC_010447.5			81659206			intergenic_region			LOC106510404-IGF1			C			T			0.22			1.00			0.78


			NC_010447.5			81659235			intergenic_region			LOC106510404-IGF1			G			A			0.24			1.00			0.76


			NC_010447.5			81659511			intergenic_region			LOC106510404-IGF1			A			G			0.24			1.00			0.76


			NC_010447.5			81660021			intergenic_region			LOC106510404-IGF1			A			G			0.21			1.00			0.79


			NC_010447.5			81660054			intergenic_region			LOC106510404-IGF1			G			C			0.24			1.00			0.76


			NC_010447.5			81660055			intergenic_region			LOC106510404-IGF1			G			A			0.24			1.00			0.76


			NC_010447.5			81660091			intergenic_region			LOC106510404-IGF1			T			G			0.22			1.00			0.78


			NC_010447.5			81660173			intergenic_region			LOC106510404-IGF1			A			G			0.24			1.00			0.76


			NC_010447.5			81660179			intergenic_region			LOC106510404-IGF1			A			G			0.23			1.00			0.77


			NC_010447.5			81660310			intergenic_region			LOC106510404-IGF1			A			G			0.51			0.00			0.51


			NC_010447.5			81660323			intergenic_region			LOC106510404-IGF1			G			T			0.76			0.00			0.76


			NC_010447.5			81660430			intergenic_region			LOC106510404-IGF1			C			T			0.02			0.74			0.71


			NC_010447.5			81660434			intergenic_region			LOC106510404-IGF1			A			G			0.30			1.00			0.70


			NC_010447.5			81660652			intergenic_region			LOC106510404-IGF1			G			A			0.36			1.00			0.64


			NC_010447.5			81661381			intergenic_region			LOC106510404-IGF1			T			C			0.31			1.00			0.69


			NC_010447.5			81661409			intergenic_region			LOC106510404-IGF1			C			T			0.32			1.00			0.68


			NC_010447.5			81661450			intergenic_region			LOC106510404-IGF1			A			C			0.30			1.00			0.70


			NC_010447.5			81661477			intergenic_region			LOC106510404-IGF1			G			C			0.57			0.00			0.57


			NC_010447.5			81661631			intergenic_region			LOC106510404-IGF1			T			C			0.38			1.00			0.62


			NC_010447.5			81661733			intergenic_region			LOC106510404-IGF1			G			A			0.48			1.00			0.52


			NC_010447.5			81661860			intergenic_region			LOC106510404-IGF1			A			G			0.35			1.00			0.65


			NC_010447.5			81661939			intergenic_region			LOC106510404-IGF1			C			G			0.34			1.00			0.66


			NC_010447.5			81662037			intergenic_region			LOC106510404-IGF1			G			A			0.19			1.00			0.81


			NC_010447.5			81662045			intergenic_region			LOC106510404-IGF1			G			A			0.19			1.00			0.81


			NC_010447.5			81662098			intergenic_region			LOC106510404-IGF1			C			A			0.09			1.00			0.91


			NC_010447.5			81662312			intergenic_region			LOC106510404-IGF1			G			A			0.58			0.00			0.58


			NC_010447.5			81662328			intergenic_region			LOC106510404-IGF1			T			C			0.30			1.00			0.70


			NC_010447.5			81662337			intergenic_region			LOC106510404-IGF1			G			A			0.31			1.00			0.69


			NC_010447.5			81662338			intergenic_region			LOC106510404-IGF1			G			C			0.31			1.00			0.69


			NC_010447.5			81662360			intergenic_region			LOC106510404-IGF1			T			C			0.32			1.00			0.68


			NC_010447.5			81663577			intergenic_region			LOC106510404-IGF1			G			A			0.30			1.00			0.70


			NC_010447.5			81663664			intergenic_region			LOC106510404-IGF1			C			G			0.59			0.00			0.59


			NC_010447.5			81663752			intergenic_region			LOC106510404-IGF1			A			G			0.56			0.00			0.56


			NC_010447.5			81663759			intergenic_region			LOC106510404-IGF1			C			G			0.55			0.00			0.55


			NC_010447.5			81663925			intergenic_region			LOC106510404-IGF1			C			T			0.58			0.00			0.58


			NC_010447.5			81663946			intergenic_region			LOC106510404-IGF1			A			G			0.19			1.00			0.81


			NC_010447.5			81664580			intergenic_region			LOC106510404-IGF1			T			C			0.59			0.00			0.59


			NC_010447.5			81664635			intergenic_region			LOC106510404-IGF1			C			T			0.19			1.00			0.81


			NC_010447.5			81664760			intergenic_region			LOC106510404-IGF1			A			C			0.56			0.00			0.56


			NC_010447.5			81665009			intergenic_region			LOC106510404-IGF1			A			C			0.53			0.00			0.53


			NC_010447.5			81665115			intergenic_region			LOC106510404-IGF1			C			T			0.17			1.00			0.83


			NC_010447.5			81665126			intergenic_region			LOC106510404-IGF1			C			A			0.16			1.00			0.84


			NC_010447.5			81665219			intergenic_region			LOC106510404-IGF1			C			T			0.03			0.71			0.68


			NC_010447.5			81665625			intergenic_region			LOC106510404-IGF1			G			A			0.64			0.00			0.64


			NC_010447.5			81665724			intergenic_region			LOC106510404-IGF1			C			T			0.14			1.00			0.86


			NC_010447.5			81665762			intergenic_region			LOC106510404-IGF1			G			A			0.15			1.00			0.85


			NC_010447.5			81665773			intergenic_region			LOC106510404-IGF1			C			G			0.63			0.00			0.63


			NC_010447.5			81665836			intergenic_region			LOC106510404-IGF1			G			A			0.13			1.00			0.88


			NC_010447.5			81665881			intergenic_region			LOC106510404-IGF1			A			G			0.14			1.00			0.86


			NC_010447.5			81665996			intergenic_region			LOC106510404-IGF1			T			C			0.67			0.00			0.67


			NC_010447.5			81666298			intergenic_region			LOC106510404-IGF1			A			T			0.11			1.00			0.89


			NC_010447.5			81666939			intergenic_region			LOC106510404-IGF1			A			G			0.13			1.00			0.88


			NC_010447.5			81667256			intergenic_region			LOC106510404-IGF1			T			C			0.08			0.97			0.90


			NC_010447.5			81667257			intergenic_region			LOC106510404-IGF1			G			A			0.08			0.97			0.90


			NC_010447.5			81667552			intergenic_region			LOC106510404-IGF1			G			A			0.15			0.97			0.82


			NC_010447.5			81667579			intergenic_region			LOC106510404-IGF1			C			A			0.14			0.97			0.84


			NC_010447.5			81667907			intergenic_region			LOC106510404-IGF1			C			T			0.21			1.00			0.79


			NC_010447.5			81668008			intergenic_region			LOC106510404-IGF1			G			A			0.10			1.00			0.90


			NC_010447.5			81668266			intergenic_region			LOC106510404-IGF1			T			C			0.22			1.00			0.78


			NC_010447.5			81668616			intergenic_region			LOC106510404-IGF1			A			G			0.14			1.00			0.86


			NC_010447.5			81668674			intergenic_region			LOC106510404-IGF1			T			G			0.05			1.00			0.95


			NC_010447.5			81668701			intergenic_region			LOC106510404-IGF1			G			A			0.23			1.00			0.77


			NC_010447.5			81669243			intergenic_region			LOC106510404-IGF1			C			T			0.15			1.00			0.85


			NC_010447.5			81669268			intergenic_region			LOC106510404-IGF1			C			A			0.23			1.00			0.77


			NC_010447.5			81669322			intergenic_region			LOC106510404-IGF1			T			C			0.13			1.00			0.88


			NC_010447.5			81669541			intergenic_region			LOC106510404-IGF1			T			C			0.22			1.00			0.78


			NC_010447.5			81669630			intergenic_region			LOC106510404-IGF1			A			G			0.25			1.00			0.75


			NC_010447.5			81669733			intergenic_region			LOC106510404-IGF1			T			C			0.53			0.00			0.53


			NC_010447.5			81669872			intergenic_region			LOC106510404-IGF1			C			T			0.10			1.00			0.90


			NC_010447.5			81670382			intergenic_region			LOC106510404-IGF1			G			A			0.11			1.00			0.89


			NC_010447.5			81670621			intergenic_region			LOC106510404-IGF1			T			C			0.76			0.00			0.76


			NC_010447.5			81671042			intergenic_region			LOC106510404-IGF1			G			A			0.14			1.00			0.86


			NC_010447.5			81671079			intergenic_region			LOC106510404-IGF1			G			T			0.13			0.97			0.85


			NC_010447.5			81671657			intergenic_region			LOC106510404-IGF1			G			T			0.06			1.00			0.94


			NC_010447.5			81671986			intergenic_region			LOC106510404-IGF1			T			C			0.19			1.00			0.81


			NC_010447.5			81672195			intergenic_region			LOC106510404-IGF1			C			T			0.17			1.00			0.83


			NC_010447.5			81672260			intergenic_region			LOC106510404-IGF1			A			T			0.22			1.00			0.78


			NC_010447.5			81673131			intergenic_region			LOC106510404-IGF1			C			T			0.03			0.87			0.83


			NC_010447.5			81673974			intergenic_region			LOC106510404-IGF1			C			T			0.31			1.00			0.69


			NC_010447.5			81674041			intergenic_region			LOC106510404-IGF1			C			T			0.31			1.00			0.69


			NC_010447.5			81674430			intergenic_region			LOC106510404-IGF1			A			T			0.31			1.00			0.69


			NC_010447.5			81674628			intergenic_region			LOC106510404-IGF1			C			T			0.31			1.00			0.69


			NC_010447.5			81674651			intergenic_region			LOC106510404-IGF1			G			A			0.32			1.00			0.68


			NC_010447.5			81674743			intergenic_region			LOC106510404-IGF1			T			A			0.30			1.00			0.70


			NC_010447.5			81674834			intergenic_region			LOC106510404-IGF1			C			G			0.28			1.00			0.72


			NC_010447.5			81675027			intergenic_region			LOC106510404-IGF1			C			T			0.32			1.00			0.68


			NC_010447.5			81675251			intergenic_region			LOC106510404-IGF1			G			A			0.30			1.00			0.70


			NC_010447.5			81675292			intergenic_region			LOC106510404-IGF1			G			A			0.30			1.00			0.70


			NC_010447.5			81675299			intergenic_region			LOC106510404-IGF1			A			G			0.30			1.00			0.70


			NC_010447.5			81675326			intergenic_region			LOC106510404-IGF1			C			A			0.30			1.00			0.70


			NC_010447.5			81675336			intergenic_region			LOC106510404-IGF1			C			A			0.32			1.00			0.68


			NC_010447.5			81675386			intergenic_region			LOC106510404-IGF1			T			C			0.28			1.00			0.72


			NC_010447.5			81675421			intergenic_region			LOC106510404-IGF1			A			C			0.28			1.00			0.72


			NC_010447.5			81675514			intergenic_region			LOC106510404-IGF1			A			G			0.31			1.00			0.69


			NC_010447.5			81675537			intergenic_region			LOC106510404-IGF1			T			C			0.29			1.00			0.71


			NC_010447.5			81675634			intergenic_region			LOC106510404-IGF1			A			G			0.30			1.00			0.70


			NC_010447.5			81675635			intergenic_region			LOC106510404-IGF1			G			T			0.30			1.00			0.70


			NC_010447.5			81676007			intergenic_region			LOC106510404-IGF1			C			T			0.26			1.00			0.74


			NC_010447.5			81676010			intergenic_region			LOC106510404-IGF1			T			C			0.26			1.00			0.74


			NC_010447.5			81676176			intergenic_region			LOC106510404-IGF1			A			G			0.26			1.00			0.74


			NC_010447.5			81676199			intergenic_region			LOC106510404-IGF1			T			C			0.27			1.00			0.73


			NC_010447.5			81676207			intergenic_region			LOC106510404-IGF1			A			C			0.27			1.00			0.73


			NC_010447.5			81676233			intergenic_region			LOC106510404-IGF1			G			A			0.27			1.00			0.73


			NC_010447.5			81676252			intergenic_region			LOC106510404-IGF1			A			T			0.27			1.00			0.73


			NC_010447.5			81676370			intergenic_region			LOC106510404-IGF1			C			T			0.28			1.00			0.72


			NC_010447.5			81676390			intergenic_region			LOC106510404-IGF1			A			G			0.29			1.00			0.71


			NC_010447.5			81676422			intergenic_region			LOC106510404-IGF1			G			C			0.29			1.00			0.71


			NC_010447.5			81676590			intergenic_region			LOC106510404-IGF1			A			G			0.28			1.00			0.72


			NC_010447.5			81676593			intergenic_region			LOC106510404-IGF1			A			T			0.27			1.00			0.73


			NC_010447.5			81676684			intergenic_region			LOC106510404-IGF1			G			A			0.30			1.00			0.70


			NC_010447.5			81676720			intergenic_region			LOC106510404-IGF1			T			A			0.26			1.00			0.74


			NC_010447.5			81676849			intergenic_region			LOC106510404-IGF1			T			A			0.27			1.00			0.73


			NC_010447.5			81676861			intergenic_region			LOC106510404-IGF1			A			T			0.26			0.97			0.71


			NC_010447.5			81677344			intergenic_region			LOC106510404-IGF1			T			C			0.31			1.00			0.69


			NC_010447.5			81677858			intergenic_region			LOC106510404-IGF1			C			T			0.32			1.00			0.68


			NC_010447.5			81677878			intergenic_region			LOC106510404-IGF1			A			C			0.31			1.00			0.69


			NC_010447.5			81677948			intergenic_region			LOC106510404-IGF1			C			T			0.28			1.00			0.72


			NC_010447.5			81678151			intergenic_region			LOC106510404-IGF1			T			C			0.31			1.00			0.69


			NC_010447.5			81678677			intergenic_region			LOC106510404-IGF1			C			T			0.07			1.00			0.93


			NC_010447.5			81678711			intergenic_region			LOC106510404-IGF1			T			G			0.02			0.53			0.50


			NC_010447.5			81678873			intergenic_region			LOC106510404-IGF1			G			A			0.24			1.00			0.76


			NC_010447.5			81679051			intergenic_region			LOC106510404-IGF1			G			A			0.23			1.00			0.77


			NC_010447.5			81679255			intergenic_region			LOC106510404-IGF1			G			A			0.10			1.00			0.90


			NC_010447.5			81679287			intergenic_region			LOC106510404-IGF1			A			C			0.25			1.00			0.75


			NC_010447.5			81679308			intergenic_region			LOC106510404-IGF1			T			G			0.40			1.00			0.60


			NC_010447.5			81679309			intergenic_region			LOC106510404-IGF1			T			C			0.24			1.00			0.76


			NC_010447.5			81688510			intergenic_region			LOC106510404-IGF1			A			G			0.54			0.00			0.54


			NC_010447.5			81689501			intergenic_region			LOC106510404-IGF1			A			G			0.55			0.00			0.55


			NC_010447.5			81689835			intergenic_region			LOC106510404-IGF1			T			C			0.16			1.00			0.84


			NC_010447.5			81689852			intergenic_region			LOC106510404-IGF1			T			C			0.45			1.00			0.55


			NC_010447.5			81689903			intergenic_region			LOC106510404-IGF1			A			G			0.21			1.00			0.79


			NC_010447.5			81689904			intergenic_region			LOC106510404-IGF1			A			C			0.21			1.00			0.79


			NC_010447.5			81690706			intergenic_region			LOC106510404-IGF1			T			C			0.53			0.00			0.53


			NC_010447.5			81690784			intergenic_region			LOC106510404-IGF1			G			T			0.55			0.00			0.55


			NC_010447.5			81691147			intergenic_region			LOC106510404-IGF1			G			T			0.59			0.00			0.59


			NC_010447.5			81691332			intergenic_region			LOC106510404-IGF1			C			G			0.52			0.00			0.52


			NC_010447.5			81691412			intergenic_region			LOC106510404-IGF1			A			T			0.53			0.00			0.53


			NC_010447.5			81691446			intergenic_region			LOC106510404-IGF1			G			A			0.33			1.00			0.67


			NC_010447.5			81691522			intergenic_region			LOC106510404-IGF1			C			G			0.07			1.00			0.93


			NC_010447.5			81691770			intergenic_region			LOC106510404-IGF1			A			T			0.52			0.00			0.52


			NC_010447.5			81691790			intergenic_region			LOC106510404-IGF1			C			A			0.52			0.00			0.52


			NC_010447.5			81691813			intergenic_region			LOC106510404-IGF1			G			T			0.80			0.00			0.80


			NC_010447.5			81692151			intergenic_region			LOC106510404-IGF1			C			T			0.93			0.00			0.93


			NC_010447.5			81692199			intergenic_region			LOC106510404-IGF1			T			C			0.07			1.00			0.93


			NC_010447.5			81692351			intergenic_region			LOC106510404-IGF1			T			C			0.25			1.00			0.75


			NC_010447.5			81692385			intergenic_region			LOC106510404-IGF1			A			T			0.02			0.84			0.82


			NC_010447.5			81692392			intergenic_region			LOC106510404-IGF1			T			C			0.42			0.97			0.55


			NC_010447.5			81692568			intergenic_region			LOC106510404-IGF1			G			A			0.15			1.00			0.85


			NC_010447.5			81692656			intergenic_region			LOC106510404-IGF1			C			T			0.36			1.00			0.64


			NC_010447.5			81692749			intergenic_region			LOC106510404-IGF1			T			C			0.44			1.00			0.56


			NC_010447.5			81692812			intergenic_region			LOC106510404-IGF1			A			G			0.41			1.00			0.59


			NC_010447.5			81694731			intergenic_region			LOC106510404-IGF1			A			G			0.34			1.00			0.66


			NC_010447.5			81695305			intergenic_region			LOC106510404-IGF1			A			T			0.06			0.97			0.92


			NC_010447.5			81696122			intergenic_region			LOC106510404-IGF1			T			C			0.40			1.00			0.60


			NC_010447.5			81696528			intergenic_region			LOC106510404-IGF1			C			T			0.05			1.00			0.95


			NC_010447.5			81699060			intergenic_region			LOC106510404-IGF1			C			T			0.05			1.00			0.95


			NC_010447.5			81699423			intergenic_region			LOC106510404-IGF1			C			A			0.05			1.00			0.95


			NC_010447.5			81699453			intergenic_region			LOC106510404-IGF1			G			T			0.14			0.78			0.64


			NC_010447.5			81700374			intergenic_region			LOC106510404-IGF1			G			A			0.10			1.00			0.90


			NC_010447.5			81700686			intergenic_region			LOC106510404-IGF1			A			G			0.06			1.00			0.94


			NC_010447.5			81701339			intergenic_region			LOC106510404-IGF1			A			G			0.09			1.00			0.91


			NC_010447.5			81703056			intergenic_region			LOC106510404-IGF1			G			A			0.24			1.00			0.76


			NC_010447.5			81704749			intergenic_region			LOC106510404-IGF1			A			C			0.21			1.00			0.79


			NC_010447.5			81705625			intergenic_region			LOC106510404-IGF1			G			T			0.44			1.00			0.56


			NC_010447.5			81705782			intergenic_region			LOC106510404-IGF1			G			A			0.43			1.00			0.57


			NC_010447.5			81705951			intergenic_region			LOC106510404-IGF1			C			T			0.46			1.00			0.54


			NC_010447.5			81706520			intergenic_region			LOC106510404-IGF1			C			A			0.44			1.00			0.56


			NC_010447.5			81706793			intergenic_region			LOC106510404-IGF1			T			C			0.48			1.00			0.52


			NC_010447.5			81707389			intergenic_region			LOC106510404-IGF1			G			A			0.45			1.00			0.55


			NC_010447.5			81707458			intergenic_region			LOC106510404-IGF1			G			A			0.44			1.00			0.56


			NC_010447.5			81707523			intergenic_region			LOC106510404-IGF1			A			T			0.10			1.00			0.90


			NC_010447.5			81707540			intergenic_region			LOC106510404-IGF1			T			C			0.41			1.00			0.59


			NC_010447.5			81707544			intergenic_region			LOC106510404-IGF1			G			A			0.10			1.00			0.90


			NC_010447.5			81707980			intergenic_region			LOC106510404-IGF1			T			C			0.44			1.00			0.56


			NC_010447.5			81708061			intergenic_region			LOC106510404-IGF1			A			G			0.44			1.00			0.56


			NC_010447.5			81708080			intergenic_region			LOC106510404-IGF1			T			A			0.14			1.00			0.86


			NC_010447.5			81708630			intergenic_region			LOC106510404-IGF1			T			C			0.41			1.00			0.59


			NC_010447.5			81709877			intergenic_region			LOC106510404-IGF1			G			C			0.15			1.00			0.85


			NC_010447.5			81710060			intergenic_region			LOC106510404-IGF1			T			C			0.14			1.00			0.86


			NC_010447.5			81710089			intergenic_region			LOC106510404-IGF1			C			T			0.14			1.00			0.86


			NC_010447.5			81710270			intergenic_region			LOC106510404-IGF1			G			T			0.12			1.00			0.88


			NC_010447.5			81710869			intergenic_region			LOC106510404-IGF1			C			A			0.23			1.00			0.77


			NC_010447.5			81711022			intergenic_region			LOC106510404-IGF1			G			A			0.13			1.00			0.88


			NC_010447.5			81711247			intergenic_region			LOC106510404-IGF1			G			T			0.26			1.00			0.74


			NC_010447.5			81711265			intergenic_region			LOC106510404-IGF1			C			T			0.12			1.00			0.88


			NC_010447.5			81711285			intergenic_region			LOC106510404-IGF1			G			C			0.24			1.00			0.76


			NC_010447.5			81711332			intergenic_region			LOC106510404-IGF1			T			C			0.44			1.00			0.56


			NC_010447.5			81711372			intergenic_region			LOC106510404-IGF1			G			A			0.14			1.00			0.86


			NC_010447.5			81711443			intergenic_region			LOC106510404-IGF1			C			T			0.31			1.00			0.69


			NC_010447.5			81711488			intergenic_region			LOC106510404-IGF1			T			C			0.30			1.00			0.70


			NC_010447.5			81711604			intergenic_region			LOC106510404-IGF1			C			A			0.04			1.00			0.96


			NC_010447.5			81711806			intergenic_region			LOC106510404-IGF1			C			T			0.27			1.00			0.73


			NC_010447.5			81712134			intergenic_region			LOC106510404-IGF1			A			T			0.26			1.00			0.74


			NC_010447.5			81712256			intergenic_region			LOC106510404-IGF1			G			C			0.26			1.00			0.74


			NC_010447.5			81712406			intergenic_region			LOC106510404-IGF1			T			A			0.26			1.00			0.74


			NC_010447.5			81712481			intergenic_region			LOC106510404-IGF1			T			C			0.12			1.00			0.88


			NC_010447.5			81713386			intergenic_region			LOC106510404-IGF1			T			C			0.33			1.00			0.67


			NC_010447.5			81713534			intergenic_region			LOC106510404-IGF1			C			T			0.30			1.00			0.70


			NC_010447.5			81713636			intergenic_region			LOC106510404-IGF1			G			A			0.01			0.58			0.57


			NC_010447.5			81713666			intergenic_region			LOC106510404-IGF1			T			C			0.48			1.00			0.52


			NC_010447.5			81714007			intergenic_region			LOC106510404-IGF1			A			G			0.30			1.00			0.70


			NC_010447.5			81714633			intergenic_region			LOC106510404-IGF1			C			T			0.30			1.00			0.70


			NC_010447.5			81714820			intergenic_region			LOC106510404-IGF1			G			T			0.30			1.00			0.70


			NC_010447.5			81714922			intergenic_region			LOC106510404-IGF1			A			G			0.25			1.00			0.75


			NC_010447.5			81714997			intergenic_region			LOC106510404-IGF1			C			T			0.11			1.00			0.89


			NC_010447.5			81715049			intergenic_region			LOC106510404-IGF1			A			G			0.14			1.00			0.86


			NC_010447.5			81715218			intergenic_region			LOC106510404-IGF1			A			G			0.27			1.00			0.73


			NC_010447.5			81715237			intergenic_region			LOC106510404-IGF1			G			A			0.16			1.00			0.84


			NC_010447.5			81715288			intergenic_region			LOC106510404-IGF1			T			C			0.24			1.00			0.76


			NC_010447.5			81715389			intergenic_region			LOC106510404-IGF1			G			C			0.32			1.00			0.68


			NC_010447.5			81715475			intergenic_region			LOC106510404-IGF1			A			G			0.15			1.00			0.85


			NC_010447.5			81715547			intergenic_region			LOC106510404-IGF1			T			C			0.14			1.00			0.86


			NC_010447.5			81715597			intergenic_region			LOC106510404-IGF1			C			A			0.15			1.00			0.85


			NC_010447.5			81715600			intergenic_region			LOC106510404-IGF1			G			A			0.13			1.00			0.87


			NC_010447.5			81715678			intergenic_region			LOC106510404-IGF1			T			C			0.15			1.00			0.85


			NC_010447.5			81715691			intergenic_region			LOC106510404-IGF1			C			T			0.17			1.00			0.83


			NC_010447.5			81715742			intergenic_region			LOC106510404-IGF1			A			G			0.12			1.00			0.88


			NC_010447.5			81715877			intergenic_region			LOC106510404-IGF1			A			C			0.15			1.00			0.85


			NC_010447.5			81715915			intergenic_region			LOC106510404-IGF1			A			C			0.16			1.00			0.84


			NC_010447.5			81715947			intergenic_region			LOC106510404-IGF1			C			T			0.28			1.00			0.72


			NC_010447.5			81716036			intergenic_region			LOC106510404-IGF1			G			A			0.30			1.00			0.70


			NC_010447.5			81716157			intergenic_region			LOC106510404-IGF1			T			C			0.31			1.00			0.69


			NC_010447.5			81716214			intergenic_region			LOC106510404-IGF1			C			T			0.14			1.00			0.86


			NC_010447.5			81716240			intergenic_region			LOC106510404-IGF1			C			T			0.15			1.00			0.85


			NC_010447.5			81716270			intergenic_region			LOC106510404-IGF1			C			T			0.18			1.00			0.82


			NC_010447.5			81716323			intergenic_region			LOC106510404-IGF1			C			T			0.12			1.00			0.88


			NC_010447.5			81716324			intergenic_region			LOC106510404-IGF1			C			T			0.12			1.00			0.88


			NC_010447.5			81716404			intergenic_region			LOC106510404-IGF1			G			A			0.15			1.00			0.85


			NC_010447.5			81716983			intergenic_region			LOC106510404-IGF1			C			A			0.22			1.00			0.78


			NC_010447.5			81717104			intergenic_region			LOC106510404-IGF1			C			A			0.26			1.00			0.74


			NC_010447.5			81717131			intergenic_region			LOC106510404-IGF1			G			C			0.27			1.00			0.73


			NC_010447.5			81717333			intergenic_region			LOC106510404-IGF1			T			G			0.32			1.00			0.68


			NC_010447.5			81718035			intergenic_region			LOC106510404-IGF1			G			A			0.66			0.00			0.66


			NC_010447.5			81718940			intergenic_region			LOC106510404-IGF1			G			T			0.66			0.00			0.66


			NC_010447.5			81719276			intergenic_region			LOC106510404-IGF1			C			T			0.15			1.00			0.85


			NC_010447.5			81719316			intergenic_region			LOC106510404-IGF1			G			A			0.83			0.00			0.83


			NC_010447.5			81719319			intergenic_region			LOC106510404-IGF1			C			G			0.83			0.00			0.83


			NC_010447.5			81719707			intergenic_region			LOC106510404-IGF1			C			G			0.91			0.00			0.91


			NC_010447.5			81719769			intergenic_region			LOC106510404-IGF1			T			C			0.88			0.00			0.88


			NC_010447.5			81719773			intergenic_region			LOC106510404-IGF1			C			T			0.15			1.00			0.85


			NC_010447.5			81719867			intergenic_region			LOC106510404-IGF1			C			T			0.79			0.00			0.79


			NC_010447.5			81720035			intergenic_region			LOC106510404-IGF1			G			A			0.81			0.00			0.81


			NC_010447.5			81720076			intergenic_region			LOC106510404-IGF1			G			A			0.83			0.00			0.83


			NC_010447.5			81720114			intergenic_region			LOC106510404-IGF1			T			A			0.83			0.00			0.83


			NC_010447.5			81720161			intergenic_region			LOC106510404-IGF1			G			A			0.81			0.00			0.81


			NC_010447.5			81720215			intergenic_region			LOC106510404-IGF1			A			T			0.83			0.00			0.83


			NC_010447.5			81720234			intergenic_region			LOC106510404-IGF1			C			A			0.89			0.00			0.89


			NC_010447.5			81720276			intergenic_region			LOC106510404-IGF1			G			T			0.83			0.00			0.83


			NC_010447.5			81720410			intergenic_region			LOC106510404-IGF1			T			C			0.86			0.00			0.86


			NC_010447.5			81720461			intergenic_region			LOC106510404-IGF1			T			C			0.81			0.00			0.81


			NC_010447.5			81720839			intergenic_region			LOC106510404-IGF1			C			G			0.62			0.00			0.62


			NC_010447.5			81720897			intergenic_region			LOC106510404-IGF1			T			G			0.81			0.00			0.81


			NC_010447.5			81720947			intergenic_region			LOC106510404-IGF1			G			A			0.80			0.00			0.80


			NC_010447.5			81721103			intergenic_region			LOC106510404-IGF1			A			T			0.81			0.00			0.81


			NC_010447.5			81721267			intergenic_region			LOC106510404-IGF1			C			G			0.67			0.00			0.67


			NC_010447.5			81721281			intergenic_region			LOC106510404-IGF1			G			A			0.66			0.00			0.66


			NC_010447.5			81721651			intergenic_region			LOC106510404-IGF1			T			C			0.06			1.00			0.94


			NC_010447.5			81721662			intergenic_region			LOC106510404-IGF1			C			T			0.55			0.00			0.55


			NC_010447.5			81721742			intergenic_region			LOC106510404-IGF1			G			A			0.63			0.00			0.63


			NC_010447.5			81721800			intergenic_region			LOC106510404-IGF1			C			T			0.48			1.00			0.52


			NC_010447.5			81721813			intergenic_region			LOC106510404-IGF1			T			C			0.46			1.00			0.54


			NC_010447.5			81721995			intergenic_region			LOC106510404-IGF1			C			T			0.83			0.00			0.83


			NC_010447.5			81722226			intergenic_region			LOC106510404-IGF1			C			T			0.58			0.00			0.58


			NC_010447.5			81722435			intergenic_region			LOC106510404-IGF1			G			A			0.82			0.00			0.82


			NC_010447.5			81722528			intergenic_region			LOC106510404-IGF1			G			A			0.66			0.00			0.66


			NC_010447.5			81723467			intergenic_region			LOC106510404-IGF1			A			G			0.86			0.00			0.86


			NC_010447.5			81723983			intergenic_region			LOC106510404-IGF1			G			A			0.09			1.00			0.91


			NC_010447.5			81724021			intergenic_region			LOC106510404-IGF1			C			T			0.88			0.00			0.88


			NC_010447.5			81724105			intergenic_region			LOC106510404-IGF1			G			T			0.88			0.00			0.88


			NC_010447.5			81724145			intergenic_region			LOC106510404-IGF1			A			G			0.85			0.00			0.85


			NC_010447.5			81724216			intergenic_region			LOC106510404-IGF1			G			A			0.86			0.00			0.86


			NC_010447.5			81724390			intergenic_region			LOC106510404-IGF1			T			C			0.87			0.00			0.87


			NC_010447.5			81724460			intergenic_region			LOC106510404-IGF1			T			C			0.86			0.00			0.86


			NC_010447.5			81724485			intergenic_region			LOC106510404-IGF1			C			T			0.88			0.00			0.88


			NC_010447.5			81724850			intergenic_region			LOC106510404-IGF1			T			A			0.13			1.00			0.88


			NC_010447.5			81725366			intergenic_region			LOC106510404-IGF1			G			T			0.25			1.00			0.75


			NC_010447.5			81729779			intergenic_region			LOC106510404-IGF1			T			C			0.73			0.00			0.73


			NC_010447.5			81730309			intergenic_region			LOC106510404-IGF1			C			T			0.85			0.00			0.85


			NC_010447.5			81730823			intergenic_region			LOC106510404-IGF1			A			C			0.56			0.00			0.56


			NC_010447.5			81730830			intergenic_region			LOC106510404-IGF1			A			C			0.87			0.00			0.87


			NC_010447.5			81732091			intergenic_region			LOC106510404-IGF1			G			A			0.01			0.58			0.57


			NC_010447.5			81734405			intergenic_region			LOC106510404-IGF1			A			G			0.81			0.00			0.81


			NC_010447.5			81738160			intergenic_region			LOC106510404-IGF1			T			C			0.89			0.00			0.89


			NC_010447.5			81740800			intergenic_region			LOC106510404-IGF1			C			T			0.00			0.53			0.53


			NC_010447.5			81741375			intergenic_region			LOC106510404-IGF1			G			T			0.68			0.00			0.68


			NC_010447.5			81741421			intergenic_region			LOC106510404-IGF1			T			C			0.78			0.00			0.78


			NC_010447.5			81741440			intergenic_region			LOC106510404-IGF1			G			A			0.78			0.00			0.78


			NC_010447.5			81741707			intergenic_region			LOC106510404-IGF1			A			C			0.90			0.00			0.90


			NC_010447.5			81741942			intergenic_region			LOC106510404-IGF1			G			A			0.71			0.00			0.71


			NC_010447.5			81742113			intergenic_region			LOC106510404-IGF1			T			C			0.90			0.00			0.90


			NC_010447.5			81742272			intergenic_region			LOC106510404-IGF1			T			C			0.78			0.00			0.78


			NC_010447.5			81742758			intergenic_region			LOC106510404-IGF1			T			C			0.78			0.00			0.78


			NC_010447.5			81743294			intergenic_region			LOC106510404-IGF1			T			C			0.74			0.00			0.74


			NC_010447.5			81744534			intergenic_region			LOC106510404-IGF1			C			T			0.77			0.00			0.77


			NC_010447.5			81744587			intergenic_region			LOC106510404-IGF1			G			A			0.77			0.00			0.77


			NC_010447.5			81744644			intergenic_region			LOC106510404-IGF1			G			T			0.76			0.00			0.76


			NC_010447.5			81744655			intergenic_region			LOC106510404-IGF1			T			C			0.75			0.00			0.75


			NC_010447.5			81744682			intergenic_region			LOC106510404-IGF1			C			T			0.75			0.00			0.75


			NC_010447.5			81744996			intergenic_region			LOC106510404-IGF1			C			T			0.78			0.00			0.78


			NC_010447.5			81744997			intergenic_region			LOC106510404-IGF1			T			C			0.78			0.00			0.78


			NC_010447.5			81745001			intergenic_region			LOC106510404-IGF1			T			C			0.76			0.00			0.76


			NC_010447.5			81745088			intergenic_region			LOC106510404-IGF1			C			T			0.76			0.00			0.76


			NC_010447.5			81745215			intergenic_region			LOC106510404-IGF1			C			A			0.76			0.00			0.76


			NC_010447.5			81745216			intergenic_region			LOC106510404-IGF1			A			G			0.76			0.00			0.76


			NC_010447.5			81745301			intergenic_region			LOC106510404-IGF1			C			T			0.81			0.00			0.81


			NC_010447.5			81745614			intergenic_region			LOC106510404-IGF1			T			A			0.79			0.00			0.79


			NC_010447.5			81745811			intergenic_region			LOC106510404-IGF1			T			C			0.78			0.00			0.78


			NC_010447.5			81746117			intergenic_region			LOC106510404-IGF1			T			G			0.79			0.00			0.79


			NC_010447.5			81753885			intergenic_region			LOC106510404-IGF1			A			T			0.53			0.00			0.53


			NC_010447.5			81755192			intergenic_region			LOC106510404-IGF1			G			A			0.51			0.00			0.51


			NC_010447.5			81755195			intergenic_region			LOC106510404-IGF1			G			C			0.51			0.00			0.51


			NC_010447.5			81755490			intergenic_region			LOC106510404-IGF1			T			C			0.56			0.00			0.56


			NC_010447.5			81755937			intergenic_region			LOC106510404-IGF1			G			A			0.01			0.61			0.59


			NC_010447.5			81755938			intergenic_region			LOC106510404-IGF1			T			C			0.52			0.00			0.52


			NC_010447.5			81756047			intergenic_region			LOC106510404-IGF1			T			C			0.54			0.00			0.54


			NC_010447.5			81756256			intergenic_region			LOC106510404-IGF1			C			T			0.51			0.00			0.51


			NC_010447.5			81756403			intergenic_region			LOC106510404-IGF1			A			G			0.55			0.00			0.55


			NC_010447.5			81756467			intergenic_region			LOC106510404-IGF1			T			C			0.55			0.00			0.55


			NC_010447.5			81756577			intergenic_region			LOC106510404-IGF1			G			C			0.57			0.00			0.57


			NC_010447.5			81756716			intergenic_region			LOC106510404-IGF1			C			T			0.55			0.00			0.55


			NC_010447.5			81756717			intergenic_region			LOC106510404-IGF1			A			G			0.57			0.00			0.57


			NC_010447.5			81757411			intergenic_region			LOC106510404-IGF1			G			A			0.55			0.00			0.55


			NC_010447.5			81757695			intergenic_region			LOC106510404-IGF1			A			G			0.95			0.00			0.95


			NC_010447.5			81758027			intergenic_region			LOC106510404-IGF1			C			T			0.55			0.00			0.55


			NC_010447.5			81758169			intergenic_region			LOC106510404-IGF1			C			T			0.52			0.00			0.52


			NC_010447.5			81758200			intergenic_region			LOC106510404-IGF1			T			C			0.53			0.00			0.53


			NC_010447.5			81758314			intergenic_region			LOC106510404-IGF1			A			G			0.55			0.00			0.55


			NC_010447.5			81758696			intergenic_region			LOC106510404-IGF1			T			A			0.52			0.00			0.52


			NC_010447.5			81758822			intergenic_region			LOC106510404-IGF1			T			C			0.52			0.00			0.52


			NC_010447.5			81759277			intergenic_region			LOC106510404-IGF1			C			A			0.56			0.00			0.56


			NC_010447.5			81759320			intergenic_region			LOC106510404-IGF1			A			G			0.55			0.00			0.55


			NC_010447.5			81759388			intergenic_region			LOC106510404-IGF1			A			C			0.54			0.00			0.54


			NC_010447.5			81759390			intergenic_region			LOC106510404-IGF1			T			C			0.54			0.00			0.54


			NC_010447.5			81760204			intergenic_region			LOC106510404-IGF1			T			G			0.00			0.63			0.63


			NC_010447.5			81760450			intergenic_region			LOC106510404-IGF1			C			T			0.51			0.00			0.51


			NC_010447.5			81760456			intergenic_region			LOC106510404-IGF1			A			G			0.51			0.00			0.51


			NC_010447.5			81761922			upstream_gene_variant			IGF1			G			A			0.56			0.00			0.56


			NC_010447.5			81762126			5_prime_UTR_premature_start_codon_gain_variant			IGF1			C			T			0.67			0.00			0.67


			NC_010447.5			81762132			5_prime_UTR_premature_start_codon_gain_variant			IGF1			C			T			0.66			0.00			0.66


			NC_010447.5			81773488			intron_variant			IGF1			G			A			0.00			0.66			0.66


			NC_010447.5			81778296			5_prime_UTR_variant			IGF1			G			A			0.02			0.53			0.50


			NC_010447.5			81778318			5_prime_UTR_variant			IGF1			C			T			0.88			0.00			0.88


			NC_010447.5			81778608			intron_variant			IGF1			G			A			0.70			0.00			0.70


			NC_010447.5			81778671			intron_variant			IGF1			A			G			0.91			0.00			0.91


			NC_010447.5			81778820			intron_variant			IGF1			T			G			0.90			0.00			0.90


			NC_010447.5			81779164			intron_variant			IGF1			G			A			0.81			0.00			0.81


			NC_010447.5			81779168			intron_variant			IGF1			T			A			0.81			0.00			0.81


			NC_010447.5			81779269			intron_variant			IGF1			T			C			0.86			0.00			0.86


			NC_010447.5			81779560			intron_variant			IGF1			C			G			0.80			0.00			0.80


			NC_010447.5			81779593			intron_variant			IGF1			G			A			0.81			0.00			0.81


			NC_010447.5			81779618			intron_variant			IGF1			G			A			0.82			0.00			0.82


			NC_010447.5			81780012			intron_variant			IGF1			T			G			0.81			0.00			0.81


			NC_010447.5			81780627			upstream_gene_variant			IGF1			G			A			0.78			0.00			0.78


			NC_010447.5			81780682			upstream_gene_variant			IGF1			A			T			0.73			0.00			0.73


			NC_010447.5			81780796			upstream_gene_variant			IGF1			C			A			0.82			0.00			0.82


			NC_010447.5			81780814			upstream_gene_variant			IGF1			G			T			0.81			0.00			0.81


			NC_010447.5			81780822			upstream_gene_variant			IGF1			A			G			0.67			0.00			0.67


			NC_010447.5			81781018			upstream_gene_variant			IGF1			A			T			0.66			0.00			0.66


			NC_010447.5			81781103			upstream_gene_variant			IGF1			C			T			0.62			0.00			0.62


			NC_010447.5			81781160			upstream_gene_variant			IGF1			G			A			0.66			0.00			0.66


			NC_010447.5			81782497			intron_variant			IGF1			T			C			0.85			0.00			0.85


			NC_010447.5			81783306			intron_variant			IGF1			T			C			0.89			0.00			0.89


			NC_010447.5			81783752			intron_variant			IGF1			G			A			0.63			0.00			0.63


			NC_010447.5			81783942			intron_variant			IGF1			G			A			0.73			0.00			0.73


			NC_010447.5			81784228			intron_variant			IGF1			T			C			0.66			0.00			0.66


			NC_010447.5			81784609			intron_variant			IGF1			A			G			0.81			0.00			0.81


			NC_010447.5			81784622			intron_variant			IGF1			T			C			0.81			0.00			0.81


			NC_010447.5			81784859			intron_variant			IGF1			T			C			0.86			0.00			0.86


			NC_010447.5			81784914			intron_variant			IGF1			C			T			0.84			0.00			0.84


			NC_010447.5			81785842			intron_variant			IGF1			G			C			0.62			0.00			0.62


			NC_010447.5			81785982			intron_variant			IGF1			A			G			0.80			0.00			0.80


			NC_010447.5			81786492			intron_variant			IGF1			T			C			0.81			0.00			0.81


			NC_010447.5			81786814			intron_variant			IGF1			T			C			0.78			0.00			0.78


			NC_010447.5			81786859			intron_variant			IGF1			A			T			0.81			0.00			0.81


			NC_010447.5			81786885			intron_variant			IGF1			C			A			0.82			0.00			0.82


			NC_010447.5			81787023			intron_variant			IGF1			G			A			0.81			0.00			0.81


			NC_010447.5			81787099			intron_variant			IGF1			G			A			0.82			0.00			0.82


			NC_010447.5			81787170			intron_variant			IGF1			A			T			0.80			0.00			0.80


			NC_010447.5			81787217			intron_variant			IGF1			T			C			0.81			0.00			0.81


			NC_010447.5			81787317			intron_variant			IGF1			C			T			0.83			0.00			0.83


			NC_010447.5			81787339			intron_variant			IGF1			A			G			0.83			0.00			0.83


			NC_010447.5			81787884			intron_variant			IGF1			T			C			0.64			0.00			0.64


			NC_010447.5			81788247			intron_variant			IGF1			A			G			0.01			0.55			0.54


			NC_010447.5			81790394			intron_variant			IGF1			T			C			0.01			0.56			0.54


			NC_010447.5			81791264			intron_variant			IGF1			A			G			0.73			0.00			0.73


			NC_010447.5			81791316			intron_variant			IGF1			C			T			0.82			0.00			0.82


			NC_010447.5			81791332			intron_variant			IGF1			C			G			0.88			0.00			0.88


			NC_010447.5			81792184			intron_variant			IGF1			G			A			0.73			0.00			0.73


			NC_010447.5			81792481			intron_variant			IGF1			C			T			0.88			0.00			0.88


			NC_010447.5			81792735			intron_variant			IGF1			G			A			0.73			0.00			0.73


			NC_010447.5			81792765			intron_variant			IGF1			T			C			0.01			0.58			0.57


			NC_010447.5			81792925			intron_variant			IGF1			A			T			0.59			0.00			0.59


			NC_010447.5			81796292			intron_variant			IGF1			T			C			0.64			0.00			0.64


			NC_010447.5			81798172			intron_variant			IGF1			T			C			0.94			0.03			0.92


			NC_010447.5			81799164			intron_variant			IGF1			G			C			0.95			0.03			0.93


			NC_010447.5			81799713			intron_variant			IGF1			C			T			0.95			0.00			0.95


			NC_010447.5			81801357			intron_variant			IGF1			T			C			0.75			0.00			0.75


			NC_010447.5			81801854			intron_variant			IGF1			G			A			0.92			0.03			0.89


			NC_010447.5			81802725			intron_variant			IGF1			A			G			0.84			0.00			0.84


			NC_010447.5			81803009			intron_variant			IGF1			A			G			0.97			0.00			0.97


			NC_010447.5			81803174			intron_variant			IGF1			A			G			0.93			0.03			0.91


			NC_010447.5			81803253			intron_variant			IGF1			C			A			0.93			0.03			0.90


			NC_010447.5			81803529			intron_variant			IGF1			A			C			0.73			0.00			0.73


			NC_010447.5			81804027			intron_variant			IGF1			T			C			0.94			0.00			0.94


			NC_010447.5			81804433			intron_variant			IGF1			A			G			0.94			0.03			0.92


			NC_010447.5			81804534			intron_variant			IGF1			A			G			0.70			0.00			0.70


			NC_010447.5			81805600			intron_variant			IGF1			T			C			0.61			0.00			0.61


			NC_010447.5			81806493			intron_variant			IGF1			C			T			0.63			0.00			0.63


			NC_010447.5			81806610			intron_variant			IGF1			A			T			0.71			0.00			0.71


			NC_010447.5			81806836			intron_variant			IGF1			G			C			0.64			0.00			0.64


			NC_010447.5			81807065			intron_variant			IGF1			A			G			0.94			0.00			0.94


			NC_010447.5			81807185			intron_variant			IGF1			C			T			0.94			0.03			0.92


			NC_010447.5			81807237			intron_variant			IGF1			T			A			0.67			0.00			0.67


			NC_010447.5			81807262			intron_variant			IGF1			T			C			0.60			0.00			0.60


			NC_010447.5			81807272			intron_variant			IGF1			G			A			0.67			0.00			0.67


			NC_010447.5			81807278			intron_variant			IGF1			C			G			0.69			0.00			0.69


			NC_010447.5			81807480			intron_variant			IGF1			C			T			0.70			0.00			0.70


			NC_010447.5			81807572			intron_variant			IGF1			G			A			0.95			0.03			0.93


			NC_010447.5			81807700			intron_variant			IGF1			C			T			0.64			0.00			0.64


			NC_010447.5			81808166			intron_variant			IGF1			A			G			0.84			0.03			0.81


			NC_010447.5			81808331			intron_variant			IGF1			A			C			0.65			0.00			0.65


			NC_010447.5			81808412			intron_variant			IGF1			T			A			0.84			0.03			0.82


			NC_010447.5			81810347			intron_variant			IGF1			A			G			0.77			0.03			0.74


			NC_010447.5			81810479			intron_variant			IGF1			C			T			0.82			0.03			0.79


			NC_010447.5			81810559			intron_variant			IGF1			C			T			0.77			0.03			0.74


			NC_010447.5			81810562			intron_variant			IGF1			C			T			0.96			0.03			0.94


			NC_010447.5			81810604			intron_variant			IGF1			G			C			0.74			0.03			0.71


			NC_010447.5			81810696			intron_variant			IGF1			T			C			0.79			0.03			0.77


			NC_010447.5			81810800			intron_variant			IGF1			G			A			0.80			0.00			0.80


			NC_010447.5			81810878			intron_variant			IGF1			C			T			0.64			0.00			0.64


			NC_010447.5			81810921			intron_variant			IGF1			T			G			0.86			0.00			0.86


			NC_010447.5			81810957			intron_variant			IGF1			C			T			0.76			0.00			0.76


			NC_010447.5			81810968			intron_variant			IGF1			G			T			0.76			0.00			0.76


			NC_010447.5			81810981			intron_variant			IGF1			G			A			0.79			0.00			0.79


			NC_010447.5			81811022			intron_variant			IGF1			T			C			0.76			0.03			0.74


			NC_010447.5			81812307			intron_variant			IGF1			T			C			0.68			0.00			0.68


			NC_010447.5			81812319			intron_variant			IGF1			C			T			0.68			0.00			0.68


			NC_010447.5			81812495			intron_variant			IGF1			A			G			0.80			0.03			0.77


			NC_010447.5			81812546			intron_variant			IGF1			T			C			0.67			0.00			0.67


			NC_010447.5			81812595			intron_variant			IGF1			A			G			0.74			0.03			0.72


			NC_010447.5			81812824			intron_variant			IGF1			G			T			0.70			0.00			0.70


			NC_010447.5			81813276			intron_variant			IGF1			C			G			0.88			0.03			0.85


			NC_010447.5			81813355			intron_variant			IGF1			A			G			0.86			0.03			0.84


			NC_010447.5			81813717			intron_variant			IGF1			C			T			0.77			0.00			0.77


			NC_010447.5			81813718			intron_variant			IGF1			A			T			0.66			0.00			0.66


			NC_010447.5			81813744			intron_variant			IGF1			C			T			0.66			0.00			0.66


			NC_010447.5			81813806			intron_variant			IGF1			A			G			0.58			0.00			0.58


			NC_010447.5			81814268			intron_variant			IGF1			A			G			0.82			0.03			0.79


			NC_010447.5			81814496			intron_variant			IGF1			T			A			0.82			0.03			0.80


			NC_010447.5			81814551			intron_variant			IGF1			G			T			0.76			0.03			0.74


			NC_010447.5			81814567			intron_variant			IGF1			G			C			0.83			0.03			0.81


			NC_010447.5			81814662			intron_variant			IGF1			T			C			0.78			0.03			0.75


			NC_010447.5			81814693			intron_variant			IGF1			T			C			0.82			0.03			0.80


			NC_010447.5			81814999			intron_variant			IGF1			G			T			0.76			0.00			0.76


			NC_010447.5			81815053			intron_variant			IGF1			A			G			0.81			0.03			0.78


			NC_010447.5			81815083			intron_variant			IGF1			T			A			0.93			0.03			0.91


			NC_010447.5			81815091			intron_variant			IGF1			T			G			0.78			0.00			0.78


			NC_010447.5			81815120			intron_variant			IGF1			C			A			0.66			0.00			0.66


			NC_010447.5			81815272			intron_variant			IGF1			T			A			0.71			0.00			0.71


			NC_010447.5			81815315			intron_variant			IGF1			T			C			0.84			0.03			0.81


			NC_010447.5			81815332			intron_variant			IGF1			T			C			0.71			0.00			0.71


			NC_010447.5			81815347			intron_variant			IGF1			T			C			0.84			0.03			0.81


			NC_010447.5			81815372			intron_variant			IGF1			C			T			0.84			0.03			0.81


			NC_010447.5			81815418			intron_variant			IGF1			T			C			0.86			0.03			0.83


			NC_010447.5			81815444			intron_variant			IGF1			A			G			0.83			0.03			0.80


			NC_010447.5			81815447			intron_variant			IGF1			T			C			0.64			0.00			0.64


			NC_010447.5			81815453			intron_variant			IGF1			C			T			0.80			0.00			0.80


			NC_010447.5			81815460			intron_variant			IGF1			G			A			0.74			0.00			0.74


			NC_010447.5			81815781			intron_variant			IGF1			T			G			0.98			0.03			0.95


			NC_010447.5			81815977			intron_variant			IGF1			A			G			0.94			0.00			0.94


			NC_010447.5			81816001			intron_variant			IGF1			A			G			0.94			0.00			0.94


			NC_010447.5			81816033			intron_variant			IGF1			A			T			0.65			0.00			0.65


			NC_010447.5			81816041			intron_variant			IGF1			A			G			0.96			0.03			0.94


			NC_010447.5			81816078			intron_variant			IGF1			G			A			0.94			0.00			0.94


			NC_010447.5			81816119			intron_variant			IGF1			G			T			0.85			0.03			0.83


			NC_010447.5			81816175			intron_variant			IGF1			A			G			0.77			0.00			0.77


			NC_010447.5			81816207			intron_variant			IGF1			A			C			0.94			0.00			0.94


			NC_010447.5			81816219			intron_variant			IGF1			C			T			0.78			0.00			0.78


			NC_010447.5			81816395			intron_variant			IGF1			T			C			0.76			0.00			0.76


			NC_010447.5			81816548			intron_variant			IGF1			C			T			0.97			0.03			0.94


			NC_010447.5			81816613			intron_variant			IGF1			T			C			0.98			0.03			0.95


			NC_010447.5			81816701			intron_variant			IGF1			A			C			0.71			0.03			0.69


			NC_010447.5			81816703			intron_variant			IGF1			T			C			0.81			0.03			0.78


			NC_010447.5			81816814			intron_variant			IGF1			T			C			0.76			0.03			0.73


			NC_010447.5			81816872			intron_variant			IGF1			A			G			0.67			0.00			0.67


			NC_010447.5			81820206			intron_variant			IGF1			G			C			0.96			0.03			0.94


			NC_010447.5			81820933			intron_variant			IGF1			T			C			0.69			0.03			0.67


			NC_010447.5			81820989			intron_variant			IGF1			T			C			0.75			0.03			0.72


			NC_010447.5			81820991			intron_variant			IGF1			T			G			0.75			0.03			0.72


			NC_010447.5			81820996			intron_variant			IGF1			C			T			0.74			0.03			0.71


			NC_010447.5			81821130			intron_variant			IGF1			T			C			0.77			0.03			0.75


			NC_010447.5			81821404			intron_variant			IGF1			T			C			0.66			0.00			0.66


			NC_010447.5			81821705			intron_variant			IGF1			C			T			0.72			0.03			0.69


			NC_010447.5			81821774			intron_variant			IGF1			C			T			0.74			0.03			0.71


			NC_010447.5			81821804			intron_variant			IGF1			G			A			0.76			0.03			0.74


			NC_010447.5			81822220			intron_variant			IGF1			G			A			0.95			0.03			0.93


			NC_010447.5			81822910			intron_variant			IGF1			C			T			0.93			0.03			0.90


			NC_010447.5			81823567			intron_variant			IGF1			T			C			0.86			0.00			0.86


			NC_010447.5			81823891			intron_variant			IGF1			C			T			0.95			0.00			0.95


			NC_010447.5			81824104			intron_variant			IGF1			A			C			0.63			0.00			0.63


			NC_010447.5			81824514			intron_variant			IGF1			C			T			0.96			0.03			0.94


			NC_010447.5			81825626			intron_variant			IGF1			A			T			0.85			0.03			0.82


			NC_010447.5			81825997			intron_variant			IGF1			A			G			0.95			0.03			0.93


			NC_010447.5			81826638			intron_variant			IGF1			A			G			0.94			0.03			0.91


			NC_010447.5			81827727			intron_variant			IGF1			T			G			0.95			0.03			0.92


			NC_010447.5			81828830			intron_variant			IGF1			G			A			0.75			0.00			0.75


			NC_010447.5			81828869			intron_variant			IGF1			A			G			0.96			0.03			0.94


			NC_010447.5			81830071			intron_variant			IGF1			A			G			0.65			0.00			0.65


			NC_010447.5			81830357			intron_variant			IGF1			C			G			0.66			0.00			0.66


			NC_010447.5			81830448			intron_variant			IGF1			G			A			0.72			0.00			0.72


			NC_010447.5			81830556			intron_variant			IGF1			C			T			0.64			0.00			0.64


			NC_010447.5			81830812			synonymous_variant			IGF1			G			A			0.61			0.00			0.61


			NC_010447.5			81831269			intron_variant			IGF1			C			G			0.63			0.00			0.63


			NC_010447.5			81831640			intron_variant			IGF1			T			C			0.64			0.00			0.64


			NC_010447.5			81831938			intron_variant			IGF1			C			T			0.88			0.00			0.88


			NC_010447.5			81832079			intron_variant			IGF1			C			G			0.64			0.00			0.64


			NC_010447.5			81832340			intron_variant			IGF1			G			A			0.72			0.00			0.72


			NC_010447.5			81832367			intron_variant			IGF1			C			T			0.68			0.00			0.68


			NC_010447.5			81832586			intron_variant			IGF1			T			C			0.91			0.00			0.91


			NC_010447.5			81833004			3_prime_UTR_variant			IGF1			A			G			0.91			0.00			0.91


			NC_010447.5			81833429			3_prime_UTR_variant			IGF1			T			C			0.90			0.00			0.90


			NC_010447.5			81833478			3_prime_UTR_variant			IGF1			T			G			0.67			0.00			0.67


			NC_010447.5			81835111			3_prime_UTR_variant			IGF1			T			C			0.81			0.00			0.81


			NC_010447.5			81835219			3_prime_UTR_variant			IGF1			A			C			0.78			0.00			0.78


			NC_010447.5			81835227			3_prime_UTR_variant			IGF1			T			C			0.84			0.00			0.84


			NC_010447.5			81835258			3_prime_UTR_variant			IGF1			A			G			0.84			0.00			0.84


			NC_010447.5			81835979			3_prime_UTR_variant			IGF1			T			C			0.86			0.00			0.86


			NC_010447.5			81836365			downstream_gene_variant			IGF1			T			C			0.84			0.00			0.84


			NC_010447.5			81836499			downstream_gene_variant			IGF1			C			A			0.83			0.00			0.83


			NC_010447.5			81836534			downstream_gene_variant			IGF1			T			C			0.83			0.00			0.83


			NC_010447.5			81836638			downstream_gene_variant			IGF1			G			A			0.82			0.00			0.82


			NC_010447.5			81836982			downstream_gene_variant			IGF1			A			T			0.71			0.00			0.71


			NC_010447.5			81837851			intron_variant			IGF1			A			T			0.76			0.00			0.76


			NC_010447.5			81837955			intron_variant			IGF1			A			G			0.84			0.00			0.84


			NC_010447.5			81838409			intron_variant			IGF1			T			C			0.65			0.00			0.65


			NC_010447.5			81838726			intron_variant			IGF1			C			T			0.82			0.00			0.82


			NC_010447.5			81838730			intron_variant			IGF1			C			T			0.82			0.00			0.82


			NC_010447.5			81839062			intron_variant			IGF1			T			C			0.79			0.00			0.79


			NC_010447.5			81839137			intron_variant			IGF1			C			T			0.75			0.00			0.75


			NC_010447.5			81839490			intron_variant			IGF1			T			C			0.63			0.00			0.63


			NC_010447.5			81839938			intron_variant			IGF1			A			G			0.86			0.00			0.86


			NC_010447.5			81841423			intron_variant			IGF1			A			G			0.62			0.00			0.62


			NC_010447.5			81841861			intron_variant			IGF1			A			G			0.95			0.21			0.74


			NC_010447.5			81842791			intron_variant			IGF1			G			A			0.67			0.00			0.67


			NC_010447.5			81847554			intron_variant			IGF1			C			T			0.95			0.00			0.95


			NC_010447.5			81847693			intron_variant			IGF1			G			A			0.67			0.00			0.67


			NC_010447.5			81849343			3_prime_UTR_variant			IGF1			T			A			0.93			0.00			0.93


			NC_010447.5			81851986			3_prime_UTR_variant			IGF1			T			C			0.64			0.00			0.64


			NC_010447.5			81853114			downstream_gene_variant			IGF1			A			T			0.91			0.00			0.91


			NC_010447.5			81853171			downstream_gene_variant			IGF1			A			G			0.94			0.00			0.94


			NC_010447.5			81853172			downstream_gene_variant			IGF1			G			A			0.94			0.00			0.94


			NC_010447.5			81853917			downstream_gene_variant			IGF1			T			A			0.88			0.00			0.88


			NC_010447.5			81854553			intron_variant			IGF1			T			C			0.83			0.00			0.83


			NC_010447.5			81854958			intron_variant			IGF1			G			A			0.65			0.00			0.65


			NC_010447.5			81855428			intron_variant			IGF1			T			C			0.93			0.00			0.93


			NC_010447.5			81855512			intron_variant			IGF1			G			A			0.94			0.00			0.94


			NC_010447.5			81855535			intron_variant			IGF1			T			C			0.97			0.17			0.80


			NC_010447.5			81855746			intron_variant			IGF1			T			C			0.74			0.00			0.74


			NC_010447.5			81856205			intron_variant			IGF1			C			T			0.97			0.19			0.77


			NC_010447.5			81856465			intron_variant			IGF1			T			C			0.95			0.00			0.95


			NC_010447.5			81856825			intron_variant			IGF1			C			T			0.95			0.00			0.95


			NC_010447.5			81857507			intron_variant			IGF1			T			C			0.95			0.00			0.95


			NC_010447.5			81859006			intron_variant			IGF1			T			C			0.83			0.00			0.83


			NC_010447.5			81859485			intron_variant			IGF1			A			C			0.93			0.00			0.93


			NC_010447.5			81860978			intron_variant			IGF1			C			T			0.95			0.00			0.95


			NC_010447.5			81863253			intron_variant			IGF1			G			T			0.00			0.53			0.53


			NC_010447.5			81863616			intron_variant			IGF1			A			G			0.88			0.00			0.88


			NC_010447.5			81864410			intron_variant			IGF1			C			T			0.77			0.00			0.77


			NC_010447.5			81864455			intron_variant			IGF1			G			C			0.82			0.00			0.82


			NC_010447.5			81864456			intron_variant			IGF1			A			T			0.82			0.00			0.82


			NC_010447.5			81864773			intron_variant			IGF1			G			T			0.89			0.00			0.89


			NC_010447.5			81866032			intron_variant			IGF1			T			C			0.96			0.00			0.96


			NC_010447.5			81866057			intron_variant			IGF1			T			G			0.97			0.00			0.97


			NC_010447.5			81866577			intron_variant			IGF1			G			A			0.94			0.00			0.94


			NC_010447.5			81867755			intron_variant			IGF1			C			T			0.95			0.00			0.95


			NC_010447.5			81868168			intron_variant			IGF1			G			A			0.53			0.00			0.53


			NC_010447.5			81868698			intron_variant			IGF1			C			T			0.95			0.00			0.95


			NC_010447.5			81871040			intron_variant			IGF1			C			T			0.51			0.00			0.51


			NC_010447.5			81872484			intron_variant			IGF1			A			G			0.93			0.00			0.93


			NC_010447.5			81872850			intron_variant			IGF1			G			T			0.93			0.00			0.93


			NC_010447.5			81873162			intron_variant			IGF1			A			C			0.86			0.00			0.86


			NC_010447.5			81873563			intron_variant			IGF1			A			G			0.93			0.03			0.90


			NC_010447.5			81873606			intron_variant			IGF1			T			G			0.58			0.00			0.58


			NC_010447.5			81873742			intron_variant			IGF1			T			C			0.96			0.03			0.93


			NC_010447.5			81874058			intron_variant			IGF1			T			C			0.58			0.00			0.58


			NC_010447.5			81874185			intron_variant			IGF1			C			T			0.52			0.00			0.52


			NC_010447.5			81874444			intron_variant			IGF1			A			C			0.67			0.00			0.67


			NC_010447.5			81874717			intron_variant			IGF1			G			C			0.65			0.00			0.65


			NC_010447.5			81876122			intron_variant			IGF1			A			G			0.95			0.03			0.93


			NC_010447.5			81877191			intron_variant			IGF1			C			T			0.83			0.03			0.81


			NC_010447.5			81877987			intron_variant			IGF1			A			C			0.65			0.03			0.62


			NC_010447.5			81878140			intron_variant			IGF1			C			A			0.76			0.03			0.74


			NC_010447.5			81878163			intron_variant			IGF1			G			A			0.73			0.03			0.71


			NC_010447.5			81878311			intron_variant			IGF1			G			A			0.63			0.03			0.60


			NC_010447.5			81878396			intron_variant			IGF1			A			G			0.77			0.03			0.74


			NC_010447.5			81878605			intron_variant			IGF1			G			A			0.60			0.03			0.58


			NC_010447.5			81879822			intron_variant			IGF1			A			T			0.63			0.03			0.61


			NC_010447.5			81879934			intron_variant			IGF1			C			T			0.75			0.03			0.72


			NC_010447.5			81879995			intron_variant			IGF1			C			T			0.76			0.03			0.73


			NC_010447.5			81880076			intron_variant			IGF1			A			C			0.79			0.03			0.76


			NC_010447.5			81880261			intron_variant			IGF1			T			A			0.66			0.03			0.63


			NC_010447.5			81880585			intron_variant			IGF1			G			A			0.94			0.03			0.92


			NC_010447.5			81880594			intron_variant			IGF1			A			G			0.78			0.00			0.78


			NC_010447.5			81880766			intron_variant			IGF1			T			C			0.76			0.03			0.74


			NC_010447.5			81880958			intron_variant			IGF1			C			T			0.95			0.00			0.95


			NC_010447.5			81881240			intron_variant			IGF1			T			C			0.82			0.03			0.79


			NC_010447.5			81881332			intron_variant			IGF1			G			T			0.52			0.00			0.52


			NC_010447.5			81881408			intron_variant			IGF1			A			G			0.81			0.00			0.81


			NC_010447.5			81881494			intron_variant			IGF1			G			A			0.73			0.00			0.73


			NC_010447.5			81881542			intron_variant			IGF1			G			A			0.70			0.00			0.70


			NC_010447.5			81881694			intron_variant			IGF1			G			A			0.81			0.03			0.79


			NC_010447.5			81881831			intron_variant			IGF1			T			C			0.94			0.03			0.92


			NC_010447.5			81881941			intron_variant			IGF1			C			T			0.68			0.00			0.68


			NC_010447.5			81882062			intron_variant			IGF1			C			T			0.57			0.00			0.57


			NC_010447.5			81882318			intron_variant			IGF1			C			T			0.53			0.00			0.53


			NC_010447.5			81882990			intron_variant			IGF1			G			A			0.94			0.03			0.92


			NC_010447.5			81883097			intron_variant			IGF1			G			C			0.01			0.58			0.57


			NC_010447.5			81883236			intron_variant			IGF1			C			T			0.58			0.00			0.58


			NC_010447.5			81883320			intron_variant			IGF1			G			T			0.90			0.00			0.90


			NC_010447.5			81883737			intron_variant			IGF1			T			C			0.56			0.00			0.56


			NC_010447.5			81883795			intron_variant			IGF1			G			A			0.55			0.00			0.55


			NC_010447.5			81883987			intron_variant			IGF1			C			T			0.51			0.00			0.51


			NC_010447.5			81884076			intron_variant			IGF1			A			C			0.63			0.00			0.63


			NC_010447.5			81884109			intron_variant			IGF1			G			A			0.52			0.00			0.52


			NC_010447.5			81884607			intron_variant			IGF1			G			C			0.55			0.00			0.55


			NC_010447.5			81884640			intron_variant			IGF1			G			A			0.56			0.00			0.56


			NC_010447.5			81884694			intron_variant			IGF1			G			C			0.71			0.00			0.71


			NC_010447.5			81884732			intron_variant			IGF1			A			G			0.53			0.00			0.53


			NC_010447.5			81884795			intron_variant			IGF1			T			G			0.70			0.00			0.70


			NC_010447.5			81884798			intron_variant			IGF1			G			C			0.70			0.00			0.70


			NC_010447.5			81884817			intron_variant			IGF1			C			T			0.91			0.00			0.91


			NC_010447.5			81884854			intron_variant			IGF1			C			A			0.52			0.00			0.52


			NC_010447.5			81884869			intron_variant			IGF1			G			A			0.53			0.00			0.53


			NC_010447.5			81884992			intron_variant			IGF1			C			T			0.90			0.00			0.90


			NC_010447.5			81885071			intron_variant			IGF1			A			G			0.87			0.00			0.87


			NC_010447.5			81885152			intron_variant			IGF1			T			C			0.53			0.00			0.53


			NC_010447.5			81885253			intron_variant			IGF1			G			A			0.67			0.00			0.67


			NC_010447.5			81885302			intron_variant			IGF1			A			T			0.73			0.00			0.73


			NC_010447.5			81885757			intron_variant			IGF1			T			C			0.95			0.03			0.93


			NC_010447.5			81889489			intron_variant			IGF1			C			T			0.54			0.00			0.54


			NC_010447.5			81889992			intron_variant			IGF1			C			T			0.95			0.00			0.95


			NC_010447.5			81893629			intron_variant			IGF1			C			T			0.95			0.03			0.93


			NC_010447.5			81893758			intron_variant			IGF1			A			T			0.91			0.00			0.91


			NC_010447.5			81894709			intron_variant			IGF1			C			T			0.93			0.00			0.93


			NC_010447.5			81896380			intron_variant			IGF1			A			G			0.93			0.00			0.93


			NC_010447.5			81896761			intron_variant			IGF1			A			G			0.97			0.03			0.94


			NC_010447.5			81896841			intron_variant			IGF1			A			C			0.95			0.03			0.93


			NC_010447.5			81897688			intron_variant			IGF1			T			C			0.62			0.00			0.62


			NC_010447.5			81897745			intron_variant			IGF1			T			C			0.92			0.00			0.92


			NC_010447.5			81898291			intron_variant			IGF1			A			T			0.65			0.00			0.65


			NC_010447.5			81898427			intron_variant			IGF1			C			T			0.69			0.00			0.69


			NC_010447.5			81898620			intron_variant			IGF1			T			G			0.92			0.00			0.92


			NC_010447.5			81898983			intron_variant			IGF1			C			T			0.57			0.00			0.57


			NC_010447.5			81899060			intron_variant			IGF1			A			G			0.72			0.00			0.72


			NC_010447.5			81900029			intron_variant			IGF1			C			A			0.93			0.00			0.93


			NC_010447.5			81900496			intron_variant			IGF1			G			T			0.79			0.00			0.79


			NC_010447.5			81900629			intron_variant			IGF1			A			G			0.95			0.00			0.95


			NC_010447.5			81900642			intron_variant			IGF1			A			G			0.68			0.00			0.68


			NC_010447.5			81900858			intron_variant			IGF1			C			T			0.58			0.00			0.58


			NC_010447.5			81901417			intron_variant			IGF1			A			G			0.63			0.00			0.63


			NC_010447.5			81902528			intron_variant			IGF1			C			T			0.52			0.00			0.52


			NC_010447.5			81902565			intron_variant			IGF1			A			G			0.77			0.00			0.77


			NC_010447.5			81902622			intron_variant			IGF1			A			T			0.66			0.00			0.66


			NC_010447.5			81902666			intron_variant			IGF1			C			T			0.64			0.00			0.64


			NC_010447.5			81902714			intron_variant			IGF1			C			T			0.62			0.00			0.62


			NC_010447.5			81902770			intron_variant			IGF1			G			A			0.57			0.00			0.57


			NC_010447.5			81902787			intron_variant			IGF1			G			A			0.56			0.00			0.56


			NC_010447.5			81903170			intron_variant			IGF1			T			C			0.64			0.00			0.64


			NC_010447.5			81903393			intron_variant			IGF1			C			T			0.56			0.00			0.56


			NC_010447.5			81903524			intron_variant			IGF1			G			A			0.94			0.00			0.94


			NC_010447.5			81903718			intron_variant			IGF1			C			T			0.01			0.59			0.58


			NC_010447.5			81903802			intron_variant			IGF1			A			T			0.71			0.00			0.71


			NC_010447.5			81904100			intron_variant			IGF1			C			T			0.60			0.00			0.60


			NC_010447.5			81904453			intron_variant			IGF1			G			A			0.95			0.00			0.95


			NC_010447.5			81904719			intron_variant			IGF1			A			G			0.71			0.00			0.71


			NC_010447.5			81905715			intron_variant			IGF1			G			A			0.68			0.00			0.68


			NC_010447.5			81906892			intron_variant			IGF1			A			G			0.94			0.00			0.94


			NC_010447.5			81906949			intron_variant			IGF1			G			A			0.95			0.00			0.95


			NC_010447.5			81907112			intron_variant			IGF1			T			C			0.56			0.00			0.56


			NC_010447.5			81907997			intron_variant			IGF1			A			G			0.95			0.00			0.95


			NC_010447.5			81908700			3_prime_UTR_variant			IGF1			G			T			0.99			0.00			0.99


			NC_010447.5			81909169			3_prime_UTR_variant			IGF1			C			A			0.96			0.00			0.96


			NC_010447.5			81909405			downstream_gene_variant			IGF1			G			T			0.01			0.59			0.58


			NC_010447.5			81909930			downstream_gene_variant			IGF1			A			G			0.52			0.00			0.52


			NC_010447.5			81910107			downstream_gene_variant			IGF1			A			G			0.96			0.00			0.96


			NC_010447.5			81910295			intergenic_region			IGF1-PARPBP			T			C			0.74			0.00			0.74


			NC_010447.5			81910472			intergenic_region			IGF1-PARPBP			A			C			0.70			0.00			0.70


			NC_010447.5			81911070			intergenic_region			IGF1-PARPBP			C			T			0.64			0.00			0.64


			NC_010447.5			81911089			intergenic_region			IGF1-PARPBP			T			C			0.58			0.00			0.58


			NC_010447.5			81912195			intergenic_region			IGF1-PARPBP			C			T			0.91			0.00			0.91


			NC_010447.5			81912354			intergenic_region			IGF1-PARPBP			C			G			0.01			0.63			0.62


			NC_010447.5			81912746			intergenic_region			IGF1-PARPBP			A			G			0.90			0.00			0.90


			NC_010447.5			81912967			intergenic_region			IGF1-PARPBP			C			G			0.54			0.00			0.54


			NC_010447.5			81913108			intergenic_region			IGF1-PARPBP			A			G			0.51			0.00			0.51


			NC_010447.5			81914004			intergenic_region			IGF1-PARPBP			A			G			0.03			0.63			0.60


			NC_010447.5			81914517			intergenic_region			IGF1-PARPBP			T			G			0.55			0.00			0.55


			NC_010447.5			81914749			intergenic_region			IGF1-PARPBP			C			T			0.77			0.00			0.77


			NC_010447.5			81915418			intergenic_region			IGF1-PARPBP			G			A			0.58			0.00			0.58


			NC_010447.5			81915678			intergenic_region			IGF1-PARPBP			G			A			0.67			0.00			0.67


			NC_010447.5			81915760			intergenic_region			IGF1-PARPBP			T			G			0.80			0.00			0.80


			NC_010447.5			81917183			intergenic_region			IGF1-PARPBP			C			A			0.76			0.00			0.76


			NC_010447.5			81917317			intergenic_region			IGF1-PARPBP			C			T			0.51			0.00			0.51


			NC_010447.5			81918199			intergenic_region			IGF1-PARPBP			C			T			0.70			0.00			0.70


			NC_010447.5			81918430			intergenic_region			IGF1-PARPBP			A			G			0.70			0.00			0.70


			NC_010447.5			81919074			intergenic_region			IGF1-PARPBP			G			T			0.71			0.00			0.71


			NC_010447.5			81919084			intergenic_region			IGF1-PARPBP			C			T			0.71			0.00			0.71


			NC_010447.5			81919360			intergenic_region			IGF1-PARPBP			A			G			0.93			0.00			0.93


			NC_010447.5			81919809			intergenic_region			IGF1-PARPBP			A			G			0.53			0.00			0.53


			NC_010447.5			81920109			intergenic_region			IGF1-PARPBP			G			C			0.00			0.61			0.61


			NC_010447.5			81920605			intergenic_region			IGF1-PARPBP			T			G			0.60			0.00			0.60


			NC_010447.5			81920865			intergenic_region			IGF1-PARPBP			A			G			0.94			0.00			0.94


			NC_010447.5			81921497			intergenic_region			IGF1-PARPBP			G			A			0.72			0.00			0.72


			NC_010447.5			81922997			intergenic_region			IGF1-PARPBP			T			G			0.86			0.00			0.86


			NC_010447.5			81923126			intergenic_region			IGF1-PARPBP			T			C			0.87			0.00			0.87


			NC_010447.5			81927439			intergenic_region			IGF1-PARPBP			C			T			0.83			0.00			0.83


			NC_010447.5			81927954			intergenic_region			IGF1-PARPBP			T			G			0.95			0.00			0.95


			NC_010447.5			81928473			intergenic_region			IGF1-PARPBP			A			G			0.85			0.00			0.85


			NC_010447.5			81928638			intergenic_region			IGF1-PARPBP			G			A			0.85			0.00			0.85


			NC_010447.5			81929420			intergenic_region			IGF1-PARPBP			C			G			0.85			0.00			0.85


			NC_010447.5			81929768			intergenic_region			IGF1-PARPBP			G			C			0.83			0.00			0.83


			NC_010447.5			81929804			intergenic_region			IGF1-PARPBP			T			G			0.84			0.00			0.84


			NC_010447.5			81931244			intergenic_region			IGF1-PARPBP			A			G			0.01			0.61			0.60


			NC_010447.5			81931605			intergenic_region			IGF1-PARPBP			T			C			0.01			0.63			0.62


			NC_010447.5			81931825			intergenic_region			IGF1-PARPBP			T			A			0.86			0.00			0.86


			NC_010447.5			81934569			intergenic_region			IGF1-PARPBP			T			C			0.69			0.00			0.69


			NC_010447.5			81937157			intergenic_region			IGF1-PARPBP			A			G			0.98			0.00			0.98


			NC_010447.5			81938918			intergenic_region			IGF1-PARPBP			A			T			0.94			0.00			0.94


			NC_010447.5			81939139			intergenic_region			IGF1-PARPBP			A			G			0.93			0.00			0.93


			NC_010447.5			81939522			intergenic_region			IGF1-PARPBP			A			G			0.87			0.00			0.87


			NC_010447.5			81941665			intergenic_region			IGF1-PARPBP			A			C			0.85			0.00			0.85


			NC_010447.5			81942009			intergenic_region			IGF1-PARPBP			C			A			0.82			0.00			0.82


			NC_010447.5			81942287			intergenic_region			IGF1-PARPBP			A			T			0.77			0.00			0.77


			NC_010447.5			81942798			intergenic_region			IGF1-PARPBP			G			A			0.00			0.58			0.58


			NC_010447.5			81942955			intergenic_region			IGF1-PARPBP			A			G			0.85			0.00			0.85


			NC_010447.5			81942961			intergenic_region			IGF1-PARPBP			T			C			0.95			0.00			0.95


			NC_010447.5			81943183			intergenic_region			IGF1-PARPBP			C			A			0.68			0.00			0.68


			NC_010447.5			81943460			intergenic_region			IGF1-PARPBP			G			A			0.70			0.00			0.70


			NC_010447.5			81947129			intergenic_region			IGF1-PARPBP			G			A			0.51			0.00			0.51


			NC_010447.5			81947217			intergenic_region			IGF1-PARPBP			A			T			0.56			0.00			0.56


			NC_010447.5			81947428			intergenic_region			IGF1-PARPBP			C			T			0.94			0.00			0.94


			NC_010447.5			81947712			intergenic_region			IGF1-PARPBP			G			A			0.51			0.00			0.51


			NC_010447.5			81947782			intergenic_region			IGF1-PARPBP			A			G			0.51			0.00			0.51


			NC_010447.5			81947865			intergenic_region			IGF1-PARPBP			C			T			0.01			0.63			0.62


			NC_010447.5			81949263			intergenic_region			IGF1-PARPBP			G			C			0.94			0.00			0.94


			NC_010447.5			81949451			intergenic_region			IGF1-PARPBP			C			A			0.52			0.00			0.52


			NC_010447.5			81949613			intergenic_region			IGF1-PARPBP			T			C			0.93			0.00			0.93


			NC_010447.5			81950049			intergenic_region			IGF1-PARPBP			C			T			0.91			0.00			0.91


			NC_010447.5			81950389			intergenic_region			IGF1-PARPBP			T			C			0.01			0.63			0.62


			NC_010447.5			81950446			intergenic_region			IGF1-PARPBP			G			A			0.95			0.00			0.95


			NC_010447.5			81950827			intergenic_region			IGF1-PARPBP			T			C			0.54			0.00			0.54


			NC_010447.5			81951495			intergenic_region			IGF1-PARPBP			A			G			0.51			0.00			0.51


			NC_010447.5			81951496			intergenic_region			IGF1-PARPBP			A			C			0.51			0.00			0.51


			NC_010447.5			81951687			intergenic_region			IGF1-PARPBP			C			T			0.53			0.00			0.53


			NC_010447.5			81951708			intergenic_region			IGF1-PARPBP			C			T			0.53			0.00			0.53


			NC_010447.5			81952999			intergenic_region			IGF1-PARPBP			T			A			0.51			0.00			0.51


			NC_010447.5			81953792			intergenic_region			IGF1-PARPBP			T			C			0.53			0.00			0.53


			NC_010447.5			81954026			intergenic_region			IGF1-PARPBP			G			A			0.56			0.00			0.56


			NC_010447.5			81954500			intergenic_region			IGF1-PARPBP			C			G			0.51			0.00			0.51


			NC_010447.5			81962261			intergenic_region			IGF1-PARPBP			G			C			0.56			0.00			0.56


			NC_010447.5			81963157			intergenic_region			IGF1-PARPBP			G			T			0.93			0.00			0.93


			NC_010447.5			81964233			intergenic_region			IGF1-PARPBP			T			C			0.93			0.00			0.93


			NC_010447.5			81964234			intergenic_region			IGF1-PARPBP			G			A			0.60			0.00			0.60


			NC_010447.5			81964616			intergenic_region			IGF1-PARPBP			A			G			0.86			0.00			0.86


			NC_010447.5			81966422			intergenic_region			IGF1-PARPBP			G			C			0.00			0.63			0.63


			NC_010447.5			81966459			intergenic_region			IGF1-PARPBP			T			G			0.88			0.00			0.88


			NC_010447.5			81966496			intergenic_region			IGF1-PARPBP			A			G			0.90			0.00			0.90


			NC_010447.5			81966576			intergenic_region			IGF1-PARPBP			A			C			0.89			0.00			0.89


			NC_010447.5			81968118			intergenic_region			IGF1-PARPBP			C			T			0.89			0.00			0.89


			NC_010447.5			81968582			intergenic_region			IGF1-PARPBP			G			A			0.57			0.00			0.57


			NC_010447.5			81968593			intergenic_region			IGF1-PARPBP			A			G			0.92			0.00			0.92


			NC_010447.5			81971778			intergenic_region			IGF1-PARPBP			T			C			0.92			0.00			0.92


			NC_010447.5			81972149			intergenic_region			IGF1-PARPBP			C			T			0.89			0.00			0.89


			NC_010447.5			81972412			intergenic_region			IGF1-PARPBP			A			G			0.95			0.00			0.95


			NC_010447.5			81972509			intergenic_region			IGF1-PARPBP			C			A			0.90			0.00			0.90


			NC_010447.5			81973388			intergenic_region			IGF1-PARPBP			C			T			0.95			0.00			0.95


			NC_010447.5			81974102			intergenic_region			IGF1-PARPBP			A			G			0.53			0.00			0.53


			NC_010447.5			81974212			intergenic_region			IGF1-PARPBP			A			G			0.52			0.00			0.52


			NC_010447.5			81974622			intergenic_region			IGF1-PARPBP			C			G			0.93			0.00			0.93


			NC_010447.5			81975385			intergenic_region			IGF1-PARPBP			G			T			0.01			0.61			0.59


			NC_010447.5			81975441			intergenic_region			IGF1-PARPBP			A			G			0.95			0.00			0.95


			NC_010447.5			81977027			intergenic_region			IGF1-PARPBP			A			G			0.53			0.00			0.53


			NC_010447.5			81978023			intergenic_region			IGF1-PARPBP			C			A			0.51			0.00			0.51


			NC_010447.5			81978680			intergenic_region			IGF1-PARPBP			A			G			0.01			0.61			0.59


			NC_010447.5			81979809			intergenic_region			IGF1-PARPBP			T			G			0.95			0.00			0.95


			NC_010447.5			81980762			intergenic_region			IGF1-PARPBP			G			A			0.88			0.00			0.88


			NC_010447.5			81980848			intergenic_region			IGF1-PARPBP			A			G			0.89			0.00			0.89


			NC_010447.5			81981153			intergenic_region			IGF1-PARPBP			T			C			0.85			0.00			0.85


			NC_010447.5			81981575			intergenic_region			IGF1-PARPBP			C			T			0.01			0.61			0.60


			NC_010447.5			81981725			intergenic_region			IGF1-PARPBP			A			C			0.77			0.00			0.77


			NC_010447.5			81982243			intergenic_region			IGF1-PARPBP			G			A			0.81			0.00			0.81


			NC_010447.5			81982744			intergenic_region			IGF1-PARPBP			A			G			0.83			0.00			0.83


			NC_010447.5			81983929			intergenic_region			IGF1-PARPBP			A			G			0.95			0.00			0.95


			NC_010447.5			81986584			intergenic_region			IGF1-PARPBP			A			T			0.94			0.00			0.94


			NC_010447.5			81986585			intergenic_region			IGF1-PARPBP			C			A			0.94			0.00			0.94


			NC_010447.5			81986586			intergenic_region			IGF1-PARPBP			A			G			0.94			0.00			0.94


			NC_010447.5			81986861			intergenic_region			IGF1-PARPBP			G			A			0.72			0.00			0.72


			NC_010447.5			81986865			intergenic_region			IGF1-PARPBP			C			T			0.80			0.00			0.80


			NC_010447.5			81986896			intergenic_region			IGF1-PARPBP			G			C			0.82			0.00			0.82


			NC_010447.5			81986956			intergenic_region			IGF1-PARPBP			T			C			0.82			0.00			0.82


			NC_010447.5			81987072			intergenic_region			IGF1-PARPBP			G			A			0.78			0.00			0.78


			NC_010447.5			81987073			intergenic_region			IGF1-PARPBP			C			T			0.81			0.00			0.81


			NC_010447.5			81987111			intergenic_region			IGF1-PARPBP			T			C			0.79			0.00			0.79


			NC_010447.5			81987202			intergenic_region			IGF1-PARPBP			T			C			0.77			0.00			0.77


			NC_010447.5			81987226			intergenic_region			IGF1-PARPBP			C			T			0.77			0.00			0.77


			NC_010447.5			81987375			intergenic_region			IGF1-PARPBP			T			C			0.70			0.00			0.70


			NC_010447.5			81987541			intergenic_region			IGF1-PARPBP			C			T			0.75			0.00			0.75


			NC_010447.5			81988123			intergenic_region			IGF1-PARPBP			T			G			0.72			0.00			0.72


			NC_010447.5			81990575			intergenic_region			IGF1-PARPBP			A			G			0.99			0.00			0.99


			NC_010447.5			81992931			intergenic_region			IGF1-PARPBP			A			C			0.53			0.00			0.53


			NC_010447.5			81995081			intergenic_region			IGF1-PARPBP			A			C			0.89			0.00			0.89


			NC_010447.5			81995251			intergenic_region			IGF1-PARPBP			A			G			0.87			0.00			0.87


			NC_010447.5			81995361			intergenic_region			IGF1-PARPBP			G			A			0.89			0.00			0.89


			NC_010447.5			81995369			intergenic_region			IGF1-PARPBP			C			T			0.89			0.00			0.89


			NC_010447.5			81995422			intergenic_region			IGF1-PARPBP			G			A			0.89			0.00			0.89


			NC_010447.5			81995548			intergenic_region			IGF1-PARPBP			A			G			0.89			0.00			0.89


			NC_010447.5			81996268			intergenic_region			IGF1-PARPBP			T			C			0.90			0.00			0.90


			NC_010447.5			81996297			intergenic_region			IGF1-PARPBP			T			A			0.89			0.00			0.89


			NC_010447.5			81996302			intergenic_region			IGF1-PARPBP			T			C			0.89			0.00			0.89


			NC_010447.5			81996419			intergenic_region			IGF1-PARPBP			C			T			0.88			0.00			0.88


			NC_010447.5			81996597			intergenic_region			IGF1-PARPBP			G			C			0.94			0.00			0.94


			NC_010447.5			81996642			intergenic_region			IGF1-PARPBP			T			C			0.85			0.00			0.85


			NC_010447.5			81996662			intergenic_region			IGF1-PARPBP			T			C			0.88			0.00			0.88


			NC_010447.5			81996827			intergenic_region			IGF1-PARPBP			C			T			0.88			0.00			0.88


			NC_010447.5			81996860			intergenic_region			IGF1-PARPBP			T			A			0.88			0.00			0.88


			NC_010447.5			81997944			intergenic_region			IGF1-PARPBP			G			A			0.77			0.00			0.77


			NC_010447.5			81997991			intergenic_region			IGF1-PARPBP			C			T			0.82			0.00			0.82


			NC_010447.5			81998173			intergenic_region			IGF1-PARPBP			C			T			0.01			0.53			0.52


			NC_010447.5			81998273			intergenic_region			IGF1-PARPBP			C			T			0.84			0.00			0.84


			NC_010447.5			81998352			intergenic_region			IGF1-PARPBP			A			G			0.88			0.00			0.88


			NC_010447.5			81998483			intergenic_region			IGF1-PARPBP			A			G			0.88			0.00			0.88


			NC_010447.5			81998637			intergenic_region			IGF1-PARPBP			G			A			0.88			0.00			0.88


			NC_010447.5			81998858			intergenic_region			IGF1-PARPBP			A			G			0.83			0.00			0.83


			NC_010447.5			81998863			intergenic_region			IGF1-PARPBP			G			A			0.77			0.00			0.77


			NC_010447.5			81998909			intergenic_region			IGF1-PARPBP			A			G			0.80			0.00			0.80


			NC_010447.5			81999312			intergenic_region			IGF1-PARPBP			C			T			0.79			0.00			0.79


			NC_010447.5			81999353			intergenic_region			IGF1-PARPBP			A			G			0.76			0.00			0.76


			NC_010447.5			81999520			intergenic_region			IGF1-PARPBP			G			T			0.83			0.00			0.83


			NC_010447.5			81999594			intergenic_region			IGF1-PARPBP			A			G			0.79			0.00			0.79


			NC_010447.5			81999595			intergenic_region			IGF1-PARPBP			T			C			0.79			0.00			0.79


			NC_010447.5			81999643			intergenic_region			IGF1-PARPBP			A			C			0.81			0.00			0.81


			NC_010447.5			81999779			intergenic_region			IGF1-PARPBP			C			T			0.86			0.00			0.86


			NC_010447.5			81999839			intergenic_region			IGF1-PARPBP			T			A			0.90			0.00			0.90


			NC_010447.5			81999889			intergenic_region			IGF1-PARPBP			C			A			0.90			0.00			0.90


			NC_010447.5			82000035			intergenic_region			IGF1-PARPBP			C			T			0.90			0.00			0.90


			NC_010447.5			82000061			intergenic_region			IGF1-PARPBP			C			T			0.74			0.00			0.74


			NC_010447.5			82000069			intergenic_region			IGF1-PARPBP			C			T			0.90			0.00			0.90


			NC_010447.5			82000149			intergenic_region			IGF1-PARPBP			G			T			0.90			0.00			0.90


			NC_010447.5			82000311			intergenic_region			IGF1-PARPBP			A			G			0.93			0.00			0.93


			NC_010447.5			82000356			intergenic_region			IGF1-PARPBP			A			T			0.91			0.00			0.91


			NC_010447.5			82000454			intergenic_region			IGF1-PARPBP			G			T			0.91			0.00			0.91


			NC_010447.5			82000472			intergenic_region			IGF1-PARPBP			A			C			0.92			0.00			0.92


			NC_010447.5			82000605			intergenic_region			IGF1-PARPBP			T			C			0.91			0.00			0.91


			NC_010447.5			82000693			intergenic_region			IGF1-PARPBP			C			T			0.89			0.00			0.89


			NC_010447.5			82000775			intergenic_region			IGF1-PARPBP			C			A			0.61			0.00			0.61


			NC_010447.5			82000873			intergenic_region			IGF1-PARPBP			G			A			0.90			0.00			0.90


			NC_010447.5			82001596			intergenic_region			IGF1-PARPBP			A			G			0.92			0.00			0.92


			NC_010447.5			82001976			intergenic_region			IGF1-PARPBP			T			C			0.71			0.00			0.71


			NC_010447.5			82002236			intergenic_region			IGF1-PARPBP			T			C			0.92			0.00			0.92


			NC_010447.5			82002532			intergenic_region			IGF1-PARPBP			T			C			0.51			0.00			0.51


			NC_010447.5			82002937			intergenic_region			IGF1-PARPBP			A			C			0.92			0.00			0.92


			NC_010447.5			82003313			intergenic_region			IGF1-PARPBP			C			G			0.91			0.00			0.91


			NC_010447.5			82003582			intergenic_region			IGF1-PARPBP			T			C			0.86			0.00			0.86


			NC_010447.5			82003660			intergenic_region			IGF1-PARPBP			T			G			0.01			0.63			0.62


			NC_010447.5			82003757			intergenic_region			IGF1-PARPBP			G			A			0.92			0.00			0.92


			NC_010447.5			82003765			intergenic_region			IGF1-PARPBP			T			C			0.92			0.00			0.92


			NC_010447.5			82004094			intergenic_region			IGF1-PARPBP			T			C			0.88			0.00			0.88


			NC_010447.5			82004096			intergenic_region			IGF1-PARPBP			T			C			0.88			0.00			0.88


			NC_010447.5			82004292			intergenic_region			IGF1-PARPBP			A			T			0.86			0.00			0.86


			NC_010447.5			82004528			intergenic_region			IGF1-PARPBP			G			T			0.88			0.00			0.88


			NC_010447.5			82004622			intergenic_region			IGF1-PARPBP			G			A			0.88			0.00			0.88


			NC_010447.5			82005455			intergenic_region			IGF1-PARPBP			A			T			0.80			0.00			0.80


			NC_010447.5			82006251			intergenic_region			IGF1-PARPBP			A			G			0.91			0.00			0.91


			NC_010447.5			82006316			intergenic_region			IGF1-PARPBP			G			A			0.90			0.00			0.90


			NC_010447.5			82010536			intergenic_region			IGF1-PARPBP			C			G			0.94			0.00			0.94


			NC_010447.5			82011444			intergenic_region			IGF1-PARPBP			T			C			0.93			0.00			0.93


			NC_010447.5			82011834			intergenic_region			IGF1-PARPBP			A			C			0.87			0.00			0.87


			NC_010447.5			82013444			intergenic_region			IGF1-PARPBP			T			C			0.01			0.67			0.66


			NC_010447.5			82016364			intergenic_region			IGF1-PARPBP			A			G			0.94			0.00			0.94


			NC_010448.4			48556527			3_prime_UTR_variant			AKT2			G			T			0.05			0.76			0.72


			NC_010448.4			48557461			3_prime_UTR_variant			AKT2			A			G			0.88			0.24			0.64


			NC_010448.4			48561860			intron_variant			AKT2			C			T			0.05			0.72			0.67


			NC_010448.4			48563317			synonymous_variant			AKT2			G			C			0.26			0.79			0.53


			NC_010448.4			48564934			intron_variant			AKT2			A			G			0.96			0.22			0.74


			NC_010448.4			48565717			intron_variant			AKT2			A			G			0.85			0.11			0.74


			NC_010448.4			48565847			intron_variant			AKT2			G			A			0.05			0.71			0.66


			NC_010448.4			48566702			intron_variant			AKT2			G			A			0.06			0.82			0.75


			NC_010448.4			48570937			intron_variant			AKT2			G			A			0.04			0.80			0.76


			NC_010448.4			48571860			intron_variant			AKT2			G			A			0.05			0.58			0.53


			NC_010448.4			48572428			upstream_gene_variant			AKT2			T			C			0.95			0.21			0.74


			NC_010448.4			48575442			intron_variant			AKT2			T			C			0.86			0.11			0.76


			NC_010448.4			48576123			intron_variant			AKT2			A			C			0.85			0.08			0.76


			NC_010448.4			48576809			intron_variant			AKT2			G			A			0.06			0.70			0.64


			NC_010448.4			48582684			intron_variant			AKT2			C			T			0.05			0.76			0.72


			NC_010448.4			48585849			intron_variant			AKT2			C			T			0.04			0.58			0.54


			NC_010448.4			48596270			intron_variant			AKT2			C			T			0.95			0.24			0.71


			NC_010448.4			48605458			intron_variant			AKT2			A			C			0.72			0.03			0.69


			NC_010448.4			48615365			intron_variant			AKT2			C			T			0.30			0.82			0.51


			NC_010450.4			84228285			intergenic_region			SMARCA5-GAB1			C			T			0.59			0.00			0.59


			NC_010450.4			84228882			intergenic_region			SMARCA5-GAB1			T			G			0.59			0.00			0.59


			NC_010450.4			84229040			intergenic_region			SMARCA5-GAB1			C			T			0.51			0.00			0.51


			NC_010450.4			84229533			intergenic_region			SMARCA5-GAB1			G			A			0.72			0.03			0.69


			NC_010450.4			84229581			intergenic_region			SMARCA5-GAB1			T			A			0.68			0.03			0.65


			NC_010450.4			84229585			intergenic_region			SMARCA5-GAB1			G			A			0.55			0.00			0.55


			NC_010450.4			84230002			intergenic_region			SMARCA5-GAB1			A			G			0.54			0.00			0.54


			NC_010450.4			84230206			intergenic_region			SMARCA5-GAB1			T			C			1.00			0.11			0.89


			NC_010450.4			84230231			intergenic_region			SMARCA5-GAB1			T			C			0.71			0.03			0.68


			NC_010450.4			84230917			intergenic_region			SMARCA5-GAB1			T			C			0.57			0.00			0.57


			NC_010450.4			84231009			intergenic_region			SMARCA5-GAB1			A			C			0.55			0.00			0.55


			NC_010450.4			84231159			intergenic_region			SMARCA5-GAB1			A			T			0.55			0.00			0.55


			NC_010450.4			84231421			intergenic_region			SMARCA5-GAB1			G			T			0.54			0.00			0.54


			NC_010450.4			84231598			intergenic_region			SMARCA5-GAB1			A			G			0.56			0.00			0.56


			NC_010450.4			84232048			intergenic_region			SMARCA5-GAB1			A			G			0.52			0.00			0.52


			NC_010450.4			84232356			intergenic_region			SMARCA5-GAB1			C			T			0.58			0.00			0.58


			NC_010450.4			84233075			intergenic_region			SMARCA5-GAB1			C			G			0.51			0.00			0.51


			NC_010450.4			84233263			intergenic_region			SMARCA5-GAB1			T			C			0.52			0.00			0.52


			NC_010450.4			84234841			intergenic_region			SMARCA5-GAB1			T			C			0.52			0.00			0.52


			NC_010450.4			84235250			intergenic_region			SMARCA5-GAB1			G			A			0.52			0.00			0.52


			NC_010450.4			84235321			intergenic_region			SMARCA5-GAB1			A			G			0.86			0.13			0.73


			NC_010450.4			84236303			intergenic_region			SMARCA5-GAB1			C			T			0.85			0.08			0.77


			NC_010450.4			84236380			intergenic_region			SMARCA5-GAB1			A			C			0.90			0.13			0.77


			NC_010450.4			84237145			intergenic_region			SMARCA5-GAB1			A			G			0.51			0.00			0.51


			NC_010450.4			84240307			intergenic_region			SMARCA5-GAB1			G			T			0.55			0.03			0.52


			NC_010450.4			84240677			intergenic_region			SMARCA5-GAB1			C			T			0.56			0.03			0.53


			NC_010450.4			84240690			intergenic_region			SMARCA5-GAB1			C			T			0.60			0.03			0.57


			NC_010450.4			84240691			intergenic_region			SMARCA5-GAB1			C			T			0.54			0.03			0.51


			NC_010450.4			84240709			intergenic_region			SMARCA5-GAB1			T			C			0.00			0.71			0.71


			NC_010450.4			84240746			intergenic_region			SMARCA5-GAB1			C			T			0.00			0.74			0.74


			NC_010450.4			84240752			intergenic_region			SMARCA5-GAB1			C			T			0.57			0.03			0.54


			NC_010450.4			84240780			intergenic_region			SMARCA5-GAB1			C			T			0.56			0.03			0.53


			NC_010450.4			84240803			intergenic_region			SMARCA5-GAB1			G			A			0.61			0.03			0.58


			NC_010450.4			84240827			intergenic_region			SMARCA5-GAB1			G			T			0.55			0.03			0.52


			NC_010450.4			84240866			intergenic_region			SMARCA5-GAB1			C			G			0.62			0.03			0.59


			NC_010450.4			84240869			intergenic_region			SMARCA5-GAB1			C			T			0.62			0.03			0.59


			NC_010450.4			84240946			intergenic_region			SMARCA5-GAB1			G			A			0.60			0.03			0.57


			NC_010450.4			84240951			intergenic_region			SMARCA5-GAB1			G			A			0.60			0.03			0.57


			NC_010450.4			84241128			intergenic_region			SMARCA5-GAB1			G			A			0.57			0.03			0.54


			NC_010450.4			84241266			intergenic_region			SMARCA5-GAB1			G			A			0.55			0.03			0.52


			NC_010450.4			84241382			intergenic_region			SMARCA5-GAB1			C			T			0.00			0.53			0.53


			NC_010450.4			84241432			intergenic_region			SMARCA5-GAB1			G			A			0.59			0.03			0.56


			NC_010450.4			84241498			intergenic_region			SMARCA5-GAB1			C			T			0.56			0.03			0.53


			NC_010450.4			84241515			intergenic_region			SMARCA5-GAB1			T			C			0.53			0.03			0.50


			NC_010450.4			84241516			intergenic_region			SMARCA5-GAB1			G			T			0.53			0.03			0.50


			NC_010450.4			84241548			intergenic_region			SMARCA5-GAB1			T			C			0.54			0.00			0.54


			NC_010450.4			84241850			intergenic_region			SMARCA5-GAB1			G			T			0.64			0.11			0.53


			NC_010450.4			84241865			intergenic_region			SMARCA5-GAB1			C			T			0.63			0.03			0.60


			NC_010450.4			84242012			intergenic_region			SMARCA5-GAB1			T			C			0.59			0.03			0.56


			NC_010450.4			84242060			intergenic_region			SMARCA5-GAB1			C			T			0.59			0.03			0.56


			NC_010450.4			84242155			intergenic_region			SMARCA5-GAB1			T			C			1.00			0.16			0.84


			NC_010450.4			84242156			intergenic_region			SMARCA5-GAB1			G			A			0.62			0.03			0.59


			NC_010450.4			84242166			intergenic_region			SMARCA5-GAB1			T			C			0.55			0.03			0.52


			NC_010450.4			84242272			intergenic_region			SMARCA5-GAB1			C			T			0.58			0.03			0.55


			NC_010450.4			84242330			intergenic_region			SMARCA5-GAB1			A			G			0.58			0.03			0.55


			NC_010450.4			84242602			intergenic_region			SMARCA5-GAB1			C			T			0.51			0.00			0.51


			NC_010450.4			84242725			intergenic_region			SMARCA5-GAB1			T			C			0.61			0.00			0.61


			NC_010450.4			84242816			intergenic_region			SMARCA5-GAB1			C			T			0.54			0.03			0.51


			NC_010450.4			84242817			intergenic_region			SMARCA5-GAB1			A			G			0.54			0.03			0.51


			NC_010450.4			84242913			intergenic_region			SMARCA5-GAB1			T			C			0.59			0.03			0.56


			NC_010450.4			84242962			intergenic_region			SMARCA5-GAB1			A			G			0.56			0.03			0.53


			NC_010450.4			84244427			intergenic_region			SMARCA5-GAB1			G			C			0.54			0.00			0.54


			NC_010450.4			84249869			intergenic_region			SMARCA5-GAB1			A			G			0.57			0.00			0.57


			NC_010450.4			84250120			intergenic_region			SMARCA5-GAB1			G			A			0.57			0.00			0.57


			NC_010450.4			84250417			intergenic_region			SMARCA5-GAB1			T			C			0.59			0.00			0.59


			NC_010450.4			84252314			intergenic_region			SMARCA5-GAB1			C			T			0.59			0.03			0.56


			NC_010450.4			84252882			intergenic_region			SMARCA5-GAB1			T			A			0.63			0.08			0.55


			NC_010450.4			84253449			intergenic_region			SMARCA5-GAB1			A			C			0.58			0.03			0.55


			NC_010450.4			84253755			intergenic_region			SMARCA5-GAB1			T			G			0.63			0.13			0.50


			NC_010450.4			84254027			intergenic_region			SMARCA5-GAB1			C			G			0.90			0.16			0.74


			NC_010450.4			84257661			upstream_gene_variant			GAB1			T			C			1.00			0.16			0.84


			NC_010450.4			84258144			3_prime_UTR_variant			GAB1			T			G			1.00			0.13			0.87


			NC_010450.4			84259438			3_prime_UTR_variant			GAB1			T			C			0.99			0.11			0.88


			NC_010450.4			84260957			3_prime_UTR_variant			GAB1			C			T			1.00			0.16			0.84


			NC_010450.4			84262123			3_prime_UTR_variant			GAB1			C			T			1.00			0.16			0.84


			NC_010450.4			84262387			intron_variant			GAB1			T			C			0.99			0.13			0.86


			NC_010450.4			84262404			intron_variant			GAB1			T			C			0.99			0.13			0.86


			NC_010450.4			84262467			intron_variant			GAB1			G			A			1.00			0.16			0.84


			NC_010450.4			84262608			intron_variant			GAB1			A			G			1.00			0.11			0.89


			NC_010450.4			84263101			intron_variant			GAB1			T			C			0.98			0.16			0.82


			NC_010450.4			84264141			intron_variant			GAB1			T			C			0.91			0.11			0.80


			NC_010450.4			84264158			intron_variant			GAB1			T			A			0.65			0.11			0.54


			NC_010450.4			84264283			intron_variant			GAB1			C			T			1.00			0.11			0.89


			NC_010450.4			84265722			intron_variant			GAB1			A			T			1.00			0.11			0.89


			NC_010450.4			84266904			intron_variant			GAB1			T			C			0.68			0.00			0.68


			NC_010450.4			84266925			intron_variant			GAB1			A			G			0.67			0.00			0.67


			NC_010450.4			84266954			intron_variant			GAB1			C			G			0.65			0.00			0.65


			NC_010450.4			84267334			intron_variant			GAB1			C			T			0.67			0.03			0.64


			NC_010450.4			84267379			intron_variant			GAB1			C			T			0.63			0.03			0.60


			NC_010450.4			84267744			intron_variant			GAB1			C			T			0.66			0.03			0.63


			NC_010450.4			84268021			intron_variant			GAB1			T			C			0.65			0.00			0.65


			NC_010450.4			84268404			intron_variant			GAB1			T			C			0.69			0.00			0.69


			NC_010450.4			84268867			intron_variant			GAB1			T			G			0.99			0.16			0.83


			NC_010450.4			84269220			intron_variant			GAB1			T			C			0.99			0.11			0.88


			NC_010450.4			84270124			intron_variant			GAB1			C			T			0.99			0.16			0.83


			NC_010450.4			84270584			intron_variant			GAB1			T			C			0.99			0.11			0.88


			NC_010450.4			84270663			intron_variant			GAB1			C			A			0.98			0.16			0.82


			NC_010450.4			84270686			intron_variant			GAB1			C			T			0.54			0.00			0.54


			NC_010450.4			84273507			intron_variant			GAB1			C			T			0.91			0.13			0.78


			NC_010450.4			84274567			intron_variant			GAB1			T			C			0.90			0.14			0.76


			NC_010450.4			84274658			intron_variant			GAB1			T			C			1.00			0.18			0.82


			NC_010450.4			84274713			intron_variant			GAB1			A			T			0.92			0.17			0.75


			NC_010450.4			84275086			intron_variant			GAB1			G			C			0.91			0.17			0.74


			NC_010450.4			84276060			intron_variant			GAB1			G			A			0.92			0.13			0.79


			NC_010450.4			84276156			intron_variant			GAB1			C			G			0.66			0.14			0.52


			NC_010450.4			84276523			intron_variant			GAB1			A			T			0.66			0.13			0.53


			NC_010450.4			84277204			intron_variant			GAB1			C			T			0.67			0.14			0.53


			NC_010450.4			84277219			intron_variant			GAB1			T			C			0.90			0.17			0.73


			NC_010450.4			84277439			intron_variant			GAB1			C			T			0.73			0.11			0.62


			NC_010450.4			84277459			intron_variant			GAB1			A			G			0.74			0.11			0.63


			NC_010450.4			84277562			intron_variant			GAB1			C			T			0.74			0.13			0.61


			NC_010450.4			84278066			intron_variant			GAB1			G			T			0.70			0.08			0.62


			NC_010450.4			84278460			intron_variant			GAB1			C			T			0.51			0.00			0.51


			NC_010450.4			84278882			intron_variant			GAB1			C			T			0.83			0.16			0.67


			NC_010450.4			84279797			intron_variant			GAB1			T			A			0.71			0.13			0.58


			NC_010450.4			84279828			intron_variant			GAB1			T			C			0.75			0.11			0.64


			NC_010450.4			84279848			intron_variant			GAB1			C			T			0.87			0.13			0.74


			NC_010450.4			84279872			intron_variant			GAB1			C			T			0.87			0.16			0.71


			NC_010450.4			84280131			intron_variant			GAB1			T			C			0.78			0.13			0.65


			NC_010450.4			84280665			intron_variant			GAB1			T			A			0.74			0.13			0.61


			NC_010450.4			84282189			intron_variant			GAB1			T			C			0.70			0.16			0.54


			NC_010450.4			84282405			intron_variant			GAB1			C			A			0.70			0.18			0.52


			NC_010450.4			84283736			intron_variant			GAB1			C			T			0.65			0.05			0.60


			NC_010450.4			84284458			synonymous_variant			GAB1			T			C			0.80			0.06			0.74


			NC_010450.4			84285000			intron_variant			GAB1			T			C			0.55			0.00			0.55


			NC_010450.4			84285084			intron_variant			GAB1			A			C			0.64			0.08			0.56


			NC_010450.4			84285367			intron_variant			GAB1			T			C			0.60			0.03			0.57


			NC_010450.4			84285596			intron_variant			GAB1			T			A			0.66			0.03			0.63


			NC_010450.4			84285795			intron_variant			GAB1			G			C			0.56			0.03			0.53


			NC_010450.4			84285855			intron_variant			GAB1			G			T			0.57			0.03			0.54


			NC_010450.4			84286091			intron_variant			GAB1			A			G			1.00			0.16			0.84


			NC_010450.4			84287183			intron_variant			GAB1			C			T			0.72			0.16			0.56


			NC_010450.4			84287932			intron_variant			GAB1			A			G			0.68			0.03			0.65


			NC_010450.4			84287935			intron_variant			GAB1			A			G			0.60			0.03			0.57


			NC_010450.4			84287940			intron_variant			GAB1			T			C			0.58			0.03			0.55


			NC_010450.4			84287941			intron_variant			GAB1			G			A			0.58			0.03			0.55


			NC_010450.4			84288145			intron_variant			GAB1			A			G			0.68			0.16			0.52


			NC_010450.4			84288872			intron_variant			GAB1			T			C			0.69			0.09			0.60


			NC_010450.4			84289256			intron_variant			GAB1			T			C			0.69			0.16			0.53


			NC_010450.4			84290119			intron_variant			GAB1			A			C			0.67			0.03			0.64


			NC_010450.4			84290530			intron_variant			GAB1			G			A			0.64			0.14			0.50


			NC_010450.4			84292296			intron_variant			GAB1			A			C			1.00			0.13			0.87


			NC_010450.4			84292413			intron_variant			GAB1			C			T			0.83			0.13			0.70


			NC_010450.4			84292497			intron_variant			GAB1			T			C			0.76			0.14			0.62


			NC_010450.4			84294084			intron_variant			GAB1			A			C			0.61			0.00			0.61


			NC_010450.4			84294131			intron_variant			GAB1			G			A			0.76			0.03			0.73


			NC_010450.4			84294282			intron_variant			GAB1			C			T			0.81			0.03			0.78


			NC_010450.4			84294297			intron_variant			GAB1			G			A			0.80			0.03			0.77


			NC_010450.4			84295067			intron_variant			GAB1			A			C			0.89			0.16			0.73


			NC_010450.4			84295324			intron_variant			GAB1			T			C			0.62			0.11			0.51


			NC_010450.4			84295761			intron_variant			GAB1			A			G			0.86			0.16			0.70


			NC_010450.4			84295877			intron_variant			GAB1			G			A			0.87			0.13			0.74


			NC_010450.4			84296045			intron_variant			GAB1			T			C			0.90			0.18			0.72


			NC_010450.4			84296123			intron_variant			GAB1			T			C			0.90			0.11			0.79


			NC_010450.4			84296137			intron_variant			GAB1			A			G			0.90			0.13			0.77


			NC_010450.4			84297379			intron_variant			GAB1			C			T			0.73			0.05			0.68


			NC_010450.4			84297419			intron_variant			GAB1			A			T			0.99			0.11			0.88


			NC_010450.4			84297558			intron_variant			GAB1			A			G			0.98			0.18			0.80


			NC_010450.4			84297634			intron_variant			GAB1			T			C			0.97			0.13			0.84


			NC_010450.4			84297754			intron_variant			GAB1			C			T			0.91			0.13			0.78


			NC_010450.4			84297784			intron_variant			GAB1			C			T			0.89			0.11			0.78


			NC_010450.4			84297795			intron_variant			GAB1			G			A			0.89			0.11			0.78


			NC_010450.4			84297869			intron_variant			GAB1			T			C			0.97			0.11			0.86


			NC_010450.4			84298022			intron_variant			GAB1			C			G			0.86			0.13			0.73


			NC_010450.4			84298138			intron_variant			GAB1			C			G			0.89			0.11			0.78


			NC_010450.4			84298291			intron_variant			GAB1			A			G			1.00			0.08			0.92


			NC_010450.4			84298324			intron_variant			GAB1			T			C			0.95			0.11			0.84


			NC_010450.4			84298389			intron_variant			GAB1			T			C			0.97			0.11			0.86


			NC_010450.4			84298502			intron_variant			GAB1			G			A			0.96			0.16			0.80


			NC_010450.4			84298504			intron_variant			GAB1			G			A			0.96			0.16			0.80


			NC_010450.4			84298521			intron_variant			GAB1			T			A			0.95			0.16			0.79


			NC_010450.4			84298527			intron_variant			GAB1			G			A			0.97			0.14			0.83


			NC_010450.4			84298577			intron_variant			GAB1			G			A			0.99			0.13			0.86


			NC_010450.4			84298692			intron_variant			GAB1			A			G			0.98			0.17			0.81


			NC_010450.4			84298778			intron_variant			GAB1			T			G			0.98			0.14			0.84


			NC_010450.4			84300298			intron_variant			GAB1			A			G			0.63			0.13			0.50


			NC_010450.4			84301087			intron_variant			GAB1			T			C			0.63			0.13			0.50


			NC_010450.4			84302651			intron_variant			GAB1			A			G			0.66			0.16			0.50


			NC_010450.4			84302938			intron_variant			GAB1			A			G			0.63			0.13			0.50


			NC_010450.4			84307857			intron_variant			GAB1			A			G			0.00			0.74			0.74


			NC_010450.4			84315234			intron_variant			GAB1			A			C			1.00			0.13			0.87


			NC_010450.4			84316809			intron_variant			GAB1			A			G			1.00			0.16			0.84


			NC_010450.4			84317013			intron_variant			GAB1			C			T			1.00			0.16			0.84


			NC_010450.4			84317069			intron_variant			GAB1			C			T			1.00			0.34			0.66


			NC_010450.4			84317126			intron_variant			GAB1			G			C			1.00			0.16			0.84


			NC_010450.4			84317668			intron_variant			GAB1			C			T			0.98			0.05			0.93


			NC_010450.4			84317860			intron_variant			GAB1			A			G			1.00			0.17			0.83


			NC_010450.4			84318813			intron_variant			GAB1			C			T			0.61			0.05			0.56


			NC_010450.4			84318907			intron_variant			GAB1			A			G			0.60			0.05			0.55


			NC_010450.4			84321194			intron_variant			GAB1			T			C			1.00			0.39			0.61


			NC_010450.4			84322455			intron_variant			GAB1			A			T			1.00			0.31			0.69


			NC_010450.4			84324695			intron_variant			GAB1			A			G			0.61			0.05			0.56


			NC_010450.4			84327555			intron_variant			GAB1			T			G			0.00			0.68			0.68


			NC_010450.4			84329037			intron_variant			GAB1			A			C			0.99			0.28			0.71


			NC_010450.4			84329116			intron_variant			GAB1			T			C			0.92			0.05			0.87


			NC_010450.4			84329611			intron_variant			GAB1			T			C			0.97			0.11			0.86


			NC_010450.4			84329824			intron_variant			GAB1			G			T			0.70			0.14			0.56


			NC_010450.4			84330509			intron_variant			GAB1			G			T			0.53			0.00			0.53


			NC_010450.4			84330784			intron_variant			GAB1			T			C			1.00			0.32			0.68


			NC_010450.4			84330869			intron_variant			GAB1			T			C			0.55			0.03			0.52


			NC_010450.4			84332451			intron_variant			GAB1			C			G			0.00			0.63			0.63


			NC_010450.4			84332528			intron_variant			GAB1			C			G			0.64			0.03			0.61


			NC_010450.4			84333278			intron_variant			GAB1			T			C			0.64			0.05			0.59


			NC_010450.4			84336209			intron_variant			GAB1			C			T			0.00			0.53			0.53


			NC_010450.4			84339892			intron_variant			GAB1			T			C			0.53			0.00			0.53


			NC_010450.4			84349102			intron_variant			GAB1			T			C			0.62			0.00			0.62


			NC_010450.4			84349946			intron_variant			GAB1			C			T			0.00			0.61			0.61


			NC_010450.4			84351629			intron_variant			GAB1			C			T			0.64			0.03			0.61


			NC_010450.4			84352197			intron_variant			GAB1			G			C			0.70			0.03			0.67


			NC_010450.4			84352335			intron_variant			GAB1			C			G			0.73			0.00			0.73


			NC_010450.4			84352596			intron_variant			GAB1			T			C			0.99			0.05			0.94


			NC_010450.4			84352652			intron_variant			GAB1			G			C			0.70			0.03			0.67


			NC_010450.4			84352673			intron_variant			GAB1			T			G			0.65			0.03			0.62


			NC_010450.4			84352714			intron_variant			GAB1			G			A			1.00			0.03			0.97


			NC_010450.4			84353348			intron_variant			GAB1			G			A			0.61			0.03			0.58


			NC_010450.4			84353515			intron_variant			GAB1			C			G			0.58			0.03			0.55


			NC_010450.4			84353519			intron_variant			GAB1			C			T			0.58			0.03			0.55


			NC_010450.4			84353722			intron_variant			GAB1			C			T			1.00			0.03			0.97


			NC_010450.4			84353779			intron_variant			GAB1			A			G			0.89			0.00			0.89


			NC_010450.4			84353801			intron_variant			GAB1			T			C			0.99			0.00			0.99


			NC_010450.4			84353933			intron_variant			GAB1			G			A			0.55			0.03			0.52


			NC_010450.4			84354003			intron_variant			GAB1			C			T			0.55			0.03			0.52


			NC_010450.4			84354016			intron_variant			GAB1			C			T			0.53			0.03			0.50


			NC_010450.4			84354421			intron_variant			GAB1			C			G			0.92			0.05			0.87


			NC_010450.4			84354532			intron_variant			GAB1			T			G			0.95			0.05			0.90


			NC_010450.4			84354545			intron_variant			GAB1			T			C			0.95			0.05			0.90


			NC_010450.4			84354634			intron_variant			GAB1			C			G			0.96			0.07			0.89


			NC_010450.4			84354759			intron_variant			GAB1			T			C			0.94			0.05			0.89


			NC_010450.4			84355177			intron_variant			GAB1			A			G			1.00			0.05			0.95


			NC_010450.4			84355226			intron_variant			GAB1			A			G			0.55			0.03			0.52


			NC_010450.4			84355433			intron_variant			GAB1			T			C			0.57			0.05			0.52


			NC_010450.4			84355961			intron_variant			GAB1			T			C			0.99			0.03			0.96


			NC_010450.4			84356039			intron_variant			GAB1			A			G			0.99			0.03			0.96


			NC_010450.4			84356044			intron_variant			GAB1			A			G			0.99			0.03			0.96


			NC_010450.4			84356925			intron_variant			GAB1			A			G			0.99			0.03			0.96


			NC_010450.4			84357194			intron_variant			GAB1			G			A			0.93			0.03			0.90


			NC_010450.4			84357673			intron_variant			GAB1			C			G			0.55			0.03			0.52


			NC_010450.4			84357750			intron_variant			GAB1			T			C			0.93			0.03			0.90


			NC_010450.4			84357910			intron_variant			GAB1			T			C			0.99			0.05			0.94


			NC_010450.4			84357958			intron_variant			GAB1			T			G			0.94			0.03			0.91


			NC_010450.4			84358274			intron_variant			GAB1			C			T			0.99			0.03			0.96


			NC_010450.4			84358811			intron_variant			GAB1			A			G			0.95			0.03			0.92


			NC_010450.4			84359192			intron_variant			GAB1			C			T			0.98			0.03			0.95


			NC_010450.4			84359356			intron_variant			GAB1			A			T			1.00			0.41			0.59


			NC_010450.4			84359441			intron_variant			GAB1			T			C			0.98			0.00			0.98


			NC_010450.4			84359819			intron_variant			GAB1			G			C			0.97			0.03			0.94


			NC_010450.4			84360316			intron_variant			GAB1			A			G			1.00			0.06			0.94


			NC_010450.4			84361110			intron_variant			GAB1			C			T			0.53			0.03			0.50


			NC_010450.4			84361312			intron_variant			GAB1			T			C			0.99			0.03			0.96


			NC_010450.4			84361481			intron_variant			GAB1			T			C			0.99			0.00			0.99


			NC_010450.4			84361556			intron_variant			GAB1			T			A			0.99			0.00			0.99


			NC_010450.4			84361599			intron_variant			GAB1			A			C			0.99			0.05			0.94


			NC_010450.4			84361621			intron_variant			GAB1			T			C			0.99			0.05			0.94


			NC_010450.4			84361652			intron_variant			GAB1			G			A			0.99			0.03			0.96


			NC_010450.4			84361750			intron_variant			GAB1			T			C			0.99			0.03			0.96


			NC_010450.4			84361803			intron_variant			GAB1			A			G			0.91			0.03			0.88


			NC_010450.4			84362004			intron_variant			GAB1			C			A			0.99			0.03			0.96


			NC_010450.4			84362087			intron_variant			GAB1			C			T			0.90			0.00			0.90


			NC_010450.4			84362097			intron_variant			GAB1			G			C			0.91			0.00			0.91


			NC_010450.4			84363463			intron_variant			GAB1			C			A			0.85			0.03			0.82


			NC_010450.4			84363668			intron_variant			GAB1			C			T			1.00			0.03			0.97


			NC_010450.4			84363671			intron_variant			GAB1			T			C			0.98			0.03			0.95


			NC_010450.4			84363699			intron_variant			GAB1			A			G			1.00			0.03			0.97


			NC_010450.4			84364085			intron_variant			GAB1			T			A			0.90			0.03			0.87


			NC_010450.4			84364184			intron_variant			GAB1			G			C			0.89			0.03			0.86


			NC_010450.4			84365185			intron_variant			GAB1			G			T			0.91			0.03			0.88


			NC_010450.4			84365196			intron_variant			GAB1			C			T			0.91			0.03			0.88


			NC_010450.4			84365879			intron_variant			GAB1			T			A			0.56			0.03			0.53


			NC_010450.4			84365910			intron_variant			GAB1			T			C			0.99			0.03			0.96


			NC_010450.4			84365914			intron_variant			GAB1			A			G			0.90			0.03			0.87


			NC_010450.4			84366228			intron_variant			GAB1			C			T			0.98			0.00			0.98


			NC_010450.4			84366732			intron_variant			GAB1			T			C			0.99			0.03			0.96


			NC_010450.4			84367135			intron_variant			GAB1			A			G			0.73			0.06			0.67


			NC_010450.4			84367578			intron_variant			GAB1			A			G			0.99			0.03			0.96


			NC_010450.4			84368477			intron_variant			GAB1			T			C			0.99			0.03			0.96


			NC_010450.4			84368987			intron_variant			GAB1			T			C			0.58			0.00			0.58


			NC_010450.4			84369000			intron_variant			GAB1			C			T			0.88			0.00			0.88


			NC_010450.4			84369407			intron_variant			GAB1			A			G			0.65			0.00			0.65


			NC_010450.4			84373363			intron_variant			GAB1			G			A			0.51			0.00			0.51


			NC_010450.4			84373667			intron_variant			GAB1			G			C			0.69			0.00			0.69


			NC_010450.4			84374929			intron_variant			GAB1			C			T			0.67			0.00			0.67


			NC_010450.4			84377345			intron_variant			GAB1			C			A			0.67			0.00			0.67


			NC_010450.4			84377485			intron_variant			GAB1			G			A			0.72			0.03			0.69


			NC_010450.4			84379568			intron_variant			GAB1			T			G			0.97			0.03			0.94


			NC_010450.4			84380388			intron_variant			GAB1			G			A			0.98			0.44			0.54


			NC_010450.4			84382642			intron_variant			GAB1			A			G			0.90			0.03			0.87


			NC_010450.4			84384321			intron_variant			GAB1			A			C			0.99			0.03			0.96


			NC_010450.4			84386343			intron_variant			GAB1			G			A			0.99			0.03			0.96


			NC_010450.4			84391984			upstream_gene_variant			GAB1			C			T			0.96			0.03			0.93


			NC_010450.4			84392118			upstream_gene_variant			GAB1			A			G			0.99			0.03			0.96


			NC_010450.4			84392246			upstream_gene_variant			GAB1			C			T			0.89			0.03			0.86


			NC_010450.4			84392580			intergenic_region			GAB1-LOC110262149			A			G			0.99			0.05			0.94


			NC_010450.4			84393067			intergenic_region			GAB1-LOC110262149			G			T			0.91			0.05			0.86


			NC_010450.4			84394228			intergenic_region			GAB1-LOC110262149			C			G			0.98			0.03			0.95


			NC_010450.4			84398592			intergenic_region			GAB1-LOC110262149			A			G			0.65			0.00			0.65


			NC_010450.4			84398666			intergenic_region			GAB1-LOC110262149			T			C			0.59			0.00			0.59


			NC_010450.4			84398741			intergenic_region			GAB1-LOC110262149			A			T			0.67			0.00			0.67


			NC_010450.4			84398748			intergenic_region			GAB1-LOC110262149			G			A			0.58			0.00			0.58


			NC_010450.4			84398873			intergenic_region			GAB1-LOC110262149			C			T			0.55			0.00			0.55


			NC_010450.4			84399035			intergenic_region			GAB1-LOC110262149			A			C			0.95			0.03			0.92


			NC_010450.4			84399122			intergenic_region			GAB1-LOC110262149			T			C			0.94			0.03			0.91


			NC_010450.4			84399437			intergenic_region			GAB1-LOC110262149			G			A			0.58			0.00			0.58


			NC_010450.4			84399813			intergenic_region			GAB1-LOC110262149			T			C			0.58			0.00			0.58


			NC_010450.4			84400998			intergenic_region			GAB1-LOC110262149			C			T			0.53			0.00			0.53


			NC_010450.4			84401346			intergenic_region			GAB1-LOC110262149			C			T			0.53			0.00			0.53


			NC_010450.4			84401466			intergenic_region			GAB1-LOC110262149			C			T			0.51			0.00			0.51


			NC_010450.4			84403401			intergenic_region			GAB1-LOC110262149			G			A			0.99			0.03			0.96


			NC_010450.4			84403465			intergenic_region			GAB1-LOC110262149			A			C			0.99			0.03			0.96


			NC_010450.4			84405968			intergenic_region			GAB1-LOC110262149			A			T			0.55			0.00			0.55


			NC_010450.4			84406404			intergenic_region			GAB1-LOC110262149			G			A			0.55			0.00			0.55


			NC_010450.4			84407143			intergenic_region			GAB1-LOC110262149			A			G			0.54			0.00			0.54


			NC_010450.4			84409195			intergenic_region			GAB1-LOC110262149			A			G			0.58			0.00			0.58


			NC_010450.4			84411220			intergenic_region			GAB1-LOC110262149			C			T			0.56			0.00			0.56


			NC_010450.4			84412661			intergenic_region			GAB1-LOC110262149			G			A			0.56			0.00			0.56


			NC_010450.4			84415591			intergenic_region			GAB1-LOC110262149			G			A			0.98			0.03			0.95


			NC_010450.4			84415690			intergenic_region			GAB1-LOC110262149			G			A			0.58			0.00			0.58


			NC_010450.4			84416159			intergenic_region			GAB1-LOC110262149			T			C			0.62			0.00			0.62


			NC_010450.4			84416251			intergenic_region			GAB1-LOC110262149			T			C			0.59			0.00			0.59


			NC_010450.4			84416260			intergenic_region			GAB1-LOC110262149			T			C			0.99			0.03			0.96


			NC_010450.4			84416371			intergenic_region			GAB1-LOC110262149			C			T			0.62			0.00			0.62


			NC_010450.4			84416412			intergenic_region			GAB1-LOC110262149			T			C			0.58			0.00			0.58


			NC_010450.4			84416439			intergenic_region			GAB1-LOC110262149			A			G			0.58			0.00			0.58


			NC_010450.4			84416491			intergenic_region			GAB1-LOC110262149			T			C			0.63			0.00			0.63


			NC_010450.4			84416635			intergenic_region			GAB1-LOC110262149			T			C			0.67			0.00			0.67


			NC_010450.4			84416817			intergenic_region			GAB1-LOC110262149			A			G			0.63			0.00			0.63


			NC_010450.4			84417648			intergenic_region			GAB1-LOC110262149			C			T			0.60			0.00			0.60


			NC_010450.4			84417865			intergenic_region			GAB1-LOC110262149			A			G			0.80			0.00			0.80


			NC_010453.5			14956433			intergenic_region			LOC102159588-FOXO1			T			C			0.52			0.00			0.52


			NC_010453.5			14956442			intergenic_region			LOC102159588-FOXO1			G			C			0.68			0.00			0.68


			NC_010453.5			14956845			intergenic_region			LOC102159588-FOXO1			T			C			0.53			0.00			0.53


			NC_010453.5			14957001			intergenic_region			LOC102159588-FOXO1			T			C			0.72			0.00			0.72


			NC_010453.5			14957359			intergenic_region			LOC102159588-FOXO1			C			T			0.55			0.00			0.55


			NC_010453.5			14957407			intergenic_region			LOC102159588-FOXO1			C			T			0.58			0.00			0.58


			NC_010453.5			14957438			intergenic_region			LOC102159588-FOXO1			C			T			0.56			0.00			0.56


			NC_010453.5			14957532			intergenic_region			LOC102159588-FOXO1			T			G			0.93			0.00			0.93


			NC_010453.5			14957711			intergenic_region			LOC102159588-FOXO1			T			C			0.73			0.00			0.73


			NC_010453.5			14958084			intergenic_region			LOC102159588-FOXO1			C			T			0.72			0.00			0.72


			NC_010453.5			14958108			intergenic_region			LOC102159588-FOXO1			A			G			0.74			0.00			0.74


			NC_010453.5			14958194			intergenic_region			LOC102159588-FOXO1			G			A			0.77			0.00			0.77


			NC_010453.5			14958207			intergenic_region			LOC102159588-FOXO1			C			T			0.71			0.00			0.71


			NC_010453.5			14958282			intergenic_region			LOC102159588-FOXO1			T			C			0.94			0.11			0.83


			NC_010453.5			14958293			intergenic_region			LOC102159588-FOXO1			A			G			0.94			0.11			0.83


			NC_010453.5			14958739			intergenic_region			LOC102159588-FOXO1			T			C			0.69			0.00			0.69


			NC_010453.5			14958779			intergenic_region			LOC102159588-FOXO1			T			C			0.93			0.00			0.93


			NC_010453.5			14958873			intergenic_region			LOC102159588-FOXO1			C			T			0.75			0.00			0.75


			NC_010453.5			14958989			intergenic_region			LOC102159588-FOXO1			C			T			0.55			0.00			0.55


			NC_010453.5			14959101			intergenic_region			LOC102159588-FOXO1			A			C			0.72			0.00			0.72


			NC_010453.5			14959625			intergenic_region			LOC102159588-FOXO1			G			T			0.70			0.00			0.70


			NC_010453.5			14959730			intergenic_region			LOC102159588-FOXO1			C			T			0.70			0.00			0.70


			NC_010453.5			14959748			intergenic_region			LOC102159588-FOXO1			T			G			0.62			0.00			0.62


			NC_010453.5			14959794			intergenic_region			LOC102159588-FOXO1			G			A			0.71			0.00			0.71


			NC_010453.5			14959816			intergenic_region			LOC102159588-FOXO1			C			G			0.72			0.00			0.72


			NC_010453.5			14959892			intergenic_region			LOC102159588-FOXO1			T			C			0.75			0.00			0.75


			NC_010453.5			14960126			intergenic_region			LOC102159588-FOXO1			G			A			0.78			0.00			0.78


			NC_010453.5			14960137			intergenic_region			LOC102159588-FOXO1			T			C			0.76			0.00			0.76


			NC_010453.5			14960158			intergenic_region			LOC102159588-FOXO1			T			C			0.72			0.00			0.72


			NC_010453.5			14960374			intergenic_region			LOC102159588-FOXO1			G			T			0.61			0.00			0.61


			NC_010453.5			14960380			intergenic_region			LOC102159588-FOXO1			T			C			0.73			0.00			0.73


			NC_010453.5			14960446			intergenic_region			LOC102159588-FOXO1			A			C			0.75			0.03			0.72


			NC_010453.5			14960532			intergenic_region			LOC102159588-FOXO1			G			C			0.76			0.00			0.76


			NC_010453.5			14960778			intergenic_region			LOC102159588-FOXO1			A			T			0.62			0.00			0.62


			NC_010453.5			14960781			intergenic_region			LOC102159588-FOXO1			G			T			0.62			0.00			0.62


			NC_010453.5			14960882			intergenic_region			LOC102159588-FOXO1			G			A			0.60			0.00			0.60


			NC_010453.5			14960962			intergenic_region			LOC102159588-FOXO1			A			G			0.78			0.00			0.78


			NC_010453.5			14961033			intergenic_region			LOC102159588-FOXO1			T			G			0.93			0.00			0.93


			NC_010453.5			14961181			intergenic_region			LOC102159588-FOXO1			C			T			0.72			0.00			0.72


			NC_010453.5			14961304			intergenic_region			LOC102159588-FOXO1			C			A			0.70			0.00			0.70


			NC_010453.5			14961380			intergenic_region			LOC102159588-FOXO1			C			T			0.70			0.00			0.70


			NC_010453.5			14961406			intergenic_region			LOC102159588-FOXO1			C			T			0.70			0.00			0.70


			NC_010453.5			14961611			intergenic_region			LOC102159588-FOXO1			A			G			0.77			0.00			0.77


			NC_010453.5			14961822			intergenic_region			LOC102159588-FOXO1			T			A			0.73			0.00			0.73


			NC_010453.5			14961899			intergenic_region			LOC102159588-FOXO1			C			G			0.70			0.00			0.70


			NC_010453.5			14961999			intergenic_region			LOC102159588-FOXO1			C			G			0.67			0.00			0.67


			NC_010453.5			14962052			intergenic_region			LOC102159588-FOXO1			C			G			0.77			0.00			0.77


			NC_010453.5			14962188			intergenic_region			LOC102159588-FOXO1			C			T			0.69			0.00			0.69


			NC_010453.5			14962212			intergenic_region			LOC102159588-FOXO1			T			C			0.87			0.00			0.87


			NC_010453.5			14962228			intergenic_region			LOC102159588-FOXO1			C			T			0.67			0.00			0.67


			NC_010453.5			14962355			intergenic_region			LOC102159588-FOXO1			A			G			0.90			0.00			0.90


			NC_010453.5			14962385			intergenic_region			LOC102159588-FOXO1			A			C			0.68			0.00			0.68


			NC_010453.5			14962392			intergenic_region			LOC102159588-FOXO1			C			T			0.66			0.00			0.66


			NC_010453.5			14962398			intergenic_region			LOC102159588-FOXO1			G			A			0.66			0.00			0.66


			NC_010453.5			14962417			intergenic_region			LOC102159588-FOXO1			T			C			0.70			0.00			0.70


			NC_010453.5			14962440			intergenic_region			LOC102159588-FOXO1			T			C			0.71			0.00			0.71


			NC_010453.5			14962458			intergenic_region			LOC102159588-FOXO1			A			G			0.91			0.00			0.91


			NC_010453.5			14962982			intergenic_region			LOC102159588-FOXO1			C			T			0.72			0.00			0.72


			NC_010453.5			14962998			intergenic_region			LOC102159588-FOXO1			A			G			0.94			0.24			0.70


			NC_010453.5			14963003			intergenic_region			LOC102159588-FOXO1			A			G			0.70			0.00			0.70


			NC_010453.5			14963057			intergenic_region			LOC102159588-FOXO1			C			A			0.66			0.00			0.66


			NC_010453.5			14963122			intergenic_region			LOC102159588-FOXO1			C			G			0.70			0.00			0.70


			NC_010453.5			14963128			intergenic_region			LOC102159588-FOXO1			C			T			0.68			0.00			0.68


			NC_010453.5			14963225			intergenic_region			LOC102159588-FOXO1			G			T			0.72			0.00			0.72


			NC_010453.5			14963365			intergenic_region			LOC102159588-FOXO1			C			T			0.66			0.00			0.66


			NC_010453.5			14963532			intergenic_region			LOC102159588-FOXO1			T			C			0.75			0.00			0.75


			NC_010453.5			14963706			intergenic_region			LOC102159588-FOXO1			A			T			0.64			0.00			0.64


			NC_010453.5			14963870			intergenic_region			LOC102159588-FOXO1			A			C			0.77			0.00			0.77


			NC_010453.5			14964160			intergenic_region			LOC102159588-FOXO1			A			G			0.81			0.00			0.81


			NC_010453.5			14964270			intergenic_region			LOC102159588-FOXO1			A			G			0.91			0.00			0.91


			NC_010453.5			14964309			intergenic_region			LOC102159588-FOXO1			G			A			0.92			0.00			0.92


			NC_010453.5			14964320			intergenic_region			LOC102159588-FOXO1			T			C			0.93			0.00			0.93


			NC_010453.5			14964322			intergenic_region			LOC102159588-FOXO1			G			A			0.93			0.00			0.93


			NC_010453.5			14964424			intergenic_region			LOC102159588-FOXO1			C			T			0.01			0.76			0.75


			NC_010453.5			14964488			intergenic_region			LOC102159588-FOXO1			T			C			0.88			0.00			0.88


			NC_010453.5			14964865			intergenic_region			LOC102159588-FOXO1			T			C			0.70			0.00			0.70


			NC_010453.5			14965825			intergenic_region			LOC102159588-FOXO1			G			C			0.63			0.00			0.63


			NC_010453.5			14966072			intergenic_region			LOC102159588-FOXO1			T			A			0.53			0.00			0.53


			NC_010453.5			14966099			intergenic_region			LOC102159588-FOXO1			A			G			0.54			0.00			0.54


			NC_010453.5			14966181			intergenic_region			LOC102159588-FOXO1			A			G			0.81			0.00			0.81


			NC_010453.5			14966511			intergenic_region			LOC102159588-FOXO1			T			C			0.68			0.00			0.68


			NC_010453.5			14966523			intergenic_region			LOC102159588-FOXO1			T			C			0.67			0.00			0.67


			NC_010453.5			14966692			intergenic_region			LOC102159588-FOXO1			C			G			0.93			0.00			0.93


			NC_010453.5			14966856			intergenic_region			LOC102159588-FOXO1			G			A			0.78			0.00			0.78


			NC_010453.5			14966878			intergenic_region			LOC102159588-FOXO1			A			G			0.79			0.00			0.79


			NC_010453.5			14966887			intergenic_region			LOC102159588-FOXO1			G			A			0.79			0.00			0.79


			NC_010453.5			14967304			intergenic_region			LOC102159588-FOXO1			G			A			0.78			0.00			0.78


			NC_010453.5			14967874			intergenic_region			LOC102159588-FOXO1			A			G			0.71			0.00			0.71


			NC_010453.5			14968034			intergenic_region			LOC102159588-FOXO1			T			C			0.95			0.25			0.70


			NC_010453.5			14968065			intergenic_region			LOC102159588-FOXO1			T			G			0.64			0.00			0.64


			NC_010453.5			14969079			intergenic_region			LOC102159588-FOXO1			T			A			0.60			0.00			0.60


			NC_010453.5			14969585			intergenic_region			LOC102159588-FOXO1			C			A			0.01			0.74			0.73


			NC_010453.5			14970419			intergenic_region			LOC102159588-FOXO1			C			T			0.75			0.00			0.75


			NC_010453.5			14971066			intergenic_region			LOC102159588-FOXO1			A			G			0.94			0.24			0.70


			NC_010453.5			14971254			intergenic_region			LOC102159588-FOXO1			A			G			0.97			0.24			0.73


			NC_010453.5			14971600			intergenic_region			LOC102159588-FOXO1			T			G			0.90			0.00			0.90


			NC_010453.5			14971798			intergenic_region			LOC102159588-FOXO1			C			T			0.67			0.00			0.67


			NC_010453.5			14972690			intergenic_region			LOC102159588-FOXO1			T			C			0.91			0.00			0.91


			NC_010453.5			14972942			intergenic_region			LOC102159588-FOXO1			A			G			0.93			0.00			0.93


			NC_010453.5			14974506			intergenic_region			LOC102159588-FOXO1			T			C			0.93			0.00			0.93


			NC_010453.5			14979493			intergenic_region			LOC102159588-FOXO1			C			T			0.87			0.00			0.87


			NC_010453.5			14979518			intergenic_region			LOC102159588-FOXO1			A			G			0.91			0.00			0.91


			NC_010453.5			14982446			intergenic_region			LOC102159588-FOXO1			C			T			0.94			0.00			0.94


			NC_010453.5			14982902			intergenic_region			LOC102159588-FOXO1			T			C			0.84			0.00			0.84


			NC_010453.5			14982922			intergenic_region			LOC102159588-FOXO1			T			G			0.89			0.00			0.89


			NC_010453.5			14982989			intergenic_region			LOC102159588-FOXO1			G			T			0.82			0.00			0.82


			NC_010453.5			14983849			intergenic_region			LOC102159588-FOXO1			C			T			0.05			0.89			0.85


			NC_010453.5			14984857			intergenic_region			LOC102159588-FOXO1			T			C			0.94			0.08			0.86


			NC_010453.5			14984933			intergenic_region			LOC102159588-FOXO1			A			G			0.92			0.00			0.92


			NC_010453.5			14985006			intergenic_region			LOC102159588-FOXO1			A			G			0.53			0.00			0.53


			NC_010453.5			14985028			intergenic_region			LOC102159588-FOXO1			G			A			0.03			0.91			0.88


			NC_010453.5			14985468			intergenic_region			LOC102159588-FOXO1			T			C			0.55			0.00			0.55


			NC_010453.5			14985916			intergenic_region			LOC102159588-FOXO1			T			C			0.72			0.00			0.72


			NC_010453.5			14987790			intergenic_region			LOC102159588-FOXO1			A			G			0.61			0.00			0.61


			NC_010453.5			14987889			intergenic_region			LOC102159588-FOXO1			A			G			0.78			0.00			0.78


			NC_010453.5			14988071			intergenic_region			LOC102159588-FOXO1			A			G			0.88			0.00			0.88


			NC_010453.5			14988356			intergenic_region			LOC102159588-FOXO1			T			C			0.92			0.00			0.92


			NC_010453.5			14988612			intergenic_region			LOC102159588-FOXO1			G			A			0.59			0.00			0.59


			NC_010453.5			14990348			intergenic_region			LOC102159588-FOXO1			A			G			0.10			0.72			0.62


			NC_010453.5			14990415			intergenic_region			LOC102159588-FOXO1			G			T			0.06			0.75			0.69


			NC_010453.5			14992934			intergenic_region			LOC102159588-FOXO1			T			C			0.16			0.76			0.60


			NC_010453.5			14992938			intergenic_region			LOC102159588-FOXO1			G			A			0.24			0.76			0.52


			NC_010453.5			14993195			intergenic_region			LOC102159588-FOXO1			G			C			0.05			0.76			0.71


			NC_010453.5			14995075			intergenic_region			LOC102159588-FOXO1			C			T			0.13			0.76			0.64


			NC_010453.5			14998287			intergenic_region			LOC102159588-FOXO1			A			T			0.97			0.24			0.73


			NC_010453.5			14998393			intergenic_region			LOC102159588-FOXO1			T			G			0.59			0.00			0.59


			NC_010453.5			14998836			intergenic_region			LOC102159588-FOXO1			T			C			0.74			0.24			0.50


			NC_010453.5			14999644			intergenic_region			LOC102159588-FOXO1			A			G			0.56			0.00			0.56


			NC_010453.5			15003443			intergenic_region			LOC102159588-FOXO1			T			A			0.02			0.76			0.74


			NC_010453.5			15004469			intergenic_region			LOC102159588-FOXO1			C			T			0.87			0.00			0.87


			NC_010453.5			15005477			intergenic_region			LOC102159588-FOXO1			T			C			0.76			0.00			0.76


			NC_010453.5			15005767			intergenic_region			LOC102159588-FOXO1			G			C			0.80			0.00			0.80


			NC_010453.5			15006005			intergenic_region			LOC102159588-FOXO1			C			T			0.73			0.00			0.73


			NC_010453.5			15006106			intergenic_region			LOC102159588-FOXO1			G			A			0.85			0.00			0.85


			NC_010453.5			15006154			intergenic_region			LOC102159588-FOXO1			C			T			0.68			0.00			0.68


			NC_010453.5			15006331			intergenic_region			LOC102159588-FOXO1			G			A			0.87			0.00			0.87


			NC_010453.5			15006389			intergenic_region			LOC102159588-FOXO1			C			T			0.80			0.00			0.80


			NC_010453.5			15006424			intergenic_region			LOC102159588-FOXO1			A			G			0.93			0.00			0.93


			NC_010453.5			15006562			intergenic_region			LOC102159588-FOXO1			G			A			0.81			0.00			0.81


			NC_010453.5			15006579			intergenic_region			LOC102159588-FOXO1			G			T			0.80			0.00			0.80


			NC_010453.5			15006631			intergenic_region			LOC102159588-FOXO1			C			G			0.78			0.00			0.78


			NC_010453.5			15006632			intergenic_region			LOC102159588-FOXO1			C			T			0.78			0.00			0.78


			NC_010453.5			15006744			intergenic_region			LOC102159588-FOXO1			C			T			0.56			0.00			0.56


			NC_010453.5			15006933			intergenic_region			LOC102159588-FOXO1			G			A			0.75			0.00			0.75


			NC_010453.5			15007035			intergenic_region			LOC102159588-FOXO1			T			C			0.84			0.00			0.84


			NC_010453.5			15007173			intergenic_region			LOC102159588-FOXO1			C			T			0.60			0.00			0.60


			NC_010453.5			15007200			intergenic_region			LOC102159588-FOXO1			C			T			0.56			0.00			0.56


			NC_010453.5			15007317			intergenic_region			LOC102159588-FOXO1			T			C			0.86			0.00			0.86


			NC_010453.5			15007384			intergenic_region			LOC102159588-FOXO1			C			A			0.86			0.00			0.86


			NC_010453.5			15008211			intergenic_region			LOC102159588-FOXO1			A			G			0.73			0.00			0.73


			NC_010453.5			15008523			intergenic_region			LOC102159588-FOXO1			C			G			0.71			0.00			0.71


			NC_010453.5			15008604			intergenic_region			LOC102159588-FOXO1			G			C			0.70			0.00			0.70


			NC_010453.5			15008691			intergenic_region			LOC102159588-FOXO1			C			T			0.04			0.76			0.73


			NC_010453.5			15009020			intergenic_region			LOC102159588-FOXO1			A			G			0.90			0.00			0.90


			NC_010453.5			15009712			intergenic_region			LOC102159588-FOXO1			G			A			0.71			0.00			0.71


			NC_010453.5			15010083			intergenic_region			LOC102159588-FOXO1			C			T			0.06			0.78			0.71


			NC_010453.5			15010406			intergenic_region			LOC102159588-FOXO1			A			G			0.80			0.00			0.80


			NC_010453.5			15010510			intergenic_region			LOC102159588-FOXO1			G			A			0.72			0.00			0.72


			NC_010453.5			15010522			intergenic_region			LOC102159588-FOXO1			G			T			0.88			0.00			0.88


			NC_010453.5			15010729			intergenic_region			LOC102159588-FOXO1			A			G			0.76			0.00			0.76


			NC_010453.5			15010766			intergenic_region			LOC102159588-FOXO1			A			G			0.90			0.00			0.90


			NC_010453.5			15012153			intergenic_region			LOC102159588-FOXO1			A			G			0.92			0.00			0.92


			NC_010453.5			15012217			intergenic_region			LOC102159588-FOXO1			G			C			0.06			0.76			0.71


			NC_010453.5			15012968			intergenic_region			LOC102159588-FOXO1			C			G			0.82			0.00			0.82


			NC_010453.5			15013503			intergenic_region			LOC102159588-FOXO1			G			T			0.52			0.00			0.52


			NC_010453.5			15014161			intergenic_region			LOC102159588-FOXO1			A			G			0.66			0.00			0.66


			NC_010453.5			15014293			intergenic_region			LOC102159588-FOXO1			G			A			0.53			0.00			0.53


			NC_010453.5			15014583			intergenic_region			LOC102159588-FOXO1			A			G			0.55			0.00			0.55


			NC_010453.5			15014600			intergenic_region			LOC102159588-FOXO1			T			C			0.53			0.00			0.53


			NC_010453.5			15014631			intergenic_region			LOC102159588-FOXO1			T			C			0.55			0.00			0.55


			NC_010453.5			15014636			intergenic_region			LOC102159588-FOXO1			A			G			0.55			0.00			0.55


			NC_010453.5			15014736			intergenic_region			LOC102159588-FOXO1			C			T			0.51			0.00			0.51


			NC_010453.5			15015264			intergenic_region			LOC102159588-FOXO1			C			T			0.93			0.00			0.93


			NC_010453.5			15015687			intergenic_region			LOC102159588-FOXO1			C			G			0.89			0.00			0.89


			NC_010453.5			15015914			intergenic_region			LOC102159588-FOXO1			G			T			0.71			0.00			0.71


			NC_010453.5			15015926			intergenic_region			LOC102159588-FOXO1			T			C			0.51			0.00			0.51


			NC_010453.5			15016754			intergenic_region			LOC102159588-FOXO1			C			T			0.51			0.00			0.51


			NC_010453.5			15017035			intergenic_region			LOC102159588-FOXO1			C			T			0.53			0.00			0.53


			NC_010453.5			15017172			intergenic_region			LOC102159588-FOXO1			G			A			0.52			0.00			0.52


			NC_010453.5			15017489			intergenic_region			LOC102159588-FOXO1			C			T			0.63			0.00			0.63


			NC_010453.5			15017511			intergenic_region			LOC102159588-FOXO1			A			G			0.63			0.00			0.63


			NC_010453.5			15017540			intergenic_region			LOC102159588-FOXO1			C			A			0.60			0.00			0.60


			NC_010453.5			15017915			intergenic_region			LOC102159588-FOXO1			C			A			0.78			0.00			0.78


			NC_010453.5			15018100			intergenic_region			LOC102159588-FOXO1			T			C			0.74			0.00			0.74


			NC_010453.5			15019204			intergenic_region			LOC102159588-FOXO1			C			T			0.70			0.00			0.70


			NC_010453.5			15020446			intergenic_region			LOC102159588-FOXO1			C			T			0.65			0.00			0.65


			NC_010453.5			15020567			intergenic_region			LOC102159588-FOXO1			T			C			0.66			0.00			0.66


			NC_010453.5			15021052			intergenic_region			LOC102159588-FOXO1			G			A			0.60			0.00			0.60


			NC_010453.5			15021301			intergenic_region			LOC102159588-FOXO1			C			T			0.72			0.00			0.72


			NC_010453.5			15021366			intergenic_region			LOC102159588-FOXO1			C			T			0.78			0.00			0.78


			NC_010453.5			15021480			intergenic_region			LOC102159588-FOXO1			C			G			0.77			0.00			0.77


			NC_010453.5			15021920			intergenic_region			LOC102159588-FOXO1			A			G			0.79			0.00			0.79


			NC_010453.5			15022163			intergenic_region			LOC102159588-FOXO1			T			C			0.79			0.00			0.79


			NC_010453.5			15023321			intergenic_region			LOC102159588-FOXO1			G			A			0.80			0.00			0.80


			NC_010453.5			15023358			intergenic_region			LOC102159588-FOXO1			G			A			0.84			0.00			0.84


			NC_010453.5			15023408			intergenic_region			LOC102159588-FOXO1			A			G			0.92			0.00			0.92


			NC_010453.5			15023548			intergenic_region			LOC102159588-FOXO1			T			C			0.84			0.00			0.84


			NC_010453.5			15023674			intergenic_region			LOC102159588-FOXO1			A			G			0.85			0.00			0.85


			NC_010453.5			15024253			intergenic_region			LOC102159588-FOXO1			T			C			0.93			0.00			0.93


			NC_010453.5			15026342			intergenic_region			LOC102159588-FOXO1			C			T			0.85			0.00			0.85


			NC_010453.5			15026734			intergenic_region			LOC102159588-FOXO1			A			G			0.52			0.00			0.52


			NC_010453.5			15026783			intergenic_region			LOC102159588-FOXO1			T			C			0.79			0.24			0.55


			NC_010453.5			15027561			intergenic_region			LOC102159588-FOXO1			T			C			0.95			0.19			0.76


			NC_010453.5			15028683			intergenic_region			LOC102159588-FOXO1			A			C			0.91			0.24			0.67


			NC_010453.5			15029002			intergenic_region			LOC102159588-FOXO1			A			G			0.84			0.24			0.60


			NC_010453.5			15032126			intergenic_region			LOC102159588-FOXO1			G			A			0.13			0.76			0.63


			NC_010453.5			15034390			intergenic_region			LOC102159588-FOXO1			G			A			0.06			0.74			0.68


			NC_010453.5			15035296			intergenic_region			LOC102159588-FOXO1			T			C			0.94			0.26			0.68


			NC_010453.5			15035477			intergenic_region			LOC102159588-FOXO1			G			A			0.51			0.00			0.51


			NC_010453.5			15035938			intergenic_region			LOC102159588-FOXO1			G			A			0.68			0.00			0.68


			NC_010453.5			15039749			intergenic_region			LOC102159588-FOXO1			G			T			0.78			0.26			0.52


			NC_010453.5			15040998			intergenic_region			LOC102159588-FOXO1			C			G			0.70			0.00			0.70


			NC_010453.5			15041596			intergenic_region			LOC102159588-FOXO1			G			A			0.92			0.00			0.92


			NC_010453.5			15043366			intergenic_region			LOC102159588-FOXO1			C			T			0.08			0.78			0.69


			NC_010453.5			15043412			intergenic_region			LOC102159588-FOXO1			T			C			0.07			0.74			0.67


			NC_010453.5			15043670			intergenic_region			LOC102159588-FOXO1			T			C			0.80			0.00			0.80


			NC_010453.5			15044029			intergenic_region			LOC102159588-FOXO1			G			A			0.79			0.00			0.79


			NC_010453.5			15044155			intergenic_region			LOC102159588-FOXO1			G			A			0.09			0.74			0.65


			NC_010453.5			15044898			intergenic_region			LOC102159588-FOXO1			C			T			0.57			0.00			0.57


			NC_010453.5			15045016			intergenic_region			LOC102159588-FOXO1			G			A			0.67			0.00			0.67


			NC_010453.5			15047246			intergenic_region			LOC102159588-FOXO1			G			A			0.63			0.00			0.63


			NC_010453.5			15047636			intergenic_region			LOC102159588-FOXO1			A			G			0.62			0.00			0.62


			NC_010453.5			15048303			intergenic_region			LOC102159588-FOXO1			C			A			0.69			0.00			0.69


			NC_010453.5			15048383			intergenic_region			LOC102159588-FOXO1			T			G			0.61			0.00			0.61


			NC_010453.5			15048705			intergenic_region			LOC102159588-FOXO1			C			T			0.55			0.00			0.55


			NC_010453.5			15049596			intergenic_region			LOC102159588-FOXO1			A			G			0.56			0.00			0.56


			NC_010453.5			15050337			intergenic_region			LOC102159588-FOXO1			C			G			0.91			0.00			0.91


			NC_010453.5			15050706			intergenic_region			LOC102159588-FOXO1			G			A			0.93			0.00			0.93


			NC_010453.5			15051112			intergenic_region			LOC102159588-FOXO1			G			T			0.81			0.00			0.81


			NC_010453.5			15051628			intergenic_region			LOC102159588-FOXO1			C			T			0.06			0.74			0.68


			NC_010453.5			15051719			intergenic_region			LOC102159588-FOXO1			C			G			0.56			0.00			0.56


			NC_010453.5			15051832			intergenic_region			LOC102159588-FOXO1			A			C			0.57			0.00			0.57


			NC_010453.5			15052248			intergenic_region			LOC102159588-FOXO1			T			C			0.93			0.00			0.93


			NC_010453.5			15053810			intergenic_region			LOC102159588-FOXO1			T			C			0.92			0.00			0.92


			NC_010453.5			15054860			intergenic_region			LOC102159588-FOXO1			G			A			0.52			0.00			0.52


			NC_010453.5			15055183			intergenic_region			LOC102159588-FOXO1			C			T			0.53			0.00			0.53


			NC_010453.5			15055199			intergenic_region			LOC102159588-FOXO1			C			T			0.56			0.00			0.56


			NC_010453.5			15055315			intergenic_region			LOC102159588-FOXO1			T			C			0.80			0.00			0.80


			NC_010453.5			15055372			intergenic_region			LOC102159588-FOXO1			A			G			0.74			0.00			0.74


			NC_010453.5			15055382			intergenic_region			LOC102159588-FOXO1			C			T			0.66			0.00			0.66


			NC_010453.5			15055841			intergenic_region			LOC102159588-FOXO1			T			C			0.65			0.00			0.65


			NC_010453.5			15055863			intergenic_region			LOC102159588-FOXO1			A			G			0.80			0.00			0.80


			NC_010453.5			15056079			intergenic_region			LOC102159588-FOXO1			T			C			0.56			0.00			0.56


			NC_010453.5			15056350			intergenic_region			LOC102159588-FOXO1			C			T			0.51			0.00			0.51


			NC_010453.5			15056425			intergenic_region			LOC102159588-FOXO1			T			C			0.68			0.00			0.68


			NC_010453.5			15056807			intergenic_region			LOC102159588-FOXO1			G			A			0.70			0.00			0.70


			NC_010453.5			15056821			intergenic_region			LOC102159588-FOXO1			C			T			0.55			0.00			0.55


			NC_010453.5			15058191			intergenic_region			LOC102159588-FOXO1			T			G			0.83			0.00			0.83


			NC_010453.5			15058562			intergenic_region			LOC102159588-FOXO1			A			C			0.85			0.00			0.85


			NC_010453.5			15058566			intergenic_region			LOC102159588-FOXO1			A			C			0.85			0.00			0.85


			NC_010453.5			15058907			intergenic_region			LOC102159588-FOXO1			A			G			0.85			0.00			0.85


			NC_010453.5			15058976			intergenic_region			LOC102159588-FOXO1			T			C			0.86			0.00			0.86


			NC_010453.5			15059235			intergenic_region			LOC102159588-FOXO1			A			T			0.65			0.00			0.65


			NC_010453.5			15059379			intergenic_region			LOC102159588-FOXO1			C			T			0.68			0.00			0.68


			NC_010453.5			15059546			intergenic_region			LOC102159588-FOXO1			G			T			0.82			0.00			0.82


			NC_010453.5			15059558			intergenic_region			LOC102159588-FOXO1			C			G			0.83			0.00			0.83


			NC_010453.5			15059608			intergenic_region			LOC102159588-FOXO1			G			A			0.80			0.00			0.80


			NC_010453.5			15059807			intergenic_region			LOC102159588-FOXO1			A			G			0.54			0.00			0.54


			NC_010453.5			15059812			intergenic_region			LOC102159588-FOXO1			C			T			0.51			0.00			0.51


			NC_010453.5			15060416			intergenic_region			LOC102159588-FOXO1			T			A			0.66			0.00			0.66


			NC_010453.5			15060651			intergenic_region			LOC102159588-FOXO1			A			G			0.87			0.26			0.61


			NC_010453.5			15063234			intergenic_region			LOC102159588-FOXO1			C			T			0.58			0.00			0.58


			NC_010453.5			15063253			intergenic_region			LOC102159588-FOXO1			C			T			0.89			0.26			0.63


			NC_010453.5			15063703			intergenic_region			LOC102159588-FOXO1			T			C			0.82			0.00			0.82


			NC_010453.5			15063772			intergenic_region			LOC102159588-FOXO1			A			G			0.80			0.26			0.54


			NC_010453.5			15064253			intergenic_region			LOC102159588-FOXO1			T			C			0.80			0.00			0.80


			NC_010453.5			15064902			intergenic_region			LOC102159588-FOXO1			C			T			0.93			0.26			0.67


			NC_010453.5			15066138			intergenic_region			LOC102159588-FOXO1			G			A			0.67			0.00			0.67


			NC_010453.5			15066760			intergenic_region			LOC102159588-FOXO1			A			G			0.61			0.00			0.61


			NC_010453.5			15066890			intergenic_region			LOC102159588-FOXO1			A			G			0.91			0.00			0.91


			NC_010453.5			15066972			intergenic_region			LOC102159588-FOXO1			T			G			0.93			0.00			0.93


			NC_010453.5			15068187			intergenic_region			LOC102159588-FOXO1			A			C			0.66			0.00			0.66


			NC_010453.5			15069037			intergenic_region			LOC102159588-FOXO1			T			A			0.86			0.00			0.86


			NC_010453.5			15069094			intergenic_region			LOC102159588-FOXO1			T			C			0.60			0.00			0.60


			NC_010453.5			15069133			intergenic_region			LOC102159588-FOXO1			A			G			0.93			0.00			0.93


			NC_010453.5			15069442			intergenic_region			LOC102159588-FOXO1			C			A			0.54			0.00			0.54


			NC_010453.5			15069505			intergenic_region			LOC102159588-FOXO1			C			G			0.92			0.24			0.68


			NC_010453.5			15069744			intergenic_region			LOC102159588-FOXO1			T			C			0.79			0.00			0.79


			NC_010453.5			15070553			intergenic_region			LOC102159588-FOXO1			G			C			0.77			0.00			0.77


			NC_010453.5			15071228			intergenic_region			LOC102159588-FOXO1			A			G			0.93			0.26			0.67


			NC_010453.5			15071436			intergenic_region			LOC102159588-FOXO1			C			T			0.80			0.00			0.80


			NC_010453.5			15071493			intergenic_region			LOC102159588-FOXO1			C			T			0.80			0.26			0.54


			NC_010453.5			15071541			intergenic_region			LOC102159588-FOXO1			T			C			0.61			0.00			0.61


			NC_010453.5			15071568			intergenic_region			LOC102159588-FOXO1			T			C			0.91			0.00			0.91


			NC_010453.5			15071854			intergenic_region			LOC102159588-FOXO1			C			T			0.79			0.00			0.79


			NC_010453.5			15072275			intergenic_region			LOC102159588-FOXO1			C			T			0.91			0.00			0.91


			NC_010453.5			15074360			intergenic_region			LOC102159588-FOXO1			A			G			0.01			0.63			0.61


			NC_010453.5			15075275			intergenic_region			LOC102159588-FOXO1			C			A			0.66			0.00			0.66


			NC_010453.5			15076078			intergenic_region			LOC102159588-FOXO1			C			T			0.88			0.24			0.64


			NC_010453.5			15076168			intergenic_region			LOC102159588-FOXO1			A			G			0.93			0.26			0.67


			NC_010453.5			15076184			intergenic_region			LOC102159588-FOXO1			T			C			0.90			0.26			0.64


			NC_010453.5			15076230			intergenic_region			LOC102159588-FOXO1			A			G			0.83			0.26			0.57


			NC_010453.5			15076272			intergenic_region			LOC102159588-FOXO1			G			A			0.93			0.26			0.67


			NC_010453.5			15076303			intergenic_region			LOC102159588-FOXO1			C			T			0.92			0.26			0.66


			NC_010453.5			15076323			intergenic_region			LOC102159588-FOXO1			G			A			0.92			0.26			0.66


			NC_010453.5			15076349			intergenic_region			LOC102159588-FOXO1			A			G			0.91			0.26			0.65


			NC_010453.5			15077075			intergenic_region			LOC102159588-FOXO1			C			T			0.93			0.26			0.67


			NC_010453.5			15078635			intergenic_region			LOC102159588-FOXO1			T			C			0.87			0.26			0.61


			NC_010453.5			15078681			intergenic_region			LOC102159588-FOXO1			G			A			0.51			0.00			0.51


			NC_010453.5			15079816			intergenic_region			LOC102159588-FOXO1			G			C			0.93			0.26			0.67


			NC_010453.5			15079817			intergenic_region			LOC102159588-FOXO1			T			G			0.52			0.00			0.52


			NC_010453.5			15079897			intergenic_region			LOC102159588-FOXO1			G			A			0.94			0.26			0.68


			NC_010453.5			15080268			intergenic_region			LOC102159588-FOXO1			G			A			0.93			0.24			0.69


			NC_010453.5			15080934			intergenic_region			LOC102159588-FOXO1			A			G			0.93			0.26			0.67


			NC_010453.5			15081044			intergenic_region			LOC102159588-FOXO1			T			C			0.76			0.00			0.76


			NC_010453.5			15081100			intergenic_region			LOC102159588-FOXO1			G			A			0.88			0.26			0.62


			NC_010453.5			15081366			intergenic_region			LOC102159588-FOXO1			T			C			0.85			0.32			0.53


			NC_010453.5			15081619			intergenic_region			LOC102159588-FOXO1			A			G			0.63			0.00			0.63


			NC_010453.5			15081997			intergenic_region			LOC102159588-FOXO1			G			A			0.79			0.26			0.53


			NC_010453.5			15082646			intergenic_region			LOC102159588-FOXO1			A			G			0.92			0.26			0.66


			NC_010453.5			15085113			intergenic_region			LOC102159588-FOXO1			C			T			0.07			0.95			0.88


			NC_010453.5			15085181			intergenic_region			LOC102159588-FOXO1			A			G			0.07			0.95			0.87


			NC_010453.5			15085829			intergenic_region			LOC102159588-FOXO1			A			G			0.97			0.06			0.91


			NC_010453.5			15086416			intergenic_region			LOC102159588-FOXO1			T			C			1.00			0.06			0.94


			NC_010453.5			15087519			intergenic_region			LOC102159588-FOXO1			T			C			0.73			0.00			0.73


			NC_010453.5			15087811			intergenic_region			LOC102159588-FOXO1			T			G			1.00			0.03			0.97


			NC_010453.5			15088065			intergenic_region			LOC102159588-FOXO1			A			G			1.00			0.05			0.95


			NC_010453.5			15088171			intergenic_region			LOC102159588-FOXO1			A			G			1.00			0.06			0.94


			NC_010453.5			15088179			intergenic_region			LOC102159588-FOXO1			G			A			0.96			0.05			0.91


			NC_010453.5			15088196			intergenic_region			LOC102159588-FOXO1			A			G			0.99			0.03			0.96


			NC_010453.5			15088246			intergenic_region			LOC102159588-FOXO1			T			C			0.68			0.05			0.63


			NC_010453.5			15088256			intergenic_region			LOC102159588-FOXO1			T			C			0.68			0.05			0.63


			NC_010453.5			15088285			intergenic_region			LOC102159588-FOXO1			G			C			1.00			0.06			0.94


			NC_010453.5			15088414			intergenic_region			LOC102159588-FOXO1			C			T			0.55			0.05			0.50


			NC_010453.5			15088456			intergenic_region			LOC102159588-FOXO1			C			T			0.55			0.05			0.50


			NC_010453.5			15088502			intergenic_region			LOC102159588-FOXO1			T			C			0.96			0.05			0.91


			NC_010453.5			15088707			intergenic_region			LOC102159588-FOXO1			C			G			1.00			0.05			0.95


			NC_010453.5			15088744			intergenic_region			LOC102159588-FOXO1			T			A			0.29			0.95			0.66


			NC_010453.5			15089026			intergenic_region			LOC102159588-FOXO1			C			A			0.00			0.95			0.95


			NC_010453.5			15089090			intergenic_region			LOC102159588-FOXO1			G			A			0.76			0.05			0.71


			NC_010453.5			15089113			intergenic_region			LOC102159588-FOXO1			A			C			0.41			0.95			0.54


			NC_010453.5			15089553			intergenic_region			LOC102159588-FOXO1			T			C			0.99			0.06			0.93


			NC_010453.5			15089586			intergenic_region			LOC102159588-FOXO1			C			T			0.73			0.06			0.67


			NC_010453.5			15090014			intergenic_region			LOC102159588-FOXO1			G			A			0.00			0.92			0.92


			NC_010453.5			15090070			intergenic_region			LOC102159588-FOXO1			G			A			0.42			0.95			0.53


			NC_010453.5			15090177			intergenic_region			LOC102159588-FOXO1			A			G			0.08			0.95			0.87


			NC_010453.5			15090181			intergenic_region			LOC102159588-FOXO1			C			T			0.55			0.05			0.50


			NC_010453.5			15090316			intergenic_region			LOC102159588-FOXO1			A			G			1.00			0.29			0.71


			NC_010453.5			15090356			intergenic_region			LOC102159588-FOXO1			A			C			0.70			0.05			0.65


			NC_010453.5			15091212			intergenic_region			LOC102159588-FOXO1			T			G			0.90			0.38			0.52


			NC_010453.5			15091213			intergenic_region			LOC102159588-FOXO1			A			C			0.90			0.38			0.52


			NC_010453.5			15091343			intergenic_region			LOC102159588-FOXO1			G			T			0.91			0.00			0.91


			NC_010453.5			15096156			intergenic_region			LOC102159588-FOXO1			A			T			0.38			1.00			0.63


			NC_010453.5			15096328			intergenic_region			LOC102159588-FOXO1			G			A			0.63			0.00			0.63


			NC_010453.5			15096351			intergenic_region			LOC102159588-FOXO1			A			T			0.63			0.00			0.63


			NC_010453.5			15096834			intergenic_region			LOC102159588-FOXO1			A			G			0.83			0.00			0.83


			NC_010453.5			15098096			intergenic_region			LOC102159588-FOXO1			C			T			0.70			0.00			0.70


			NC_010453.5			15098300			intergenic_region			LOC102159588-FOXO1			G			C			0.58			0.00			0.58


			NC_010453.5			15098955			intergenic_region			LOC102159588-FOXO1			C			T			0.62			0.00			0.62


			NC_010453.5			15099134			intergenic_region			LOC102159588-FOXO1			A			G			0.66			0.00			0.66


			NC_010453.5			15099142			intergenic_region			LOC102159588-FOXO1			G			A			0.94			0.00			0.94


			NC_010453.5			15099213			intergenic_region			LOC102159588-FOXO1			A			G			0.94			0.00			0.94


			NC_010453.5			15099286			intergenic_region			LOC102159588-FOXO1			A			G			0.56			0.00			0.56


			NC_010453.5			15099707			intergenic_region			LOC102159588-FOXO1			C			G			0.73			0.00			0.73


			NC_010453.5			15101441			intergenic_region			LOC102159588-FOXO1			G			T			0.94			0.00			0.94


			NC_010453.5			15101630			intergenic_region			LOC102159588-FOXO1			A			G			0.60			0.00			0.60


			NC_010453.5			15101913			intergenic_region			LOC102159588-FOXO1			C			G			0.54			0.00			0.54


			NC_010453.5			15102759			intergenic_region			LOC102159588-FOXO1			A			G			0.53			0.00			0.53


			NC_010453.5			15103655			intergenic_region			LOC102159588-FOXO1			T			C			0.92			0.00			0.92


			NC_010453.5			15106843			intergenic_region			LOC102159588-FOXO1			G			A			0.00			0.68			0.68


			NC_010453.5			15107381			intergenic_region			LOC102159588-FOXO1			G			C			0.01			0.76			0.75


			NC_010453.5			15108913			intergenic_region			LOC102159588-FOXO1			A			C			0.64			0.00			0.64


			NC_010453.5			15108961			intergenic_region			LOC102159588-FOXO1			T			A			0.82			0.00			0.82


			NC_010453.5			15109482			intergenic_region			LOC102159588-FOXO1			T			A			0.67			0.00			0.67


			NC_010453.5			15109513			intergenic_region			LOC102159588-FOXO1			A			G			0.92			0.00			0.92


			NC_010453.5			15110428			intergenic_region			LOC102159588-FOXO1			C			T			0.93			0.00			0.93


			NC_010453.5			15111122			intergenic_region			LOC102159588-FOXO1			T			G			0.77			0.00			0.77


			NC_010453.5			15111128			intergenic_region			LOC102159588-FOXO1			A			G			0.92			0.00			0.92


			NC_010453.5			15111394			intergenic_region			LOC102159588-FOXO1			A			C			0.83			0.00			0.83


			NC_010453.5			15111427			intergenic_region			LOC102159588-FOXO1			A			C			0.69			0.00			0.69


			NC_010453.5			15111488			intergenic_region			LOC102159588-FOXO1			G			A			0.68			0.00			0.68


			NC_010453.5			15111552			intergenic_region			LOC102159588-FOXO1			A			G			0.80			0.00			0.80


			NC_010453.5			15111593			intergenic_region			LOC102159588-FOXO1			A			C			0.69			0.00			0.69


			NC_010453.5			15111654			intergenic_region			LOC102159588-FOXO1			A			G			0.66			0.00			0.66


			NC_010453.5			15111834			intergenic_region			LOC102159588-FOXO1			A			G			0.78			0.00			0.78


			NC_010453.5			15111836			intergenic_region			LOC102159588-FOXO1			A			G			0.63			0.00			0.63


			NC_010453.5			15111842			intergenic_region			LOC102159588-FOXO1			G			C			0.79			0.00			0.79


			NC_010453.5			15111867			intergenic_region			LOC102159588-FOXO1			C			T			0.78			0.00			0.78


			NC_010453.5			15112206			intergenic_region			LOC102159588-FOXO1			C			A			0.70			0.00			0.70


			NC_010453.5			15112251			intergenic_region			LOC102159588-FOXO1			C			G			0.87			0.00			0.87


			NC_010453.5			15112299			intergenic_region			LOC102159588-FOXO1			A			G			0.90			0.00			0.90


			NC_010453.5			15112308			intergenic_region			LOC102159588-FOXO1			C			T			0.74			0.00			0.74


			NC_010453.5			15112309			intergenic_region			LOC102159588-FOXO1			A			G			0.91			0.00			0.91


			NC_010453.5			15112337			intergenic_region			LOC102159588-FOXO1			C			T			0.72			0.00			0.72


			NC_010453.5			15112429			intergenic_region			LOC102159588-FOXO1			T			C			0.91			0.00			0.91


			NC_010453.5			15113179			intergenic_region			LOC102159588-FOXO1			T			C			0.78			0.00			0.78


			NC_010453.5			15113264			intergenic_region			LOC102159588-FOXO1			C			G			0.79			0.00			0.79


			NC_010453.5			15113465			intergenic_region			LOC102159588-FOXO1			A			G			0.79			0.00			0.79


			NC_010453.5			15113529			intergenic_region			LOC102159588-FOXO1			C			T			0.64			0.00			0.64


			NC_010453.5			15113559			intergenic_region			LOC102159588-FOXO1			C			G			0.63			0.00			0.63


			NC_010453.5			15113595			intergenic_region			LOC102159588-FOXO1			T			C			0.90			0.00			0.90


			NC_010453.5			15114400			intergenic_region			LOC102159588-FOXO1			T			C			0.81			0.00			0.81


			NC_010453.5			15114519			intergenic_region			LOC102159588-FOXO1			G			A			0.73			0.00			0.73


			NC_010453.5			15115190			intergenic_region			LOC102159588-FOXO1			A			G			0.73			0.00			0.73


			NC_010453.5			15115483			intergenic_region			LOC102159588-FOXO1			C			T			0.71			0.00			0.71


			NC_010453.5			15115773			intergenic_region			LOC102159588-FOXO1			T			C			0.78			0.00			0.78


			NC_010453.5			15115867			intergenic_region			LOC102159588-FOXO1			T			C			0.79			0.00			0.79


			NC_010453.5			15116049			intergenic_region			LOC102159588-FOXO1			T			C			0.80			0.00			0.80


			NC_010453.5			15116526			intergenic_region			LOC102159588-FOXO1			A			C			0.79			0.00			0.79


			NC_010453.5			15116527			intergenic_region			LOC102159588-FOXO1			G			A			0.79			0.00			0.79


			NC_010453.5			15116612			intergenic_region			LOC102159588-FOXO1			G			A			0.76			0.00			0.76


			NC_010453.5			15116641			intergenic_region			LOC102159588-FOXO1			G			A			0.73			0.00			0.73


			NC_010453.5			15116771			intergenic_region			LOC102159588-FOXO1			A			G			0.79			0.00			0.79


			NC_010453.5			15117064			intergenic_region			LOC102159588-FOXO1			T			C			0.74			0.00			0.74


			NC_010453.5			15117205			intergenic_region			LOC102159588-FOXO1			A			G			0.79			0.00			0.79


			NC_010453.5			15117282			intergenic_region			LOC102159588-FOXO1			A			G			0.83			0.00			0.83


			NC_010453.5			15117516			intergenic_region			LOC102159588-FOXO1			G			T			0.93			0.00			0.93


			NC_010453.5			15117620			intergenic_region			LOC102159588-FOXO1			A			G			0.76			0.00			0.76


			NC_010453.5			15118230			intergenic_region			LOC102159588-FOXO1			T			C			0.79			0.00			0.79


			NC_010453.5			15118323			intergenic_region			LOC102159588-FOXO1			T			C			0.83			0.00			0.83


			NC_010453.5			15118466			intergenic_region			LOC102159588-FOXO1			A			G			0.80			0.00			0.80


			NC_010453.5			15118563			intergenic_region			LOC102159588-FOXO1			A			C			0.81			0.00			0.81


			NC_010453.5			15118875			intergenic_region			LOC102159588-FOXO1			C			T			0.64			0.00			0.64


			NC_010453.5			15118879			intergenic_region			LOC102159588-FOXO1			G			A			0.64			0.00			0.64


			NC_010453.5			15118995			intergenic_region			LOC102159588-FOXO1			A			C			0.80			0.00			0.80


			NC_010453.5			15119033			intergenic_region			LOC102159588-FOXO1			C			T			0.78			0.00			0.78


			NC_010453.5			15119068			intergenic_region			LOC102159588-FOXO1			C			T			0.80			0.00			0.80


			NC_010453.5			15119143			intergenic_region			LOC102159588-FOXO1			A			G			0.53			0.00			0.53


			NC_010453.5			15119151			intergenic_region			LOC102159588-FOXO1			T			C			0.55			0.00			0.55


			NC_010453.5			15119155			intergenic_region			LOC102159588-FOXO1			A			G			0.55			0.00			0.55


			NC_010453.5			15119602			intergenic_region			LOC102159588-FOXO1			C			A			0.79			0.00			0.79


			NC_010453.5			15119838			intergenic_region			LOC102159588-FOXO1			G			T			0.68			0.00			0.68


			NC_010453.5			15120939			intergenic_region			LOC102159588-FOXO1			T			A			0.52			0.00			0.52


			NC_010453.5			15122702			intergenic_region			LOC102159588-FOXO1			C			T			0.66			0.00			0.66


			NC_010453.5			15123460			intergenic_region			LOC102159588-FOXO1			A			G			0.66			0.00			0.66


			NC_010453.5			15125619			intergenic_region			LOC102159588-FOXO1			T			A			0.63			0.00			0.63


			NC_010453.5			15125955			intergenic_region			LOC102159588-FOXO1			A			G			0.61			0.00			0.61


			NC_010453.5			15126285			intergenic_region			LOC102159588-FOXO1			C			T			0.63			0.00			0.63


			NC_010453.5			15126388			intergenic_region			LOC102159588-FOXO1			C			A			0.62			0.00			0.62


			NC_010453.5			15126410			intergenic_region			LOC102159588-FOXO1			G			A			0.62			0.00			0.62


			NC_010453.5			15127743			intergenic_region			LOC102159588-FOXO1			A			G			0.63			0.00			0.63


			NC_010453.5			15129478			intergenic_region			LOC102159588-FOXO1			G			C			0.67			0.00			0.67


			NC_010453.5			15132549			intergenic_region			LOC102159588-FOXO1			C			T			0.67			0.00			0.67


			NC_010453.5			15132560			intergenic_region			LOC102159588-FOXO1			G			T			0.67			0.00			0.67


			NC_010453.5			15132642			intergenic_region			LOC102159588-FOXO1			C			T			0.79			0.00			0.79


			NC_010453.5			15133499			intergenic_region			LOC102159588-FOXO1			T			C			0.81			0.00			0.81


			NC_010453.5			15133964			intergenic_region			LOC102159588-FOXO1			C			G			0.77			0.00			0.77


			NC_010453.5			15135775			intergenic_region			LOC102159588-FOXO1			C			T			0.76			0.00			0.76


			NC_010453.5			15136096			intergenic_region			LOC102159588-FOXO1			T			C			0.78			0.00			0.78


			NC_010453.5			15137192			intergenic_region			LOC102159588-FOXO1			C			T			0.80			0.00			0.80


			NC_010453.5			15137400			intergenic_region			LOC102159588-FOXO1			G			A			0.61			0.00			0.61


			NC_010453.5			15137536			intergenic_region			LOC102159588-FOXO1			G			T			0.78			0.00			0.78


			NC_010453.5			15137702			intergenic_region			LOC102159588-FOXO1			C			T			0.70			0.00			0.70


			NC_010453.5			15140275			intergenic_region			LOC102159588-FOXO1			G			T			0.81			0.00			0.81


			NC_010453.5			15140317			intergenic_region			LOC102159588-FOXO1			G			T			0.58			0.00			0.58


			NC_010453.5			15140339			intergenic_region			LOC102159588-FOXO1			C			A			0.58			0.00			0.58


			NC_010453.5			15140607			intergenic_region			LOC102159588-FOXO1			A			G			0.80			0.00			0.80


			NC_010453.5			15140764			intergenic_region			LOC102159588-FOXO1			A			G			0.60			0.00			0.60


			NC_010453.5			15140949			intergenic_region			LOC102159588-FOXO1			T			G			0.61			0.00			0.61


			NC_010453.5			15141010			intergenic_region			LOC102159588-FOXO1			C			T			0.55			0.00			0.55


			NC_010453.5			15141160			intergenic_region			LOC102159588-FOXO1			G			A			0.53			0.00			0.53


			NC_010453.5			15141182			intergenic_region			LOC102159588-FOXO1			T			C			0.59			0.00			0.59


			NC_010453.5			15141225			intergenic_region			LOC102159588-FOXO1			C			T			0.55			0.00			0.55


			NC_010453.5			15141457			intergenic_region			LOC102159588-FOXO1			A			G			0.61			0.00			0.61


			NC_010453.5			15141671			intergenic_region			LOC102159588-FOXO1			A			G			0.96			0.05			0.91


			NC_010453.5			15141914			intergenic_region			LOC102159588-FOXO1			G			T			0.69			0.00			0.69


			NC_010453.5			15141916			intergenic_region			LOC102159588-FOXO1			A			G			0.67			0.00			0.67


			NC_010453.5			15142211			intergenic_region			LOC102159588-FOXO1			G			A			0.66			0.00			0.66


			NC_010453.5			15142594			intergenic_region			LOC102159588-FOXO1			A			G			0.68			0.00			0.68


			NC_010453.5			15142795			intergenic_region			LOC102159588-FOXO1			T			C			0.61			0.00			0.61


			NC_010453.5			15142839			intergenic_region			LOC102159588-FOXO1			C			G			0.67			0.00			0.67


			NC_010453.5			15142899			intergenic_region			LOC102159588-FOXO1			A			G			0.70			0.00			0.70


			NC_010453.5			15143091			intergenic_region			LOC102159588-FOXO1			T			C			0.63			0.00			0.63


			NC_010453.5			15143126			intergenic_region			LOC102159588-FOXO1			T			C			0.71			0.00			0.71


			NC_010453.5			15143139			intergenic_region			LOC102159588-FOXO1			T			G			0.72			0.00			0.72


			NC_010453.5			15143201			intergenic_region			LOC102159588-FOXO1			T			A			0.66			0.00			0.66


			NC_010453.5			15143209			intergenic_region			LOC102159588-FOXO1			T			C			0.66			0.00			0.66


			NC_010453.5			15143210			intergenic_region			LOC102159588-FOXO1			G			A			0.66			0.00			0.66


			NC_010453.5			15143287			intergenic_region			LOC102159588-FOXO1			C			T			0.55			0.00			0.55


			NC_010453.5			15143295			intergenic_region			LOC102159588-FOXO1			G			C			0.69			0.00			0.69


			NC_010453.5			15143322			intergenic_region			LOC102159588-FOXO1			A			G			0.73			0.00			0.73


			NC_010453.5			15143395			intergenic_region			LOC102159588-FOXO1			T			C			0.68			0.00			0.68


			NC_010453.5			15143444			intergenic_region			LOC102159588-FOXO1			A			G			0.68			0.00			0.68


			NC_010453.5			15143505			intergenic_region			LOC102159588-FOXO1			C			T			0.73			0.00			0.73


			NC_010453.5			15144143			intergenic_region			LOC102159588-FOXO1			A			G			0.52			0.00			0.52


			NC_010453.5			15144283			intergenic_region			LOC102159588-FOXO1			A			G			0.68			0.00			0.68


			NC_010453.5			15146482			intergenic_region			LOC102159588-FOXO1			A			G			0.78			0.00			0.78


			NC_010453.5			15146669			intergenic_region			LOC102159588-FOXO1			G			A			0.58			0.00			0.58


			NC_010453.5			15146698			intergenic_region			LOC102159588-FOXO1			C			T			0.56			0.00			0.56


			NC_010453.5			15146716			intergenic_region			LOC102159588-FOXO1			G			A			0.70			0.00			0.70


			NC_010453.5			15147107			intergenic_region			LOC102159588-FOXO1			C			A			0.55			0.00			0.55


			NC_010453.5			15147108			intergenic_region			LOC102159588-FOXO1			A			G			0.55			0.00			0.55


			NC_010453.5			15147261			intergenic_region			LOC102159588-FOXO1			T			C			0.69			0.00			0.69


			NC_010453.5			15147339			intergenic_region			LOC102159588-FOXO1			A			G			0.73			0.00			0.73


			NC_010453.5			15147348			intergenic_region			LOC102159588-FOXO1			T			C			0.73			0.00			0.73


			NC_010453.5			15147376			intergenic_region			LOC102159588-FOXO1			G			A			0.70			0.00			0.70


			NC_010453.5			15147400			intergenic_region			LOC102159588-FOXO1			T			C			0.73			0.00			0.73


			NC_010453.5			15147415			intergenic_region			LOC102159588-FOXO1			C			T			0.73			0.00			0.73


			NC_010453.5			15147431			intergenic_region			LOC102159588-FOXO1			A			G			0.74			0.00			0.74


			NC_010453.5			15147432			intergenic_region			LOC102159588-FOXO1			C			T			0.74			0.00			0.74


			NC_010453.5			15147552			intergenic_region			LOC102159588-FOXO1			A			G			0.69			0.00			0.69


			NC_010453.5			15147752			intergenic_region			LOC102159588-FOXO1			G			A			0.72			0.00			0.72


			NC_010453.5			15150662			intergenic_region			LOC102159588-FOXO1			C			T			0.04			0.95			0.91


			NC_010453.5			15151220			intergenic_region			LOC102159588-FOXO1			G			A			0.43			0.95			0.52


			NC_010453.5			15151681			intergenic_region			LOC102159588-FOXO1			G			C			0.68			0.00			0.68


			NC_010453.5			15152638			intergenic_region			LOC102159588-FOXO1			G			C			0.63			0.00			0.63


			NC_010453.5			15153933			intergenic_region			LOC102159588-FOXO1			A			G			0.62			0.00			0.62


			NC_010453.5			15154176			intergenic_region			LOC102159588-FOXO1			A			C			0.56			0.00			0.56


			NC_010453.5			15154411			intergenic_region			LOC102159588-FOXO1			C			T			0.90			0.00			0.90


			NC_010453.5			15154445			intergenic_region			LOC102159588-FOXO1			A			G			0.65			0.00			0.65


			NC_010453.5			15156365			intergenic_region			LOC102159588-FOXO1			A			G			0.69			0.00			0.69


			NC_010453.5			15156876			intergenic_region			LOC102159588-FOXO1			A			G			0.94			0.03			0.91


			NC_010453.5			15158552			intergenic_region			LOC102159588-FOXO1			C			T			0.58			0.00			0.58


			NC_010453.5			15158565			intergenic_region			LOC102159588-FOXO1			A			G			0.65			0.00			0.65


			NC_010453.5			15158635			intergenic_region			LOC102159588-FOXO1			C			G			0.68			0.00			0.68


			NC_010453.5			15158843			intergenic_region			LOC102159588-FOXO1			T			C			0.70			0.00			0.70


			NC_010453.5			15158922			intergenic_region			LOC102159588-FOXO1			C			A			0.72			0.00			0.72


			NC_010453.5			15159143			intergenic_region			LOC102159588-FOXO1			T			C			0.69			0.00			0.69


			NC_010453.5			15159170			intergenic_region			LOC102159588-FOXO1			T			C			0.67			0.00			0.67


			NC_010453.5			15159298			intergenic_region			LOC102159588-FOXO1			T			C			0.72			0.00			0.72


			NC_010453.5			15159303			intergenic_region			LOC102159588-FOXO1			C			T			0.69			0.00			0.69


			NC_010453.5			15159317			intergenic_region			LOC102159588-FOXO1			C			T			0.69			0.00			0.69


			NC_010453.5			15159390			intergenic_region			LOC102159588-FOXO1			T			C			0.71			0.00			0.71


			NC_010453.5			15159509			intergenic_region			LOC102159588-FOXO1			A			G			0.68			0.00			0.68


			NC_010453.5			15159524			intergenic_region			LOC102159588-FOXO1			A			G			0.68			0.00			0.68


			NC_010453.5			15159603			intergenic_region			LOC102159588-FOXO1			T			C			0.63			0.00			0.63


			NC_010453.5			15159774			intergenic_region			LOC102159588-FOXO1			A			G			0.60			0.00			0.60


			NC_010453.5			15159782			intergenic_region			LOC102159588-FOXO1			A			G			0.61			0.00			0.61


			NC_010453.5			15159823			intergenic_region			LOC102159588-FOXO1			A			G			0.63			0.00			0.63


			NC_010453.5			15159852			intergenic_region			LOC102159588-FOXO1			T			A			0.65			0.00			0.65


			NC_010453.5			15160022			intergenic_region			LOC102159588-FOXO1			C			T			0.55			0.00			0.55


			NC_010453.5			15160077			intergenic_region			LOC102159588-FOXO1			A			G			0.95			0.05			0.90


			NC_010453.5			15160901			intergenic_region			LOC102159588-FOXO1			T			C			0.99			0.26			0.73


			NC_010453.5			15163950			intergenic_region			LOC102159588-FOXO1			A			G			0.56			0.00			0.56


			NC_010453.5			15164013			intergenic_region			LOC102159588-FOXO1			T			C			0.59			0.00			0.59


			NC_010453.5			15164240			intergenic_region			LOC102159588-FOXO1			T			C			0.56			0.00			0.56


			NC_010453.5			15164437			intergenic_region			LOC102159588-FOXO1			A			G			0.56			0.00			0.56


			NC_010453.5			15164452			intergenic_region			LOC102159588-FOXO1			A			T			0.58			0.00			0.58


			NC_010453.5			15165597			intergenic_region			LOC102159588-FOXO1			A			G			0.88			0.00			0.88


			NC_010453.5			15165994			intergenic_region			LOC102159588-FOXO1			T			C			0.58			0.00			0.58


			NC_010453.5			15166641			intergenic_region			LOC102159588-FOXO1			C			T			0.94			0.00			0.94


			NC_010453.5			15166670			intergenic_region			LOC102159588-FOXO1			A			G			0.67			0.00			0.67


			NC_010453.5			15167506			intergenic_region			LOC102159588-FOXO1			T			C			0.63			0.00			0.63


			NC_010453.5			15167713			intergenic_region			LOC102159588-FOXO1			A			G			0.65			0.00			0.65


			NC_010453.5			15168610			intergenic_region			LOC102159588-FOXO1			G			A			0.11			0.83			0.72


			NC_010453.5			15169029			intergenic_region			LOC102159588-FOXO1			A			G			0.18			0.92			0.74


			NC_010453.5			15169263			intergenic_region			LOC102159588-FOXO1			C			G			0.17			0.75			0.58


			NC_010453.5			15170891			intergenic_region			LOC102159588-FOXO1			T			G			0.66			0.16			0.50


			NC_010453.5			15172384			intergenic_region			LOC102159588-FOXO1			G			T			0.03			0.79			0.76


			NC_010453.5			15172522			intergenic_region			LOC102159588-FOXO1			T			C			0.96			0.24			0.72


			NC_010453.5			15178708			intergenic_region			LOC102159588-FOXO1			C			A			0.92			0.21			0.71


			NC_010453.5			15180317			intergenic_region			LOC102159588-FOXO1			C			T			0.72			0.11			0.61


			NC_010453.5			15180335			intergenic_region			LOC102159588-FOXO1			G			C			0.66			0.11			0.55


			NC_010453.5			15180404			intergenic_region			LOC102159588-FOXO1			A			G			0.70			0.13			0.57


			NC_010453.5			15180585			intergenic_region			LOC102159588-FOXO1			T			G			0.68			0.17			0.51


			NC_010453.5			15180612			intergenic_region			LOC102159588-FOXO1			A			G			0.68			0.16			0.52


			NC_010453.5			15180673			intergenic_region			LOC102159588-FOXO1			T			C			0.69			0.16			0.53


			NC_010453.5			15180749			intergenic_region			LOC102159588-FOXO1			A			G			0.67			0.16			0.51


			NC_010453.5			15180957			intergenic_region			LOC102159588-FOXO1			T			C			0.91			0.24			0.67


			NC_010453.5			15181584			intergenic_region			LOC102159588-FOXO1			G			C			0.87			0.24			0.63


			NC_010453.5			15182967			intergenic_region			LOC102159588-FOXO1			T			C			0.05			0.81			0.76


			NC_010453.5			15184539			intergenic_region			LOC102159588-FOXO1			T			C			0.94			0.26			0.68


			NC_010453.5			15185584			intergenic_region			LOC102159588-FOXO1			A			G			1.00			0.31			0.69


			NC_010453.5			15186001			intergenic_region			LOC102159588-FOXO1			A			G			0.93			0.16			0.77


			NC_010453.5			15186103			intergenic_region			LOC102159588-FOXO1			A			G			0.95			0.16			0.79


			NC_010453.5			15186944			intergenic_region			LOC102159588-FOXO1			T			C			0.67			0.17			0.50


			NC_010453.5			15187521			intergenic_region			LOC102159588-FOXO1			A			G			0.93			0.18			0.75


			NC_010453.5			15187546			intergenic_region			LOC102159588-FOXO1			T			C			0.93			0.16			0.77


			NC_010453.5			15187611			intergenic_region			LOC102159588-FOXO1			G			A			0.93			0.16			0.77


			NC_010453.5			15187677			intergenic_region			LOC102159588-FOXO1			A			C			0.91			0.16			0.75


			NC_010453.5			15187752			intergenic_region			LOC102159588-FOXO1			A			G			0.79			0.16			0.63


			NC_010453.5			15187796			intergenic_region			LOC102159588-FOXO1			T			C			0.92			0.16			0.76


			NC_010453.5			15187802			intergenic_region			LOC102159588-FOXO1			A			G			0.92			0.16			0.76


			NC_010453.5			15187827			intergenic_region			LOC102159588-FOXO1			G			A			0.92			0.16			0.76


			NC_010453.5			15187855			intergenic_region			LOC102159588-FOXO1			T			C			0.91			0.16			0.75


			NC_010453.5			15187942			intergenic_region			LOC102159588-FOXO1			G			A			0.90			0.16			0.74


			NC_010453.5			15188095			intergenic_region			LOC102159588-FOXO1			T			C			0.92			0.18			0.74


			NC_010453.5			15188162			intergenic_region			LOC102159588-FOXO1			C			T			0.91			0.18			0.73


			NC_010453.5			15188425			intergenic_region			LOC102159588-FOXO1			T			C			0.94			0.17			0.77


			NC_010453.5			15188648			intergenic_region			LOC102159588-FOXO1			A			G			0.93			0.06			0.87


			NC_010453.5			15188657			intergenic_region			LOC102159588-FOXO1			A			G			0.93			0.11			0.82


			NC_010453.5			15188689			intergenic_region			LOC102159588-FOXO1			A			G			0.92			0.11			0.81


			NC_010453.5			15188824			intergenic_region			LOC102159588-FOXO1			A			G			0.92			0.16			0.76


			NC_010453.5			15188830			intergenic_region			LOC102159588-FOXO1			A			G			0.93			0.16			0.77


			NC_010453.5			15188889			intergenic_region			LOC102159588-FOXO1			T			C			0.91			0.16			0.75


			NC_010453.5			15188978			intergenic_region			LOC102159588-FOXO1			A			G			0.91			0.16			0.75


			NC_010453.5			15189004			intergenic_region			LOC102159588-FOXO1			T			C			0.93			0.16			0.77


			NC_010453.5			15189016			intergenic_region			LOC102159588-FOXO1			C			G			0.94			0.16			0.78


			NC_010453.5			15189072			intergenic_region			LOC102159588-FOXO1			T			C			0.92			0.16			0.76


			NC_010453.5			15189252			intergenic_region			LOC102159588-FOXO1			T			C			0.93			0.17			0.76


			NC_010453.5			15189269			intergenic_region			LOC102159588-FOXO1			G			T			0.93			0.16			0.77


			NC_010453.5			15189550			intergenic_region			LOC102159588-FOXO1			A			C			0.93			0.16			0.77


			NC_010453.5			15189609			intergenic_region			LOC102159588-FOXO1			C			A			0.93			0.16			0.77


			NC_010453.5			15189661			intergenic_region			LOC102159588-FOXO1			T			C			0.93			0.16			0.77


			NC_010453.5			15189977			intergenic_region			LOC102159588-FOXO1			T			G			0.93			0.16			0.77


			NC_010453.5			15190090			intergenic_region			LOC102159588-FOXO1			T			G			0.93			0.11			0.82


			NC_010453.5			15190097			intergenic_region			LOC102159588-FOXO1			C			A			0.90			0.11			0.79


			NC_010453.5			15190116			intergenic_region			LOC102159588-FOXO1			C			T			0.90			0.11			0.79


			NC_010453.5			15190127			intergenic_region			LOC102159588-FOXO1			C			T			0.90			0.11			0.79


			NC_010453.5			15190143			intergenic_region			LOC102159588-FOXO1			A			C			0.90			0.11			0.79


			NC_010453.5			15190180			intergenic_region			LOC102159588-FOXO1			T			C			0.89			0.16			0.73


			NC_010453.5			15190272			intergenic_region			LOC102159588-FOXO1			T			C			0.90			0.16			0.74


			NC_010453.5			15190276			intergenic_region			LOC102159588-FOXO1			A			G			0.90			0.16			0.74


			NC_010453.5			15190283			intergenic_region			LOC102159588-FOXO1			G			A			0.90			0.16			0.74


			NC_010453.5			15190334			intergenic_region			LOC102159588-FOXO1			T			C			0.89			0.16			0.73


			NC_010453.5			15190407			intergenic_region			LOC102159588-FOXO1			A			G			0.90			0.16			0.74


			NC_010453.5			15190516			intergenic_region			LOC102159588-FOXO1			C			T			0.90			0.16			0.74


			NC_010453.5			15190532			intergenic_region			LOC102159588-FOXO1			G			T			0.89			0.16			0.73


			NC_010453.5			15191037			intergenic_region			LOC102159588-FOXO1			T			G			0.88			0.16			0.72


			NC_010453.5			15191057			intergenic_region			LOC102159588-FOXO1			G			C			0.93			0.16			0.77


			NC_010453.5			15191070			intergenic_region			LOC102159588-FOXO1			C			G			0.90			0.16			0.74


			NC_010453.5			15191073			intergenic_region			LOC102159588-FOXO1			A			C			0.90			0.16			0.74


			NC_010453.5			15191249			intergenic_region			LOC102159588-FOXO1			C			T			0.53			0.00			0.53


			NC_010453.5			15191323			intergenic_region			LOC102159588-FOXO1			T			C			0.90			0.16			0.74


			NC_010453.5			15191516			intergenic_region			LOC102159588-FOXO1			A			G			0.95			0.24			0.71


			NC_010453.5			15191542			intergenic_region			LOC102159588-FOXO1			T			C			0.90			0.16			0.74


			NC_010453.5			15191640			intergenic_region			LOC102159588-FOXO1			A			T			0.92			0.24			0.68


			NC_010453.5			15191703			intergenic_region			LOC102159588-FOXO1			T			A			0.90			0.13			0.77


			NC_010453.5			15191712			intergenic_region			LOC102159588-FOXO1			C			T			0.93			0.13			0.80


			NC_010453.5			15191839			intergenic_region			LOC102159588-FOXO1			C			A			0.90			0.16			0.74


			NC_010453.5			15192066			intergenic_region			LOC102159588-FOXO1			G			A			0.90			0.16			0.74


			NC_010453.5			15192509			intergenic_region			LOC102159588-FOXO1			T			C			0.83			0.17			0.66


			NC_010453.5			15192543			intergenic_region			LOC102159588-FOXO1			A			G			0.87			0.16			0.71


			NC_010453.5			15192899			intergenic_region			LOC102159588-FOXO1			T			C			0.92			0.16			0.76


			NC_010453.5			15193066			intergenic_region			LOC102159588-FOXO1			A			G			0.90			0.16			0.74


			NC_010453.5			15193394			intergenic_region			LOC102159588-FOXO1			A			G			0.67			0.11			0.56


			NC_010453.5			15193399			intergenic_region			LOC102159588-FOXO1			A			G			0.89			0.11			0.78


			NC_010453.5			15193435			intergenic_region			LOC102159588-FOXO1			A			G			0.90			0.11			0.79


			NC_010453.5			15193460			intergenic_region			LOC102159588-FOXO1			G			A			0.69			0.11			0.58


			NC_010453.5			15194319			intergenic_region			LOC102159588-FOXO1			A			G			0.85			0.16			0.69


			NC_010453.5			15194512			intergenic_region			LOC102159588-FOXO1			A			G			0.89			0.16			0.73


			NC_010453.5			15194593			intergenic_region			LOC102159588-FOXO1			T			A			0.89			0.12			0.77


			NC_010453.5			15194690			intergenic_region			LOC102159588-FOXO1			T			C			0.90			0.16			0.74


			NC_010453.5			15194793			intergenic_region			LOC102159588-FOXO1			G			A			0.89			0.16			0.73


			NC_010453.5			15195008			intergenic_region			LOC102159588-FOXO1			T			C			0.88			0.16			0.72


			NC_010453.5			15195072			intergenic_region			LOC102159588-FOXO1			C			T			0.88			0.16			0.72


			NC_010453.5			15195215			intergenic_region			LOC102159588-FOXO1			T			C			0.90			0.17			0.73


			NC_010453.5			15195892			intergenic_region			LOC102159588-FOXO1			T			C			0.89			0.16			0.73


			NC_010453.5			15195965			intergenic_region			LOC102159588-FOXO1			C			T			0.90			0.16			0.74


			NC_010453.5			15196110			intergenic_region			LOC102159588-FOXO1			T			C			0.90			0.16			0.74


			NC_010453.5			15196516			intergenic_region			LOC102159588-FOXO1			A			T			0.88			0.13			0.75


			NC_010453.5			15196724			intergenic_region			LOC102159588-FOXO1			A			G			0.77			0.17			0.60


			NC_010453.5			15196770			intergenic_region			LOC102159588-FOXO1			G			T			0.74			0.11			0.63


			NC_010453.5			15196815			intergenic_region			LOC102159588-FOXO1			A			G			0.76			0.08			0.68


			NC_010453.5			15196816			intergenic_region			LOC102159588-FOXO1			G			A			0.88			0.08			0.80


			NC_010453.5			15196830			intergenic_region			LOC102159588-FOXO1			G			A			0.74			0.08			0.66


			NC_010453.5			15196848			intergenic_region			LOC102159588-FOXO1			C			A			0.89			0.08			0.81


			NC_010453.5			15197228			intergenic_region			LOC102159588-FOXO1			A			G			0.79			0.13			0.66


			NC_010453.5			15197422			intergenic_region			LOC102159588-FOXO1			A			G			0.90			0.16			0.74


			NC_010453.5			15198069			intergenic_region			LOC102159588-FOXO1			A			G			0.77			0.16			0.61


			NC_010453.5			15198133			intergenic_region			LOC102159588-FOXO1			T			C			0.80			0.16			0.64


			NC_010453.5			15198155			intergenic_region			LOC102159588-FOXO1			C			T			0.81			0.16			0.65


			NC_010453.5			15198237			intergenic_region			LOC102159588-FOXO1			T			C			0.79			0.13			0.66


			NC_010453.5			15198242			intergenic_region			LOC102159588-FOXO1			G			A			0.79			0.14			0.65


			NC_010453.5			15198254			intergenic_region			LOC102159588-FOXO1			T			C			0.79			0.11			0.68


			NC_010453.5			15198429			intergenic_region			LOC102159588-FOXO1			C			T			0.90			0.11			0.79


			NC_010453.5			15198458			intergenic_region			LOC102159588-FOXO1			A			G			0.89			0.18			0.71


			NC_010453.5			15198577			intergenic_region			LOC102159588-FOXO1			G			A			0.90			0.08			0.82


			NC_010453.5			15198688			intergenic_region			LOC102159588-FOXO1			A			G			0.94			0.16			0.78


			NC_010453.5			15198695			intergenic_region			LOC102159588-FOXO1			T			A			0.94			0.16			0.78


			NC_010453.5			15198814			intergenic_region			LOC102159588-FOXO1			T			C			0.93			0.16			0.77


			NC_010453.5			15199093			intergenic_region			LOC102159588-FOXO1			A			T			0.93			0.18			0.75


			NC_010453.5			15199410			intergenic_region			LOC102159588-FOXO1			A			G			0.93			0.13			0.80


			NC_010453.5			15199418			intergenic_region			LOC102159588-FOXO1			G			C			0.93			0.13			0.80


			NC_010453.5			15199424			intergenic_region			LOC102159588-FOXO1			A			G			0.93			0.13			0.80


			NC_010453.5			15199802			intergenic_region			LOC102159588-FOXO1			C			A			0.93			0.11			0.82


			NC_010453.5			15199809			intergenic_region			LOC102159588-FOXO1			A			G			0.93			0.11			0.82


			NC_010453.5			15199812			intergenic_region			LOC102159588-FOXO1			C			T			0.93			0.11			0.82


			NC_010453.5			15199886			intergenic_region			LOC102159588-FOXO1			T			C			0.93			0.13			0.80


			NC_010453.5			15199948			intergenic_region			LOC102159588-FOXO1			C			T			0.76			0.13			0.63


			NC_010453.5			15200114			intergenic_region			LOC102159588-FOXO1			G			C			0.88			0.16			0.72


			NC_010453.5			15200382			intergenic_region			LOC102159588-FOXO1			A			G			0.91			0.00			0.91


			NC_010453.5			15200405			intergenic_region			LOC102159588-FOXO1			G			A			0.90			0.00			0.90


			NC_010453.5			15200564			intergenic_region			LOC102159588-FOXO1			A			G			0.90			0.00			0.90


			NC_010453.5			15200570			intergenic_region			LOC102159588-FOXO1			C			T			0.87			0.00			0.87


			NC_010453.5			15200575			intergenic_region			LOC102159588-FOXO1			A			G			0.87			0.00			0.87


			NC_010453.5			15200592			intergenic_region			LOC102159588-FOXO1			C			T			0.85			0.00			0.85


			NC_010453.5			15200753			intergenic_region			LOC102159588-FOXO1			T			C			0.92			0.00			0.92


			NC_010453.5			15200793			intergenic_region			LOC102159588-FOXO1			G			A			0.90			0.00			0.90


			NC_010453.5			15200811			intergenic_region			LOC102159588-FOXO1			C			T			0.90			0.00			0.90


			NC_010453.5			15201050			intergenic_region			LOC102159588-FOXO1			A			G			0.90			0.00			0.90


			NC_010453.5			15201103			intergenic_region			LOC102159588-FOXO1			C			T			0.88			0.00			0.88


			NC_010453.5			15201223			intergenic_region			LOC102159588-FOXO1			T			C			0.91			0.00			0.91


			NC_010453.5			15201319			intergenic_region			LOC102159588-FOXO1			G			A			0.90			0.00			0.90


			NC_010453.5			15201361			intergenic_region			LOC102159588-FOXO1			A			G			0.86			0.00			0.86


			NC_010453.5			15201406			intergenic_region			LOC102159588-FOXO1			C			T			0.90			0.00			0.90


			NC_010453.5			15201644			intergenic_region			LOC102159588-FOXO1			A			C			0.54			0.00			0.54


			NC_010453.5			15201665			intergenic_region			LOC102159588-FOXO1			T			A			0.78			0.00			0.78


			NC_010453.5			15201897			intergenic_region			LOC102159588-FOXO1			T			C			0.91			0.00			0.91


			NC_010453.5			15201934			intergenic_region			LOC102159588-FOXO1			A			G			0.91			0.00			0.91


			NC_010453.5			15201964			intergenic_region			LOC102159588-FOXO1			C			A			0.81			0.00			0.81


			NC_010453.5			15202015			intergenic_region			LOC102159588-FOXO1			T			A			0.91			0.00			0.91


			NC_010453.5			15202016			intergenic_region			LOC102159588-FOXO1			G			T			0.91			0.00			0.91


			NC_010453.5			15202018			intergenic_region			LOC102159588-FOXO1			C			A			0.91			0.00			0.91


			NC_010453.5			15202019			intergenic_region			LOC102159588-FOXO1			T			G			0.91			0.00			0.91


			NC_010453.5			15202202			intergenic_region			LOC102159588-FOXO1			G			C			0.91			0.00			0.91


			NC_010453.5			15202208			intergenic_region			LOC102159588-FOXO1			T			G			0.91			0.00			0.91


			NC_010453.5			15202216			intergenic_region			LOC102159588-FOXO1			A			G			0.90			0.00			0.90


			NC_010453.5			15202691			intergenic_region			LOC102159588-FOXO1			A			C			0.81			0.19			0.62


			NC_010453.5			15203098			intergenic_region			LOC102159588-FOXO1			G			C			0.83			0.00			0.83


			NC_010453.5			15203118			intergenic_region			LOC102159588-FOXO1			C			T			0.81			0.00			0.81


			NC_010453.5			15203139			intergenic_region			LOC102159588-FOXO1			T			C			0.91			0.00			0.91


			NC_010453.5			15203143			intergenic_region			LOC102159588-FOXO1			T			G			0.77			0.00			0.77


			NC_010453.5			15203157			intergenic_region			LOC102159588-FOXO1			T			C			0.76			0.00			0.76


			NC_010453.5			15203287			intergenic_region			LOC102159588-FOXO1			T			C			0.93			0.00			0.93


			NC_010453.5			15203351			intergenic_region			LOC102159588-FOXO1			G			A			0.84			0.00			0.84


			NC_010453.5			15203369			intergenic_region			LOC102159588-FOXO1			C			A			0.91			0.00			0.91


			NC_010453.5			15203445			intergenic_region			LOC102159588-FOXO1			C			T			0.81			0.00			0.81


			NC_010453.5			15203551			intergenic_region			LOC102159588-FOXO1			T			C			0.93			0.00			0.93


			NC_010453.5			15203593			intergenic_region			LOC102159588-FOXO1			G			A			0.82			0.00			0.82


			NC_010453.5			15203602			intergenic_region			LOC102159588-FOXO1			C			T			0.81			0.00			0.81


			NC_010453.5			15203620			intergenic_region			LOC102159588-FOXO1			G			A			0.82			0.00			0.82


			NC_010453.5			15203758			intergenic_region			LOC102159588-FOXO1			G			C			0.90			0.00			0.90


			NC_010453.5			15203783			intergenic_region			LOC102159588-FOXO1			G			A			0.81			0.00			0.81


			NC_010453.5			15203926			intergenic_region			LOC102159588-FOXO1			C			T			0.83			0.00			0.83


			NC_010453.5			15203941			intergenic_region			LOC102159588-FOXO1			C			T			0.85			0.00			0.85


			NC_010453.5			15203981			intergenic_region			LOC102159588-FOXO1			T			C			0.93			0.00			0.93


			NC_010453.5			15204167			intergenic_region			LOC102159588-FOXO1			C			T			0.58			0.00			0.58


			NC_010453.5			15204299			intergenic_region			LOC102159588-FOXO1			A			G			0.92			0.00			0.92


			NC_010453.5			15204305			intergenic_region			LOC102159588-FOXO1			C			T			0.92			0.00			0.92


			NC_010453.5			15204328			intergenic_region			LOC102159588-FOXO1			G			A			0.91			0.00			0.91


			NC_010453.5			15204477			intergenic_region			LOC102159588-FOXO1			C			T			0.90			0.00			0.90


			NC_010453.5			15204799			intergenic_region			LOC102159588-FOXO1			T			C			0.99			0.26			0.73


			NC_010453.5			15204879			intergenic_region			LOC102159588-FOXO1			C			T			0.89			0.00			0.89


			NC_010453.5			15204880			intergenic_region			LOC102159588-FOXO1			A			G			0.89			0.00			0.89


			NC_010453.5			15204998			intergenic_region			LOC102159588-FOXO1			G			T			0.85			0.00			0.85


			NC_010453.5			15205061			intergenic_region			LOC102159588-FOXO1			C			T			0.03			0.82			0.78


			NC_010453.5			15205191			intergenic_region			LOC102159588-FOXO1			G			T			0.03			0.79			0.75


			NC_010453.5			15205242			intergenic_region			LOC102159588-FOXO1			A			G			0.91			0.16			0.75


			NC_010453.5			15205271			intergenic_region			LOC102159588-FOXO1			G			A			0.93			0.16			0.77


			NC_010453.5			15205333			intergenic_region			LOC102159588-FOXO1			T			C			0.91			0.16			0.75


			NC_010453.5			15205447			intergenic_region			LOC102159588-FOXO1			C			T			0.94			0.17			0.77


			NC_010453.5			15205460			intergenic_region			LOC102159588-FOXO1			A			G			0.96			0.16			0.80


			NC_010453.5			15205479			intergenic_region			LOC102159588-FOXO1			G			A			0.96			0.16			0.80


			NC_010453.5			15205500			intergenic_region			LOC102159588-FOXO1			C			G			0.94			0.16			0.78


			NC_010453.5			15205579			intergenic_region			LOC102159588-FOXO1			G			A			0.89			0.16			0.73


			NC_010453.5			15205584			intergenic_region			LOC102159588-FOXO1			C			T			0.89			0.16			0.73


			NC_010453.5			15205733			intergenic_region			LOC102159588-FOXO1			A			G			0.71			0.16			0.55


			NC_010453.5			15205834			intergenic_region			LOC102159588-FOXO1			C			T			0.77			0.16			0.61


			NC_010453.5			15206027			intergenic_region			LOC102159588-FOXO1			G			A			0.95			0.11			0.84


			NC_010453.5			15206601			intergenic_region			LOC102159588-FOXO1			T			C			0.95			0.16			0.79


			NC_010453.5			15207402			intergenic_region			LOC102159588-FOXO1			A			G			0.95			0.16			0.79


			NC_010453.5			15207444			intergenic_region			LOC102159588-FOXO1			T			C			0.95			0.18			0.77


			NC_010453.5			15208635			intergenic_region			LOC102159588-FOXO1			T			G			0.75			0.16			0.59


			NC_010453.5			15208924			intergenic_region			LOC102159588-FOXO1			A			G			0.95			0.16			0.79


			NC_010453.5			15209259			intergenic_region			LOC102159588-FOXO1			A			G			0.95			0.13			0.82


			NC_010453.5			15209264			intergenic_region			LOC102159588-FOXO1			A			G			0.95			0.14			0.81


			NC_010453.5			15209455			intergenic_region			LOC102159588-FOXO1			A			G			0.95			0.16			0.79


			NC_010453.5			15209926			intergenic_region			LOC102159588-FOXO1			T			A			0.90			0.16			0.74


			NC_010453.5			15210025			intergenic_region			LOC102159588-FOXO1			C			T			0.95			0.16			0.79


			NC_010453.5			15210867			intergenic_region			LOC102159588-FOXO1			G			A			0.68			0.16			0.52


			NC_010453.5			15210868			intergenic_region			LOC102159588-FOXO1			T			C			0.94			0.16			0.78


			NC_010453.5			15212138			intergenic_region			LOC102159588-FOXO1			T			C			0.97			0.16			0.81


			NC_010453.5			15212191			intergenic_region			LOC102159588-FOXO1			A			G			0.95			0.16			0.79


			NC_010453.5			15212551			intergenic_region			LOC102159588-FOXO1			A			G			0.95			0.16			0.79


			NC_010453.5			15212691			intergenic_region			LOC102159588-FOXO1			C			T			0.95			0.16			0.79


			NC_010453.5			15213002			intergenic_region			LOC102159588-FOXO1			G			A			0.95			0.16			0.79


			NC_010453.5			15213009			intergenic_region			LOC102159588-FOXO1			C			T			0.53			0.00			0.53


			NC_010453.5			15213055			intergenic_region			LOC102159588-FOXO1			T			C			0.68			0.00			0.68


			NC_010453.5			15213168			intergenic_region			LOC102159588-FOXO1			A			G			0.94			0.16			0.78


			NC_010453.5			15213517			intergenic_region			LOC102159588-FOXO1			A			G			0.90			0.16			0.74


			NC_010453.5			15214008			intergenic_region			LOC102159588-FOXO1			A			G			0.53			0.00			0.53


			NC_010453.5			15214538			intergenic_region			LOC102159588-FOXO1			A			G			0.94			0.16			0.78


			NC_010453.5			15214608			intergenic_region			LOC102159588-FOXO1			G			T			0.53			0.00			0.53


			NC_010453.5			15214639			intergenic_region			LOC102159588-FOXO1			C			G			0.94			0.13			0.81


			NC_010453.5			15214803			intergenic_region			LOC102159588-FOXO1			T			C			0.95			0.16			0.79


			NC_010453.5			15215048			intergenic_region			LOC102159588-FOXO1			G			C			0.77			0.16			0.61


			NC_010453.5			15215121			intergenic_region			LOC102159588-FOXO1			A			C			0.94			0.16			0.78


			NC_010453.5			15215592			intergenic_region			LOC102159588-FOXO1			T			C			0.94			0.16			0.78


			NC_010453.5			15215636			intergenic_region			LOC102159588-FOXO1			G			A			0.94			0.16			0.78


			NC_010453.5			15215837			intergenic_region			LOC102159588-FOXO1			A			G			0.95			0.08			0.87


			NC_010453.5			15216824			intergenic_region			LOC102159588-FOXO1			C			T			0.61			0.00			0.61


			NC_010453.5			15217909			intergenic_region			LOC102159588-FOXO1			T			C			0.74			0.00			0.74


			NC_010453.5			15217972			intergenic_region			LOC102159588-FOXO1			T			C			0.94			0.00			0.94


			NC_010453.5			15217978			intergenic_region			LOC102159588-FOXO1			A			G			0.87			0.00			0.87


			NC_010453.5			15218050			intergenic_region			LOC102159588-FOXO1			T			C			0.95			0.16			0.79


			NC_010453.5			15218116			intergenic_region			LOC102159588-FOXO1			A			G			0.55			0.00			0.55


			NC_010453.5			15218366			intergenic_region			LOC102159588-FOXO1			A			G			0.77			0.00			0.77


			NC_010453.5			15218400			intergenic_region			LOC102159588-FOXO1			A			G			0.76			0.00			0.76


			NC_010453.5			15218457			intergenic_region			LOC102159588-FOXO1			A			G			0.77			0.00			0.77


			NC_010453.5			15218512			intergenic_region			LOC102159588-FOXO1			A			C			0.66			0.00			0.66


			NC_010453.5			15218607			intergenic_region			LOC102159588-FOXO1			G			T			0.63			0.00			0.63


			NC_010453.5			15218666			intergenic_region			LOC102159588-FOXO1			T			C			0.80			0.00			0.80


			NC_010453.5			15218815			intergenic_region			LOC102159588-FOXO1			C			G			0.69			0.18			0.51


			NC_010453.5			15219147			intergenic_region			LOC102159588-FOXO1			T			C			0.51			0.00			0.51


			NC_010453.5			15219199			intergenic_region			LOC102159588-FOXO1			T			G			0.64			0.00			0.64


			NC_010453.5			15219289			intergenic_region			LOC102159588-FOXO1			T			C			0.96			0.19			0.77


			NC_010453.5			15220767			intergenic_region			LOC102159588-FOXO1			A			G			0.95			0.16			0.79


			NC_010453.5			15220786			intergenic_region			LOC102159588-FOXO1			T			C			0.73			0.00			0.73


			NC_010453.5			15220826			intergenic_region			LOC102159588-FOXO1			T			C			0.83			0.00			0.83


			NC_010453.5			15220867			intergenic_region			LOC102159588-FOXO1			G			A			0.67			0.00			0.67


			NC_010453.5			15220882			intergenic_region			LOC102159588-FOXO1			C			T			0.82			0.00			0.82


			NC_010453.5			15220990			intergenic_region			LOC102159588-FOXO1			T			A			0.93			0.16			0.77


			NC_010453.5			15221001			intergenic_region			LOC102159588-FOXO1			C			A			0.71			0.00			0.71


			NC_010453.5			15221008			intergenic_region			LOC102159588-FOXO1			T			C			0.94			0.16			0.78


			NC_010453.5			15221175			intergenic_region			LOC102159588-FOXO1			G			A			0.91			0.00			0.91


			NC_010453.5			15221272			intergenic_region			LOC102159588-FOXO1			T			C			0.95			0.14			0.81


			NC_010453.5			15221463			intergenic_region			LOC102159588-FOXO1			A			G			0.95			0.16			0.79


			NC_010453.5			15221635			intergenic_region			LOC102159588-FOXO1			A			G			0.95			0.16			0.79


			NC_010453.5			15221701			intergenic_region			LOC102159588-FOXO1			A			G			0.95			0.16			0.79


			NC_010453.5			15221750			intergenic_region			LOC102159588-FOXO1			C			A			0.62			0.00			0.62


			NC_010453.5			15221796			intergenic_region			LOC102159588-FOXO1			T			C			0.95			0.13			0.82


			NC_010453.5			15221938			intergenic_region			LOC102159588-FOXO1			T			G			0.95			0.16			0.79


			NC_010453.5			15221972			intergenic_region			LOC102159588-FOXO1			G			A			0.51			0.00			0.51


			NC_010453.5			15222145			intergenic_region			LOC102159588-FOXO1			T			C			0.95			0.16			0.79


			NC_010453.5			15222147			intergenic_region			LOC102159588-FOXO1			A			G			0.78			0.00			0.78


			NC_010453.5			15222402			intergenic_region			LOC102159588-FOXO1			A			T			0.94			0.16			0.78


			NC_010453.5			15223023			intergenic_region			LOC102159588-FOXO1			G			C			0.97			0.19			0.78


			NC_010453.5			15223291			intergenic_region			LOC102159588-FOXO1			C			A			0.95			0.16			0.79


			NC_010453.5			15223618			intergenic_region			LOC102159588-FOXO1			G			A			0.76			0.00			0.76


			NC_010453.5			15224122			intergenic_region			LOC102159588-FOXO1			C			T			0.71			0.00			0.71


			NC_010453.5			15224699			intergenic_region			LOC102159588-FOXO1			A			G			0.85			0.00			0.85


			NC_010453.5			15224968			intergenic_region			LOC102159588-FOXO1			T			C			0.94			0.17			0.77


			NC_010453.5			15225159			intergenic_region			LOC102159588-FOXO1			G			A			0.77			0.00			0.77


			NC_010453.5			15225177			intergenic_region			LOC102159588-FOXO1			G			T			0.83			0.00			0.83


			NC_010453.5			15225278			intergenic_region			LOC102159588-FOXO1			G			A			0.61			0.00			0.61


			NC_010453.5			15225309			intergenic_region			LOC102159588-FOXO1			G			A			0.79			0.00			0.79


			NC_010453.5			15225528			intergenic_region			LOC102159588-FOXO1			A			G			0.79			0.00			0.79


			NC_010453.5			15225675			intergenic_region			LOC102159588-FOXO1			A			G			0.82			0.00			0.82


			NC_010453.5			15225677			intergenic_region			LOC102159588-FOXO1			C			T			0.51			0.00			0.51


			NC_010453.5			15225702			intergenic_region			LOC102159588-FOXO1			T			C			0.83			0.00			0.83


			NC_010453.5			15225784			intergenic_region			LOC102159588-FOXO1			C			A			0.51			0.00			0.51


			NC_010453.5			15226032			intergenic_region			LOC102159588-FOXO1			A			G			0.94			0.16			0.78


			NC_010453.5			15226039			intergenic_region			LOC102159588-FOXO1			A			G			0.82			0.00			0.82


			NC_010453.5			15226599			intergenic_region			LOC102159588-FOXO1			A			G			0.80			0.00			0.80


			NC_010453.5			15226638			intergenic_region			LOC102159588-FOXO1			A			G			0.85			0.00			0.85


			NC_010453.5			15226727			intergenic_region			LOC102159588-FOXO1			G			A			0.51			0.00			0.51


			NC_010453.5			15226803			intergenic_region			LOC102159588-FOXO1			A			G			0.83			0.00			0.83


			NC_010453.5			15226819			intergenic_region			LOC102159588-FOXO1			C			T			0.56			0.00			0.56


			NC_010453.5			15226825			intergenic_region			LOC102159588-FOXO1			A			G			0.85			0.00			0.85


			NC_010453.5			15227032			intergenic_region			LOC102159588-FOXO1			A			C			0.63			0.00			0.63


			NC_010453.5			15227070			intergenic_region			LOC102159588-FOXO1			C			T			0.68			0.00			0.68


			NC_010453.5			15227213			intergenic_region			LOC102159588-FOXO1			C			A			0.81			0.00			0.81


			NC_010453.5			15227530			intergenic_region			LOC102159588-FOXO1			G			A			0.84			0.00			0.84


			NC_010453.5			15227697			intergenic_region			LOC102159588-FOXO1			T			C			0.83			0.00			0.83


			NC_010453.5			15227720			intergenic_region			LOC102159588-FOXO1			G			A			0.61			0.00			0.61


			NC_010453.5			15227880			intergenic_region			LOC102159588-FOXO1			G			A			0.86			0.00			0.86


			NC_010453.5			15228020			intergenic_region			LOC102159588-FOXO1			G			T			0.81			0.00			0.81


			NC_010453.5			15228136			intergenic_region			LOC102159588-FOXO1			C			T			0.57			0.00			0.57


			NC_010453.5			15228155			intergenic_region			LOC102159588-FOXO1			G			A			0.57			0.00			0.57


			NC_010453.5			15228309			intergenic_region			LOC102159588-FOXO1			A			G			0.80			0.00			0.80


			NC_010453.5			15228361			intergenic_region			LOC102159588-FOXO1			A			T			0.85			0.00			0.85


			NC_010453.5			15229857			intergenic_region			LOC102159588-FOXO1			A			G			0.93			0.16			0.77


			NC_010453.5			15230021			intergenic_region			LOC102159588-FOXO1			A			G			0.51			0.00			0.51


			NC_010453.5			15230272			intergenic_region			LOC102159588-FOXO1			A			G			0.97			0.16			0.81


			NC_010453.5			15230941			intergenic_region			LOC102159588-FOXO1			A			G			0.94			0.11			0.83


			NC_010453.5			15230970			intergenic_region			LOC102159588-FOXO1			T			C			0.93			0.17			0.76


			NC_010453.5			15231497			intergenic_region			LOC102159588-FOXO1			C			T			0.62			0.00			0.62


			NC_010453.5			15231794			intergenic_region			LOC102159588-FOXO1			C			G			0.57			0.00			0.57


			NC_010453.5			15235348			intergenic_region			LOC102159588-FOXO1			C			T			0.76			0.00			0.76


			NC_010453.5			15235455			intergenic_region			LOC102159588-FOXO1			T			C			0.73			0.00			0.73


			NC_010453.5			15235681			intergenic_region			LOC102159588-FOXO1			G			A			0.74			0.00			0.74


			NC_010453.5			15235880			intergenic_region			LOC102159588-FOXO1			A			T			0.97			0.16			0.81


			NC_010453.5			15236138			intergenic_region			LOC102159588-FOXO1			T			C			0.60			0.00			0.60


			NC_010453.5			15236572			intergenic_region			LOC102159588-FOXO1			A			G			0.94			0.11			0.83


			NC_010453.5			15237270			intergenic_region			LOC102159588-FOXO1			T			C			0.83			0.00			0.83


			NC_010453.5			15237518			intergenic_region			LOC102159588-FOXO1			C			A			0.88			0.00			0.88


			NC_010453.5			15239161			intergenic_region			LOC102159588-FOXO1			T			C			0.62			0.00			0.62


			NC_010453.5			15239759			intergenic_region			LOC102159588-FOXO1			A			G			0.88			0.00			0.88


			NC_010453.5			15239779			intergenic_region			LOC102159588-FOXO1			T			A			0.61			0.00			0.61


			NC_010453.5			15239986			intergenic_region			LOC102159588-FOXO1			A			G			0.88			0.16			0.72


			NC_010453.5			15240223			intergenic_region			LOC102159588-FOXO1			C			G			0.90			0.00			0.90


			NC_010453.5			15240545			intergenic_region			LOC102159588-FOXO1			A			G			0.51			0.00			0.51


			NC_010453.5			15240967			intergenic_region			LOC102159588-FOXO1			G			A			0.07			0.84			0.77


			NC_010453.5			15241478			intergenic_region			LOC102159588-FOXO1			G			C			0.84			0.16			0.68


			NC_010453.5			15241483			intergenic_region			LOC102159588-FOXO1			G			A			0.16			0.84			0.68


			NC_010453.5			15242251			intergenic_region			LOC102159588-FOXO1			A			T			0.32			0.84			0.53


			NC_010453.5			15242470			intergenic_region			LOC102159588-FOXO1			A			G			0.61			0.08			0.53


			NC_010453.5			15245305			intergenic_region			LOC102159588-FOXO1			G			C			0.58			0.00			0.58


			NC_010453.5			15245321			intergenic_region			LOC102159588-FOXO1			C			T			0.57			0.00			0.57


			NC_010453.5			15245326			intergenic_region			LOC102159588-FOXO1			A			G			0.82			0.00			0.82


			NC_010453.5			15245353			intergenic_region			LOC102159588-FOXO1			A			G			0.92			0.00			0.92


			NC_010453.5			15246165			intergenic_region			LOC102159588-FOXO1			T			C			0.58			0.00			0.58


			NC_010453.5			15246302			intergenic_region			LOC102159588-FOXO1			T			C			0.55			0.00			0.55


			NC_010453.5			15246373			intergenic_region			LOC102159588-FOXO1			G			T			0.58			0.00			0.58


			NC_010453.5			15246376			intergenic_region			LOC102159588-FOXO1			A			G			0.58			0.00			0.58


			NC_010453.5			15246520			intergenic_region			LOC102159588-FOXO1			C			T			0.57			0.00			0.57


			NC_010453.5			15246533			intergenic_region			LOC102159588-FOXO1			G			A			0.57			0.00			0.57


			NC_010453.5			15246562			intergenic_region			LOC102159588-FOXO1			G			T			0.81			0.00			0.81


			NC_010453.5			15246572			intergenic_region			LOC102159588-FOXO1			T			C			0.65			0.00			0.65


			NC_010453.5			15246776			intergenic_region			LOC102159588-FOXO1			C			T			0.94			0.00			0.94


			NC_010453.5			15246829			intergenic_region			LOC102159588-FOXO1			T			C			0.94			0.00			0.94


			NC_010453.5			15246833			intergenic_region			LOC102159588-FOXO1			T			C			0.85			0.00			0.85


			NC_010453.5			15247320			intergenic_region			LOC102159588-FOXO1			A			G			0.94			0.00			0.94


			NC_010453.5			15247346			intergenic_region			LOC102159588-FOXO1			T			C			0.79			0.00			0.79


			NC_010453.5			15247587			intergenic_region			LOC102159588-FOXO1			A			G			0.75			0.00			0.75


			NC_010453.5			15247703			intergenic_region			LOC102159588-FOXO1			T			C			0.76			0.00			0.76


			NC_010453.5			15247794			intergenic_region			LOC102159588-FOXO1			A			C			0.74			0.00			0.74


			NC_010453.5			15247891			intergenic_region			LOC102159588-FOXO1			C			T			0.93			0.00			0.93


			NC_010453.5			15247907			intergenic_region			LOC102159588-FOXO1			G			C			0.77			0.00			0.77


			NC_010453.5			15247947			intergenic_region			LOC102159588-FOXO1			C			G			0.52			0.00			0.52


			NC_010453.5			15247959			intergenic_region			LOC102159588-FOXO1			C			T			0.58			0.00			0.58


			NC_010453.5			15248813			intergenic_region			LOC102159588-FOXO1			C			T			0.74			0.00			0.74


			NC_010453.5			15249418			intergenic_region			LOC102159588-FOXO1			T			C			0.79			0.00			0.79


			NC_010453.5			15249495			intergenic_region			LOC102159588-FOXO1			A			G			0.94			0.00			0.94


			NC_010453.5			15249591			intergenic_region			LOC102159588-FOXO1			T			C			0.77			0.00			0.77


			NC_010453.5			15249766			intergenic_region			LOC102159588-FOXO1			G			A			0.77			0.00			0.77


			NC_010453.5			15250225			intergenic_region			LOC102159588-FOXO1			A			G			0.96			0.00			0.96


			NC_010453.5			15250241			intergenic_region			LOC102159588-FOXO1			A			C			0.54			0.00			0.54


			NC_010453.5			15250242			intergenic_region			LOC102159588-FOXO1			G			A			0.54			0.00			0.54


			NC_010453.5			15250468			intergenic_region			LOC102159588-FOXO1			A			G			0.54			0.00			0.54


			NC_010453.5			15251172			intergenic_region			LOC102159588-FOXO1			A			G			0.94			0.17			0.77


			NC_010453.5			15251897			intergenic_region			LOC102159588-FOXO1			A			G			0.98			0.00			0.98


			NC_010453.5			15254510			intergenic_region			LOC102159588-FOXO1			A			G			0.69			0.00			0.69


			NC_010453.5			15254512			intergenic_region			LOC102159588-FOXO1			G			A			0.71			0.00			0.71


			NC_010453.5			15255137			intergenic_region			LOC102159588-FOXO1			C			G			0.75			0.00			0.75


			NC_010453.5			15255324			intergenic_region			LOC102159588-FOXO1			G			C			0.76			0.00			0.76


			NC_010453.5			15255532			intergenic_region			LOC102159588-FOXO1			A			T			0.51			0.00			0.51


			NC_010453.5			15255818			intergenic_region			LOC102159588-FOXO1			G			A			0.80			0.00			0.80


			NC_010453.5			15256756			intergenic_region			LOC102159588-FOXO1			G			A			0.76			0.00			0.76


			NC_010453.5			15256827			intergenic_region			LOC102159588-FOXO1			A			G			0.93			0.00			0.93


			NC_010453.5			15256837			intergenic_region			LOC102159588-FOXO1			T			C			0.74			0.00			0.74


			NC_010453.5			15256930			intergenic_region			LOC102159588-FOXO1			A			G			0.93			0.00			0.93


			NC_010453.5			15257169			intergenic_region			LOC102159588-FOXO1			G			A			0.78			0.00			0.78


			NC_010453.5			15257450			intergenic_region			LOC102159588-FOXO1			T			C			0.92			0.00			0.92


			NC_010453.5			15258239			intergenic_region			LOC102159588-FOXO1			T			C			0.92			0.00			0.92


			NC_010453.5			15258493			intergenic_region			LOC102159588-FOXO1			G			A			0.93			0.16			0.77


			NC_010453.5			15258669			intergenic_region			LOC102159588-FOXO1			G			A			0.53			0.00			0.53


			NC_010453.5			15258728			intergenic_region			LOC102159588-FOXO1			T			C			0.94			0.00			0.94


			NC_010453.5			15258780			intergenic_region			LOC102159588-FOXO1			T			G			0.62			0.00			0.62


			NC_010453.5			15259099			intergenic_region			LOC102159588-FOXO1			C			T			0.92			0.00			0.92


			NC_010453.5			15260866			intergenic_region			LOC102159588-FOXO1			T			G			0.57			0.00			0.57


			NC_010453.5			15261191			intergenic_region			LOC102159588-FOXO1			A			G			0.93			0.18			0.75


			NC_010453.5			15261596			intergenic_region			LOC102159588-FOXO1			A			G			0.94			0.16			0.78


			NC_010453.5			15262259			intergenic_region			LOC102159588-FOXO1			T			G			0.94			0.16			0.78


			NC_010453.5			15264271			intergenic_region			LOC102159588-FOXO1			A			C			0.94			0.16			0.78


			NC_010453.5			15266843			intergenic_region			LOC102159588-FOXO1			C			T			0.68			0.13			0.55


			NC_010453.5			15268183			intergenic_region			LOC102159588-FOXO1			C			A			0.69			0.00			0.69


			NC_010453.5			15268957			intergenic_region			LOC102159588-FOXO1			A			G			0.94			0.16			0.78


			NC_010453.5			15269517			intergenic_region			LOC102159588-FOXO1			T			C			0.93			0.16			0.77


			NC_010453.5			15271157			intergenic_region			LOC102159588-FOXO1			C			G			0.74			0.16			0.58


			NC_010453.5			15271190			intergenic_region			LOC102159588-FOXO1			C			A			0.92			0.16			0.76


			NC_010453.5			15271193			intergenic_region			LOC102159588-FOXO1			T			C			0.92			0.00			0.92


			NC_010453.5			15271308			intergenic_region			LOC102159588-FOXO1			A			G			0.79			0.16			0.63


			NC_010453.5			15271668			intergenic_region			LOC102159588-FOXO1			C			T			0.73			0.00			0.73


			NC_010453.5			15272044			intergenic_region			LOC102159588-FOXO1			A			G			0.80			0.16			0.64


			NC_010453.5			15272155			intergenic_region			LOC102159588-FOXO1			T			G			0.77			0.00			0.77


			NC_010453.5			15272940			intergenic_region			LOC102159588-FOXO1			A			C			0.96			0.14			0.82


			NC_010453.5			15273739			intergenic_region			LOC102159588-FOXO1			A			G			0.91			0.16			0.75


			NC_010453.5			15273910			intergenic_region			LOC102159588-FOXO1			G			A			0.71			0.00			0.71


			NC_010453.5			15274025			intergenic_region			LOC102159588-FOXO1			C			G			0.66			0.00			0.66


			NC_010453.5			15274086			intergenic_region			LOC102159588-FOXO1			T			G			0.58			0.00			0.58


			NC_010453.5			15274322			intergenic_region			LOC102159588-FOXO1			T			G			0.80			0.00			0.80


			NC_010453.5			15275380			intergenic_region			LOC102159588-FOXO1			G			A			0.88			0.00			0.88


			NC_010453.5			15275983			intergenic_region			LOC102159588-FOXO1			C			T			0.93			0.16			0.77


			NC_010453.5			15278090			intergenic_region			LOC102159588-FOXO1			A			G			0.93			0.16			0.77


			NC_010453.5			15278882			intergenic_region			LOC102159588-FOXO1			T			C			0.60			0.00			0.60


			NC_010453.5			15279015			intergenic_region			LOC102159588-FOXO1			C			T			0.64			0.00			0.64


			NC_010453.5			15279121			intergenic_region			LOC102159588-FOXO1			T			A			0.58			0.00			0.58


			NC_010453.5			15279450			intergenic_region			LOC102159588-FOXO1			G			A			0.69			0.00			0.69


			NC_010453.5			15279517			intergenic_region			LOC102159588-FOXO1			A			G			0.69			0.00			0.69


			NC_010453.5			15279599			intergenic_region			LOC102159588-FOXO1			T			C			0.79			0.00			0.79


			NC_010453.5			15280115			intergenic_region			LOC102159588-FOXO1			A			G			0.88			0.00			0.88


			NC_010453.5			15280121			intergenic_region			LOC102159588-FOXO1			G			T			0.90			0.00			0.90


			NC_010453.5			15280190			intergenic_region			LOC102159588-FOXO1			G			A			0.93			0.00			0.93


			NC_010453.5			15280321			intergenic_region			LOC102159588-FOXO1			T			C			0.89			0.00			0.89


			NC_010453.5			15280397			intergenic_region			LOC102159588-FOXO1			A			G			0.58			0.00			0.58


			NC_010453.5			15280829			intergenic_region			LOC102159588-FOXO1			C			T			0.58			0.00			0.58


			NC_010453.5			15281268			intergenic_region			LOC102159588-FOXO1			T			C			0.88			0.00			0.88


			NC_010453.5			15281564			intergenic_region			LOC102159588-FOXO1			C			T			0.54			0.00			0.54


			NC_010453.5			15281585			intergenic_region			LOC102159588-FOXO1			G			A			0.55			0.00			0.55


			NC_010453.5			15281720			intergenic_region			LOC102159588-FOXO1			C			T			0.66			0.00			0.66


			NC_010453.5			15281776			intergenic_region			LOC102159588-FOXO1			C			T			0.73			0.00			0.73


			NC_010453.5			15281810			intergenic_region			LOC102159588-FOXO1			A			G			0.65			0.00			0.65


			NC_010453.5			15281829			intergenic_region			LOC102159588-FOXO1			C			T			0.64			0.00			0.64


			NC_010453.5			15281904			intergenic_region			LOC102159588-FOXO1			A			G			0.94			0.00			0.94


			NC_010453.5			15281979			intergenic_region			LOC102159588-FOXO1			C			T			0.64			0.00			0.64


			NC_010453.5			15282147			intergenic_region			LOC102159588-FOXO1			G			A			0.66			0.00			0.66


			NC_010453.5			15282167			intergenic_region			LOC102159588-FOXO1			C			T			0.68			0.00			0.68


			NC_010453.5			15282211			intergenic_region			LOC102159588-FOXO1			T			C			0.63			0.00			0.63


			NC_010453.5			15283877			intergenic_region			LOC102159588-FOXO1			G			A			0.59			0.00			0.59


			NC_010453.5			15284205			intergenic_region			LOC102159588-FOXO1			A			G			0.95			0.00			0.95


			NC_010453.5			15284222			intergenic_region			LOC102159588-FOXO1			T			C			0.94			0.00			0.94


			NC_010453.5			15284353			intergenic_region			LOC102159588-FOXO1			T			C			0.94			0.00			0.94


			NC_010453.5			15285103			intergenic_region			LOC102159588-FOXO1			A			G			0.67			0.00			0.67


			NC_010453.5			15285111			intergenic_region			LOC102159588-FOXO1			T			C			0.70			0.00			0.70


			NC_010453.5			15285143			intergenic_region			LOC102159588-FOXO1			C			T			0.76			0.00			0.76


			NC_010453.5			15285226			intergenic_region			LOC102159588-FOXO1			T			C			0.94			0.00			0.94


			NC_010453.5			15290290			intergenic_region			LOC102159588-FOXO1			T			A			0.94			0.00			0.94


			NC_010453.5			15290362			intergenic_region			LOC102159588-FOXO1			C			T			0.80			0.00			0.80


			NC_010453.5			15292461			intergenic_region			LOC102159588-FOXO1			C			A			0.76			0.00			0.76


			NC_010453.5			15293130			intergenic_region			LOC102159588-FOXO1			T			C			0.83			0.00			0.83


			NC_010453.5			15293511			intergenic_region			LOC102159588-FOXO1			C			G			0.79			0.00			0.79


			NC_010453.5			15293732			intergenic_region			LOC102159588-FOXO1			C			T			0.83			0.00			0.83


			NC_010453.5			15293751			intergenic_region			LOC102159588-FOXO1			A			T			0.83			0.00			0.83


			NC_010453.5			15294153			intergenic_region			LOC102159588-FOXO1			A			G			0.86			0.00			0.86


			NC_010453.5			15295547			intergenic_region			LOC102159588-FOXO1			T			C			0.53			0.00			0.53


			NC_010453.5			15295693			intergenic_region			LOC102159588-FOXO1			G			A			0.88			0.00			0.88


			NC_010453.5			15295730			intergenic_region			LOC102159588-FOXO1			A			G			0.55			0.00			0.55


			NC_010453.5			15295810			intergenic_region			LOC102159588-FOXO1			G			C			0.54			0.00			0.54


			NC_010453.5			15296505			intergenic_region			LOC102159588-FOXO1			G			A			0.95			0.00			0.95


			NC_010453.5			15296613			intergenic_region			LOC102159588-FOXO1			T			C			0.93			0.00			0.93


			NC_010453.5			15296941			intergenic_region			LOC102159588-FOXO1			G			T			0.53			0.00			0.53


			NC_010453.5			15297127			intergenic_region			LOC102159588-FOXO1			T			C			0.93			0.00			0.93


			NC_010453.5			15297158			intergenic_region			LOC102159588-FOXO1			C			T			0.95			0.00			0.95


			NC_010453.5			15297812			intergenic_region			LOC102159588-FOXO1			A			T			0.70			0.00			0.70


			NC_010453.5			15298783			intergenic_region			LOC102159588-FOXO1			A			C			0.72			0.00			0.72


			NC_010453.5			15299416			intergenic_region			LOC102159588-FOXO1			A			C			0.65			0.00			0.65


			NC_010453.5			15299933			intergenic_region			LOC102159588-FOXO1			G			A			0.63			0.00			0.63


			NC_010453.5			15300749			intergenic_region			LOC102159588-FOXO1			A			G			0.94			0.00			0.94


			NC_010453.5			15300777			intergenic_region			LOC102159588-FOXO1			G			A			0.61			0.00			0.61


			NC_010453.5			15300974			intergenic_region			LOC102159588-FOXO1			G			A			0.61			0.00			0.61


			NC_010453.5			15301249			intergenic_region			LOC102159588-FOXO1			G			T			0.94			0.00			0.94


			NC_010453.5			15301555			intergenic_region			LOC102159588-FOXO1			A			G			0.78			0.00			0.78


			NC_010453.5			15302721			intergenic_region			LOC102159588-FOXO1			T			C			0.92			0.00			0.92


			NC_010453.5			15302852			intergenic_region			LOC102159588-FOXO1			C			T			0.56			0.00			0.56


			NC_010453.5			15303596			intergenic_region			LOC102159588-FOXO1			G			A			0.59			0.00			0.59


			NC_010453.5			15304238			intergenic_region			LOC102159588-FOXO1			A			G			0.52			0.00			0.52


			NC_010453.5			15304786			intergenic_region			LOC102159588-FOXO1			C			G			0.72			0.00			0.72


			NC_010453.5			15304980			intergenic_region			LOC102159588-FOXO1			T			C			0.97			0.00			0.97


			NC_010453.5			15305713			intergenic_region			LOC102159588-FOXO1			T			C			0.64			0.00			0.64


			NC_010453.5			15305911			intergenic_region			LOC102159588-FOXO1			A			C			0.53			0.00			0.53


			NC_010453.5			15306911			intergenic_region			LOC102159588-FOXO1			G			A			0.94			0.00			0.94


			NC_010453.5			15307314			intergenic_region			LOC102159588-FOXO1			C			T			0.53			0.00			0.53


			NC_010453.5			15307984			intergenic_region			LOC102159588-FOXO1			T			C			0.94			0.00			0.94


			NC_010453.5			15308838			intergenic_region			LOC102159588-FOXO1			A			C			0.95			0.00			0.95


			NC_010453.5			15309322			intergenic_region			LOC102159588-FOXO1			A			G			0.78			0.00			0.78


			NC_010453.5			15309755			intergenic_region			LOC102159588-FOXO1			G			A			0.55			0.00			0.55


			NC_010453.5			15310233			intergenic_region			LOC102159588-FOXO1			A			C			0.68			0.00			0.68


			NC_010453.5			15310366			intergenic_region			LOC102159588-FOXO1			C			T			0.94			0.00			0.94


			NC_010453.5			15310686			intergenic_region			LOC102159588-FOXO1			A			G			0.83			0.00			0.83


			NC_010453.5			15311348			intergenic_region			LOC102159588-FOXO1			C			A			0.65			0.00			0.65


			NC_010453.5			15311404			intergenic_region			LOC102159588-FOXO1			T			G			0.65			0.00			0.65


			NC_010453.5			15311753			intergenic_region			LOC102159588-FOXO1			A			G			0.93			0.00			0.93


			NC_010453.5			15311815			intergenic_region			LOC102159588-FOXO1			T			G			0.68			0.00			0.68


			NC_010453.5			15311861			intergenic_region			LOC102159588-FOXO1			C			T			0.64			0.00			0.64


			NC_010453.5			15312421			intergenic_region			LOC102159588-FOXO1			A			C			0.64			0.00			0.64


			NC_010453.5			15312967			intergenic_region			LOC102159588-FOXO1			A			G			0.94			0.00			0.94


			NC_010453.5			15313223			intergenic_region			LOC102159588-FOXO1			T			C			0.93			0.00			0.93


			NC_010453.5			15313360			intergenic_region			LOC102159588-FOXO1			C			T			0.66			0.00			0.66


			NC_010453.5			15313785			intergenic_region			LOC102159588-FOXO1			G			A			0.69			0.00			0.69


			NC_010453.5			15314219			intergenic_region			LOC102159588-FOXO1			T			A			0.80			0.00			0.80


			NC_010453.5			15314313			intergenic_region			LOC102159588-FOXO1			G			C			0.75			0.00			0.75


			NC_010453.5			15314336			intergenic_region			LOC102159588-FOXO1			T			C			0.55			0.00			0.55


			NC_010453.5			15314428			intergenic_region			LOC102159588-FOXO1			T			C			0.68			0.00			0.68


			NC_010453.5			15314429			intergenic_region			LOC102159588-FOXO1			T			C			0.68			0.00			0.68


			NC_010453.5			15314505			intergenic_region			LOC102159588-FOXO1			T			C			0.84			0.00			0.84


			NC_010453.5			15314540			intergenic_region			LOC102159588-FOXO1			G			A			0.66			0.00			0.66


			NC_010453.5			15314691			intergenic_region			LOC102159588-FOXO1			T			C			0.79			0.00			0.79


			NC_010453.5			15314950			intergenic_region			LOC102159588-FOXO1			A			G			0.94			0.00			0.94


			NC_010453.5			15315474			intergenic_region			LOC102159588-FOXO1			T			C			0.94			0.00			0.94


			NC_010453.5			15315881			intergenic_region			LOC102159588-FOXO1			A			G			0.94			0.00			0.94


			NC_010453.5			15316094			intergenic_region			LOC102159588-FOXO1			A			G			0.93			0.00			0.93


			NC_010453.5			15318096			3_prime_UTR_variant			FOXO1			T			C			0.57			0.00			0.57


			NC_010453.5			15319209			3_prime_UTR_variant			FOXO1			T			C			0.94			0.00			0.94


			NC_010453.5			15319295			3_prime_UTR_variant			FOXO1			A			G			0.94			0.00			0.94


			NC_010453.5			15319643			3_prime_UTR_variant			FOXO1			T			C			0.94			0.00			0.94


			NC_010453.5			15320069			3_prime_UTR_variant			FOXO1			G			A			0.93			0.00			0.93


			NC_010453.5			15320117			3_prime_UTR_variant			FOXO1			T			C			0.94			0.00			0.94


			NC_010453.5			15320941			intron_variant			FOXO1			A			G			0.84			0.00			0.84


			NC_010453.5			15323067			intron_variant			FOXO1			C			G			0.63			0.00			0.63


			NC_010453.5			15326135			intron_variant			FOXO1			T			C			0.90			0.00			0.90


			NC_010453.5			15326910			intron_variant			FOXO1			T			C			0.92			0.00			0.92


			NC_010453.5			15327447			intron_variant			FOXO1			A			G			0.92			0.00			0.92


			NC_010453.5			15328007			intron_variant			FOXO1			T			A			0.87			0.00			0.87


			NC_010453.5			15329835			intron_variant			FOXO1			A			G			0.91			0.00			0.91


			NC_010453.5			15329967			intron_variant			FOXO1			C			T			0.56			0.00			0.56


			NC_010453.5			15330231			intron_variant			FOXO1			C			A			0.58			0.00			0.58


			NC_010453.5			15330339			intron_variant			FOXO1			C			T			0.54			0.00			0.54


			NC_010453.5			15330841			intron_variant			FOXO1			T			C			0.76			0.00			0.76


			NC_010453.5			15330946			intron_variant			FOXO1			A			G			0.75			0.00			0.75


			NC_010453.5			15334798			intron_variant			FOXO1			T			C			0.90			0.00			0.90


			NC_010453.5			15336338			intron_variant			FOXO1			T			A			0.83			0.00			0.83


			NC_010453.5			15336342			intron_variant			FOXO1			G			T			0.91			0.00			0.91


			NC_010453.5			15337132			intron_variant			FOXO1			T			C			0.53			0.00			0.53


			NC_010453.5			15339842			intron_variant			FOXO1			T			C			0.93			0.05			0.88


			NC_010453.5			15340048			intron_variant			FOXO1			C			T			0.56			0.00			0.56


			NC_010453.5			15340112			intron_variant			FOXO1			T			C			0.51			0.00			0.51


			NC_010453.5			15340294			intron_variant			FOXO1			T			C			0.58			0.00			0.58


			NC_010453.5			15341365			intron_variant			FOXO1			T			C			0.94			0.05			0.89


			NC_010453.5			15341462			intron_variant			FOXO1			C			T			0.51			0.00			0.51


			NC_010453.5			15341533			intron_variant			FOXO1			T			C			0.53			0.00			0.53


			NC_010453.5			15341764			intron_variant			FOXO1			A			G			0.54			0.00			0.54


			NC_010453.5			15341792			intron_variant			FOXO1			C			T			0.55			0.00			0.55


			NC_010453.5			15341911			intron_variant			FOXO1			T			C			0.55			0.00			0.55


			NC_010453.5			15342010			intron_variant			FOXO1			C			T			0.55			0.00			0.55


			NC_010453.5			15342018			intron_variant			FOXO1			A			C			0.56			0.00			0.56


			NC_010453.5			15342277			intron_variant			FOXO1			T			C			0.53			0.00			0.53


			NC_010453.5			15342421			intron_variant			FOXO1			T			C			0.53			0.00			0.53


			NC_010453.5			15342428			intron_variant			FOXO1			G			A			0.53			0.00			0.53


			NC_010453.5			15342525			intron_variant			FOXO1			C			T			0.77			0.00			0.77


			NC_010453.5			15342715			intron_variant			FOXO1			C			A			0.94			0.08			0.86


			NC_010453.5			15343129			intron_variant			FOXO1			T			C			0.57			0.00			0.57


			NC_010453.5			15346053			intron_variant			FOXO1			T			C			0.77			0.00			0.77


			NC_010453.5			15347206			intron_variant			FOXO1			T			C			0.73			0.00			0.73


			NC_010453.5			15349609			intron_variant			FOXO1			A			G			0.51			0.00			0.51


			NC_010453.5			15350714			intron_variant			FOXO1			C			T			0.71			0.00			0.71


			NC_010453.5			15350928			intron_variant			FOXO1			G			C			0.57			0.00			0.57


			NC_010453.5			15351214			intron_variant			FOXO1			A			C			0.66			0.00			0.66


			NC_010453.5			15351251			intron_variant			FOXO1			A			G			0.58			0.00			0.58


			NC_010453.5			15351253			intron_variant			FOXO1			A			G			0.58			0.00			0.58


			NC_010453.5			15351426			intron_variant			FOXO1			G			A			0.58			0.00			0.58


			NC_010453.5			15351547			intron_variant			FOXO1			A			G			0.74			0.00			0.74


			NC_010453.5			15352148			intron_variant			FOXO1			C			T			0.74			0.00			0.74


			NC_010453.5			15352471			intron_variant			FOXO1			A			G			0.94			0.08			0.86


			NC_010453.5			15353243			intron_variant			FOXO1			C			T			0.76			0.00			0.76


			NC_010453.5			15353560			intron_variant			FOXO1			C			T			0.76			0.00			0.76


			NC_010453.5			15354192			intron_variant			FOXO1			T			A			0.60			0.00			0.60


			NC_010453.5			15355404			intron_variant			FOXO1			C			T			0.89			0.00			0.89


			NC_010453.5			15355534			intron_variant			FOXO1			C			T			0.54			0.00			0.54


			NC_010453.5			15357376			intron_variant			FOXO1			T			A			0.90			0.00			0.90


			NC_010453.5			15357421			intron_variant			FOXO1			A			G			0.86			0.05			0.81


			NC_010453.5			15357733			intron_variant			FOXO1			T			C			0.81			0.00			0.81


			NC_010453.5			15358835			intron_variant			FOXO1			T			G			0.91			0.00			0.91


			NC_010453.5			15358927			intron_variant			FOXO1			T			C			0.89			0.00			0.89


			NC_010453.5			15359133			intron_variant			FOXO1			C			T			0.95			0.00			0.95


			NC_010453.5			15359990			intron_variant			FOXO1			T			A			0.88			0.00			0.88


			NC_010453.5			15360623			intron_variant			FOXO1			T			C			0.51			0.00			0.51


			NC_010453.5			15360775			intron_variant			FOXO1			T			C			0.66			0.00			0.66


			NC_010453.5			15361190			intron_variant			FOXO1			T			A			0.56			0.00			0.56


			NC_010453.5			15361366			intron_variant			FOXO1			A			T			0.91			0.00			0.91


			NC_010453.5			15361575			intron_variant			FOXO1			A			T			0.51			0.00			0.51


			NC_010453.5			15361715			intron_variant			FOXO1			T			C			0.59			0.00			0.59


			NC_010453.5			15362037			intron_variant			FOXO1			T			C			0.76			0.00			0.76


			NC_010453.5			15362060			intron_variant			FOXO1			T			C			0.55			0.00			0.55


			NC_010453.5			15362466			intron_variant			FOXO1			G			A			0.90			0.00			0.90


			NC_010453.5			15362693			intron_variant			FOXO1			A			G			0.91			0.00			0.91


			NC_010453.5			15362716			intron_variant			FOXO1			A			G			0.58			0.00			0.58


			NC_010453.5			15363212			intron_variant			FOXO1			A			G			0.58			0.00			0.58


			NC_010453.5			15363353			intron_variant			FOXO1			T			C			0.57			0.00			0.57


			NC_010453.5			15363380			intron_variant			FOXO1			C			G			0.57			0.00			0.57


			NC_010453.5			15364506			intron_variant			FOXO1			T			G			0.53			0.00			0.53


			NC_010453.5			15364790			intron_variant			FOXO1			A			C			0.91			0.00			0.91


			NC_010453.5			15364911			intron_variant			FOXO1			T			C			0.59			0.00			0.59


			NC_010453.5			15365287			intron_variant			FOXO1			A			C			0.72			0.00			0.72


			NC_010453.5			15365575			intron_variant			FOXO1			C			T			0.88			0.00			0.88


			NC_010453.5			15366560			intron_variant			FOXO1			C			T			0.69			0.00			0.69


			NC_010453.5			15366657			intron_variant			FOXO1			A			T			0.58			0.00			0.58


			NC_010453.5			15366740			intron_variant			FOXO1			A			G			0.91			0.00			0.91


			NC_010453.5			15367157			intron_variant			FOXO1			T			C			0.61			0.00			0.61


			NC_010453.5			15367217			intron_variant			FOXO1			T			C			0.51			0.00			0.51


			NC_010453.5			15367263			intron_variant			FOXO1			G			A			0.57			0.00			0.57


			NC_010453.5			15368172			intron_variant			FOXO1			G			A			0.52			0.00			0.52


			NC_010453.5			15368220			intron_variant			FOXO1			C			A			0.92			0.00			0.92


			NC_010453.5			15368413			intron_variant			FOXO1			A			G			0.56			0.00			0.56


			NC_010453.5			15368628			intron_variant			FOXO1			T			C			0.51			0.00			0.51


			NC_010453.5			15368903			intron_variant			FOXO1			T			C			0.51			0.00			0.51


			NC_010453.5			15372003			intron_variant			FOXO1			C			G			0.67			0.00			0.67


			NC_010453.5			15372111			intron_variant			FOXO1			C			T			0.56			0.00			0.56


			NC_010453.5			15372112			intron_variant			FOXO1			A			C			0.56			0.00			0.56


			NC_010453.5			15372165			intron_variant			FOXO1			T			C			0.59			0.00			0.59


			NC_010453.5			15372494			intron_variant			FOXO1			A			G			0.88			0.00			0.88


			NC_010453.5			15372607			intron_variant			FOXO1			G			T			0.55			0.00			0.55


			NC_010453.5			15372781			intron_variant			FOXO1			C			A			0.71			0.00			0.71


			NC_010453.5			15372998			intron_variant			FOXO1			C			T			0.67			0.00			0.67


			NC_010453.5			15374320			intron_variant			FOXO1			A			G			0.64			0.00			0.64


			NC_010453.5			15374481			intron_variant			FOXO1			T			C			0.93			0.00			0.93


			NC_010453.5			15374609			intron_variant			FOXO1			A			G			0.91			0.00			0.91


			NC_010453.5			15375087			intron_variant			FOXO1			T			C			0.93			0.00			0.93


			NC_010453.5			15375117			intron_variant			FOXO1			T			A			0.64			0.00			0.64


			NC_010453.5			15375366			intron_variant			FOXO1			G			T			0.65			0.00			0.65


			NC_010453.5			15376039			intron_variant			FOXO1			C			A			0.85			0.00			0.85


			NC_010453.5			15376128			intron_variant			FOXO1			T			C			0.85			0.00			0.85


			NC_010453.5			15376136			intron_variant			FOXO1			C			T			0.85			0.00			0.85


			NC_010453.5			15376252			intron_variant			FOXO1			G			A			0.84			0.00			0.84


			NC_010453.5			15376415			intron_variant			FOXO1			C			G			0.63			0.00			0.63


			NC_010453.5			15376827			intron_variant			FOXO1			T			G			0.61			0.00			0.61


			NC_010453.5			15377466			intron_variant			FOXO1			A			C			0.93			0.00			0.93


			NC_010453.5			15377662			intron_variant			FOXO1			A			G			0.70			0.00			0.70


			NC_010453.5			15378685			intron_variant			FOXO1			A			G			0.51			0.00			0.51


			NC_010453.5			15379043			intron_variant			FOXO1			T			C			0.92			0.00			0.92


			NC_010453.5			15379576			intron_variant			FOXO1			A			G			0.93			0.00			0.93


			NC_010453.5			15380015			intron_variant			FOXO1			G			A			0.61			0.00			0.61


			NC_010453.5			15380135			intron_variant			FOXO1			C			T			0.68			0.00			0.68


			NC_010453.5			15380177			intron_variant			FOXO1			G			A			0.66			0.00			0.66


			NC_010453.5			15380500			intron_variant			FOXO1			G			T			0.56			0.00			0.56


			NC_010453.5			15380955			intron_variant			FOXO1			A			G			0.88			0.00			0.88


			NC_010453.5			15381411			intron_variant			FOXO1			C			G			0.62			0.00			0.62


			NC_010453.5			15381412			intron_variant			FOXO1			T			C			0.85			0.00			0.85


			NC_010453.5			15381794			intron_variant			FOXO1			C			A			0.57			0.00			0.57


			NC_010453.5			15381795			intron_variant			FOXO1			A			G			0.57			0.00			0.57


			NC_010453.5			15384066			intron_variant			FOXO1			A			G			0.91			0.00			0.91


			NC_010453.5			15384473			intron_variant			FOXO1			A			G			0.74			0.00			0.74


			NC_010453.5			15384593			intron_variant			FOXO1			T			C			0.51			0.00			0.51


			NC_010453.5			15384826			intron_variant			FOXO1			C			A			0.90			0.00			0.90


			NC_010453.5			15384840			intron_variant			FOXO1			T			A			0.90			0.00			0.90


			NC_010453.5			15384859			intron_variant			FOXO1			T			C			0.66			0.00			0.66


			NC_010453.5			15385272			intron_variant			FOXO1			C			T			0.68			0.00			0.68


			NC_010453.5			15386111			intron_variant			FOXO1			T			C			0.60			0.00			0.60


			NC_010453.5			15388278			intron_variant			FOXO1			C			T			0.95			0.00			0.95


			NC_010453.5			15388641			intron_variant			FOXO1			G			C			0.94			0.00			0.94


			NC_010453.5			15388888			intron_variant			FOXO1			A			G			0.82			0.00			0.82


			NC_010453.5			15389542			intron_variant			FOXO1			C			T			0.85			0.00			0.85


			NC_010453.5			15389842			intron_variant			FOXO1			A			G			0.84			0.00			0.84


			NC_010453.5			15389879			intron_variant			FOXO1			C			A			0.85			0.00			0.85


			NC_010453.5			15390530			intron_variant			FOXO1			C			T			0.94			0.00			0.94


			NC_010453.5			15391533			intron_variant			FOXO1			A			G			0.95			0.05			0.90


			NC_010453.5			15394310			intron_variant			FOXO1			A			G			0.92			0.05			0.87


			NC_010453.5			15396227			intron_variant			FOXO1			T			A			0.71			0.00			0.71


			NC_010453.5			15397698			intron_variant			FOXO1			C			T			0.68			0.00			0.68


			NC_010453.5			15399074			intron_variant			FOXO1			C			T			0.73			0.00			0.73


			NC_010453.5			15400166			intron_variant			FOXO1			G			A			0.85			0.00			0.85


			NC_010453.5			15400785			intron_variant			FOXO1			C			T			0.81			0.00			0.81


			NC_010453.5			15401019			intron_variant			FOXO1			T			C			0.84			0.00			0.84


			NC_010453.5			15401425			intron_variant			FOXO1			C			G			0.66			0.00			0.66


			NC_010453.5			15401877			intron_variant			FOXO1			C			T			0.84			0.00			0.84


			NC_010453.5			15402134			intron_variant			FOXO1			G			T			0.60			0.00			0.60


			NC_010453.5			15402982			intron_variant			FOXO1			T			C			0.60			0.00			0.60


			NC_010453.5			15403035			intron_variant			FOXO1			A			G			0.65			0.00			0.65


			NC_010453.5			15403512			intron_variant			FOXO1			A			G			0.85			0.00			0.85


			NC_010453.5			15403795			intron_variant			FOXO1			C			T			0.63			0.00			0.63


			NC_010453.5			15404498			intron_variant			FOXO1			C			T			0.72			0.00			0.72


			NC_010453.5			15405164			intron_variant			FOXO1			A			G			0.94			0.00			0.94


			NC_010453.5			15405268			intron_variant			FOXO1			G			A			0.84			0.00			0.84


			NC_010453.5			15405795			intron_variant			FOXO1			C			T			0.86			0.00			0.86


			NC_010453.5			15405935			intron_variant			FOXO1			T			C			0.87			0.00			0.87


			NC_010453.5			15405968			intron_variant			FOXO1			T			C			0.83			0.00			0.83


			NC_010453.5			15406120			intron_variant			FOXO1			T			C			0.98			0.05			0.93


			NC_010453.5			15406140			intron_variant			FOXO1			C			T			0.95			0.05			0.90


			NC_010453.5			15407943			intron_variant			FOXO1			C			T			0.94			0.05			0.89


			NC_010454.4			22595802			intron_variant			ERBB2			T			C			0.90			0.33			0.57


			NC_010454.4			22596299			synonymous_variant			ERBB2			A			G			0.90			0.29			0.61


			NC_010454.4			22596479			intron_variant			ERBB2			A			G			0.94			0.33			0.61


			NC_010454.4			22596538			intron_variant			ERBB2			G			A			0.73			0.00			0.73


			NC_010454.4			22596718			intron_variant			ERBB2			A			G			0.95			0.39			0.56


			NC_010454.4			22596776			intron_variant			ERBB2			T			C			0.94			0.39			0.55


			NC_010454.4			22597239			intron_variant			ERBB2			T			C			0.51			0.00			0.51


			NC_010454.4			22597616			intron_variant			ERBB2			C			T			0.51			0.00			0.51


			NC_010454.4			22598996			intron_variant			ERBB2			A			C			0.91			0.00			0.91


			NC_010454.4			22599099			intron_variant			ERBB2			G			A			0.51			0.00			0.51


			NC_010454.4			22599527			intron_variant			ERBB2			T			C			0.95			0.13			0.82


			NC_010454.4			22600304			intron_variant			ERBB2			A			G			0.95			0.19			0.76


			NC_010454.4			22600327			intron_variant			ERBB2			A			G			0.94			0.19			0.75


			NC_010454.4			22600349			intron_variant			ERBB2			G			A			0.95			0.16			0.79


			NC_010454.4			22601339			intron_variant			ERBB2			T			C			0.72			0.22			0.50


			NC_010454.4			22601749			intron_variant			ERBB2			A			G			0.95			0.13			0.82


			NC_010454.4			22604876			intron_variant			ERBB2			T			C			0.94			0.24			0.70


			NC_010454.4			22605549			intron_variant			ERBB2			G			C			0.93			0.21			0.72


			NC_010454.4			22605877			intron_variant			ERBB2			C			T			0.94			0.21			0.73


			NC_010454.4			22605885			intron_variant			ERBB2			T			C			0.94			0.21			0.73


			NC_010454.4			22605908			intron_variant			ERBB2			G			A			0.89			0.21			0.68


			NC_010454.4			22605922			intron_variant			ERBB2			G			A			0.88			0.18			0.70


			NC_010454.4			22606236			intron_variant			ERBB2			G			C			0.54			0.00			0.54


			NC_010454.4			22606535			intron_variant			ERBB2			G			A			0.58			0.00			0.58


			NC_010454.4			22607397			intron_variant			ERBB2			C			A			0.61			0.00			0.61


			NC_010454.4			22607634			intron_variant			ERBB2			G			A			0.68			0.00			0.68


			NC_010454.4			22608969			synonymous_variant			ERBB2			G			A			0.61			0.00			0.61


			NC_010454.4			22610002			intron_variant			ERBB2			T			C			0.58			0.00			0.58


			NC_010454.4			22610402			intron_variant			ERBB2			C			T			0.53			0.00			0.53


			NC_010454.4			22610498			intron_variant			ERBB2			G			A			0.61			0.00			0.61


			NC_010454.4			22610578			intron_variant			ERBB2			G			A			0.66			0.00			0.66


			NC_010454.4			22610804			missense_variant			ERBB2			G			A			0.57			0.00			0.57


			NC_010454.4			22611151			intron_variant			ERBB2			C			A			0.57			0.00			0.57


			NC_010454.4			22611607			intron_variant			ERBB2			T			C			0.92			0.16			0.76


			NC_010454.4			22611628			intron_variant			ERBB2			G			A			0.57			0.00			0.57


			NC_010454.4			22611834			intron_variant			ERBB2			G			A			0.59			0.00			0.59


			NC_010454.4			22614727			intron_variant			ERBB2			A			G			0.94			0.26			0.68


			NC_010454.4			22617077			intron_variant			ERBB2			T			C			0.95			0.24			0.71


			NC_010454.4			22617680			intron_variant			ERBB2			G			T			0.83			0.24			0.59


			NC_010454.4			22618293			intron_variant			ERBB2			T			A			0.93			0.17			0.76


			NC_010454.4			22618331			intron_variant			ERBB2			T			A			0.79			0.00			0.79


			NC_010454.4			22618342			intron_variant			ERBB2			A			T			0.93			0.00			0.93


			NC_010454.4			22618387			intron_variant			ERBB2			C			T			0.94			0.21			0.73


			NC_010454.4			22618418			intron_variant			ERBB2			G			T			0.77			0.00			0.77


			NC_010454.4			22618514			intron_variant			ERBB2			G			T			0.94			0.00			0.94


			NC_010454.4			22618624			intron_variant			ERBB2			A			G			0.84			0.00			0.84


			NC_010454.4			22618793			intron_variant			ERBB2			T			A			0.76			0.14			0.62


			NC_010454.4			22618886			intron_variant			ERBB2			C			T			0.85			0.24			0.61


			NC_010454.4			22618911			intron_variant			ERBB2			G			A			0.84			0.24			0.60


			NC_010454.4			22618943			intron_variant			ERBB2			T			A			0.83			0.17			0.66


			NC_010454.4			22618972			intron_variant			ERBB2			C			T			0.78			0.00			0.78


			NC_010454.4			22619025			intron_variant			ERBB2			A			G			0.84			0.24			0.60


			NC_010454.4			22619031			intron_variant			ERBB2			C			A			0.84			0.00			0.84


			NC_010454.4			22619047			intron_variant			ERBB2			A			G			0.81			0.25			0.56


			NC_010454.4			22619230			intron_variant			ERBB2			C			T			0.96			0.20			0.76


			NC_010454.4			22619261			intron_variant			ERBB2			T			C			0.95			0.00			0.95


			NC_010454.4			22619339			intron_variant			ERBB2			C			T			0.84			0.06			0.78


			NC_010454.4			22619396			intron_variant			ERBB2			A			G			0.83			0.15			0.68


			NC_010454.4			22619432			intron_variant			ERBB2			C			T			0.83			0.19			0.64


			NC_010454.4			22619439			intron_variant			ERBB2			T			C			0.81			0.19			0.62


			NC_010454.4			22619505			intron_variant			ERBB2			C			T			0.83			0.27			0.56


			NC_010454.4			22619609			intron_variant			ERBB2			A			G			0.95			0.18			0.77


			NC_010454.4			22619951			intron_variant			ERBB2			A			C			0.68			0.00			0.68


			NC_010454.4			22622443			intergenic_region			ERBB2-PGAP3			A			C			0.91			0.21			0.70


			NC_010454.4			22623422			intergenic_region			ERBB2-PGAP3			A			C			0.94			0.21			0.73


			NC_010454.4			22623562			intergenic_region			ERBB2-PGAP3			A			C			0.94			0.24			0.70


			NC_010454.4			22623737			intergenic_region			ERBB2-PGAP3			T			C			0.91			0.24			0.67


			NC_010454.4			22624974			intergenic_region			ERBB2-PGAP3			A			T			0.68			0.18			0.50


			NC_010454.4			22625081			intergenic_region			ERBB2-PGAP3			T			G			0.60			0.09			0.51


			NC_010454.4			22625245			intergenic_region			ERBB2-PGAP3			T			C			0.68			0.09			0.59


			NC_010454.4			22625263			intergenic_region			ERBB2-PGAP3			C			T			0.94			0.13			0.81


			NC_010454.4			22625385			intergenic_region			ERBB2-PGAP3			T			C			0.72			0.10			0.62


			NC_010454.4			22625418			intergenic_region			ERBB2-PGAP3			C			G			0.55			0.00			0.55


			NC_010454.4			22625485			intergenic_region			ERBB2-PGAP3			G			A			0.75			0.00			0.75


			NC_010454.4			22625503			intergenic_region			ERBB2-PGAP3			C			T			0.56			0.00			0.56


			NC_010454.4			22625504			intergenic_region			ERBB2-PGAP3			A			G			0.92			0.00			0.92


			NC_010454.4			22625505			intergenic_region			ERBB2-PGAP3			A			G			0.91			0.00			0.91


			NC_010454.4			22625511			intergenic_region			ERBB2-PGAP3			C			A			0.54			0.00			0.54


			NC_010454.4			22625559			intergenic_region			ERBB2-PGAP3			T			C			0.94			0.06			0.88


			NC_010454.4			22625626			intergenic_region			ERBB2-PGAP3			G			A			0.93			0.24			0.69


			NC_010454.4			22625684			intergenic_region			ERBB2-PGAP3			A			G			0.93			0.17			0.76


			NC_010454.4			22626061			intergenic_region			ERBB2-PGAP3			T			C			0.94			0.26			0.68


			NC_010454.4			22626113			intergenic_region			ERBB2-PGAP3			C			T			0.69			0.17			0.52


			NC_010454.4			22626125			intergenic_region			ERBB2-PGAP3			T			C			0.72			0.11			0.61


			NC_010454.4			22626146			intergenic_region			ERBB2-PGAP3			T			C			0.95			0.11			0.84


			NC_010454.4			22626185			intergenic_region			ERBB2-PGAP3			T			G			0.91			0.06			0.85


			NC_010454.4			22626214			intergenic_region			ERBB2-PGAP3			T			A			0.92			0.16			0.76


			NC_010454.4			22626228			intergenic_region			ERBB2-PGAP3			A			C			0.91			0.16			0.75


			NC_010454.4			22626243			intergenic_region			ERBB2-PGAP3			C			T			0.91			0.16			0.75


			NC_010454.4			22626252			intergenic_region			ERBB2-PGAP3			A			T			0.91			0.17			0.74


			NC_010454.4			22626269			intergenic_region			ERBB2-PGAP3			C			T			0.91			0.17			0.74


			NC_010454.4			22627219			intergenic_region			ERBB2-PGAP3			C			G			0.85			0.24			0.61


			NC_010454.4			22627362			intergenic_region			ERBB2-PGAP3			C			A			0.85			0.24			0.61


			NC_010454.4			22627621			intergenic_region			ERBB2-PGAP3			T			C			0.88			0.24			0.64


			NC_010455.5			68586184			intron_variant			RAF1			T			C			0.97			0.45			0.52


			NC_010455.5			68619691			intron_variant			RAF1			T			A			0.95			0.44			0.51


			NC_010456.5			23419823			intergenic_region			PUS1-ULK1			A			G			0.67			0.03			0.64


			NC_010456.5			23419826			intergenic_region			PUS1-ULK1			T			G			0.67			0.03			0.64


			NC_010456.5			23419829			intergenic_region			PUS1-ULK1			C			A			0.69			0.03			0.66


			NC_010456.5			23419837			intergenic_region			PUS1-ULK1			G			A			0.69			0.03			0.66


			NC_010456.5			23419860			intergenic_region			PUS1-ULK1			A			C			0.69			0.03			0.66


			NC_010456.5			23419861			intergenic_region			PUS1-ULK1			G			A			0.69			0.03			0.66


			NC_010456.5			23419868			intergenic_region			PUS1-ULK1			A			G			0.69			0.03			0.66


			NC_010456.5			23421706			intergenic_region			PUS1-ULK1			G			A			0.65			0.07			0.58


			NC_010456.5			23421836			intergenic_region			PUS1-ULK1			T			C			1.00			0.29			0.71


			NC_010456.5			23422199			intergenic_region			PUS1-ULK1			A			G			0.80			0.29			0.51


			NC_010456.5			23423681			upstream_gene_variant			ULK1			A			T			0.74			0.06			0.68


			NC_010456.5			23423891			3_prime_UTR_variant			ULK1			T			C			0.71			0.06			0.65


			NC_010456.5			23424160			3_prime_UTR_variant			ULK1			A			G			0.78			0.19			0.59


			NC_010456.5			23424648			3_prime_UTR_variant			ULK1			C			G			0.89			0.29			0.60


			NC_010456.5			23424691			3_prime_UTR_variant			ULK1			T			A			0.66			0.00			0.66


			NC_010456.5			23428034			intron_variant			ULK1			C			T			0.55			0.03			0.52


			NC_010456.5			23428577			intron_variant			ULK1			G			A			0.88			0.26			0.62


			NC_010456.5			23428592			splice_region_variant&intron_variant			ULK1			A			G			0.88			0.30			0.58


			NC_010456.5			23429385			intron_variant			ULK1			G			A			0.89			0.39			0.50


			NC_010456.5			23429447			intron_variant			ULK1			C			T			0.77			0.08			0.69


			NC_010456.5			23429452			intron_variant			ULK1			A			G			0.92			0.39			0.53


			NC_010456.5			23430275			intron_variant			ULK1			A			G			0.90			0.33			0.57


			NC_010456.5			23430286			intron_variant			ULK1			C			G			0.88			0.33			0.55


			NC_010456.5			23430837			intron_variant			ULK1			T			C			0.00			0.50			0.50


			NC_010456.5			23431143			intron_variant			ULK1			A			G			0.94			0.31			0.63


			NC_010456.5			23431177			intron_variant			ULK1			C			A			0.65			0.03			0.62


			NC_010456.5			23431400			intron_variant			ULK1			A			C			0.94			0.37			0.57


			NC_010456.5			23431670			intron_variant			ULK1			T			C			1.00			0.47			0.53


			NC_010456.5			23431700			intron_variant			ULK1			C			T			0.64			0.05			0.59


			NC_010456.5			23431827			intron_variant			ULK1			A			G			0.93			0.36			0.57


			NC_010456.5			23431857			splice_region_variant&intron_variant			ULK1			C			T			0.92			0.39			0.53


			NC_010456.5			23432091			intron_variant			ULK1			T			C			0.89			0.32			0.57


			NC_010456.5			23432231			intron_variant			ULK1			A			G			0.93			0.39			0.54


			NC_010456.5			23432295			intron_variant			ULK1			C			A			0.69			0.03			0.66


			NC_010456.5			23432362			intron_variant			ULK1			T			C			0.90			0.34			0.56


			NC_010456.5			23432390			intron_variant			ULK1			C			T			0.75			0.05			0.70


			NC_010456.5			23432401			intron_variant			ULK1			A			G			0.77			0.03			0.74


			NC_010456.5			23432420			intron_variant			ULK1			C			A			0.74			0.03			0.71


			NC_010456.5			23432801			synonymous_variant			ULK1			T			C			0.89			0.33			0.56


			NC_010456.5			23433105			intron_variant			ULK1			T			C			0.51			0.00			0.51


			NC_010456.5			23433125			intron_variant			ULK1			C			T			0.52			0.00			0.52


			NC_010456.5			23433394			intron_variant			ULK1			C			T			0.61			0.00			0.61


			NC_010456.5			23433410			intron_variant			ULK1			C			T			0.51			0.00			0.51


			NC_010456.5			23433477			intron_variant			ULK1			C			T			0.54			0.00			0.54


			NC_010456.5			23433503			intron_variant			ULK1			A			G			0.95			0.36			0.59


			NC_010456.5			23433596			intron_variant			ULK1			A			G			0.51			0.00			0.51


			NC_010456.5			23433677			intron_variant			ULK1			A			C			0.90			0.37			0.53


			NC_010456.5			23433678			splice_region_variant&intron_variant			ULK1			T			C			0.90			0.37			0.53


			NC_010456.5			23434267			intron_variant			ULK1			A			G			0.89			0.38			0.51


			NC_010456.5			23434390			intron_variant			ULK1			G			A			0.73			0.08			0.65


			NC_010456.5			23434736			intron_variant			ULK1			G			A			0.69			0.05			0.64


			NC_010456.5			23434855			intron_variant			ULK1			C			T			0.57			0.00			0.57


			NC_010456.5			23434930			intron_variant			ULK1			A			G			0.82			0.29			0.53


			NC_010456.5			23436411			intron_variant			ULK1			T			C			0.81			0.31			0.50


			NC_010456.5			23436869			intron_variant			ULK1			C			G			0.76			0.24			0.52


			NC_010456.5			23437522			intron_variant			ULK1			A			G			0.81			0.22			0.59


			NC_010456.5			23437656			synonymous_variant			ULK1			T			C			0.85			0.28			0.57


			NC_010456.5			23437668			synonymous_variant			ULK1			T			C			0.81			0.28			0.53


			NC_010456.5			23437740			intron_variant			ULK1			C			G			0.84			0.26			0.58


			NC_010456.5			23438176			intron_variant			ULK1			A			C			0.64			0.00			0.64


			NC_010456.5			23438660			upstream_gene_variant			ULK1			T			C			0.70			0.00			0.70


			NC_010456.5			23439072			upstream_gene_variant			ULK1			G			A			0.67			0.00			0.67


			NC_010456.5			23439561			intron_variant			ULK1			G			A			0.63			0.00			0.63


			NC_010456.5			23439808			intron_variant			ULK1			G			A			0.60			0.00			0.60


			NC_010456.5			23439843			intron_variant			ULK1			A			G			0.81			0.28			0.53


			NC_010456.5			23439847			intron_variant			ULK1			T			C			0.81			0.26			0.55


			NC_010456.5			23440406			intron_variant			ULK1			G			A			0.82			0.29			0.53


			NC_010456.5			23440533			intron_variant			ULK1			T			C			0.86			0.28			0.58


			NC_010456.5			23440534			intron_variant			ULK1			G			A			0.88			0.28			0.60


			NC_010456.5			23440613			intron_variant			ULK1			C			T			0.89			0.33			0.56


			NC_010456.5			23440799			intron_variant			ULK1			A			C			0.90			0.37			0.53


			NC_010456.5			23442150			intron_variant			ULK1			T			G			0.90			0.33			0.57


			NC_010456.5			23444956			intron_variant			ULK1			C			T			0.67			0.11			0.56


			NC_010456.5			23445177			intron_variant			ULK1			G			C			0.94			0.39			0.55


			NC_010456.5			23445184			intron_variant			ULK1			A			C			0.91			0.39			0.52


			NC_010456.5			23445365			intron_variant			ULK1			G			A			0.97			0.47			0.50


			NC_010456.5			23445565			intron_variant			ULK1			T			C			0.98			0.47			0.51


			NC_010456.5			23445701			intron_variant			ULK1			T			C			0.95			0.27			0.68


			NC_010456.5			23445728			intron_variant			ULK1			A			G			0.97			0.44			0.53


			NC_010456.5			23445860			intron_variant			ULK1			G			A			0.96			0.44			0.52


			NC_010456.5			23445894			intron_variant			ULK1			C			T			0.71			0.05			0.66


			NC_010456.5			23448570			upstream_gene_variant			ULK1			T			C			0.51			0.00			0.51


			NC_010456.5			23449093			upstream_gene_variant			ULK1			T			A			0.52			0.00			0.52


			NC_010456.5			23449387			intergenic_region			ULK1-MMP17			G			A			0.88			0.33			0.55


			NC_010456.5			23449516			intergenic_region			ULK1-MMP17			G			A			0.89			0.39			0.50


			NC_010456.5			23449549			intergenic_region			ULK1-MMP17			T			C			0.89			0.39			0.50


			NC_010456.5			23449565			intergenic_region			ULK1-MMP17			T			G			0.90			0.39			0.51


			NC_010456.5			23449642			intergenic_region			ULK1-MMP17			G			T			0.87			0.37			0.50


			NC_010456.5			23450110			intergenic_region			ULK1-MMP17			G			T			0.97			0.27			0.70


			NC_010456.5			23450142			intergenic_region			ULK1-MMP17			A			G			0.97			0.29			0.68


			NC_010456.5			23450190			intergenic_region			ULK1-MMP17			C			A			0.99			0.47			0.52


			NC_010456.5			23450478			intergenic_region			ULK1-MMP17			A			G			1.00			0.44			0.56


			NC_010456.5			23450495			intergenic_region			ULK1-MMP17			A			G			0.99			0.47			0.52


			NC_010456.5			23451529			intergenic_region			ULK1-MMP17			A			G			1.00			0.43			0.57


			NC_010456.5			23451542			intergenic_region			ULK1-MMP17			G			A			0.65			0.13			0.52


			NC_010456.5			23452504			intergenic_region			ULK1-MMP17			G			C			0.71			0.16			0.55


			NC_010456.5			23452555			intergenic_region			ULK1-MMP17			T			A			0.64			0.08			0.56


			NC_010456.5			23452696			intergenic_region			ULK1-MMP17			T			C			0.68			0.11			0.57


			NC_010456.5			23453069			intergenic_region			ULK1-MMP17			G			A			0.55			0.03			0.52


			NC_010456.5			23453836			intergenic_region			ULK1-MMP17			A			G			0.57			0.00			0.57


			NC_010456.5			23453887			intergenic_region			ULK1-MMP17			G			C			0.54			0.03			0.51


			NC_010456.5			23454120			intergenic_region			ULK1-MMP17			G			C			0.53			0.03			0.50


			NC_010456.5			23454353			intergenic_region			ULK1-MMP17			G			A			0.70			0.16			0.54


			NC_010456.5			23459250			intergenic_region			ULK1-MMP17			G			A			0.84			0.26			0.58


			NC_010456.5			23465088			intergenic_region			ULK1-MMP17			A			G			0.93			0.37			0.56


			NC_010456.5			23467200			intergenic_region			ULK1-MMP17			A			G			0.90			0.31			0.59


			NC_010456.5			23471411			intergenic_region			ULK1-MMP17			G			C			0.56			0.06			0.50


			NC_010456.5			23479656			intergenic_region			ULK1-MMP17			T			C			0.68			0.00			0.68


			NC_010456.5			23479753			intergenic_region			ULK1-MMP17			A			G			0.55			0.00			0.55


			NC_010456.5			23479755			intergenic_region			ULK1-MMP17			G			A			0.55			0.00			0.55


			NC_010456.5			23479786			intergenic_region			ULK1-MMP17			A			G			0.54			0.00			0.54


			NC_010456.5			23479794			intergenic_region			ULK1-MMP17			T			C			0.52			0.00			0.52


			NC_010456.5			23479833			intergenic_region			ULK1-MMP17			C			T			0.61			0.00			0.61


			NC_010456.5			23479850			intergenic_region			ULK1-MMP17			G			A			0.65			0.00			0.65


			NC_010457.5			48422709			upstream_gene_variant			EIF4EBP1			T			C			0.64			0.00			0.64


			NC_010457.5			48422881			upstream_gene_variant			EIF4EBP1			T			C			0.85			0.00			0.85


			NC_010457.5			48423573			intron_variant			EIF4EBP1			C			T			0.87			0.00			0.87


			NC_010457.5			48424089			intron_variant			EIF4EBP1			T			C			0.85			0.00			0.85


			NC_010457.5			48424101			intron_variant			EIF4EBP1			A			G			0.85			0.00			0.85


			NC_010457.5			48425452			intron_variant			EIF4EBP1			G			A			0.90			0.00			0.90


			NC_010457.5			48425592			intron_variant			EIF4EBP1			T			C			0.83			0.00			0.83


			NC_010457.5			48426217			intron_variant			EIF4EBP1			G			A			0.56			0.00			0.56


			NC_010457.5			48426903			intron_variant			EIF4EBP1			G			T			0.94			0.00			0.94


			NC_010457.5			48427048			intron_variant			EIF4EBP1			T			C			0.87			0.00			0.87


			NC_010457.5			48427310			intron_variant			EIF4EBP1			T			C			0.94			0.00			0.94


			NC_010457.5			48427408			intron_variant			EIF4EBP1			C			G			0.66			0.00			0.66


			NC_010457.5			48428208			intron_variant			EIF4EBP1			G			C			0.87			0.00			0.87


			NC_010457.5			48428942			intron_variant			EIF4EBP1			T			A			0.68			0.00			0.68


			NC_010457.5			48429030			intron_variant			EIF4EBP1			G			A			0.80			0.00			0.80


			NC_010457.5			48429036			intron_variant			EIF4EBP1			A			T			0.70			0.00			0.70


			NC_010457.5			48430040			intron_variant			EIF4EBP1			T			C			0.73			0.00			0.73


			NC_010457.5			48430661			intron_variant			EIF4EBP1			C			T			0.73			0.00			0.73


			NC_010457.5			48432093			intron_variant			EIF4EBP1			C			T			0.02			1.00			0.98


			NC_010457.5			48432327			intron_variant			EIF4EBP1			C			T			0.66			0.00			0.66


			NC_010457.5			48435882			intron_variant			EIF4EBP1			C			T			0.54			0.00			0.54


			NC_010457.5			48437997			intron_variant			EIF4EBP1			T			C			0.52			0.00			0.52


			NC_010457.5			48441315			intron_variant			EIF4EBP1			G			A			0.05			1.00			0.95


			NC_010457.5			48441652			intron_variant			EIF4EBP1			G			A			0.90			0.00			0.90


			NC_010457.5			48445600			intergenic_region			EIF4EBP1-ADRB3			A			G			0.13			1.00			0.88


			NC_010457.5			48446406			intergenic_region			EIF4EBP1-ADRB3			G			A			0.66			0.00			0.66


			NC_010457.5			48447133			intergenic_region			EIF4EBP1-ADRB3			T			C			0.10			1.00			0.90


			NC_010457.5			48447289			intergenic_region			EIF4EBP1-ADRB3			A			G			0.84			0.00			0.84


			NC_010457.5			48447689			intergenic_region			EIF4EBP1-ADRB3			C			T			0.58			0.00			0.58


			NC_010457.5			48447819			intergenic_region			EIF4EBP1-ADRB3			A			G			0.96			0.00			0.96


			NC_010457.5			48448200			intergenic_region			EIF4EBP1-ADRB3			A			C			0.57			0.00			0.57


			NC_010457.5			48448242			intergenic_region			EIF4EBP1-ADRB3			T			C			0.86			0.00			0.86


			NC_010457.5			48448823			intergenic_region			EIF4EBP1-ADRB3			T			C			0.63			0.00			0.63


			NC_010457.5			48448957			intergenic_region			EIF4EBP1-ADRB3			C			T			0.77			0.00			0.77


			NC_010457.5			48449732			intergenic_region			EIF4EBP1-ADRB3			T			G			0.96			0.00			0.96


			NC_010457.5			48452824			intergenic_region			EIF4EBP1-ADRB3			C			T			0.79			0.00			0.79


			NC_010457.5			48453074			intergenic_region			EIF4EBP1-ADRB3			T			C			0.86			0.00			0.86


			NC_010457.5			48453432			intergenic_region			EIF4EBP1-ADRB3			T			C			0.85			0.00			0.85


			NC_010457.5			48453462			intergenic_region			EIF4EBP1-ADRB3			G			A			0.85			0.00			0.85


			NC_010457.5			48453530			intergenic_region			EIF4EBP1-ADRB3			C			G			0.86			0.00			0.86


			NC_010457.5			48453537			intergenic_region			EIF4EBP1-ADRB3			G			A			0.85			0.00			0.85


			NC_010457.5			48453566			intergenic_region			EIF4EBP1-ADRB3			G			A			0.78			0.03			0.75


			NC_010457.5			48453580			intergenic_region			EIF4EBP1-ADRB3			T			G			0.81			0.00			0.81


			NC_010457.5			48453592			intergenic_region			EIF4EBP1-ADRB3			C			T			0.80			0.00			0.80


			NC_010457.5			48453735			intergenic_region			EIF4EBP1-ADRB3			T			C			0.88			0.00			0.88


			NC_010457.5			48453810			intergenic_region			EIF4EBP1-ADRB3			T			A			0.84			0.00			0.84


			NC_010457.5			48454739			intergenic_region			EIF4EBP1-ADRB3			A			T			0.74			0.00			0.74


			NC_010457.5			48454803			intergenic_region			EIF4EBP1-ADRB3			T			C			0.84			0.00			0.84


			NC_010457.5			48455560			intergenic_region			EIF4EBP1-ADRB3			T			C			0.65			0.00			0.65


			NC_010457.5			48455715			intergenic_region			EIF4EBP1-ADRB3			G			A			0.63			0.00			0.63


			NC_010457.5			48456836			intergenic_region			EIF4EBP1-ADRB3			A			G			0.78			0.00			0.78


			NC_010457.5			48456875			intergenic_region			EIF4EBP1-ADRB3			A			G			0.61			0.00			0.61


			NC_010457.5			48457795			intergenic_region			EIF4EBP1-ADRB3			C			T			0.55			0.00			0.55


			NC_010457.5			48457796			intergenic_region			EIF4EBP1-ADRB3			A			C			0.55			0.00			0.55


			NC_010457.5			48458181			intergenic_region			EIF4EBP1-ADRB3			A			G			0.54			0.00			0.54


			NC_010457.5			48460824			intergenic_region			EIF4EBP1-ADRB3			T			C			0.58			0.00			0.58


			NC_010457.5			48461200			intergenic_region			EIF4EBP1-ADRB3			A			G			0.61			0.00			0.61


			NC_010457.5			48463715			intergenic_region			EIF4EBP1-ADRB3			A			T			0.86			0.03			0.83


			NC_010457.5			48463726			intergenic_region			EIF4EBP1-ADRB3			G			C			0.89			0.00			0.89


			NC_010457.5			48463727			intergenic_region			EIF4EBP1-ADRB3			T			C			0.87			0.00			0.87


			NC_010457.5			48466167			intergenic_region			EIF4EBP1-ADRB3			C			T			0.65			0.00			0.65


			NC_010457.5			48466852			intergenic_region			EIF4EBP1-ADRB3			C			T			0.53			0.00			0.53


			NC_010458.4			21462389			upstream_gene_variant			SKP2			G			A			0.38			0.97			0.59


			NC_010458.4			21472417			intron_variant			SKP2			C			T			0.08			0.61			0.53


			NC_010458.4			21475176			intron_variant			SKP2			G			A			0.22			0.82			0.59


			NC_010458.4			21475244			intron_variant			SKP2			C			T			0.23			0.82			0.58


			NC_010458.4			21475833			intron_variant			SKP2			C			T			0.05			0.61			0.56


			NC_010458.4			21475847			intron_variant			SKP2			C			T			0.05			0.61			0.56


			NC_010458.4			21476240			intron_variant			SKP2			G			A			0.03			0.58			0.55


			NC_010458.4			21476539			intron_variant			SKP2			G			C			0.08			0.61			0.53


			NC_010458.4			21476765			intron_variant			SKP2			A			G			0.13			0.63			0.50


			NC_010458.4			21477212			intron_variant			SKP2			T			C			0.20			0.76			0.57


			NC_010458.4			21477321			intron_variant			SKP2			G			A			0.03			0.61			0.59


			NC_010458.4			21477735			intron_variant			SKP2			C			A			0.06			0.61			0.55


			NC_010458.4			21478033			intron_variant			SKP2			A			G			0.16			0.74			0.58


			NC_010458.4			21478409			intron_variant			SKP2			T			C			0.08			0.59			0.50


			NC_010458.4			21478568			intron_variant			SKP2			G			A			0.15			0.68			0.53


			NC_010458.4			21478583			intron_variant			SKP2			C			A			0.14			0.65			0.50


			NC_010458.4			21479269			intron_variant			SKP2			C			T			0.01			0.56			0.54


			NC_010458.4			21479916			intron_variant			SKP2			G			A			0.06			0.59			0.53


			NC_010458.4			21480395			intron_variant			SKP2			A			T			0.07			0.61			0.54


			NC_010458.4			21480739			intron_variant			SKP2			C			A			0.08			0.63			0.55


			NC_010458.4			21481150			intron_variant			SKP2			A			C			0.09			0.63			0.54


			NC_010458.4			21482306			intron_variant			SKP2			G			A			0.27			0.82			0.55


			NC_010458.4			21482570			intron_variant			SKP2			A			G			0.09			0.68			0.59


			NC_010458.4			21484258			intron_variant			SKP2			A			G			0.15			0.68			0.53


			NC_010458.4			21487402			intron_variant			SKP2			C			T			0.19			0.74			0.54


			NC_010458.4			21487568			intron_variant			SKP2			T			C			0.31			0.82			0.51


			NC_010458.4			21487822			intron_variant			SKP2			G			A			0.19			0.79			0.60


			NC_010458.4			21488001			intron_variant			SKP2			G			A			0.31			0.95			0.65


			NC_010458.4			21488183			intron_variant			SKP2			G			A			0.25			0.76			0.51


			NC_010458.4			21488334			intron_variant			SKP2			T			C			0.20			0.78			0.58


			NC_010458.4			21488439			intron_variant			SKP2			A			G			0.20			0.78			0.57


			NC_010458.4			21488575			intron_variant			SKP2			G			T			0.14			0.71			0.57


			NC_010458.4			21488916			intron_variant			SKP2			T			C			0.20			0.71			0.50


			NC_010458.4			21489031			intron_variant			SKP2			T			G			0.21			0.72			0.50


			NC_010458.4			21489039			intron_variant			SKP2			T			C			0.18			0.69			0.50


			NC_010458.4			21489255			intron_variant			SKP2			A			G			0.18			0.71			0.53


			NC_010458.4			21489256			intron_variant			SKP2			C			T			0.18			0.71			0.53


			NC_010458.4			21489265			intron_variant			SKP2			C			T			0.18			0.71			0.53


			NC_010458.4			21497420			intron_variant			SKP2			A			T			0.06			0.58			0.53


			NC_010458.4			21497421			intron_variant			SKP2			A			T			0.06			0.58			0.53


			NC_010460.4			5780512			intron_variant			RHEB			G			C			0.90			0.21			0.69


			NC_010460.4			5780952			intron_variant			RHEB			G			C			0.92			0.14			0.78


			NC_010460.4			5781159			intron_variant			RHEB			C			G			0.92			0.26			0.66


			NC_010460.4			5781292			intron_variant			RHEB			C			A			0.90			0.26			0.64


			NC_010460.4			5781889			intron_variant			RHEB			T			C			0.92			0.24			0.68


			NC_010460.4			5781923			intron_variant			RHEB			G			A			0.92			0.26			0.66


			NC_010460.4			5782055			intron_variant			RHEB			G			C			0.93			0.25			0.68


			NC_010460.4			5782121			intron_variant			RHEB			T			C			0.94			0.24			0.70


			NC_010460.4			5782122			intron_variant			RHEB			G			A			0.94			0.24			0.70


			NC_010460.4			5782155			intron_variant			RHEB			T			G			0.93			0.24			0.69


			NC_010460.4			5782208			intron_variant			RHEB			A			G			0.92			0.08			0.84


			NC_010460.4			5782634			intron_variant			RHEB			C			T			0.89			0.17			0.72


			NC_010460.4			5782824			intron_variant			RHEB			C			T			0.92			0.26			0.66


			NC_010460.4			5782980			intron_variant			RHEB			A			G			0.89			0.18			0.71


			NC_010460.4			5784070			intron_variant			RHEB			T			C			0.91			0.25			0.66


			NC_010460.4			5784211			intron_variant			RHEB			A			G			0.90			0.24			0.66


			NC_010460.4			5784300			intron_variant			RHEB			T			C			0.86			0.24			0.62


			NC_010460.4			5785065			intron_variant			RHEB			A			G			0.90			0.21			0.69


			NC_010460.4			5785220			intron_variant			RHEB			T			C			0.92			0.26			0.66


			NC_010460.4			5786283			intron_variant			RHEB			G			A			0.92			0.26			0.66


			NC_010460.4			5786616			intron_variant			RHEB			A			G			0.89			0.26			0.63


			NC_010460.4			5786645			intron_variant			RHEB			G			A			0.59			0.05			0.54


			NC_010460.4			5788226			intron_variant			RHEB			C			A			0.91			0.24			0.67


			NC_010460.4			5788564			intron_variant			RHEB			T			C			0.91			0.22			0.69


			NC_010460.4			5788727			intron_variant			RHEB			G			A			0.83			0.32			0.51


			NC_010460.4			5790238			intron_variant			RHEB			A			G			0.91			0.13			0.78


			NC_010460.4			5791007			intron_variant			RHEB			C			T			0.74			0.08			0.66


			NC_010460.4			5791086			intron_variant			RHEB			A			G			0.66			0.16			0.50


			NC_010460.4			5791142			intron_variant			RHEB			T			C			0.93			0.18			0.75


			NC_010460.4			5791225			intron_variant			RHEB			A			G			0.88			0.06			0.82


			NC_010460.4			5791424			intron_variant			RHEB			A			G			0.76			0.18			0.58


			NC_010460.4			5791682			intron_variant			RHEB			A			G			0.86			0.00			0.86


			NC_010460.4			5792424			intron_variant			RHEB			C			G			0.77			0.18			0.59


			NC_010460.4			5792471			intron_variant			RHEB			T			C			0.90			0.18			0.72


			NC_010460.4			5792633			intron_variant			RHEB			T			A			0.78			0.05			0.73


			NC_010460.4			5792902			intron_variant			RHEB			C			A			0.88			0.25			0.63


			NC_010460.4			5793030			intron_variant			RHEB			C			T			0.89			0.26			0.63


			NC_010460.4			5793080			intron_variant			RHEB			A			G			0.90			0.24			0.66


			NC_010460.4			5793432			intron_variant			RHEB			G			T			0.91			0.24			0.67


			NC_010460.4			5793515			intron_variant			RHEB			T			C			0.79			0.24			0.55


			NC_010460.4			5793761			intron_variant			RHEB			A			C			0.82			0.26			0.56


			NC_010460.4			5793888			intron_variant			RHEB			A			G			0.84			0.24			0.60


			NC_010460.4			5793945			intron_variant			RHEB			C			T			0.82			0.26			0.56


			NC_010460.4			5794000			intron_variant			RHEB			G			A			0.88			0.26			0.62


			NC_010460.4			5794123			intron_variant			RHEB			T			C			0.92			0.26			0.66


			NC_010460.4			5794302			intron_variant			RHEB			G			T			0.78			0.26			0.52


			NC_010460.4			5794412			intron_variant			RHEB			T			C			0.78			0.18			0.60


			NC_010460.4			5794586			intron_variant			RHEB			G			A			0.71			0.16			0.55


			NC_010460.4			5794591			intron_variant			RHEB			G			A			0.69			0.16			0.53


			NC_010460.4			5794950			intron_variant			RHEB			C			T			0.69			0.17			0.52


			NC_010460.4			5795486			intron_variant			RHEB			A			T			0.93			0.21			0.72


			NC_010460.4			5795751			intron_variant			RHEB			T			C			0.94			0.25			0.69


			NC_010460.4			5795783			intron_variant			RHEB			G			A			0.55			0.00			0.55


			NC_010460.4			5795793			intron_variant			RHEB			A			G			0.92			0.18			0.74


			NC_010460.4			5795908			intron_variant			RHEB			G			A			0.88			0.28			0.60


			NC_010460.4			5795959			intron_variant			RHEB			A			G			0.74			0.24			0.50


			NC_010460.4			5796191			intron_variant			RHEB			C			T			0.93			0.22			0.71


			NC_010460.4			5796221			intron_variant			RHEB			G			A			0.90			0.19			0.71


			NC_010460.4			5796238			intron_variant			RHEB			G			T			0.75			0.22			0.53


			NC_010460.4			5796327			intron_variant			RHEB			A			G			0.71			0.19			0.52


			NC_010460.4			5796437			intron_variant			RHEB			C			T			0.72			0.13			0.59


			NC_010460.4			5796495			intron_variant			RHEB			C			T			0.76			0.19			0.57


			NC_010460.4			5796765			intron_variant			RHEB			G			A			0.90			0.21			0.69


			NC_010460.4			5796794			intron_variant			RHEB			A			G			0.92			0.18			0.74


			NC_010460.4			5796812			intron_variant			RHEB			G			A			0.76			0.14			0.62


			NC_010460.4			5796892			intron_variant			RHEB			G			C			0.54			0.03			0.51


			NC_010460.4			5796963			intron_variant			RHEB			G			A			0.80			0.22			0.58


			NC_010460.4			5797096			intron_variant			RHEB			G			A			0.89			0.21			0.68


			NC_010460.4			5797250			intron_variant			RHEB			T			C			0.81			0.17			0.64


			NC_010460.4			5797251			intron_variant			RHEB			G			A			0.77			0.17			0.60


			NC_010460.4			5797274			intron_variant			RHEB			C			G			0.79			0.17			0.62


			NC_010460.4			5797688			intron_variant			RHEB			A			G			0.74			0.22			0.52


			NC_010460.4			5797822			intron_variant			RHEB			C			T			0.76			0.24			0.52


			NC_010460.4			5797860			intron_variant			RHEB			A			C			0.79			0.26			0.53


			NC_010460.4			5797871			intron_variant			RHEB			C			T			0.79			0.26			0.53


			NC_010460.4			5797967			intron_variant			RHEB			C			A			0.74			0.21			0.53


			NC_010460.4			5798018			intron_variant			RHEB			A			T			0.88			0.25			0.63


			NC_010460.4			5798026			intron_variant			RHEB			A			G			0.77			0.25			0.52


			NC_010460.4			5798175			intron_variant			RHEB			C			G			0.76			0.15			0.61


			NC_010460.4			5798236			intron_variant			RHEB			T			C			0.77			0.08			0.69


			NC_010460.4			5798250			intron_variant			RHEB			G			A			0.51			0.00			0.51


			NC_010460.4			5798285			intron_variant			RHEB			G			A			0.53			0.00			0.53


			NC_010460.4			5798329			intron_variant			RHEB			G			A			0.80			0.06			0.74


			NC_010460.4			5798711			intron_variant			RHEB			G			A			0.79			0.17			0.62


			NC_010460.4			5798801			intron_variant			RHEB			G			A			0.79			0.08			0.71


			NC_010460.4			5798902			intron_variant			RHEB			C			G			0.75			0.06			0.69


			NC_010460.4			5798903			intron_variant			RHEB			A			G			0.75			0.06			0.69


			NC_010460.4			5798926			intron_variant			RHEB			T			A			0.93			0.19			0.74


			NC_010460.4			5798934			intron_variant			RHEB			G			A			0.82			0.19			0.63


			NC_010460.4			5799059			intron_variant			RHEB			A			G			0.77			0.24			0.53


			NC_010460.4			5799326			intron_variant			RHEB			T			C			0.78			0.05			0.73


			NC_010460.4			5799332			intron_variant			RHEB			G			T			0.90			0.26			0.64


			NC_010460.4			5799473			intron_variant			RHEB			C			G			0.90			0.25			0.65


			NC_010460.4			5799585			intron_variant			RHEB			C			G			0.60			0.00			0.60


			NC_010460.4			5799767			intron_variant			RHEB			C			G			0.77			0.24			0.53


			NC_010460.4			5800020			intron_variant			RHEB			T			C			0.80			0.21			0.59


			NC_010460.4			5800039			intron_variant			RHEB			C			G			0.84			0.21			0.63


			NC_010460.4			5800315			intron_variant			RHEB			G			A			0.92			0.26			0.66


			NC_010460.4			5800706			intron_variant			RHEB			G			A			0.90			0.24			0.66


			NC_010460.4			5800912			intron_variant			RHEB			A			G			0.66			0.00			0.66


			NC_010460.4			5800924			intron_variant			RHEB			T			C			0.90			0.24			0.66


			NC_010460.4			5801083			intron_variant			RHEB			A			G			0.87			0.19			0.68


			NC_010460.4			5801164			intron_variant			RHEB			T			C			0.81			0.05			0.76


			NC_010460.4			5801209			intron_variant			RHEB			G			A			0.90			0.18			0.72


			NC_010460.4			5801793			intron_variant			RHEB			A			G			0.92			0.29			0.63


			NC_010460.4			5801864			intron_variant			RHEB			G			A			0.90			0.21			0.69


			NC_010460.4			5802245			intron_variant			RHEB			C			T			0.92			0.24			0.68


			NC_010460.4			5802507			intron_variant			RHEB			C			T			0.90			0.24			0.66


			NC_010460.4			5802602			intron_variant			RHEB			A			G			0.92			0.24			0.68


			NC_010460.4			5802658			intron_variant			RHEB			A			G			0.89			0.25			0.64


			NC_010460.4			5803424			intron_variant			RHEB			G			A			0.90			0.26			0.64


			NC_010460.4			5803727			intron_variant			RHEB			T			C			0.92			0.26			0.66


			NC_010460.4			5803851			intron_variant			RHEB			G			C			0.90			0.21			0.69


			NC_010460.4			5804112			intron_variant			RHEB			A			G			0.91			0.18			0.73


			NC_010460.4			5804527			intron_variant			RHEB			G			A			0.93			0.14			0.79


			NC_010460.4			5804537			intron_variant			RHEB			A			C			0.93			0.24			0.69


			NC_010460.4			5805139			intron_variant			RHEB			A			G			0.91			0.24			0.67


			NC_010460.4			5805167			intron_variant			RHEB			T			C			0.91			0.21			0.70


			NC_010460.4			5805534			intron_variant			RHEB			T			C			0.90			0.00			0.90


			NC_010460.4			5805676			intron_variant			RHEB			A			G			0.89			0.26			0.63


			NC_010460.4			5805706			intron_variant			RHEB			C			A			0.91			0.26			0.65


			NC_010460.4			5806083			intron_variant			RHEB			A			G			0.91			0.24			0.67


			NC_010460.4			5806178			intron_variant			RHEB			C			G			0.91			0.12			0.79


			NC_010460.4			5806207			intron_variant			RHEB			T			C			0.91			0.18			0.73


			NC_010460.4			5806244			intron_variant			RHEB			G			T			0.92			0.21			0.71


			NC_010460.4			5806258			intron_variant			RHEB			A			G			0.93			0.24			0.69


			NC_010460.4			5806307			intron_variant			RHEB			C			T			0.89			0.22			0.67


			NC_010460.4			5806431			intron_variant			RHEB			T			G			0.90			0.14			0.76


			NC_010460.4			5806460			intron_variant			RHEB			C			T			0.90			0.15			0.75


			NC_010460.4			5806479			intron_variant			RHEB			A			G			0.89			0.17			0.72


			NC_010460.4			5807577			intron_variant			RHEB			T			C			0.87			0.18			0.69


			NC_010460.4			5807654			intron_variant			RHEB			T			C			0.93			0.26			0.67


			NC_010460.4			5808147			intron_variant			RHEB			A			G			0.91			0.29			0.62


			NC_010460.4			5809018			intron_variant			RHEB			C			T			0.91			0.24			0.67


			NC_010460.4			5810659			intron_variant			RHEB			A			G			0.92			0.21			0.71


			NC_010460.4			5813787			intron_variant			RHEB			T			G			0.56			0.00			0.56


			NC_010460.4			5813789			intron_variant			RHEB			C			T			0.56			0.00			0.56


			NC_010460.4			5815363			intron_variant			RHEB			C			T			0.88			0.21			0.67


			NC_010460.4			5815747			intron_variant			RHEB			A			G			0.92			0.26			0.66


			NC_010460.4			5816089			intron_variant			RHEB			A			G			0.92			0.24			0.68


			NC_010460.4			5816094			intron_variant			RHEB			C			T			0.81			0.24			0.57


			NC_010460.4			5818506			intron_variant			RHEB			A			G			0.08			0.74			0.66


			NC_010460.4			5820172			intron_variant			RHEB			T			C			0.93			0.39			0.54


			NC_010460.4			5822840			intergenic_region			RHEB-CRYGN			T			C			0.93			0.31			0.62


			NC_010460.4			5822995			intergenic_region			RHEB-CRYGN			T			C			0.51			0.00			0.51


			NC_010460.4			5823031			intergenic_region			RHEB-CRYGN			A			G			0.79			0.08			0.71


			NC_010460.4			5824244			intergenic_region			RHEB-CRYGN			A			G			0.78			0.17			0.61


			NC_010460.4			5824323			intergenic_region			RHEB-CRYGN			T			G			0.71			0.00			0.71


			NC_010460.4			5826611			intergenic_region			RHEB-CRYGN			C			T			0.88			0.19			0.69


			NC_010460.4			5826943			intergenic_region			RHEB-CRYGN			G			C			0.94			0.42			0.52


			NC_010460.4			5827025			intergenic_region			RHEB-CRYGN			T			C			0.15			0.75			0.60


			NC_010460.4			5827084			intergenic_region			RHEB-CRYGN			A			G			0.97			0.42			0.55


			NC_010460.4			5828219			intergenic_region			RHEB-CRYGN			G			T			0.92			0.36			0.56


			NC_010460.4			5828294			intergenic_region			RHEB-CRYGN			T			C			0.81			0.23			0.58


			NC_010460.4			5828354			intergenic_region			RHEB-CRYGN			C			G			0.83			0.27			0.56


			NC_010460.4			5828476			intergenic_region			RHEB-CRYGN			A			G			0.96			0.42			0.54


			NC_010460.4			5828561			intergenic_region			RHEB-CRYGN			C			T			0.94			0.44			0.50


			NC_010460.4			5829094			intergenic_region			RHEB-CRYGN			A			G			0.97			0.33			0.64


			NC_010460.4			5829101			intergenic_region			RHEB-CRYGN			A			G			0.97			0.36			0.61


			NC_010460.4			5829894			intergenic_region			RHEB-CRYGN			T			C			0.98			0.47			0.51


			NC_010460.4			5829916			intergenic_region			RHEB-CRYGN			A			G			0.98			0.41			0.57


			NC_010460.4			5830015			intergenic_region			RHEB-CRYGN			T			C			0.94			0.21			0.73


			NC_010460.4			5831142			intergenic_region			RHEB-CRYGN			T			C			0.77			0.17			0.60


			NC_010460.4			5831473			intergenic_region			RHEB-CRYGN			C			A			0.53			0.00			0.53


			NC_010460.4			5831481			intergenic_region			RHEB-CRYGN			C			T			0.56			0.00			0.56


			NC_010460.4			5832397			intergenic_region			RHEB-CRYGN			T			C			0.71			0.11			0.60


			NC_010460.4			5832421			intergenic_region			RHEB-CRYGN			T			C			0.75			0.11			0.64


			NC_010460.4			5833084			intergenic_region			RHEB-CRYGN			G			A			0.79			0.19			0.60


			NC_010460.4			5833222			intergenic_region			RHEB-CRYGN			G			C			0.96			0.32			0.64


			NC_010460.4			5834051			intergenic_region			RHEB-CRYGN			A			G			0.88			0.31			0.57


			NC_010460.4			5834066			intergenic_region			RHEB-CRYGN			A			G			0.87			0.29			0.58


			NC_010460.4			5834085			intergenic_region			RHEB-CRYGN			G			A			0.88			0.29			0.59


			NC_010460.4			5834205			intergenic_region			RHEB-CRYGN			T			C			0.92			0.38			0.54


			NC_010460.4			5834928			intergenic_region			RHEB-CRYGN			C			T			0.90			0.40			0.50


			NC_010460.4			5835710			intergenic_region			RHEB-CRYGN			T			C			0.93			0.25			0.68


			NC_010460.4			5836314			intergenic_region			RHEB-CRYGN			A			G			0.94			0.35			0.59


			NC_010460.4			5837352			intergenic_region			RHEB-CRYGN			A			G			0.76			0.25			0.51


			NC_010460.4			5837746			intergenic_region			RHEB-CRYGN			C			A			0.94			0.44			0.50


			NC_010460.4			5837811			intergenic_region			RHEB-CRYGN			T			G			0.78			0.05			0.73


			NC_010460.4			5837869			intergenic_region			RHEB-CRYGN			C			G			0.78			0.05			0.73


			NC_010460.4			5838088			intergenic_region			RHEB-CRYGN			A			T			0.62			0.03			0.59


			NC_010460.4			5838660			intergenic_region			RHEB-CRYGN			A			G			0.84			0.32			0.52


			NC_010460.4			5838677			intergenic_region			RHEB-CRYGN			T			C			0.81			0.23			0.58


			NC_010460.4			5838684			intergenic_region			RHEB-CRYGN			A			G			0.78			0.23			0.55
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			Table S6 Type of SNPs harbored by DEGs involved in the mTOR signaling pathway.


			SNP type			Count			Percent


			intergenic region			2424			61.90%


			intron variant			1366			34.90%


			 3' prime UTR variant			42			1.10%


			upstream gene variant			33			0.80%


			downstream gene variant			17			0.40%


			synonymous variant			17			0.40%


			 5' prime UTR variant			6			0.20%


			splice region variant&intron variant			6			0.20%


			 5' prime UTR premature start codon gain variant			2			<0.1%


			missense variant			2			<0.1%
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			Table S7  Enrichment GO terms of overlapping DEPs.


			Source			Terms			Term id			Adjusted P value			Gene Number			Genes


			GO:BP			small molecule metabolic process			GO:0044281			1.27E-13			100			COQ9,ETFA,AK1,ACSL1,HK1,PFKM,DLAT,PDHB,MACROD1,ALDH6A1,PARK7,COQ5,APOF,FBP2,ACAT1,GPI,GAMT,ACADS,BCAT1,ACADVL,ADHFE1,GNAI3,ALDH4A1,SPR,HAGH,CRABP2,CLPX,AK3,IDH2,DLD,ACO2,FH,BCAT2,ATP2B4,PTGES2,ENO3,HIBADH,MPI,HSD17B10,NDUFS1,GOT1,ALDH18A1,TPI1,DHCR7,TST,PTGR2,UGDH,NT5C1A,ECH1,L2HGDH,ACADM,PDHX,PDHA1,OGDH,GAPDH,PGAM2,PGK1,ETFDH,PKM,GPT2,APOA4,GMPR2,PGD,ADI1,ACAA2,PARS2,ACOT6,NUDT4,GLUD1,PTS,PMVK,EEF1D,PLOD3,GC,MRPS36,OTOG,AFP,RBP4,CAD,TKFC,GOT2,APOA2,G6PD,EHHADH,CS,NUDT3,DUT,ECHDC2,GAPDHS,ENO2,AKR1B1,PPA2,PGP,ADK,SORD,SOD1,SLC45A2,PGK2,GBA,ESD


			GO:BP			generation of precursor metabolites and energy			GO:0006091			1.90E-13			43			COQ9,ETFA,NDUFB3,CHCHD2,PHKB,PFKM,PPP1R3A,PARK7,IDH3G,ACAT1,NDUFS6,COX17,COX5B,SLC25A12,PYGM,LOC100524873,IDH2,ACO2,FH,NDUFS2,SUCLG1,NDUFS1,SUCLA2,ACADM,SDHB,OGDH,NDUFA8,GYG1,ETFDH,NDUFV3,PGD,NDUFV2,CIAPIN1,NDUFS3,PPP1CA,MRPS36,G6PD,NDUFA5,CS,GNAS,PYGB,GBA,IDH3A


			GO:BP			organic acid metabolic process			GO:0006082			4.67E-12			64			ETFA,ACSL1,HK1,PFKM,DLAT,PDHB,ALDH6A1,PARK7,ACAT1,GPI,GAMT,ACADS,BCAT1,ACADVL,ADHFE1,ALDH4A1,HAGH,CRABP2,IDH2,DLD,ACO2,FH,BCAT2,ATP2B4,PTGES2,ENO3,HIBADH,HSD17B10,GOT1,ALDH18A1,TPI1,TST,PTGR2,UGDH,ECH1,ACADM,PDHX,PDHA1,OGDH,GAPDH,PGAM2,PGK1,ETFDH,PKM,GPT2,APOA4,PGD,ADI1,PARS2,GLUD1,PLOD3,MRPS36,CAD,GOT2,EHHADH,CS,ECHDC2,GAPDHS,ENO2,PPA2,SORD,SLC45A2,PGK2,GBA


			GO:BP			oxoacid metabolic process			GO:0043436			4.67E-12			64			ETFA,ACSL1,HK1,PFKM,DLAT,PDHB,ALDH6A1,PARK7,ACAT1,GPI,GAMT,ACADS,BCAT1,ACADVL,ADHFE1,ALDH4A1,HAGH,CRABP2,IDH2,DLD,ACO2,FH,BCAT2,ATP2B4,PTGES2,ENO3,HIBADH,HSD17B10,GOT1,ALDH18A1,TPI1,TST,PTGR2,UGDH,ECH1,ACADM,PDHX,PDHA1,OGDH,GAPDH,PGAM2,PGK1,ETFDH,PKM,GPT2,APOA4,PGD,ADI1,PARS2,GLUD1,PLOD3,MRPS36,CAD,GOT2,EHHADH,CS,ECHDC2,GAPDHS,ENO2,PPA2,SORD,SLC45A2,PGK2,GBA


			GO:BP			carboxylic acid metabolic process			GO:0019752			4.67E-12			63			ETFA,ACSL1,HK1,PFKM,DLAT,PDHB,ALDH6A1,PARK7,ACAT1,GPI,GAMT,ACADS,BCAT1,ACADVL,ADHFE1,ALDH4A1,HAGH,CRABP2,IDH2,DLD,ACO2,FH,BCAT2,ATP2B4,PTGES2,ENO3,HIBADH,HSD17B10,GOT1,ALDH18A1,TPI1,TST,PTGR2,UGDH,ECH1,ACADM,PDHX,PDHA1,OGDH,GAPDH,PGAM2,PGK1,ETFDH,PKM,GPT2,APOA4,PGD,ADI1,PARS2,GLUD1,PLOD3,MRPS36,CAD,GOT2,EHHADH,CS,ECHDC2,GAPDHS,ENO2,SORD,SLC45A2,PGK2,GBA


			GO:BP			energy derivation by oxidation of organic compounds			GO:0015980			4.67E-12			37			COQ9,ETFA,CHCHD2,PHKB,PFKM,PPP1R3A,PARK7,IDH3G,NDUFS6,COX5B,SLC25A12,PYGM,LOC100524873,IDH2,ACO2,FH,NDUFS2,SUCLG1,NDUFS1,SUCLA2,ACADM,SDHB,OGDH,NDUFA8,GYG1,ETFDH,NDUFV3,NDUFV2,NDUFS3,PPP1CA,MRPS36,NDUFA5,CS,GNAS,PYGB,GBA,IDH3A


			GO:BP			carbohydrate metabolic process			GO:0005975			7.74E-10			45			PGM1,PHKB,HK1,PFKM,PPP1R3A,PDHB,GUSB,FBP2,ACAT1,GPI,PYGM,IDH2,ENO3,MPI,GOT1,TPI1,PGM2L1,UGDH,ACADM,NAGK,PDHA1,GYG1,GAPDH,PGAM2,PGK1,PKM,PGD,ACAA2,AP2A1,PPP1CA,OTOG,CLTC,RBP4,TKFC,G6PD,CS,GAPDHS,ENO2,AKR1B1,EDEM3,NAGA,PGP,SORD,PGK2,PYGB


			GO:BP			cellular respiration			GO:0045333			5.25E-09			28			COQ9,ETFA,CHCHD2,PARK7,IDH3G,NDUFS6,COX5B,SLC25A12,LOC100524873,IDH2,ACO2,FH,NDUFS2,SUCLG1,NDUFS1,SUCLA2,SDHB,OGDH,NDUFA8,ETFDH,NDUFV3,NDUFV2,NDUFS3,MRPS36,NDUFA5,CS,GBA,IDH3A


			GO:BP			amide metabolic process			GO:0043603			1.48E-08			72			EIF1,ACSL1,DLAT,PDHB,ACAT1,MRPL24,ROCK2,ADHFE1,ALDH4A1,VIM,DLD,PABPC1,GOT1,ALDH18A1,COPE,NT5C1A,PDHX,PDHA1,OGDH,EIF4EBP1,GAPDH,PKM,RPS18,RPL27,EIF4E,RPL38,IGF2BP1,PARS2,ACOT6,IGF2BP2,RPL34,GTF2B,SEC11A,RPS8,RPL21,EEF1D,RPL3,RPL9,RPL17,RBM14,RPL8,RPL29,RPS3,RPS2,LARP4B,RPL37,PARN,GOT2,RPS3A,GUF1,RPL35A,RPS16,RPL14,RPS13,RPL6,RPL18,RPL13,CTSH,TRMT10C,RPL24,RPL36A,FAU,RPL10A,ZFP36L2,RPL5,DAZAP1,RPL35,POLDIP3,SPCS3,GBA,ILF3,BECN1


			GO:BP			tricarboxylic acid cycle			GO:0006099			1.48E-08			11			IDH3G,IDH2,ACO2,FH,SUCLG1,SUCLA2,SDHB,OGDH,MRPS36,CS,IDH3A


			GO:BP			small molecule catabolic process			GO:0044282			2.09E-08			32			ETFA,HK1,PFKM,ALDH6A1,PARK7,ACAT1,ACADS,ACADVL,ADHFE1,ALDH4A1,HAGH,DLD,BCAT2,ATP2B4,ENO3,HIBADH,HSD17B10,GOT1,TPI1,ECH1,ACADM,PGK1,ETFDH,PKM,GPT2,TKFC,GOT2,EHHADH,NUDT3,ECHDC2,SORD,ESD


			GO:BP			pyruvate metabolic process			GO:0006090			8.58E-08			18			HK1,PFKM,DLAT,PDHB,ACAT1,GPI,DLD,ENO3,TPI1,PDHX,PDHA1,GAPDH,PGAM2,PGK1,PKM,GAPDHS,ENO2,PGK2


			GO:BP			supramolecular fiber organization			GO:0097435			8.95E-08			50			CAPG,MYOM2,CASQ1,FSCN1,ACTA1,SYNPO2,CORO1B,TMSB15A,ROCK2,PXDN,COL1A2,CAPN3,VIM,NEB,ZYX,MAP1B,TCAP,COL3A1,SRC,TPM2,WIPF1,IQGAP2,MYOZ1,COL5A2,CFL1,TWF1,TPM1,HCLS1,FUS,TF,FAM3D,KRT5,FERMT2,SERPINH1,CSTB,CALD1,CRYAB,PLOD3,DBN1,CAPZB,RPS3,TPM3,NDE1,ENAH,CYFIP1,SPTBN1,VBP1,SH3KBP1,MARCKS,FAM49B


			GO:BP			aerobic respiration			GO:0009060			1.54E-07			23			COQ9,CHCHD2,PARK7,IDH3G,NDUFS6,COX5B,LOC100524873,IDH2,ACO2,FH,NDUFS2,SUCLG1,NDUFS1,SUCLA2,SDHB,OGDH,NDUFA8,NDUFV3,NDUFV2,NDUFS3,MRPS36,CS,IDH3A


			GO:BP			amide biosynthetic process			GO:0043604			1.57E-07			59			EIF1,ACSL1,DLAT,PDHB,ACAT1,MRPL24,VIM,DLD,PABPC1,COPE,PDHX,PDHA1,EIF4EBP1,GAPDH,PKM,RPS18,RPL27,EIF4E,RPL38,IGF2BP1,PARS2,IGF2BP2,RPL34,GTF2B,RPS8,RPL21,EEF1D,RPL3,RPL9,RPL17,RBM14,RPL8,RPL29,RPS3,RPS2,LARP4B,RPL37,PARN,RPS3A,GUF1,RPL35A,RPS16,RPL14,RPS13,RPL6,RPL18,RPL13,TRMT10C,RPL24,RPL36A,FAU,RPL10A,ZFP36L2,RPL5,DAZAP1,RPL35,POLDIP3,GBA,ILF3


			GO:BP			electron transport chain			GO:0022900			1.57E-07			20			COQ9,ETFA,NDUFB3,CHCHD2,PARK7,NDUFS6,COX5B,SLC25A12,LOC100524873,NDUFS2,NDUFS1,SDHB,NDUFA8,ETFDH,NDUFV3,NDUFV2,CIAPIN1,NDUFS3,NDUFA5,GBA


			GO:BP			organonitrogen compound biosynthetic process			GO:1901566			1.57E-07			88			EIF1,AK1,ACSL1,CKMT2,DLAT,PDHB,PARK7,ACAT1,MRPL24,GAMT,BCAT1,VIM,SPR,AK3,DLD,BCAT2,ATP2B4,PSAP,PABPC1,GOT1,ALDH18A1,COPE,UGDH,ACADM,PDHX,PDHA1,EIF4EBP1,ABCB6,GAPDH,PKM,RPS18,RPL27,EIF4E,RPL38,IGF2BP1,ADI1,ACAA2,PARS2,IGF2BP2,RPL34,GTF2B,RPS8,RPL21,PTS,EEF1D,DBI,RPL3,RPL9,AP2A1,PLOD3,RPL17,RBM14,RPL8,RPL29,RPS3,RPS2,CLTC,CAD,LARP4B,RPL37,PARN,GOT2,APOA2,RPS3A,GUF1,RPL35A,RPS16,RPL14,RPS13,RPL6,RPL18,DUT,RPL13,TRMT10C,RPL24,RPL36A,ADK,FAU,RPL10A,ZFP36L2,RPL5,DAZAP1,RPL35,POLDIP3,CKM,GBA,ILF3,MLEC


			GO:BP			respiratory electron transport chain			GO:0022904			2.64E-07			18			COQ9,ETFA,CHCHD2,PARK7,NDUFS6,COX5B,SLC25A12,LOC100524873,NDUFS2,NDUFS1,SDHB,NDUFA8,ETFDH,NDUFV3,NDUFV2,NDUFS3,NDUFA5,GBA


			GO:BP			actin cytoskeleton organization			GO:0030036			3.19E-07			46			CAPG,MYOM2,CASQ1,FSCN1,ACTA1,PDLIM5,SYNPO2,CORO1B,PTK7,TMSB15A,ROCK2,CAPN3,JAM3,NEB,CNN3,ZYX,TCAP,SRC,TPM2,WIPF1,IQGAP2,MYOZ1,TRIP10,CFL1,TWF1,TPM1,FLNB,ABLIM3,HCLS1,TF,FAM3D,SDCBP,IQSEC1,SMTN,FERMT2,CALD1,DBN1,CAPZB,TPM3,ENAH,CYFIP1,SPTBN1,PDLIM4,SH3KBP1,MARCKS,FAM49B


			GO:BP			monocarboxylic acid metabolic process			GO:0032787			4.19E-07			39			ETFA,ACSL1,HK1,PFKM,DLAT,PDHB,PARK7,ACAT1,GPI,GAMT,ACADS,ACADVL,HAGH,CRABP2,IDH2,DLD,PTGES2,ENO3,HSD17B10,TPI1,PTGR2,ECH1,ACADM,PDHX,PDHA1,GAPDH,PGAM2,PGK1,ETFDH,PKM,APOA4,PGD,EHHADH,ECHDC2,GAPDHS,ENO2,SORD,SLC45A2,PGK2


			GO:BP			organic substance catabolic process			GO:1901575			6.44E-07			91			ETFA,BLVRB,AIFM1,HK1,PFKM,ENDOG,ALDH6A1,PARK7,UCHL3,GUSB,ACAT1,GPI,ACADS,PXDN,ACADVL,ADHFE1,SGSH,CAPN3,ALDH4A1,VIM,PYGM,HAGH,CLPX,DLD,HERC6,BCAT2,ATP2B4,ENO3,HIBADH,SND1,PRDX3,PABPC1,HSD17B10,GOT1,TPI1,PRDX6,NT5C1A,ECH1,ACADM,GAPDH,PGAM2,PGK1,ETFDH,PAFAH1B2,HMMR,PKM,GPT2,FUS,APOA4,SDCBP,LSM5,IGF2BP1,CTSB,IGF2BP2,NUDT4,KHSRP,NSUN2,TKFC,ATE1,PARN,CHMP2B,GOT2,APOA2,EHHADH,LYPLA1,CHMP5,NUDT3,DUT,ECHDC2,PSMA8,CTSH,GAPDHS,PSMD8,ENO2,VPS35,SNX12,EDEM3,NAGA,SORD,FAU,ZFP36L2,PGK2,CELF1,YWHAH,PSMD2,PYGB,UCHL1,GBA,ESD,IAH1,BECN1


			GO:BP			actin filament-based process			GO:0030029			7.76E-07			48			CAPG,MYOM2,CASQ1,FSCN1,ACTA1,PDLIM5,SYNPO2,CORO1B,PTK7,TMSB15A,ROCK2,CAPN3,JAM3,NEB,CNN3,ZYX,TCAP,SRC,TPM2,WIPF1,IQGAP2,MYOZ1,TRIP10,CFL1,TWF1,TPM1,FLNB,ABLIM3,HCLS1,TF,FAM3D,SDCBP,IQSEC1,SMTN,FERMT2,CALD1,DBN1,CAPZB,TPM3,SNTA1,ENAH,CYFIP1,SPTBN1,PDLIM4,TNNC1,SH3KBP1,MARCKS,FAM49B


			GO:BP			small molecule biosynthetic process			GO:0044283			7.97E-07			38			COQ9,PARK7,COQ5,FBP2,ACAT1,GPI,GAMT,BCAT1,ACADVL,SPR,BCAT2,ATP2B4,PTGES2,HSD17B10,GOT1,ALDH18A1,TPI1,DHCR7,UGDH,ACADM,PGK1,APOA4,PGD,ADI1,ACAA2,PTS,PMVK,PLOD3,RBP4,CAD,GOT2,G6PD,AKR1B1,PGP,ADK,SORD,SOD1,GBA


			GO:BP			carbohydrate catabolic process			GO:0016052			0.0000020647			18			HK1,PFKM,ACAT1,GPI,PYGM,ENO3,TPI1,GAPDH,PGAM2,PGK1,PKM,TKFC,GAPDHS,ENO2,NAGA,SORD,PGK2,PYGB


			GO:BP			peptide metabolic process			GO:0006518			0.0000027634			55			EIF1,MRPL24,ROCK2,VIM,PABPC1,EIF4EBP1,GAPDH,PKM,RPS18,RPL27,EIF4E,RPL38,IGF2BP1,PARS2,IGF2BP2,RPL34,GTF2B,SEC11A,RPS8,RPL21,EEF1D,RPL3,RPL9,RPL17,RBM14,RPL8,RPL29,RPS3,RPS2,LARP4B,RPL37,PARN,RPS3A,GUF1,RPL35A,RPS16,RPL14,RPS13,RPL6,RPL18,RPL13,CTSH,TRMT10C,RPL24,RPL36A,FAU,RPL10A,ZFP36L2,RPL5,DAZAP1,RPL35,POLDIP3,SPCS3,ILF3,BECN1


			GO:BP			translation			GO:0006412			0.0000028315			50			EIF1,MRPL24,VIM,PABPC1,EIF4EBP1,GAPDH,PKM,RPS18,RPL27,EIF4E,RPL38,IGF2BP1,PARS2,IGF2BP2,RPL34,GTF2B,RPS8,RPL21,EEF1D,RPL3,RPL9,RPL17,RBM14,RPL8,RPL29,RPS3,RPS2,LARP4B,RPL37,PARN,RPS3A,GUF1,RPL35A,RPS16,RPL14,RPS13,RPL6,RPL18,RPL13,TRMT10C,RPL24,RPL36A,FAU,RPL10A,ZFP36L2,RPL5,DAZAP1,RPL35,POLDIP3,ILF3


			GO:BP			catabolic process			GO:0009056			0.000003083			100			MMP2,ETFA,BLVRB,SLC25A4,AIFM1,HK1,PFKM,ENDOG,ALDH6A1,PARK7,UCHL3,GUSB,ACAT1,GPI,ACADS,PXDN,ACADVL,ADHFE1,SGSH,HSPB8,CAPN3,GNAI3,ALDH4A1,VIM,MRC2,PYGM,HAGH,BAG3,CLPX,DLD,HERC6,BCAT2,ATP2B4,ENO3,HIBADH,SND1,PRDX3,PABPC1,HSD17B10,GOT1,TPI1,PRDX6,NT5C1A,ECH1,ACADM,MTDH,GAPDH,PGAM2,PGK1,VDAC1,ETFDH,PAFAH1B2,HMMR,PKM,GPT2,FUS,APOA4,SDCBP,LSM5,IGF2BP1,CTSB,IGF2BP2,NUDT4,KHSRP,NSUN2,TKFC,ATE1,PARN,CHMP2B,GOT2,APOA2,EHHADH,LYPLA1,CHMP5,NUDT3,DUT,ECHDC2,PSMA8,CTSH,GAPDHS,PSMD8,ENO2,VPS35,SNX12,EDEM3,NAGA,SORD,FAU,ZFP36L2,PGK2,CELF1,YWHAH,PSMD2,PYGB,UCHL1,CISD2,GBA,ESD,IAH1,BECN1


			GO:BP			monosaccharide metabolic process			GO:0005996			0.0000038671			23			HK1,PFKM,PDHB,FBP2,GPI,ENO3,MPI,TPI1,ACADM,PDHA1,GAPDH,PGK1,PKM,PGD,ACAA2,OTOG,RBP4,TKFC,G6PD,GAPDHS,AKR1B1,PGP,SORD


			GO:BP			organelle organization			GO:0006996			0.0000054174			130			NDUFB3,LMNB1,SLC25A4,CDCA2,CHCHD2,AIFM1,CAPG,MYOM2,ENDOG,PARK7,CASQ1,SYNE3,FSCN1,NUDCD3,ACTA1,PDLIM5,SYNPO2,MAPT,CORO1B,PTK7,TMSB15A,LMNB2,ROCK2,ATL2,NDUFB7,APOO,MCM4,RAP1GDS1,CAPN3,JAM3,COX17,VIM,NEB,BLOC1S4,CNN3,ZYX,MAP1B,OFD1,DCX,STMN1,TMEM43,TCAP,TIMM50,NDUFS2,PRDX3,HSD17B10,NDUFS1,SRC,TPM2,WIPF1,IQGAP2,NDUFB1,RAB8B,ATP2A1,STXBP6,MYOZ1,VDAC2,TRIP10,SEC24D,RIF1,NES,CFL1,ABCB6,TWF1,TPM1,FLNB,VDAC1,ABLIM3,HCLS1,CEP350,TF,FAM3D,RPL38,MAP7D1,LOC100510904,SDCBP,IQSEC1,KRT5,ACAA2,RABIF,SMTN,NUP153,TFG,FERMT2,MTHFD2L,CALD1,NDUFS3,ATXN2L,DBN1,SURF4,RALBP1,CAPZB,NDUFA6,RPS3,CLTC,RMI1,PARN,C2CD3,TPM3,CHMP2B,NDE1,TUBB2B,SYNM,NDUFA5,CHMP5,ENAH,PSMA8,LMNA,VPS35,TOMM20,CYFIP1,AP2M1,CCDC8,SNAP23,COG1,SPTBN1,SOD1,CCDC136,TUBA8,DAZAP1,DNAJC11,PDLIM4,ZNF207,SH3KBP1,CISD2,GBA,PEX6,MARCKS,BECN1,FAM49B


			GO:BP			peptide biosynthetic process			GO:0043043			0.0000055198			50			EIF1,MRPL24,VIM,PABPC1,EIF4EBP1,GAPDH,PKM,RPS18,RPL27,EIF4E,RPL38,IGF2BP1,PARS2,IGF2BP2,RPL34,GTF2B,RPS8,RPL21,EEF1D,RPL3,RPL9,RPL17,RBM14,RPL8,RPL29,RPS3,RPS2,LARP4B,RPL37,PARN,RPS3A,GUF1,RPL35A,RPS16,RPL14,RPS13,RPL6,RPL18,RPL13,TRMT10C,RPL24,RPL36A,FAU,RPL10A,ZFP36L2,RPL5,DAZAP1,RPL35,POLDIP3,ILF3


			GO:BP			cytoskeleton organization			GO:0007010			0.0000070226			70			LMNB1,CAPG,MYOM2,CASQ1,SYNE3,FSCN1,ACTA1,PDLIM5,SYNPO2,MAPT,CORO1B,PTK7,TMSB15A,LMNB2,ROCK2,CAPN3,JAM3,VIM,NEB,CNN3,ZYX,MAP1B,DCX,STMN1,TCAP,SRC,TPM2,WIPF1,IQGAP2,MYOZ1,TRIP10,NES,CFL1,TWF1,TPM1,FLNB,ABLIM3,HCLS1,CEP350,TF,FAM3D,MAP7D1,SDCBP,IQSEC1,KRT5,SMTN,FERMT2,CALD1,DBN1,CAPZB,RPS3,CLTC,C2CD3,TPM3,CHMP2B,NDE1,TUBB2B,SYNM,CHMP5,ENAH,LMNA,CYFIP1,CCDC8,SPTBN1,SOD1,PDLIM4,ZNF207,SH3KBP1,MARCKS,FAM49B


			GO:BP			hexose metabolic process			GO:0019318			0.0000084147			21			HK1,PFKM,PDHB,FBP2,GPI,ENO3,MPI,TPI1,ACADM,PDHA1,GAPDH,PGK1,PKM,ACAA2,RBP4,TKFC,G6PD,GAPDHS,AKR1B1,PGP,SORD


			GO:BP			muscle system process			GO:0003012			0.0000094058			26			MYOM2,CASQ1,ROCK2,RAP1GDS1,TCAP,ATP2B4,LMCD1,TNNC2,TPM2,MYL4,ATP2A1,MYOZ1,PGAM2,TWF1,TPM1,HOMER1,STAC3,CALD1,MYOM1,MYL3,TPM3,SNTA1,LMNA,SOD1,TNNC1,BECN1


			GO:BP			organonitrogen compound metabolic process			GO:1901564			0.0000094058			219			MMP2,EIF1,FKBP4,ETFA,BLVRB,AK1,ACSL1,CDCA2,CKMT2,AIFM1,DLAT,PDHB,MACROD1,PHF1,ALDH6A1,PARK7,ITIH3,UCHL3,GUSB,LACTB,ACAT1,MRPL24,PTK7,GAMT,GLRX5,BCAT1,ROCK2,DUSP3,ADHFE1,SGSH,RAP1GDS1,CAPN3,GNAI3,ALDH4A1,VIM,SPR,TNFRSF11A,P4HA3,PDGFA,CLPX,ITIH4,AK3,PCMT1,DLD,HERC6,BCAT2,ATP2B4,TIMM50,HIBADH,FLOT2,COL3A1,PRDX3,PSAP,PABPC1,HSD17B10,NDUFS1,GOT1,ALDH18A1,FN1,COPE,TST,SRC,UGDH,NT5C1A,MSRB3,LXN,ACADM,PDHX,SCRN2,RIF1,PDHA1,PCOLCE,OGDH,EIF4EBP1,ABCB6,GAPDH,PGK1,TWF1,HMMR,PKM,GPT2,HCLS1,RPS18,FUS,RPL27,CHTOP,EIF4E,PLG,APOA4,RPL38,GMPR2,MTCH1,SDCBP,PGD,IGF2BP1,ADI1,CTSB,ACAA2,PARS2,ACOT6,RABIF,IGF2BP2,RPL34,GTF2B,SEC11A,NUDT4,RPS8,CDK6,FERMT2,GLUD1,SERPINH1,RPL21,ENY2,ITIH2,HDAC2,PTS,F12,TNS2,MTHFD2L,A2M,EEF1D,DBI,RPL3,RPL9,CSTB,CRYAB,FGB,AP2A1,UBA3,PLOD3,FBL,MBIP,HPX,TAB1,RPL17,PPP1CA,RBM14,PKIA,RPL8,RALBP1,RPL29,RPS3,RPS2,RBBP4,CLTC,CAD,CDK5,ATE1,LARP4B,RPL37,PARN,C2CD3,CHMP2B,GOT2,FETUB,APOA2,SNTA1,RPS3A,G6PD,GUF1,RPL35A,RPS16,RPL14,LYPLA1,CHMP5,SERPINA1,RPS13,RPL6,NUDT3,P4HA2,GLYR1,RPL18,DUT,RPL13,PSMA8,CTSH,TRMT10C,LMNA,PSMD8,RPL24,VPS35,ADAMTS3,SNX12,CTTNBP2NL,EDEM3,RPL36A,NLRP3,DVL2,SCPEP1,ADK,TRRAP,LOC100524613,SPTBN1,FAU,SOD1,RPL10A,GATAD2A,ZFP36L2,VBP1,RPL5,SAE1,DAZAP1,RPL35,CELF1,POLDIP3,SPCS3,PSMD2,NXN,AHSG,CKM,RNF25,UCHL1,MPND,GBA,ILF3,ITIH1,MLEC,BECN1,LOC100153899


			GO:BP			glucose catabolic process to pyruvate			GO:0061718			0.0000132055			6			HK1,PFKM,ENO3,TPI1,PGK1,PKM


			GO:BP			NADH regeneration			GO:0006735			0.0000132055			6			HK1,PFKM,ENO3,TPI1,PGK1,PKM


			GO:BP			canonical glycolysis			GO:0061621			0.0000132055			6			HK1,PFKM,ENO3,TPI1,PGK1,PKM


			GO:BP			carbohydrate derivative metabolic process			GO:1901135			0.0000142057			53			AK1,ACSL1,HK1,PFKM,DLAT,PDHB,MACROD1,PARK7,ITIH3,PGAP1,GUSB,FBP2,ACAT1,GPI,SGSH,GNAI3,GPD2,CLPX,ITIH4,AK3,DLD,MPI,PSAP,NDUFS1,TPI1,UGDH,NT5C1A,PDHX,PDHA1,OGDH,HMMR,GMPR2,PGD,ACAA2,ACOT6,NUDT4,ITIH2,AP2A1,PLOD3,CLTC,CAD,TKFC,G6PD,NUDT3,DUT,AKR1B1,EDEM3,NAGA,ADK,SORD,GBA,ITIH1,MLEC


			GO:BP			cellular catabolic process			GO:0044248			0.0000211925			63			ETFA,BLVRB,SLC25A4,AIFM1,ENDOG,ALDH6A1,PARK7,GUSB,ACAT1,ACADS,PXDN,ACADVL,ADHFE1,SGSH,HSPB8,GNAI3,ALDH4A1,VIM,HAGH,BAG3,DLD,BCAT2,ATP2B4,HIBADH,SND1,PRDX3,PABPC1,HSD17B10,GOT1,PRDX6,NT5C1A,ECH1,ACADM,MTDH,VDAC1,ETFDH,PAFAH1B2,GPT2,FUS,APOA4,LSM5,IGF2BP1,IGF2BP2,NUDT4,KHSRP,NSUN2,PARN,CHMP2B,GOT2,APOA2,EHHADH,CHMP5,NUDT3,DUT,ECHDC2,CTSH,NAGA,SORD,ZFP36L2,CISD2,GBA,ESD,BECN1


			GO:BP			glycolytic process			GO:0006096			0.0000223028			13			HK1,PFKM,ACAT1,GPI,ENO3,TPI1,GAPDH,PGAM2,PGK1,PKM,GAPDHS,ENO2,PGK2


			GO:BP			branched-chain amino acid metabolic process			GO:0009081			0.0000243935			8			ALDH6A1,ACAT1,BCAT1,DLD,BCAT2,HIBADH,HSD17B10,GBA


			GO:BP			2-oxoglutarate metabolic process			GO:0006103			0.0000243935			6			ADHFE1,GOT1,OGDH,GPT2,MRPS36,GOT2


			GO:BP			glycolytic process through glucose-6-phosphate			GO:0061620			0.0000243935			6			HK1,PFKM,ENO3,TPI1,PGK1,PKM


			GO:BP			actin filament organization			GO:0007015			0.0000447934			30			CAPG,FSCN1,ACTA1,SYNPO2,CORO1B,TMSB15A,ROCK2,NEB,ZYX,TCAP,SRC,TPM2,WIPF1,IQGAP2,CFL1,TWF1,HCLS1,TF,FAM3D,FERMT2,CALD1,DBN1,CAPZB,TPM3,ENAH,CYFIP1,SPTBN1,SH3KBP1,MARCKS,FAM49B


			GO:BP			organic acid catabolic process			GO:0016054			0.000045148			21			ETFA,ALDH6A1,ACAT1,ACADS,ACADVL,ADHFE1,ALDH4A1,DLD,BCAT2,ATP2B4,HIBADH,HSD17B10,GOT1,ECH1,ACADM,ETFDH,GPT2,GOT2,EHHADH,ECHDC2,SORD


			GO:BP			carboxylic acid catabolic process			GO:0046395			0.000045148			21			ETFA,ALDH6A1,ACAT1,ACADS,ACADVL,ADHFE1,ALDH4A1,DLD,BCAT2,ATP2B4,HIBADH,HSD17B10,GOT1,ECH1,ACADM,ETFDH,GPT2,GOT2,EHHADH,ECHDC2,SORD


			GO:BP			alpha-amino acid metabolic process			GO:1901605			0.0000490543			20			ALDH6A1,PARK7,ACAT1,BCAT1,ADHFE1,ALDH4A1,BCAT2,ATP2B4,HIBADH,HSD17B10,GOT1,ALDH18A1,TST,GPT2,ADI1,GLUD1,PLOD3,CAD,GOT2,GBA


			GO:BP			mitochondrion organization			GO:0007005			0.0000578665			32			NDUFB3,SLC25A4,CHCHD2,AIFM1,ENDOG,PARK7,NDUFB7,APOO,RAP1GDS1,COX17,TIMM50,NDUFS2,PRDX3,HSD17B10,NDUFS1,NDUFB1,ATP2A1,VDAC2,VDAC1,ACAA2,NDUFS3,RALBP1,NDUFA6,NDUFA5,LMNA,VPS35,TOMM20,DNAJC11,CISD2,GBA,MARCKS,BECN1


			GO:BP			mitochondrial electron transport, NADH to ubiquinone			GO:0006120			0.0000578665			8			COQ9,PARK7,NDUFS6,NDUFS2,NDUFS1,NDUFA8,NDUFV2,NDUFS3


			GO:BP			glycolytic process through fructose-6-phosphate			GO:0061615			0.0000741977			6			HK1,PFKM,ENO3,TPI1,PGK1,PKM


			GO:BP			glucose metabolic process			GO:0006006			0.0000758693			17			HK1,PFKM,PDHB,FBP2,GPI,ENO3,TPI1,ACADM,PDHA1,GAPDH,PGK1,PKM,ACAA2,RBP4,G6PD,GAPDHS,PGP


			GO:BP			valine metabolic process			GO:0006573			0.0000908133			5			ALDH6A1,BCAT1,BCAT2,HIBADH,GBA


			GO:BP			hyaluronan metabolic process			GO:0030212			0.0000975511			8			ITIH3,GUSB,ITIH4,HMMR,ITIH2,AP2A1,CLTC,ITIH1


			GO:BP			hexose catabolic process			GO:0019320			0.0001102104			7			HK1,PFKM,ENO3,TPI1,PGK1,PKM,TKFC


			GO:BP			intracellular transport			GO:0046907			0.0001215356			66			PGM1,LMNB1,SLC25A4,AIFM1,PARK7,SYNE3,PGAP1,LMNB2,SLC25A12,BAG3,BLOC1S4,MAP1B,TIMM50,FLOT2,PSAP,COPE,SRC,RAB8B,VDAC2,SEC24D,SAR1B,HCLS1,AP2S1,CHTOP,ACAA2,RABIF,NUP153,TFG,ENY2,NAPG,CRYAB,COPA,AP2A1,SNX2,COPB2,RBM14,COPG1,CLTC,NSUN2,CHMP2B,NDE1,SARNP,CHMP5,LMNA,SYTL4,VPS35,REPS1,SNX12,TOMM20,AP2M1,DYNC1I2,RHOB,SOD1,TUBA8,POLDIP3,SPCS3,YWHAH,IPO5,SYNE2,UCHL1,TNNC1,PEX6,M6PR,SRPRB,ARF3,BECN1


			GO:BP			mitochondrial ATP synthesis coupled electron transport			GO:0042775			0.0001335371			12			COQ9,CHCHD2,PARK7,NDUFS6,COX5B,LOC100524873,NDUFS2,NDUFS1,NDUFA8,NDUFV3,NDUFV2,NDUFS3


			GO:BP			monosaccharide biosynthetic process			GO:0046364			0.0001514345			12			FBP2,GPI,TPI1,ACADM,PGK1,PGD,ACAA2,RBP4,G6PD,AKR1B1,PGP,SORD


			GO:BP			carbohydrate biosynthetic process			GO:0016051			0.0001566356			17			PPP1R3A,FBP2,GPI,GOT1,TPI1,ACADM,GYG1,PGK1,PGD,ACAA2,AP2A1,CLTC,RBP4,G6PD,AKR1B1,PGP,SORD


			GO:BP			glucose catabolic process			GO:0006007			0.0001729132			6			HK1,PFKM,ENO3,TPI1,PGK1,PKM


			GO:BP			fatty acid beta-oxidation using acyl-CoA dehydrogenase			GO:0033539			0.0001729132			5			ETFA,ACADS,ACADVL,ACADM,ETFDH


			GO:BP			detoxification			GO:0098754			0.0002086091			13			PARK7,PXDN,PRDX3,PRDX6,ABCB6,APOA4,RALBP1,GPX7,SOD2,GSTK1,SOD1,NXN,ESD


			GO:BP			amino acid catabolic process			GO:0009063			0.0002086091			13			ETFA,ALDH6A1,ACAT1,ADHFE1,ALDH4A1,DLD,BCAT2,ATP2B4,HIBADH,HSD17B10,GOT1,GPT2,GOT2


			GO:BP			organophosphate metabolic process			GO:0019637			0.0002132687			46			AK1,ACSL1,CKMT2,HK1,PFKM,DLAT,PDHB,PARK7,PGAP1,FBP2,ACAT1,GPI,GNAI3,GPD2,PDGFA,CLPX,AK3,DLD,NDUFS1,TPI1,PRDX6,NT5C1A,PDHX,PDHA1,OGDH,AGPAT4,APOA4,GMPR2,PGD,ACAA2,ACOT6,NUDT4,EEF1D,DBI,CAD,TKFC,APOA2,G6PD,NUDT3,DUT,BPNT1,PGP,ADK,SORD,CKM,BECN1


			GO:BP			amino acid metabolic process			GO:0006520			0.0002132687			23			ETFA,ALDH6A1,PARK7,ACAT1,BCAT1,ADHFE1,ALDH4A1,DLD,BCAT2,ATP2B4,HIBADH,HSD17B10,GOT1,ALDH18A1,TST,GPT2,ADI1,PARS2,GLUD1,PLOD3,CAD,GOT2,GBA


			GO:BP			ATP synthesis coupled electron transport			GO:0042773			0.000230384			12			COQ9,CHCHD2,PARK7,NDUFS6,COX5B,LOC100524873,NDUFS2,NDUFS1,NDUFA8,NDUFV3,NDUFV2,NDUFS3


			GO:BP			branched-chain amino acid catabolic process			GO:0009083			0.0002401297			6			ALDH6A1,ACAT1,DLD,BCAT2,HIBADH,HSD17B10


			GO:BP			acetyl-CoA biosynthetic process			GO:0006085			0.0002401297			6			DLAT,PDHB,ACAT1,DLD,PDHX,PDHA1


			GO:BP			cellular detoxification			GO:1990748			0.0002863359			12			PARK7,PXDN,PRDX3,PRDX6,ABCB6,APOA4,GPX7,SOD2,GSTK1,SOD1,NXN,ESD


			GO:BP			acetyl-CoA biosynthetic process from pyruvate			GO:0006086			0.0002936375			5			DLAT,PDHB,DLD,PDHX,PDHA1


			GO:BP			muscle contraction			GO:0006936			0.0004103239			20			MYOM2,CASQ1,ROCK2,TCAP,ATP2B4,TNNC2,TPM2,MYL4,ATP2A1,PGAM2,TPM1,HOMER1,STAC3,CALD1,MYOM1,MYL3,TPM3,SNTA1,SOD1,TNNC1


			GO:BP			regulation of peptidase activity			GO:0052547			0.000481109			27			AIFM1,PARK7,ITIH3,ROCK2,CLPX,ITIH4,PRDX3,FN1,SRC,LXN,PCOLCE,GAPDH,MTCH1,CTSB,SERPINH1,ITIH2,A2M,CSTB,CRYAB,RPS3,FETUB,SERPINA1,CTSH,NLRP3,AHSG,ITIH1,LOC100153899


			GO:BP			cellular response to toxic substance			GO:0097237			0.000503766			12			PARK7,PXDN,PRDX3,PRDX6,ABCB6,APOA4,GPX7,SOD2,GSTK1,SOD1,NXN,ESD


			GO:BP			fatty acid beta-oxidation			GO:0006635			0.0007270576			10			ETFA,ACAT1,ACADS,ACADVL,HSD17B10,ECH1,ACADM,ETFDH,EHHADH,ECHDC2


			GO:BP			alpha-amino acid catabolic process			GO:1901606			0.0007452429			11			ALDH6A1,ACAT1,ADHFE1,ALDH4A1,BCAT2,ATP2B4,HIBADH,HSD17B10,GOT1,GPT2,GOT2


			GO:BP			macromolecule localization			GO:0033036			0.0008382217			98			PGM1,LMNB1,ACSL1,AIFM1,ABCB1,HK1,PFKM,PARK7,SYNE3,PGAP1,NUDCD3,CORO1B,TMSB15A,LMNB2,ROCK2,RAP1GDS1,CAPN3,JAM3,TNFRSF11A,BAG3,CRABP2,ATP2B4,TIMM50,RCC2,FLOT2,PSAP,OSBPL10,TIMM8A,COPE,TST,SRC,RAB8B,PACS1,SEC24D,SAR1B,TWF1,STAC3,HCLS1,CEP350,AP2S1,CHTOP,APOA4,KRT5,IGF2BP1,IGF2BP2,NUP153,FERMT2,ENY2,NOP58,DBI,MYOM1,NAPG,COPA,FGB,AP2A1,SNX2,PLOD3,DBN1,FBL,SURF4,COPB2,RBM14,COPG1,CLTC,NSUN2,RBP4,PARN,C2CD3,CHMP2B,GOT2,APOA2,SYNJ2BP,SARNP,LIN7C,LYPLA1,LMNA,SYTL4,VPS35,SNX12,TOMM20,DVL2,NR0B1,AP2M1,RHOB,COG1,SPTBN1,RAP1A,ARF4,TUBA8,POLDIP3,SPCS3,YWHAH,IPO5,GBA,PEX6,M6PR,SRPRB,ARF3


			GO:BP			monosaccharide catabolic process			GO:0046365			0.0008616179			7			HK1,PFKM,ENO3,TPI1,PGK1,PKM,TKFC


			GO:BP			alcohol metabolic process			GO:0006066			0.0008885869			21			PARK7,APOF,ACADVL,SPR,IDH2,GOT1,DHCR7,APOA4,NUDT4,PTS,PMVK,RBP4,TKFC,APOA2,G6PD,NUDT3,AKR1B1,PGP,SORD,SOD1,GBA


			GO:BP			dicarboxylic acid metabolic process			GO:0043648			0.0009082623			11			ACAT1,ADHFE1,ALDH4A1,FH,GOT1,ALDH18A1,OGDH,GPT2,MRPS36,GOT2,GBA


			GO:BP			negative regulation of hydrolase activity			GO:0051346			0.0010161005			22			PARK7,ITIH3,ROCK2,RAP1GDS1,ITIH4,RCC2,PRDX3,SRC,LXN,GAPDH,CTSB,SERPINH1,ITIH2,A2M,CSTB,CRYAB,FETUB,APOA2,SERPINA1,AHSG,ITIH1,LOC100153899


			GO:BP			thioester biosynthetic process			GO:0035384			0.0010161005			7			ACSL1,DLAT,PDHB,ACAT1,DLD,PDHX,PDHA1


			GO:BP			response to oxygen-containing compound			GO:1901700			0.0010161005			55			MMP2,PDCD4,PARK7,PTK7,ROCK2,COL1A2,RAP1GDS1,CAPN3,GNAI3,VIM,TNFRSF11A,SLC25A12,POSTN,CACNB1,ATP2B4,PRDX3,GOT1,SRC,COL5A2,MTDH,TPM1,HOMER2,HOMER1,CPNE4,EIF4E,CLIC4,APOA4,CD86,GNAI2,TNS2,STAT5A,PMVK,IGFBP2,CRYAB,FGB,RBM14,RPS3,RMI1,RBP4,SOD2,GOT2,APOA2,CHMP5,CTSH,GNAS,NCOA5,VPS35,EDEM3,RHOB,SOD1,RAP1A,IPO5,PALM3,COL4A1,ESD


			GO:BP			acyl-CoA biosynthetic process			GO:0071616			0.0010161005			7			ACSL1,DLAT,PDHB,ACAT1,DLD,PDHX,PDHA1


			GO:BP			cellular modified amino acid biosynthetic process			GO:0042398			0.0011626788			6			CKMT2,PARK7,GAMT,ACADM,PLOD3,CKM


			GO:BP			nucleobase-containing small molecule metabolic process			GO:0055086			0.0012595371			30			AK1,ACSL1,DLAT,PDHB,MACROD1,ALDH6A1,PARK7,ACAT1,GNAI3,CLPX,AK3,DLD,MPI,NDUFS1,UGDH,NT5C1A,PDHX,PDHA1,OGDH,GMPR2,PGD,ACAA2,ACOT6,NUDT4,EEF1D,CAD,G6PD,NUDT3,DUT,ADK


			GO:BP			fumarate metabolic process			GO:0006106			0.0013206845			3			FH,GOT1,GOT2


			GO:BP			hexose biosynthetic process			GO:0019319			0.0013922235			10			FBP2,GPI,TPI1,ACADM,PGK1,ACAA2,RBP4,AKR1B1,PGP,SORD


			GO:BP			aerobic electron transport chain			GO:0019646			0.0013922235			10			COQ9,PARK7,NDUFS6,COX5B,LOC100524873,NDUFS2,NDUFS1,NDUFA8,NDUFV2,NDUFS3


			GO:BP			negative regulation of peptidase activity			GO:0010466			0.0014222406			18			PARK7,ITIH3,ITIH4,PRDX3,SRC,LXN,GAPDH,CTSB,SERPINH1,ITIH2,A2M,CSTB,CRYAB,FETUB,SERPINA1,AHSG,ITIH1,LOC100153899


			GO:BP			cellular oxidant detoxification			GO:0098869			0.0017364811			10			PARK7,PXDN,PRDX3,PRDX6,APOA4,GPX7,SOD2,GSTK1,SOD1,NXN


			GO:BP			mucopolysaccharide metabolic process			GO:1903510			0.0017364811			10			ITIH3,GUSB,ITIH4,PSAP,UGDH,HMMR,ITIH2,AP2A1,CLTC,ITIH1


			GO:BP			organic hydroxy compound metabolic process			GO:1901615			0.001857071			26			PARK7,APOF,ACADVL,SPR,HAGH,IDH2,HSD17B10,GOT1,DHCR7,APOA4,CTSB,NUDT4,PTS,PMVK,GC,RBP4,TKFC,APOA2,G6PD,NUDT3,AKR1B1,PGP,SORD,SOD1,SLC45A2,GBA


			GO:BP			glutamine family amino acid catabolic process			GO:0009065			0.0018585812			6			ACAT1,ADHFE1,ALDH4A1,ATP2B4,GOT1,GOT2


			GO:BP			response to oxidative stress			GO:0006979			0.0020393899			21			MMP2,CHCHD2,PARK7,PXDN,NDUFS2,PRDX3,PSIP1,SRC,PRDX6,MSRB3,TPM1,ETFDH,APOA4,CRYAB,NDUFA6,GPX7,RPS3,SOD2,G6PD,RHOB,SOD1


			GO:BP			amino acid biosynthetic process			GO:0008652			0.00235507			11			PARK7,BCAT1,BCAT2,ATP2B4,GOT1,ALDH18A1,ADI1,PLOD3,CAD,GOT2,GBA


			GO:BP			polysaccharide metabolic process			GO:0005976			0.0023708109			10			PHKB,PFKM,PPP1R3A,PYGM,ACADM,GYG1,AP2A1,PPP1CA,CLTC,PYGB


			GO:BP			collagen metabolic process			GO:0032963			0.0024230875			9			MMP2,COL1A2,VIM,MRC2,CTSB,SERPINH1,TNS2,PLOD3,ADAMTS3


			GO:BP			regulation of proteolysis			GO:0030162			0.0024905253			35			AIFM1,PARK7,ITIH3,ROCK2,CAPN3,CLPX,ITIH4,PRDX3,FN1,SRC,LXN,PCOLCE,GAPDH,MTCH1,SDCBP,CTSB,SERPINH1,ITIH2,HDAC2,F12,A2M,CSTB,CRYAB,RPS3,C2CD3,FETUB,SERPINA1,CTSH,SNX12,NLRP3,CELF1,AHSG,GBA,ITIH1,LOC100153899


			GO:BP			glycosaminoglycan metabolic process			GO:0030203			0.0027807623			11			ITIH3,GUSB,SGSH,ITIH4,PSAP,UGDH,HMMR,ITIH2,AP2A1,CLTC,ITIH1


			GO:BP			ribose phosphate metabolic process			GO:0019693			0.0028817935			22			AK1,ACSL1,DLAT,PDHB,ACAT1,GNAI3,CLPX,AK3,DLD,NDUFS1,NT5C1A,PDHX,PDHA1,OGDH,GMPR2,ACAA2,ACOT6,NUDT4,CAD,G6PD,NUDT3,ADK


			GO:BP			cellular localization			GO:0051641			0.0033251669			108			PGM1,LMNB1,SLC25A4,AIFM1,DHRS7C,HK1,PFKM,PARK7,CASQ1,SYNE3,PGAP1,NUDCD3,CORO1B,TMSB15A,LMNB2,ROCK2,RAP1GDS1,CAPN3,JAM3,SLC25A12,BAG3,BLOC1S4,MAP1B,ATP2B4,TIMM50,RCC2,FLOT2,PSAP,TIMM8A,COPE,SRC,RAB8B,ATP2A1,STXBP6,VDAC2,PACS1,SEC24D,SAR1B,TWF1,STAC3,HCLS1,CEP350,AP2S1,CHTOP,ALB,SDCBP,KRT5,ACAA2,RABIF,NUP153,TFG,FERMT2,ENY2,MYOM1,NAPG,CRYAB,COPA,FGB,AP2A1,SNX2,PLOD3,DBN1,SURF4,COPB2,RBM14,COPG1,CLTC,NSUN2,RBP4,CDK5,C2CD3,CHMP2B,NDE1,SYNJ2BP,SARNP,LIN7C,LYPLA1,CHMP5,LMNA,SYTL4,VPS35,REPS1,SNX12,TOMM20,DVL2,NR0B1,AP2M1,DYNC1I2,SNAP23,RHOB,COG1,SPTBN1,SOD1,RAP1A,ARF4,TUBA8,POLDIP3,SPCS3,YWHAH,IPO5,SYNE2,UCHL1,TNNC1,PEX6,M6PR,SRPRB,ARF3,BECN1


			GO:BP			nitrogen compound transport			GO:0071705			0.0033931528			68			PGM1,SLC25A4,AIFM1,ABCB1,PFKM,PARK7,PGAP1,RAP1GDS1,SLC25A12,BAG3,TIMM50,PSAP,TIMM8A,COPE,TST,RAB8B,SEC24D,SAR1B,ABCB6,HCLS1,AP2S1,CHTOP,FAM3D,SLC25A1,IGF2BP1,IGF2BP2,NUP153,ENY2,SLC26A5,MYOM1,NAPG,COPA,FGB,AP2A1,SNX2,HPX,SURF4,COPB2,RBM14,RALBP1,COPG1,CLTC,NSUN2,RBP4,CHMP2B,SARNP,LIN7C,LYPLA1,LMNA,SYTL4,VPS35,SNX12,TOMM20,AP2M1,SNAP23,RHOB,COG1,SPTBN1,ARF4,TUBA8,POLDIP3,SPCS3,YWHAH,IPO5,PEX6,M6PR,SRPRB,ARF3


			GO:BP			response to toxic substance			GO:0009636			0.0033972373			13			PARK7,PXDN,PRDX3,PRDX6,ABCB6,APOA4,RALBP1,GPX7,SOD2,GSTK1,SOD1,NXN,ESD


			GO:BP			negative regulation of protein metabolic process			GO:0051248			0.0034396629			43			PHF1,PARK7,ITIH3,ROCK2,CAPN3,ITIH4,FLOT2,PRDX3,PABPC1,SRC,LXN,EIF4EBP1,GAPDH,EIF4E,SDCBP,IGF2BP1,CTSB,SERPINH1,ITIH2,A2M,DBI,CSTB,CRYAB,RBM14,PKIA,RPS3,RPL37,PARN,FETUB,SNTA1,G6PD,SERPINA1,SNX12,ZFP36L2,VBP1,DAZAP1,NXN,AHSG,UCHL1,GBA,ILF3,ITIH1,LOC100153899


			GO:BP			nucleotide metabolic process			GO:0009117			0.0036792198			26			AK1,ACSL1,DLAT,PDHB,PARK7,ACAT1,GNAI3,CLPX,AK3,DLD,NDUFS1,NT5C1A,PDHX,PDHA1,OGDH,GMPR2,PGD,ACAA2,ACOT6,NUDT4,EEF1D,CAD,G6PD,NUDT3,DUT,ADK


			GO:BP			energy reserve metabolic process			GO:0006112			0.0037298759			9			PHKB,PFKM,PPP1R3A,PYGM,ACADM,GYG1,PPP1CA,GNAS,PYGB


			GO:BP			alpha-amino acid biosynthetic process			GO:1901607			0.003750765			10			PARK7,BCAT1,ATP2B4,GOT1,ALDH18A1,ADI1,PLOD3,CAD,GOT2,GBA


			GO:BP			nuclear pore localization			GO:0051664			0.004011926			3			LMNB1,LMNB2,LMNA


			GO:BP			myofibril assembly			GO:0030239			0.004011926			8			MYOM2,CASQ1,ACTA1,CAPN3,NEB,TCAP,MYOZ1,TPM1


			GO:BP			citrulline biosynthetic process			GO:0019240			0.004011926			3			ATP2B4,ALDH18A1,CAD


			GO:BP			isoleucine catabolic process			GO:0006550			0.004011926			3			ACAT1,BCAT2,HSD17B10


			GO:BP			striated muscle cell development			GO:0055002			0.004582507			8			MYOM2,CASQ1,ACTA1,CAPN3,NEB,TCAP,MYOZ1,TPM1


			GO:BP			negative regulation of proteolysis			GO:0045861			0.0047864363			20			PARK7,ITIH3,ITIH4,PRDX3,SRC,LXN,GAPDH,SDCBP,CTSB,SERPINH1,ITIH2,A2M,CSTB,CRYAB,FETUB,SERPINA1,SNX12,AHSG,ITIH1,LOC100153899


			GO:BP			ribonucleotide metabolic process			GO:0009259			0.0048701255			21			AK1,ACSL1,DLAT,PDHB,ACAT1,GNAI3,CLPX,AK3,DLD,NDUFS1,NT5C1A,PDHX,PDHA1,OGDH,GMPR2,ACAA2,ACOT6,NUDT4,CAD,NUDT3,ADK


			GO:BP			metabolic process			GO:0008152			0.0049281467			385			MMP2,PIR,PDCD4,EIF1,COQ9,FKBP4,ETFA,PGM1,BLVRB,NDUFB3,AK1,LMNB1,SLC25A4,PVALB,ACSL1,CDCA2,CKMT2,CHCHD2,PHKB,AIFM1,HK1,PFKM,PPP1R3A,DLAT,PDHB,MACROD1,ENDOG,PHF1,ALDH6A1,PARK7,COQ5,ITIH3,APOF,UCHL3,PGAP1,GUSB,IDH3G,LACTB,HNRNPA1,FBP2,ACAT1,MRPL24,GPI,PTK7,GAMT,ACADS,GLRX5,BCAT1,NDUFS6,LMNB2,ROCK2,PXDN,NDRG2,ACADVL,SUPT16H,DUSP3,ADHFE1,MCM4,SGSH,COL1A2,RAP1GDS1,HSPB8,CAPN3,GNAI3,ALDH4A1,COX17,TAPBP,VIM,SPR,MRC2,TNFRSF11A,COX5B,GPD2,SLC25A12,PYGM,P4HA3,HAGH,BAG3,LOC100524873,CRABP2,PDGFA,CLPX,ITIH4,AK3,PCMT1,GSTA4,IDH2,DLD,ACO2,HERC6,FH,BCAT2,ATP2B4,PTGES2,ENO3,TIMM50,LMCD1,HIBADH,SND1,FLOT2,NDUFS2,MPI,SUCLG1,COL3A1,PRDX3,PSAP,PABPC1,HSD17B10,NDUFS1,GOT1,ALDH18A1,TPI1,FN1,PGM2L1,PSIP1,DHCR7,GLO1,COPE,TST,SRC,PTGR2,PRDX6,UGDH,MYOZ1,NT5C1A,SUCLA2,MSRB3,ECH1,L2HGDH,LXN,NR1D2,ACADM,PDHX,VCAN,SDHB,SCRN2,RIF1,NAGK,PDHA1,PCOLCE,OGDH,NDUFA8,RBFOX1,SNRPG,MTDH,EIF4EBP1,ABCB6,GYG1,GAPDH,PGAM2,PGK1,TWF1,AGPAT4,VDAC1,HOMER2,ETFDH,PAFAH1B2,HMMR,PKM,ABLIM3,GPT2,HCLS1,RPS18,FUS,TF,RPL27,CHTOP,EIF4E,RTCA,DDX21,PLG,APOA4,RPL38,GMPR2,ARVCF,LOC100510904,CPSF3,MTCH1,NDUFV3,SDCBP,LSM5,POLR1D,PGD,IGF2BP1,ADI1,CTSB,ACAA2,PARS2,ACOT6,COL4A2,RABIF,IGF2BP2,ACOT13,RPL34,GTF2B,SEC11A,NUDT4,RPS8,CDK6,FN3KRP,FERMT2,GLUD1,SERPINH1,RPL21,ENY2,ITIH2,HDAC2,PTS,SNRPD3,F12,HMGA1,TNS2,MTHFD2L,A2M,STAT5A,PMVK,NDUFV2,EEF1D,DBI,RPL3,RPL9,CIAPIN1,CSTB,NDUFS3,ATXN2L,NUBP2,MYOM1,CRYAB,FGB,AP2A1,UBA3,PLOD3,SF3B1,KHSRP,FBL,MBIP,HPX,TAB1,GC,RPL17,TXNL4A,PPP1CA,RBM14,MRPS36,PKIA,RPL8,SCAF4,RALBP1,OTOG,BASP1,RPL29,RPS3,AFP,RPS2,RBBP4,CLTC,NSUN2,RMI1,RBP4,SAP18,CAD,CDK5,TKFC,ATE1,LARP4B,RPL37,PARN,SOD2,C2CD3,GMPPA,CHMP2B,GOT2,FETUB,APOA2,SNTA1,HNRNPK,RPS3A,G6PD,GUF1,RPL35A,SARNP,RPS16,RPL14,EHHADH,NDUFA5,LYPLA1,CHMP5,RBBP9,NOVA2,CS,SERPINA1,RPS13,NHP2,OSGEPL1,RPL6,NUDT3,P4HA2,GLYR1,RPL18,DUT,NFATC2IP,RPL13,RBMX,ECHDC2,PSMA8,CTSH,TRMT10C,LMNA,GAPDHS,GNAS,PSMD8,CBX1,ENO2,RPL24,VPS35,BPNT1,AKR1B1,ADAMTS3,PPA2,SNX12,CTTNBP2NL,EDEM3,RPL36A,NLRP3,DVL2,NR0B1,NAGA,PGP,CSTF2,SCPEP1,GSTK1,ADK,SORD,TRRAP,POU2F3,HNRNPA3,LOC100524613,COG1,SPTBN1,FAU,SOD1,PRX,RPL10A,RALY,ARF4,GATAD2A,ZFP36L2,VBP1,SLC45A2,ZCCHC3,NFIC,PGK2,RPL5,SAE1,DAZAP1,RPL35,CELF1,POLDIP3,TLE2,SPCS3,YWHAH,PSMD2,NXN,GTF2H1,PYGB,SRA1,AHSG,CKM,RNF25,UCHL1,MPND,SH3KBP1,HNRNPUL1,CISD2,GBA,ESD,ILF3,IDH3A,MARCKS,IAH1,ITIH1,MLEC,BECN1,LOC100153899,SNRPD2


			GO:BP			fatty acid oxidation			GO:0019395			0.0052713036			10			ETFA,ACAT1,ACADS,ACADVL,HSD17B10,ECH1,ACADM,ETFDH,EHHADH,ECHDC2


			GO:BP			nucleoside phosphate metabolic process			GO:0006753			0.0053466419			26			AK1,ACSL1,DLAT,PDHB,PARK7,ACAT1,GNAI3,CLPX,AK3,DLD,NDUFS1,NT5C1A,PDHX,PDHA1,OGDH,GMPR2,PGD,ACAA2,ACOT6,NUDT4,EEF1D,CAD,G6PD,NUDT3,DUT,ADK


			GO:BP			RNA localization			GO:0006403			0.005490839			13			TST,CHTOP,IGF2BP1,IGF2BP2,NUP153,ENY2,NOP58,FBL,NSUN2,PARN,SARNP,TOMM20,POLDIP3


			GO:BP			response to temperature stimulus			GO:0009266			0.005490839			11			CASQ1,ACADVL,BAG3,GRIK2,PSIP1,LDB3,LXN,ACADM,HSPA6,SOD1,DAZAP1


			GO:BP			purine ribonucleotide metabolic process			GO:0009150			0.0054931099			20			AK1,ACSL1,DLAT,PDHB,ACAT1,GNAI3,CLPX,AK3,DLD,NDUFS1,NT5C1A,PDHX,PDHA1,OGDH,GMPR2,ACAA2,ACOT6,NUDT4,NUDT3,ADK


			GO:BP			NADH dehydrogenase complex assembly			GO:0010257			0.0055285487			8			NDUFB3,NDUFB7,NDUFS2,NDUFS1,NDUFB1,NDUFS3,NDUFA6,NDUFA5


			GO:BP			mitochondrial respiratory chain complex I assembly			GO:0032981			0.0055285487			8			NDUFB3,NDUFB7,NDUFS2,NDUFS1,NDUFB1,NDUFS3,NDUFA6,NDUFA5


			GO:BP			cytoplasmic translation			GO:0002181			0.0057108966			11			PABPC1,PKM,RPL38,IGF2BP1,RPL9,RPL17,RBM14,RPL8,RPL6,RPL18,RPL24


			GO:BP			aminoglycan metabolic process			GO:0006022			0.0057108966			11			ITIH3,GUSB,SGSH,ITIH4,PSAP,UGDH,HMMR,ITIH2,AP2A1,CLTC,ITIH1


			GO:BP			cardiac muscle hypertrophy			GO:0003300			0.0057108966			7			RAP1GDS1,TCAP,ATP2B4,LMCD1,TWF1,LMNA,BECN1


			GO:BP			biosynthetic process			GO:0009058			0.0058821282			181			PIR,PDCD4,EIF1,COQ9,PGM1,AK1,ACSL1,CKMT2,CHCHD2,PFKM,PPP1R3A,DLAT,PDHB,PHF1,PARK7,COQ5,FBP2,ACAT1,MRPL24,GPI,GAMT,BCAT1,ROCK2,ACADVL,SUPT16H,CAPN3,VIM,SPR,TNFRSF11A,BAG3,PDGFA,AK3,DLD,BCAT2,ATP2B4,PTGES2,LMCD1,FLOT2,MPI,PRDX3,PSAP,PABPC1,HSD17B10,GOT1,ALDH18A1,TPI1,PSIP1,DHCR7,GLO1,COPE,SRC,UGDH,MYOZ1,NR1D2,ACADM,PDHX,RIF1,PDHA1,MTDH,EIF4EBP1,ABCB6,GYG1,GAPDH,PGK1,HMMR,PKM,ABLIM3,GPT2,HCLS1,RPS18,FUS,TF,RPL27,EIF4E,DDX21,APOA4,RPL38,SDCBP,POLR1D,PGD,IGF2BP1,ADI1,ACAA2,PARS2,COL4A2,IGF2BP2,RPL34,GTF2B,RPS8,SERPINH1,RPL21,ENY2,HDAC2,PTS,HMGA1,STAT5A,PMVK,EEF1D,DBI,RPL3,RPL9,CRYAB,AP2A1,PLOD3,SF3B1,KHSRP,MBIP,RPL17,RBM14,RPL8,SCAF4,BASP1,RPL29,RPS3,RPS2,RBBP4,CLTC,RBP4,SAP18,CAD,CDK5,LARP4B,RPL37,PARN,SOD2,GMPPA,GOT2,APOA2,HNRNPK,RPS3A,G6PD,GUF1,RPL35A,SARNP,RPS16,RPL14,RPS13,RPL6,GLYR1,RPL18,DUT,NFATC2IP,RPL13,TRMT10C,CBX1,RPL24,BPNT1,AKR1B1,ADAMTS3,RPL36A,DVL2,NR0B1,PGP,ADK,SORD,TRRAP,POU2F3,FAU,SOD1,RPL10A,RALY,ARF4,GATAD2A,ZFP36L2,NFIC,RPL5,DAZAP1,RPL35,CELF1,POLDIP3,TLE2,YWHAH,GTF2H1,SRA1,CKM,RNF25,MPND,GBA,ILF3,MLEC,BECN1


			GO:BP			fatty acid catabolic process			GO:0009062			0.0058821282			10			ETFA,ACAT1,ACADS,ACADVL,HSD17B10,ECH1,ACADM,ETFDH,EHHADH,ECHDC2


			GO:BP			purine-containing compound metabolic process			GO:0072521			0.0059687803			24			AK1,ACSL1,DLAT,PDHB,MACROD1,ACAT1,GNAI3,CLPX,AK3,DLD,NDUFS1,NT5C1A,PDHX,PDHA1,OGDH,GMPR2,PGD,ACAA2,ACOT6,NUDT4,EEF1D,G6PD,NUDT3,ADK


			GO:BP			purine nucleotide metabolic process			GO:0006163			0.006097647			23			AK1,ACSL1,DLAT,PDHB,ACAT1,GNAI3,CLPX,AK3,DLD,NDUFS1,NT5C1A,PDHX,PDHA1,OGDH,GMPR2,PGD,ACAA2,ACOT6,NUDT4,EEF1D,G6PD,NUDT3,ADK


			GO:BP			acetyl-CoA metabolic process			GO:0006084			0.0065774675			6			DLAT,PDHB,ACAT1,DLD,PDHX,PDHA1


			GO:BP			tricarboxylic acid metabolic process			GO:0072350			0.0069020891			4			IDH2,ACO2,GLUD1,CS


			GO:BP			regulation of protein metabolic process			GO:0051246			0.0073348424			85			EIF1,ACSL1,CDCA2,AIFM1,PHF1,PARK7,ITIH3,ROCK2,CAPN3,VIM,TNFRSF11A,PDGFA,CLPX,ITIH4,ATP2B4,FLOT2,PRDX3,PABPC1,FN1,SRC,LXN,RIF1,PCOLCE,EIF4EBP1,GAPDH,TWF1,PKM,HCLS1,CHTOP,EIF4E,RPL38,MTCH1,SDCBP,IGF2BP1,CTSB,IGF2BP2,FERMT2,SERPINH1,ITIH2,HDAC2,F12,MTHFD2L,A2M,DBI,CSTB,CRYAB,MBIP,HPX,TAB1,RBM14,PKIA,RALBP1,RPS3,LARP4B,RPL37,PARN,C2CD3,FETUB,SNTA1,G6PD,GUF1,SERPINA1,GLYR1,CTSH,TRMT10C,LMNA,VPS35,SNX12,NLRP3,DVL2,SOD1,ZFP36L2,VBP1,SAE1,DAZAP1,CELF1,POLDIP3,PSMD2,NXN,AHSG,UCHL1,GBA,ILF3,ITIH1,LOC100153899


			GO:BP			nuclear migration			GO:0007097			0.0074477997			5			LMNB1,SYNE3,LMNB2,LMNA,SYNE2


			GO:BP			monocarboxylic acid catabolic process			GO:0072329			0.0075043364			11			ETFA,ACAT1,ACADS,ACADVL,HSD17B10,ECH1,ACADM,ETFDH,EHHADH,ECHDC2,SORD


			GO:BP			sulfur compound metabolic process			GO:0006790			0.0075043364			18			ACSL1,DLAT,PDHB,GUSB,ACAT1,GLRX5,SGSH,DLD,PSAP,TST,UGDH,PDHX,PDHA1,OGDH,ADI1,ACOT6,CIAPIN1,NUBP2


			GO:BP			skeletal muscle contraction			GO:0003009			0.0076069252			6			CASQ1,TCAP,TNNC2,ATP2A1,HOMER1,STAC3


			GO:BP			lipid oxidation			GO:0034440			0.0077047364			10			ETFA,ACAT1,ACADS,ACADVL,HSD17B10,ECH1,ACADM,ETFDH,EHHADH,ECHDC2


			GO:BP			ribonucleoside bisphosphate biosynthetic process			GO:0034030			0.0077047364			7			ACSL1,DLAT,PDHB,ACAT1,DLD,PDHX,PDHA1


			GO:BP			thioester metabolic process			GO:0035383			0.0077047364			9			ACSL1,DLAT,PDHB,ACAT1,DLD,PDHX,PDHA1,OGDH,ACOT6


			GO:BP			striated muscle hypertrophy			GO:0014897			0.0077047364			7			RAP1GDS1,TCAP,ATP2B4,LMCD1,TWF1,LMNA,BECN1


			GO:BP			nucleoside bisphosphate biosynthetic process			GO:0033866			0.0077047364			7			ACSL1,DLAT,PDHB,ACAT1,DLD,PDHX,PDHA1


			GO:BP			muscle hypertrophy			GO:0014896			0.0077047364			7			RAP1GDS1,TCAP,ATP2B4,LMCD1,TWF1,LMNA,BECN1


			GO:BP			acyl-CoA metabolic process			GO:0006637			0.0077047364			9			ACSL1,DLAT,PDHB,ACAT1,DLD,PDHX,PDHA1,OGDH,ACOT6


			GO:BP			purine nucleoside bisphosphate biosynthetic process			GO:0034033			0.0077047364			7			ACSL1,DLAT,PDHB,ACAT1,DLD,PDHX,PDHA1


			GO:BP			negative regulation of endopeptidase activity			GO:0010951			0.0077047364			16			PARK7,ITIH3,ITIH4,PRDX3,SRC,LXN,GAPDH,SERPINH1,ITIH2,A2M,CRYAB,FETUB,SERPINA1,AHSG,ITIH1,LOC100153899


			GO:BP			organic substance transport			GO:0071702			0.0081719886			86			PGM1,SLC25A4,ACSL1,AIFM1,DHRS7C,ABCB1,PFKM,PARK7,CASQ1,PGAP1,RAP1GDS1,CAPN3,TNFRSF11A,SLC25A12,BAG3,CRABP2,CACNB1,ATP2B4,TIMM50,PSAP,OSBPL10,TIMM8A,COPE,TST,RAB8B,ATP2A1,SEC24D,SAR1B,ABCB6,HOMER2,HOMER1,STAC3,HCLS1,AP2S1,CHTOP,APOA4,FAM3D,SLC25A1,IGF2BP1,IGF2BP2,NUP153,ENY2,SLC26A5,DBI,MYOM1,NAPG,COPA,FGB,AP2A1,SNX2,HPX,SURF4,COPB2,RBM14,RALBP1,COPG1,CLTC,NSUN2,RBP4,CHMP2B,GOT2,APOA2,SARNP,LIN7C,LYPLA1,LMNA,SYTL4,VPS35,SNX12,TOMM20,AP2M1,SNAP23,RHOB,COG1,SPTBN1,ARF4,SLC45A2,TUBA8,POLDIP3,SPCS3,YWHAH,IPO5,PEX6,M6PR,SRPRB,ARF3


			GO:BP			mitochondrial respiratory chain complex assembly			GO:0033108			0.0081719886			10			NDUFB3,AIFM1,NDUFB7,COX17,NDUFS2,NDUFS1,NDUFB1,NDUFS3,NDUFA6,NDUFA5


			GO:BP			steroid metabolic process			GO:0008202			0.008302881			16			APOF,ACADVL,BCAT2,HSD17B10,DHCR7,APOA4,PMVK,GC,AFP,APOA2,G6PD,NR0B1,SOD1,SLC45A2,YWHAH,GBA


			GO:BP			glutamate metabolic process			GO:0006536			0.0083355912			6			ACAT1,ADHFE1,ALDH4A1,GOT1,ALDH18A1,GOT2


			GO:BP			fructose metabolic process			GO:0006000			0.0088291881			4			FBP2,TKFC,AKR1B1,SORD


			GO:BP			glucan metabolic process			GO:0044042			0.0093778565			8			PHKB,PFKM,PPP1R3A,PYGM,ACADM,GYG1,PPP1CA,PYGB


			GO:BP			glycogen metabolic process			GO:0005977			0.0093778565			8			PHKB,PFKM,PPP1R3A,PYGM,ACADM,GYG1,PPP1CA,PYGB


			GO:BP			regulation of endopeptidase activity			GO:0052548			0.0094846942			22			AIFM1,PARK7,ITIH3,ROCK2,ITIH4,PRDX3,SRC,LXN,GAPDH,MTCH1,SERPINH1,ITIH2,A2M,CRYAB,RPS3,FETUB,SERPINA1,CTSH,NLRP3,AHSG,ITIH1,LOC100153899


			GO:BP			glutamine family amino acid metabolic process			GO:0009064			0.0096540734			9			ACAT1,ADHFE1,ALDH4A1,ATP2B4,GOT1,ALDH18A1,GLUD1,CAD,GOT2


			GO:BP			oxidative phosphorylation			GO:0006119			0.0096540734			12			COQ9,CHCHD2,PARK7,NDUFS6,COX5B,LOC100524873,NDUFS2,NDUFS1,NDUFA8,NDUFV3,NDUFV2,NDUFS3


			GO:BP			striated muscle contraction			GO:0006941			0.0096540734			12			CASQ1,TCAP,TNNC2,MYL4,ATP2A1,PGAM2,TPM1,HOMER1,STAC3,MYL3,SNTA1,TNNC1


			GO:BP			cellular response to reactive oxygen species			GO:0034614			0.0100087643			10			MMP2,PARK7,PRDX3,SRC,TPM1,APOA4,RPS3,SOD2,RHOB,SOD1


			GO:BP			intra-Golgi vesicle-mediated transport			GO:0006891			0.0100805456			5			COPE,COPA,COPB2,COPG1,COG1


			GO:BP			muscle adaptation			GO:0043500			0.0100805456			8			TCAP,ATP2B4,LMCD1,MYOZ1,TWF1,LMNA,TNNC1,BECN1


			GO:BP			cellular lipid catabolic process			GO:0044242			0.0104105627			15			ETFA,ACAT1,ACADS,ACADVL,HSD17B10,PRDX6,ECH1,ACADM,ETFDH,APOA4,APOA2,EHHADH,ECHDC2,NAGA,GBA


			GO:BP			regulation of translation			GO:0006417			0.0107793473			20			EIF1,VIM,PABPC1,EIF4EBP1,GAPDH,PKM,EIF4E,RPL38,IGF2BP1,IGF2BP2,RBM14,RPS3,LARP4B,PARN,GUF1,TRMT10C,ZFP36L2,DAZAP1,POLDIP3,ILF3


			GO:BP			lipid catabolic process			GO:0016042			0.0112544375			19			ETFA,ACAT1,ACADS,ACADVL,BCAT2,HSD17B10,PRDX6,ECH1,ACADM,ETFDH,PAFAH1B2,APOA4,APOA2,EHHADH,ECHDC2,NAGA,YWHAH,GBA,IAH1


			GO:BP			polyol metabolic process			GO:0019751			0.0112544375			9			SPR,GOT1,NUDT4,PTS,TKFC,NUDT3,PGP,SORD,GBA


			GO:BP			secondary alcohol metabolic process			GO:1902652			0.0113870514			10			APOF,ACADVL,IDH2,DHCR7,APOA4,PMVK,APOA2,G6PD,SOD1,GBA


			GO:BP			muscle cell development			GO:0055001			0.0120775861			12			MYOM2,CASQ1,ACTA1,CAPN3,NEB,TCAP,MYOZ1,SYPL2,TPM1,HOMER1,LMNA,UCHL1


			GO:BP			sarcomere organization			GO:0045214			0.0123835096			6			MYOM2,CASQ1,CAPN3,TCAP,MYOZ1,TPM1


			GO:BP			response to reactive oxygen species			GO:0000302			0.0123835096			11			MMP2,PARK7,PRDX3,SRC,TPM1,APOA4,CRYAB,RPS3,SOD2,RHOB,SOD1


			GO:BP			glutamate catabolic process			GO:0006538			0.0125283854			3			ADHFE1,GOT1,GOT2


			GO:BP			tubulin complex assembly			GO:0007021			0.0125283854			3			TBCA,CRYAB,VBP1


			GO:BP			protein transport			GO:0015031			0.0126123939			50			PGM1,AIFM1,PFKM,PARK7,PGAP1,RAP1GDS1,BAG3,TIMM50,TIMM8A,COPE,RAB8B,SEC24D,SAR1B,HCLS1,AP2S1,NUP153,ENY2,MYOM1,NAPG,COPA,FGB,AP2A1,SNX2,SURF4,COPB2,RBM14,COPG1,CLTC,RBP4,CHMP2B,LIN7C,LYPLA1,LMNA,SYTL4,VPS35,SNX12,TOMM20,AP2M1,RHOB,COG1,SPTBN1,ARF4,TUBA8,SPCS3,YWHAH,IPO5,PEX6,M6PR,SRPRB,ARF3


			GO:BP			carboxylic acid biosynthetic process			GO:0046394			0.0128908732			18			PARK7,ACAT1,GAMT,BCAT1,ACADVL,BCAT2,ATP2B4,PTGES2,HSD17B10,GOT1,ALDH18A1,UGDH,APOA4,ADI1,PLOD3,CAD,GOT2,GBA


			GO:BP			establishment of localization in cell			GO:0051649			0.0130326562			71			PGM1,LMNB1,SLC25A4,AIFM1,PARK7,SYNE3,PGAP1,LMNB2,SLC25A12,BAG3,BLOC1S4,MAP1B,TIMM50,FLOT2,PSAP,COPE,SRC,RAB8B,VDAC2,SEC24D,SAR1B,HCLS1,AP2S1,CHTOP,SDCBP,ACAA2,RABIF,NUP153,TFG,ENY2,NAPG,CRYAB,COPA,AP2A1,SNX2,COPB2,RBM14,COPG1,CLTC,NSUN2,CDK5,CHMP2B,NDE1,SARNP,LIN7C,CHMP5,LMNA,SYTL4,VPS35,REPS1,SNX12,TOMM20,AP2M1,DYNC1I2,SNAP23,RHOB,SOD1,RAP1A,TUBA8,POLDIP3,SPCS3,YWHAH,IPO5,SYNE2,UCHL1,TNNC1,PEX6,M6PR,SRPRB,ARF3,BECN1


			GO:BP			organic substance biosynthetic process			GO:1901576			0.0131890408			176			PIR,PDCD4,EIF1,COQ9,PGM1,AK1,ACSL1,CKMT2,CHCHD2,PFKM,PPP1R3A,DLAT,PDHB,PHF1,PARK7,COQ5,FBP2,ACAT1,MRPL24,GPI,GAMT,BCAT1,ACADVL,SUPT16H,CAPN3,VIM,SPR,TNFRSF11A,BAG3,PDGFA,AK3,DLD,BCAT2,ATP2B4,PTGES2,LMCD1,FLOT2,MPI,PRDX3,PSAP,PABPC1,HSD17B10,GOT1,ALDH18A1,TPI1,PSIP1,DHCR7,GLO1,COPE,SRC,UGDH,MYOZ1,NR1D2,ACADM,PDHX,RIF1,PDHA1,MTDH,EIF4EBP1,ABCB6,GYG1,GAPDH,PGK1,HMMR,PKM,ABLIM3,HCLS1,RPS18,FUS,TF,RPL27,EIF4E,DDX21,APOA4,RPL38,SDCBP,POLR1D,PGD,IGF2BP1,ADI1,ACAA2,PARS2,COL4A2,IGF2BP2,RPL34,GTF2B,RPS8,RPL21,ENY2,HDAC2,PTS,HMGA1,STAT5A,PMVK,EEF1D,DBI,RPL3,RPL9,CRYAB,AP2A1,PLOD3,SF3B1,KHSRP,MBIP,RPL17,RBM14,RPL8,SCAF4,BASP1,RPL29,RPS3,RPS2,RBBP4,CLTC,RBP4,SAP18,CAD,CDK5,LARP4B,RPL37,PARN,SOD2,GOT2,APOA2,HNRNPK,RPS3A,G6PD,GUF1,RPL35A,SARNP,RPS16,RPL14,RPS13,RPL6,GLYR1,RPL18,DUT,NFATC2IP,RPL13,TRMT10C,CBX1,RPL24,BPNT1,AKR1B1,RPL36A,DVL2,NR0B1,PGP,ADK,SORD,TRRAP,POU2F3,FAU,SOD1,RPL10A,RALY,ARF4,GATAD2A,ZFP36L2,NFIC,RPL5,DAZAP1,RPL35,CELF1,POLDIP3,TLE2,YWHAH,GTF2H1,SRA1,CKM,RNF25,MPND,GBA,ILF3,MLEC,BECN1


			GO:BP			regulation of hydrolase activity			GO:0051336			0.0131890408			39			AIFM1,PARK7,ITIH3,ROCK2,RAP1GDS1,CLPX,ITIH4,RCC2,PRDX3,PSAP,FN1,SRC,IQGAP2,LXN,PCOLCE,GAPDH,APOA4,MTCH1,IQSEC1,CTSB,FERMT2,SERPINH1,ITIH2,A2M,CSTB,CRYAB,RALBP1,RPS3,FETUB,APOA2,SERPINA1,CTSH,NLRP3,DVL2,SOD1,ARF4,AHSG,ITIH1,LOC100153899


			GO:BP			organic acid biosynthetic process			GO:0016053			0.0131890408			18			PARK7,ACAT1,GAMT,BCAT1,ACADVL,BCAT2,ATP2B4,PTGES2,HSD17B10,GOT1,ALDH18A1,UGDH,APOA4,ADI1,PLOD3,CAD,GOT2,GBA


			GO:BP			nucleus localization			GO:0051647			0.0140123744			5			LMNB1,SYNE3,LMNB2,LMNA,SYNE2


			GO:BP			circulatory system development			GO:0072359			0.0145176846			41			MMP2,PDCD4,PDLIM5,PTK7,ROCK2,PXDN,COL1A2,JAM3,NEB,TCAP,ATP2B4,COL3A1,FN1,ACADM,MTDH,PGK1,SYPL2,TPM1,PKM,CLIC4,PLG,COL4A2,MTHFD2L,NDUFV2,CALD1,CACYBP,TAB1,MYL3,SOD2,C2CD3,SYNJ2BP,CTSH,LMNA,HSPB7,DVL2,RHOB,RAP1A,NXN,PDLIM4,COL4A1,TNNC1


			GO:BP			establishment of protein localization			GO:0045184			0.0146484281			53			PGM1,AIFM1,HK1,PFKM,PARK7,SYNE3,PGAP1,RAP1GDS1,BAG3,TIMM50,RCC2,TIMM8A,COPE,RAB8B,SEC24D,SAR1B,HCLS1,AP2S1,NUP153,ENY2,MYOM1,NAPG,COPA,FGB,AP2A1,SNX2,SURF4,COPB2,RBM14,COPG1,CLTC,RBP4,CHMP2B,LIN7C,LYPLA1,LMNA,SYTL4,VPS35,SNX12,TOMM20,AP2M1,RHOB,COG1,SPTBN1,ARF4,TUBA8,SPCS3,YWHAH,IPO5,PEX6,M6PR,SRPRB,ARF3


			GO:BP			Golgi vesicle transport			GO:0048193			0.0153681799			17			PGAP1,COPE,RAB8B,STXBP6,SEC24D,RABIF,TFG,COPA,SNX2,COPB2,COPG1,LYPLA1,SNX12,COG1,SPTBN1,ARF4,ARF3


			GO:BP			gluconeogenesis			GO:0006094			0.0153681799			8			FBP2,GPI,TPI1,ACADM,PGK1,ACAA2,RBP4,PGP


			GO:BP			protein localization			GO:0008104			0.0164348487			77			PGM1,LMNB1,AIFM1,HK1,PFKM,PARK7,SYNE3,PGAP1,NUDCD3,CORO1B,TMSB15A,LMNB2,ROCK2,RAP1GDS1,CAPN3,JAM3,BAG3,ATP2B4,TIMM50,RCC2,FLOT2,TIMM8A,COPE,SRC,RAB8B,PACS1,SEC24D,SAR1B,TWF1,STAC3,HCLS1,CEP350,AP2S1,KRT5,NUP153,FERMT2,ENY2,MYOM1,NAPG,COPA,FGB,AP2A1,SNX2,PLOD3,DBN1,SURF4,COPB2,RBM14,COPG1,CLTC,RBP4,C2CD3,CHMP2B,SYNJ2BP,LIN7C,LYPLA1,LMNA,SYTL4,VPS35,SNX12,TOMM20,DVL2,NR0B1,AP2M1,RHOB,COG1,SPTBN1,RAP1A,ARF4,TUBA8,SPCS3,YWHAH,IPO5,PEX6,M6PR,SRPRB,ARF3


			GO:BP			cellular macromolecule localization			GO:0070727			0.0176617482			77			PGM1,LMNB1,AIFM1,HK1,PFKM,PARK7,SYNE3,PGAP1,NUDCD3,CORO1B,TMSB15A,LMNB2,ROCK2,RAP1GDS1,CAPN3,JAM3,BAG3,ATP2B4,TIMM50,RCC2,FLOT2,TIMM8A,COPE,SRC,RAB8B,PACS1,SEC24D,SAR1B,TWF1,STAC3,HCLS1,CEP350,AP2S1,KRT5,NUP153,FERMT2,ENY2,MYOM1,NAPG,COPA,FGB,AP2A1,SNX2,PLOD3,DBN1,SURF4,COPB2,RBM14,COPG1,CLTC,RBP4,C2CD3,CHMP2B,SYNJ2BP,LIN7C,LYPLA1,LMNA,SYTL4,VPS35,SNX12,TOMM20,DVL2,NR0B1,AP2M1,RHOB,COG1,SPTBN1,RAP1A,ARF4,TUBA8,SPCS3,YWHAH,IPO5,PEX6,M6PR,SRPRB,ARF3


			GO:BP			alcohol biosynthetic process			GO:0046165			0.0180001332			10			PARK7,SPR,GOT1,DHCR7,PTS,PMVK,G6PD,PGP,SOD1,GBA


			GO:BP			protein metabolic process			GO:0019538			0.0180661734			173			MMP2,EIF1,FKBP4,ACSL1,CDCA2,AIFM1,MACROD1,PHF1,PARK7,ITIH3,UCHL3,GUSB,LACTB,MRPL24,PTK7,GLRX5,ROCK2,DUSP3,SGSH,RAP1GDS1,CAPN3,VIM,TNFRSF11A,P4HA3,PDGFA,CLPX,ITIH4,PCMT1,DLD,HERC6,ATP2B4,TIMM50,FLOT2,COL3A1,PRDX3,PSAP,PABPC1,FN1,SRC,UGDH,MSRB3,LXN,SCRN2,RIF1,PCOLCE,OGDH,EIF4EBP1,GAPDH,PGK1,TWF1,PKM,HCLS1,RPS18,FUS,RPL27,CHTOP,EIF4E,PLG,APOA4,RPL38,MTCH1,SDCBP,IGF2BP1,CTSB,PARS2,RABIF,IGF2BP2,RPL34,GTF2B,SEC11A,RPS8,CDK6,FERMT2,SERPINH1,RPL21,ENY2,ITIH2,HDAC2,F12,TNS2,MTHFD2L,A2M,EEF1D,DBI,RPL3,RPL9,CSTB,CRYAB,FGB,UBA3,PLOD3,FBL,MBIP,HPX,TAB1,RPL17,PPP1CA,RBM14,PKIA,RPL8,RALBP1,RPL29,RPS3,RPS2,RBBP4,CDK5,ATE1,LARP4B,RPL37,PARN,C2CD3,CHMP2B,FETUB,APOA2,SNTA1,RPS3A,G6PD,GUF1,RPL35A,RPS16,RPL14,LYPLA1,CHMP5,SERPINA1,RPS13,RPL6,P4HA2,GLYR1,RPL18,RPL13,PSMA8,CTSH,TRMT10C,LMNA,PSMD8,RPL24,VPS35,ADAMTS3,SNX12,CTTNBP2NL,EDEM3,RPL36A,NLRP3,DVL2,SCPEP1,TRRAP,LOC100524613,SPTBN1,FAU,SOD1,RPL10A,GATAD2A,ZFP36L2,VBP1,RPL5,SAE1,DAZAP1,RPL35,CELF1,POLDIP3,SPCS3,PSMD2,NXN,AHSG,RNF25,UCHL1,MPND,GBA,ILF3,ITIH1,MLEC,BECN1,LOC100153899


			GO:BP			alditol metabolic process			GO:0019400			0.0183962653			4			GOT1,TKFC,PGP,SORD


			GO:BP			actomyosin structure organization			GO:0031032			0.0183962653			13			MYOM2,CASQ1,ACTA1,ROCK2,CAPN3,NEB,CNN3,ZYX,TCAP,SRC,MYOZ1,TPM1,FERMT2


			GO:BP			regulation of cardiac muscle hypertrophy			GO:0010611			0.0192566857			5			ATP2B4,LMCD1,TWF1,LMNA,BECN1


			GO:BP			aspartate family amino acid biosynthetic process			GO:0009067			0.0192566857			5			GOT1,ADI1,PLOD3,GOT2,GBA


			GO:BP			citrulline metabolic process			GO:0000052			0.0192566857			3			ATP2B4,ALDH18A1,CAD


			GO:BP			lamellipodium organization			GO:0097581			0.01956686			8			FSCN1,CORO1B,SRC,TWF1,ABLIM3,SNX2,CAPZB,CYFIP1


			GO:BP			negative regulation of cardiac muscle hypertrophy in response to stress			GO:1903243			0.01980497			2			ATP2B4,LMNA


			GO:BP			negative regulation of hyaluronan biosynthetic process			GO:1900126			0.01980497			2			AP2A1,CLTC


			GO:BP			aspartate catabolic process			GO:0006533			0.01980497			2			GOT1,GOT2


			GO:BP			maintenance of mitochondrion location			GO:0051659			0.01980497			2			ATP2A1,ALB


			GO:BP			glutamate catabolic process to aspartate			GO:0019550			0.01980497			2			GOT1,GOT2


			GO:BP			negative regulation of cardiac muscle adaptation			GO:0010616			0.01980497			2			ATP2B4,LMNA


			GO:BP			fructose biosynthetic process			GO:0046370			0.01980497			2			AKR1B1,SORD


			GO:BP			intermediate filament polymerization or depolymerization			GO:0045105			0.01980497			2			NES,KRT5


			GO:BP			pentose biosynthetic process			GO:0019322			0.01980497			2			PGD,G6PD


			GO:BP			glutamate catabolic process to 2-oxoglutarate			GO:0019551			0.01980497			2			GOT1,GOT2


			GO:BP			sulfur compound biosynthetic process			GO:0044272			0.0204584128			10			ACSL1,DLAT,PDHB,ACAT1,DLD,PSAP,UGDH,PDHX,PDHA1,ADI1


			GO:BP			cellular response to chemical stimulus			GO:0070887			0.0204584128			80			MMP2,PDCD4,ACSL1,CHCHD2,PARK7,CORO1B,PTK7,ROCK2,PXDN,COL1A2,RAP1GDS1,HSPB8,CAPN3,GNAI3,JAM3,VIM,TNFRSF11A,BAG3,POSTN,GSTA4,ZYX,CACNB1,BCAT2,ATP2B4,NDUFS2,PRDX3,GOT1,SRC,PRDX6,NR1D2,RIF1,COL5A2,MTDH,ABCB6,GAPDH,PGK1,TPM1,HCLS1,CPNE4,TF,EIF4E,CLIC4,APOA4,CTSB,ACAA2,CD86,GNAI2,TNS2,STAT5A,RPL3,CACYBP,HPX,RBM14,GPX7,RPS3,SOD2,G6PD,CHMP5,CTSH,LMNA,GNAS,NCOA5,VPS35,AKR1B1,NR0B1,GSTK1,RHOB,SOD1,RAP1A,ZFP36L2,ZCCHC3,YWHAH,IPO5,NXN,PALM3,COL4A1,SRA1,UCHL1,GBA,ESD


			GO:BP			muscle structure development			GO:0061061			0.0204820157			26			PDCD4,JPH1,MYOM2,CASQ1,ACTA1,PDLIM5,CAPN3,NEB,TCAP,FLOT2,MYOZ1,NR1D2,ACADM,SYPL2,TPM1,HOMER1,PLG,CRYAB,RBM14,MYL3,SOD2,LMNA,PDLIM4,SRA1,UCHL1,TNNC1


			GO:BP			organic cyclic compound catabolic process			GO:1901361			0.0222848203			22			BLVRB,AIFM1,ENDOG,ALDH6A1,ACAT1,VIM,BCAT2,SND1,PABPC1,NT5C1A,FUS,LSM5,IGF2BP1,IGF2BP2,NUDT4,KHSRP,NSUN2,PARN,NUDT3,DUT,ZFP36L2,YWHAH


			GO:BP			regulation of amide metabolic process			GO:0034248			0.0228627711			21			EIF1,ROCK2,VIM,PABPC1,EIF4EBP1,GAPDH,PKM,EIF4E,RPL38,IGF2BP1,IGF2BP2,RBM14,RPS3,LARP4B,PARN,GUF1,TRMT10C,ZFP36L2,DAZAP1,POLDIP3,ILF3


			GO:BP			carbohydrate derivative catabolic process			GO:1901136			0.0233107047			11			GUSB,ACAT1,SGSH,NT5C1A,HMMR,NUDT4,NUDT3,DUT,EDEM3,NAGA,GBA


			GO:BP			cellular component assembly involved in morphogenesis			GO:0010927			0.0233702521			9			MYOM2,CASQ1,ACTA1,CAPN3,NEB,TCAP,MYOZ1,TPM1,CCDC136


			GO:BP			nuclear envelope organization			GO:0006998			0.023678282			6			LMNB1,LMNB2,TMEM43,CHMP2B,CHMP5,LMNA


			GO:BP			glutathione metabolic process			GO:0006749			0.023678282			6			PARK7,HAGH,GSTA4,G6PD,GSTK1,SOD1


			GO:BP			regulation of muscle hypertrophy			GO:0014743			0.024689944			5			ATP2B4,LMCD1,TWF1,LMNA,BECN1


			GO:BP			cholesterol metabolic process			GO:0008203			0.0248410629			9			APOF,ACADVL,DHCR7,APOA4,PMVK,APOA2,G6PD,SOD1,GBA


			GO:BP			positive regulation of CoA-transferase activity			GO:1905920			0.0256632307			3			APOA4,DBI,APOA2


			GO:BP			regulation of CoA-transferase activity			GO:1905918			0.0256632307			3			APOA4,DBI,APOA2


			GO:BP			isoleucine metabolic process			GO:0006549			0.0256632307			3			ACAT1,BCAT2,HSD17B10


			GO:BP			ribonucleoside diphosphate biosynthetic process			GO:0009188			0.0256632307			3			AK1,AK3,CAD


			GO:BP			polyol catabolic process			GO:0046174			0.0256632307			3			TKFC,NUDT3,SORD


			GO:BP			response to organic substance			GO:0010033			0.0256632307			78			MMP2,PDCD4,ACSL1,ENDOG,PARK7,PTK7,ROCK2,COL1A2,RAP1GDS1,HSPB8,CAPN3,GNAI3,VIM,TNFRSF11A,SLC25A12,BAG3,POSTN,ITIH4,ZYX,CACNB1,BCAT2,ATP2B4,COL3A1,PRDX3,GOT1,SRC,NR1D2,RIF1,COL5A2,MTDH,GAPDH,HOMER2,HOMER1,HCLS1,CPNE4,EIF4E,CLIC4,DDX21,APOA4,CTSB,CD86,GNAI2,F12,TNS2,STAT5A,PMVK,IGFBP2,RPL3,CRYAB,FGB,CACYBP,HPX,RBM14,RPS3,RMI1,RBP4,GOT2,APOA2,CHMP5,CTSH,GNAS,NCOA5,VPS35,EDEM3,NR0B1,RHOB,FAU,SOD1,RAP1A,ZFP36L2,ZCCHC3,YWHAH,IPO5,PALM3,COL4A1,SRA1,GBA,ESD


			GO:BP			cellular response to oxygen-containing compound			GO:1901701			0.0256632307			40			MMP2,PDCD4,PARK7,PTK7,ROCK2,COL1A2,RAP1GDS1,CAPN3,GNAI3,VIM,POSTN,CACNB1,ATP2B4,PRDX3,GOT1,SRC,COL5A2,MTDH,TPM1,CPNE4,EIF4E,CLIC4,APOA4,CD86,GNAI2,TNS2,STAT5A,RBM14,RPS3,SOD2,CHMP5,GNAS,NCOA5,VPS35,RHOB,SOD1,RAP1A,IPO5,COL4A1,ESD


			GO:BP			musculoskeletal movement			GO:0050881			0.0256632307			6			CASQ1,TCAP,TNNC2,ATP2A1,HOMER1,STAC3


			GO:BP			negative regulation of vascular associated smooth muscle cell proliferation			GO:1904706			0.0256632307			4			PDCD4,NDRG2,TPM1,SOD2


			GO:BP			multicellular organismal movement			GO:0050879			0.0256632307			6			CASQ1,TCAP,TNNC2,ATP2A1,HOMER1,STAC3


			GO:BP			apoptotic mitochondrial changes			GO:0008637			0.0266386197			8			SLC25A4,TIMM50,NDUFS1,ATP2A1,VDAC2,ACAA2,LMNA,VPS35


			GO:BP			negative regulation of catalytic activity			GO:0043086			0.0274161865			30			PARK7,ITIH3,ROCK2,RAP1GDS1,ITIH4,ATP2B4,RCC2,PRDX3,SRC,MYOZ1,LXN,NES,GAPDH,CTSB,SERPINH1,ITIH2,A2M,CSTB,CRYAB,MBIP,PKIA,RPL37,FETUB,APOA2,SERPINA1,AHSG,UCHL1,GBA,ITIH1,LOC100153899


			GO:BP			regulation of muscle adaptation			GO:0043502			0.0284093318			6			ATP2B4,LMCD1,TWF1,LMNA,TNNC1,BECN1


			GO:BP			negative regulation of intracellular transport			GO:0032387			0.0284093318			6			PARK7,MAP1B,NUP153,CRYAB,VPS35,SNX12


			GO:BP			nucleic acid transport			GO:0050657			0.0299022824			10			TST,CHTOP,IGF2BP1,IGF2BP2,NUP153,ENY2,NSUN2,SARNP,TOMM20,POLDIP3


			GO:BP			RNA transport			GO:0050658			0.0299022824			10			TST,CHTOP,IGF2BP1,IGF2BP2,NUP153,ENY2,NSUN2,SARNP,TOMM20,POLDIP3


			GO:BP			negative regulation of translation			GO:0017148			0.0307819046			11			PABPC1,EIF4EBP1,GAPDH,EIF4E,IGF2BP1,RBM14,RPS3,PARN,ZFP36L2,DAZAP1,ILF3


			GO:BP			endodermal cell differentiation			GO:0035987			0.0315495709			6			MMP2,COL12A1,FN1,COL5A2,COL4A2,NR0B1


			GO:BP			regulation of biological quality			GO:0065008			0.0323170952			84			SLC25A4,ABCB1,CAPG,PFKM,PARK7,SYNE3,TMSB15A,COL1A2,CAPN3,JAM3,TAPBP,VIM,BAG3,CRABP2,PDGFA,BLOC1S4,GRIK2,BCAT2,ATP2B4,FLOT2,PRDX3,NUCB2,PABPC1,HSD17B10,NDUFS1,FN1,DHCR7,SRC,MYL4,VDAC2,TWF1,TPM1,HCLS1,FUS,CLIC4,PLG,FAM3D,IGF2BP1,CTSB,ACAA2,IGF2BP2,FERMT2,SLC26A5,F12,CRYAB,COPA,FGB,PLOD3,DBN1,RBM14,MYL3,CAPZB,AFP,NSUN2,RBP4,PARN,APOA2,SNTA1,PALMD,LIN7C,CTSH,LMNA,GNAS,SYTL4,VPS35,AKR1B1,PPA2,CYFIP1,AP2M1,SCPEP1,SNAP23,SPTBN1,SOD1,RAP1A,ARF4,ZFP36L2,YWHAH,PALM3,ZNF207,TNNC1,SH3KBP1,GBA,PEX6,FAM49B


			GO:BP			cellular nitrogen compound catabolic process			GO:0044270			0.0323170952			20			BLVRB,AIFM1,ENDOG,ALDH6A1,ACAT1,VIM,SND1,PABPC1,NT5C1A,FUS,LSM5,IGF2BP1,IGF2BP2,NUDT4,KHSRP,NSUN2,PARN,NUDT3,DUT,ZFP36L2


			GO:BP			heterocycle catabolic process			GO:0046700			0.032597786			20			BLVRB,AIFM1,ENDOG,ALDH6A1,ACAT1,VIM,SND1,PABPC1,NT5C1A,FUS,LSM5,IGF2BP1,IGF2BP2,NUDT4,KHSRP,NSUN2,PARN,NUDT3,DUT,ZFP36L2


			GO:BP			sterol metabolic process			GO:0016125			0.032597786			9			APOF,ACADVL,DHCR7,APOA4,PMVK,APOA2,G6PD,SOD1,GBA


			GO:BP			nucleoside bisphosphate metabolic process			GO:0033865			0.032597786			9			ACSL1,DLAT,PDHB,ACAT1,DLD,PDHX,PDHA1,OGDH,ACOT6


			GO:BP			purine nucleoside bisphosphate metabolic process			GO:0034032			0.032597786			9			ACSL1,DLAT,PDHB,ACAT1,DLD,PDHX,PDHA1,OGDH,ACOT6


			GO:BP			ribonucleoside bisphosphate metabolic process			GO:0033875			0.032597786			9			ACSL1,DLAT,PDHB,ACAT1,DLD,PDHX,PDHA1,OGDH,ACOT6


			GO:BP			negative regulation of biological process			GO:0048519			0.032597786			155			PDCD4,LMNB1,SLC25A4,DHRS7C,CAPG,ENDOG,PHF1,PARK7,ITIH3,CASQ1,CORO1B,TMSB15A,LMNB2,ROCK2,NDRG2,ACADVL,DUSP3,RAP1GDS1,CAPN3,JAM3,VIM,BAG3,PDGFA,ITIH4,MAP1B,GRIK2,ATP2B4,LMCD1,SND1,RCC2,FLOT2,COL3A1,PRDX3,NUCB2,PABPC1,FN1,GLO1,SRC,MYOZ1,LXN,NR1D2,CDH11,RIF1,CTHRC1,COL5A2,MTDH,EIF4EBP1,GAPDH,PGK1,TWF1,TPM1,VDAC1,HOMER2,HCLS1,FUS,EIF4E,CLIC4,PLG,APOA4,ALB,FAM3D,LOC100510904,SDCBP,LSM5,IGF2BP1,CTSB,TXNDC12,ACAA2,CD86,COL4A2,IGF2BP2,ACOT13,NUP153,CDK6,FERMT2,SERPINH1,ITIH2,HDAC2,F12,HMGA1,TNS2,A2M,DBI,CIAPIN1,CSTB,NDUFS3,PEBP1,CRYAB,FGB,AP2A1,KHSRP,RBM14,PKIA,SCAF4,CAPZB,BASP1,RPS3,TES,CLTC,NSUN2,SAP18,TKFC,RPL37,PARN,SOD2,CHMP2B,FETUB,APOA2,SNTA1,RPS3A,G6PD,SYNJ2BP,SARNP,LYPLA1,CHMP5,NOVA2,SERPINA1,RPS13,CTSH,LMNA,SYTL4,CBX1,NCOA5,VPS35,AKR1B1,SNX12,CTTNBP2NL,NLRP3,NR0B1,AP2M1,PGP,RHOB,SPTBN1,SOD1,RAP1A,ARF4,GATAD2A,ZFP36L2,VBP1,NFIC,DAZAP1,TLE2,YWHAH,NXN,PALM3,SRA1,AHSG,ZNF207,UCHL1,GNG4,GBA,ILF3,ITIH1,BECN1,LOC100153899


			GO:BP			protein localization to nuclear envelope			GO:0090435			0.0342142727			3			LMNB1,LMNB2,LMNA


			GO:BP			membrane organization			GO:0061024			0.0342142727			30			LMNB1,SLC25A4,LOC100523213,ABCB1,LMNB2,ATL2,APOO,TMEM43,TIMM50,RAB8B,STXBP6,VDAC2,SEC24D,SYPL2,APOA4,ACAA2,RABIF,TFG,CHMP2B,APOA2,CHMP5,LMNA,SYTL4,AP2M1,SNAP23,SPTBN1,SOD1,PRX,DNAJC11,BECN1


			GO:BP			cellular component disassembly			GO:0022411			0.0342142727			21			SLC25A4,AIFM1,CAPG,ENDOG,FSCN1,SUPT16H,DUSP3,MAP1B,NES,CFL1,TWF1,VDAC1,PLG,SCAF4,CAPZB,CHMP2B,CHMP5,SPTBN1,CISD2,GBA,BECN1


			GO:BP			branched-chain amino acid biosynthetic process			GO:0009082			0.0342142727			3			BCAT1,BCAT2,GBA


			GO:BP			nucleoside monophosphate metabolic process			GO:0009123			0.0342142727			8			AK1,AK3,NT5C1A,GMPR2,ACAA2,CAD,DUT,ADK


			GO:BP			establishment of RNA localization			GO:0051236			0.0342142727			10			TST,CHTOP,IGF2BP1,IGF2BP2,NUP153,ENY2,NSUN2,SARNP,TOMM20,POLDIP3


			GO:BP			striated muscle adaptation			GO:0014888			0.0342142727			5			TCAP,ATP2B4,MYOZ1,LMNA,TNNC1


			GO:BP			amyloid fibril formation			GO:1990000			0.0360091507			4			FUS,CSTB,CRYAB,VBP1


			GO:BP			regulation of RNA splicing			GO:0043484			0.0362423284			11			PRDX6,RBFOX1,FUS,RBM14,SAP18,HNRNPK,NOVA2,RPS13,RBMX,PRX,DAZAP1


			GO:BP			ribose phosphate biosynthetic process			GO:0046390			0.0366669876			13			AK1,ACSL1,DLAT,PDHB,ACAT1,AK3,DLD,PDHX,PDHA1,ACAA2,CAD,G6PD,ADK


			GO:BP			purine ribonucleoside monophosphate metabolic process			GO:0009167			0.0368295155			6			AK1,AK3,NT5C1A,GMPR2,ACAA2,ADK


			GO:BP			hydrogen peroxide metabolic process			GO:0042743			0.0388115065			5			PARK7,PXDN,PRDX3,APOA4,SOD1


			GO:BP			cellular metabolic process			GO:0044237			0.0400335008			308			PIR,PDCD4,EIF1,COQ9,ETFA,PGM1,BLVRB,NDUFB3,AK1,SLC25A4,ACSL1,CDCA2,CKMT2,CHCHD2,PHKB,AIFM1,HK1,PFKM,PPP1R3A,DLAT,PDHB,MACROD1,ENDOG,PHF1,ALDH6A1,PARK7,COQ5,PGAP1,GUSB,IDH3G,HNRNPA1,FBP2,ACAT1,MRPL24,GPI,PTK7,GAMT,ACADS,GLRX5,BCAT1,NDUFS6,ROCK2,PXDN,ACADVL,SUPT16H,DUSP3,ADHFE1,MCM4,SGSH,HSPB8,CAPN3,GNAI3,ALDH4A1,COX17,VIM,SPR,TNFRSF11A,COX5B,GPD2,SLC25A12,PYGM,HAGH,BAG3,LOC100524873,CRABP2,PDGFA,CLPX,AK3,GSTA4,IDH2,DLD,ACO2,FH,BCAT2,ATP2B4,PTGES2,ENO3,TIMM50,LMCD1,HIBADH,SND1,FLOT2,NDUFS2,MPI,SUCLG1,PRDX3,PSAP,PABPC1,HSD17B10,NDUFS1,GOT1,ALDH18A1,TPI1,FN1,PSIP1,GLO1,COPE,TST,SRC,PTGR2,PRDX6,UGDH,MYOZ1,NT5C1A,SUCLA2,ECH1,NR1D2,ACADM,PDHX,VCAN,SDHB,RIF1,NAGK,PDHA1,OGDH,NDUFA8,RBFOX1,SNRPG,MTDH,EIF4EBP1,ABCB6,GYG1,GAPDH,PGAM2,PGK1,TWF1,AGPAT4,VDAC1,ETFDH,PAFAH1B2,HMMR,PKM,ABLIM3,GPT2,HCLS1,RPS18,FUS,TF,RPL27,EIF4E,RTCA,DDX21,APOA4,RPL38,GMPR2,ARVCF,LOC100510904,CPSF3,NDUFV3,SDCBP,LSM5,POLR1D,PGD,IGF2BP1,ADI1,CTSB,ACAA2,PARS2,ACOT6,COL4A2,IGF2BP2,RPL34,GTF2B,NUDT4,RPS8,CDK6,FN3KRP,FERMT2,GLUD1,RPL21,ENY2,HDAC2,PTS,SNRPD3,HMGA1,TNS2,MTHFD2L,STAT5A,NDUFV2,EEF1D,DBI,RPL3,RPL9,CIAPIN1,NDUFS3,ATXN2L,NUBP2,CRYAB,PLOD3,SF3B1,KHSRP,FBL,MBIP,HPX,TAB1,RPL17,TXNL4A,PPP1CA,RBM14,MRPS36,PKIA,RPL8,SCAF4,RALBP1,BASP1,RPL29,RPS3,AFP,RPS2,RBBP4,NSUN2,RMI1,RBP4,SAP18,CAD,CDK5,TKFC,LARP4B,RPL37,PARN,SOD2,CHMP2B,GOT2,APOA2,HNRNPK,RPS3A,G6PD,GUF1,RPL35A,SARNP,RPS16,RPL14,EHHADH,NDUFA5,CHMP5,NOVA2,CS,RPS13,NHP2,OSGEPL1,RPL6,NUDT3,GLYR1,RPL18,DUT,NFATC2IP,RPL13,RBMX,ECHDC2,CTSH,TRMT10C,LMNA,GAPDHS,GNAS,CBX1,ENO2,RPL24,BPNT1,AKR1B1,PPA2,CTTNBP2NL,RPL36A,DVL2,NR0B1,NAGA,PGP,CSTF2,ADK,SORD,TRRAP,POU2F3,HNRNPA3,SPTBN1,FAU,SOD1,PRX,RPL10A,RALY,ARF4,GATAD2A,ZFP36L2,SLC45A2,NFIC,PGK2,RPL5,DAZAP1,RPL35,CELF1,POLDIP3,TLE2,YWHAH,GTF2H1,PYGB,SRA1,CKM,RNF25,UCHL1,MPND,SH3KBP1,HNRNPUL1,CISD2,GBA,ESD,ILF3,IDH3A,MARCKS,BECN1,SNRPD2


			GO:BP			ribonucleoside monophosphate metabolic process			GO:0009161			0.0400335008			7			AK1,AK3,NT5C1A,GMPR2,ACAA2,CAD,ADK


			GO:BP			acute inflammatory response			GO:0002526			0.0400335008			7			PARK7,TNFRSF11A,ITIH4,FN1,F12,NLRP3,AHSG


			GO:BP			purine nucleoside monophosphate metabolic process			GO:0009126			0.0403994268			6			AK1,AK3,NT5C1A,GMPR2,ACAA2,ADK


			GO:BP			muscle cell cellular homeostasis			GO:0046716			0.0424387889			4			PFKM,BAG3,PLG,SOD1


			GO:BP			regulation of cellular amino acid biosynthetic process			GO:2000282			0.0436054539			2			PARK7,ATP2B4


			GO:BP			positive regulation of aggrephagy			GO:1905337			0.0436054539			2			HSPB8,BAG3


			GO:BP			regulation of aggrephagy			GO:1905335			0.0436054539			2			HSPB8,BAG3


			GO:BP			aspartate biosynthetic process			GO:0006532			0.0436054539			2			GOT1,GOT2


			GO:BP			mitochondrial tRNA 5'-end processing			GO:0097745			0.0436054539			2			HSD17B10,TRMT10C


			GO:BP			angiotensin-activated signaling pathway involved in heart process			GO:0086098			0.0436054539			2			RAP1GDS1,SRC


			GO:BP			mitochondrial tRNA 3'-end processing			GO:1990180			0.0436054539			2			HSD17B10,TRMT10C


			GO:BP			pentose-phosphate shunt, oxidative branch			GO:0009051			0.0436054539			2			PGD,G6PD


			GO:BP			CRD-mediated mRNA stabilization			GO:0070934			0.0436054539			3			PABPC1,IGF2BP1,IGF2BP2


			GO:BP			response to inorganic substance			GO:0010035			0.0436054539			18			PARK7,CAPN3,SLC25A12,ATP2B4,PRDX3,SRC,ABCB6,HOMER1,CPNE4,TF,CLIC4,APOA4,CRYAB,FGB,RPS3,SOD2,RHOB,SOD1


			GO:BP			anatomical structure development			GO:0048856			0.0436054539			153			MMP2,PIR,PDCD4,JPH1,MYOM2,ENDOG,CASQ1,SYNE3,PGAP1,ACTA1,PDLIM5,GPI,MAPT,CORO1B,PTK7,GAMT,ROCK2,PXDN,NDRG2,ACADVL,COL1A2,COL12A1,CAPN3,JAM3,VIM,NEB,TNFRSF11A,CRABP2,POSTN,PDGFA,MFAP2,CNN3,MAP1B,DCX,TCAP,ATP2B4,FLOT2,NDUFS2,KERA,COL3A1,PRDX3,FN1,GLO1,TST,SRC,UGDH,MYOZ1,LDB3,NR1D2,CDH11,ACADM,VCAN,SEC24D,MYOT,RIF1,CTHRC1,OGDH,RBFOX1,COL5A2,MTDH,ABCB6,PGK1,TWF1,SYPL2,TPM1,HOMER1,PAFAH1B2,PKM,HCLS1,TF,GLIPR2,CHTOP,EIF4E,CLIC4,PLG,RPL38,ARVCF,SDCBP,KRT5,IGF2BP1,CTSB,COL4A2,RABIF,IGF2BP2,CDK6,FERMT2,SERPINH1,SLC26A5,TNS2,MTHFD2L,NDUFV2,CIAPIN1,CALD1,CRYAB,SNX2,PLOD3,DBN1,MBIP,CACYBP,TAB1,PPP1CA,RBM14,MYL3,RALBP1,CAPZB,AFP,NSUN2,RBP4,CDK5,SOD2,C2CD3,ARMC6,NDE1,TUBB2B,PALMD,G6PD,SYNJ2BP,LIN7C,RBBP9,NOVA2,ENAH,CTSH,LMNA,GNAS,VPS35,AKR1B1,ADAMTS3,HSPB7,DVL2,CYFIP1,NR0B1,GSTK1,RHOB,SPTBN1,SOD1,CCDC136,PRX,RAP1A,ARF4,ZFP36L2,YWHAH,TRIP6,NXN,PALM3,PDLIM4,COL4A1,SRA1,UCHL1,TNNC1,SH3KBP1,GBA,MARCKS,BECN1


			GO:BP			pyramidal neuron differentiation			GO:0021859			0.0436054539			3			DCX,OGDH,GBA


			GO:BP			valine catabolic process			GO:0006574			0.0436054539			2			ALDH6A1,HIBADH


			GO:BP			localization			GO:0051179			0.0463430546			154			PGM1,LMNB1,SLC25A4,ACSL1,AIFM1,DHRS7C,LOC100523213,ABCB1,HK1,PFKM,PARK7,CASQ1,SYNE3,PGAP1,NUDCD3,CORO1B,TMSB15A,LMNB2,ROCK2,RAP1GDS1,CAPN3,JAM3,COX17,TNFRSF11A,SLC25A12,BAG3,CRABP2,BLOC1S4,MAP1B,GRIK2,CACNB1,ATP2B4,PTGES2,TIMM50,RCC2,FLOT2,PSAP,OSBPL10,TIMM8A,COPE,TST,SRC,RAB8B,ATP2A1,STXBP6,VDAC2,TRIP10,PACS1,SEC24D,SAR1B,ABCB6,TWF1,VDAC1,HOMER2,HOMER1,HMMR,STAC3,HCLS1,CEP350,TF,AP2S1,CHTOP,CLIC4,APOA4,ALB,FAM3D,SLC25A1,SDCBP,KRT5,IGF2BP1,ACAA2,RABIF,IGF2BP2,NUP153,TFG,FERMT2,CYGB,ENY2,SLC26A5,RAB1B,NOP58,DBI,CNNM3,MYOM1,NAPG,CRYAB,COPA,FGB,AP2A1,SNX2,PLOD3,DBN1,FBL,HPX,GC,SURF4,ATP6V1E1,COPB2,RBM14,RALBP1,COPG1,CLTC,NSUN2,RBP4,CDK5,PARN,C2CD3,CHMP2B,GOT2,APOA2,SNTA1,NDE1,SYNJ2BP,SARNP,LIN7C,LYPLA1,CHMP5,LMNA,GNAS,SYTL4,VPS35,REPS1,SNX12,CTTNBP2NL,TOMM20,DVL2,NR0B1,AP2M1,DYNC1I2,SNAP23,RHOB,COG1,SPTBN1,SOD1,KCNS3,RAP1A,ARF4,SLC45A2,TUBA8,POLDIP3,SPCS3,YWHAH,IPO5,NECAP1,AHSG,SYNE2,UCHL1,TNNC1,GBA,PEX6,M6PR,SRPRB,ARF3,BECN1


			GO:BP			collagen fibril organization			GO:0030199			0.0471538231			6			PXDN,COL1A2,COL3A1,COL5A2,SERPINH1,PLOD3


			GO:BP			protein transmembrane import into intracellular organelle			GO:0044743			0.0471785811			5			AIFM1,TIMM50,TOMM20,TUBA8,PEX6


			GO:BP			positive regulation of protein localization to nucleus			GO:1900182			0.0486859738			7			PGM1,PARK7,BAG3,SRC,HCLS1,FERMT2,IPO5


			GO:CC			cytoplasm			GO:0005737			5.51E-55			443			MMP2,PIR,PDCD4,EIF1,COQ9,EMC8,FKBP4,ETFA,PGM1,DNAJB4,SPATS2L,BLVRB,NDUFB3,AK1,SLC25A4,PVALB,ACSL1,CDCA2,JPH1,CKMT2,CHCHD2,DTNA,PHKB,AIFM1,DHRS7C,CAPG,HK1,PFKM,PPP1R3A,MYOM2,LRRC40,DLAT,PDHB,ENDOG,CCDC6,ALDH6A1,PARK7,COQ5,UCHL3,CASQ1,SYNE3,PGAP1,FSCN1,GUSB,IDH3G,ACTA1,LACTB,HNRNPA1,PDLIM5,SYNPO2,FBP2,ACAT1,MRPL24,GPI,MAPT,CORO1B,GAMT,ACADS,TMSB15A,TPM4,GLRX5,BCAT1,NDUFS6,ROCK2,ATL2,PXDN,NDRG2,ACADVL,DUSP3,NDUFB7,ADHFE1,APOO,SGSH,COL1A2,RAP1GDS1,HSPB8,CAPN3,GNAI3,JAM3,ALDH4A1,COX17,TAPBP,VIM,SPR,COX6B,NEB,TNFRSF11A,COX5B,GPD2,SLC25A12,PYGM,P4HA3,HAGH,BAG3,LOC100524873,CRABP2,POSTN,CLPX,ITIH4,BLOC1S4,AK3,PCMT1,IDH2,COL21A1,RAI14,CNN3,ZYX,ACTR1B,MAP1B,DLD,EMILIN3,FRMD4B,ACO2,DCX,HERC6,FH,TMEM43,BCAT2,TCAP,ATP2B4,PTGES2,ENO3,TIMM50,LMCD1,HIBADH,TNNC2,SND1,RCC2,FLOT2,NDUFS2,MPI,MYL1,SUCLG1,PRDX3,PSAP,NUCB2,PABPC1,HSD17B10,NDUFS1,GOT1,ALDH18A1,TPI1,FN1,OSBPL10,DHCR7,TIMM8A,GLO1,COPE,TST,SRC,PTGR2,HSDL2,IQGAP2,NDUFB1,MYL4,RAB8B,PRDX6,ATP2A1,UGDH,SORBS1,STXBP6,PDLIM3,MYOZ1,NT5C1A,SUCLA2,VDAC2,LDB3,MSRB3,ECH1,L2HGDH,NR1D2,CDH11,TRIP10,ACADM,PACS1,PDHX,SEC24D,SDHB,NDUFA4,NES,CTHRC1,SAR1B,PDHA1,OGDH,NDUFA8,RBFOX1,SNRPG,MTDH,EIF4EBP1,ABCB6,GAPDH,PGK1,TWF1,SYPL2,AGPAT4,TPM1,FLNB,VDAC1,HOMER2,ETFDH,HOMER1,PAFAH1B2,HMMR,PKM,ABLIM3,HCLS1,RPS18,FUS,TF,GLIPR2,AP2S1,RPL27,CHTOP,EIF4E,CLIC4,DDX21,ALB,RPL38,RCN2,ARVCF,LOC100510904,SLC25A1,MTCH1,NDUFV3,SDCBP,LSM5,KRT5,PGD,IGF2BP1,ADI1,AAMDC,CTSB,MYL10,TXNDC12,ACAA2,PARS2,ACOT6,RABIF,IGF2BP2,ACOT13,RPL34,SEC11A,NUDT4,GNAI2,NUP153,RPS8,CDK6,CNRIP1,CPPED1,TFG,FERMT2,GLUD1,SERPINH1,TBCA,ENY2,HDAC2,PTS,CMBL,SNRPD3,NOP58,STAT5A,PMVK,NDUFV2,EEF1D,DBI,RPL3,RPL9,CIAPIN1,CSTB,CALD1,NDUFS3,ATXN2L,NUBP2,MYOM1,NAPG,CRYAB,COPA,FGB,AP2A1,HSPA6,UBA3,SNX2,PLOD3,DBN1,KHSRP,MBIP,CACYBP,TAB1,GC,SURF4,RPL17,TXNL4A,ATP6V1E1,PPP1CA,COPB2,RBM14,MYL3,MRPS36,RPL8,RALBP1,OTOG,CAPZB,NDUFA6,BASP1,COPG1,RPS3,AFP,RPS2,TES,CLTC,NSUN2,SAP18,CAD,CDK5,TKFC,ATE1,LARP4B,RPL37,PARN,SOD2,GMPPA,ARMC6,CHMP2B,GOT2,HNRNPK,NDE1,TUBB2B,RPS3A,PALMD,G6PD,GUF1,SYNJ2BP,RPL35A,SARNP,LIN7C,RPL14,EHHADH,NDUFA5,LYPLA1,CHMP5,NOVA2,CS,RPS13,ENAH,OSGEPL1,RPL6,NUDT3,P4HA2,GLYR1,RPL18,RPL13,ECHDC2,PSMA8,CTSH,TRMT10C,GAPDHS,MYH1,SYTL4,ENO2,RPL24,MTUS2,VPS35,AKR1B1,HSPE1,PPA2,SNX12,HSPB7,EDEM3,TOMM20,RPL36A,NLRP3,DVL2,CYFIP1,NR0B1,NAGA,AP2M1,CCDC8,PGP,TBCC,SNAP23,GSTK1,RHOB,ADK,SORD,TRRAP,POU2F3,LOC100524613,COG1,SPTBN1,FAU,STRN3,RPS10,SOD1,CCDC136,PRX,KCNS3,RAP1A,ARF4,ZFP36L2,VBP1,SLC45A2,ZCCHC3,RPL30,GTPBP8,TUBA8,RPL5,SAE1,DAZAP1,RPL35,CELF1,POLDIP3,SPCS3,YWHAH,DNAJC11,PSMD2,IPO5,TRIP6,PYGB,NHLRC2,NECAP1,PDLIM4,CA3,SRA1,AHSG,RNF25,SYNE2,UCHL1,TNNC1,SH3KBP1,LOC100157017,CISD2,GBA,ESD,ILF3,PEX6,M6PR,IDH3A,MARCKS,SRPRB,MLEC,ARF3,BECN1,SNRPD2


			GO:CC			mitochondrion			GO:0005739			3.92E-27			121			COQ9,ETFA,NDUFB3,SLC25A4,ACSL1,CKMT2,CHCHD2,AIFM1,HK1,DLAT,PDHB,ENDOG,ALDH6A1,PARK7,COQ5,CASQ1,IDH3G,LACTB,ACAT1,MRPL24,ACADS,GLRX5,BCAT1,NDUFS6,ACADVL,NDUFB7,ADHFE1,APOO,RAP1GDS1,ALDH4A1,COX17,COX6B,COX5B,GPD2,SLC25A12,HAGH,LOC100524873,CLPX,AK3,IDH2,DLD,ACO2,FH,BCAT2,PTGES2,TIMM50,HIBADH,NDUFS2,SUCLG1,PRDX3,HSD17B10,NDUFS1,ALDH18A1,TIMM8A,TST,SRC,HSDL2,NDUFB1,ATP2A1,SUCLA2,VDAC2,ECH1,L2HGDH,ACADM,PDHX,SDHB,NDUFA4,PDHA1,OGDH,NDUFA8,ABCB6,AGPAT4,VDAC1,ETFDH,CLIC4,SLC25A1,MTCH1,NDUFV3,MYL10,ACAA2,PARS2,ACOT13,GLUD1,ENY2,PTS,NDUFV2,CIAPIN1,NDUFS3,NAPG,CRYAB,MRPS36,RALBP1,NDUFA6,RPS3,NSUN2,SOD2,GOT2,GUF1,SYNJ2BP,NDUFA5,CS,OSGEPL1,ECHDC2,TRMT10C,VPS35,HSPE1,PPA2,TOMM20,SNAP23,GSTK1,SORD,LOC100524613,SOD1,SLC45A2,GTPBP8,DNAJC11,SYNE2,CISD2,ILF3,IDH3A,BECN1


			GO:CC			intracellular anatomical structure			GO:0005622			5.93E-26			507			MMP2,PIR,PDCD4,EIF1,COQ9,FNDC1,EMC8,FKBP4,ETFA,PGM1,DNAJB4,SPATS2L,BLVRB,NDUFB3,AK1,LMNB1,SLC25A4,PVALB,ACSL1,CDCA2,JPH1,CKMT2,CHCHD2,DTNA,PHKB,AIFM1,DHRS7C,CAPG,HK1,PFKM,PPP1R3A,MYOM2,LRRC40,DLAT,PDHB,MACROD1,ENDOG,PHF1,CCDC6,ALDH6A1,PARK7,COQ5,UCHL3,CASQ1,SYNE3,PGAP1,FSCN1,GUSB,IDH3G,NUDCD3,ACTA1,SNTB1,LACTB,HNRNPA1,PDLIM5,SYNPO2,FBP2,ACAT1,MRPL24,GPI,MAPT,CORO1B,GAMT,ACADS,TMSB15A,TPM4,GLRX5,BCAT1,NDUFS6,LMNB2,ROCK2,ATL2,PXDN,NDRG2,ACADVL,SUPT16H,DUSP3,NDUFB7,ADHFE1,APOO,MCM4,SGSH,COL1A2,RAP1GDS1,HSPB8,CAPN3,GNAI3,JAM3,ALDH4A1,COX17,TAPBP,VIM,SPR,COX6B,NEB,TNFRSF11A,COX5B,GPD2,SLC25A12,PYGM,P4HA3,HAGH,BAG3,LOC100524873,CRABP2,POSTN,CLPX,ITIH4,BLOC1S4,AK3,PCMT1,IDH2,COL21A1,RAI14,CNN3,ZYX,ACTR1B,MAP1B,DLD,EMILIN3,FRMD4B,OFD1,ACO2,DCX,HERC6,FH,TMEM43,BCAT2,TCAP,ATP2B4,PTGES2,ENO3,TIMM50,LMCD1,HIBADH,TNNC2,SND1,RCC2,FLOT2,NDUFS2,MPI,MYL1,SUCLG1,PRDX3,PSAP,NUCB2,PABPC1,HSD17B10,NDUFS1,GOT1,ALDH18A1,TPI1,FN1,OSBPL10,PSIP1,DHCR7,TIMM8A,GLO1,COPE,TST,SRC,TPM2,PTGR2,WIPF1,HSDL2,IQGAP2,NDUFB1,MYL4,RAB8B,PRDX6,ATP2A1,UGDH,SORBS1,STXBP6,PDLIM3,MYOZ1,NT5C1A,SUCLA2,VDAC2,LDB3,MSRB3,ECH1,L2HGDH,NR1D2,CDH11,TRIP10,ACADM,PACS1,PDHX,VCAN,SEC24D,SDHB,RIF1,NDUFA4,NES,CTHRC1,SELENBP1,SAR1B,PDHA1,OGDH,NDUFA8,RBFOX1,SNRPG,CFL1,MTDH,EIF4EBP1,ABCB6,GAPDH,PGK1,TWF1,SYPL2,AGPAT4,TPM1,FLNB,VDAC1,HOMER2,ETFDH,HOMER1,PAFAH1B2,HMMR,PKM,ABLIM3,HCLS1,RPS18,CEP350,FUS,TF,GLIPR2,AP2S1,RPL27,CHTOP,EIF4E,CLIC4,RTCA,DDX21,ALB,FAM3D,RPL38,MAP7D1,RCN2,ARVCF,LOC100510904,SLC25A1,CPSF3,MTCH1,NDUFV3,SDCBP,LSM5,IQSEC1,POLR1D,KRT5,PGD,IGF2BP1,ADI1,AAMDC,CTSB,MYL10,TXNDC12,ACAA2,CD86,PARS2,ACOT6,RABIF,IGF2BP2,ACOT13,RPL34,GTF2B,SMTN,SEC11A,NUDT4,GNAI2,NUP153,RPS8,CDK6,CNRIP1,CPPED1,TFG,FERMT2,GLUD1,SERPINH1,RPL21,TBCA,ENY2,HDAC2,PTS,CMBL,SNRPD3,HMGA1,NOP58,STAT5A,PMVK,NDUFV2,EEF1D,DBI,RPL3,RPL9,CIAPIN1,CSTB,CALD1,CNNM3,NDUFS3,ATXN2L,NUBP2,MYOM1,NAPG,CRYAB,COPA,FGB,AP2A1,HSPA6,UBA3,SNX2,PLOD3,SF3B1,DBN1,KHSRP,FBL,MBIP,CACYBP,TAB1,GC,SURF4,RPL17,TXNL4A,ATP6V1E1,PPP1CA,COPB2,RBM14,MYL3,MRPS36,RPL8,SCAF4,RALBP1,OTOG,CAPZB,NDUFA6,BASP1,RPL29,COPG1,RPS3,AFP,RPS2,RBBP4,TES,CLTC,NSUN2,RMI1,SAP18,CAD,CDK5,TKFC,ATE1,LARP4B,RPL37,PARN,SOD2,C2CD3,TPM3,GMPPA,ARMC6,CHMP2B,GOT2,SNTA1,HNRNPK,NDE1,TUBB2B,RPS3A,PALMD,G6PD,GUF1,SYNJ2BP,RPL35A,SARNP,LIN7C,SYNM,RPS16,RPL14,EHHADH,NDUFA5,LYPLA1,CHMP5,RBBP9,NOVA2,CS,RPS13,ENAH,NHP2,OSGEPL1,RPL6,NUDT3,HNRNPC,P4HA2,GLYR1,RPL18,DUT,RPL13,RBMX,ECHDC2,PSMA8,CTSH,TRMT10C,LMNA,GAPDHS,MYH1,SYTL4,PSMD8,CBX1,ENO2,RPL24,MTUS2,NCOA5,VPS35,AKR1B1,HSPE1,PPA2,SNX12,HSPB7,CTTNBP2NL,EDEM3,TOMM20,RPL36A,NLRP3,DVL2,CYFIP1,NR0B1,NAGA,AP2M1,DYNC1I2,CCDC8,PGP,TBCC,CSTF2,SNAP23,GSTK1,RHOB,ADK,SORD,TRRAP,POU2F3,HNRNPA3,LOC100524613,COG1,SPTBN1,FAU,STRN3,RPS10,SOD1,CCDC136,PRX,KCNS3,RPL10A,RAP1A,RALY,ARF4,GATAD2A,ZFP36L2,VBP1,SLC45A2,ZCCHC3,NFIC,RPL30,GTPBP8,TUBA8,RPL5,SAE1,DAZAP1,RPL35,CELF1,POLDIP3,TLE2,SPCS3,YWHAH,DNAJC11,PSMD2,IPO5,TRIP6,NXN,GTF2H1,PYGB,NHLRC2,NECAP1,PDLIM4,CA3,SRA1,AHSG,RPS25,ZNF207,RNF25,SYNE2,UCHL1,TNNC1,SH3KBP1,LOC100157017,HNRNPUL1,CISD2,GBA,ESD,ILF3,PEX6,M6PR,IDH3A,MARCKS,SRPRB,MLEC,ARF3,BECN1,SNRPD2


			GO:CC			cytosol			GO:0005829			5.18E-20			177			PIR,PDCD4,FKBP4,PGM1,DNAJB4,SPATS2L,BLVRB,AK1,CDCA2,AIFM1,HK1,PFKM,CCDC6,PARK7,UCHL3,FSCN1,LACTB,SYNPO2,FBP2,GPI,MAPT,CORO1B,GLRX5,ROCK2,DUSP3,APOO,RAP1GDS1,HSPB8,CAPN3,ALDH4A1,VIM,SPR,TNFRSF11A,BAG3,CRABP2,CLPX,PCMT1,IDH2,COL21A1,RAI14,CNN3,ZYX,MAP1B,ACO2,HERC6,BCAT2,PTGES2,ENO3,SND1,MPI,PRDX3,PABPC1,GOT1,TPI1,OSBPL10,GLO1,SRC,UGDH,PDLIM3,NT5C1A,SEC24D,SNRPG,ABCB6,GAPDH,PGK1,TWF1,TPM1,FLNB,HOMER2,HOMER1,PAFAH1B2,HMMR,PKM,HCLS1,RPS18,RPL27,EIF4E,CLIC4,DDX21,RPL38,SDCBP,PGD,IGF2BP1,ACOT6,IGF2BP2,RPL34,GNAI2,NUP153,RPS8,CDK6,CPPED1,TFG,FERMT2,CMBL,SNRPD3,NOP58,STAT5A,PMVK,EEF1D,RPL3,RPL9,CSTB,ATXN2L,NUBP2,CRYAB,HSPA6,SNX2,DBN1,MBIP,CACYBP,TAB1,SURF4,RPL17,TXNL4A,ATP6V1E1,PPP1CA,RBM14,RPL8,OTOG,RPS3,RPS2,TES,SAP18,CAD,TKFC,LARP4B,RPL37,ARMC6,CHMP2B,RPS3A,G6PD,RPL35A,RPL14,LYPLA1,CHMP5,RPS13,ENAH,RPL6,NUDT3,P4HA2,GLYR1,RPL18,RPL13,CTSH,GAPDHS,ENO2,RPL24,VPS35,AKR1B1,PPA2,RPL36A,NLRP3,DVL2,CCDC8,TBCC,ADK,SORD,POU2F3,SPTBN1,RPS10,SOD1,KCNS3,ARF4,VBP1,RPL30,RPL5,RPL35,TRIP6,NHLRC2,CA3,SRA1,RNF25,UCHL1,LOC100157017,PEX6,BECN1,SNRPD2


			GO:CC			intracellular organelle			GO:0043229			1.29E-16			452			MMP2,PIR,PDCD4,EIF1,COQ9,FNDC1,EMC8,FKBP4,ETFA,DNAJB4,SPATS2L,BLVRB,NDUFB3,AK1,LMNB1,SLC25A4,PVALB,ACSL1,CDCA2,JPH1,CKMT2,CHCHD2,AIFM1,DHRS7C,CAPG,HK1,PFKM,MYOM2,LRRC40,DLAT,PDHB,MACROD1,ENDOG,PHF1,ALDH6A1,PARK7,COQ5,UCHL3,CASQ1,SYNE3,PGAP1,FSCN1,GUSB,IDH3G,NUDCD3,ACTA1,SNTB1,LACTB,HNRNPA1,PDLIM5,SYNPO2,ACAT1,MRPL24,GPI,MAPT,CORO1B,GAMT,ACADS,TMSB15A,TPM4,GLRX5,BCAT1,NDUFS6,LMNB2,ROCK2,ATL2,PXDN,NDRG2,ACADVL,SUPT16H,DUSP3,NDUFB7,ADHFE1,APOO,MCM4,SGSH,COL1A2,RAP1GDS1,HSPB8,CAPN3,GNAI3,JAM3,ALDH4A1,COX17,TAPBP,VIM,SPR,COX6B,NEB,COX5B,GPD2,SLC25A12,P4HA3,HAGH,BAG3,LOC100524873,CRABP2,POSTN,CLPX,AK3,IDH2,RAI14,CNN3,ZYX,ACTR1B,MAP1B,DLD,FRMD4B,OFD1,ACO2,DCX,HERC6,FH,TMEM43,BCAT2,TCAP,ATP2B4,PTGES2,TIMM50,LMCD1,HIBADH,TNNC2,SND1,RCC2,FLOT2,NDUFS2,MYL1,SUCLG1,PRDX3,PSAP,NUCB2,PABPC1,HSD17B10,NDUFS1,GOT1,ALDH18A1,FN1,OSBPL10,PSIP1,DHCR7,TIMM8A,GLO1,COPE,TST,SRC,TPM2,WIPF1,HSDL2,NDUFB1,MYL4,RAB8B,PRDX6,ATP2A1,UGDH,SORBS1,STXBP6,PDLIM3,MYOZ1,SUCLA2,VDAC2,LDB3,ECH1,L2HGDH,NR1D2,TRIP10,ACADM,PACS1,PDHX,VCAN,SEC24D,SDHB,RIF1,NDUFA4,NES,SELENBP1,SAR1B,PDHA1,OGDH,NDUFA8,RBFOX1,SNRPG,CFL1,MTDH,ABCB6,GAPDH,TWF1,SYPL2,AGPAT4,TPM1,FLNB,VDAC1,ETFDH,HOMER1,PAFAH1B2,HMMR,PKM,ABLIM3,HCLS1,RPS18,CEP350,FUS,TF,GLIPR2,AP2S1,RPL27,CHTOP,EIF4E,CLIC4,RTCA,DDX21,ALB,FAM3D,RPL38,MAP7D1,RCN2,ARVCF,LOC100510904,SLC25A1,CPSF3,MTCH1,NDUFV3,SDCBP,LSM5,IQSEC1,POLR1D,KRT5,IGF2BP1,ADI1,CTSB,MYL10,TXNDC12,ACAA2,CD86,PARS2,RABIF,IGF2BP2,ACOT13,RPL34,GTF2B,SMTN,SEC11A,NUDT4,GNAI2,NUP153,RPS8,CDK6,TFG,FERMT2,GLUD1,SERPINH1,RPL21,TBCA,ENY2,HDAC2,PTS,SNRPD3,HMGA1,NOP58,STAT5A,NDUFV2,EEF1D,DBI,RPL3,RPL9,CIAPIN1,CSTB,CALD1,CNNM3,NDUFS3,ATXN2L,NUBP2,MYOM1,NAPG,CRYAB,COPA,FGB,AP2A1,HSPA6,UBA3,SNX2,PLOD3,SF3B1,DBN1,KHSRP,FBL,MBIP,CACYBP,TAB1,SURF4,RPL17,TXNL4A,ATP6V1E1,PPP1CA,COPB2,RBM14,MYL3,MRPS36,RPL8,SCAF4,RALBP1,CAPZB,NDUFA6,BASP1,RPL29,COPG1,RPS3,RPS2,RBBP4,CLTC,NSUN2,RMI1,SAP18,CAD,CDK5,ATE1,LARP4B,RPL37,PARN,SOD2,C2CD3,TPM3,CHMP2B,GOT2,SNTA1,HNRNPK,NDE1,TUBB2B,RPS3A,G6PD,GUF1,SYNJ2BP,RPL35A,SARNP,SYNM,RPS16,RPL14,EHHADH,NDUFA5,LYPLA1,CHMP5,RBBP9,NOVA2,CS,RPS13,ENAH,NHP2,OSGEPL1,RPL6,NUDT3,HNRNPC,P4HA2,GLYR1,RPL18,DUT,RPL13,RBMX,ECHDC2,PSMA8,CTSH,TRMT10C,LMNA,MYH1,SYTL4,PSMD8,CBX1,RPL24,MTUS2,NCOA5,VPS35,AKR1B1,HSPE1,PPA2,SNX12,HSPB7,CTTNBP2NL,EDEM3,TOMM20,RPL36A,DVL2,NR0B1,NAGA,AP2M1,DYNC1I2,CCDC8,CSTF2,SNAP23,GSTK1,RHOB,ADK,SORD,TRRAP,POU2F3,HNRNPA3,LOC100524613,COG1,SPTBN1,FAU,STRN3,RPS10,SOD1,CCDC136,PRX,KCNS3,RPL10A,RALY,ARF4,GATAD2A,ZFP36L2,VBP1,SLC45A2,NFIC,RPL30,GTPBP8,TUBA8,RPL5,SAE1,DAZAP1,RPL35,CELF1,POLDIP3,TLE2,SPCS3,DNAJC11,PSMD2,IPO5,TRIP6,NXN,GTF2H1,NECAP1,PDLIM4,SRA1,AHSG,RPS25,ZNF207,RNF25,SYNE2,UCHL1,TNNC1,SH3KBP1,HNRNPUL1,CISD2,GBA,ILF3,PEX6,M6PR,IDH3A,MARCKS,SRPRB,MLEC,ARF3,BECN1,SNRPD2


			GO:CC			organelle			GO:0043226			2.14E-16			458			MMP2,PIR,PDCD4,EIF1,COQ9,FNDC1,EMC8,FKBP4,ETFA,PGM1,DNAJB4,SPATS2L,BLVRB,NDUFB3,AK1,LMNB1,SLC25A4,PVALB,ACSL1,CDCA2,JPH1,CKMT2,CHCHD2,AIFM1,DHRS7C,CAPG,HK1,PFKM,MYOM2,LRRC40,DLAT,PDHB,MACROD1,ENDOG,PHF1,ALDH6A1,PARK7,COQ5,UCHL3,CASQ1,SYNE3,PGAP1,FSCN1,GUSB,IDH3G,NUDCD3,ACTA1,SNTB1,LACTB,HNRNPA1,PDLIM5,SYNPO2,ACAT1,MRPL24,GPI,MAPT,CORO1B,GAMT,ACADS,TMSB15A,TPM4,GLRX5,BCAT1,NDUFS6,LMNB2,ROCK2,ATL2,PXDN,NDRG2,ACADVL,SUPT16H,DUSP3,NDUFB7,ADHFE1,APOO,MCM4,SGSH,COL1A2,RAP1GDS1,HSPB8,CAPN3,GNAI3,JAM3,ALDH4A1,COX17,TAPBP,VIM,SPR,COX6B,NEB,COX5B,GPD2,SLC25A12,P4HA3,HAGH,BAG3,LOC100524873,CRABP2,POSTN,CLPX,AK3,IDH2,RAI14,CNN3,ZYX,ACTR1B,MAP1B,DLD,FRMD4B,GRIK2,OFD1,ACO2,DCX,HERC6,FH,TMEM43,BCAT2,TCAP,ATP2B4,PTGES2,TIMM50,LMCD1,HIBADH,TNNC2,SND1,RCC2,FLOT2,NDUFS2,MYL1,SUCLG1,PRDX3,PSAP,NUCB2,PABPC1,HSD17B10,NDUFS1,GOT1,ALDH18A1,FN1,OSBPL10,PSIP1,DHCR7,TIMM8A,GLO1,COPE,TST,SRC,TPM2,WIPF1,HSDL2,NDUFB1,MYL4,RAB8B,PRDX6,ATP2A1,UGDH,SORBS1,STXBP6,PDLIM3,MYOZ1,SUCLA2,VDAC2,LDB3,ECH1,L2HGDH,NR1D2,TRIP10,ACADM,PACS1,PDHX,VCAN,SEC24D,SDHB,RIF1,NDUFA4,NES,SELENBP1,SAR1B,PDHA1,OGDH,NDUFA8,RBFOX1,SNRPG,CFL1,MTDH,ABCB6,GAPDH,TWF1,SYPL2,AGPAT4,TPM1,FLNB,VDAC1,HOMER2,ETFDH,HOMER1,PAFAH1B2,HMMR,PKM,ABLIM3,HCLS1,RPS18,CEP350,FUS,TF,GLIPR2,AP2S1,RPL27,CHTOP,EIF4E,CLIC4,RTCA,DDX21,ALB,FAM3D,RPL38,MAP7D1,RCN2,ARVCF,LOC100510904,SLC25A1,CPSF3,MTCH1,NDUFV3,SDCBP,LSM5,IQSEC1,POLR1D,KRT5,IGF2BP1,ADI1,CTSB,MYL10,TXNDC12,ACAA2,CD86,PARS2,RABIF,IGF2BP2,ACOT13,RPL34,GTF2B,SMTN,SEC11A,NUDT4,GNAI2,NUP153,RPS8,CDK6,TFG,FERMT2,GLUD1,SERPINH1,RPL21,TBCA,ENY2,HDAC2,PTS,SNRPD3,HMGA1,NOP58,STAT5A,NDUFV2,EEF1D,DBI,RPL3,RPL9,CIAPIN1,CSTB,CALD1,CNNM3,NDUFS3,ATXN2L,NUBP2,MYOM1,NAPG,CRYAB,COPA,FGB,AP2A1,HSPA6,UBA3,SNX2,PLOD3,SF3B1,DBN1,KHSRP,FBL,MBIP,CACYBP,TAB1,SURF4,RPL17,TXNL4A,ATP6V1E1,PPP1CA,COPB2,RBM14,MYL3,MRPS36,RPL8,SCAF4,RALBP1,CAPZB,NDUFA6,BASP1,RPL29,COPG1,RPS3,RPS2,RBBP4,CLTC,NSUN2,RMI1,SAP18,CAD,CDK5,ATE1,LARP4B,RPL37,PARN,SOD2,C2CD3,TPM3,CHMP2B,GOT2,SNTA1,HNRNPK,NDE1,TUBB2B,RPS3A,G6PD,GUF1,SYNJ2BP,RPL35A,SARNP,LIN7C,SYNM,RPS16,RPL14,EHHADH,NDUFA5,LYPLA1,CHMP5,RBBP9,NOVA2,CS,RPS13,ENAH,NHP2,OSGEPL1,RPL6,NUDT3,HNRNPC,P4HA2,GLYR1,RPL18,DUT,RPL13,RBMX,ECHDC2,PSMA8,CTSH,TRMT10C,LMNA,MYH1,SYTL4,PSMD8,CBX1,RPL24,MTUS2,NCOA5,VPS35,AKR1B1,HSPE1,PPA2,SNX12,HSPB7,CTTNBP2NL,EDEM3,TOMM20,RPL36A,DVL2,NR0B1,NAGA,AP2M1,DYNC1I2,CCDC8,TBCC,CSTF2,SNAP23,GSTK1,RHOB,ADK,SORD,TRRAP,POU2F3,HNRNPA3,LOC100524613,COG1,SPTBN1,FAU,STRN3,RPS10,SOD1,CCDC136,PRX,KCNS3,RPL10A,RAP1A,RALY,ARF4,GATAD2A,ZFP36L2,VBP1,SLC45A2,NFIC,RPL30,GTPBP8,TUBA8,RPL5,SAE1,DAZAP1,RPL35,CELF1,POLDIP3,TLE2,SPCS3,DNAJC11,PSMD2,IPO5,TRIP6,NXN,GTF2H1,NECAP1,PDLIM4,SRA1,AHSG,RPS25,ZNF207,RNF25,SYNE2,UCHL1,TNNC1,SH3KBP1,HNRNPUL1,CISD2,GBA,ILF3,PEX6,M6PR,IDH3A,MARCKS,SRPRB,MLEC,ARF3,BECN1,SNRPD2


			GO:CC			oxidoreductase complex			GO:1990204			8.51E-15			27			ETFA,NDUFB3,DLAT,PDHB,IDH3G,NDUFS6,NDUFB7,GPD2,LOC100524873,DLD,NDUFS2,NDUFS1,NDUFB1,PDHX,SDHB,PDHA1,OGDH,NDUFA8,GMPR2,NDUFV3,NDUFV2,NDUFS3,MRPS36,NDUFA6,NDUFA5,LOC100524613,IDH3A


			GO:CC			supramolecular complex			GO:0099080			1.18E-14			78			MMP2,AK1,LMNB1,JPH1,MYOM2,CASQ1,ACTA1,PDLIM5,SYNPO2,MAPT,CORO1B,LMNB2,ROCK2,COL1A2,JAM3,VIM,NEB,BAG3,MFAP2,MAP1B,TCAP,ATP2B4,TNNC2,MYL1,COL3A1,PABPC1,SRC,TPM2,WIPF1,MYL4,PDLIM3,MYOZ1,LDB3,NES,COL5A2,SNRPG,TWF1,HOMER1,HCLS1,CHTOP,EIF4E,KRT5,IGF2BP1,COL4A2,IGF2BP2,SMTN,TBCA,ATXN2L,MYOM1,CRYAB,KHSRP,RBM14,MYL3,CLTC,NSUN2,LARP4B,TPM3,CHMP2B,NDE1,TUBB2B,SARNP,SYNM,CHMP5,RPL6,CTSH,LMNA,MYH1,MTUS2,DYNC1I2,SPTBN1,DAZAP1,POLDIP3,PDLIM4,COL4A1,ZNF207,SYNE2,TNNC1,SRPRB


			GO:CC			cytosolic ribosome			GO:0022626			2.45E-12			25			RPS18,RPL27,RPL38,RPL34,RPS8,RPL3,RPL9,RPL17,RPL8,RPS3,RPS2,RPL37,RPS3A,RPL35A,RPL14,RPS13,RPL6,RPL18,RPL13,RPL24,RPL36A,RPS10,RPL30,RPL5,RPL35


			GO:CC			supramolecular polymer			GO:0099081			2.80E-12			60			MMP2,AK1,LMNB1,JPH1,MYOM2,CASQ1,ACTA1,PDLIM5,SYNPO2,MAPT,CORO1B,LMNB2,COL1A2,JAM3,VIM,NEB,BAG3,MFAP2,MAP1B,TCAP,ATP2B4,TNNC2,MYL1,COL3A1,SRC,TPM2,WIPF1,MYL4,PDLIM3,MYOZ1,LDB3,NES,COL5A2,TWF1,HOMER1,HCLS1,KRT5,COL4A2,SMTN,TBCA,MYOM1,CRYAB,MYL3,CLTC,TPM3,CHMP2B,NDE1,TUBB2B,SYNM,CHMP5,LMNA,MYH1,MTUS2,DYNC1I2,SPTBN1,PDLIM4,COL4A1,SYNE2,TNNC1,SRPRB


			GO:CC			mitochondrial protein-containing complex			GO:0098798			5.25E-12			36			NDUFB3,SLC25A4,DLAT,PDHB,IDH3G,MRPL24,NDUFS6,NDUFB7,APOO,COX5B,LOC100524873,CLPX,DLD,TIMM50,NDUFS2,SUCLG1,HSD17B10,NDUFS1,TIMM8A,NDUFB1,PDHX,SDHB,NDUFA4,PDHA1,NDUFA8,NDUFV3,NDUFV2,NDUFS3,MRPS36,NDUFA6,NDUFA5,TRMT10C,TOMM20,LOC100524613,DNAJC11,IDH3A


			GO:CC			contractile fiber			GO:0043292			8.14E-12			27			MMP2,JPH1,MYOM2,CASQ1,ACTA1,PDLIM5,SYNPO2,NEB,BAG3,TCAP,ATP2B4,TNNC2,MYL1,MYL4,PDLIM3,MYOZ1,LDB3,TWF1,HOMER1,MYOM1,CRYAB,MYL3,MYH1,SPTBN1,PDLIM4,SYNE2,TNNC1


			GO:CC			sarcomere			GO:0030017			8.56E-12			25			MMP2,JPH1,MYOM2,CASQ1,ACTA1,PDLIM5,SYNPO2,NEB,BAG3,TCAP,ATP2B4,TNNC2,MYL4,PDLIM3,MYOZ1,LDB3,HOMER1,MYOM1,CRYAB,MYL3,MYH1,SPTBN1,PDLIM4,SYNE2,TNNC1


			GO:CC			envelope			GO:0031975			1.03E-11			66			COQ9,NDUFB3,LMNB1,SLC25A4,ACSL1,CHCHD2,AIFM1,HK1,ENDOG,PARK7,COQ5,SYNE3,NDUFS6,LMNB2,ACADVL,NDUFB7,APOO,COX17,COX6B,COX5B,SLC25A12,LOC100524873,TMEM43,TIMM50,NDUFS2,NDUFS1,DHCR7,TIMM8A,SRC,NDUFB1,VDAC2,ACADM,SDHB,RIF1,NDUFA4,NDUFA8,ABCB6,GAPDH,AGPAT4,VDAC1,ETFDH,NDUFV3,SDCBP,NUP153,ENY2,NDUFV2,CIAPIN1,NDUFS3,CACYBP,SURF4,TXNL4A,NDUFA6,RPS3,CHMP2B,GUF1,NDUFA5,LYPLA1,CHMP5,LMNA,TOMM20,SORD,LOC100524613,DNAJC11,SYNE2,CISD2,BECN1


			GO:CC			organelle envelope			GO:0031967			1.03E-11			66			COQ9,NDUFB3,LMNB1,SLC25A4,ACSL1,CHCHD2,AIFM1,HK1,ENDOG,PARK7,COQ5,SYNE3,NDUFS6,LMNB2,ACADVL,NDUFB7,APOO,COX17,COX6B,COX5B,SLC25A12,LOC100524873,TMEM43,TIMM50,NDUFS2,NDUFS1,DHCR7,TIMM8A,SRC,NDUFB1,VDAC2,ACADM,SDHB,RIF1,NDUFA4,NDUFA8,ABCB6,GAPDH,AGPAT4,VDAC1,ETFDH,NDUFV3,SDCBP,NUP153,ENY2,NDUFV2,CIAPIN1,NDUFS3,CACYBP,SURF4,TXNL4A,NDUFA6,RPS3,CHMP2B,GUF1,NDUFA5,LYPLA1,CHMP5,LMNA,TOMM20,SORD,LOC100524613,DNAJC11,SYNE2,CISD2,BECN1


			GO:CC			supramolecular fiber			GO:0099512			1.33E-11			58			MMP2,AK1,LMNB1,JPH1,MYOM2,CASQ1,ACTA1,PDLIM5,SYNPO2,MAPT,CORO1B,LMNB2,COL1A2,JAM3,VIM,NEB,BAG3,MFAP2,MAP1B,TCAP,ATP2B4,TNNC2,MYL1,COL3A1,SRC,TPM2,WIPF1,MYL4,PDLIM3,MYOZ1,LDB3,NES,COL5A2,TWF1,HOMER1,HCLS1,KRT5,SMTN,TBCA,MYOM1,CRYAB,MYL3,CLTC,TPM3,CHMP2B,NDE1,TUBB2B,SYNM,CHMP5,LMNA,MYH1,MTUS2,DYNC1I2,SPTBN1,PDLIM4,SYNE2,TNNC1,SRPRB


			GO:CC			myofibril			GO:0030016			1.91E-11			26			MMP2,JPH1,MYOM2,CASQ1,ACTA1,PDLIM5,SYNPO2,NEB,BAG3,TCAP,ATP2B4,TNNC2,MYL4,PDLIM3,MYOZ1,LDB3,TWF1,HOMER1,MYOM1,CRYAB,MYL3,MYH1,SPTBN1,PDLIM4,SYNE2,TNNC1


			GO:CC			intracellular non-membrane-bounded organelle			GO:0043232			4.88E-11			204			MMP2,SPATS2L,AK1,LMNB1,CDCA2,JPH1,CAPG,MYOM2,PHF1,PARK7,CASQ1,FSCN1,IDH3G,NUDCD3,ACTA1,SNTB1,PDLIM5,SYNPO2,MRPL24,MAPT,CORO1B,ACADS,TMSB15A,TPM4,LMNB2,ROCK2,ACADVL,SUPT16H,MCM4,CAPN3,GNAI3,JAM3,VIM,NEB,BAG3,CLPX,RAI14,CNN3,ZYX,ACTR1B,MAP1B,FRMD4B,OFD1,DCX,TCAP,ATP2B4,TNNC2,RCC2,FLOT2,MYL1,PABPC1,HSD17B10,SRC,TPM2,WIPF1,MYL4,STXBP6,PDLIM3,MYOZ1,VDAC2,LDB3,RIF1,NES,SELENBP1,PDHA1,SNRPG,CFL1,MTDH,GAPDH,TWF1,TPM1,FLNB,HOMER1,PAFAH1B2,HMMR,ABLIM3,HCLS1,RPS18,CEP350,FUS,RPL27,CHTOP,EIF4E,CLIC4,DDX21,FAM3D,RPL38,MAP7D1,RCN2,LOC100510904,IQSEC1,POLR1D,KRT5,IGF2BP1,CD86,RABIF,IGF2BP2,RPL34,GTF2B,SMTN,GNAI2,NUP153,RPS8,CDK6,FERMT2,RPL21,TBCA,ENY2,HDAC2,HMGA1,NOP58,EEF1D,RPL3,RPL9,CIAPIN1,CSTB,CALD1,ATXN2L,NUBP2,MYOM1,CRYAB,HSPA6,SF3B1,DBN1,KHSRP,FBL,MBIP,RPL17,PPP1CA,RBM14,MYL3,MRPS36,RPL8,CAPZB,RPL29,RPS3,RPS2,RBBP4,CLTC,NSUN2,RMI1,LARP4B,RPL37,PARN,C2CD3,TPM3,CHMP2B,SNTA1,HNRNPK,NDE1,TUBB2B,RPS3A,G6PD,RPL35A,SARNP,SYNM,RPS16,RPL14,CHMP5,RPS13,ENAH,NHP2,RPL6,GLYR1,RPL18,RPL13,CTSH,TRMT10C,LMNA,MYH1,CBX1,RPL24,MTUS2,NCOA5,HSPB7,CTTNBP2NL,RPL36A,NR0B1,DYNC1I2,CCDC8,TRRAP,POU2F3,SPTBN1,FAU,RPS10,RPL10A,GATAD2A,NFIC,RPL30,RPL5,DAZAP1,RPL35,POLDIP3,PSMD2,TRIP6,PDLIM4,SRA1,RPS25,ZNF207,SYNE2,TNNC1,ILF3,MARCKS,SRPRB


			GO:CC			non-membrane-bounded organelle			GO:0043228			4.88E-11			204			MMP2,SPATS2L,AK1,LMNB1,CDCA2,JPH1,CAPG,MYOM2,PHF1,PARK7,CASQ1,FSCN1,IDH3G,NUDCD3,ACTA1,SNTB1,PDLIM5,SYNPO2,MRPL24,MAPT,CORO1B,ACADS,TMSB15A,TPM4,LMNB2,ROCK2,ACADVL,SUPT16H,MCM4,CAPN3,GNAI3,JAM3,VIM,NEB,BAG3,CLPX,RAI14,CNN3,ZYX,ACTR1B,MAP1B,FRMD4B,OFD1,DCX,TCAP,ATP2B4,TNNC2,RCC2,FLOT2,MYL1,PABPC1,HSD17B10,SRC,TPM2,WIPF1,MYL4,STXBP6,PDLIM3,MYOZ1,VDAC2,LDB3,RIF1,NES,SELENBP1,PDHA1,SNRPG,CFL1,MTDH,GAPDH,TWF1,TPM1,FLNB,HOMER1,PAFAH1B2,HMMR,ABLIM3,HCLS1,RPS18,CEP350,FUS,RPL27,CHTOP,EIF4E,CLIC4,DDX21,FAM3D,RPL38,MAP7D1,RCN2,LOC100510904,IQSEC1,POLR1D,KRT5,IGF2BP1,CD86,RABIF,IGF2BP2,RPL34,GTF2B,SMTN,GNAI2,NUP153,RPS8,CDK6,FERMT2,RPL21,TBCA,ENY2,HDAC2,HMGA1,NOP58,EEF1D,RPL3,RPL9,CIAPIN1,CSTB,CALD1,ATXN2L,NUBP2,MYOM1,CRYAB,HSPA6,SF3B1,DBN1,KHSRP,FBL,MBIP,RPL17,PPP1CA,RBM14,MYL3,MRPS36,RPL8,CAPZB,RPL29,RPS3,RPS2,RBBP4,CLTC,NSUN2,RMI1,LARP4B,RPL37,PARN,C2CD3,TPM3,CHMP2B,SNTA1,HNRNPK,NDE1,TUBB2B,RPS3A,G6PD,RPL35A,SARNP,SYNM,RPS16,RPL14,CHMP5,RPS13,ENAH,NHP2,RPL6,GLYR1,RPL18,RPL13,CTSH,TRMT10C,LMNA,MYH1,CBX1,RPL24,MTUS2,NCOA5,HSPB7,CTTNBP2NL,RPL36A,NR0B1,DYNC1I2,CCDC8,TRRAP,POU2F3,SPTBN1,FAU,RPS10,RPL10A,GATAD2A,NFIC,RPL30,RPL5,DAZAP1,RPL35,POLDIP3,PSMD2,TRIP6,PDLIM4,SRA1,RPS25,ZNF207,SYNE2,TNNC1,ILF3,MARCKS,SRPRB


			GO:CC			mitochondrial envelope			GO:0005740			6.99E-11			48			COQ9,NDUFB3,SLC25A4,ACSL1,CHCHD2,AIFM1,HK1,ENDOG,PARK7,COQ5,NDUFS6,ACADVL,NDUFB7,APOO,COX17,COX6B,COX5B,SLC25A12,LOC100524873,TIMM50,NDUFS2,NDUFS1,TIMM8A,SRC,NDUFB1,VDAC2,ACADM,SDHB,NDUFA4,NDUFA8,ABCB6,AGPAT4,VDAC1,ETFDH,NDUFV3,NDUFV2,CIAPIN1,NDUFS3,NDUFA6,RPS3,GUF1,NDUFA5,TOMM20,SORD,LOC100524613,DNAJC11,CISD2,BECN1


			GO:CC			cytosolic large ribosomal subunit			GO:0022625			4.70E-10			18			RPL27,RPL38,RPL34,RPL3,RPL9,RPL17,RPL8,RPL37,RPL35A,RPL14,RPL6,RPL18,RPL13,RPL24,RPL36A,RPL30,RPL5,RPL35


			GO:CC			actin cytoskeleton			GO:0015629			9.57E-10			40			FSCN1,ACTA1,PDLIM5,SYNPO2,CORO1B,TPM4,JAM3,CNN3,ZYX,TNNC2,FLOT2,MYL1,SRC,TPM2,WIPF1,MYOZ1,CFL1,TWF1,TPM1,ABLIM3,HCLS1,FAM3D,LOC100510904,SMTN,FERMT2,CALD1,DBN1,MYL3,CAPZB,TPM3,HNRNPK,MYH1,NCOA5,HSPB7,CTTNBP2NL,SPTBN1,TRIP6,PDLIM4,TNNC1,MARCKS


			GO:CC			mitochondrial membrane			GO:0031966			9.85E-10			43			COQ9,NDUFB3,SLC25A4,ACSL1,HK1,ENDOG,COQ5,NDUFS6,ACADVL,NDUFB7,APOO,COX6B,COX5B,SLC25A12,LOC100524873,TIMM50,NDUFS2,NDUFS1,TIMM8A,SRC,NDUFB1,VDAC2,ACADM,SDHB,NDUFA4,NDUFA8,ABCB6,AGPAT4,VDAC1,ETFDH,NDUFV3,NDUFV2,NDUFS3,NDUFA6,RPS3,GUF1,NDUFA5,TOMM20,SORD,LOC100524613,DNAJC11,CISD2,BECN1


			GO:CC			ribosomal subunit			GO:0044391			5.10E-09			27			MRPL24,RPS18,RPL27,RPL38,RPL34,RPS8,RPL3,RPL9,RPL17,RPL8,RPS3,RPS2,RPL37,RPS3A,RPL35A,RPL14,RPS13,RPL6,RPL18,RPL13,RPL24,RPL36A,RPS10,RPL10A,RPL30,RPL5,RPL35


			GO:CC			mitochondrial matrix			GO:0005759			6.82E-09			28			ETFA,DLAT,PDHB,PARK7,COQ5,CASQ1,IDH3G,MRPL24,GLRX5,ACADVL,CLPX,AK3,DLD,SUCLG1,HSD17B10,VDAC2,ACADM,PDHX,PDHA1,ACOT13,MRPS36,RPS3,SOD2,GUF1,CS,TRMT10C,HSPE1,IDH3A


			GO:CC			respiratory chain complex			GO:0098803			1.04E-08			18			NDUFB3,NDUFS6,NDUFB7,COX6B,COX5B,LOC100524873,NDUFS2,NDUFS1,NDUFB1,SDHB,NDUFA4,NDUFA8,NDUFV3,NDUFV2,NDUFS3,NDUFA6,NDUFA5,LOC100524613


			GO:CC			mitochondrial inner membrane			GO:0005743			1.19E-08			32			COQ9,NDUFB3,SLC25A4,ENDOG,COQ5,NDUFS6,ACADVL,NDUFB7,APOO,COX6B,COX5B,SLC25A12,LOC100524873,TIMM50,NDUFS2,NDUFS1,TIMM8A,SRC,NDUFB1,SDHB,NDUFA4,NDUFA8,ETFDH,NDUFV3,NDUFV2,NDUFS3,NDUFA6,RPS3,GUF1,NDUFA5,LOC100524613,DNAJC11


			GO:CC			organelle inner membrane			GO:0019866			1.29E-08			34			COQ9,NDUFB3,LMNB1,SLC25A4,ENDOG,COQ5,NDUFS6,ACADVL,NDUFB7,APOO,COX6B,COX5B,SLC25A12,LOC100524873,TMEM43,TIMM50,NDUFS2,NDUFS1,TIMM8A,SRC,NDUFB1,SDHB,NDUFA4,NDUFA8,ETFDH,NDUFV3,NDUFV2,NDUFS3,NDUFA6,RPS3,GUF1,NDUFA5,LOC100524613,DNAJC11


			GO:CC			actin filament bundle			GO:0032432			1.68E-08			14			FSCN1,ACTA1,PDLIM5,SYNPO2,CORO1B,TPM4,ZYX,TPM1,ABLIM3,FAM3D,FERMT2,TRIP6,PDLIM4,MARCKS


			GO:CC			membrane protein complex			GO:0098796			2.31E-08			68			EMC8,PGM1,NDUFB3,SLC25A4,SYNE3,SNTB1,NDUFS6,NDUFB7,APOO,GNAI3,TAPBP,COX6B,COX5B,LOC100524873,GNG2,GRIK2,CACNB1,TIMM50,FLOT2,NDUFS2,NDUFS1,COPE,NDUFB1,VDAC2,CDH11,SEC24D,SDHB,NDUFA4,NDUFA8,VDAC1,TF,AP2S1,CLIC4,NDUFV3,SDCBP,RABIF,SEC11A,GNAI2,NDUFV2,NDUFS3,NAPG,COPA,AP2A1,SNX2,ATP6V1E1,COPB2,NDUFA6,COPG1,CLTC,CHMP2B,LIN7C,NDUFA5,VPS35,SNX12,TOMM20,AP2M1,SNAP23,LOC100524613,FAU,KCNS3,SPCS3,DNAJC11,NECAP1,SYNE2,GNG4,SRPRB,MLEC,BECN1


			GO:CC			ribosome			GO:0005840			3.37E-08			35			MRPL24,STXBP6,RPS18,RPL27,RPL38,RPL34,RPS8,RPL21,RPL3,RPL9,RPL17,MRPS36,RPL8,RPL29,RPS3,RPS2,RPL37,RPS3A,RPL35A,RPS16,RPL14,RPS13,RPL6,RPL18,RPL13,RPL24,RPL36A,NR0B1,FAU,RPS10,RPL10A,RPL30,RPL5,RPL35,RPS25


			GO:CC			mitochondrial respirasome			GO:0005746			3.98E-08			17			NDUFB3,NDUFS6,NDUFB7,COX5B,LOC100524873,NDUFS2,NDUFS1,NDUFB1,SDHB,NDUFA4,NDUFA8,NDUFV3,NDUFV2,NDUFS3,NDUFA6,NDUFA5,LOC100524613


			GO:CC			stress fiber			GO:0001725			4.72E-08			13			FSCN1,ACTA1,PDLIM5,SYNPO2,CORO1B,TPM4,ZYX,TPM1,ABLIM3,FAM3D,FERMT2,TRIP6,PDLIM4


			GO:CC			contractile actin filament bundle			GO:0097517			4.72E-08			13			FSCN1,ACTA1,PDLIM5,SYNPO2,CORO1B,TPM4,ZYX,TPM1,ABLIM3,FAM3D,FERMT2,TRIP6,PDLIM4


			GO:CC			protein-containing complex			GO:0032991			5.12E-08			244			EIF1,COQ9,EMC8,ETFA,PGM1,SPATS2L,NDUFB3,SLC25A4,JPH1,PHKB,LOC100523213,PFKM,PPP1R3A,DLAT,PDHB,PHF1,COQ5,SYNE3,IDH3G,NUDCD3,SNTB1,HNRNPA1,PDLIM5,MRPL24,GLRX5,NDUFS6,SUPT16H,NDUFB7,APOO,MCM4,COL1A2,COL12A1,HSPB8,CAPN3,GNAI3,JAM3,TAPBP,VIM,COX6B,COX5B,GPD2,BAG3,LOC100524873,GNG2,PDGFA,CLPX,BLOC1S4,COL21A1,MAP1B,DLD,GRIK2,CACNB1,FH,TCAP,ENO3,TIMM50,TNNC2,SND1,FLOT2,NDUFS2,MYL1,SUCLG1,COL3A1,PRDX3,PABPC1,HSD17B10,NDUFS1,FN1,TIMM8A,COPE,NDUFB1,STXBP6,VDAC2,CDH11,PDHX,SEC24D,SDHB,NDUFA4,PDHA1,OGDH,NDUFA8,COL5A2,SNRPG,GAPDH,VDAC1,COL14A1,HCLS1,RPS18,TF,AP2S1,RPL27,CHTOP,EIF4E,CLIC4,DDX21,GPR84,APOA4,ALB,RPL38,GMPR2,ARVCF,LOC100510904,CPSF3,NDUFV3,SDCBP,LSM5,POLR1D,IGF2BP1,CTSB,COL4A2,RABIF,RPL34,GTF2B,SMTN,SEC11A,GNAI2,NUP153,RPS8,CDK6,RPL21,ENY2,HDAC2,SNRPD3,NOP58,NDUFV2,EEF1D,DBI,RPL3,RPL9,NDUFS3,NAPG,CRYAB,COPA,FGB,AP2A1,HSPA6,UBA3,SNX2,SF3B1,FBL,MBIP,CACYBP,RPL17,TXNL4A,ATP6V1E1,PPP1CA,COPB2,MYL3,MRPS36,RPL8,CAPZB,NDUFA6,RPL29,COPG1,RPS3,RPS2,RBBP4,TES,CLTC,RMI1,SAP18,RPL37,CHMP2B,APOA2,SNTA1,HNRNPK,NDE1,RPS3A,RPL35A,SARNP,LIN7C,RPS16,RPL14,NDUFA5,CHMP5,RPS13,NHP2,RPL6,HNRNPC,GLYR1,RPL18,RPL13,RBMX,PSMA8,TRMT10C,MYH1,PSMD8,ENO2,RPL24,VPS35,SNX12,TOMM20,RPL36A,NLRP3,CYFIP1,NR0B1,AP2M1,DYNC1I2,CCDC8,CSTF2,SNAP23,TRRAP,HNRNPA3,LOC100524613,COG1,SPTBN1,FAU,STRN3,RPS10,SOD1,KCNS3,RPL10A,RAP1A,RALY,GATAD2A,ZFP36L2,VBP1,RPL30,RPL5,SAE1,DAZAP1,RPL35,CELF1,TLE2,SPCS3,DNAJC11,PSMD2,COL9A1,GTF2H1,NECAP1,PDLIM4,COL4A1,SRA1,RPS25,SYNE2,TNNC1,GNG4,CISD2,ILF3,IDH3A,SRPRB,MLEC,BECN1,SNRPD2


			GO:CC			respirasome			GO:0070469			7.80E-08			18			NDUFB3,NDUFS6,NDUFB7,COX6B,COX5B,LOC100524873,NDUFS2,NDUFS1,NDUFB1,SDHB,NDUFA4,NDUFA8,NDUFV3,NDUFV2,NDUFS3,NDUFA6,NDUFA5,LOC100524613


			GO:CC			organelle membrane			GO:0031090			7.80E-08			108			COQ9,EMC8,PGM1,NDUFB3,LMNB1,SLC25A4,ACSL1,JPH1,DHRS7C,HK1,ENDOG,COQ5,SYNE3,PGAP1,MRPL24,GPI,NDUFS6,LMNB2,ATL2,ACADVL,NDUFB7,APOO,MCM4,GNAI3,TAPBP,COX6B,COX5B,SLC25A12,LOC100524873,TMEM43,PTGES2,TIMM50,RCC2,FLOT2,NDUFS2,NDUFS1,DHCR7,TIMM8A,COPE,SRC,NDUFB1,RAB8B,ATP2A1,VDAC2,ACADM,SEC24D,SDHB,RIF1,NDUFA4,NDUFA8,MTDH,ABCB6,GAPDH,AGPAT4,VDAC1,ETFDH,GLIPR2,AP2S1,RPL27,NDUFV3,SDCBP,RABIF,SEC11A,NUP153,RPL21,NDUFV2,NDUFS3,COPA,AP2A1,SNX2,PLOD3,SURF4,TXNL4A,COPB2,RPL8,NDUFA6,COPG1,RPS3,CLTC,CHMP2B,GUF1,RPL14,NDUFA5,LYPLA1,CHMP5,RPL6,LMNA,VPS35,SNX12,TOMM20,AP2M1,RHOB,SORD,LOC100524613,FAU,CCDC136,CELF1,SPCS3,DNAJC11,NECAP1,SYNE2,UCHL1,CISD2,GBA,PEX6,SRPRB,MLEC,BECN1


			GO:CC			large ribosomal subunit			GO:0015934			1.04E-07			20			MRPL24,RPL27,RPL38,RPL34,RPL3,RPL9,RPL17,RPL8,RPL37,RPL35A,RPL14,RPL6,RPL18,RPL13,RPL24,RPL36A,RPL10A,RPL30,RPL5,RPL35


			GO:CC			cytoskeleton			GO:0005856			1.11E-07			95			AK1,LMNB1,CAPG,PHF1,FSCN1,NUDCD3,ACTA1,SNTB1,PDLIM5,SYNPO2,MAPT,CORO1B,ACADS,TMSB15A,TPM4,LMNB2,ROCK2,GNAI3,JAM3,VIM,CNN3,ZYX,ACTR1B,MAP1B,FRMD4B,OFD1,DCX,TNNC2,RCC2,FLOT2,MYL1,SRC,TPM2,WIPF1,MYOZ1,RIF1,NES,CFL1,TWF1,TPM1,HMMR,ABLIM3,HCLS1,CEP350,CLIC4,FAM3D,MAP7D1,LOC100510904,KRT5,CD86,RABIF,IGF2BP2,SMTN,GNAI2,CDK6,FERMT2,TBCA,CALD1,NUBP2,HSPA6,DBN1,MYL3,CAPZB,RPS3,CLTC,C2CD3,TPM3,CHMP2B,SNTA1,HNRNPK,NDE1,TUBB2B,G6PD,SYNM,CHMP5,ENAH,LMNA,MYH1,CBX1,MTUS2,NCOA5,HSPB7,CTTNBP2NL,NR0B1,DYNC1I2,CCDC8,SPTBN1,TRIP6,PDLIM4,SRA1,ZNF207,SYNE2,TNNC1,MARCKS,SRPRB


			GO:CC			actomyosin			GO:0042641			1.65E-07			13			FSCN1,ACTA1,PDLIM5,SYNPO2,CORO1B,TPM4,ZYX,TPM1,ABLIM3,FAM3D,FERMT2,TRIP6,PDLIM4


			GO:CC			I band			GO:0031674			2.31E-07			16			JPH1,CASQ1,PDLIM5,SYNPO2,NEB,BAG3,TCAP,ATP2B4,PDLIM3,MYOZ1,LDB3,HOMER1,CRYAB,MYL3,PDLIM4,SYNE2


			GO:CC			respiratory chain complex I			GO:0045271			2.53E-07			12			NDUFB3,NDUFS6,NDUFB7,NDUFS2,NDUFS1,NDUFB1,NDUFA8,NDUFV3,NDUFV2,NDUFS3,NDUFA6,NDUFA5


			GO:CC			NADH dehydrogenase complex			GO:0030964			2.53E-07			12			NDUFB3,NDUFS6,NDUFB7,NDUFS2,NDUFS1,NDUFB1,NDUFA8,NDUFV3,NDUFV2,NDUFS3,NDUFA6,NDUFA5


			GO:CC			mitochondrial respiratory chain complex I			GO:0005747			2.53E-07			12			NDUFB3,NDUFS6,NDUFB7,NDUFS2,NDUFS1,NDUFB1,NDUFA8,NDUFV3,NDUFV2,NDUFS3,NDUFA6,NDUFA5


			GO:CC			Z disc			GO:0030018			2.68E-07			15			JPH1,CASQ1,PDLIM5,SYNPO2,NEB,BAG3,TCAP,ATP2B4,PDLIM3,MYOZ1,LDB3,HOMER1,CRYAB,PDLIM4,SYNE2


			GO:CC			tricarboxylic acid cycle enzyme complex			GO:0045239			3.48E-07			7			IDH3G,DLD,FH,SUCLG1,OGDH,MRPS36,IDH3A


			GO:CC			inner mitochondrial membrane protein complex			GO:0098800			3.79E-07			20			NDUFB3,NDUFS6,NDUFB7,APOO,COX5B,LOC100524873,TIMM50,NDUFS2,NDUFS1,NDUFB1,SDHB,NDUFA4,NDUFA8,NDUFV3,NDUFV2,NDUFS3,NDUFA6,NDUFA5,LOC100524613,DNAJC11


			GO:CC			catalytic complex			GO:1902494			1.64E-06			82			ETFA,NDUFB3,PHKB,PFKM,PPP1R3A,DLAT,PDHB,PHF1,IDH3G,NUDCD3,HNRNPA1,NDUFS6,NDUFB7,GNAI3,COX6B,COX5B,GPD2,LOC100524873,GNG2,CLPX,DLD,FH,ENO3,NDUFS2,SUCLG1,PABPC1,HSD17B10,NDUFS1,NDUFB1,PDHX,SDHB,NDUFA4,PDHA1,OGDH,NDUFA8,SNRPG,DDX21,GMPR2,NDUFV3,POLR1D,RABIF,GTF2B,SEC11A,GNAI2,CDK6,ENY2,HDAC2,SNRPD3,NDUFV2,NDUFS3,SF3B1,MBIP,CACYBP,ATP6V1E1,PPP1CA,MRPS36,NDUFA6,RBBP4,RMI1,NDUFA5,NHP2,PSMA8,TRMT10C,PSMD8,ENO2,DYNC1I2,TRRAP,HNRNPA3,LOC100524613,FAU,RALY,GATAD2A,SAE1,CELF1,SPCS3,PSMD2,GTF2H1,GNG4,IDH3A,MLEC,BECN1,SNRPD2


			GO:CC			vesicle coat			GO:0030120			2.93E-06			11			COPE,SEC24D,AP2S1,RABIF,COPA,AP2A1,COPB2,COPG1,CLTC,AP2M1,NECAP1


			GO:CC			pyruvate dehydrogenase complex			GO:0045254			5.28E-06			5			DLAT,PDHB,DLD,PDHX,PDHA1


			GO:CC			mitochondrial pyruvate dehydrogenase complex			GO:0005967			5.28E-06			5			DLAT,PDHB,DLD,PDHX,PDHA1


			GO:CC			membrane-bounded organelle			GO:0043227			6.61E-06			387			PIR,PDCD4,EIF1,COQ9,FNDC1,EMC8,FKBP4,ETFA,PGM1,DNAJB4,SPATS2L,BLVRB,NDUFB3,AK1,LMNB1,SLC25A4,PVALB,ACSL1,CDCA2,JPH1,CKMT2,CHCHD2,AIFM1,DHRS7C,CAPG,HK1,PFKM,LRRC40,DLAT,PDHB,MACROD1,ENDOG,PHF1,ALDH6A1,PARK7,COQ5,UCHL3,CASQ1,SYNE3,PGAP1,GUSB,IDH3G,LACTB,HNRNPA1,SYNPO2,ACAT1,MRPL24,GPI,GAMT,ACADS,GLRX5,BCAT1,NDUFS6,LMNB2,ATL2,PXDN,NDRG2,ACADVL,SUPT16H,DUSP3,NDUFB7,ADHFE1,APOO,MCM4,SGSH,COL1A2,RAP1GDS1,HSPB8,CAPN3,GNAI3,JAM3,ALDH4A1,COX17,TAPBP,VIM,SPR,COX6B,COX5B,GPD2,SLC25A12,P4HA3,HAGH,BAG3,LOC100524873,CRABP2,POSTN,CLPX,AK3,IDH2,RAI14,ZYX,MAP1B,DLD,OFD1,ACO2,DCX,HERC6,FH,TMEM43,BCAT2,ATP2B4,PTGES2,TIMM50,LMCD1,HIBADH,SND1,RCC2,FLOT2,NDUFS2,SUCLG1,PRDX3,PSAP,NUCB2,PABPC1,HSD17B10,NDUFS1,GOT1,ALDH18A1,FN1,OSBPL10,PSIP1,DHCR7,TIMM8A,GLO1,COPE,TST,SRC,HSDL2,NDUFB1,RAB8B,PRDX6,ATP2A1,UGDH,SORBS1,SUCLA2,VDAC2,ECH1,L2HGDH,NR1D2,TRIP10,ACADM,PACS1,PDHX,VCAN,SEC24D,SDHB,RIF1,NDUFA4,SELENBP1,SAR1B,PDHA1,OGDH,NDUFA8,RBFOX1,SNRPG,CFL1,MTDH,ABCB6,GAPDH,SYPL2,AGPAT4,VDAC1,ETFDH,PAFAH1B2,HMMR,PKM,HCLS1,RPS18,FUS,TF,GLIPR2,AP2S1,RPL27,CHTOP,CLIC4,RTCA,DDX21,ALB,RCN2,ARVCF,LOC100510904,SLC25A1,CPSF3,MTCH1,NDUFV3,SDCBP,LSM5,IQSEC1,POLR1D,IGF2BP1,ADI1,CTSB,MYL10,TXNDC12,ACAA2,CD86,PARS2,RABIF,IGF2BP2,ACOT13,GTF2B,SEC11A,NUDT4,GNAI2,NUP153,RPS8,CDK6,TFG,FERMT2,GLUD1,SERPINH1,RPL21,TBCA,ENY2,HDAC2,PTS,SNRPD3,HMGA1,NOP58,STAT5A,NDUFV2,EEF1D,DBI,RPL3,CIAPIN1,CSTB,CNNM3,NDUFS3,ATXN2L,NUBP2,NAPG,CRYAB,COPA,FGB,AP2A1,HSPA6,UBA3,SNX2,PLOD3,SF3B1,KHSRP,FBL,MBIP,CACYBP,TAB1,SURF4,TXNL4A,ATP6V1E1,PPP1CA,COPB2,RBM14,MRPS36,RPL8,SCAF4,RALBP1,CAPZB,NDUFA6,BASP1,COPG1,RPS3,RBBP4,CLTC,NSUN2,RMI1,SAP18,CAD,CDK5,ATE1,PARN,SOD2,C2CD3,CHMP2B,GOT2,HNRNPK,RPS3A,G6PD,GUF1,SYNJ2BP,SARNP,RPL14,EHHADH,NDUFA5,LYPLA1,CHMP5,RBBP9,NOVA2,CS,RPS13,NHP2,OSGEPL1,RPL6,NUDT3,HNRNPC,P4HA2,GLYR1,RPL18,DUT,RBMX,ECHDC2,PSMA8,CTSH,TRMT10C,LMNA,SYTL4,PSMD8,CBX1,MTUS2,NCOA5,VPS35,AKR1B1,HSPE1,PPA2,SNX12,HSPB7,EDEM3,TOMM20,DVL2,NR0B1,NAGA,AP2M1,DYNC1I2,CCDC8,TBCC,CSTF2,SNAP23,GSTK1,RHOB,ADK,SORD,TRRAP,POU2F3,HNRNPA3,LOC100524613,COG1,SPTBN1,FAU,STRN3,RPS10,SOD1,CCDC136,PRX,KCNS3,RAP1A,RALY,ARF4,GATAD2A,ZFP36L2,VBP1,SLC45A2,NFIC,GTPBP8,TUBA8,RPL5,SAE1,DAZAP1,CELF1,POLDIP3,TLE2,SPCS3,DNAJC11,PSMD2,IPO5,TRIP6,NXN,GTF2H1,NECAP1,PDLIM4,SRA1,AHSG,ZNF207,RNF25,SYNE2,UCHL1,SH3KBP1,HNRNPUL1,CISD2,GBA,ILF3,PEX6,M6PR,IDH3A,MARCKS,SRPRB,MLEC,ARF3,BECN1,SNRPD2


			GO:CC			intracellular organelle lumen			GO:0070013			1.05E-05			174			FNDC1,FKBP4,ETFA,DNAJB4,SPATS2L,BLVRB,LMNB1,CDCA2,JPH1,CHCHD2,AIFM1,CAPG,DLAT,PDHB,MACROD1,PHF1,ALDH6A1,PARK7,COQ5,UCHL3,CASQ1,GUSB,IDH3G,HNRNPA1,SYNPO2,MRPL24,GPI,ACADS,GLRX5,LMNB2,ACADVL,SUPT16H,DUSP3,NDUFB7,MCM4,SGSH,HSPB8,CAPN3,COX17,VIM,SPR,P4HA3,CRABP2,CLPX,AK3,RAI14,DLD,HERC6,TMEM43,BCAT2,TIMM50,NDUFS2,SUCLG1,HSD17B10,NDUFS1,GOT1,PSIP1,TIMM8A,GLO1,COPE,SRC,NDUFB1,UGDH,VDAC2,NR1D2,TRIP10,ACADM,PDHX,SDHB,RIF1,SELENBP1,PDHA1,NDUFA8,SNRPG,MTDH,ABCB6,PAFAH1B2,FUS,RPL27,CHTOP,CLIC4,RTCA,DDX21,RCN2,LOC100510904,SDCBP,IQSEC1,POLR1D,IGF2BP1,TXNDC12,ACOT13,GTF2B,GNAI2,NUP153,CDK6,FERMT2,TBCA,ENY2,HDAC2,NOP58,STAT5A,EEF1D,RPL3,CIAPIN1,CSTB,NDUFS3,ATXN2L,SF3B1,KHSRP,FBL,MBIP,CACYBP,TAB1,TXNL4A,PPP1CA,RBM14,MRPS36,SCAF4,RPS3,RBBP4,NSUN2,RMI1,SAP18,CAD,PARN,SOD2,HNRNPK,RPS3A,GUF1,SARNP,RBBP9,CS,RPS13,NHP2,P4HA2,GLYR1,RPL18,DUT,TRMT10C,LMNA,NCOA5,AKR1B1,HSPE1,HSPB7,DVL2,NR0B1,CCDC8,CSTF2,SNAP23,ADK,TRRAP,POU2F3,LOC100524613,SPTBN1,STRN3,RPS10,SOD1,GATAD2A,NFIC,SAE1,DAZAP1,POLDIP3,TLE2,DNAJC11,GTF2H1,SRA1,ZNF207,SYNE2,UCHL1,HNRNPUL1,GBA,ILF3,IDH3A,BECN1


			GO:CC			membrane-enclosed lumen			GO:0031974			1.05E-05			174			FNDC1,FKBP4,ETFA,DNAJB4,SPATS2L,BLVRB,LMNB1,CDCA2,JPH1,CHCHD2,AIFM1,CAPG,DLAT,PDHB,MACROD1,PHF1,ALDH6A1,PARK7,COQ5,UCHL3,CASQ1,GUSB,IDH3G,HNRNPA1,SYNPO2,MRPL24,GPI,ACADS,GLRX5,LMNB2,ACADVL,SUPT16H,DUSP3,NDUFB7,MCM4,SGSH,HSPB8,CAPN3,COX17,VIM,SPR,P4HA3,CRABP2,CLPX,AK3,RAI14,DLD,HERC6,TMEM43,BCAT2,TIMM50,NDUFS2,SUCLG1,HSD17B10,NDUFS1,GOT1,PSIP1,TIMM8A,GLO1,COPE,SRC,NDUFB1,UGDH,VDAC2,NR1D2,TRIP10,ACADM,PDHX,SDHB,RIF1,SELENBP1,PDHA1,NDUFA8,SNRPG,MTDH,ABCB6,PAFAH1B2,FUS,RPL27,CHTOP,CLIC4,RTCA,DDX21,RCN2,LOC100510904,SDCBP,IQSEC1,POLR1D,IGF2BP1,TXNDC12,ACOT13,GTF2B,GNAI2,NUP153,CDK6,FERMT2,TBCA,ENY2,HDAC2,NOP58,STAT5A,EEF1D,RPL3,CIAPIN1,CSTB,NDUFS3,ATXN2L,SF3B1,KHSRP,FBL,MBIP,CACYBP,TAB1,TXNL4A,PPP1CA,RBM14,MRPS36,SCAF4,RPS3,RBBP4,NSUN2,RMI1,SAP18,CAD,PARN,SOD2,HNRNPK,RPS3A,GUF1,SARNP,RBBP9,CS,RPS13,NHP2,P4HA2,GLYR1,RPL18,DUT,TRMT10C,LMNA,NCOA5,AKR1B1,HSPE1,HSPB7,DVL2,NR0B1,CCDC8,CSTF2,SNAP23,ADK,TRRAP,POU2F3,LOC100524613,SPTBN1,STRN3,RPS10,SOD1,GATAD2A,NFIC,SAE1,DAZAP1,POLDIP3,TLE2,DNAJC11,GTF2H1,SRA1,ZNF207,SYNE2,UCHL1,HNRNPUL1,GBA,ILF3,IDH3A,BECN1


			GO:CC			organelle lumen			GO:0043233			1.05E-05			174			FNDC1,FKBP4,ETFA,DNAJB4,SPATS2L,BLVRB,LMNB1,CDCA2,JPH1,CHCHD2,AIFM1,CAPG,DLAT,PDHB,MACROD1,PHF1,ALDH6A1,PARK7,COQ5,UCHL3,CASQ1,GUSB,IDH3G,HNRNPA1,SYNPO2,MRPL24,GPI,ACADS,GLRX5,LMNB2,ACADVL,SUPT16H,DUSP3,NDUFB7,MCM4,SGSH,HSPB8,CAPN3,COX17,VIM,SPR,P4HA3,CRABP2,CLPX,AK3,RAI14,DLD,HERC6,TMEM43,BCAT2,TIMM50,NDUFS2,SUCLG1,HSD17B10,NDUFS1,GOT1,PSIP1,TIMM8A,GLO1,COPE,SRC,NDUFB1,UGDH,VDAC2,NR1D2,TRIP10,ACADM,PDHX,SDHB,RIF1,SELENBP1,PDHA1,NDUFA8,SNRPG,MTDH,ABCB6,PAFAH1B2,FUS,RPL27,CHTOP,CLIC4,RTCA,DDX21,RCN2,LOC100510904,SDCBP,IQSEC1,POLR1D,IGF2BP1,TXNDC12,ACOT13,GTF2B,GNAI2,NUP153,CDK6,FERMT2,TBCA,ENY2,HDAC2,NOP58,STAT5A,EEF1D,RPL3,CIAPIN1,CSTB,NDUFS3,ATXN2L,SF3B1,KHSRP,FBL,MBIP,CACYBP,TAB1,TXNL4A,PPP1CA,RBM14,MRPS36,SCAF4,RPS3,RBBP4,NSUN2,RMI1,SAP18,CAD,PARN,SOD2,HNRNPK,RPS3A,GUF1,SARNP,RBBP9,CS,RPS13,NHP2,P4HA2,GLYR1,RPL18,DUT,TRMT10C,LMNA,NCOA5,AKR1B1,HSPE1,HSPB7,DVL2,NR0B1,CCDC8,CSTF2,SNAP23,ADK,TRRAP,POU2F3,LOC100524613,SPTBN1,STRN3,RPS10,SOD1,GATAD2A,NFIC,SAE1,DAZAP1,POLDIP3,TLE2,DNAJC11,GTF2H1,SRA1,ZNF207,SYNE2,UCHL1,HNRNPUL1,GBA,ILF3,IDH3A,BECN1


			GO:CC			mitochondrial tricarboxylic acid cycle enzyme complex			GO:0030062			1.25E-05			5			IDH3G,DLD,SUCLG1,MRPS36,IDH3A


			GO:CC			collagen trimer			GO:0005581			2.35E-05			9			COL1A2,COL12A1,COL21A1,COL3A1,COL5A2,COL14A1,COL4A2,COL9A1,COL4A1


			GO:CC			intracellular membrane-bounded organelle			GO:0043231			3.13E-05			372			PIR,PDCD4,EIF1,COQ9,FNDC1,EMC8,FKBP4,ETFA,DNAJB4,SPATS2L,BLVRB,NDUFB3,LMNB1,SLC25A4,PVALB,ACSL1,CDCA2,JPH1,CKMT2,CHCHD2,AIFM1,DHRS7C,CAPG,HK1,PFKM,LRRC40,DLAT,PDHB,MACROD1,ENDOG,PHF1,ALDH6A1,PARK7,COQ5,UCHL3,CASQ1,SYNE3,PGAP1,GUSB,IDH3G,LACTB,HNRNPA1,SYNPO2,ACAT1,MRPL24,GPI,GAMT,ACADS,GLRX5,BCAT1,NDUFS6,LMNB2,ATL2,PXDN,NDRG2,ACADVL,SUPT16H,DUSP3,NDUFB7,ADHFE1,APOO,MCM4,SGSH,COL1A2,RAP1GDS1,HSPB8,CAPN3,GNAI3,JAM3,ALDH4A1,COX17,TAPBP,VIM,SPR,COX6B,COX5B,GPD2,SLC25A12,P4HA3,HAGH,BAG3,LOC100524873,CRABP2,POSTN,CLPX,AK3,IDH2,RAI14,ZYX,DLD,ACO2,HERC6,FH,TMEM43,BCAT2,PTGES2,TIMM50,LMCD1,HIBADH,SND1,RCC2,FLOT2,NDUFS2,SUCLG1,PRDX3,PSAP,NUCB2,PABPC1,HSD17B10,NDUFS1,GOT1,ALDH18A1,FN1,OSBPL10,PSIP1,DHCR7,TIMM8A,GLO1,COPE,TST,SRC,HSDL2,NDUFB1,RAB8B,PRDX6,ATP2A1,UGDH,SORBS1,SUCLA2,VDAC2,ECH1,L2HGDH,NR1D2,TRIP10,ACADM,PACS1,PDHX,VCAN,SEC24D,SDHB,RIF1,NDUFA4,SELENBP1,SAR1B,PDHA1,OGDH,NDUFA8,RBFOX1,SNRPG,CFL1,MTDH,ABCB6,GAPDH,SYPL2,AGPAT4,VDAC1,ETFDH,PAFAH1B2,HMMR,PKM,HCLS1,RPS18,FUS,TF,GLIPR2,AP2S1,RPL27,CHTOP,CLIC4,RTCA,DDX21,ALB,RCN2,ARVCF,LOC100510904,SLC25A1,CPSF3,MTCH1,NDUFV3,SDCBP,LSM5,IQSEC1,POLR1D,IGF2BP1,ADI1,CTSB,MYL10,TXNDC12,ACAA2,PARS2,RABIF,IGF2BP2,ACOT13,GTF2B,SEC11A,NUDT4,GNAI2,NUP153,RPS8,CDK6,TFG,FERMT2,GLUD1,SERPINH1,TBCA,ENY2,HDAC2,PTS,SNRPD3,HMGA1,NOP58,STAT5A,NDUFV2,EEF1D,DBI,RPL3,CIAPIN1,CSTB,CNNM3,NDUFS3,ATXN2L,NUBP2,NAPG,CRYAB,COPA,FGB,AP2A1,HSPA6,UBA3,SNX2,PLOD3,SF3B1,KHSRP,FBL,MBIP,CACYBP,TAB1,SURF4,TXNL4A,ATP6V1E1,PPP1CA,COPB2,RBM14,MRPS36,SCAF4,RALBP1,NDUFA6,BASP1,COPG1,RPS3,RBBP4,CLTC,NSUN2,RMI1,SAP18,CAD,CDK5,ATE1,PARN,SOD2,CHMP2B,GOT2,HNRNPK,RPS3A,G6PD,GUF1,SYNJ2BP,SARNP,EHHADH,NDUFA5,LYPLA1,CHMP5,RBBP9,NOVA2,CS,RPS13,NHP2,OSGEPL1,RPL6,NUDT3,HNRNPC,P4HA2,GLYR1,RPL18,DUT,RBMX,ECHDC2,PSMA8,CTSH,TRMT10C,LMNA,SYTL4,PSMD8,CBX1,MTUS2,NCOA5,VPS35,AKR1B1,HSPE1,PPA2,SNX12,HSPB7,EDEM3,TOMM20,DVL2,NR0B1,NAGA,AP2M1,CCDC8,CSTF2,SNAP23,GSTK1,RHOB,ADK,SORD,TRRAP,POU2F3,HNRNPA3,LOC100524613,COG1,SPTBN1,FAU,STRN3,RPS10,SOD1,CCDC136,PRX,KCNS3,RALY,ARF4,GATAD2A,ZFP36L2,VBP1,SLC45A2,NFIC,GTPBP8,TUBA8,RPL5,SAE1,DAZAP1,CELF1,POLDIP3,TLE2,SPCS3,DNAJC11,PSMD2,IPO5,TRIP6,NXN,GTF2H1,NECAP1,PDLIM4,SRA1,AHSG,ZNF207,RNF25,SYNE2,UCHL1,SH3KBP1,HNRNPUL1,CISD2,GBA,ILF3,PEX6,M6PR,IDH3A,MARCKS,SRPRB,MLEC,ARF3,BECN1,SNRPD2


			GO:CC			cytoplasmic ribonucleoprotein granule			GO:0036464			9.96E-05			18			ROCK2,PABPC1,SNRPG,CHTOP,EIF4E,IGF2BP1,IGF2BP2,ATXN2L,KHSRP,RBM14,NSUN2,LARP4B,SARNP,RPL6,CTSH,MYH1,DAZAP1,POLDIP3


			GO:CC			cell leading edge			GO:0031252			0.000122695			23			CAPG,FSCN1,CORO1B,VIM,FRMD4B,FLOT2,PABPC1,SRC,IQGAP2,CFL1,TWF1,TPM1,ABLIM3,IGF2BP1,CDK6,SNX2,CAPZB,RPS3,SPTBN1,ARF4,PDLIM4,SRA1,SYNE2


			GO:CC			coated vesicle membrane			GO:0030662			0.000196171			11			COPE,SEC24D,AP2S1,RABIF,COPA,AP2A1,COPB2,COPG1,CLTC,AP2M1,NECAP1


			GO:CC			actin filament			GO:0005884			0.000196171			12			ACTA1,PDLIM5,CORO1B,JAM3,SRC,TPM2,WIPF1,TWF1,HCLS1,SMTN,TPM3,PDLIM4


			GO:CC			ribonucleoprotein granule			GO:0035770			0.000266191			18			ROCK2,PABPC1,SNRPG,CHTOP,EIF4E,IGF2BP1,IGF2BP2,ATXN2L,KHSRP,RBM14,NSUN2,LARP4B,SARNP,RPL6,CTSH,MYH1,DAZAP1,POLDIP3


			GO:CC			extracellular space			GO:0005615			0.000315417			58			MMP2,LOC100523213,APOF,GUSB,GPI,PXDN,APOO,COL1A2,COL12A1,RAP1GDS1,JAM3,POSTN,PDGFA,COL21A1,KERA,COL3A1,PSAP,FN1,LXN,AZGP1,CTHRC1,PCOLCE,ABCB6,PGK1,TF,GLIPR2,PLG,APOA4,ALB,SDCBP,CTSB,CD86,COL4A2,SERPINH1,F12,MTHFD2L,A2M,IGFBP2,CSTB,COPA,FGB,PLOD3,HPX,GC,OTOG,AFP,NSUN2,RBP4,APOA2,SERPINA1,CTSH,ADAMTS3,SORD,SOD1,AHSG,CKM,GBA,LOC100153899


			GO:CC			membrane coat			GO:0030117			0.000327083			11			COPE,SEC24D,AP2S1,RABIF,COPA,AP2A1,COPB2,COPG1,CLTC,AP2M1,NECAP1


			GO:CC			coated membrane			GO:0048475			0.000327083			11			COPE,SEC24D,AP2S1,RABIF,COPA,AP2A1,COPB2,COPG1,CLTC,AP2M1,NECAP1


			GO:CC			A band			GO:0031672			0.000379717			6			MYOM2,MYL4,MYOM1,MYL3,MYH1,SPTBN1


			GO:CC			organelle envelope lumen			GO:0031970			0.000703578			10			CHCHD2,AIFM1,PARK7,NDUFB7,COX17,NDUFS1,TIMM8A,NDUFA8,CIAPIN1,CACYBP


			GO:CC			cytoplasmic stress granule			GO:0010494			0.001086332			9			PABPC1,EIF4E,IGF2BP1,IGF2BP2,ATXN2L,KHSRP,RBM14,LARP4B,DAZAP1


			GO:CC			cell junction			GO:0030054			0.001131134			65			PVALB,DTNA,PARK7,FSCN1,SNTB1,PDLIM5,SYNPO2,PTK7,JAM3,ZYX,MAP1B,FRMD4B,GRIK2,CACNB1,FLOT2,SRC,RAB8B,SORBS1,CDH11,TWF1,SYPL2,VDAC1,HOMER2,HOMER1,ABLIM3,RPS18,EIF4E,CLIC4,PLG,FAM3D,RPL38,ARVCF,SDCBP,GNAI2,FERMT2,TNS2,FGB,DBN1,PPP1CA,CAPZB,RPS3,TES,RPL37,SNTA1,NDE1,TUBB2B,RPS3A,SYNJ2BP,LIN7C,RPS13,ENAH,RPL6,MYH1,AP2M1,SNAP23,SPTBN1,RAP1A,ARF4,RPL5,CELF1,TLE2,TRIP6,PDLIM4,SYNE2,SH3KBP1


			GO:CC			complex of collagen trimers			GO:0098644			0.001190138			5			COL1A2,COL3A1,COL5A2,COL4A2,COL4A1


			GO:CC			polysome			GO:0005844			0.001200293			7			VIM,RPL38,RPS3,RPL6,RPL18,NR0B1,VBP1


			GO:CC			postsynaptic density			GO:0014069			0.001200293			14			MAP1B,GRIK2,HOMER2,HOMER1,RPS18,RPL38,DBN1,CAPZB,RPS3,SYNJ2BP,LIN7C,RPS13,RPL6,SPTBN1


			GO:CC			asymmetric synapse			GO:0032279			0.001200293			14			MAP1B,GRIK2,HOMER2,HOMER1,RPS18,RPL38,DBN1,CAPZB,RPS3,SYNJ2BP,LIN7C,RPS13,RPL6,SPTBN1


			GO:CC			polymeric cytoskeletal fiber			GO:0099513			0.001248172			31			AK1,LMNB1,ACTA1,PDLIM5,MAPT,CORO1B,LMNB2,JAM3,VIM,MAP1B,SRC,TPM2,WIPF1,NES,TWF1,HCLS1,KRT5,SMTN,TBCA,CLTC,TPM3,CHMP2B,NDE1,TUBB2B,SYNM,CHMP5,LMNA,MTUS2,DYNC1I2,PDLIM4,SRPRB


			GO:CC			mitochondrial intermembrane space			GO:0005758			0.001248172			9			CHCHD2,AIFM1,PARK7,NDUFB7,COX17,NDUFS1,TIMM8A,NDUFA8,CIAPIN1


			GO:CC			postsynaptic specialization			GO:0099572			0.001729638			14			MAP1B,GRIK2,HOMER2,HOMER1,RPS18,RPL38,DBN1,CAPZB,RPS3,SYNJ2BP,LIN7C,RPS13,RPL6,SPTBN1


			GO:CC			COPI-coated vesicle			GO:0030137			0.001869358			5			COPE,PACS1,COPA,COPB2,COPG1


			GO:CC			COPI vesicle coat			GO:0030126			0.002463044			4			COPE,COPA,COPB2,COPG1


			GO:CC			cytosolic small ribosomal subunit			GO:0022627			0.002747712			7			RPS18,RPS8,RPS3,RPS2,RPS3A,RPS13,RPS10


			GO:CC			endoplasmic reticulum			GO:0005783			0.002864046			56			EMC8,ACSL1,JPH1,DHRS7C,PARK7,CASQ1,PGAP1,ATL2,PXDN,APOO,COL1A2,RAP1GDS1,GNAI3,TAPBP,P4HA3,CRABP2,TMEM43,DHCR7,COPE,ATP2A1,SEC24D,SAR1B,MTDH,ABCB6,AGPAT4,PKM,RPL27,ALB,RCN2,TXNDC12,SEC11A,RPS8,TFG,GLUD1,SERPINH1,EEF1D,DBI,FGB,PLOD3,SURF4,COPG1,RPS3,RPS3A,LYPLA1,P4HA2,RPL18,EDEM3,FAU,SPCS3,SYNE2,UCHL1,CISD2,GBA,SRPRB,MLEC,BECN1


			GO:CC			coated vesicle			GO:0030135			0.002883694			14			COPE,RAB8B,PACS1,SEC24D,AP2S1,RABIF,COPA,AP2A1,COPB2,COPG1,CLTC,DVL2,AP2M1,NECAP1


			GO:CC			oxoglutarate dehydrogenase complex			GO:0045252			0.003739924			3			DLD,OGDH,MRPS36


			GO:CC			neuron to neuron synapse			GO:0098984			0.003798655			14			MAP1B,GRIK2,HOMER2,HOMER1,RPS18,RPL38,DBN1,CAPZB,RPS3,SYNJ2BP,LIN7C,RPS13,RPL6,SPTBN1


			GO:CC			clathrin-coated pit			GO:0005905			0.00385396			7			TF,AP2S1,AP2A1,CLTC,REPS1,AP2M1,NECAP1


			GO:CC			adherens junction			GO:0005912			0.003869733			11			PDLIM5,ZYX,FRMD4B,FLOT2,CDH11,ARVCF,FERMT2,PPP1CA,LIN7C,SNAP23,PDLIM4


			GO:CC			polysomal ribosome			GO:0042788			0.004271614			4			RPL38,RPL6,RPL18,NR0B1


			GO:CC			clathrin coat of coated pit			GO:0030132			0.004271614			4			AP2S1,AP2A1,CLTC,AP2M1


			GO:CC			lamellipodium			GO:0030027			0.005006016			12			CAPG,FSCN1,CORO1B,FLOT2,IQGAP2,CFL1,ABLIM3,IGF2BP1,SNX2,CAPZB,PDLIM4,SYNE2


			GO:CC			nucleoplasm			GO:0005654			0.005268933			117			FNDC1,FKBP4,DNAJB4,SPATS2L,BLVRB,LMNB1,CDCA2,JPH1,CAPG,PDHB,MACROD1,PHF1,ALDH6A1,PARK7,UCHL3,HNRNPA1,SYNPO2,GPI,ACADS,ACADVL,SUPT16H,DUSP3,MCM4,HSPB8,SPR,CRABP2,CLPX,RAI14,HERC6,BCAT2,TIMM50,NDUFS2,GOT1,PSIP1,GLO1,COPE,SRC,NDUFB1,UGDH,NR1D2,TRIP10,SDHB,RIF1,SNRPG,MTDH,ABCB6,FUS,RPL27,CHTOP,RTCA,DDX21,LOC100510904,SDCBP,IGF2BP1,GTF2B,GNAI2,NUP153,CDK6,FERMT2,ENY2,HDAC2,NOP58,STAT5A,EEF1D,CIAPIN1,NDUFS3,ATXN2L,SF3B1,KHSRP,FBL,MBIP,CACYBP,TAB1,TXNL4A,PPP1CA,RBM14,SCAF4,RBBP4,RMI1,SAP18,PARN,HNRNPK,SARNP,RBBP9,P4HA2,GLYR1,DUT,TRMT10C,LMNA,NCOA5,AKR1B1,HSPB7,DVL2,NR0B1,CCDC8,CSTF2,SNAP23,ADK,TRRAP,POU2F3,LOC100524613,STRN3,SOD1,GATAD2A,NFIC,SAE1,DAZAP1,POLDIP3,TLE2,DNAJC11,GTF2H1,SRA1,ZNF207,UCHL1,HNRNPUL1,ILF3,BECN1


			GO:CC			AP-2 adaptor complex			GO:0030122			0.005778821			3			AP2S1,AP2A1,AP2M1


			GO:CC			nuclear lamina			GO:0005652			0.005778821			3			LMNB1,LMNB2,LMNA


			GO:CC			isocitrate dehydrogenase complex (NAD+)			GO:0045242			0.006164841			2			IDH3G,IDH3A


			GO:CC			mitochondrial isocitrate dehydrogenase complex (NAD+)			GO:0005962			0.006164841			2			IDH3G,IDH3A


			GO:CC			anchoring junction			GO:0070161			0.006731723			33			FSCN1,SNTB1,PDLIM5,SYNPO2,PTK7,JAM3,ZYX,FRMD4B,GRIK2,FLOT2,SRC,SORBS1,CDH11,TWF1,HOMER2,HOMER1,CLIC4,ARVCF,FERMT2,TNS2,DBN1,PPP1CA,TES,SNTA1,LIN7C,ENAH,MYH1,SNAP23,TLE2,TRIP6,PDLIM4,SYNE2,SH3KBP1


			GO:CC			clathrin vesicle coat			GO:0030125			0.006731723			5			AP2S1,AP2A1,CLTC,AP2M1,NECAP1


			GO:CC			COPI-coated vesicle membrane			GO:0030663			0.006731723			4			COPE,COPA,COPB2,COPG1


			GO:CC			extracellular region			GO:0005576			0.006835445			68			MMP2,LOC100523213,ITIH3,APOF,GUSB,GPI,PXDN,APOO,COL1A2,COL12A1,RAP1GDS1,JAM3,POSTN,PDGFA,MFAP2,ITIH4,COL21A1,KERA,COL3A1,PSAP,FN1,LXN,VCAN,AZGP1,CTHRC1,PCOLCE,ABCB6,PGK1,COL14A1,TF,GLIPR2,PLG,APOA4,ALB,FAM3D,SDCBP,CTSB,CD86,COL4A2,SERPINH1,ITIH2,F12,MTHFD2L,A2M,IGFBP2,CSTB,COPA,FGB,PLOD3,HPX,GC,OTOG,AFP,NSUN2,RBP4,FETUB,APOA2,SERPINA1,CTSH,ADAMTS3,SORD,SOD1,DEFB115,AHSG,CKM,GBA,ITIH1,LOC100153899


			GO:CC			synapse			GO:0045202			0.008056806			42			PVALB,DTNA,PARK7,SNTB1,MAP1B,GRIK2,CACNB1,FLOT2,RAB8B,CDH11,SYPL2,VDAC1,HOMER2,HOMER1,ABLIM3,RPS18,EIF4E,PLG,FAM3D,RPL38,SDCBP,GNAI2,FGB,DBN1,CAPZB,RPS3,RPL37,SNTA1,NDE1,TUBB2B,RPS3A,SYNJ2BP,LIN7C,RPS13,RPL6,AP2M1,SNAP23,SPTBN1,RAP1A,ARF4,RPL5,CELF1


			GO:CC			spliceosomal complex			GO:0005681			0.008056806			13			HNRNPA1,PABPC1,SNRPG,LSM5,SNRPD3,SF3B1,TXNL4A,HNRNPK,RBMX,HNRNPA3,RALY,DAZAP1,SNRPD2


			GO:CC			bounding membrane of organelle			GO:0098588			0.008100165			47			PGM1,ACSL1,JPH1,DHRS7C,HK1,SYNE3,GPI,APOO,GNAI3,TAPBP,PTGES2,RCC2,FLOT2,DHCR7,COPE,RAB8B,ATP2A1,VDAC2,SEC24D,ABCB6,AGPAT4,VDAC1,GLIPR2,AP2S1,RABIF,COPA,AP2A1,SNX2,COPB2,COPG1,RPS3,CLTC,CHMP2B,CHMP5,VPS35,SNX12,TOMM20,AP2M1,RHOB,CCDC136,DNAJC11,NECAP1,CISD2,GBA,PEX6,SRPRB,BECN1


			GO:CC			dihydrolipoyl dehydrogenase complex			GO:0045240			0.008162226			3			DLD,OGDH,MRPS36


			GO:CC			cellular anatomical entity			GO:0110165			0.009183375			562			MMP2,PIR,PDCD4,EIF1,COQ9,FNDC1,EMC8,FKBP4,ETFA,PGM1,DNAJB4,SPATS2L,BLVRB,NDUFB3,AK1,LMNB1,SLC25A4,PVALB,ACSL1,CDCA2,JPH1,CKMT2,CHCHD2,DTNA,PHKB,AIFM1,DHRS7C,LOC100523213,ABCB1,CAPG,HK1,PFKM,PPP1R3A,MYOM2,LRRC40,DLAT,PDHB,MACROD1,ENDOG,PHF1,CCDC6,ALDH6A1,PARK7,COQ5,ITIH3,APOF,UCHL3,CASQ1,SYNE3,PGAP1,FSCN1,GUSB,IDH3G,NUDCD3,ACTA1,SNTB1,LACTB,HNRNPA1,PDLIM5,SYNPO2,FBP2,ACAT1,MRPL24,GPI,MAPT,CORO1B,PTK7,GAMT,ACADS,TMSB15A,TPM4,GLRX5,BCAT1,NDUFS6,LMNB2,ROCK2,ATL2,PXDN,NDRG2,ACADVL,SUPT16H,DUSP3,NDUFB7,FAM171B,ADHFE1,APOO,MCM4,SGSH,COL1A2,COL12A1,RAP1GDS1,HSPB8,CAPN3,GNAI3,JAM3,ALDH4A1,COX17,TAPBP,VIM,SPR,MRC2,COX6B,NEB,ENDOD1,TNFRSF11A,COX5B,GPD2,SLC25A12,PYGM,P4HA3,HAGH,BAG3,LOC100524873,GNG2,CRABP2,POSTN,PDGFA,MFAP2,CLPX,ITIH4,BLOC1S4,AK3,PCMT1,IDH2,COL21A1,RAI14,CNN3,ZYX,ACTR1B,MAP1B,DLD,EMILIN3,FRMD4B,GRIK2,CACNB1,OFD1,ACO2,DCX,HERC6,FH,TMEM43,BCAT2,TCAP,ATP2B4,PTGES2,ENO3,TIMM50,LMCD1,HIBADH,TNNC2,SND1,RCC2,FLOT2,NDUFS2,MPI,MYL1,KERA,SUCLG1,COL3A1,PRDX3,PSAP,NUCB2,PABPC1,HSD17B10,NDUFS1,GOT1,ALDH18A1,TPI1,FN1,OSBPL10,PSIP1,DHCR7,TIMM8A,GLO1,COPE,TST,SRC,TPM2,PTGR2,WIPF1,HSDL2,IQGAP2,NDUFB1,MYL4,RAB8B,PRDX6,ATP2A1,UGDH,SORBS1,STXBP6,PDLIM3,MYOZ1,NT5C1A,SUCLA2,VDAC2,LDB3,MSRB3,ECH1,L2HGDH,LXN,NR1D2,CDH11,TRIP10,ACADM,PACS1,PDHX,VCAN,SEC24D,SDHB,MYOT,RIF1,NDUFA4,B3GLCT,AZGP1,NES,CTHRC1,SELENBP1,SAR1B,PDHA1,PCOLCE,OGDH,NDUFA8,RBFOX1,COL5A2,SNRPG,CFL1,MTDH,EIF4EBP1,ABCB6,GAPDH,PGK1,TWF1,SYPL2,AGPAT4,TPM1,FLNB,VDAC1,HOMER2,ETFDH,HOMER1,COL14A1,PAFAH1B2,HMMR,PKM,ABLIM3,STAC3,HCLS1,RPS18,CPNE4,CEP350,FUS,TF,GLIPR2,AP2S1,RPL27,CHTOP,EIF4E,CLIC4,RTCA,DDX21,GPR84,PLG,APOA4,ALB,FAM3D,RPL38,MAP7D1,RCN2,ARVCF,LOC100510904,SLC25A1,CPSF3,MTCH1,NDUFV3,SDCBP,LSM5,IQSEC1,POLR1D,KRT5,PGD,IGF2BP1,ADI1,AAMDC,CTSB,MYL10,TXNDC12,ACAA2,CD86,PARS2,ACOT6,COL4A2,RABIF,IGF2BP2,ACOT13,RPL34,GTF2B,SMTN,SEC11A,NUDT4,CCDC25,GNAI2,NUP153,RPS8,CDK6,CNRIP1,CPPED1,TFG,FERMT2,GLUD1,SERPINH1,RPL21,TBCA,ENY2,ITIH2,HDAC2,PTS,CMBL,SLC26A5,SNRPD3,F12,HMGA1,TNS2,MTHFD2L,RAB1B,A2M,NOP58,STAT5A,PMVK,IGFBP2,NDUFV2,EEF1D,DBI,RPL3,RPL9,CIAPIN1,CSTB,CALD1,CNNM3,NDUFS3,ATXN2L,NUBP2,MYOM1,NAPG,CRYAB,COPA,FGB,AP2A1,HSPA6,UBA3,SNX2,PLOD3,SF3B1,DBN1,KHSRP,FBL,MBIP,CACYBP,HPX,TAB1,GC,SURF4,RPL17,TXNL4A,ATP6V1E1,PPP1CA,COPB2,RBM14,MYL3,MRPS36,RPL8,SCAF4,RALBP1,OTOG,CAPZB,NDUFA6,BASP1,RPL29,COPG1,RPS3,AFP,RPS2,RBBP4,TES,CLTC,NSUN2,RMI1,RBP4,SAP18,CAD,CDK5,TKFC,ATE1,LARP4B,RPL37,PARN,SOD2,C2CD3,TPM3,GMPPA,ARMC6,CHMP2B,GOT2,FETUB,APOA2,SNTA1,HNRNPK,NDE1,TUBB2B,RPS3A,PALMD,G6PD,GUF1,SYNJ2BP,RPL35A,SARNP,LIN7C,SYNM,RPS16,RPL14,EHHADH,NDUFA5,LYPLA1,CHMP5,RBBP9,NOVA2,CS,SERPINA1,RPS13,ENAH,NHP2,OSGEPL1,RPL6,BCL2L13,NUDT3,HNRNPC,P4HA2,GLYR1,RPL18,DUT,RPL13,RBMX,ECHDC2,PSMA8,CTSH,TRMT10C,LMNA,GAPDHS,GNAS,MYH1,SYTL4,PSMD8,CBX1,ENO2,RPL24,MTUS2,NCOA5,VPS35,AKR1B1,HSPE1,REPS1,ADAMTS3,PPA2,SNX12,HSPB7,CTTNBP2NL,EDEM3,TOMM20,RPL36A,NLRP3,DVL2,CYFIP1,NR0B1,NAGA,AP2M1,DYNC1I2,CCDC8,PGP,TBCC,CSTF2,SNAP23,GSTK1,RHOB,ADK,SORD,TRRAP,POU2F3,HNRNPA3,LOC100524613,COG1,SPTBN1,FAU,STRN3,RPS10,SOD1,DEFB115,CCDC136,PRX,KCNS3,RPL10A,RAP1A,RALY,ARF4,GATAD2A,ZFP36L2,VBP1,SLC45A2,ZCCHC3,NFIC,RPL30,GTPBP8,TUBA8,RPL5,SAE1,DAZAP1,RPL35,CELF1,POLDIP3,TLE2,SPCS3,YWHAH,DNAJC11,PSMD2,IPO5,TRIP6,NXN,GTF2H1,PYGB,NHLRC2,NECAP1,PALM3,PDLIM4,CA3,COL4A1,SRA1,AHSG,RPS25,ZNF207,CKM,RNF25,SYNE2,UCHL1,TNNC1,SH3KBP1,LOC100157017,GNG4,HNRNPUL1,CISD2,GBA,ESD,ILF3,PEX6,M6PR,IDH3A,MARCKS,SRPRB,ITIH1,MLEC,ARF3,BECN1,FAM49B,LOC100153899,SNRPD2


			GO:CC			cell-substrate junction			GO:0030055			0.010558469			12			SYNPO2,ZYX,SRC,SORBS1,FERMT2,TNS2,TES,ENAH,TLE2,TRIP6,SYNE2,SH3KBP1


			GO:CC			clathrin coat of endocytic vesicle			GO:0030128			0.011640891			3			AP2S1,AP2A1,AP2M1


			GO:CC			endomembrane system			GO:0012505			0.01232516			112			EMC8,LMNB1,ACSL1,JPH1,DHRS7C,PARK7,CASQ1,SYNE3,PGAP1,LMNB2,ATL2,PXDN,NDRG2,APOO,COL1A2,RAP1GDS1,GNAI3,JAM3,TAPBP,P4HA3,CRABP2,POSTN,DLD,TMEM43,PTGES2,RCC2,FLOT2,PRDX3,PSAP,DHCR7,COPE,SRC,RAB8B,ATP2A1,VDAC2,SEC24D,RIF1,SAR1B,MTDH,ABCB6,GAPDH,SYPL2,AGPAT4,PKM,TF,GLIPR2,AP2S1,RPL27,ALB,RCN2,LOC100510904,SDCBP,TXNDC12,RABIF,SEC11A,CCDC25,NUP153,RPS8,TFG,GLUD1,SERPINH1,ENY2,EEF1D,DBI,COPA,FGB,AP2A1,SNX2,PLOD3,CACYBP,SURF4,TXNL4A,ATP6V1E1,COPB2,COPG1,RPS3,CLTC,CHMP2B,RPS3A,LYPLA1,CHMP5,P4HA2,RPL18,CTSH,LMNA,SYTL4,VPS35,REPS1,SNX12,EDEM3,AP2M1,SNAP23,RHOB,TRRAP,COG1,FAU,STRN3,CCDC136,KCNS3,ARF4,SPCS3,NECAP1,AHSG,SYNE2,UCHL1,CISD2,GBA,M6PR,SRPRB,MLEC,ARF3,BECN1


			GO:CC			catalytic step 2 spliceosome			GO:0071013			0.012544859			8			HNRNPA1,PABPC1,SNRPG,SNRPD3,SF3B1,HNRNPA3,RALY,SNRPD2


			GO:CC			nuclear membrane			GO:0031965			0.012760048			14			LMNB1,SYNE3,LMNB2,TMEM43,DHCR7,RIF1,GAPDH,SDCBP,NUP153,SURF4,TXNL4A,LYPLA1,LMNA,SYNE2


			GO:CC			Golgi-associated vesicle			GO:0005798			0.013604433			7			COPE,RAB8B,PACS1,COPA,COPB2,COPG1,CLTC


			GO:CC			ruffle			GO:0001726			0.013604433			10			CAPG,FSCN1,FRMD4B,SRC,CFL1,TWF1,TPM1,CDK6,RPS3,ARF4


			GO:CC			outer membrane			GO:0019867			0.014126034			11			ACSL1,HK1,SYNE3,DHCR7,VDAC2,ABCB6,AGPAT4,VDAC1,TOMM20,DNAJC11,CISD2


			GO:CC			organelle outer membrane			GO:0031968			0.014126034			11			ACSL1,HK1,SYNE3,DHCR7,VDAC2,ABCB6,AGPAT4,VDAC1,TOMM20,DNAJC11,CISD2


			GO:CC			mitochondrial ribonuclease P complex			GO:0030678			0.014992081			2			HSD17B10,TRMT10C


			GO:CC			clathrin-coated endocytic vesicle membrane			GO:0030669			0.014992081			3			AP2S1,AP2A1,AP2M1


			GO:CC			sarcoplasm			GO:0016528			0.016315105			6			JPH1,DHRS7C,CASQ1,ATP2A1,CTHRC1,SYNE2


			GO:CC			microbody			GO:0042579			0.01708474			9			VIM,IDH2,HSDL2,RAB8B,EHHADH,GSTK1,SOD1,TUBA8,PEX6


			GO:CC			peroxisome			GO:0005777			0.01708474			9			VIM,IDH2,HSDL2,RAB8B,EHHADH,GSTK1,SOD1,TUBA8,PEX6


			GO:CC			focal adhesion			GO:0005925			0.018636896			11			SYNPO2,ZYX,SRC,FERMT2,TNS2,TES,ENAH,TLE2,TRIP6,SYNE2,SH3KBP1


			GO:CC			fibrillar collagen trimer			GO:0005583			0.019010225			3			COL1A2,COL3A1,COL5A2


			GO:CC			banded collagen fibril			GO:0098643			0.019010225			3			COL1A2,COL3A1,COL5A2


			GO:CC			podosome			GO:0002102			0.019010225			4			FSCN1,TPM4,SRC,HNRNPK


			GO:CC			precatalytic spliceosome			GO:0071011			0.020831755			6			SNRPG,LSM5,SNRPD3,SF3B1,TXNL4A,SNRPD2


			GO:CC			sarcoplasmic reticulum			GO:0016529			0.022318486			5			JPH1,DHRS7C,CASQ1,ATP2A1,SYNE2


			GO:CC			extrinsic component of membrane			GO:0019898			0.023121248			15			PGM1,COQ5,ACADVL,GNAI3,GNG2,SRC,CDH11,STAC3,TF,PLG,GNAI2,FERMT2,SYTL4,GNG4,BECN1


			GO:CC			lysosomal lumen			GO:0043202			0.023826372			3			GUSB,SGSH,GBA


			GO:CC			pronucleus			GO:0045120			0.023826372			3			RIF1,HNRNPC,CBX1


			GO:CC			Golgi-associated vesicle membrane			GO:0030660			0.024314302			5			COPE,COPA,COPB2,COPG1,CLTC


			GO:CC			nuclear periphery			GO:0034399			0.024762296			7			LMNB1,LMNB2,VIM,CLIC4,NUP153,CAD,LMNA


			GO:CC			extracellular exosome			GO:0070062			0.024762296			7			FN1,ABCB6,ALB,SDCBP,CD86,NSUN2,SORD


			GO:CC			mitochondrial alpha-ketoglutarate dehydrogenase complex			GO:0005947			0.025347812			2			DLD,MRPS36


			GO:CC			lamin filament			GO:0005638			0.025347812			2			LMNB1,LMNA


			GO:CC			phosphopyruvate hydratase complex			GO:0000015			0.025347812			2			ENO3,ENO2


			GO:CC			collagen-containing extracellular matrix			GO:0062023			0.025499015			13			PXDN,COL1A2,COL12A1,POSTN,COL21A1,EMILIN3,COL3A1,FN1,COL5A2,COL14A1,COL4A2,PLOD3,COL4A1


			GO:CC			nucleoid			GO:0009295			0.027592529			5			ACADVL,CLPX,HSD17B10,VDAC2,TRMT10C


			GO:CC			mitochondrial nucleoid			GO:0042645			0.027592529			5			ACADVL,CLPX,HSD17B10,VDAC2,TRMT10C


			GO:CC			U12-type spliceosomal complex			GO:0005689			0.027592529			4			SNRPG,SNRPD3,SF3B1,SNRPD2


			GO:CC			M band			GO:0031430			0.027592529			3			MYOM2,MYOM1,SPTBN1


			GO:CC			NuRD complex			GO:0016581			0.027592529			3			HDAC2,RBBP4,GATAD2A


			GO:CC			nuclear lumen			GO:0031981			0.027592529			141			FNDC1,FKBP4,DNAJB4,SPATS2L,BLVRB,LMNB1,CDCA2,JPH1,CAPG,PDHB,MACROD1,PHF1,ALDH6A1,PARK7,UCHL3,IDH3G,HNRNPA1,SYNPO2,GPI,ACADS,LMNB2,ACADVL,SUPT16H,DUSP3,MCM4,HSPB8,CAPN3,VIM,SPR,CRABP2,CLPX,RAI14,HERC6,BCAT2,TIMM50,NDUFS2,GOT1,PSIP1,GLO1,COPE,SRC,NDUFB1,UGDH,NR1D2,TRIP10,SDHB,RIF1,SELENBP1,PDHA1,SNRPG,MTDH,ABCB6,PAFAH1B2,FUS,RPL27,CHTOP,CLIC4,RTCA,DDX21,RCN2,LOC100510904,SDCBP,IQSEC1,POLR1D,IGF2BP1,GTF2B,GNAI2,NUP153,CDK6,FERMT2,TBCA,ENY2,HDAC2,NOP58,STAT5A,EEF1D,RPL3,CIAPIN1,CSTB,NDUFS3,ATXN2L,SF3B1,KHSRP,FBL,MBIP,CACYBP,TAB1,TXNL4A,PPP1CA,RBM14,SCAF4,RPS3,RBBP4,NSUN2,RMI1,SAP18,CAD,PARN,HNRNPK,RPS3A,SARNP,RBBP9,RPS13,NHP2,P4HA2,GLYR1,RPL18,DUT,TRMT10C,LMNA,NCOA5,AKR1B1,HSPB7,DVL2,NR0B1,CCDC8,CSTF2,SNAP23,ADK,TRRAP,POU2F3,LOC100524613,SPTBN1,STRN3,RPS10,SOD1,GATAD2A,NFIC,SAE1,DAZAP1,POLDIP3,TLE2,DNAJC11,GTF2H1,SRA1,ZNF207,SYNE2,UCHL1,HNRNPUL1,ILF3,BECN1


			GO:CC			CHD-type complex			GO:0090545			0.027592529			3			HDAC2,RBBP4,GATAD2A


			GO:CC			extrinsic component of plasma membrane			GO:0019897			0.027921083			10			GNAI3,GNG2,SRC,CDH11,STAC3,TF,PLG,GNAI2,FERMT2,GNG4


			GO:CC			rough endoplasmic reticulum			GO:0005791			0.029861804			5			PKM,RPL27,RPS3,RPL18,SRPRB


			GO:CC			small ribosomal subunit			GO:0015935			0.029861804			7			RPS18,RPS8,RPS3,RPS2,RPS3A,RPS13,RPS10


			GO:CC			filamentous actin			GO:0031941			0.029861804			4			PDLIM5,JAM3,SMTN,PDLIM4


			GO:CC			ruffle membrane			GO:0032587			0.030178192			6			SRC,CFL1,TWF1,TPM1,RPS3,ARF4


			GO:CC			clathrin-coated vesicle membrane			GO:0030665			0.032422033			5			AP2S1,AP2A1,CLTC,AP2M1,NECAP1


			GO:CC			clathrin coat			GO:0030118			0.032422033			5			AP2S1,AP2A1,CLTC,AP2M1,NECAP1


			GO:CC			extracellular vesicle			GO:1903561			0.032996824			7			FN1,ABCB6,ALB,SDCBP,CD86,NSUN2,SORD


			GO:CC			extracellular membrane-bounded organelle			GO:0065010			0.032996824			7			FN1,ABCB6,ALB,SDCBP,CD86,NSUN2,SORD


			GO:CC			extracellular organelle			GO:0043230			0.032996824			7			FN1,ABCB6,ALB,SDCBP,CD86,NSUN2,SORD


			GO:CC			transporter complex			GO:1990351			0.035314934			19			NDUFB3,NDUFS6,NDUFB7,LOC100524873,GRIK2,CACNB1,NDUFS2,NDUFS1,TIMM8A,NDUFB1,NDUFA8,CLIC4,NDUFV3,NDUFV2,NDUFS3,NDUFA6,NDUFA5,LOC100524613,KCNS3


			GO:CC			signal peptidase complex			GO:0005787			0.035524622			2			SEC11A,SPCS3


			GO:CC			extrinsic component of external side of plasma membrane			GO:0031232			0.035524622			2			TF,PLG


			GO:CC			B-WICH complex			GO:0110016			0.035524622			2			DDX21,SF3B1


			GO:CC			extracellular matrix			GO:0031012			0.035886947			18			MMP2,PXDN,COL1A2,COL12A1,POSTN,MFAP2,COL21A1,EMILIN3,COL3A1,FN1,VCAN,COL5A2,COL14A1,COL4A2,PLOD3,OTOG,ADAMTS3,COL4A1


			GO:CC			external encapsulating structure			GO:0030312			0.036485193			18			MMP2,PXDN,COL1A2,COL12A1,POSTN,MFAP2,COL21A1,EMILIN3,COL3A1,FN1,VCAN,COL5A2,COL14A1,COL4A2,PLOD3,OTOG,ADAMTS3,COL4A1


			GO:CC			nuclear envelope			GO:0005635			0.036485193			18			LMNB1,SYNE3,LMNB2,TMEM43,DHCR7,RIF1,GAPDH,SDCBP,NUP153,ENY2,CACYBP,SURF4,TXNL4A,CHMP2B,LYPLA1,CHMP5,LMNA,SYNE2


			GO:CC			sarcoplasmic reticulum membrane			GO:0033017			0.036631578			3			JPH1,DHRS7C,ATP2A1


			GO:CC			vacuolar lumen			GO:0005775			0.036631578			3			GUSB,SGSH,GBA


			GO:CC			endocytic vesicle			GO:0030139			0.038240697			10			VIM,ZYX,FLOT2,RAB8B,TF,AP2S1,AP2A1,AP2M1,SH3KBP1,BECN1


			GO:CC			U2-type precatalytic spliceosome			GO:0071005			0.039644498			5			SNRPG,LSM5,SF3B1,TXNL4A,SNRPD2


			GO:CC			plasma membrane bounded cell projection			GO:0120025			0.039995706			59			PGM1,AK1,PVALB,CAPG,PFKM,PARK7,FSCN1,GPI,MAPT,CORO1B,JAM3,VIM,BLOC1S4,MAP1B,DLD,FRMD4B,OFD1,DCX,ATP2B4,FLOT2,SRC,IQGAP2,ACADM,MYOT,CFL1,TWF1,TPM1,HOMER2,HOMER1,PKM,ABLIM3,CLIC4,FAM3D,IGF2BP1,GNAI2,CDK6,COPA,AP2A1,SNX2,DBN1,ATP6V1E1,CAPZB,RPS3,C2CD3,SYNJ2BP,GNAS,TOMM20,TBCC,SNAP23,SORD,SPTBN1,STRN3,SOD1,RAP1A,ARF4,PDLIM4,SYNE2,UCHL1,PEX6


			GO:CC			transmembrane transporter complex			GO:1902495			0.040597183			18			NDUFB3,NDUFS6,NDUFB7,LOC100524873,GRIK2,CACNB1,NDUFS2,NDUFS1,NDUFB1,NDUFA8,CLIC4,NDUFV3,NDUFV2,NDUFS3,NDUFA6,NDUFA5,LOC100524613,KCNS3


			GO:CC			mitochondrial outer membrane			GO:0005741			0.040791306			9			ACSL1,HK1,VDAC2,ABCB6,AGPAT4,VDAC1,TOMM20,DNAJC11,CISD2


			GO:CC			SMN-Sm protein complex			GO:0034719			0.04227609			3			SNRPG,SNRPD3,SNRPD2


			GO:CC			ESC/E(Z) complex			GO:0035098			0.04227609			3			PHF1,HDAC2,RBBP4


			GO:CC			leading edge membrane			GO:0031256			0.042768466			8			SRC,CFL1,TWF1,TPM1,RPS3,SPTBN1,ARF4,SYNE2


			GO:CC			cytochrome complex			GO:0070069			0.045531761			5			COX6B,COX5B,LOC100524873,NDUFA4,LOC100524613


			GO:CC			fibrinogen complex			GO:0005577			0.046005605			2			FN1,FGB


			GO:CC			collagen type IV trimer			GO:0005587			0.046005605			2			COL4A2,COL4A1


			GO:CC			ubiquinone biosynthesis complex			GO:0110142			0.046005605			2			COQ9,COQ5


			GO:CC			actin-based cell projection			GO:0098858			0.046005605			10			FSCN1,JAM3,IQGAP2,TWF1,HOMER2,CLIC4,IGF2BP1,AP2A1,ATP6V1E1,SYNE2


			GO:CC			basement membrane collagen trimer			GO:0098651			0.046005605			2			COL4A2,COL4A1


			GO:CC			male pronucleus			GO:0001940			0.046005605			2			RIF1,CBX1


			GO:CC			extrinsic component of cytoplasmic side of plasma membrane			GO:0031234			0.046005605			7			GNAI3,GNG2,SRC,STAC3,GNAI2,FERMT2,GNG4


			GO:CC			myosin II complex			GO:0016460			0.047134437			3			MYL1,MYL3,MYH1


			GO:CC			cell projection			GO:0042995			0.047134437			60			PGM1,AK1,PVALB,CAPG,PFKM,PARK7,FSCN1,GPI,MAPT,CORO1B,JAM3,VIM,BLOC1S4,MAP1B,DLD,FRMD4B,OFD1,DCX,ATP2B4,FLOT2,SRC,IQGAP2,ACADM,MYOT,CFL1,TWF1,TPM1,HOMER2,HOMER1,PKM,ABLIM3,CLIC4,FAM3D,IGF2BP1,GNAI2,CDK6,COPA,AP2A1,SNX2,DBN1,ATP6V1E1,CAPZB,RPS3,C2CD3,SYNJ2BP,ENAH,GNAS,TOMM20,TBCC,SNAP23,SORD,SPTBN1,STRN3,SOD1,RAP1A,ARF4,PDLIM4,SYNE2,UCHL1,PEX6


			GO:MF			oxidoreductase activity			GO:0016491			2.12E-13			66			PIR,ETFA,BLVRB,AIFM1,DHRS7C,DLAT,PDHB,ALDH6A1,PARK7,IDH3G,ACADS,PXDN,ACADVL,ADHFE1,ALDH4A1,SPR,GPD2,P4HA3,IDH2,DLD,BCAT2,HIBADH,NDUFS2,PRDX3,HSD17B10,CYCS,NDUFS1,ALDH18A1,DHCR7,PTGR2,PRDX6,UGDH,MSRB3,L2HGDH,ACADM,PDHX,SDHB,SELENBP1,PDHA1,OGDH,GAPDH,PGK1,ETFDH,GMPR2,PGD,ADI1,TXNDC12,GLUD1,NDUFV2,CIAPIN1,NDUFS3,PLOD3,GPX7,SOD2,G6PD,EHHADH,P4HA2,GLYR1,GAPDHS,AKR1B1,GSTK1,SORD,SOD1,NXN,LOC100157017,IDH3A


			GO:MF			actin binding			GO:0003779			1.93E-10			41			CAPG,MYOM2,SYNE3,FSCN1,PDLIM5,SYNPO2,CORO1B,TMSB15A,TPM4,NEB,RAI14,CNN3,MAP1B,TNNC2,TPM2,WIPF1,IQGAP2,MYL4,CFL1,TWF1,TPM1,FLNB,HOMER2,ABLIM3,HCLS1,FERMT2,CALD1,MYOM1,DBN1,GC,MYL3,CAPZB,TPM3,ENAH,MYH1,SPTBN1,YWHAH,PDLIM4,SYNE2,TNNC1,MARCKS


			GO:MF			structural molecule activity			GO:0005198			1.93E-10			63			LMNB1,JPH1,SNTB1,MRPL24,LMNB2,PXDN,COL1A2,CAPN3,VIM,EMILIN3,TCAP,COL3A1,FN1,COPE,COL5A2,COL14A1,RPS18,RPL27,RPL38,LOC100510904,KRT5,COL4A2,RPL34,NUP153,RPS8,RPL21,RPL3,RPL9,CRYAB,COPA,FGB,RPL17,COPB2,RPL8,OTOG,RPL29,COPG1,RPS3,RPS2,CLTC,RPL37,SNTA1,TUBB2B,RPS3A,RPL35A,SYNM,RPS16,RPL14,RPS13,RPL6,RPL18,RPL13,LMNA,RPL24,RPL36A,SPTBN1,FAU,RPS10,RPL10A,RPL30,RPL5,RPL35,COL4A1


			GO:MF			cytoskeletal protein binding			GO:0008092			2.19E-08			61			CAPG,MYOM2,SYNE3,FSCN1,PDLIM5,SYNPO2,MAPT,CORO1B,TMSB15A,TPM4,DUSP3,CAPN3,NEB,RAI14,CNN3,MAP1B,DCX,TCAP,TNNC2,RCC2,TPM2,WIPF1,IQGAP2,MYL4,MYOZ1,CFL1,EML6,TWF1,TPM1,FLNB,HOMER2,ABLIM3,HCLS1,CEP350,FERMT2,TBCA,SLC26A5,CALD1,MYOM1,DBN1,CACYBP,GC,MYL3,CAPZB,RPS3,TPM3,NDE1,LIN7C,ENAH,MYH1,MTUS2,HSPB7,TBCC,SPTBN1,VBP1,YWHAH,PDLIM4,ZNF207,SYNE2,TNNC1,MARCKS


			GO:MF			oxidoreductase activity, acting on the aldehyde or oxo group of donors, NAD or NADP as acceptor			GO:0016620			7.43E-08			12			DLAT,PDHB,ALDH6A1,ALDH4A1,DLD,ALDH18A1,PDHX,PDHA1,OGDH,GAPDH,GAPDHS,AKR1B1


			GO:MF			catalytic activity			GO:0003824			7.56E-07			225			MMP2,PIR,FKBP4,ETFA,PGM1,BLVRB,AK1,ACSL1,CKMT2,AIFM1,DHRS7C,HK1,PFKM,LRRC40,DLAT,PDHB,MACROD1,ENDOG,ALDH6A1,PARK7,COQ5,UCHL3,PGAP1,GUSB,IDH3G,LACTB,FBP2,ACAT1,GPI,PTK7,GAMT,ACADS,BCAT1,ROCK2,ATL2,PXDN,ACADVL,DUSP3,ADHFE1,MCM4,SGSH,CAPN3,GNAI3,ALDH4A1,SPR,ENDOD1,GPD2,PYGM,P4HA3,HAGH,CLPX,AK3,PCMT1,GSTA4,IDH2,DLD,ACO2,HERC6,FH,BCAT2,ATP2B4,PTGES2,ENO3,TIMM50,HIBADH,SND1,NDUFS2,MPI,SUCLG1,PRDX3,PSAP,HSD17B10,CYCS,NDUFS1,GOT1,ALDH18A1,TPI1,PGM2L1,DHCR7,GLO1,COPE,TST,SRC,PTGR2,RAB8B,PRDX6,ATP2A1,UGDH,NT5C1A,SUCLA2,MSRB3,ECH1,L2HGDH,ACADM,PDHX,SDHB,SCRN2,B3GLCT,NAGK,SELENBP1,SAR1B,PDHA1,OGDH,ABCB6,GYG1,GAPDH,PGAM2,PGK1,TWF1,AGPAT4,ETFDH,PAFAH1B2,PKM,GPT2,RTCA,DDX21,PLG,GMPR2,CPSF3,SDCBP,POLR1D,PGD,ADI1,CTSB,TXNDC12,ACAA2,PARS2,ACOT6,ACOT13,GTF2B,SEC11A,NUDT4,GNAI2,CDK6,FN3KRP,CPPED1,GLUD1,HDAC2,PTS,CMBL,F12,TNS2,RAB1B,PMVK,NDUFV2,EEF1D,CIAPIN1,NDUFS3,HSPA6,UBA3,PLOD3,FBL,TAB1,PPP1CA,OTOG,GPX7,RPS3,NSUN2,CAD,CDK5,TKFC,ATE1,PARN,SOD2,GMPPA,GOT2,TUBB2B,G6PD,GUF1,EHHADH,LYPLA1,RBBP9,CS,OSGEPL1,NUDT3,P4HA2,GLYR1,DUT,ECHDC2,CTSH,TRMT10C,GAPDHS,GNAS,ENO2,BPNT1,AKR1B1,ADAMTS3,PPA2,EDEM3,ACYP2,NAGA,PGP,TBCC,SCPEP1,GSTK1,RHOB,ADK,SORD,TRRAP,LOC100524613,FAU,SOD1,DDX17,RAP1A,ARF4,SLC45A2,PGK2,SAE1,CELF1,PSMD2,NXN,PYGB,CA3,CKM,RNF25,UCHL1,MPND,SH3KBP1,LOC100157017,GBA,ESD,PEX6,IDH3A,MARCKS,ARF3


			GO:MF			oxidoreductase activity, acting on the aldehyde or oxo group of donors			GO:0016903			1.21E-06			12			DLAT,PDHB,ALDH6A1,ALDH4A1,DLD,ALDH18A1,PDHX,PDHA1,OGDH,GAPDH,GAPDHS,AKR1B1


			GO:MF			oxidoreductase activity, acting on CH-OH group of donors			GO:0016614			1.21E-06			19			DHRS7C,IDH3G,ADHFE1,SPR,GPD2,IDH2,BCAT2,HIBADH,HSD17B10,PTGR2,UGDH,L2HGDH,PGD,G6PD,EHHADH,AKR1B1,SORD,LOC100157017,IDH3A


			GO:MF			NAD binding			GO:0051287			1.27E-06			12			IDH3G,IDH2,HIBADH,NDUFS2,UGDH,GAPDH,EHHADH,GLYR1,GAPDHS,SORD,LOC100157017,IDH3A


			GO:MF			binding			GO:0005488			1.91E-06			453			MMP2,PIR,EIF1,COQ9,FNDC1,FKBP4,ETFA,PGM1,DNAJB4,SPATS2L,AK1,LMNB1,PVALB,ACSL1,CKMT2,CHCHD2,DTNA,PHKB,AIFM1,LOC100523213,ABCB1,CAPG,HK1,PFKM,PPP1R3A,MYOM2,LRRC40,DLAT,ENDOG,PHF1,CCDC6,PARK7,UCHL3,CASQ1,SYNE3,FSCN1,GUSB,IDH3G,SNTB1,HNRNPA1,MYBPC2,PDLIM5,SYNPO2,FBP2,ACAT1,MRPL24,GPI,MAPT,CORO1B,PTK7,ACADS,TMSB15A,TPM4,GLRX5,LMNB2,ROCK2,ATL2,PXDN,ACADVL,SUPT16H,DUSP3,ADHFE1,MCM4,SGSH,COL1A2,COL12A1,RAP1GDS1,HSPB8,CAPN3,GNAI3,JAM3,ALDH4A1,COX17,TAPBP,VIM,MRC2,NEB,ENDOD1,TNFRSF11A,GPD2,SLC25A12,PYGM,P4HA3,HAGH,BAG3,GNG2,CRABP2,POSTN,PDGFA,CLPX,LRRC20,AK3,GSTA4,IDH2,RAI14,CNN3,ZYX,KBTBD11,MAP1B,DLD,EMILIN3,CACNB1,OFD1,ACO2,DCX,TMEM43,TCAP,ATP2B4,PTGES2,ENO3,TIMM50,LMCD1,HIBADH,TNNC2,SND1,RCC2,NDUFS2,MPI,MYL1,KERA,SUCLG1,COL3A1,PRDX3,PSAP,NUCB2,PABPC1,HSD17B10,CYCS,NDUFS1,GOT1,ALDH18A1,TPI1,FN1,PGM2L1,OSBPL10,PSIP1,TIMM8A,GLO1,COPE,TST,SRC,TPM2,WIPF1,IQGAP2,MYL4,RAB8B,PRDX6,ATP2A1,UGDH,SORBS1,STXBP6,PDLIM3,MYOZ1,NT5C1A,SUCLA2,VDAC2,LDB3,MSRB3,NR1D2,CDH11,TRIP10,ACADM,PACS1,VCAN,SEC24D,SDHB,MYOT,NES,CTHRC1,SELENBP1,SAR1B,PCOLCE,OGDH,RBFOX1,COL5A2,SNRPG,CFL1,EML6,ANKRD44,MTDH,EIF4EBP1,ABCB6,GYG1,GAPDH,PGAM2,PGK1,TWF1,TPM1,FLNB,HOMER2,ETFDH,HOMER1,COL14A1,HMMR,PKM,ABLIM3,STAC3,GPT2,HCLS1,RPS18,CPNE4,CEP350,FUS,TF,GLIPR2,AP2S1,CHTOP,EIF4E,RTCA,DDX21,PLG,APOA4,ALB,RCN2,GMPR2,ARVCF,LOC100510904,CPSF3,SDCBP,LSM5,IQSEC1,POLR1D,KRT5,PGD,IGF2BP1,ADI1,CTSB,MYL10,PARS2,RABIF,IGF2BP2,GTF2B,SMTN,NUDT4,CCDC25,GNAI2,NUP153,CDK6,CNRIP1,TFG,FERMT2,GLUD1,SERPINH1,TBCA,CYGB,ENY2,ITIH2,HDAC2,PTS,SLC26A5,SNRPD3,F12,HMGA1,TNS2,MTHFD2L,RAB1B,A2M,NOP58,STAT5A,PMVK,IGFBP2,NDUFV2,EEF1D,DBI,RPL9,CIAPIN1,CSTB,CALD1,CNNM3,ATXN2L,NUBP2,MYOM1,NAPG,CRYAB,COPA,FGB,AP2A1,HSPA6,UBA3,SNX2,PLOD3,SF3B1,DBN1,KHSRP,FBL,MBIP,CACYBP,HPX,GC,PPP1CA,COPB2,RBM14,MYL3,RPL8,SCAF4,RALBP1,OTOG,CAPZB,BASP1,RPS3,RPS2,RBBP4,TES,CLTC,NSUN2,RMI1,RBP4,CAD,ACIN1,CDK5,TKFC,LARP4B,RPL37,PARN,SOD2,TPM3,ARMC6,CHMP2B,GOT2,APOA2,SNTA1,HNRNPK,NDE1,TUBB2B,RPS3A,G6PD,GUF1,SYNJ2BP,SARNP,LIN7C,RPL14,EHHADH,NOVA2,RPS13,ENAH,NHP2,OSGEPL1,NUDT3,HNRNPC,P4HA2,GLYR1,RPL18,DUT,NFATC2IP,RPL13,RBMX,CTSH,TRMT10C,GAPDHS,GNAS,MYH1,SYTL4,CBX1,ENO2,IGFN1,RPL24,MTUS2,NCOA5,VPS35,BPNT1,HSPE1,REPS1,ADAMTS3,PPA2,SNX12,HSPB7,CTTNBP2NL,EDEM3,TOMM20,NLRP3,DVL2,CYFIP1,NR0B1,NAGA,AP2M1,DYNC1I2,PGP,TBCC,CSTF2,SNAP23,RHOB,ADK,SORD,TRRAP,POU2F3,HNRNPA3,LOC100524613,SPTBN1,FAU,STRN3,RPS10,SOD1,PRX,DDX17,KCNS3,RPL10A,RAP1A,RALY,ARF4,GATAD2A,ZFP36L2,VBP1,ZCCHC3,NFIC,RPL30,GTPBP8,PGK2,TUBA8,RPL5,SAE1,DAZAP1,CELF1,POLDIP3,TLE2,YWHAH,PSMD2,IPO5,TRIP6,COL9A1,GTF2H1,PYGB,NHLRC2,PDLIM4,CA3,COL4A1,SRA1,ZNF207,CKM,RNF25,SYNE2,UCHL1,TNNC1,MPND,MYBPH,SH3KBP1,LOC100157017,GNG4,HNRNPUL1,CISD2,GBA,ESD,ILF3,PEX6,M6PR,IDH3A,MARCKS,IAH1,SRPRB,ITIH1,MLEC,ARF3,BECN1,FAM49B


			GO:MF			pyruvate dehydrogenase [NAD(P)+] activity			GO:0034603			2.06E-06			5			DLAT,PDHB,DLD,PDHX,PDHA1


			GO:MF			pyruvate dehydrogenase activity			GO:0004738			2.06E-06			5			DLAT,PDHB,DLD,PDHX,PDHA1


			GO:MF			protein-containing complex binding			GO:0044877			2.06E-06			60			EIF1,CAPG,MYOM2,PARK7,SYNE3,FSCN1,GPI,CORO1B,TPM4,SUPT16H,GNAI3,JAM3,TAPBP,VIM,MRC2,NEB,BAG3,PDGFA,TIMM50,SND1,COL3A1,FN1,SRC,TPM2,IQGAP2,MYL4,NES,PCOLCE,CFL1,TWF1,FLNB,ABLIM3,HCLS1,LOC100510904,CTSB,GNAI2,FERMT2,SERPINH1,SLC26A5,NOP58,MYOM1,CRYAB,SNX2,FBL,RPS3,TPM3,APOA2,GUF1,GLYR1,GNAS,MYH1,STRN3,RAP1A,TUBA8,POLDIP3,SYNE2,TNNC1,PEX6,M6PR,MARCKS


			GO:MF			pyruvate dehydrogenase (NAD+) activity			GO:0034604			2.06E-06			5			DLAT,PDHB,DLD,PDHX,PDHA1


			GO:MF			structural constituent of ribosome			GO:0003735			2.35E-06			31			MRPL24,RPS18,RPL27,RPL38,RPL34,RPS8,RPL21,RPL3,RPL9,RPL17,RPL8,RPL29,RPS3,RPS2,RPL37,RPS3A,RPL35A,RPS16,RPL14,RPS13,RPL6,RPL18,RPL13,RPL24,RPL36A,FAU,RPS10,RPL10A,RPL30,RPL5,RPL35


			GO:MF			actin filament binding			GO:0051015			3.40E-06			22			CAPG,MYOM2,SYNE3,FSCN1,CORO1B,TPM4,NEB,TPM2,IQGAP2,MYL4,CFL1,TWF1,FLNB,ABLIM3,HCLS1,FERMT2,MYOM1,TPM3,MYH1,SYNE2,TNNC1,MARCKS


			GO:MF			oxidoreductase activity, acting on the CH-OH group of donors, NAD or NADP as acceptor			GO:0016616			4.76E-06			17			DHRS7C,IDH3G,ADHFE1,SPR,IDH2,BCAT2,HIBADH,HSD17B10,PTGR2,UGDH,PGD,G6PD,EHHADH,AKR1B1,SORD,LOC100157017,IDH3A


			GO:MF			mRNA binding			GO:0003729			0.000166164			25			PARK7,HNRNPA1,PABPC1,RBFOX1,PKM,FUS,CHTOP,IGF2BP1,IGF2BP2,SF3B1,KHSRP,RBM14,RPS3,LARP4B,HNRNPK,RPS3A,NOVA2,RPS13,HNRNPC,RPL24,CSTF2,HNRNPA3,ZFP36L2,POLDIP3,ILF3


			GO:MF			protein binding			GO:0005515			0.000189174			275			COQ9,FNDC1,FKBP4,DNAJB4,SPATS2L,LMNB1,CHCHD2,PHKB,AIFM1,LOC100523213,CAPG,PFKM,PPP1R3A,MYOM2,LRRC40,DLAT,ENDOG,PHF1,CCDC6,PARK7,UCHL3,CASQ1,SYNE3,FSCN1,GUSB,SNTB1,MYBPC2,PDLIM5,SYNPO2,FBP2,GPI,MAPT,CORO1B,PTK7,TMSB15A,TPM4,LMNB2,ROCK2,ATL2,PXDN,ACADVL,DUSP3,COL1A2,COL12A1,RAP1GDS1,HSPB8,CAPN3,GNAI3,JAM3,ALDH4A1,TAPBP,VIM,NEB,TNFRSF11A,SLC25A12,P4HA3,BAG3,GNG2,CRABP2,POSTN,PDGFA,CLPX,LRRC20,GSTA4,RAI14,CNN3,KBTBD11,MAP1B,EMILIN3,CACNB1,OFD1,DCX,TMEM43,TCAP,ATP2B4,TIMM50,TNNC2,RCC2,NDUFS2,KERA,COL3A1,PRDX3,PSAP,ALDH18A1,TPI1,FN1,TIMM8A,COPE,SRC,TPM2,WIPF1,IQGAP2,MYL4,RAB8B,PRDX6,ATP2A1,UGDH,SORBS1,PDLIM3,MYOZ1,CDH11,TRIP10,ACADM,PACS1,SEC24D,MYOT,NES,CTHRC1,PCOLCE,COL5A2,CFL1,EML6,ANKRD44,MTDH,EIF4EBP1,GYG1,GAPDH,PGAM2,TWF1,TPM1,FLNB,HOMER2,HOMER1,COL14A1,ABLIM3,STAC3,HCLS1,CEP350,FUS,TF,GLIPR2,AP2S1,EIF4E,DDX21,PLG,APOA4,ALB,ARVCF,SDCBP,LSM5,IQSEC1,POLR1D,KRT5,CTSB,RABIF,GTF2B,SMTN,GNAI2,NUP153,CDK6,CNRIP1,TFG,FERMT2,SERPINH1,TBCA,HDAC2,PTS,SLC26A5,HMGA1,TNS2,MTHFD2L,A2M,NOP58,IGFBP2,DBI,CSTB,CALD1,MYOM1,NAPG,CRYAB,COPA,FGB,AP2A1,HSPA6,UBA3,SNX2,SF3B1,DBN1,FBL,MBIP,CACYBP,GC,PPP1CA,COPB2,RBM14,MYL3,SCAF4,RALBP1,OTOG,CAPZB,RPS3,RBBP4,CLTC,CAD,RPL37,PARN,SOD2,TPM3,ARMC6,CHMP2B,APOA2,SNTA1,NDE1,TUBB2B,G6PD,SYNJ2BP,LIN7C,EHHADH,ENAH,P4HA2,GLYR1,NFATC2IP,TRMT10C,MYH1,SYTL4,CBX1,IGFN1,MTUS2,VPS35,HSPE1,REPS1,SNX12,HSPB7,CTTNBP2NL,TOMM20,NLRP3,DVL2,CYFIP1,NR0B1,NAGA,AP2M1,DYNC1I2,TBCC,SNAP23,SORD,TRRAP,SPTBN1,FAU,STRN3,SOD1,PRX,KCNS3,RAP1A,ARF4,VBP1,TUBA8,SAE1,CELF1,TLE2,YWHAH,IPO5,TRIP6,GTF2H1,NHLRC2,PDLIM4,COL4A1,ZNF207,RNF25,SYNE2,UCHL1,TNNC1,MPND,MYBPH,SH3KBP1,GNG4,HNRNPUL1,CISD2,GBA,ESD,M6PR,MARCKS,IAH1,MLEC,BECN1,FAM49B


			GO:MF			identical protein binding			GO:0042802			0.000399364			78			COQ9,PFKM,DLAT,ENDOG,PHF1,CCDC6,PARK7,CASQ1,FBP2,CORO1B,LMNB2,ATL2,ACADVL,COL1A2,HSPB8,JAM3,ALDH4A1,VIM,SLC25A12,PDGFA,GSTA4,EMILIN3,TMEM43,PRDX3,PSAP,ALDH18A1,TPI1,FN1,TIMM8A,PRDX6,ATP2A1,UGDH,TRIP10,ACADM,GYG1,GAPDH,PGAM2,FLNB,FUS,GLIPR2,DDX21,APOA4,ALB,SDCBP,RABIF,NUP153,TFG,PTS,TNS2,DBI,MYOM1,CRYAB,UBA3,SNX2,MBIP,CACYBP,CAD,SOD2,APOA2,NDE1,G6PD,TRMT10C,CBX1,MTUS2,DVL2,NR0B1,NAGA,SORD,SOD1,CELF1,YWHAH,PDLIM4,TNNC1,CISD2,ESD,MARCKS,IAH1,BECN1


			GO:MF			small molecule binding			GO:0036094			0.000399364			102			ETFA,AK1,ACSL1,CKMT2,AIFM1,ABCB1,HK1,PFKM,PARK7,IDH3G,PTK7,ACADS,ROCK2,ATL2,ACADVL,MCM4,GNAI3,PYGM,P4HA3,BAG3,CRABP2,CLPX,AK3,IDH2,DLD,ATP2B4,HIBADH,NDUFS2,SUCLG1,PSAP,GOT1,ALDH18A1,OSBPL10,SRC,RAB8B,ATP2A1,UGDH,NT5C1A,SUCLA2,VDAC2,LDB3,ACADM,SAR1B,OGDH,ABCB6,GAPDH,PGK1,TWF1,PKM,GPT2,CHTOP,RTCA,DDX21,ALB,PGD,PARS2,GNAI2,CDK6,GLUD1,CYGB,RAB1B,PMVK,DBI,CNNM3,NUBP2,HSPA6,UBA3,PLOD3,GC,RMI1,RBP4,CAD,CDK5,TKFC,GOT2,APOA2,TUBB2B,G6PD,GUF1,EHHADH,P4HA2,GLYR1,GAPDHS,GNAS,MYH1,HSPE1,RHOB,ADK,SORD,DDX17,RAP1A,ARF4,GTPBP8,PGK2,CELF1,PYGB,CKM,LOC100157017,PEX6,IDH3A,SRPRB,ARF3


			GO:MF			carbon-oxygen lyase activity			GO:0016835			0.000663097			11			PARK7,ACO2,FH,ENO3,TPI1,PTS,RPS3,EHHADH,ECHDC2,ENO2,CA3


			GO:MF			metal cluster binding			GO:0051540			0.00083381			10			GLRX5,ACO2,NDUFS2,NDUFS1,SDHB,ETFDH,NDUFV2,CIAPIN1,NUBP2,CISD2


			GO:MF			iron-sulfur cluster binding			GO:0051536			0.00083381			10			GLRX5,ACO2,NDUFS2,NDUFS1,SDHB,ETFDH,NDUFV2,CIAPIN1,NUBP2,CISD2


			GO:MF			electron transfer activity			GO:0009055			0.001029974			9			ETFA,NDUFS2,CYCS,NDUFS1,SDHB,ETFDH,NDUFV2,CIAPIN1,NDUFS3


			GO:MF			antioxidant activity			GO:0016209			0.001340916			10			PARK7,PXDN,PRDX3,PRDX6,APOA4,GPX7,SOD2,GSTK1,SOD1,NXN


			GO:MF			peptidase regulator activity			GO:0061134			0.001683453			18			ITIH3,CLPX,ITIH4,PRDX3,FN1,LXN,PCOLCE,GAPDH,SERPINH1,ITIH2,A2M,CSTB,FETUB,SERPINA1,CTSH,AHSG,ITIH1,LOC100153899


			GO:MF			4 iron, 4 sulfur cluster binding			GO:0051539			0.002385075			7			ACO2,NDUFS2,NDUFS1,SDHB,ETFDH,CIAPIN1,NUBP2


			GO:MF			vitamin binding			GO:0019842			0.003195972			13			PYGM,P4HA3,GOT1,LDB3,OGDH,GPT2,ALB,PLOD3,GC,RBP4,GOT2,P4HA2,PYGB


			GO:MF			phosphotransferase activity, carboxyl group as acceptor			GO:0016774			0.004127277			3			ALDH18A1,PGK1,PGK2


			GO:MF			mRNA 3'-UTR binding			GO:0003730			0.004731838			10			HNRNPA1,PABPC1,FUS,IGF2BP1,IGF2BP2,RBM14,LARP4B,HNRNPA3,ZFP36L2,ILF3


			GO:MF			metallochaperone activity			GO:0016530			0.005384311			4			PARK7,COX17,TF,NUBP2


			GO:MF			ion binding			GO:0043167			0.006555796			179			MMP2,PIR,ETFA,PGM1,AK1,PVALB,ACSL1,CKMT2,DTNA,AIFM1,ABCB1,HK1,PFKM,ENDOG,PHF1,PARK7,CASQ1,IDH3G,PDLIM5,FBP2,ACAT1,PTK7,ACADS,GLRX5,ROCK2,ATL2,ACADVL,ADHFE1,MCM4,CAPN3,GNAI3,COX17,ENDOD1,GPD2,SLC25A12,PYGM,P4HA3,HAGH,CRABP2,POSTN,CLPX,AK3,IDH2,ZYX,DLD,ACO2,ATP2B4,ENO3,LMCD1,TNNC2,MPI,MYL1,COL3A1,PSAP,NUCB2,GOT1,ALDH18A1,PGM2L1,GLO1,SRC,IQGAP2,MYL4,RAB8B,ATP2A1,STXBP6,PDLIM3,NT5C1A,SUCLA2,VDAC2,MSRB3,NR1D2,CDH11,ACADM,VCAN,SEC24D,SDHB,SAR1B,OGDH,COL5A2,ABCB6,GYG1,PGK1,TWF1,ETFDH,PKM,ABLIM3,GPT2,FUS,TF,RTCA,DDX21,APOA4,ALB,RCN2,GMPR2,CPSF3,SDCBP,ADI1,MYL10,PARS2,GTF2B,GNAI2,NUP153,CDK6,FERMT2,GLUD1,CYGB,HDAC2,PTS,F12,RAB1B,PMVK,NDUFV2,DBI,CIAPIN1,CNNM3,NUBP2,CRYAB,HSPA6,UBA3,PLOD3,HPX,PPP1CA,RBM14,MYL3,TES,CAD,CDK5,TKFC,RPL37,PARN,SOD2,GOT2,APOA2,TUBB2B,GUF1,EHHADH,OSGEPL1,NUDT3,P4HA2,DUT,GNAS,MYH1,ENO2,BPNT1,HSPE1,REPS1,ADAMTS3,PPA2,EDEM3,PGP,RHOB,ADK,SORD,LOC100524613,FAU,SOD1,DDX17,RAP1A,ARF4,ZFP36L2,ZCCHC3,GTPBP8,PGK2,CELF1,PSMD2,TRIP6,PYGB,PDLIM4,CA3,CKM,RNF25,TNNC1,MPND,CISD2,PEX6,IDH3A,SRPRB,ARF3


			GO:MF			platelet-derived growth factor binding			GO:0048407			0.007774027			4			COL1A2,PDGFA,COL3A1,COL4A1


			GO:MF			isocitrate dehydrogenase [NAD(P)+] activity			GO:0004448			0.008645801			3			IDH3G,IDH2,IDH3A


			GO:MF			lyase activity			GO:0016829			0.009911699			15			PARK7,ACO2,FH,PTGES2,ENO3,GOT1,TPI1,GLO1,PTS,RPS3,TKFC,EHHADH,ECHDC2,ENO2,CA3


			GO:MF			thiolester hydrolase activity			GO:0016790			0.009911699			7			HAGH,ACAA2,ACOT6,ACOT13,LYPLA1,ECHDC2,ESD


			GO:MF			extracellular matrix structural constituent			GO:0005201			0.011328218			9			PXDN,COL1A2,EMILIN3,COL3A1,FN1,COL5A2,COL14A1,COL4A2,COL4A1


			GO:MF			endopeptidase inhibitor activity			GO:0004866			0.011898583			14			ITIH3,ITIH4,PRDX3,LXN,GAPDH,SERPINH1,ITIH2,A2M,CSTB,FETUB,SERPINA1,AHSG,ITIH1,LOC100153899


			GO:MF			hydro-lyase activity			GO:0016836			0.012071328			8			PARK7,ACO2,FH,ENO3,EHHADH,ECHDC2,ENO2,CA3


			GO:MF			extracellular matrix structural constituent conferring tensile strength			GO:0030020			0.014086961			3			COL14A1,COL4A2,COL4A1


			GO:MF			intramolecular oxidoreductase activity, interconverting aldoses and ketoses			GO:0016861			0.014086961			3			GPI,MPI,TPI1


			GO:MF			transaminase activity			GO:0008483			0.016285304			5			BCAT1,BCAT2,GOT1,GPT2,GOT2


			GO:MF			protein-membrane adaptor activity			GO:0043495			0.016285304			4			SYNE3,NUP153,CELF1,SYNE2


			GO:MF			transferase activity, transferring nitrogenous groups			GO:0016769			0.016285304			5			BCAT1,BCAT2,GOT1,GPT2,GOT2


			GO:MF			oxidoreductase activity, acting on the CH-CH group of donors			GO:0016627			0.016285304			7			BLVRB,ACADS,ACADVL,DHCR7,PTGR2,ACADM,SDHB


			GO:MF			nucleotide binding			GO:0000166			0.016752229			82			ETFA,AK1,ACSL1,CKMT2,AIFM1,ABCB1,HK1,PFKM,IDH3G,PTK7,ACADS,ROCK2,ATL2,ACADVL,MCM4,GNAI3,BAG3,CLPX,AK3,IDH2,DLD,ATP2B4,HIBADH,NDUFS2,SUCLG1,ALDH18A1,SRC,RAB8B,ATP2A1,UGDH,NT5C1A,SUCLA2,ACADM,SAR1B,ABCB6,GAPDH,PGK1,TWF1,PKM,CHTOP,RTCA,DDX21,PGD,PARS2,GNAI2,CDK6,GLUD1,RAB1B,PMVK,DBI,CNNM3,NUBP2,HSPA6,UBA3,RMI1,CAD,CDK5,TKFC,TUBB2B,G6PD,GUF1,EHHADH,GLYR1,GAPDHS,GNAS,MYH1,HSPE1,RHOB,ADK,SORD,DDX17,RAP1A,ARF4,GTPBP8,PGK2,CELF1,CKM,LOC100157017,PEX6,IDH3A,SRPRB,ARF3


			GO:MF			glyceraldehyde-3-phosphate dehydrogenase (NAD+) (phosphorylating) activity			GO:0004365			0.016752229			2			GAPDH,GAPDHS


			GO:MF			oxygen sensor activity			GO:0019826			0.016752229			2			PARK7,NDUFS2


			GO:MF			nucleoside phosphate binding			GO:1901265			0.016752229			82			ETFA,AK1,ACSL1,CKMT2,AIFM1,ABCB1,HK1,PFKM,IDH3G,PTK7,ACADS,ROCK2,ATL2,ACADVL,MCM4,GNAI3,BAG3,CLPX,AK3,IDH2,DLD,ATP2B4,HIBADH,NDUFS2,SUCLG1,ALDH18A1,SRC,RAB8B,ATP2A1,UGDH,NT5C1A,SUCLA2,ACADM,SAR1B,ABCB6,GAPDH,PGK1,TWF1,PKM,CHTOP,RTCA,DDX21,PGD,PARS2,GNAI2,CDK6,GLUD1,RAB1B,PMVK,DBI,CNNM3,NUBP2,HSPA6,UBA3,RMI1,CAD,CDK5,TKFC,TUBB2B,G6PD,GUF1,EHHADH,GLYR1,GAPDHS,GNAS,MYH1,HSPE1,RHOB,ADK,SORD,DDX17,RAP1A,ARF4,GTPBP8,PGK2,CELF1,CKM,LOC100157017,PEX6,IDH3A,SRPRB,ARF3


			GO:MF			oxidoreductase activity, acting on the aldehyde or oxo group of donors, disulfide as acceptor			GO:0016624			0.016752229			3			PDHB,PDHA1,OGDH


			GO:MF			endopeptidase regulator activity			GO:0061135			0.016752229			14			ITIH3,ITIH4,PRDX3,LXN,GAPDH,SERPINH1,ITIH2,A2M,CSTB,FETUB,SERPINA1,AHSG,ITIH1,LOC100153899


			GO:MF			peptidase inhibitor activity			GO:0030414			0.016752229			14			ITIH3,ITIH4,PRDX3,LXN,GAPDH,SERPINH1,ITIH2,A2M,CSTB,FETUB,SERPINA1,AHSG,ITIH1,LOC100153899


			GO:MF			branched-chain-amino-acid transaminase activity			GO:0004084			0.016752229			2			BCAT1,BCAT2


			GO:MF			L-isoleucine transaminase activity			GO:0052656			0.016752229			2			BCAT1,BCAT2


			GO:MF			L-leucine transaminase activity			GO:0052654			0.016752229			2			BCAT1,BCAT2


			GO:MF			L-leucine:2-oxoglutarate aminotransferase activity			GO:0050048			0.016752229			2			BCAT1,BCAT2


			GO:MF			pyruvate dehydrogenase (acetyl-transferring) activity			GO:0004739			0.016752229			2			PDHB,PDHA1


			GO:MF			small protein activating enzyme binding			GO:0044388			0.016752229			2			PARK7,SAE1


			GO:MF			phosphoglycerate kinase activity			GO:0004618			0.016752229			2			PGK1,PGK2


			GO:MF			glyceraldehyde-3-phosphate dehydrogenase (NAD(P)+) (phosphorylating) activity			GO:0043891			0.016752229			2			GAPDH,GAPDHS


			GO:MF			L-valine transaminase activity			GO:0052655			0.016752229			2			BCAT1,BCAT2


			GO:MF			structural constituent of cytoskeleton			GO:0005200			0.016752229			7			LMNB1,LMNB2,VIM,TUBB2B,SYNM,LMNA,SPTBN1


			GO:MF			NADH dehydrogenase (ubiquinone) activity			GO:0008137			0.020202998			4			NDUFS2,NDUFS1,NDUFV2,NDUFS3


			GO:MF			enzyme inhibitor activity			GO:0004857			0.023991228			20			ITIH3,ITIH4,ATP2B4,PRDX3,MYOZ1,LXN,GAPDH,SERPINH1,ITIH2,A2M,CSTB,MBIP,PKIA,RPL37,FETUB,APOA2,SERPINA1,AHSG,ITIH1,LOC100153899


			GO:MF			peroxiredoxin activity			GO:0051920			0.023991228			3			PARK7,PRDX3,PRDX6


			GO:MF			NADH dehydrogenase (quinone) activity			GO:0050136			0.024277723			4			NDUFS2,NDUFS1,NDUFV2,NDUFS3


			GO:MF			oxygen binding			GO:0019825			0.024277723			4			PARK7,NDUFS2,ALB,CYGB


			GO:MF			NADP binding			GO:0050661			0.025573819			6			HIBADH,GAPDH,PGD,G6PD,GLYR1,GAPDHS


			GO:MF			structural constituent of muscle			GO:0008307			0.029189697			4			JPH1,CAPN3,TCAP,SYNM


			GO:MF			NADH dehydrogenase activity			GO:0003954			0.029189697			4			NDUFS2,NDUFS1,NDUFV2,NDUFS3


			GO:MF			peroxidase activity			GO:0004601			0.031350167			6			PARK7,PXDN,PRDX3,PRDX6,GPX7,GSTK1


			GO:MF			oxidoreductase activity, acting on a sulfur group of donors, NAD(P) as acceptor			GO:0016668			0.031810714			3			DLD,PGK1,NXN


			GO:MF			magnesium ion binding			GO:0000287			0.032777203			14			PGM1,ENDOG,IDH3G,IDH2,ENO3,NT5C1A,SUCLA2,PKM,NUDT3,DUT,ENO2,PPA2,PGP,IDH3A


			GO:MF			cytoskeleton-nuclear membrane anchor activity			GO:0140444			0.035552023			2			SYNE3,SYNE2


			GO:MF			nickel cation binding			GO:0016151			0.035552023			2			ADI1,CA3


			GO:MF			SHG alpha-glucan phosphorylase activity			GO:0102499			0.035552023			2			PYGM,PYGB


			GO:MF			linear malto-oligosaccharide phosphorylase activity			GO:0102250			0.035552023			2			PYGM,PYGB


			GO:MF			isocitrate dehydrogenase (NAD+) activity			GO:0004449			0.035552023			2			IDH3G,IDH3A


			GO:MF			superoxide dismutase activity			GO:0004784			0.035552023			2			SOD2,SOD1


			GO:MF			1,4-alpha-oligoglucan phosphorylase activity			GO:0004645			0.035552023			2			PYGM,PYGB


			GO:MF			NAD(P)H dehydrogenase (quinone) activity			GO:0003955			0.035552023			4			NDUFS2,NDUFS1,NDUFV2,NDUFS3


			GO:MF			oxidoreductase activity, acting on superoxide radicals as acceptor			GO:0016721			0.035552023			2			SOD2,SOD1


			GO:MF			succinate-CoA ligase activity			GO:0004774			0.035552023			2			SUCLG1,SUCLA2


			GO:MF			succinate-CoA ligase (ADP-forming) activity			GO:0004775			0.035552023			2			SUCLG1,SUCLA2


			GO:MF			oxidoreductase activity, acting on peroxide as acceptor			GO:0016684			0.035552023			6			PARK7,PXDN,PRDX3,PRDX6,GPX7,GSTK1


			GO:MF			L-aspartate:2-oxoglutarate aminotransferase activity			GO:0004069			0.035552023			2			GOT1,GOT2


			GO:MF			glycogen phosphorylase activity			GO:0008184			0.035552023			2			PYGM,PYGB


			GO:MF			cation binding			GO:0043169			0.039697281			116			MMP2,PIR,PGM1,PVALB,DTNA,PFKM,ENDOG,PHF1,PARK7,CASQ1,IDH3G,PDLIM5,FBP2,ACAT1,GLRX5,ROCK2,ADHFE1,CAPN3,COX17,ENDOD1,GPD2,SLC25A12,P4HA3,HAGH,POSTN,CLPX,IDH2,ZYX,ACO2,ENO3,LMCD1,TNNC2,MPI,MYL1,COL3A1,NUCB2,PGM2L1,GLO1,MYL4,ATP2A1,PDLIM3,NT5C1A,SUCLA2,VDAC2,MSRB3,NR1D2,CDH11,VCAN,SEC24D,SDHB,OGDH,COL5A2,GYG1,ETFDH,PKM,ABLIM3,FUS,TF,APOA4,ALB,RCN2,GMPR2,CPSF3,ADI1,MYL10,GTF2B,NUP153,CYGB,HDAC2,PTS,F12,NDUFV2,CIAPIN1,NUBP2,CRYAB,PLOD3,HPX,PPP1CA,RBM14,MYL3,TES,CAD,RPL37,PARN,SOD2,APOA2,OSGEPL1,NUDT3,P4HA2,DUT,GNAS,ENO2,BPNT1,HSPE1,REPS1,ADAMTS3,PPA2,EDEM3,PGP,SORD,LOC100524613,FAU,SOD1,ZFP36L2,ZCCHC3,GTPBP8,CELF1,PSMD2,TRIP6,PDLIM4,CA3,RNF25,TNNC1,MPND,CISD2,IDH3A


			GO:MF			metal ion binding			GO:0046872			0.04271142			113			MMP2,PIR,PGM1,PVALB,DTNA,PFKM,ENDOG,PHF1,PARK7,CASQ1,IDH3G,PDLIM5,FBP2,ACAT1,GLRX5,ROCK2,ADHFE1,CAPN3,COX17,ENDOD1,GPD2,SLC25A12,P4HA3,HAGH,POSTN,CLPX,IDH2,ZYX,ACO2,ENO3,LMCD1,TNNC2,MPI,MYL1,COL3A1,NUCB2,PGM2L1,GLO1,MYL4,ATP2A1,PDLIM3,NT5C1A,SUCLA2,MSRB3,NR1D2,CDH11,VCAN,SEC24D,SDHB,COL5A2,GYG1,ETFDH,PKM,ABLIM3,FUS,TF,APOA4,ALB,RCN2,GMPR2,CPSF3,ADI1,MYL10,GTF2B,NUP153,CYGB,HDAC2,PTS,F12,NDUFV2,CIAPIN1,NUBP2,CRYAB,PLOD3,HPX,PPP1CA,RBM14,MYL3,TES,CAD,RPL37,PARN,SOD2,OSGEPL1,NUDT3,P4HA2,DUT,GNAS,ENO2,BPNT1,HSPE1,REPS1,ADAMTS3,PPA2,EDEM3,PGP,SORD,LOC100524613,FAU,SOD1,ZFP36L2,ZCCHC3,GTPBP8,CELF1,PSMD2,TRIP6,PDLIM4,CA3,RNF25,TNNC1,MPND,CISD2,IDH3A


			GO:MF			enzyme binding			GO:0019899			0.044307299			68			LMNB1,PFKM,PPP1R3A,MYOM2,PHF1,PARK7,GPI,ROCK2,DUSP3,COL1A2,ATP2B4,RCC2,NDUFS2,COL3A1,PRDX3,PSAP,TPI1,FN1,SRC,IQGAP2,PRDX6,HCLS1,EIF4E,PLG,GTF2B,FERMT2,HDAC2,HMGA1,TNS2,A2M,NOP58,CSTB,MYOM1,AP2A1,HSPA6,FBL,CACYBP,SCAF4,RALBP1,RPS3,CLTC,CAD,PARN,APOA2,SNTA1,EHHADH,SYTL4,CBX1,SNX12,CTTNBP2NL,DVL2,CYFIP1,SPTBN1,STRN3,SOD1,RAP1A,TUBA8,SAE1,YWHAH,IPO5,TRIP6,PDLIM4,UCHL1,HNRNPUL1,MARCKS,MLEC,BECN1,FAM49B


			GO:MF			intramolecular transferase activity, phosphotransferases			GO:0016868			0.046391251			3			PGM1,PGM2L1,PGAM2


			GO:MF			acyl-CoA dehydrogenase activity			GO:0003995			0.046391251			3			ACADS,ACADVL,ACADM


			GO:MF			oxidoreductase activity, acting on the CH-CH group of donors, with a flavin as acceptor			GO:0052890			0.046391251			3			ACADS,ACADVL,ACADM


			GO:MF			hyaluronic acid binding			GO:0005540			0.046916769			4			VCAN,HMMR,ITIH2,ITIH1








Sheet2








Sheet3












Supplementary tables/Table S8 SNPs harbored by overlapping DEPs involved in the biological process of skeletal muscle development.xlsx

Sheet1


			Table S8 SNPs harbored by overlapping DEPs involved in the biological process of skeletal muscle development.


			Chrom			Position			SNP_type			Gene_name			Ref_allele			Alt_allele			Allele frequency of Alt allele						△AF


																					TIBP			LWP


			NC_010443.5			108986821			upstream_gene_variant			TPM1			G			C			0.89			0.11			0.78


			NC_010443.5			108987504			3_prime_UTR_variant			TPM1			T			C			0.91			0.11			0.81


			NC_010443.5			108990539			intron_variant			TPM1			A			G			0.89			0.08			0.81


			NC_010443.5			108990747			intron_variant			TPM1			T			G			0.92			0.08			0.84


			NC_010443.5			108991507			intron_variant			TPM1			T			C			0.90			0.08			0.82


			NC_010443.5			108993868			3_prime_UTR_variant			TPM1			C			T			0.64			0.11			0.53


			NC_010443.5			108993895			3_prime_UTR_variant			TPM1			A			C			0.56			0.03			0.53


			NC_010443.5			108998817			intron_variant			TPM1			G			A			0.89			0.11			0.78


			NC_010443.5			109002983			intron_variant			TPM1			C			A			0.93			0.29			0.64


			NC_010443.5			109003414			intron_variant			TPM1			G			T			0.65			0.03			0.62


			NC_010443.5			109004440			intron_variant			TPM1			T			A			0.91			0.21			0.70


			NC_010443.5			109011490			upstream_gene_variant			TPM1			T			C			0.89			0.33			0.55


			NC_010443.5			109011601			upstream_gene_variant			TPM1			C			A			0.67			0.03			0.64


			NC_010443.5			109012087			intron_variant			TPM1			C			T			0.88			0.34			0.54


			NC_010443.5			109012682			intron_variant			TPM1			A			G			0.91			0.34			0.57


			NC_010443.5			109012963			intron_variant			TPM1			T			G			0.66			0.03			0.63


			NC_010443.5			109016820			upstream_gene_variant			TPM1			A			C			0.89			0.32			0.57


			NC_010443.5			109021103			intergenic_region			TPM1-LOC102163170			T			C			0.90			0.32			0.58


			NC_010443.5			109022941			intergenic_region			TPM1-LOC102163170			T			A			0.89			0.22			0.66


			NC_010443.5			109026215			intergenic_region			TPM1-LOC102163170			T			C			0.89			0.37			0.52


			NC_010443.5			109027193			intergenic_region			TPM1-LOC102163170			G			A			0.87			0.37			0.50


			NC_010443.5			109033244			intergenic_region			TPM1-LOC102163170			C			A			0.08			0.76			0.68


			NC_010443.5			109038829			intergenic_region			TPM1-LOC102163170			C			T			0.07			0.62			0.55


			NC_010443.5			109039505			intergenic_region			TPM1-LOC102163170			C			T			0.09			0.74			0.65


			NC_010443.5			109040005			intergenic_region			TPM1-LOC102163170			C			T			0.06			0.69			0.63


			NC_010443.5			109040791			intergenic_region			TPM1-LOC102163170			G			A			0.23			0.75			0.52


			NC_010443.5			109040863			intergenic_region			TPM1-LOC102163170			T			A			0.19			0.71			0.52


			NC_010443.5			109041074			intergenic_region			TPM1-LOC102163170			A			G			0.23			0.74			0.50


			NC_010443.5			109042118			intergenic_region			TPM1-LOC102163170			G			A			0.72			0.03			0.69


			NC_010443.5			109042228			intergenic_region			TPM1-LOC102163170			A			G			0.92			0.05			0.87


			NC_010443.5			109046244			intergenic_region			TPM1-LOC102163170			G			A			0.06			0.63			0.57


			NC_010443.5			128960185			3_prime_UTR_variant			CAPN3			G			A			0.93			0.05			0.88


			NC_010443.5			128963691			intron_variant			CAPN3			T			C			0.90			0.26			0.64


			NC_010443.5			128963732			intron_variant			CAPN3			G			C			0.80			0.24			0.56


			NC_010443.5			128964496			intron_variant			CAPN3			C			A			0.90			0.32			0.58


			NC_010443.5			128965949			intron_variant			CAPN3			A			G			0.92			0.31			0.61


			NC_010443.5			128966764			missense_variant&splice_region_variant			CAPN3			C			T			0.90			0.29			0.62


			NC_010443.5			128966982			intron_variant			CAPN3			T			A			0.91			0.32			0.59


			NC_010443.5			128968065			intron_variant			CAPN3			G			A			0.54			0.00			0.54


			NC_010443.5			128968067			intron_variant			CAPN3			C			T			0.52			0.00			0.52


			NC_010443.5			128968125			intron_variant			CAPN3			T			C			0.93			0.29			0.64


			NC_010443.5			128968295			intron_variant			CAPN3			A			C			0.89			0.24			0.65


			NC_010443.5			128971374			intron_variant			CAPN3			C			T			0.61			0.03			0.58


			NC_010443.5			128971906			synonymous_variant			CAPN3			A			G			0.65			0.03			0.62


			NC_010443.5			128972283			intron_variant			CAPN3			A			G			0.64			0.00			0.64


			NC_010443.5			128972421			intron_variant			CAPN3			C			T			0.64			0.03			0.62


			NC_010443.5			128972526			intron_variant			CAPN3			A			G			0.65			0.03			0.63


			NC_010443.5			128972674			intron_variant			CAPN3			C			G			0.90			0.05			0.85


			NC_010443.5			128972861			5_prime_UTR_premature_start_codon_gain_variant			CAPN3			G			A			0.60			0.03			0.58


			NC_010443.5			128973170			intron_variant			CAPN3			G			A			0.75			0.08			0.67


			NC_010443.5			128973241			intron_variant			CAPN3			G			A			0.61			0.05			0.55


			NC_010443.5			128973681			intron_variant			CAPN3			T			C			0.76			0.21			0.55


			NC_010443.5			128974268			intron_variant			CAPN3			G			T			0.66			0.00			0.66


			NC_010443.5			128974345			intron_variant			CAPN3			C			T			0.71			0.00			0.71


			NC_010443.5			128974676			intron_variant			CAPN3			A			C			0.69			0.00			0.69


			NC_010443.5			128974915			intron_variant			CAPN3			G			T			0.64			0.00			0.64


			NC_010443.5			128976874			intron_variant			CAPN3			A			T			0.76			0.24			0.52


			NC_010443.5			128978522			intron_variant			CAPN3			A			C			0.93			0.29			0.64


			NC_010443.5			128979365			intron_variant			CAPN3			A			G			0.92			0.29			0.63


			NC_010443.5			128980433			intron_variant			CAPN3			T			G			0.92			0.32			0.60


			NC_010443.5			128982300			intron_variant			CAPN3			G			C			0.92			0.26			0.66


			NC_010443.5			128982392			intron_variant			CAPN3			A			T			0.92			0.22			0.70


			NC_010443.5			128982640			intron_variant			CAPN3			A			G			0.92			0.21			0.71


			NC_010443.5			128985090			intron_variant			CAPN3			A			G			0.90			0.32			0.59


			NC_010443.5			128987879			intron_variant			CAPN3			G			A			0.79			0.08			0.71


			NC_010443.5			128988322			intron_variant			CAPN3			A			G			0.85			0.03			0.82


			NC_010443.5			128988974			intron_variant			CAPN3			T			C			0.87			0.00			0.87


			NC_010443.5			128989147			intron_variant			CAPN3			T			C			0.85			0.00			0.85


			NC_010443.5			128989232			intron_variant			CAPN3			A			C			0.86			0.05			0.81


			NC_010443.5			128989235			intron_variant			CAPN3			C			T			0.86			0.05			0.81


			NC_010443.5			128989272			intron_variant			CAPN3			G			A			0.86			0.08			0.78


			NC_010443.5			128989605			intron_variant			CAPN3			T			G			0.85			0.03			0.82


			NC_010443.5			128989722			intron_variant			CAPN3			T			C			0.84			0.05			0.78


			NC_010443.5			128989985			intron_variant			CAPN3			T			C			0.82			0.05			0.77


			NC_010443.5			128990528			intron_variant			CAPN3			G			A			0.85			0.05			0.80


			NC_010443.5			128990592			intron_variant			CAPN3			C			T			0.85			0.05			0.80


			NC_010443.5			128990942			intron_variant			CAPN3			G			A			0.85			0.03			0.82


			NC_010443.5			128991001			intron_variant			CAPN3			A			G			0.85			0.00			0.85


			NC_010443.5			128991166			intron_variant			CAPN3			A			C			0.83			0.03			0.80


			NC_010443.5			128991363			intron_variant			CAPN3			T			C			0.83			0.00			0.83


			NC_010443.5			128991390			intron_variant			CAPN3			T			C			0.83			0.06			0.78


			NC_010443.5			128991427			intron_variant			CAPN3			A			G			0.85			0.05			0.80


			NC_010443.5			128991440			intron_variant			CAPN3			G			A			0.85			0.05			0.80


			NC_010443.5			128991657			intron_variant			CAPN3			G			A			0.85			0.03			0.82


			NC_010443.5			128991955			intron_variant			CAPN3			T			C			0.85			0.03			0.82


			NC_010443.5			128992333			intron_variant			CAPN3			T			C			0.82			0.05			0.77


			NC_010443.5			128992431			intron_variant			CAPN3			A			G			0.86			0.05			0.81


			NC_010443.5			128992535			intron_variant			CAPN3			G			A			0.83			0.05			0.78


			NC_010443.5			128992549			intron_variant			CAPN3			C			T			0.89			0.05			0.83


			NC_010443.5			128992676			intron_variant			CAPN3			T			C			0.92			0.37			0.55


			NC_010443.5			128992743			intron_variant			CAPN3			T			C			0.85			0.05			0.80


			NC_010443.5			128992869			intron_variant			CAPN3			A			G			0.86			0.05			0.81


			NC_010443.5			128994207			intron_variant			CAPN3			G			A			0.87			0.05			0.82


			NC_010443.5			128995306			intron_variant			CAPN3			T			A			0.86			0.05			0.81


			NC_010443.5			128995509			intron_variant			CAPN3			A			G			0.85			0.05			0.80


			NC_010443.5			128995715			intron_variant			CAPN3			T			C			0.83			0.05			0.77


			NC_010443.5			128995997			intron_variant			CAPN3			C			T			0.86			0.05			0.80


			NC_010443.5			128996211			intron_variant			CAPN3			C			T			0.86			0.05			0.80


			NC_010443.5			128996338			intron_variant			CAPN3			T			C			0.85			0.05			0.79


			NC_010443.5			128997044			intron_variant			CAPN3			A			G			0.86			0.05			0.80


			NC_010443.5			128997123			intron_variant			CAPN3			A			G			0.77			0.05			0.72


			NC_010443.5			128997891			intron_variant			CAPN3			T			C			0.88			0.05			0.82


			NC_010443.5			128998460			intron_variant			CAPN3			G			C			0.87			0.05			0.82


			NC_010443.5			128998502			intron_variant			CAPN3			G			T			0.82			0.00			0.82


			NC_010443.5			128999109			intron_variant			CAPN3			C			T			0.85			0.03			0.82


			NC_010443.5			128999172			intron_variant			CAPN3			G			C			0.78			0.03			0.76


			NC_010443.5			128999337			intron_variant			CAPN3			G			A			0.87			0.05			0.82


			NC_010443.5			128999394			intron_variant			CAPN3			A			G			0.86			0.03			0.83


			NC_010443.5			128999672			intron_variant			CAPN3			A			G			0.87			0.03			0.85


			NC_010443.5			129000592			intron_variant			CAPN3			C			T			0.53			0.03			0.51


			NC_010443.5			129000630			intron_variant			CAPN3			T			G			0.55			0.00			0.55


			NC_010443.5			129001124			intron_variant			CAPN3			T			C			0.84			0.00			0.84


			NC_010443.5			129001530			intron_variant			CAPN3			A			G			0.88			0.03			0.85


			NC_010443.5			129001898			intron_variant			CAPN3			T			G			0.90			0.05			0.85


			NC_010443.5			129002283			intron_variant			CAPN3			A			G			0.56			0.03			0.53


			NC_010443.5			129002336			intron_variant			CAPN3			A			C			0.88			0.06			0.82


			NC_010443.5			129002518			intron_variant			CAPN3			A			G			0.90			0.25			0.65


			NC_010443.5			129002771			intron_variant			CAPN3			T			C			0.88			0.05			0.83


			NC_010443.5			129002820			intron_variant			CAPN3			A			G			0.80			0.05			0.75


			NC_010443.5			129003561			intron_variant			CAPN3			T			C			0.89			0.05			0.83


			NC_010443.5			129003626			intron_variant			CAPN3			T			C			0.82			0.05			0.77


			NC_010443.5			129003660			intron_variant			CAPN3			T			C			0.81			0.05			0.76


			NC_010443.5			129003938			intron_variant			CAPN3			T			A			0.83			0.05			0.77


			NC_010443.5			129003943			intron_variant			CAPN3			C			T			0.83			0.05			0.77


			NC_010443.5			129004234			intron_variant			CAPN3			T			A			0.83			0.05			0.78


			NC_010443.5			129004339			intron_variant			CAPN3			C			T			0.81			0.03			0.79


			NC_010443.5			129004416			intron_variant			CAPN3			G			C			0.83			0.03			0.81


			NC_010443.5			129004496			intron_variant			CAPN3			T			A			0.86			0.00			0.86


			NC_010443.5			129004508			intron_variant			CAPN3			G			T			0.83			0.00			0.83


			NC_010443.5			129004615			intron_variant			CAPN3			G			A			0.80			0.06			0.74


			NC_010443.5			129004663			intron_variant			CAPN3			C			T			0.81			0.00			0.81


			NC_010443.5			129004786			intron_variant			CAPN3			T			A			0.81			0.00			0.81


			NC_010443.5			129005242			intron_variant			CAPN3			T			A			0.82			0.00			0.82


			NC_010443.5			129005275			intron_variant			CAPN3			T			C			0.81			0.03			0.79


			NC_010443.5			129005291			intron_variant			CAPN3			T			C			0.89			0.03			0.86


			NC_010443.5			129005299			intron_variant			CAPN3			G			T			0.83			0.03			0.80


			NC_010443.5			129005301			intron_variant			CAPN3			G			A			0.83			0.03			0.80


			NC_010443.5			129005307			intron_variant			CAPN3			C			T			0.78			0.00			0.78


			NC_010443.5			129005381			intron_variant			CAPN3			T			A			0.83			0.03			0.80


			NC_010443.5			129005399			intron_variant			CAPN3			C			T			0.79			0.03			0.76


			NC_010443.5			129005474			intron_variant			CAPN3			C			T			0.82			0.03			0.79


			NC_010443.5			129005531			intron_variant			CAPN3			T			G			0.82			0.05			0.77


			NC_010443.5			129005543			intron_variant			CAPN3			T			C			0.82			0.05			0.77


			NC_010443.5			129005578			intron_variant			CAPN3			G			A			0.84			0.05			0.78


			NC_010443.5			129005635			intron_variant			CAPN3			C			G			0.83			0.03			0.81


			NC_010443.5			129005786			intron_variant			CAPN3			A			G			0.82			0.05			0.77


			NC_010443.5			129005801			intron_variant			CAPN3			A			C			0.82			0.05			0.77


			NC_010443.5			129005809			intron_variant			CAPN3			A			G			0.82			0.05			0.77


			NC_010443.5			129005897			intron_variant			CAPN3			T			G			0.83			0.06			0.78


			NC_010443.5			129005915			intron_variant			CAPN3			G			A			0.83			0.05			0.78


			NC_010443.5			129005948			intron_variant			CAPN3			C			T			0.83			0.05			0.78


			NC_010443.5			129006070			intron_variant			CAPN3			G			C			0.81			0.03			0.78


			NC_010443.5			129006125			intron_variant			CAPN3			G			A			0.85			0.05			0.80


			NC_010443.5			129006252			intron_variant			CAPN3			C			T			0.83			0.05			0.77


			NC_010443.5			129006294			intron_variant			CAPN3			T			C			0.85			0.03			0.82


			NC_010443.5			129006305			intron_variant			CAPN3			C			T			0.83			0.03			0.81


			NC_010443.5			129006401			intron_variant			CAPN3			G			T			0.74			0.03			0.72


			NC_010443.5			129006433			intron_variant			CAPN3			C			T			0.80			0.05			0.75


			NC_010443.5			129006558			intron_variant			CAPN3			G			A			0.81			0.05			0.76


			NC_010443.5			129006578			intron_variant			CAPN3			C			T			0.80			0.05			0.74


			NC_010443.5			129006612			intron_variant			CAPN3			A			C			0.77			0.05			0.72


			NC_010443.5			129006780			intron_variant			CAPN3			C			T			0.81			0.05			0.76


			NC_010443.5			129006850			intron_variant			CAPN3			A			G			0.82			0.05			0.77


			NC_010443.5			129006883			intron_variant			CAPN3			G			A			0.81			0.05			0.76


			NC_010443.5			129006989			intron_variant			CAPN3			C			T			0.80			0.03			0.78


			NC_010443.5			129007037			intron_variant			CAPN3			T			C			0.82			0.05			0.76


			NC_010443.5			129007087			intron_variant			CAPN3			C			A			0.88			0.05			0.83


			NC_010443.5			129007209			intron_variant			CAPN3			C			T			0.82			0.05			0.77


			NC_010443.5			129007257			intron_variant			CAPN3			A			C			0.79			0.05			0.73


			NC_010443.5			129007295			intron_variant			CAPN3			T			C			0.81			0.05			0.76


			NC_010443.5			129007491			intron_variant			CAPN3			C			T			0.90			0.05			0.84


			NC_010443.5			129007502			intron_variant			CAPN3			G			A			0.70			0.03			0.68


			NC_010443.5			129007555			intron_variant			CAPN3			A			G			0.74			0.03			0.72


			NC_010443.5			129007717			intron_variant			CAPN3			A			G			0.74			0.00			0.74


			NC_010443.5			129007872			intron_variant			CAPN3			A			G			0.72			0.03			0.69


			NC_010443.5			129007879			intron_variant			CAPN3			C			T			0.72			0.03			0.69


			NC_010443.5			129008948			intron_variant			CAPN3			C			T			0.76			0.03			0.74


			NC_010443.5			129009360			intron_variant			CAPN3			T			G			0.86			0.03			0.84


			NC_010443.5			129009361			intron_variant			CAPN3			T			A			0.86			0.03			0.84


			NC_010443.5			129009390			intron_variant			CAPN3			C			T			0.90			0.03			0.87


			NC_010443.5			129009642			intron_variant			CAPN3			C			T			0.74			0.03			0.72


			NC_010443.5			129009661			intron_variant			CAPN3			C			T			0.73			0.03			0.70


			NC_010443.5			129009996			intron_variant			CAPN3			T			C			0.84			0.03			0.82


			NC_010443.5			129010050			intron_variant			CAPN3			T			C			0.83			0.05			0.78


			NC_010443.5			129010072			intron_variant			CAPN3			C			T			0.83			0.05			0.78


			NC_010443.5			129010442			intron_variant			CAPN3			T			C			0.83			0.05			0.78


			NC_010443.5			129010447			intron_variant			CAPN3			C			G			0.89			0.05			0.84


			NC_010443.5			129010620			intron_variant			CAPN3			G			T			0.90			0.05			0.85


			NC_010443.5			129010782			intron_variant			CAPN3			C			T			0.84			0.16			0.68


			NC_010443.5			129010849			intron_variant			CAPN3			A			T			0.90			0.05			0.84


			NC_010443.5			129011836			intron_variant			CAPN3			G			A			0.74			0.03			0.71


			NC_010443.5			129011844			intron_variant			CAPN3			C			T			0.78			0.03			0.75


			NC_010443.5			129012174			intron_variant			CAPN3			G			A			0.82			0.00			0.82


			NC_010443.5			129012190			intron_variant			CAPN3			A			T			0.83			0.00			0.83


			NC_010443.5			129012248			intron_variant			CAPN3			A			G			0.70			0.00			0.70


			NC_010443.5			129012282			intron_variant			CAPN3			C			A			0.89			0.03			0.86


			NC_010443.5			129012529			intron_variant			CAPN3			T			C			0.88			0.03			0.85


			NC_010443.5			129012641			intron_variant			CAPN3			G			A			0.90			0.03			0.88


			NC_010443.5			129012782			intron_variant			CAPN3			A			G			0.83			0.03			0.80


			NC_010443.5			129012944			synonymous_variant			CAPN3			C			A			0.87			0.03			0.85


			NC_010443.5			129013136			synonymous_variant			CAPN3			C			T			0.86			0.03			0.83


			NC_010443.5			129013139			synonymous_variant			CAPN3			T			C			0.86			0.03			0.83


			NC_010443.5			129013184			synonymous_variant			CAPN3			G			A			0.84			0.03			0.82


			NC_010443.5			129013317			5_prime_UTR_variant			CAPN3			T			C			0.89			0.03			0.86


			NC_010443.5			129013319			5_prime_UTR_variant			CAPN3			C			T			0.89			0.03			0.86


			NC_010443.5			129013515			upstream_gene_variant			CAPN3			G			T			0.89			0.03			0.86


			NC_010443.5			129013750			upstream_gene_variant			CAPN3			A			T			0.65			0.00			0.65


			NC_010443.5			129013788			upstream_gene_variant			CAPN3			G			T			0.85			0.03			0.83


			NC_010443.5			129014494			upstream_gene_variant			CAPN3			T			C			0.85			0.03			0.82


			NC_010443.5			129014676			intergenic_region			CAPN3-LOC110261287			C			T			0.71			0.03			0.68


			NC_010443.5			129014703			intergenic_region			CAPN3-LOC110261287			T			C			0.70			0.03			0.67


			NC_010443.5			129014907			intergenic_region			CAPN3-LOC110261287			C			T			0.63			0.03			0.60


			NC_010443.5			129014908			intergenic_region			CAPN3-LOC110261287			A			G			0.76			0.03			0.73


			NC_010443.5			129015145			intergenic_region			CAPN3-LOC110261287			G			T			0.86			0.03			0.84


			NC_010443.5			129015149			intergenic_region			CAPN3-LOC110261287			G			A			0.75			0.03			0.72


			NC_010443.5			129015155			intergenic_region			CAPN3-LOC110261287			G			T			0.75			0.03			0.72


			NC_010443.5			129015332			intergenic_region			CAPN3-LOC110261287			C			T			0.77			0.03			0.75


			NC_010443.5			129015485			intergenic_region			CAPN3-LOC110261287			C			T			0.74			0.03			0.71


			NC_010443.5			129015684			intergenic_region			CAPN3-LOC110261287			G			T			0.76			0.03			0.73


			NC_010443.5			129016086			intergenic_region			CAPN3-LOC110261287			A			G			0.70			0.00			0.70


			NC_010443.5			129016287			intergenic_region			CAPN3-LOC110261287			T			C			0.67			0.00			0.67


			NC_010443.5			129017075			intergenic_region			CAPN3-LOC110261287			G			A			0.67			0.00			0.67


			NC_010443.5			129017077			intergenic_region			CAPN3-LOC110261287			C			G			0.85			0.03			0.82


			NC_010443.5			129017164			intergenic_region			CAPN3-LOC110261287			C			A			0.68			0.00			0.68


			NC_010444.4			88172645			intron_variant			HOMER1			C			T			0.82			0.29			0.53


			NC_010444.4			88200558			intron_variant			HOMER1			T			G			0.79			0.08			0.71


			NC_010444.4			88206361			intron_variant			HOMER1			G			A			0.93			0.37			0.56


			NC_010444.4			88206745			intron_variant			HOMER1			T			C			0.94			0.39			0.55


			NC_010444.4			88207698			intron_variant			HOMER1			C			A			0.92			0.32			0.59


			NC_010444.4			88207967			intron_variant			HOMER1			G			A			0.96			0.44			0.52


			NC_010444.4			88209064			intron_variant			HOMER1			G			A			0.93			0.36			0.57


			NC_010444.4			88209498			intron_variant			HOMER1			T			G			0.92			0.07			0.85


			NC_010444.4			88209535			intron_variant			HOMER1			T			C			0.72			0.07			0.65


			NC_010444.4			88212216			intron_variant			HOMER1			A			G			0.90			0.36			0.54


			NC_010444.4			88212433			intron_variant			HOMER1			C			T			0.92			0.39			0.52


			NC_010444.4			88213696			intron_variant			HOMER1			A			T			0.93			0.39			0.54


			NC_010444.4			88217062			intron_variant			HOMER1			A			G			0.93			0.42			0.51


			NC_010444.4			88219353			intron_variant			HOMER1			C			T			0.02			0.58			0.56


			NC_010444.4			88223827			intron_variant			HOMER1			G			A			0.61			0.11			0.51


			NC_010444.4			88226746			intron_variant			HOMER1			C			T			0.11			0.79			0.68


			NC_010444.4			88232274			intron_variant			HOMER1			C			T			0.26			0.82			0.56


			NC_010444.4			88234186			intron_variant			HOMER1			T			G			0.73			0.13			0.59


			NC_010445.4			18551072			intron_variant			ATP2A1			T			C			0.74			0.13			0.60


			NC_010445.4			18551285			intron_variant			ATP2A1			G			A			0.68			0.13			0.55


			NC_010445.4			18555365			intron_variant			ATP2A1			A			C			0.10			0.62			0.52


			NC_010445.4			18556163			intron_variant			ATP2A1			T			G			0.52			0.00			0.52


			NC_010445.4			18556403			intron_variant			ATP2A1			C			T			0.68			0.05			0.63


			NC_010445.4			18556550			intron_variant			ATP2A1			T			C			0.75			0.08			0.67


			NC_010445.4			18558209			intron_variant			ATP2A1			G			A			0.88			0.37			0.51


			NC_010445.4			18558786			intron_variant			ATP2A1			G			A			0.57			0.03			0.54


			NC_010445.4			18559562			intron_variant			ATP2A1			G			A			0.55			0.00			0.55


			NC_010445.4			18564280			intron_variant			ATP2A1			T			C			0.85			0.33			0.51


			NC_010445.4			18564347			intron_variant			ATP2A1			T			C			0.86			0.32			0.54


			NC_010445.4			18564376			intron_variant			ATP2A1			A			G			0.86			0.28			0.57


			NC_010445.4			18564729			intron_variant			ATP2A1			C			T			0.88			0.23			0.65


			NC_010445.4			18565307			intron_variant			ATP2A1			G			C			0.70			0.08			0.61


			NC_010445.4			18565362			intron_variant			ATP2A1			G			A			0.70			0.08			0.62


			NC_010445.4			18565492			intron_variant			ATP2A1			T			C			0.88			0.30			0.58


			NC_010445.4			18565685			intron_variant			ATP2A1			C			A			0.65			0.00			0.65


			NC_010445.4			18569308			downstream_gene_variant			ATP2A1			T			C			0.05			0.59			0.54


			NC_010446.5			90277294			synonymous_variant			CASQ1			G			A			0.25			0.92			0.67


			NC_010446.5			90277403			intron_variant			CASQ1			G			A			0.16			0.95			0.78


			NC_010446.5			90277494			intron_variant			CASQ1			G			T			0.03			0.92			0.89


			NC_010446.5			90277673			intron_variant			CASQ1			C			T			0.41			0.92			0.51


			NC_010446.5			90277675			intron_variant			CASQ1			C			A			0.41			0.92			0.51


			NC_010446.5			90278094			intron_variant			CASQ1			C			T			0.25			0.91			0.66


			NC_010446.5			90278098			intron_variant			CASQ1			T			A			0.01			0.92			0.90


			NC_010446.5			90278108			intron_variant			CASQ1			C			T			0.01			0.92			0.90


			NC_010446.5			90278155			intron_variant			CASQ1			C			T			0.03			0.92			0.90


			NC_010446.5			90278170			intron_variant			CASQ1			A			T			0.04			0.80			0.76


			NC_010446.5			90278211			intron_variant			CASQ1			A			G			0.00			0.88			0.88


			NC_010446.5			90278236			intron_variant			CASQ1			C			T			0.00			0.60			0.60


			NC_010446.5			90278425			intron_variant			CASQ1			T			C			0.17			0.92			0.75


			NC_010446.5			90278537			intron_variant			CASQ1			G			A			0.01			0.92			0.91


			NC_010446.5			90278637			intron_variant			CASQ1			G			T			0.05			0.95			0.90


			NC_010446.5			90278643			intron_variant			CASQ1			T			C			0.05			0.95			0.90


			NC_010446.5			90278652			intron_variant			CASQ1			A			C			0.03			0.95			0.91


			NC_010446.5			90278656			intron_variant			CASQ1			A			G			0.03			0.95			0.91


			NC_010446.5			90278805			intron_variant			CASQ1			G			A			0.27			0.91			0.64


			NC_010446.5			90278881			intron_variant			CASQ1			A			C			0.05			0.89			0.85


			NC_010446.5			90279149			intron_variant			CASQ1			G			A			0.02			0.95			0.92


			NC_010446.5			90279300			intron_variant			CASQ1			C			T			0.00			0.89			0.89


			NC_010446.5			90279383			intron_variant			CASQ1			A			C			0.01			0.88			0.87


			NC_010446.5			90280782			intron_variant			CASQ1			G			A			0.00			0.91			0.91


			NC_010446.5			90281361			intron_variant			CASQ1			G			A			0.07			0.89			0.82


			NC_010446.5			90282587			intron_variant			CASQ1			G			A			0.01			0.89			0.88


			NC_010446.5			90283177			intron_variant			CASQ1			G			T			0.25			0.92			0.67


			NC_010446.5			90283334			intron_variant			CASQ1			G			A			0.04			0.89			0.86


			NC_010446.5			90285120			intron_variant			CASQ1			G			C			0.01			0.71			0.69


			NC_010446.5			90286756			intron_variant			CASQ1			C			T			0.05			0.71			0.67


			NC_010446.5			90289077			upstream_gene_variant			CASQ1			G			A			0.01			0.69			0.68


			NC_010446.5			93899296			3_prime_UTR_variant			LMNA			C			T			0.04			0.59			0.55


			NC_010446.5			93900156			intron_variant			LMNA			C			T			0.06			0.59			0.54


			NC_010446.5			93902260			intron_variant			LMNA			C			A			0.05			0.69			0.65


			NC_010446.5			93904702			intron_variant			LMNA			C			T			0.02			0.68			0.66


			NC_010446.5			93905176			intron_variant			LMNA			G			T			0.52			0.00			0.52


			NC_010446.5			93905810			intron_variant			LMNA			A			G			0.13			0.76			0.64


			NC_010446.5			93907576			intron_variant			LMNA			C			A			0.05			0.67			0.62


			NC_010446.5			93908899			intron_variant			LMNA			A			G			0.87			0.08			0.79


			NC_010446.5			93909916			intron_variant			LMNA			C			A			0.08			0.64			0.56


			NC_010446.5			93911245			intron_variant			LMNA			T			C			0.78			0.00			0.78


			NC_010446.5			93911411			intron_variant			LMNA			A			C			0.74			0.00			0.74


			NC_010446.5			93911898			intron_variant			LMNA			T			G			0.84			0.00			0.84


			NC_010446.5			93913249			intron_variant			LMNA			C			T			0.88			0.00			0.88


			NC_010446.5			93913616			intron_variant			LMNA			A			G			0.90			0.08			0.82


			NC_010446.5			93914135			intron_variant			LMNA			A			T			0.87			0.03			0.84


			NC_010446.5			93915121			intron_variant			LMNA			T			C			0.85			0.08			0.77


			NC_010446.5			93915497			intron_variant			LMNA			C			T			0.83			0.05			0.77


			NC_010446.5			93918495			intron_variant			LMNA			C			T			0.82			0.00			0.82


			NC_010446.5			93918577			intron_variant			LMNA			C			T			0.78			0.03			0.75


			NC_010446.5			93919690			intron_variant			LMNA			G			A			0.80			0.00			0.80


			NC_010446.5			93919733			intron_variant			LMNA			C			G			0.85			0.03			0.82


			NC_010446.5			93920645			intron_variant			LMNA			C			T			0.87			0.05			0.82


			NC_010446.5			93922513			upstream_gene_variant			LMNA			T			A			0.67			0.00			0.67


			NC_010446.5			93922590			upstream_gene_variant			LMNA			G			A			0.71			0.05			0.66


			NC_010446.5			93922618			upstream_gene_variant			LMNA			C			T			0.72			0.03			0.69


			NC_010446.5			93922619			upstream_gene_variant			LMNA			A			G			0.88			0.05			0.83


			NC_010446.5			93922731			upstream_gene_variant			LMNA			A			G			0.88			0.05			0.83


			NC_010446.5			93923267			intron_variant			LMNA			C			T			0.69			0.00			0.69


			NC_010446.5			93924081			intron_variant			LMNA			T			C			0.92			0.08			0.84


			NC_010446.5			93924324			intron_variant			LMNA			T			C			0.73			0.08			0.65


			NC_010446.5			93924666			intron_variant			LMNA			G			T			0.70			0.03			0.67


			NC_010446.5			93926122			intron_variant			LMNA			T			C			0.76			0.08			0.69


			NC_010446.5			93930443			intergenic_region			LMNA-MEX3A			C			T			0.88			0.08			0.81


			NC_010446.5			93930451			intergenic_region			LMNA-MEX3A			G			A			0.91			0.08			0.82


			NC_010446.5			93930542			intergenic_region			LMNA-MEX3A			G			T			0.88			0.08			0.79


			NC_010446.5			93930603			intergenic_region			LMNA-MEX3A			T			C			0.91			0.08			0.82


			NC_010446.5			93930619			intergenic_region			LMNA-MEX3A			C			A			0.90			0.08			0.82


			NC_010446.5			93930627			intergenic_region			LMNA-MEX3A			G			A			0.73			0.03			0.70


			NC_010446.5			93930718			intergenic_region			LMNA-MEX3A			A			C			0.87			0.06			0.81


			NC_010446.5			93930833			intergenic_region			LMNA-MEX3A			A			C			0.86			0.08			0.78


			NC_010446.5			93930860			intergenic_region			LMNA-MEX3A			A			C			0.85			0.08			0.77


			NC_010446.5			93930898			intergenic_region			LMNA-MEX3A			A			G			0.88			0.09			0.79


			NC_010446.5			93930919			intergenic_region			LMNA-MEX3A			C			T			0.86			0.08			0.78


			NC_010446.5			93930926			intergenic_region			LMNA-MEX3A			T			C			0.89			0.08			0.81


			NC_010446.5			93930968			intergenic_region			LMNA-MEX3A			G			A			0.87			0.08			0.79


			NC_010446.5			93931573			intergenic_region			LMNA-MEX3A			T			C			0.85			0.03			0.82


			NC_010446.5			93931769			intergenic_region			LMNA-MEX3A			T			C			0.92			0.08			0.84


			NC_010446.5			93932552			intergenic_region			LMNA-MEX3A			G			A			0.89			0.08			0.81


			NC_010446.5			93932663			intergenic_region			LMNA-MEX3A			G			A			0.88			0.08			0.80


			NC_010446.5			93934056			intergenic_region			LMNA-MEX3A			C			G			0.90			0.09			0.81


			NC_010446.5			93935425			intergenic_region			LMNA-MEX3A			A			G			0.60			0.06			0.55


			NC_010446.5			93936430			intergenic_region			LMNA-MEX3A			C			T			0.88			0.05			0.83


			NC_010446.5			93936441			intergenic_region			LMNA-MEX3A			C			A			0.91			0.05			0.86


			NC_010446.5			93936454			intergenic_region			LMNA-MEX3A			G			A			0.88			0.05			0.83


			NC_010446.5			93936507			intergenic_region			LMNA-MEX3A			C			T			0.71			0.05			0.65


			NC_010446.5			93936735			intergenic_region			LMNA-MEX3A			G			C			0.70			0.03			0.67


			NC_010446.5			93936854			intergenic_region			LMNA-MEX3A			C			G			0.91			0.11			0.81


			NC_010446.5			93936938			intergenic_region			LMNA-MEX3A			G			T			0.90			0.08			0.83


			NC_010446.5			93936964			intergenic_region			LMNA-MEX3A			C			G			0.89			0.08			0.81


			NC_010446.5			93936969			intergenic_region			LMNA-MEX3A			T			C			0.91			0.08			0.83


			NC_010446.5			93937041			intergenic_region			LMNA-MEX3A			C			T			0.88			0.08			0.80


			NC_010446.5			93937316			intergenic_region			LMNA-MEX3A			A			G			0.95			0.21			0.74


			NC_010446.5			93937444			intergenic_region			LMNA-MEX3A			A			G			0.72			0.11			0.61


			NC_010446.5			93937498			intergenic_region			LMNA-MEX3A			T			C			0.85			0.08			0.77


			NC_010446.5			93937711			intergenic_region			LMNA-MEX3A			A			T			0.88			0.08			0.80


			NC_010446.5			93939793			intergenic_region			LMNA-MEX3A			C			T			0.91			0.08			0.83


			NC_010446.5			93940222			intergenic_region			LMNA-MEX3A			A			G			0.89			0.05			0.84


			NC_010446.5			93941893			intergenic_region			LMNA-MEX3A			G			A			0.86			0.05			0.81


			NC_010446.5			93943987			intergenic_region			LMNA-MEX3A			A			G			0.59			0.03			0.56


			NC_010446.5			93944459			intergenic_region			LMNA-MEX3A			T			C			0.89			0.08			0.81


			NC_010446.5			93945642			intergenic_region			LMNA-MEX3A			T			C			0.87			0.08			0.79


			NC_010446.5			93946335			intergenic_region			LMNA-MEX3A			T			C			0.83			0.09			0.74


			NC_010446.5			93947283			intergenic_region			LMNA-MEX3A			C			T			0.80			0.06			0.74


			NC_010446.5			93948079			intergenic_region			LMNA-MEX3A			T			C			0.81			0.05			0.76


			NC_010446.5			93948297			intergenic_region			LMNA-MEX3A			C			T			0.79			0.08			0.71


			NC_010446.5			93948304			intergenic_region			LMNA-MEX3A			A			G			0.79			0.08			0.71


			NC_010446.5			93948642			intergenic_region			LMNA-MEX3A			T			C			0.67			0.05			0.62


			NC_010447.5			22554007			intron_variant			STAC3			C			T			0.01			0.53			0.52


			NC_010447.5			22555443			intron_variant			STAC3			G			A			0.24			0.87			0.62


			NC_010447.5			22556611			upstream_gene_variant			STAC3			G			A			0.03			0.79			0.76


			NC_010447.5			22557113			upstream_gene_variant			STAC3			C			T			0.21			0.84			0.63


			NC_010447.5			22557347			intergenic_region			STAC3-R3HDM2			G			A			0.21			0.85			0.64


			NC_010447.5			22557412			intergenic_region			STAC3-R3HDM2			T			G			0.19			0.79			0.60


			NC_010447.5			22557421			intergenic_region			STAC3-R3HDM2			G			A			0.27			0.79			0.53


			NC_010447.5			74869839			3_prime_UTR_variant			TWF1			A			G			0.98			0.41			0.56


			NC_010447.5			74870259			3_prime_UTR_variant			TWF1			G			A			0.96			0.44			0.52


			NC_010447.5			74871138			intron_variant			TWF1			C			T			0.96			0.44			0.51


			NC_010447.5			74871200			intron_variant			TWF1			A			G			0.96			0.35			0.61


			NC_010447.5			74872254			intron_variant			TWF1			T			C			0.75			0.05			0.70


			NC_010447.5			74872256			intron_variant			TWF1			A			G			0.99			0.44			0.55


			NC_010447.5			74872299			intron_variant			TWF1			T			C			0.71			0.03			0.68


			NC_010447.5			74872940			intron_variant			TWF1			C			T			0.68			0.03			0.66


			NC_010447.5			74874769			intron_variant			TWF1			T			C			0.56			0.03			0.53


			NC_010447.5			74875232			intron_variant			TWF1			A			G			0.60			0.00			0.60


			NC_010447.5			74875557			intron_variant			TWF1			G			A			0.99			0.42			0.57


			NC_010447.5			74875975			intron_variant			TWF1			G			A			0.83			0.03			0.80


			NC_010447.5			74876210			splice_region_variant&intron_variant			TWF1			G			T			0.98			0.44			0.53


			NC_010447.5			74876905			intron_variant			TWF1			C			T			0.01			0.53			0.51


			NC_010447.5			74877326			intron_variant			TWF1			C			T			0.00			0.53			0.53


			NC_010447.5			74878267			intron_variant			TWF1			C			T			0.01			0.56			0.55


			NC_010447.5			74879528			intron_variant			TWF1			A			G			0.99			0.31			0.67


			NC_010447.5			74881996			upstream_gene_variant			TWF1			G			A			0.01			0.53			0.51


			NC_010447.5			74884681			intergenic_region			TWF1-TMEM117			A			G			0.67			0.05			0.62


			NC_010447.5			74893290			intergenic_region			TWF1-TMEM117			A			C			0.59			0.05			0.54


			NC_010447.5			74895146			intergenic_region			TWF1-TMEM117			T			C			0.87			0.37			0.50


			NC_010447.5			74895967			intergenic_region			TWF1-TMEM117			A			G			0.89			0.37			0.52


			NC_010447.5			74896339			intergenic_region			TWF1-TMEM117			T			C			0.63			0.00			0.63


			NC_010447.5			74896657			intergenic_region			TWF1-TMEM117			A			G			0.62			0.00			0.62


			NC_010447.5			74897021			intergenic_region			TWF1-TMEM117			A			G			0.63			0.00			0.63


			NC_010447.5			74897043			intergenic_region			TWF1-TMEM117			A			G			0.52			0.00			0.52


			NC_010447.5			74897322			intergenic_region			TWF1-TMEM117			A			G			0.52			0.00			0.52


			NC_010447.5			74897368			intergenic_region			TWF1-TMEM117			T			G			0.63			0.00			0.63


			NC_010447.5			74897405			intergenic_region			TWF1-TMEM117			G			A			0.60			0.00			0.60


			NC_010447.5			74897549			intergenic_region			TWF1-TMEM117			G			C			0.64			0.00			0.64


			NC_010447.5			74897566			intergenic_region			TWF1-TMEM117			G			A			0.62			0.00			0.62


			NC_010447.5			74897727			intergenic_region			TWF1-TMEM117			C			G			0.60			0.00			0.60


			NC_010447.5			74897764			intergenic_region			TWF1-TMEM117			A			G			0.67			0.00			0.67


			NC_010447.5			74897843			intergenic_region			TWF1-TMEM117			T			C			0.05			0.78			0.73


			NC_010447.5			74897855			intergenic_region			TWF1-TMEM117			G			T			0.62			0.00			0.62


			NC_010447.5			74898232			intergenic_region			TWF1-TMEM117			T			C			0.86			0.03			0.84


			NC_010447.5			74898309			intergenic_region			TWF1-TMEM117			A			T			0.73			0.05			0.68


			NC_010447.5			74898370			intergenic_region			TWF1-TMEM117			G			T			0.88			0.05			0.83


			NC_010447.5			74898410			intergenic_region			TWF1-TMEM117			G			A			0.88			0.05			0.83


			NC_010447.5			74898697			intergenic_region			TWF1-TMEM117			G			A			0.85			0.05			0.80


			NC_010447.5			74898833			intergenic_region			TWF1-TMEM117			C			G			0.81			0.05			0.75


			NC_010447.5			74898835			intergenic_region			TWF1-TMEM117			A			G			0.81			0.05			0.75


			NC_010447.5			74898882			intergenic_region			TWF1-TMEM117			T			G			0.74			0.05			0.69


			NC_010447.5			74899374			intergenic_region			TWF1-TMEM117			C			A			0.03			0.78			0.74


			NC_010447.5			74899669			intergenic_region			TWF1-TMEM117			G			A			0.75			0.03			0.72


			NC_010447.5			74899883			intergenic_region			TWF1-TMEM117			G			C			0.85			0.05			0.80


			NC_010447.5			74899903			intergenic_region			TWF1-TMEM117			C			T			0.88			0.05			0.82


			NC_010447.5			74900282			intergenic_region			TWF1-TMEM117			G			A			0.88			0.06			0.83


			NC_010447.5			74900378			intergenic_region			TWF1-TMEM117			T			C			0.86			0.05			0.80


			NC_010447.5			74900384			intergenic_region			TWF1-TMEM117			T			C			0.58			0.05			0.53


			NC_010447.5			74900523			intergenic_region			TWF1-TMEM117			T			A			0.74			0.05			0.69


			NC_010447.5			74900622			intergenic_region			TWF1-TMEM117			C			G			0.76			0.05			0.71


			NC_010447.5			74900820			intergenic_region			TWF1-TMEM117			T			C			0.84			0.00			0.84


			NC_010447.5			74901293			intergenic_region			TWF1-TMEM117			G			A			0.66			0.08			0.58


			NC_010447.5			74901397			intergenic_region			TWF1-TMEM117			G			A			0.68			0.05			0.63


			NC_010447.5			74901597			intergenic_region			TWF1-TMEM117			A			G			0.68			0.05			0.63


			NC_010447.5			74901802			intergenic_region			TWF1-TMEM117			G			A			0.70			0.05			0.65


			NC_010447.5			74902023			intergenic_region			TWF1-TMEM117			T			C			0.72			0.03			0.69


			NC_010447.5			74902064			intergenic_region			TWF1-TMEM117			G			T			0.65			0.05			0.60


			NC_010447.5			74902082			intergenic_region			TWF1-TMEM117			T			C			0.65			0.05			0.60


			NC_010447.5			74902090			intergenic_region			TWF1-TMEM117			A			G			0.71			0.05			0.66


			NC_010447.5			74902177			intergenic_region			TWF1-TMEM117			G			C			0.68			0.05			0.63


			NC_010447.5			74902178			intergenic_region			TWF1-TMEM117			G			A			0.68			0.05			0.63


			NC_010447.5			74902236			intergenic_region			TWF1-TMEM117			C			T			0.67			0.06			0.62


			NC_010447.5			74902288			intergenic_region			TWF1-TMEM117			T			C			0.66			0.06			0.60


			NC_010447.5			74902295			intergenic_region			TWF1-TMEM117			A			G			0.66			0.06			0.60


			NC_010447.5			74902350			intergenic_region			TWF1-TMEM117			C			G			0.69			0.05			0.63


			NC_010447.5			74902474			intergenic_region			TWF1-TMEM117			T			C			0.70			0.05			0.64


			NC_010447.5			74902477			intergenic_region			TWF1-TMEM117			A			G			0.70			0.05			0.64


			NC_010447.5			74902536			intergenic_region			TWF1-TMEM117			T			A			0.63			0.05			0.57


			NC_010447.5			74902565			intergenic_region			TWF1-TMEM117			A			G			0.62			0.05			0.57


			NC_010447.5			74902726			intergenic_region			TWF1-TMEM117			G			A			0.67			0.05			0.62


			NC_010447.5			74902918			intergenic_region			TWF1-TMEM117			C			A			0.67			0.05			0.62


			NC_010447.5			74903008			intergenic_region			TWF1-TMEM117			A			G			0.63			0.05			0.58


			NC_010447.5			74903033			intergenic_region			TWF1-TMEM117			T			G			0.63			0.03			0.60


			NC_010447.5			74903045			intergenic_region			TWF1-TMEM117			A			G			0.62			0.03			0.59


			NC_010447.5			74903708			intergenic_region			TWF1-TMEM117			G			A			0.70			0.05			0.65


			NC_010447.5			74903832			intergenic_region			TWF1-TMEM117			C			T			0.65			0.05			0.60


			NC_010447.5			74904141			intergenic_region			TWF1-TMEM117			G			A			0.65			0.05			0.60


			NC_010447.5			74904177			intergenic_region			TWF1-TMEM117			C			A			0.65			0.05			0.60


			NC_010447.5			74904201			intergenic_region			TWF1-TMEM117			C			T			0.66			0.05			0.61


			NC_010447.5			74904216			intergenic_region			TWF1-TMEM117			A			G			0.66			0.08			0.58


			NC_010447.5			74904234			intergenic_region			TWF1-TMEM117			A			G			0.81			0.08			0.73


			NC_010447.5			74905070			intergenic_region			TWF1-TMEM117			A			G			0.86			0.05			0.80


			NC_010447.5			74905549			intergenic_region			TWF1-TMEM117			C			T			0.85			0.03			0.82


			NC_010447.5			74905824			intergenic_region			TWF1-TMEM117			G			A			0.86			0.08			0.78


			NC_010447.5			74905841			intergenic_region			TWF1-TMEM117			G			T			0.72			0.08			0.64


			NC_010447.5			74905881			intergenic_region			TWF1-TMEM117			G			A			0.86			0.05			0.81


			NC_010447.5			74906281			intergenic_region			TWF1-TMEM117			T			A			0.73			0.03			0.70


			NC_010447.5			74906405			intergenic_region			TWF1-TMEM117			C			T			0.86			0.05			0.81


			NC_010447.5			74906463			intergenic_region			TWF1-TMEM117			A			G			0.64			0.05			0.59


			NC_010447.5			74906464			intergenic_region			TWF1-TMEM117			C			T			0.64			0.05			0.59


			NC_010447.5			74906607			intergenic_region			TWF1-TMEM117			A			G			0.65			0.05			0.60


			NC_010447.5			74906653			intergenic_region			TWF1-TMEM117			A			G			0.59			0.05			0.54


			NC_010447.5			74906772			intergenic_region			TWF1-TMEM117			A			G			0.72			0.03			0.69


			NC_010447.5			74906916			intergenic_region			TWF1-TMEM117			A			C			0.71			0.05			0.66


			NC_010447.5			74906933			intergenic_region			TWF1-TMEM117			C			A			0.69			0.05			0.63


			NC_010447.5			74907018			intergenic_region			TWF1-TMEM117			T			C			0.72			0.05			0.66


			NC_010447.5			74907092			intergenic_region			TWF1-TMEM117			C			T			0.69			0.05			0.64


			NC_010447.5			74907343			intergenic_region			TWF1-TMEM117			T			C			0.70			0.05			0.65


			NC_010447.5			74907393			intergenic_region			TWF1-TMEM117			A			T			0.85			0.05			0.80


			NC_010447.5			74907704			intergenic_region			TWF1-TMEM117			A			T			0.55			0.03			0.52


			NC_010447.5			74907834			intergenic_region			TWF1-TMEM117			C			G			0.85			0.05			0.80


			NC_010447.5			74907849			intergenic_region			TWF1-TMEM117			C			T			0.85			0.05			0.80


			NC_010447.5			74907887			intergenic_region			TWF1-TMEM117			A			G			0.85			0.05			0.80


			NC_010447.5			74907948			intergenic_region			TWF1-TMEM117			A			G			0.85			0.05			0.80


			NC_010447.5			74908030			intergenic_region			TWF1-TMEM117			A			G			0.86			0.03			0.83


			NC_010447.5			74908144			intergenic_region			TWF1-TMEM117			A			C			0.83			0.03			0.80


			NC_010447.5			74908224			intergenic_region			TWF1-TMEM117			T			C			0.78			0.06			0.72


			NC_010447.5			74908281			intergenic_region			TWF1-TMEM117			G			A			0.87			0.08			0.79


			NC_010447.5			74908289			intergenic_region			TWF1-TMEM117			G			C			0.87			0.08			0.79


			NC_010447.5			74908294			intergenic_region			TWF1-TMEM117			C			A			0.87			0.08			0.79


			NC_010447.5			74908313			intergenic_region			TWF1-TMEM117			T			C			0.85			0.05			0.79


			NC_010447.5			74908409			intergenic_region			TWF1-TMEM117			G			A			0.88			0.08			0.80


			NC_010447.5			74908517			intergenic_region			TWF1-TMEM117			G			T			0.85			0.05			0.80


			NC_010447.5			74908658			intergenic_region			TWF1-TMEM117			T			C			0.77			0.05			0.72


			NC_010447.5			74908665			intergenic_region			TWF1-TMEM117			G			A			0.85			0.05			0.80


			NC_010447.5			74908994			intergenic_region			TWF1-TMEM117			A			C			0.85			0.03			0.82


			NC_010447.5			74909013			intergenic_region			TWF1-TMEM117			T			C			0.85			0.03			0.82


			NC_010447.5			74909074			intergenic_region			TWF1-TMEM117			C			T			0.85			0.05			0.80


			NC_010447.5			74909112			intergenic_region			TWF1-TMEM117			A			G			0.85			0.05			0.80


			NC_010447.5			74909153			intergenic_region			TWF1-TMEM117			A			C			0.86			0.05			0.81


			NC_010447.5			74909173			intergenic_region			TWF1-TMEM117			G			T			0.86			0.05			0.81


			NC_010447.5			74909328			intergenic_region			TWF1-TMEM117			A			C			0.86			0.05			0.81


			NC_010447.5			74909392			intergenic_region			TWF1-TMEM117			C			T			0.80			0.05			0.75


			NC_010447.5			74909724			intergenic_region			TWF1-TMEM117			C			G			0.85			0.03			0.82


			NC_010447.5			74909955			intergenic_region			TWF1-TMEM117			G			C			0.86			0.05			0.81


			NC_010447.5			74909970			intergenic_region			TWF1-TMEM117			A			G			0.85			0.06			0.79


			NC_010447.5			74910011			intergenic_region			TWF1-TMEM117			T			A			0.83			0.03			0.80


			NC_010447.5			74910068			intergenic_region			TWF1-TMEM117			T			C			0.86			0.00			0.86


			NC_010447.5			74910112			intergenic_region			TWF1-TMEM117			T			C			0.63			0.05			0.58


			NC_010447.5			74910129			intergenic_region			TWF1-TMEM117			C			T			0.79			0.05			0.74


			NC_010447.5			74910279			intergenic_region			TWF1-TMEM117			T			C			0.85			0.05			0.80


			NC_010447.5			74910432			intergenic_region			TWF1-TMEM117			T			A			0.83			0.03			0.80


			NC_010447.5			74910636			intergenic_region			TWF1-TMEM117			T			G			0.71			0.05			0.65


			NC_010447.5			74910666			intergenic_region			TWF1-TMEM117			C			G			0.83			0.05			0.78


			NC_010447.5			74910767			intergenic_region			TWF1-TMEM117			A			G			0.84			0.05			0.78


			NC_010447.5			74910955			intergenic_region			TWF1-TMEM117			G			A			0.64			0.03			0.61


			NC_010447.5			74911008			intergenic_region			TWF1-TMEM117			A			C			0.63			0.03			0.60


			NC_010447.5			74911235			intergenic_region			TWF1-TMEM117			G			C			0.84			0.05			0.79


			NC_010447.5			74911618			intergenic_region			TWF1-TMEM117			A			C			0.88			0.05			0.82


			NC_010447.5			74911755			intergenic_region			TWF1-TMEM117			C			G			0.57			0.03			0.54


			NC_010447.5			74912143			intergenic_region			TWF1-TMEM117			T			C			0.87			0.05			0.82


			NC_010447.5			74912315			intergenic_region			TWF1-TMEM117			C			G			0.06			0.81			0.75


			NC_010447.5			74912653			intergenic_region			TWF1-TMEM117			T			A			0.85			0.05			0.80


			NC_010447.5			74912977			intergenic_region			TWF1-TMEM117			G			T			0.87			0.03			0.85


			NC_010447.5			74913410			intergenic_region			TWF1-TMEM117			A			G			0.86			0.05			0.81


			NC_010447.5			74913915			intergenic_region			TWF1-TMEM117			C			T			0.86			0.03			0.83


			NC_010447.5			74913973			intergenic_region			TWF1-TMEM117			G			A			0.85			0.05			0.80


			NC_010447.5			74915122			intergenic_region			TWF1-TMEM117			G			A			0.83			0.05			0.77


			NC_010447.5			74915155			intergenic_region			TWF1-TMEM117			G			A			0.60			0.00			0.60


			NC_010447.5			74915211			intergenic_region			TWF1-TMEM117			C			T			0.85			0.05			0.80


			NC_010447.5			74915268			intergenic_region			TWF1-TMEM117			C			T			0.63			0.00			0.63


			NC_010447.5			74915448			intergenic_region			TWF1-TMEM117			A			C			0.88			0.05			0.82


			NC_010447.5			74915457			intergenic_region			TWF1-TMEM117			T			C			0.88			0.05			0.82


			NC_010447.5			74915743			intergenic_region			TWF1-TMEM117			G			A			0.87			0.06			0.81


			NC_010447.5			74915796			intergenic_region			TWF1-TMEM117			C			T			0.87			0.05			0.82


			NC_010447.5			74915840			intergenic_region			TWF1-TMEM117			G			A			0.90			0.06			0.85


			NC_010447.5			74915909			intergenic_region			TWF1-TMEM117			C			T			0.90			0.03			0.87


			NC_010447.5			74915993			intergenic_region			TWF1-TMEM117			T			C			0.85			0.03			0.82


			NC_010450.4			121865845			upstream_gene_variant			RAP1GDS1			G			T			0.67			0.00			0.67


			NC_010450.4			121866237			upstream_gene_variant			RAP1GDS1			G			A			0.90			0.03			0.87


			NC_010450.4			121866622			upstream_gene_variant			RAP1GDS1			A			G			0.91			0.05			0.86


			NC_010450.4			121866645			upstream_gene_variant			RAP1GDS1			C			G			0.58			0.00			0.58


			NC_010450.4			121867490			3_prime_UTR_variant			RAP1GDS1			T			C			0.91			0.03			0.88


			NC_010450.4			121868433			3_prime_UTR_variant			RAP1GDS1			A			C			0.88			0.03			0.85


			NC_010450.4			121868639			intron_variant			RAP1GDS1			T			C			0.55			0.00			0.55


			NC_010450.4			121868644			intron_variant			RAP1GDS1			T			C			0.52			0.00			0.52


			NC_010450.4			121868709			intron_variant			RAP1GDS1			T			C			0.54			0.00			0.54


			NC_010450.4			121868804			intron_variant			RAP1GDS1			G			A			0.64			0.03			0.61


			NC_010450.4			121868856			intron_variant			RAP1GDS1			A			C			0.61			0.00			0.61


			NC_010450.4			121868889			intron_variant			RAP1GDS1			C			A			0.67			0.00			0.67


			NC_010450.4			121868908			intron_variant			RAP1GDS1			C			T			0.67			0.00			0.67


			NC_010450.4			121869100			intron_variant			RAP1GDS1			T			C			0.79			0.00			0.79


			NC_010450.4			121869113			intron_variant			RAP1GDS1			C			G			0.89			0.00			0.89


			NC_010450.4			121869242			intron_variant			RAP1GDS1			T			C			0.90			0.03			0.87


			NC_010450.4			121869565			intron_variant			RAP1GDS1			C			T			0.75			0.00			0.75


			NC_010450.4			121869622			intron_variant			RAP1GDS1			G			C			0.52			0.00			0.52


			NC_010450.4			121869652			intron_variant			RAP1GDS1			A			G			0.79			0.00			0.79


			NC_010450.4			121869782			intron_variant			RAP1GDS1			G			A			0.92			0.00			0.92


			NC_010450.4			121869862			intron_variant			RAP1GDS1			T			A			0.74			0.00			0.74


			NC_010450.4			121869885			intron_variant			RAP1GDS1			A			G			0.75			0.00			0.75


			NC_010450.4			121869997			intron_variant			RAP1GDS1			C			G			0.92			0.05			0.87


			NC_010450.4			121871866			intron_variant			RAP1GDS1			A			T			0.59			0.03			0.56


			NC_010450.4			121873404			intron_variant			RAP1GDS1			A			G			0.89			0.03			0.86


			NC_010450.4			121873768			intron_variant			RAP1GDS1			T			C			0.90			0.03			0.87


			NC_010450.4			121874892			intron_variant			RAP1GDS1			C			A			0.51			0.00			0.51


			NC_010450.4			121875049			intron_variant			RAP1GDS1			A			C			0.92			0.00			0.92


			NC_010450.4			121875358			intron_variant			RAP1GDS1			C			T			0.61			0.03			0.58


			NC_010450.4			121876189			intron_variant			RAP1GDS1			G			A			0.89			0.00			0.89


			NC_010450.4			121876287			intron_variant			RAP1GDS1			C			T			0.79			0.24			0.55


			NC_010450.4			121876288			intron_variant			RAP1GDS1			T			C			0.79			0.24			0.55


			NC_010450.4			121876461			intron_variant			RAP1GDS1			G			A			0.64			0.00			0.64


			NC_010450.4			121876568			intron_variant			RAP1GDS1			G			A			0.93			0.21			0.72


			NC_010450.4			121876599			intron_variant			RAP1GDS1			A			G			0.84			0.18			0.66


			NC_010450.4			121876684			intron_variant			RAP1GDS1			T			C			0.02			0.58			0.56


			NC_010450.4			121877447			intron_variant			RAP1GDS1			C			T			0.69			0.00			0.69


			NC_010450.4			121877646			intron_variant			RAP1GDS1			A			T			0.55			0.00			0.55


			NC_010450.4			121877836			intron_variant			RAP1GDS1			A			G			0.89			0.03			0.86


			NC_010450.4			121878138			intron_variant			RAP1GDS1			T			C			0.58			0.03			0.55


			NC_010450.4			121878296			intron_variant			RAP1GDS1			C			T			0.56			0.00			0.56


			NC_010450.4			121878521			intron_variant			RAP1GDS1			G			A			0.90			0.03			0.87


			NC_010450.4			121878644			intron_variant			RAP1GDS1			G			T			0.90			0.00			0.90


			NC_010450.4			121878903			intron_variant			RAP1GDS1			T			C			0.73			0.03			0.70


			NC_010450.4			121879004			intron_variant			RAP1GDS1			A			G			0.91			0.03			0.88


			NC_010450.4			121879043			intron_variant			RAP1GDS1			A			T			0.91			0.03			0.88


			NC_010450.4			121879244			intron_variant			RAP1GDS1			T			G			0.89			0.03			0.86


			NC_010450.4			121879682			intron_variant			RAP1GDS1			G			C			0.58			0.00			0.58


			NC_010450.4			121879742			intron_variant			RAP1GDS1			G			T			0.91			0.03			0.88


			NC_010450.4			121880131			intron_variant			RAP1GDS1			A			G			0.90			0.18			0.72


			NC_010450.4			121881392			intron_variant			RAP1GDS1			G			A			0.64			0.03			0.61


			NC_010450.4			121881462			intron_variant			RAP1GDS1			G			T			0.71			0.03			0.68


			NC_010450.4			121881929			intron_variant			RAP1GDS1			G			A			0.58			0.03			0.55


			NC_010450.4			121881954			intron_variant			RAP1GDS1			T			C			0.58			0.03			0.55


			NC_010450.4			121882081			intron_variant			RAP1GDS1			A			G			0.57			0.03			0.54


			NC_010450.4			121883321			intron_variant			RAP1GDS1			C			T			0.02			0.53			0.50


			NC_010450.4			121883419			intron_variant			RAP1GDS1			A			C			0.02			0.53			0.50


			NC_010450.4			121883946			intron_variant			RAP1GDS1			T			C			0.02			0.53			0.50


			NC_010450.4			121884241			intron_variant			RAP1GDS1			C			T			0.88			0.03			0.85


			NC_010450.4			121884324			intron_variant			RAP1GDS1			T			G			0.02			0.56			0.53


			NC_010450.4			121885173			intron_variant			RAP1GDS1			C			A			0.02			0.55			0.53


			NC_010450.4			121885754			intron_variant			RAP1GDS1			A			T			0.01			0.55			0.54


			NC_010450.4			121886092			intron_variant			RAP1GDS1			A			G			0.05			0.55			0.51


			NC_010450.4			121886093			intron_variant			RAP1GDS1			A			C			0.05			0.55			0.51


			NC_010450.4			121886096			intron_variant			RAP1GDS1			C			A			0.02			0.55			0.53


			NC_010450.4			121886683			intron_variant			RAP1GDS1			A			G			0.56			0.00			0.56


			NC_010450.4			121887349			intron_variant			RAP1GDS1			C			T			0.60			0.03			0.57


			NC_010450.4			121887603			intron_variant			RAP1GDS1			T			C			0.67			0.03			0.64


			NC_010450.4			121887841			intron_variant			RAP1GDS1			C			T			0.06			0.58			0.52


			NC_010450.4			121888342			intron_variant			RAP1GDS1			G			T			0.01			0.55			0.54


			NC_010450.4			121888400			intron_variant			RAP1GDS1			T			C			0.02			0.53			0.50


			NC_010450.4			121888452			intron_variant			RAP1GDS1			C			T			0.02			0.53			0.50


			NC_010450.4			121889376			intron_variant			RAP1GDS1			A			G			0.06			0.58			0.52


			NC_010450.4			121889473			intron_variant			RAP1GDS1			G			C			0.01			0.63			0.61


			NC_010450.4			121889630			intron_variant			RAP1GDS1			G			A			0.59			0.00			0.59


			NC_010450.4			121889787			intron_variant			RAP1GDS1			C			T			0.63			0.03			0.60


			NC_010450.4			121889994			intron_variant			RAP1GDS1			G			A			0.59			0.03			0.56


			NC_010450.4			121890082			intron_variant			RAP1GDS1			A			G			0.01			0.58			0.57


			NC_010450.4			121890206			intron_variant			RAP1GDS1			C			A			0.03			0.56			0.52


			NC_010450.4			121890736			intron_variant			RAP1GDS1			C			T			0.03			0.57			0.54


			NC_010450.4			121891303			intron_variant			RAP1GDS1			T			C			0.75			0.03			0.72


			NC_010450.4			121891366			intron_variant			RAP1GDS1			C			T			0.75			0.09			0.66


			NC_010450.4			121891422			intron_variant			RAP1GDS1			G			A			0.72			0.00			0.72


			NC_010450.4			121891432			intron_variant			RAP1GDS1			T			C			0.02			0.53			0.50


			NC_010450.4			121891463			intron_variant			RAP1GDS1			A			C			0.02			0.53			0.50


			NC_010450.4			121891676			intron_variant			RAP1GDS1			T			G			0.01			0.59			0.58


			NC_010450.4			121892251			intron_variant			RAP1GDS1			C			A			0.01			0.53			0.51


			NC_010450.4			121892356			intron_variant			RAP1GDS1			T			C			0.70			0.00			0.70


			NC_010450.4			121892556			intron_variant			RAP1GDS1			T			G			0.00			0.50			0.50


			NC_010450.4			121892631			intron_variant			RAP1GDS1			G			A			0.74			0.00			0.74


			NC_010450.4			121892635			intron_variant			RAP1GDS1			C			T			0.76			0.00			0.76


			NC_010450.4			121892701			intron_variant			RAP1GDS1			G			A			0.77			0.00			0.77


			NC_010450.4			121892823			intron_variant			RAP1GDS1			G			A			0.71			0.00			0.71


			NC_010450.4			121892851			intron_variant			RAP1GDS1			C			T			0.68			0.00			0.68


			NC_010450.4			121892878			intron_variant			RAP1GDS1			C			T			0.70			0.00			0.70


			NC_010450.4			121892919			intron_variant			RAP1GDS1			G			T			0.02			0.58			0.56


			NC_010450.4			121893025			intron_variant			RAP1GDS1			G			A			0.01			0.58			0.57


			NC_010450.4			121893069			intron_variant			RAP1GDS1			A			T			0.01			0.58			0.57


			NC_010450.4			121893090			intron_variant			RAP1GDS1			G			A			0.01			0.55			0.54


			NC_010450.4			121893302			intron_variant			RAP1GDS1			G			A			0.01			0.61			0.60


			NC_010450.4			121893320			intron_variant			RAP1GDS1			C			T			0.73			0.00			0.73


			NC_010450.4			121893392			intron_variant			RAP1GDS1			C			A			0.71			0.00			0.71


			NC_010450.4			121893418			intron_variant			RAP1GDS1			G			A			0.02			0.61			0.58


			NC_010450.4			121894901			intron_variant			RAP1GDS1			T			C			0.71			0.05			0.66


			NC_010450.4			121894942			intron_variant			RAP1GDS1			A			T			0.72			0.03			0.69


			NC_010450.4			121895162			intron_variant			RAP1GDS1			C			G			0.74			0.05			0.69


			NC_010450.4			121895277			intron_variant			RAP1GDS1			C			T			0.74			0.05			0.69


			NC_010450.4			121895565			intron_variant			RAP1GDS1			C			T			0.71			0.05			0.66


			NC_010450.4			121896073			intron_variant			RAP1GDS1			G			C			0.01			0.55			0.54


			NC_010450.4			121899675			intron_variant			RAP1GDS1			C			T			0.02			0.68			0.65


			NC_010450.4			121899796			intron_variant			RAP1GDS1			C			T			0.01			0.61			0.59


			NC_010450.4			121900450			intron_variant			RAP1GDS1			C			T			0.02			0.55			0.53


			NC_010450.4			121900735			intron_variant			RAP1GDS1			T			A			0.59			0.05			0.54


			NC_010450.4			121900940			intron_variant			RAP1GDS1			G			C			0.67			0.06			0.61


			NC_010450.4			121900985			intron_variant			RAP1GDS1			C			G			0.01			0.53			0.52


			NC_010450.4			121901525			intron_variant			RAP1GDS1			G			A			0.92			0.03			0.89


			NC_010450.4			121902117			intron_variant			RAP1GDS1			C			T			0.63			0.03			0.60


			NC_010450.4			121902240			intron_variant			RAP1GDS1			A			G			0.03			0.56			0.52


			NC_010450.4			121902275			intron_variant			RAP1GDS1			A			G			0.03			0.55			0.52


			NC_010450.4			121902318			intron_variant			RAP1GDS1			C			T			0.02			0.55			0.53


			NC_010450.4			121903393			intron_variant			RAP1GDS1			C			T			0.65			0.09			0.56


			NC_010450.4			121904190			intron_variant			RAP1GDS1			T			C			0.02			0.55			0.53


			NC_010450.4			121904221			intron_variant			RAP1GDS1			C			T			0.02			0.58			0.56


			NC_010450.4			121904289			intron_variant			RAP1GDS1			A			G			0.03			0.61			0.57


			NC_010450.4			121906247			intron_variant			RAP1GDS1			T			C			0.01			0.55			0.54


			NC_010450.4			121908099			intron_variant			RAP1GDS1			C			T			0.54			0.03			0.51


			NC_010450.4			121908424			intron_variant			RAP1GDS1			G			A			0.02			0.58			0.56


			NC_010450.4			121908983			intron_variant			RAP1GDS1			G			A			0.85			0.03			0.82


			NC_010450.4			121909110			intron_variant			RAP1GDS1			C			T			0.84			0.00			0.84


			NC_010450.4			121909384			intron_variant			RAP1GDS1			G			A			0.65			0.03			0.62


			NC_010450.4			121909412			intron_variant			RAP1GDS1			C			A			0.62			0.03			0.59


			NC_010450.4			121909451			intron_variant			RAP1GDS1			A			G			0.64			0.03			0.61


			NC_010450.4			121909712			intron_variant			RAP1GDS1			G			A			0.87			0.00			0.87


			NC_010450.4			121909894			intron_variant			RAP1GDS1			T			C			0.86			0.00			0.86


			NC_010450.4			121910102			intron_variant			RAP1GDS1			G			A			0.64			0.03			0.61


			NC_010450.4			121910157			intron_variant			RAP1GDS1			A			G			0.84			0.03			0.81


			NC_010450.4			121910210			intron_variant			RAP1GDS1			C			A			0.67			0.03			0.64


			NC_010450.4			121910244			intron_variant			RAP1GDS1			A			G			0.55			0.03			0.52


			NC_010450.4			121910258			intron_variant			RAP1GDS1			T			C			0.86			0.03			0.83


			NC_010450.4			121910864			intron_variant			RAP1GDS1			A			C			0.88			0.00			0.88


			NC_010450.4			121911100			intron_variant			RAP1GDS1			C			T			0.66			0.05			0.61


			NC_010450.4			121911114			intron_variant			RAP1GDS1			C			T			0.65			0.05			0.60


			NC_010450.4			121911295			intron_variant			RAP1GDS1			C			T			0.62			0.03			0.59


			NC_010450.4			121911312			intron_variant			RAP1GDS1			T			C			0.62			0.03			0.59


			NC_010450.4			121911397			intron_variant			RAP1GDS1			T			G			0.81			0.03			0.78


			NC_010450.4			121911422			intron_variant			RAP1GDS1			T			C			0.70			0.03			0.67


			NC_010450.4			121911432			intron_variant			RAP1GDS1			T			C			0.69			0.03			0.66


			NC_010450.4			121911555			intron_variant			RAP1GDS1			A			G			0.69			0.00			0.69


			NC_010450.4			121911976			intron_variant			RAP1GDS1			G			A			0.74			0.06			0.68


			NC_010450.4			121912002			intron_variant			RAP1GDS1			G			A			0.73			0.05			0.68


			NC_010450.4			121912013			intron_variant			RAP1GDS1			A			G			0.74			0.05			0.69


			NC_010450.4			121912076			intron_variant			RAP1GDS1			C			T			0.74			0.00			0.74


			NC_010450.4			121912086			intron_variant			RAP1GDS1			C			T			0.73			0.00			0.73


			NC_010450.4			121912098			intron_variant			RAP1GDS1			A			C			0.73			0.00			0.73


			NC_010450.4			121912465			intron_variant			RAP1GDS1			A			C			0.61			0.03			0.58


			NC_010450.4			121912607			intron_variant			RAP1GDS1			C			A			0.62			0.00			0.62


			NC_010450.4			121912622			intron_variant			RAP1GDS1			A			G			0.60			0.00			0.60


			NC_010450.4			121913090			intron_variant			RAP1GDS1			A			T			0.71			0.00			0.71


			NC_010450.4			121914706			intron_variant			RAP1GDS1			T			C			0.82			0.00			0.82


			NC_010450.4			121917016			intron_variant			RAP1GDS1			C			T			0.78			0.03			0.75


			NC_010450.4			121917276			intron_variant			RAP1GDS1			G			A			0.86			0.03			0.83


			NC_010450.4			121917537			intron_variant			RAP1GDS1			T			C			0.87			0.08			0.79


			NC_010450.4			121918049			intron_variant			RAP1GDS1			T			C			0.78			0.00			0.78


			NC_010450.4			121920006			intron_variant			RAP1GDS1			C			T			0.67			0.03			0.64


			NC_010450.4			121920465			intron_variant			RAP1GDS1			T			C			0.69			0.05			0.64


			NC_010450.4			121920602			intron_variant			RAP1GDS1			C			T			0.52			0.00			0.52


			NC_010450.4			121921289			intron_variant			RAP1GDS1			C			A			0.70			0.03			0.67


			NC_010450.4			121922025			intron_variant			RAP1GDS1			A			G			0.64			0.03			0.61


			NC_010450.4			121922340			intron_variant			RAP1GDS1			A			G			0.60			0.00			0.60


			NC_010450.4			121922758			intron_variant			RAP1GDS1			T			C			0.56			0.03			0.53


			NC_010450.4			121923498			intron_variant			RAP1GDS1			C			T			0.58			0.03			0.55


			NC_010450.4			121926497			intron_variant			RAP1GDS1			C			T			0.82			0.00			0.82


			NC_010450.4			121928854			intron_variant			RAP1GDS1			C			T			0.85			0.00			0.85


			NC_010450.4			121929602			intron_variant			RAP1GDS1			T			A			0.58			0.00			0.58


			NC_010450.4			121929758			intron_variant			RAP1GDS1			A			G			0.51			0.00			0.51


			NC_010450.4			121930463			intron_variant			RAP1GDS1			A			G			0.80			0.00			0.80


			NC_010450.4			121930843			intron_variant			RAP1GDS1			T			C			0.97			0.42			0.55


			NC_010450.4			121930967			intron_variant			RAP1GDS1			T			C			0.78			0.03			0.75


			NC_010450.4			121931321			intron_variant			RAP1GDS1			C			A			0.81			0.03			0.78


			NC_010450.4			121931760			intron_variant			RAP1GDS1			G			A			0.54			0.03			0.51


			NC_010450.4			121931769			intron_variant			RAP1GDS1			T			C			0.54			0.03			0.51


			NC_010450.4			121931860			intron_variant			RAP1GDS1			G			A			0.53			0.03			0.50


			NC_010450.4			121932777			intron_variant			RAP1GDS1			G			A			0.55			0.03			0.52


			NC_010450.4			121932785			intron_variant			RAP1GDS1			A			C			0.55			0.03			0.52


			NC_010450.4			121933352			intron_variant			RAP1GDS1			G			A			0.53			0.03			0.50


			NC_010450.4			121933399			intron_variant			RAP1GDS1			C			T			0.53			0.03			0.50


			NC_010450.4			121933418			intron_variant			RAP1GDS1			G			A			0.53			0.03			0.50


			NC_010450.4			121933501			intron_variant			RAP1GDS1			C			T			0.77			0.00			0.77


			NC_010450.4			121933863			intron_variant			RAP1GDS1			C			T			0.51			0.00			0.51


			NC_010450.4			121934200			intron_variant			RAP1GDS1			T			A			0.53			0.00			0.53


			NC_010450.4			122017833			intergenic_region			RAP1GDS1-LOC102160109			C			A			0.59			0.03			0.56


			NC_010450.4			122017874			intergenic_region			RAP1GDS1-LOC102160109			C			A			0.90			0.03			0.87


			NC_010450.4			122017980			intergenic_region			RAP1GDS1-LOC102160109			T			C			0.74			0.00			0.74


			NC_010450.4			122018163			intergenic_region			RAP1GDS1-LOC102160109			C			T			0.67			0.00			0.67


			NC_010450.4			122018326			intergenic_region			RAP1GDS1-LOC102160109			C			T			0.77			0.03			0.74


			NC_010450.4			122018447			intergenic_region			RAP1GDS1-LOC102160109			G			A			0.56			0.00			0.56


			NC_010450.4			122018725			intergenic_region			RAP1GDS1-LOC102160109			C			T			0.90			0.03			0.87


			NC_010450.4			122018773			intergenic_region			RAP1GDS1-LOC102160109			C			T			0.92			0.05			0.87


			NC_010450.4			122018782			intergenic_region			RAP1GDS1-LOC102160109			A			G			0.90			0.05			0.85


			NC_010450.4			122018873			intergenic_region			RAP1GDS1-LOC102160109			T			A			0.90			0.05			0.85


			NC_010450.4			122019216			intergenic_region			RAP1GDS1-LOC102160109			T			C			0.91			0.03			0.88


			NC_010450.4			122019236			intergenic_region			RAP1GDS1-LOC102160109			A			G			0.90			0.03			0.87


			NC_010450.4			122019306			intergenic_region			RAP1GDS1-LOC102160109			T			G			0.90			0.03			0.87


			NC_010450.4			122019965			intergenic_region			RAP1GDS1-LOC102160109			A			G			0.89			0.03			0.86


			NC_010450.4			122020029			intergenic_region			RAP1GDS1-LOC102160109			G			A			0.90			0.03			0.87


			NC_010450.4			122020135			intergenic_region			RAP1GDS1-LOC102160109			G			A			0.83			0.00			0.83


			NC_010450.4			122020179			intergenic_region			RAP1GDS1-LOC102160109			C			T			0.81			0.03			0.78


			NC_010450.4			122020956			intergenic_region			RAP1GDS1-LOC102160109			A			T			0.73			0.03			0.70


			NC_010450.4			122021028			intergenic_region			RAP1GDS1-LOC102160109			A			G			0.73			0.05			0.68


			NC_010450.4			122021240			intergenic_region			RAP1GDS1-LOC102160109			A			G			0.74			0.00			0.74


			NC_010450.4			122021241			intergenic_region			RAP1GDS1-LOC102160109			T			C			0.74			0.00			0.74


			NC_010450.4			122021326			intergenic_region			RAP1GDS1-LOC102160109			A			T			0.75			0.03			0.72


			NC_010450.4			122021440			intergenic_region			RAP1GDS1-LOC102160109			C			T			0.74			0.03			0.71


			NC_010450.4			122021599			intergenic_region			RAP1GDS1-LOC102160109			G			T			0.62			0.00			0.62


			NC_010450.4			122021601			intergenic_region			RAP1GDS1-LOC102160109			A			G			0.63			0.00			0.63


			NC_010450.4			122021735			intergenic_region			RAP1GDS1-LOC102160109			T			A			0.75			0.00			0.75


			NC_010450.4			122021817			intergenic_region			RAP1GDS1-LOC102160109			T			C			0.71			0.05			0.66


			NC_010450.4			122021919			intergenic_region			RAP1GDS1-LOC102160109			G			A			0.93			0.00			0.93


			NC_010450.4			122021929			intergenic_region			RAP1GDS1-LOC102160109			G			A			0.67			0.00			0.67


			NC_010450.4			122022332			intergenic_region			RAP1GDS1-LOC102160109			C			A			0.66			0.03			0.63


			NC_010450.4			122022741			intergenic_region			RAP1GDS1-LOC102160109			C			T			0.72			0.00			0.72


			NC_010450.4			122022768			intergenic_region			RAP1GDS1-LOC102160109			C			G			0.70			0.00			0.70


			NC_010450.4			122022816			intergenic_region			RAP1GDS1-LOC102160109			A			G			0.68			0.00			0.68


			NC_010450.4			122022831			intergenic_region			RAP1GDS1-LOC102160109			G			A			0.68			0.00			0.68


			NC_010450.4			122025409			intergenic_region			RAP1GDS1-LOC102160109			T			C			0.61			0.03			0.58


			NC_010450.4			122025520			intergenic_region			RAP1GDS1-LOC102160109			T			C			0.60			0.03			0.57


			NC_010450.4			122025925			intergenic_region			RAP1GDS1-LOC102160109			A			T			0.89			0.03			0.86


			NC_010450.4			122025934			intergenic_region			RAP1GDS1-LOC102160109			A			G			0.63			0.04			0.59


			NC_010450.4			122026263			intergenic_region			RAP1GDS1-LOC102160109			G			A			0.60			0.03			0.57


			NC_010450.4			122027065			intergenic_region			RAP1GDS1-LOC102160109			T			C			0.92			0.00			0.92


			NC_010450.4			122027236			intergenic_region			RAP1GDS1-LOC102160109			G			A			0.65			0.03			0.62


			NC_010450.4			122027274			intergenic_region			RAP1GDS1-LOC102160109			C			T			0.92			0.00			0.92


			NC_010450.4			122027284			intergenic_region			RAP1GDS1-LOC102160109			C			G			0.65			0.00			0.65


			NC_010450.4			122027775			intergenic_region			RAP1GDS1-LOC102160109			T			C			0.76			0.03			0.73


			NC_010450.4			122027808			intergenic_region			RAP1GDS1-LOC102160109			A			C			0.77			0.03			0.74


			NC_010450.4			122027843			intergenic_region			RAP1GDS1-LOC102160109			A			G			0.77			0.00			0.77


			NC_010450.4			122028003			intergenic_region			RAP1GDS1-LOC102160109			T			A			0.61			0.03			0.58


			NC_010450.4			122028031			intergenic_region			RAP1GDS1-LOC102160109			A			C			0.91			0.03			0.88


			NC_010450.4			122028058			intergenic_region			RAP1GDS1-LOC102160109			T			C			0.90			0.00			0.90


			NC_010450.4			122028138			intergenic_region			RAP1GDS1-LOC102160109			T			C			0.63			0.05			0.58


			NC_010450.4			122028648			intergenic_region			RAP1GDS1-LOC102160109			T			G			0.56			0.03			0.53


			NC_010450.4			122028915			intergenic_region			RAP1GDS1-LOC102160109			G			C			0.88			0.03			0.85


			NC_010450.4			122028934			intergenic_region			RAP1GDS1-LOC102160109			A			G			0.71			0.03			0.68


			NC_010450.4			122030283			intergenic_region			RAP1GDS1-LOC102160109			C			T			0.57			0.03			0.54


			NC_010450.4			122030868			intergenic_region			RAP1GDS1-LOC102160109			G			A			0.57			0.03			0.54


			NC_010450.4			122031206			intergenic_region			RAP1GDS1-LOC102160109			T			C			0.91			0.03			0.88


			NC_010450.4			122031852			intergenic_region			RAP1GDS1-LOC102160109			A			C			0.90			0.00			0.90


			NC_010450.4			122031882			intergenic_region			RAP1GDS1-LOC102160109			T			G			0.88			0.00			0.88


			NC_010450.4			122032201			intergenic_region			RAP1GDS1-LOC102160109			C			G			0.83			0.03			0.80


			NC_010450.4			122032207			intergenic_region			RAP1GDS1-LOC102160109			A			G			0.78			0.03			0.75


			NC_010450.4			122032236			intergenic_region			RAP1GDS1-LOC102160109			A			G			0.78			0.03			0.75


			NC_010450.4			122032995			intergenic_region			RAP1GDS1-LOC102160109			T			C			0.91			0.03			0.88


			NC_010450.4			122033025			intergenic_region			RAP1GDS1-LOC102160109			T			C			0.91			0.03			0.88


			NC_010450.4			122033655			intergenic_region			RAP1GDS1-LOC102160109			A			C			0.14			0.84			0.71


			NC_010450.4			122033837			intergenic_region			RAP1GDS1-LOC102160109			T			C			0.73			0.03			0.70


			NC_010450.4			122034755			intergenic_region			RAP1GDS1-LOC102160109			T			G			0.74			0.04			0.70


			NC_010450.4			122034773			intergenic_region			RAP1GDS1-LOC102160109			G			A			0.72			0.03			0.69


			NC_010450.4			122034785			intergenic_region			RAP1GDS1-LOC102160109			C			T			0.69			0.03			0.66


			NC_010450.4			122035050			intergenic_region			RAP1GDS1-LOC102160109			C			T			0.73			0.00			0.73


			NC_010450.4			122035098			intergenic_region			RAP1GDS1-LOC102160109			G			T			0.77			0.00			0.77


			NC_010450.4			122035363			intergenic_region			RAP1GDS1-LOC102160109			G			A			0.52			0.00			0.52


			NC_010450.4			122035460			intergenic_region			RAP1GDS1-LOC102160109			A			G			0.76			0.03			0.73


			NC_010450.4			122035750			intergenic_region			RAP1GDS1-LOC102160109			A			T			0.68			0.00			0.68


			NC_010450.4			122035814			intergenic_region			RAP1GDS1-LOC102160109			T			C			0.94			0.00			0.94


			NC_010450.4			122035868			intergenic_region			RAP1GDS1-LOC102160109			G			C			0.88			0.00			0.88


			NC_010450.4			122035954			intergenic_region			RAP1GDS1-LOC102160109			C			T			0.77			0.00			0.77


			NC_010450.4			122036011			intergenic_region			RAP1GDS1-LOC102160109			C			T			0.78			0.03			0.75


			NC_010450.4			122036316			intergenic_region			RAP1GDS1-LOC102160109			C			T			0.78			0.03			0.75


			NC_010450.4			122036502			intergenic_region			RAP1GDS1-LOC102160109			G			C			0.93			0.03			0.90


			NC_010450.4			122036746			intergenic_region			RAP1GDS1-LOC102160109			A			G			0.94			0.03			0.91


			NC_010450.4			122036966			intergenic_region			RAP1GDS1-LOC102160109			A			G			0.77			0.03			0.74


			NC_010450.4			122037068			intergenic_region			RAP1GDS1-LOC102160109			C			T			0.78			0.03			0.75


			NC_010450.4			122037171			intergenic_region			RAP1GDS1-LOC102160109			C			A			0.78			0.03			0.75


			NC_010450.4			122037179			intergenic_region			RAP1GDS1-LOC102160109			T			C			0.79			0.03			0.76


			NC_010450.4			122037402			intergenic_region			RAP1GDS1-LOC102160109			G			A			0.76			0.00			0.76


			NC_010450.4			122037553			intergenic_region			RAP1GDS1-LOC102160109			A			G			0.77			0.00			0.77


			NC_010450.4			122037817			intergenic_region			RAP1GDS1-LOC102160109			A			G			0.79			0.03			0.76


			NC_010450.4			122038003			intergenic_region			RAP1GDS1-LOC102160109			C			T			0.94			0.00			0.94


			NC_010450.4			122038030			intergenic_region			RAP1GDS1-LOC102160109			G			A			0.78			0.00			0.78


			NC_010450.4			122038438			intergenic_region			RAP1GDS1-LOC102160109			G			A			0.68			0.03			0.65


			NC_010450.4			122038455			intergenic_region			RAP1GDS1-LOC102160109			A			G			0.68			0.03			0.65


			NC_010450.4			122038660			intergenic_region			RAP1GDS1-LOC102160109			A			G			0.68			0.03			0.65


			NC_010450.4			122038738			intergenic_region			RAP1GDS1-LOC102160109			G			A			0.91			0.00			0.91


			NC_010450.4			122039047			intergenic_region			RAP1GDS1-LOC102160109			C			G			0.68			0.03			0.65


			NC_010450.4			122039127			intergenic_region			RAP1GDS1-LOC102160109			G			A			0.63			0.03			0.60


			NC_010450.4			122039157			intergenic_region			RAP1GDS1-LOC102160109			T			A			0.78			0.00			0.78


			NC_010450.4			122039527			intergenic_region			RAP1GDS1-LOC102160109			G			C			0.96			0.03			0.93


			NC_010450.4			122039710			intergenic_region			RAP1GDS1-LOC102160109			G			A			0.80			0.00			0.80


			NC_010450.4			122039783			intergenic_region			RAP1GDS1-LOC102160109			C			G			0.80			0.03			0.77


			NC_010450.4			122039857			intergenic_region			RAP1GDS1-LOC102160109			T			C			0.79			0.03			0.76


			NC_010450.4			122039876			intergenic_region			RAP1GDS1-LOC102160109			A			G			0.94			0.00			0.94


			NC_010450.4			122039889			intergenic_region			RAP1GDS1-LOC102160109			G			C			0.78			0.00			0.78


			NC_010450.4			122039936			intergenic_region			RAP1GDS1-LOC102160109			G			A			0.78			0.00			0.78


			NC_010450.4			122040325			intergenic_region			RAP1GDS1-LOC102160109			G			T			0.76			0.00			0.76


			NC_010450.4			122040349			intergenic_region			RAP1GDS1-LOC102160109			G			A			0.77			0.00			0.77


			NC_010450.4			122040437			intergenic_region			RAP1GDS1-LOC102160109			C			T			0.80			0.00			0.80


			NC_010450.4			122040514			intergenic_region			RAP1GDS1-LOC102160109			A			T			0.79			0.00			0.79


			NC_010450.4			122040579			intergenic_region			RAP1GDS1-LOC102160109			G			C			0.78			0.00			0.78


			NC_010450.4			122040623			intergenic_region			RAP1GDS1-LOC102160109			C			A			0.77			0.00			0.77


			NC_010450.4			122040854			intergenic_region			RAP1GDS1-LOC102160109			C			T			0.76			0.03			0.73


			NC_010450.4			122040918			intergenic_region			RAP1GDS1-LOC102160109			T			C			0.74			0.03			0.71


			NC_010450.4			122040930			intergenic_region			RAP1GDS1-LOC102160109			C			T			0.74			0.03			0.71


			NC_010450.4			122040946			intergenic_region			RAP1GDS1-LOC102160109			G			T			0.78			0.03			0.75


			NC_010450.4			122041088			intergenic_region			RAP1GDS1-LOC102160109			C			T			0.71			0.03			0.68


			NC_010450.4			122041163			intergenic_region			RAP1GDS1-LOC102160109			A			C			0.91			0.03			0.88


			NC_010450.4			122041240			intergenic_region			RAP1GDS1-LOC102160109			G			C			0.77			0.03			0.74


			NC_010450.4			122041280			intergenic_region			RAP1GDS1-LOC102160109			T			C			0.76			0.03			0.73


			NC_010450.4			122041295			intergenic_region			RAP1GDS1-LOC102160109			A			G			0.75			0.03			0.72


			NC_010450.4			122041561			intergenic_region			RAP1GDS1-LOC102160109			A			C			0.74			0.03			0.71


			NC_010450.4			122041943			intergenic_region			RAP1GDS1-LOC102160109			C			G			0.59			0.00			0.59


			NC_010450.4			122041979			intergenic_region			RAP1GDS1-LOC102160109			A			G			0.88			0.03			0.85


			NC_010450.4			122041980			intergenic_region			RAP1GDS1-LOC102160109			T			C			0.88			0.03			0.85


			NC_010450.4			122042128			intergenic_region			RAP1GDS1-LOC102160109			T			C			0.75			0.03			0.72


			NC_010450.4			122042176			intergenic_region			RAP1GDS1-LOC102160109			C			T			0.82			0.03			0.79


			NC_010450.4			122042229			intergenic_region			RAP1GDS1-LOC102160109			C			T			0.88			0.00			0.88


			NC_010450.4			122042252			intergenic_region			RAP1GDS1-LOC102160109			C			T			0.84			0.00			0.84


			NC_010450.4			122042295			intergenic_region			RAP1GDS1-LOC102160109			A			G			0.84			0.00			0.84


			NC_010450.4			122042306			intergenic_region			RAP1GDS1-LOC102160109			G			T			0.90			0.03			0.87


			NC_010450.4			122042338			intergenic_region			RAP1GDS1-LOC102160109			C			T			0.90			0.03			0.87


			NC_010450.4			122042346			intergenic_region			RAP1GDS1-LOC102160109			C			T			0.90			0.03			0.87


			NC_010450.4			122042905			intergenic_region			RAP1GDS1-LOC102160109			A			G			0.71			0.03			0.68


			NC_010450.4			122042977			intergenic_region			RAP1GDS1-LOC102160109			C			T			0.76			0.03			0.73


			NC_010450.4			122042996			intergenic_region			RAP1GDS1-LOC102160109			G			C			0.88			0.03			0.85


			NC_010450.4			122043056			intergenic_region			RAP1GDS1-LOC102160109			G			A			0.73			0.03			0.70


			NC_010450.4			122043125			intergenic_region			RAP1GDS1-LOC102160109			T			C			0.81			0.03			0.78


			NC_010450.4			122043972			intergenic_region			RAP1GDS1-LOC102160109			C			T			0.81			0.00			0.81


			NC_010450.4			122044556			intergenic_region			RAP1GDS1-LOC102160109			G			A			0.89			0.00			0.89


			NC_010450.4			122044697			intergenic_region			RAP1GDS1-LOC102160109			A			G			0.90			0.03			0.87


			NC_010450.4			122044847			intergenic_region			RAP1GDS1-LOC102160109			A			T			0.90			0.03			0.87


			NC_010450.4			122045179			intergenic_region			RAP1GDS1-LOC102160109			A			C			0.89			0.03			0.86


			NC_010450.4			122045221			intergenic_region			RAP1GDS1-LOC102160109			T			C			0.90			0.03			0.87


			NC_010450.4			122045242			intergenic_region			RAP1GDS1-LOC102160109			G			A			0.83			0.03			0.80


			NC_010450.4			122045272			intergenic_region			RAP1GDS1-LOC102160109			T			C			0.85			0.03			0.82


			NC_010450.4			122045318			intergenic_region			RAP1GDS1-LOC102160109			T			A			0.82			0.03			0.79


			NC_010450.4			122045342			intergenic_region			RAP1GDS1-LOC102160109			C			T			0.79			0.03			0.76


			NC_010450.4			122045383			intergenic_region			RAP1GDS1-LOC102160109			A			G			0.78			0.03			0.75


			NC_010450.4			122045431			intergenic_region			RAP1GDS1-LOC102160109			A			G			0.86			0.00			0.86


			NC_010450.4			122045488			intergenic_region			RAP1GDS1-LOC102160109			A			G			0.89			0.00			0.89


			NC_010450.4			122045503			intergenic_region			RAP1GDS1-LOC102160109			T			C			0.72			0.00			0.72


			NC_010450.4			122045665			intergenic_region			RAP1GDS1-LOC102160109			A			C			0.58			0.00			0.58


			NC_010450.4			122045974			intergenic_region			RAP1GDS1-LOC102160109			T			C			0.55			0.00			0.55


			NC_010450.4			122046044			intergenic_region			RAP1GDS1-LOC102160109			C			G			0.91			0.03			0.88


			NC_010450.4			122046057			intergenic_region			RAP1GDS1-LOC102160109			T			C			0.91			0.03			0.88


			NC_010450.4			122046457			intergenic_region			RAP1GDS1-LOC102160109			A			G			0.61			0.00			0.61


			NC_010450.4			122046545			intergenic_region			RAP1GDS1-LOC102160109			G			A			0.57			0.00			0.57


			NC_010450.4			122046606			intergenic_region			RAP1GDS1-LOC102160109			A			G			0.63			0.00			0.63


			NC_010450.4			122046776			intergenic_region			RAP1GDS1-LOC102160109			G			A			0.62			0.00			0.62


			NC_010450.4			122046874			intergenic_region			RAP1GDS1-LOC102160109			T			C			0.87			0.03			0.84


			NC_010450.4			122046879			intergenic_region			RAP1GDS1-LOC102160109			G			A			0.59			0.00			0.59


			NC_010450.4			122046883			intergenic_region			RAP1GDS1-LOC102160109			T			C			0.59			0.00			0.59


			NC_010450.4			122047151			intergenic_region			RAP1GDS1-LOC102160109			G			A			0.57			0.00			0.57


			NC_010450.4			122047153			intergenic_region			RAP1GDS1-LOC102160109			T			C			0.83			0.00			0.83


			NC_010450.4			122047163			intergenic_region			RAP1GDS1-LOC102160109			T			C			0.56			0.00			0.56


			NC_010450.4			122047212			intergenic_region			RAP1GDS1-LOC102160109			T			C			0.90			0.04			0.86


			NC_010450.4			122047276			intergenic_region			RAP1GDS1-LOC102160109			C			T			0.90			0.03			0.87


			NC_010450.4			122047302			intergenic_region			RAP1GDS1-LOC102160109			C			T			0.57			0.00			0.57


			NC_010450.4			122047328			intergenic_region			RAP1GDS1-LOC102160109			T			A			0.90			0.03			0.87


			NC_010450.4			122047469			intergenic_region			RAP1GDS1-LOC102160109			A			G			0.61			0.00			0.61


			NC_010450.4			122047501			intergenic_region			RAP1GDS1-LOC102160109			T			C			0.93			0.03			0.90


			NC_010450.4			122047537			intergenic_region			RAP1GDS1-LOC102160109			C			T			0.60			0.00			0.60


			NC_010450.4			122047633			intergenic_region			RAP1GDS1-LOC102160109			T			C			0.91			0.03			0.88


			NC_010450.4			122047852			intergenic_region			RAP1GDS1-LOC102160109			G			A			0.92			0.03			0.89


			NC_010450.4			122047965			intergenic_region			RAP1GDS1-LOC102160109			A			G			0.90			0.03			0.87


			NC_010450.4			122047967			intergenic_region			RAP1GDS1-LOC102160109			G			A			0.90			0.03			0.87


			NC_010450.4			122048243			intergenic_region			RAP1GDS1-LOC102160109			T			C			0.90			0.00			0.90


			NC_010450.4			122048398			intergenic_region			RAP1GDS1-LOC102160109			A			C			0.90			0.03			0.87


			NC_010450.4			122048479			intergenic_region			RAP1GDS1-LOC102160109			T			C			0.95			0.03			0.92


			NC_010450.4			122048632			intergenic_region			RAP1GDS1-LOC102160109			C			T			0.88			0.00			0.88


			NC_010450.4			122048853			intergenic_region			RAP1GDS1-LOC102160109			A			G			0.92			0.03			0.89


			NC_010450.4			122048950			intergenic_region			RAP1GDS1-LOC102160109			C			T			0.90			0.00			0.90


			NC_010450.4			122048951			intergenic_region			RAP1GDS1-LOC102160109			A			G			0.90			0.00			0.90


			NC_010450.4			122049011			intergenic_region			RAP1GDS1-LOC102160109			A			G			0.60			0.00			0.60


			NC_010450.4			122049020			intergenic_region			RAP1GDS1-LOC102160109			T			C			0.92			0.03			0.89


			NC_010450.4			122049021			intergenic_region			RAP1GDS1-LOC102160109			G			A			0.92			0.03			0.89


			NC_010450.4			122049084			intergenic_region			RAP1GDS1-LOC102160109			G			A			0.59			0.00			0.59


			NC_010450.4			122049104			intergenic_region			RAP1GDS1-LOC102160109			T			G			0.90			0.03			0.87


			NC_010450.4			122049149			intergenic_region			RAP1GDS1-LOC102160109			G			A			0.91			0.03			0.88


			NC_010450.4			122049315			intergenic_region			RAP1GDS1-LOC102160109			A			G			0.58			0.00			0.58


			NC_010450.4			122049365			intergenic_region			RAP1GDS1-LOC102160109			C			T			0.88			0.03			0.85


			NC_010450.4			122050245			intergenic_region			RAP1GDS1-LOC102160109			C			T			0.89			0.05			0.84


			NC_010450.4			122050291			intergenic_region			RAP1GDS1-LOC102160109			T			G			0.91			0.03			0.88


			NC_010450.4			122050330			intergenic_region			RAP1GDS1-LOC102160109			C			T			0.91			0.03			0.88


			NC_010450.4			122050380			intergenic_region			RAP1GDS1-LOC102160109			C			T			0.60			0.00			0.60


			NC_010450.4			122050444			intergenic_region			RAP1GDS1-LOC102160109			A			G			0.59			0.00			0.59


			NC_010450.4			122050469			intergenic_region			RAP1GDS1-LOC102160109			A			G			0.61			0.00			0.61


			NC_010450.4			122050475			intergenic_region			RAP1GDS1-LOC102160109			A			T			0.61			0.00			0.61


			NC_010450.4			122050878			intergenic_region			RAP1GDS1-LOC102160109			C			T			0.88			0.03			0.85


			NC_010450.4			122050975			intergenic_region			RAP1GDS1-LOC102160109			C			T			0.59			0.00			0.59


			NC_010450.4			122050995			intergenic_region			RAP1GDS1-LOC102160109			G			A			0.88			0.00			0.88


			NC_010450.4			122051191			intergenic_region			RAP1GDS1-LOC102160109			C			T			0.59			0.00			0.59


			NC_010450.4			122051366			intergenic_region			RAP1GDS1-LOC102160109			A			G			0.58			0.00			0.58


			NC_010450.4			122051947			intergenic_region			RAP1GDS1-LOC102160109			G			A			0.62			0.00			0.62


			NC_010450.4			122052000			intergenic_region			RAP1GDS1-LOC102160109			T			C			0.64			0.00			0.64


			NC_010450.4			122052023			intergenic_region			RAP1GDS1-LOC102160109			T			C			0.61			0.00			0.61


			NC_010450.4			122052043			intergenic_region			RAP1GDS1-LOC102160109			T			A			0.66			0.00			0.66


			NC_010450.4			122052237			intergenic_region			RAP1GDS1-LOC102160109			A			G			0.62			0.00			0.62


			NC_010450.4			122052258			intergenic_region			RAP1GDS1-LOC102160109			C			A			0.66			0.00			0.66


			NC_010450.4			122052295			intergenic_region			RAP1GDS1-LOC102160109			C			T			0.59			0.00			0.59


			NC_010450.4			122052331			intergenic_region			RAP1GDS1-LOC102160109			A			T			0.66			0.00			0.66


			NC_010450.4			122052389			intergenic_region			RAP1GDS1-LOC102160109			T			C			0.55			0.00			0.55


			NC_010450.4			122052423			intergenic_region			RAP1GDS1-LOC102160109			C			T			0.56			0.00			0.56


			NC_010450.4			122052491			intergenic_region			RAP1GDS1-LOC102160109			C			T			0.56			0.00			0.56


			NC_010450.4			122052510			intergenic_region			RAP1GDS1-LOC102160109			T			C			0.58			0.00			0.58


			NC_010450.4			122052524			intergenic_region			RAP1GDS1-LOC102160109			G			C			0.55			0.00			0.55


			NC_010450.4			122052539			intergenic_region			RAP1GDS1-LOC102160109			T			C			0.51			0.00			0.51


			NC_010450.4			122052541			intergenic_region			RAP1GDS1-LOC102160109			G			A			0.51			0.00			0.51


			NC_010450.4			122052560			intergenic_region			RAP1GDS1-LOC102160109			T			C			0.54			0.00			0.54


			NC_010450.4			122052564			intergenic_region			RAP1GDS1-LOC102160109			T			C			0.54			0.00			0.54


			NC_010450.4			122052738			intergenic_region			RAP1GDS1-LOC102160109			T			C			0.82			0.00			0.82


			NC_010450.4			122052739			intergenic_region			RAP1GDS1-LOC102160109			G			A			0.82			0.00			0.82


			NC_010450.4			122052879			intergenic_region			RAP1GDS1-LOC102160109			T			G			0.89			0.03			0.86


			NC_010450.4			122053184			intergenic_region			RAP1GDS1-LOC102160109			G			A			0.90			0.03			0.87


			NC_010450.4			122053346			intergenic_region			RAP1GDS1-LOC102160109			G			C			0.91			0.03			0.88


			NC_010450.4			122053575			intergenic_region			RAP1GDS1-LOC102160109			A			G			0.91			0.03			0.88


			NC_010450.4			122053642			intergenic_region			RAP1GDS1-LOC102160109			A			G			0.93			0.03			0.90


			NC_010450.4			122053697			intergenic_region			RAP1GDS1-LOC102160109			A			G			0.91			0.03			0.88


			NC_010450.4			122053749			intergenic_region			RAP1GDS1-LOC102160109			G			A			0.91			0.00			0.91


			NC_010450.4			122053817			intergenic_region			RAP1GDS1-LOC102160109			A			G			0.67			0.03			0.64


			NC_010450.4			122054110			intergenic_region			RAP1GDS1-LOC102160109			A			C			0.91			0.00			0.91


			NC_010450.4			122054160			intergenic_region			RAP1GDS1-LOC102160109			A			G			0.66			0.00			0.66


			NC_010450.4			122054176			intergenic_region			RAP1GDS1-LOC102160109			G			A			0.65			0.00			0.65


			NC_010450.4			122054192			intergenic_region			RAP1GDS1-LOC102160109			A			G			0.88			0.00			0.88


			NC_010450.4			122054318			intergenic_region			RAP1GDS1-LOC102160109			A			G			0.90			0.03			0.87


			NC_010450.4			122054418			intergenic_region			RAP1GDS1-LOC102160109			T			G			0.92			0.03			0.89


			NC_010450.4			122054435			intergenic_region			RAP1GDS1-LOC102160109			A			T			0.64			0.03			0.61


			NC_010450.4			122055030			intergenic_region			RAP1GDS1-LOC102160109			C			T			0.66			0.03			0.63


			NC_010450.4			122055169			intergenic_region			RAP1GDS1-LOC102160109			T			C			0.63			0.06			0.57


			NC_010450.4			122055255			intergenic_region			RAP1GDS1-LOC102160109			C			A			0.91			0.00			0.91


			NC_010450.4			122055283			intergenic_region			RAP1GDS1-LOC102160109			C			T			0.61			0.03			0.58


			NC_010450.4			122055297			intergenic_region			RAP1GDS1-LOC102160109			C			T			0.54			0.03			0.51


			NC_010450.4			122055424			intergenic_region			RAP1GDS1-LOC102160109			G			A			0.91			0.03			0.88


			NC_010450.4			122055493			intergenic_region			RAP1GDS1-LOC102160109			A			G			0.66			0.03			0.63


			NC_010450.4			122055624			intergenic_region			RAP1GDS1-LOC102160109			G			A			0.90			0.03			0.87


			NC_010450.4			122055809			intergenic_region			RAP1GDS1-LOC102160109			G			A			0.93			0.00			0.93


			NC_010450.4			122055893			intergenic_region			RAP1GDS1-LOC102160109			T			C			0.66			0.00			0.66


			NC_010450.4			122055992			intergenic_region			RAP1GDS1-LOC102160109			T			G			0.72			0.00			0.72


			NC_010450.4			122056259			intergenic_region			RAP1GDS1-LOC102160109			G			C			0.92			0.05			0.87


			NC_010450.4			122056718			intergenic_region			RAP1GDS1-LOC102160109			T			C			0.71			0.00			0.71


			NC_010450.4			122056764			intergenic_region			RAP1GDS1-LOC102160109			G			A			0.71			0.00			0.71


			NC_010450.4			122056773			intergenic_region			RAP1GDS1-LOC102160109			T			C			0.73			0.00			0.73


			NC_010450.4			122056827			intergenic_region			RAP1GDS1-LOC102160109			A			T			0.93			0.00			0.93


			NC_010450.4			122056850			intergenic_region			RAP1GDS1-LOC102160109			G			A			0.94			0.00			0.94


			NC_010450.4			122056912			intergenic_region			RAP1GDS1-LOC102160109			T			C			0.93			0.00			0.93


			NC_010450.4			122056922			intergenic_region			RAP1GDS1-LOC102160109			G			T			0.87			0.00			0.87


			NC_010450.4			122057275			intergenic_region			RAP1GDS1-LOC102160109			C			A			0.90			0.00			0.90


			NC_010450.4			122057681			intergenic_region			RAP1GDS1-LOC102160109			C			A			0.90			0.00			0.90


			NC_010450.4			122057842			intergenic_region			RAP1GDS1-LOC102160109			A			G			0.57			0.03			0.54


			NC_010450.4			122057846			intergenic_region			RAP1GDS1-LOC102160109			C			T			0.57			0.03			0.54


			NC_010450.4			122057906			intergenic_region			RAP1GDS1-LOC102160109			C			T			0.56			0.03			0.53


			NC_010450.4			122057953			intergenic_region			RAP1GDS1-LOC102160109			A			G			0.56			0.03			0.53


			NC_010450.4			122058014			intergenic_region			RAP1GDS1-LOC102160109			A			G			0.57			0.03			0.54


			NC_010450.4			122058015			intergenic_region			RAP1GDS1-LOC102160109			T			C			0.57			0.03			0.54


			NC_010450.4			122058115			intergenic_region			RAP1GDS1-LOC102160109			C			T			0.78			0.03			0.75


			NC_010450.4			122058258			intergenic_region			RAP1GDS1-LOC102160109			T			C			0.90			0.03			0.87


			NC_010450.4			122058263			intergenic_region			RAP1GDS1-LOC102160109			A			C			0.90			0.03			0.87


			NC_010450.4			122058671			intergenic_region			RAP1GDS1-LOC102160109			G			A			0.93			0.00			0.93


			NC_010450.4			122058691			intergenic_region			RAP1GDS1-LOC102160109			A			G			0.93			0.00			0.93


			NC_010450.4			122058726			intergenic_region			RAP1GDS1-LOC102160109			C			T			0.73			0.00			0.73


			NC_010450.4			122059121			intergenic_region			RAP1GDS1-LOC102160109			A			G			0.51			0.00			0.51


			NC_010450.4			122060436			intergenic_region			RAP1GDS1-LOC102160109			G			T			0.55			0.03			0.52


			NC_010450.4			122060452			intergenic_region			RAP1GDS1-LOC102160109			G			A			0.55			0.03			0.52


			NC_010450.4			122060720			intergenic_region			RAP1GDS1-LOC102160109			T			C			0.90			0.00			0.90


			NC_010450.4			122060721			intergenic_region			RAP1GDS1-LOC102160109			G			A			0.90			0.00			0.90


			NC_010450.4			122061531			intergenic_region			RAP1GDS1-LOC102160109			C			G			0.72			0.00			0.72


			NC_010450.4			122061830			intergenic_region			RAP1GDS1-LOC102160109			A			G			0.59			0.00			0.59


			NC_010450.4			122062087			intergenic_region			RAP1GDS1-LOC102160109			T			G			0.51			0.00			0.51


			NC_010450.4			122062109			intergenic_region			RAP1GDS1-LOC102160109			A			G			0.88			0.03			0.85


			NC_010450.4			122062133			intergenic_region			RAP1GDS1-LOC102160109			G			A			0.54			0.00			0.54


			NC_010450.4			122062183			intergenic_region			RAP1GDS1-LOC102160109			T			C			0.88			0.03			0.85


			NC_010450.4			122062197			intergenic_region			RAP1GDS1-LOC102160109			A			T			0.51			0.00			0.51


			NC_010450.4			122062370			intergenic_region			RAP1GDS1-LOC102160109			C			T			0.93			0.03			0.90


			NC_010450.4			122062440			intergenic_region			RAP1GDS1-LOC102160109			A			T			0.95			0.05			0.90


			NC_010450.4			122062684			intergenic_region			RAP1GDS1-LOC102160109			T			C			0.65			0.00			0.65


			NC_010450.4			122062726			intergenic_region			RAP1GDS1-LOC102160109			A			C			0.66			0.00			0.66


			NC_010450.4			122062780			intergenic_region			RAP1GDS1-LOC102160109			A			G			0.64			0.05			0.59


			NC_010450.4			122062892			intergenic_region			RAP1GDS1-LOC102160109			G			A			0.90			0.00			0.90


			NC_010450.4			122063090			intergenic_region			RAP1GDS1-LOC102160109			C			T			0.65			0.03			0.62


			NC_010450.4			122063109			intergenic_region			RAP1GDS1-LOC102160109			T			C			0.64			0.03			0.61


			NC_010450.4			122063171			intergenic_region			RAP1GDS1-LOC102160109			T			C			0.64			0.03			0.61


			NC_010450.4			122063234			intergenic_region			RAP1GDS1-LOC102160109			A			G			0.63			0.00			0.63


			NC_010450.4			122063352			intergenic_region			RAP1GDS1-LOC102160109			G			T			0.88			0.00			0.88


			NC_010450.4			122063818			intergenic_region			RAP1GDS1-LOC102160109			C			T			0.88			0.03			0.85


			NC_010450.4			122063878			intergenic_region			RAP1GDS1-LOC102160109			A			G			0.92			0.03			0.89


			NC_010450.4			122063928			intergenic_region			RAP1GDS1-LOC102160109			G			C			0.91			0.03			0.88


			NC_010450.4			122064107			intergenic_region			RAP1GDS1-LOC102160109			G			A			0.91			0.00			0.91


			NC_010450.4			122064254			intergenic_region			RAP1GDS1-LOC102160109			A			G			0.91			0.00			0.91


			NC_010450.4			122064261			intergenic_region			RAP1GDS1-LOC102160109			C			T			0.63			0.00			0.63


			NC_010450.4			122064446			intergenic_region			RAP1GDS1-LOC102160109			T			C			0.90			0.03			0.87


			NC_010450.4			122064673			intergenic_region			RAP1GDS1-LOC102160109			A			T			0.91			0.03			0.88


			NC_010450.4			122064728			intergenic_region			RAP1GDS1-LOC102160109			A			G			0.67			0.03			0.64


			NC_010450.4			122064765			intergenic_region			RAP1GDS1-LOC102160109			G			A			0.68			0.03			0.65


			NC_010450.4			122064956			intergenic_region			RAP1GDS1-LOC102160109			A			G			0.91			0.03			0.88


			NC_010450.4			122065435			intergenic_region			RAP1GDS1-LOC102160109			A			G			0.77			0.00			0.77


			NC_010450.4			122065531			intergenic_region			RAP1GDS1-LOC102160109			T			C			0.90			0.00			0.90


			NC_010450.4			122065638			intergenic_region			RAP1GDS1-LOC102160109			G			A			0.90			0.03			0.87


			NC_010450.4			122065991			intergenic_region			RAP1GDS1-LOC102160109			T			G			0.84			0.03			0.81


			NC_010450.4			122066007			intergenic_region			RAP1GDS1-LOC102160109			A			G			0.81			0.03			0.78


			NC_010450.4			122066175			intergenic_region			RAP1GDS1-LOC102160109			A			G			0.79			0.03			0.76


			NC_010450.4			122066267			intergenic_region			RAP1GDS1-LOC102160109			C			T			0.80			0.03			0.77


			NC_010450.4			122066282			intergenic_region			RAP1GDS1-LOC102160109			T			C			0.81			0.03			0.78


			NC_010450.4			122066322			intergenic_region			RAP1GDS1-LOC102160109			C			T			0.78			0.03			0.75


			NC_010450.4			122066973			intergenic_region			RAP1GDS1-LOC102160109			G			C			0.90			0.03			0.87


			NC_010450.4			122067027			intergenic_region			RAP1GDS1-LOC102160109			T			C			0.89			0.05			0.84


			NC_010450.4			122067032			intergenic_region			RAP1GDS1-LOC102160109			G			A			0.89			0.05			0.84


			NC_010450.4			122067101			intergenic_region			RAP1GDS1-LOC102160109			A			G			0.86			0.00			0.86


			NC_010450.4			122067144			intergenic_region			RAP1GDS1-LOC102160109			A			G			0.85			0.00			0.85


			NC_010450.4			122067471			intergenic_region			RAP1GDS1-LOC102160109			A			G			0.90			0.05			0.85


			NC_010450.4			122067517			intergenic_region			RAP1GDS1-LOC102160109			C			T			0.90			0.05			0.85


			NC_010450.4			122067612			intergenic_region			RAP1GDS1-LOC102160109			C			T			0.88			0.00			0.88


			NC_010450.4			122067636			intergenic_region			RAP1GDS1-LOC102160109			C			T			0.87			0.00			0.87


			NC_010450.4			122067637			intergenic_region			RAP1GDS1-LOC102160109			A			C			0.87			0.00			0.87


			NC_010450.4			122067708			intergenic_region			RAP1GDS1-LOC102160109			G			A			0.90			0.00			0.90


			NC_010450.4			122067753			intergenic_region			RAP1GDS1-LOC102160109			T			C			0.90			0.03			0.87


			NC_010450.4			122067903			intergenic_region			RAP1GDS1-LOC102160109			A			C			0.91			0.03			0.88


			NC_010450.4			122067980			intergenic_region			RAP1GDS1-LOC102160109			A			G			0.91			0.03			0.88


			NC_010450.4			122068051			intergenic_region			RAP1GDS1-LOC102160109			T			A			0.92			0.03			0.89


			NC_010450.4			122068114			intergenic_region			RAP1GDS1-LOC102160109			C			T			0.92			0.03			0.89


			NC_010450.4			122068141			intergenic_region			RAP1GDS1-LOC102160109			G			A			0.91			0.03			0.88


			NC_010450.4			122068156			intergenic_region			RAP1GDS1-LOC102160109			T			C			0.89			0.03			0.86


			NC_010450.4			122068189			intergenic_region			RAP1GDS1-LOC102160109			A			G			0.91			0.03			0.88


			NC_010450.4			122068297			intergenic_region			RAP1GDS1-LOC102160109			T			C			0.89			0.03			0.86


			NC_010450.4			122068411			intergenic_region			RAP1GDS1-LOC102160109			C			G			0.87			0.03			0.84


			NC_010450.4			122068564			intergenic_region			RAP1GDS1-LOC102160109			A			G			0.89			0.03			0.86


			NC_010450.4			122068605			intergenic_region			RAP1GDS1-LOC102160109			T			C			0.70			0.05			0.65


			NC_010450.4			122068982			intergenic_region			RAP1GDS1-LOC102160109			T			C			0.91			0.03			0.88


			NC_010450.4			122069099			intergenic_region			RAP1GDS1-LOC102160109			G			A			0.92			0.03			0.89


			NC_010450.4			122069136			intergenic_region			RAP1GDS1-LOC102160109			T			C			0.92			0.03			0.89


			NC_010450.4			122069222			intergenic_region			RAP1GDS1-LOC102160109			A			G			0.92			0.03			0.89


			NC_010450.4			122069337			intergenic_region			RAP1GDS1-LOC102160109			T			C			0.92			0.03			0.89


			NC_010450.4			122069603			intergenic_region			RAP1GDS1-LOC102160109			C			T			0.91			0.03			0.88


			NC_010450.4			122071409			intergenic_region			RAP1GDS1-LOC102160109			A			C			0.60			0.05			0.55


			NC_010450.4			122072362			intergenic_region			RAP1GDS1-LOC102160109			G			A			0.88			0.03			0.85


			NC_010450.4			122072428			intergenic_region			RAP1GDS1-LOC102160109			G			A			0.91			0.03			0.88


			NC_010450.4			122072463			intergenic_region			RAP1GDS1-LOC102160109			C			T			0.88			0.03			0.85


			NC_010450.4			122072471			intergenic_region			RAP1GDS1-LOC102160109			T			C			0.87			0.03			0.84


			NC_010450.4			122072475			intergenic_region			RAP1GDS1-LOC102160109			C			T			0.87			0.03			0.84


			NC_010450.4			122072724			intergenic_region			RAP1GDS1-LOC102160109			A			C			0.89			0.05			0.84


			NC_010450.4			122072961			intergenic_region			RAP1GDS1-LOC102160109			G			A			0.90			0.00			0.90


			NC_010450.4			122073055			intergenic_region			RAP1GDS1-LOC102160109			G			A			0.91			0.03			0.88


			NC_010450.4			122073138			intergenic_region			RAP1GDS1-LOC102160109			C			T			0.91			0.03			0.88


			NC_010450.4			122073141			intergenic_region			RAP1GDS1-LOC102160109			G			T			0.91			0.03			0.88


			NC_010450.4			122073250			intergenic_region			RAP1GDS1-LOC102160109			C			T			0.91			0.03			0.88


			NC_010450.4			122073265			intergenic_region			RAP1GDS1-LOC102160109			A			G			0.91			0.03			0.88


			NC_010450.4			122073362			intergenic_region			RAP1GDS1-LOC102160109			T			C			0.60			0.00			0.60


			NC_010450.4			122073422			intergenic_region			RAP1GDS1-LOC102160109			A			G			0.89			0.03			0.86


			NC_010450.4			122073538			intergenic_region			RAP1GDS1-LOC102160109			G			T			0.58			0.00			0.58


			NC_010450.4			122073558			intergenic_region			RAP1GDS1-LOC102160109			G			C			0.56			0.00			0.56


			NC_010450.4			122073720			intergenic_region			RAP1GDS1-LOC102160109			T			C			0.57			0.03			0.54


			NC_010450.4			122073810			intergenic_region			RAP1GDS1-LOC102160109			T			G			0.57			0.03			0.54


			NC_010450.4			122073863			intergenic_region			RAP1GDS1-LOC102160109			G			A			0.56			0.03			0.53


			NC_010450.4			122074221			intergenic_region			RAP1GDS1-LOC102160109			T			C			0.58			0.03			0.55


			NC_010450.4			122074564			intergenic_region			RAP1GDS1-LOC102160109			C			T			0.56			0.00			0.56


			NC_010450.4			122074616			intergenic_region			RAP1GDS1-LOC102160109			G			A			0.57			0.00			0.57


			NC_010450.4			122076282			intergenic_region			RAP1GDS1-LOC102160109			G			A			0.78			0.03			0.75


			NC_010450.4			122076292			intergenic_region			RAP1GDS1-LOC102160109			T			C			0.80			0.00			0.80


			NC_010450.4			122076485			intergenic_region			RAP1GDS1-LOC102160109			G			A			0.79			0.00			0.79


			NC_010450.4			122076545			intergenic_region			RAP1GDS1-LOC102160109			T			C			0.77			0.00			0.77


			NC_010450.4			122076552			intergenic_region			RAP1GDS1-LOC102160109			G			T			0.77			0.00			0.77


			NC_010450.4			122076586			intergenic_region			RAP1GDS1-LOC102160109			T			A			0.73			0.05			0.68


			NC_010450.4			122076593			intergenic_region			RAP1GDS1-LOC102160109			T			C			0.72			0.05			0.67


			NC_010450.4			122076826			intergenic_region			RAP1GDS1-LOC102160109			A			G			0.76			0.05			0.71


			NC_010450.4			122076904			intergenic_region			RAP1GDS1-LOC102160109			C			T			0.78			0.05			0.73


			NC_010450.4			122077006			intergenic_region			RAP1GDS1-LOC102160109			G			A			0.79			0.05			0.74


			NC_010450.4			122077027			intergenic_region			RAP1GDS1-LOC102160109			G			A			0.80			0.05			0.75


			NC_010450.4			122077035			intergenic_region			RAP1GDS1-LOC102160109			T			C			0.81			0.05			0.76


			NC_010450.4			122077193			intergenic_region			RAP1GDS1-LOC102160109			C			T			0.90			0.00			0.90


			NC_010450.4			122077203			intergenic_region			RAP1GDS1-LOC102160109			A			G			0.53			0.00			0.53


			NC_010450.4			122077382			intergenic_region			RAP1GDS1-LOC102160109			T			C			0.89			0.03			0.86


			NC_010450.4			122077427			intergenic_region			RAP1GDS1-LOC102160109			T			C			0.53			0.00			0.53


			NC_010450.4			122077572			intergenic_region			RAP1GDS1-LOC102160109			A			G			0.65			0.00			0.65


			NC_010450.4			122077597			intergenic_region			RAP1GDS1-LOC102160109			A			G			0.95			0.00			0.95


			NC_010451.4			64343821			intron_variant			ATP2B4			A			G			0.88			0.32			0.56


			NC_010451.4			64344186			intron_variant			ATP2B4			A			T			0.70			0.18			0.52


			NC_010451.4			64344596			intron_variant			ATP2B4			G			C			0.66			0.00			0.66


			NC_010451.4			64345929			intron_variant			ATP2B4			C			T			0.85			0.18			0.67


			NC_010451.4			64346315			intron_variant			ATP2B4			G			C			0.76			0.18			0.58


			NC_010451.4			64358897			intron_variant			ATP2B4			A			G			0.88			0.35			0.53


			NC_010451.4			64359976			intron_variant			ATP2B4			C			T			0.89			0.39			0.50


			NC_010451.4			64359987			intron_variant			ATP2B4			C			T			0.89			0.39			0.50


			NC_010451.4			64360104			intron_variant			ATP2B4			C			G			0.91			0.38			0.53


			NC_010451.4			64360125			intron_variant			ATP2B4			C			T			0.88			0.38			0.50


			NC_010451.4			64360175			intron_variant			ATP2B4			G			A			0.92			0.38			0.54


			NC_010451.4			64360189			intron_variant			ATP2B4			T			C			0.92			0.38			0.54


			NC_010451.4			64360608			intron_variant			ATP2B4			T			C			0.90			0.34			0.56


			NC_010451.4			64360609			intron_variant			ATP2B4			T			C			0.90			0.34			0.56


			NC_010451.4			64361079			intron_variant			ATP2B4			C			T			0.90			0.39			0.51


			NC_010451.4			64366063			intron_variant			ATP2B4			A			G			0.90			0.39			0.51


			NC_010451.4			64368628			intron_variant			ATP2B4			A			G			0.89			0.38			0.51


			NC_010451.4			64374357			intron_variant			ATP2B4			A			G			0.91			0.36			0.55


			NC_010451.4			64374981			intron_variant			ATP2B4			T			C			0.54			0.00			0.54


			NC_010451.4			64375012			intron_variant			ATP2B4			T			C			0.93			0.39			0.54


			NC_010451.4			64375320			intron_variant			ATP2B4			T			A			0.54			0.00			0.54


			NC_010451.4			64375590			intron_variant			ATP2B4			T			A			0.54			0.00			0.54


			NC_010451.4			64375669			intron_variant			ATP2B4			C			T			0.53			0.00			0.53


			NC_010451.4			64376347			intron_variant			ATP2B4			G			A			0.53			0.00			0.53


			NC_010451.4			64377209			intron_variant			ATP2B4			G			A			0.92			0.42			0.50


			NC_010451.4			64379691			intron_variant			ATP2B4			A			C			0.88			0.34			0.54


			NC_010451.4			64380678			intron_variant			ATP2B4			C			A			0.90			0.39			0.51


			NC_010451.4			64382681			intron_variant			ATP2B4			A			G			0.91			0.28			0.63


			NC_010451.4			64389351			intron_variant			ATP2B4			G			A			0.71			0.00			0.71


			NC_010451.4			64390160			intron_variant			ATP2B4			T			G			0.79			0.29			0.50


			NC_010451.4			64394256			intron_variant			ATP2B4			C			T			0.74			0.00			0.74


			NC_010451.4			64394459			intron_variant			ATP2B4			T			C			0.64			0.00			0.64


			NC_010451.4			64395892			intron_variant			ATP2B4			T			C			0.64			0.00			0.64


			NC_010451.4			64395947			intron_variant			ATP2B4			C			G			0.78			0.00			0.78


			NC_010451.4			64397240			intron_variant			ATP2B4			A			G			0.77			0.00			0.77


			NC_010451.4			64397411			intron_variant			ATP2B4			T			A			0.53			0.00			0.53


			NC_010451.4			64397687			intron_variant			ATP2B4			T			C			0.81			0.25			0.56


			NC_010451.4			64398142			intron_variant			ATP2B4			A			G			0.58			0.00			0.58


			NC_010451.4			64398602			intron_variant			ATP2B4			G			A			0.56			0.00			0.56


			NC_010451.4			64398811			intron_variant			ATP2B4			T			G			0.55			0.00			0.55


			NC_010451.4			64403684			intron_variant			ATP2B4			C			A			0.43			0.95			0.52


			NC_010451.4			64419424			intron_variant			ATP2B4			G			A			0.52			0.00			0.52


			NC_010451.4			64431182			intron_variant			ATP2B4			G			C			0.94			0.42			0.52


			NC_010451.4			64447570			intergenic_region			ATP2B4-LAX1			T			C			0.92			0.42			0.50


			NC_010451.4			64449776			intergenic_region			ATP2B4-LAX1			C			G			0.92			0.36			0.56


			NC_010451.4			64454909			intergenic_region			ATP2B4-LAX1			A			G			0.78			0.00			0.78


			NC_010451.4			64455205			intergenic_region			ATP2B4-LAX1			T			C			0.77			0.15			0.62


			NC_010451.4			64459203			intergenic_region			ATP2B4-LAX1			C			*			0.11			0.65			0.54


			NC_010454.4			16773804			upstream_gene_variant			MYL4			G			T			0.57			0.00			0.57


			NC_010454.4			16773847			upstream_gene_variant			MYL4			C			A			0.63			0.00			0.63


			NC_010454.4			16773925			upstream_gene_variant			MYL4			C			A			0.70			0.00			0.70


			NC_010454.4			16773937			upstream_gene_variant			MYL4			C			A			0.69			0.00			0.69


			NC_010454.4			16774101			upstream_gene_variant			MYL4			A			G			0.98			0.47			0.51


			NC_010454.4			16774380			upstream_gene_variant			MYL4			C			G			0.73			0.00			0.73


			NC_010454.4			16774564			upstream_gene_variant			MYL4			G			A			0.79			0.00			0.79


			NC_010454.4			16774568			upstream_gene_variant			MYL4			T			G			0.79			0.00			0.79


			NC_010454.4			16774572			upstream_gene_variant			MYL4			G			A			0.93			0.00			0.93


			NC_010454.4			16775011			upstream_gene_variant			MYL4			C			T			0.00			0.50			0.50


			NC_010454.4			16775101			upstream_gene_variant			MYL4			G			A			0.05			0.58			0.53


			NC_010454.4			16775966			intron_variant			MYL4			G			A			0.01			0.58			0.57


			NC_010454.4			16776945			intron_variant			MYL4			C			A			0.00			0.55			0.55


			NC_010454.4			16777014			intron_variant			MYL4			G			A			0.01			0.55			0.54


			NC_010454.4			16778383			intron_variant			MYL4			G			A			0.53			0.03			0.50


			NC_010454.4			16779667			5_prime_UTR_variant			MYL4			A			G			0.92			0.41			0.51


			NC_010454.4			16779867			upstream_gene_variant			MYL4			G			A			0.00			0.50			0.50


			NC_010454.4			16791341			intron_variant			MYL4			C			G			0.98			0.47			0.51


			NC_010454.4			16793814			intergenic_region			MYL4-CDC27			T			C			0.93			0.32			0.61


			NC_010454.4			16793822			intergenic_region			MYL4-CDC27			T			G			0.96			0.28			0.68


			NC_010454.4			16794239			intergenic_region			MYL4-CDC27			G			A			0.95			0.28			0.67


			NC_010454.4			16796340			intergenic_region			MYL4-CDC27			G			A			0.63			0.00			0.63


			NC_010454.4			16796364			intergenic_region			MYL4-CDC27			A			G			0.65			0.00			0.65


			NC_010454.4			16796395			intergenic_region			MYL4-CDC27			A			G			0.65			0.00			0.65


			NC_010454.4			16796560			intergenic_region			MYL4-CDC27			T			G			0.62			0.00			0.62


			NC_010454.4			16796723			intergenic_region			MYL4-CDC27			A			G			0.66			0.00			0.66


			NC_010454.4			16796738			intergenic_region			MYL4-CDC27			C			T			0.66			0.00			0.66


			NC_010454.4			16796748			intergenic_region			MYL4-CDC27			T			C			0.66			0.00			0.66


			NC_010454.4			16796810			intergenic_region			MYL4-CDC27			A			C			0.60			0.00			0.60


			NC_010454.4			16796981			intergenic_region			MYL4-CDC27			C			T			0.60			0.00			0.60


			NC_010454.4			16797008			intergenic_region			MYL4-CDC27			A			G			0.56			0.00			0.56


			NC_010454.4			16797029			intergenic_region			MYL4-CDC27			G			A			0.53			0.00			0.53


			NC_010454.4			16797058			intergenic_region			MYL4-CDC27			A			G			0.56			0.00			0.56


			NC_010454.4			16797121			intergenic_region			MYL4-CDC27			T			C			0.60			0.00			0.60


			NC_010454.4			16797171			intergenic_region			MYL4-CDC27			A			G			0.64			0.00			0.64


			NC_010454.4			16797292			intergenic_region			MYL4-CDC27			A			G			0.63			0.00			0.63


			NC_010454.4			16797369			intergenic_region			MYL4-CDC27			G			T			0.61			0.00			0.61


			NC_010454.4			16797411			intergenic_region			MYL4-CDC27			T			C			0.61			0.00			0.61


			NC_010454.4			16797445			intergenic_region			MYL4-CDC27			C			T			0.65			0.00			0.65


			NC_010454.4			16797551			intergenic_region			MYL4-CDC27			T			C			0.61			0.00			0.61


			NC_010454.4			16797638			intergenic_region			MYL4-CDC27			A			G			0.58			0.00			0.58


			NC_010454.4			16798246			intergenic_region			MYL4-CDC27			G			A			0.62			0.00			0.62


			NC_010454.4			16799072			intergenic_region			MYL4-CDC27			G			A			0.51			0.00			0.51


			NC_010454.4			16801135			intergenic_region			MYL4-CDC27			G			A			0.71			0.08			0.63


			NC_010454.4			16801148			intergenic_region			MYL4-CDC27			T			C			0.69			0.08			0.61


			NC_010454.4			16801168			intergenic_region			MYL4-CDC27			G			A			0.69			0.08			0.61


			NC_010454.4			20041385			upstream_gene_variant			BECN1			G			T			0.69			0.03			0.66


			NC_010454.4			20041538			upstream_gene_variant			BECN1			A			G			0.62			0.03			0.59


			NC_010454.4			20041545			upstream_gene_variant			BECN1			A			T			0.64			0.03			0.61


			NC_010454.4			20042253			intron_variant			BECN1			G			C			0.94			0.21			0.73


			NC_010454.4			20044473			intron_variant			BECN1			G			A			0.87			0.21			0.66


			NC_010454.4			20044563			intron_variant			BECN1			T			C			0.89			0.28			0.61


			NC_010454.4			20045056			intron_variant			BECN1			A			G			0.82			0.19			0.63


			NC_010454.4			20045785			intron_variant			BECN1			A			G			0.93			0.32			0.61


			NC_010454.4			20045816			intron_variant			BECN1			C			A			0.81			0.26			0.55


			NC_010454.4			20045833			intron_variant			BECN1			G			A			0.81			0.26			0.55


			NC_010454.4			20045919			intron_variant			BECN1			G			A			0.92			0.34			0.58


			NC_010454.4			20046326			intron_variant			BECN1			A			C			0.93			0.34			0.59


			NC_010454.4			20046333			intron_variant			BECN1			A			T			0.95			0.34			0.61


			NC_010454.4			20046453			intron_variant			BECN1			T			C			0.93			0.34			0.59


			NC_010454.4			20046473			intron_variant			BECN1			C			T			0.66			0.03			0.63


			NC_010454.4			20047044			intron_variant			BECN1			C			T			0.51			0.00			0.51


			NC_010454.4			20048373			intron_variant			BECN1			A			G			0.93			0.34			0.59


			NC_010454.4			20051909			intron_variant			BECN1			T			C			0.86			0.26			0.60


			NC_010454.4			20052299			intron_variant			BECN1			T			C			0.96			0.32			0.64


			NC_010454.4			22651795			3_prime_UTR_variant			TCAP			C			T			0.95			0.19			0.76


			NC_010454.4			22653233			upstream_gene_variant			TCAP			C			T			0.51			0.00			0.51


			NC_010454.4			22653495			upstream_gene_variant			TCAP			T			C			0.85			0.24			0.61


			NC_010455.5			29731123			intron_variant			MYL3			A			G			0.60			0.03			0.57


			NC_010455.5			29731236			intron_variant			MYL3			A			G			0.56			0.03			0.53


			NC_010455.5			29731425			intron_variant			MYL3			T			A			0.56			0.03			0.53


			NC_010455.5			29731572			intron_variant			MYL3			C			T			0.55			0.03			0.52


			NC_010455.5			29731685			intron_variant			MYL3			G			A			0.56			0.00			0.56


			NC_010455.5			29731715			intron_variant			MYL3			G			C			0.51			0.00			0.51


			NC_010455.5			29731716			intron_variant			MYL3			A			T			0.51			0.00			0.51


			NC_010455.5			29731775			intron_variant			MYL3			A			T			0.64			0.03			0.61


			NC_010455.5			29731838			intron_variant			MYL3			C			T			0.62			0.03			0.59


			NC_010455.5			29732366			intron_variant			MYL3			C			T			0.59			0.03			0.56


			NC_010455.5			29732588			intron_variant			MYL3			T			C			0.81			0.21			0.60


			NC_010455.5			29735056			intron_variant			MYL3			C			G			0.21			0.76			0.55


			NC_010455.5			29735086			intron_variant			MYL3			C			T			0.20			0.76			0.56


			NC_010455.5			29735102			intron_variant			MYL3			T			C			0.20			0.72			0.52


			NC_010455.5			29735252			intron_variant			MYL3			T			C			0.17			0.81			0.64


			NC_010455.5			29735611			5_prime_UTR_variant			MYL3			T			C			0.15			0.76			0.61


			NC_010455.5			29735892			upstream_gene_variant			MYL3			G			A			0.18			0.75			0.57


			NC_010455.5			29735927			upstream_gene_variant			MYL3			T			C			0.20			0.75			0.55


			NC_010455.5			29735937			upstream_gene_variant			MYL3			G			A			0.70			0.03			0.67


			NC_010455.5			29735991			upstream_gene_variant			MYL3			T			C			0.76			0.24			0.52


			NC_010455.5			29736140			upstream_gene_variant			MYL3			T			A			0.23			0.74			0.51


			NC_010455.5			29736180			upstream_gene_variant			MYL3			A			G			0.26			0.78			0.52


			NC_010455.5			29736320			upstream_gene_variant			MYL3			G			A			0.18			0.72			0.54


			NC_010455.5			29736440			upstream_gene_variant			MYL3			C			A			0.20			0.72			0.52


			NC_010455.5			29736485			upstream_gene_variant			MYL3			G			A			0.69			0.19			0.50


			NC_010455.5			29736698			intergenic_region			MYL3-PTH1R			T			C			0.20			0.75			0.55


			NC_010455.5			29736999			intergenic_region			MYL3-PTH1R			T			C			0.71			0.21			0.50


			NC_010455.5			29737513			intergenic_region			MYL3-PTH1R			A			T			0.22			0.75			0.53


			NC_010455.5			29737637			intergenic_region			MYL3-PTH1R			G			A			0.76			0.19			0.57


			NC_010455.5			29737885			intergenic_region			MYL3-PTH1R			A			G			0.20			0.84			0.64


			NC_010455.5			29737994			intergenic_region			MYL3-PTH1R			C			A			0.77			0.13			0.64


			NC_010455.5			29738400			intergenic_region			MYL3-PTH1R			C			T			0.00			0.63			0.63


			NC_010455.5			29740109			intergenic_region			MYL3-PTH1R			T			C			0.29			0.92			0.62


			NC_010455.5			29740157			intergenic_region			MYL3-PTH1R			A			G			0.31			0.92			0.60


			NC_010455.5			64933742			5_prime_UTR_variant			LMCD1			A			C			0.93			0.41			0.52


			NC_010455.5			64934877			intron_variant			LMCD1			G			A			0.00			0.53			0.53


			NC_010455.5			64941994			intron_variant			LMCD1			G			C			0.02			0.53			0.50


			NC_010455.5			64942009			intron_variant			LMCD1			A			T			0.02			0.53			0.50


			NC_010455.5			64945827			intron_variant			LMCD1			A			G			0.58			0.06			0.52


			NC_010455.5			64956313			intron_variant			LMCD1			C			T			0.02			0.61			0.58


			NC_010455.5			64956864			intron_variant			LMCD1			A			G			0.20			0.92			0.72


			NC_010455.5			64998136			intergenic_region			LMCD1-SSUH2			G			A			0.88			0.38			0.50


			NC_010455.5			65004885			intergenic_region			LMCD1-SSUH2			A			G			0.96			0.44			0.52


			NC_010455.5			65014797			intergenic_region			LMCD1-SSUH2			C			G			0.00			0.50			0.50


			NC_010455.5			65016899			intergenic_region			LMCD1-SSUH2			T			C			0.34			0.91			0.57


			NC_010455.5			65019129			intergenic_region			LMCD1-SSUH2			G			A			0.09			0.92			0.83


			NC_010455.5			65031772			intergenic_region			LMCD1-SSUH2			A			G			0.06			0.92			0.86


			NC_010455.5			65032568			intergenic_region			LMCD1-SSUH2			A			C			0.08			0.89			0.81


			NC_010455.5			65032824			intergenic_region			LMCD1-SSUH2			G			A			0.05			0.55			0.51


			NC_010455.5			65039974			intergenic_region			LMCD1-SSUH2			G			A			0.03			0.58			0.54


			NC_010456.5			60419723			intergenic_region			ACTA1-CCSAP			T			A			0.84			0.21			0.63


			NC_010456.5			60421106			intergenic_region			ACTA1-CCSAP			T			C			0.98			0.34			0.64


			NC_010456.5			60421792			intergenic_region			ACTA1-CCSAP			T			G			0.02			0.69			0.67


			NC_010456.5			60422074			intergenic_region			ACTA1-CCSAP			T			C			0.02			0.66			0.64


			NC_010456.5			60423285			intergenic_region			ACTA1-CCSAP			G			A			0.01			0.68			0.67


			NC_010456.5			60423374			intergenic_region			ACTA1-CCSAP			G			A			0.01			0.69			0.68


			NC_010456.5			60423523			intergenic_region			ACTA1-CCSAP			G			C			0.02			0.63			0.61


			NC_010456.5			60423716			intergenic_region			ACTA1-CCSAP			T			G			0.02			0.68			0.66


			NC_010456.5			60424911			intergenic_region			ACTA1-CCSAP			G			A			0.02			0.67			0.64


			NC_010456.5			60425093			intergenic_region			ACTA1-CCSAP			C			G			0.02			0.78			0.76


			NC_010456.5			60425094			intergenic_region			ACTA1-CCSAP			T			G			0.02			0.78			0.76


			NC_010456.5			60428781			intergenic_region			ACTA1-CCSAP			C			T			0.13			0.66			0.53


			NC_010456.5			60428938			intergenic_region			ACTA1-CCSAP			C			T			0.08			0.74			0.65


			NC_010456.5			60429105			intergenic_region			ACTA1-CCSAP			C			T			0.06			0.61			0.55


			NC_010456.5			60430010			intergenic_region			ACTA1-CCSAP			A			G			0.30			0.81			0.51


			NC_010456.5			60430113			intergenic_region			ACTA1-CCSAP			G			A			0.18			0.78			0.60


			NC_010456.5			60430118			intergenic_region			ACTA1-CCSAP			G			A			0.02			0.59			0.56


			NC_010456.5			60430775			intergenic_region			ACTA1-CCSAP			C			G			0.15			0.75			0.60


			NC_010456.5			60431268			intergenic_region			ACTA1-CCSAP			T			G			0.23			0.82			0.59


			NC_010456.5			60431661			intergenic_region			ACTA1-CCSAP			T			C			0.25			0.83			0.58


			NC_010456.5			60431662			intergenic_region			ACTA1-CCSAP			G			A			0.25			0.83			0.58


			NC_010456.5			60431723			intergenic_region			ACTA1-CCSAP			C			G			0.19			0.75			0.56


			NC_010456.5			60431894			intergenic_region			ACTA1-CCSAP			T			C			0.23			0.81			0.57


			NC_010456.5			60431905			intergenic_region			ACTA1-CCSAP			C			T			0.24			0.82			0.57


			NC_010456.5			60431914			intergenic_region			ACTA1-CCSAP			T			C			0.26			0.82			0.56


			NC_010456.5			60432716			intergenic_region			ACTA1-CCSAP			C			T			0.02			0.68			0.65


			NC_010456.5			60434976			intergenic_region			ACTA1-CCSAP			G			T			0.02			0.64			0.62


			NC_010456.5			60435106			intergenic_region			ACTA1-CCSAP			G			A			0.65			0.14			0.51


			NC_010456.5			60436505			intergenic_region			ACTA1-CCSAP			G			T			0.02			0.58			0.56


			NC_010456.5			60436593			intergenic_region			ACTA1-CCSAP			C			T			0.02			0.63			0.61


			NC_010456.5			60437085			intergenic_region			ACTA1-CCSAP			C			T			0.02			0.58			0.56


			NC_010456.5			60437154			intergenic_region			ACTA1-CCSAP			C			T			0.01			0.58			0.57


			NC_010456.5			60439329			intergenic_region			ACTA1-CCSAP			C			G			0.02			0.59			0.56


			NC_010456.5			60439851			intergenic_region			ACTA1-CCSAP			G			A			0.02			0.55			0.53


			NC_010456.5			60440262			intergenic_region			ACTA1-CCSAP			C			T			0.01			0.64			0.63


			NC_010456.5			60440781			intergenic_region			ACTA1-CCSAP			G			A			0.02			0.63			0.61


			NC_010456.5			60440898			intergenic_region			ACTA1-CCSAP			G			T			0.02			0.61			0.59


			NC_010456.5			60441008			intergenic_region			ACTA1-CCSAP			T			A			0.01			0.63			0.62


			NC_010456.5			60441302			intergenic_region			ACTA1-CCSAP			T			A			0.02			0.64			0.62


			NC_010456.5			60442315			intergenic_region			ACTA1-CCSAP			G			A			0.02			0.64			0.62


			NC_010456.5			60443442			intergenic_region			ACTA1-CCSAP			T			C			0.02			0.63			0.61


			NC_010456.5			76449765			intron_variant			MYOZ1			G			T			0.03			1.00			0.97


			NC_010456.5			76450783			5_prime_UTR_variant			MYOZ1			T			C			0.24			0.97			0.74


			NC_010456.5			76452928			5_prime_UTR_variant			MYOZ1			A			C			0.06			0.97			0.91


			NC_010456.5			76453156			upstream_gene_variant			MYOZ1			G			A			0.03			0.82			0.78


			NC_010456.5			76453718			upstream_gene_variant			MYOZ1			G			C			0.23			0.95			0.72


			NC_010456.5			76453887			upstream_gene_variant			MYOZ1			A			T			0.24			0.97			0.74


			NC_010456.5			76454927			intergenic_region			MYOZ1-SYNPO2L			G			C			0.06			0.97			0.92


			NC_010456.5			76455130			intergenic_region			MYOZ1-SYNPO2L			A			G			0.55			0.00			0.55


			NC_010457.5			558433			intron_variant			NEB			G			T			0.85			0.30			0.55


			NC_010457.5			558444			intron_variant			NEB			G			A			0.86			0.30			0.56


			NC_010457.5			559663			intron_variant			NEB			C			T			0.78			0.13			0.65


			NC_010457.5			559934			intron_variant			NEB			T			C			0.76			0.00			0.76


			NC_010457.5			560081			intron_variant			NEB			C			G			0.93			0.42			0.51


			NC_010457.5			560133			intron_variant			NEB			T			C			0.70			0.20			0.50


			NC_010457.5			560280			intron_variant			NEB			G			A			0.56			0.05			0.51


			NC_010457.5			560553			intron_variant			NEB			G			T			0.56			0.00			0.56


			NC_010457.5			565479			intron_variant			NEB			T			G			0.93			0.42			0.51


			NC_010457.5			567449			intron_variant			NEB			A			G			0.72			0.19			0.53


			NC_010457.5			570482			intron_variant			NEB			T			C			0.98			0.29			0.69


			NC_010457.5			571673			intron_variant			NEB			G			A			0.94			0.32			0.62


			NC_010457.5			571729			intron_variant			NEB			G			A			0.93			0.14			0.79


			NC_010457.5			571730			intron_variant			NEB			G			A			0.95			0.31			0.64


			NC_010457.5			572142			intron_variant			NEB			C			T			0.89			0.13			0.76


			NC_010457.5			572263			intron_variant			NEB			C			A			0.67			0.00			0.67


			NC_010457.5			572418			intron_variant			NEB			G			A			0.89			0.13			0.76


			NC_010457.5			572455			intron_variant			NEB			T			C			0.90			0.11			0.79


			NC_010457.5			572471			intron_variant			NEB			A			T			0.95			0.22			0.73


			NC_010457.5			572802			intron_variant			NEB			A			G			0.92			0.10			0.82


			NC_010457.5			574207			intron_variant			NEB			T			C			0.95			0.26			0.69


			NC_010457.5			574626			intron_variant			NEB			G			A			0.96			0.24			0.72


			NC_010457.5			575162			intron_variant			NEB			A			C			0.91			0.19			0.72


			NC_010457.5			575239			intron_variant			NEB			A			T			0.80			0.04			0.76


			NC_010457.5			575309			intron_variant			NEB			C			T			0.65			0.00			0.65


			NC_010457.5			575454			intron_variant			NEB			G			A			0.85			0.00			0.85


			NC_010457.5			575483			intron_variant			NEB			A			G			0.57			0.00			0.57


			NC_010457.5			576465			intron_variant			NEB			C			T			0.65			0.00			0.65


			NC_010457.5			576568			intron_variant			NEB			C			G			0.70			0.00			0.70


			NC_010457.5			576574			intron_variant			NEB			A			T			0.91			0.13			0.78


			NC_010457.5			576684			intron_variant			NEB			A			T			0.89			0.13			0.76


			NC_010457.5			576718			intron_variant			NEB			T			C			0.74			0.13			0.61


			NC_010457.5			576928			intron_variant			NEB			C			T			0.98			0.26			0.72


			NC_010457.5			577159			missense_variant			NEB			T			A			0.93			0.31			0.62


			NC_010457.5			577787			intron_variant			NEB			C			T			0.72			0.14			0.58


			NC_010457.5			577812			intron_variant			NEB			A			G			0.71			0.13			0.58


			NC_010457.5			577880			intron_variant			NEB			C			A			0.71			0.11			0.60


			NC_010457.5			578350			intron_variant			NEB			T			C			0.71			0.03			0.68


			NC_010457.5			578424			intron_variant			NEB			A			G			0.87			0.32			0.55


			NC_010457.5			578489			intron_variant			NEB			G			A			0.68			0.11			0.57


			NC_010457.5			578564			intron_variant			NEB			T			A			0.74			0.11			0.63


			NC_010457.5			578960			intron_variant			NEB			C			A			0.84			0.14			0.70


			NC_010457.5			579201			intron_variant			NEB			G			T			0.82			0.29			0.53


			NC_010457.5			579207			intron_variant			NEB			C			T			0.76			0.13			0.63


			NC_010457.5			579231			intron_variant			NEB			A			T			0.76			0.13			0.63


			NC_010457.5			579504			synonymous_variant			NEB			A			T			0.83			0.28			0.55


			NC_010457.5			583173			intron_variant			NEB			T			G			0.00			0.71			0.71


			NC_010457.5			583431			intron_variant			NEB			C			T			0.51			0.00			0.51


			NC_010457.5			584170			intron_variant			NEB			C			A			0.73			0.16			0.57


			NC_010457.5			584212			intron_variant			NEB			G			T			0.73			0.11			0.62


			NC_010457.5			584228			intron_variant			NEB			T			C			0.73			0.08			0.65


			NC_010457.5			584680			intron_variant			NEB			A			C			0.70			0.13			0.57


			NC_010457.5			584831			intron_variant			NEB			G			T			0.77			0.13			0.64


			NC_010457.5			584885			intron_variant			NEB			T			C			0.77			0.13			0.64


			NC_010457.5			584966			intron_variant			NEB			T			A			0.75			0.13			0.62


			NC_010457.5			585116			intron_variant			NEB			G			A			0.66			0.13			0.53


			NC_010457.5			585356			intron_variant			NEB			A			G			0.03			0.66			0.62


			NC_010457.5			585379			intron_variant			NEB			G			C			0.72			0.13			0.59


			NC_010457.5			585396			intron_variant			NEB			C			T			0.72			0.13			0.59


			NC_010457.5			585584			intron_variant			NEB			A			C			0.74			0.08			0.66


			NC_010457.5			585585			intron_variant			NEB			G			A			0.74			0.08			0.66


			NC_010457.5			585624			intron_variant			NEB			C			T			0.71			0.08			0.63


			NC_010457.5			585726			intron_variant			NEB			A			G			0.80			0.08			0.72


			NC_010457.5			585765			intron_variant			NEB			A			G			0.74			0.11			0.63


			NC_010457.5			585825			intron_variant			NEB			T			C			0.76			0.11			0.65


			NC_010457.5			585910			intron_variant			NEB			G			A			0.71			0.13			0.58


			NC_010457.5			586004			intron_variant			NEB			G			T			0.73			0.11			0.62


			NC_010457.5			586027			intron_variant			NEB			A			G			0.77			0.11			0.66


			NC_010457.5			586048			intron_variant			NEB			C			T			0.75			0.11			0.64


			NC_010457.5			586187			intron_variant			NEB			A			C			0.76			0.14			0.62


			NC_010457.5			586189			intron_variant			NEB			G			C			0.76			0.14			0.62


			NC_010457.5			586204			intron_variant			NEB			G			C			0.76			0.16			0.60


			NC_010457.5			586268			intron_variant			NEB			G			A			0.73			0.13			0.60


			NC_010457.5			586333			intron_variant			NEB			T			G			0.76			0.16			0.60


			NC_010457.5			586374			intron_variant			NEB			A			T			0.76			0.13			0.63


			NC_010457.5			586408			intron_variant			NEB			A			C			0.77			0.11			0.66


			NC_010457.5			586561			intron_variant			NEB			G			T			0.72			0.13			0.59


			NC_010457.5			586593			intron_variant			NEB			A			T			0.02			0.63			0.61


			NC_010457.5			586623			intron_variant			NEB			C			T			0.77			0.13			0.64


			NC_010457.5			586817			intron_variant			NEB			T			A			0.73			0.09			0.64


			NC_010457.5			586895			intron_variant			NEB			C			T			0.74			0.00			0.74


			NC_010457.5			586986			intron_variant			NEB			C			T			0.76			0.08			0.68


			NC_010457.5			588249			intron_variant			NEB			A			G			0.75			0.06			0.69


			NC_010457.5			588262			intron_variant			NEB			G			A			0.07			0.58			0.51


			NC_010457.5			588314			intron_variant			NEB			T			C			0.06			0.90			0.84


			NC_010457.5			588339			intron_variant			NEB			C			T			0.73			0.05			0.68


			NC_010457.5			589112			intron_variant			NEB			A			G			0.02			0.64			0.62


			NC_010457.5			589213			intron_variant			NEB			T			C			0.02			0.58			0.56


			NC_010457.5			589293			intron_variant			NEB			G			*			0.02			0.62			0.59


			NC_010457.5			589406			intron_variant			NEB			C			T			0.02			0.61			0.59


			NC_010457.5			589445			intron_variant			NEB			C			T			0.02			0.64			0.62


			NC_010457.5			589516			intron_variant			NEB			A			T			0.70			0.17			0.53


			NC_010457.5			589585			intron_variant			NEB			G			C			0.69			0.17			0.52


			NC_010457.5			589589			intron_variant			NEB			C			T			0.69			0.17			0.52


			NC_010457.5			589810			intron_variant			NEB			A			T			0.04			0.58			0.54


			NC_010457.5			589932			intron_variant			NEB			C			A			0.03			0.61			0.58


			NC_010457.5			589989			intron_variant			NEB			A			T			0.68			0.11			0.57


			NC_010457.5			590432			intron_variant			NEB			A			G			0.70			0.05			0.65


			NC_010457.5			590470			intron_variant			NEB			A			T			0.02			0.63			0.61


			NC_010457.5			590477			intron_variant			NEB			T			C			0.73			0.13			0.60


			NC_010457.5			590521			intron_variant			NEB			A			G			0.06			0.64			0.58


			NC_010457.5			590554			intron_variant			NEB			T			G			0.77			0.19			0.58


			NC_010457.5			590603			intron_variant			NEB			T			C			0.07			0.60			0.53


			NC_010457.5			590848			intron_variant			NEB			T			G			0.11			0.68			0.57


			NC_010457.5			591183			intron_variant			NEB			G			A			0.07			0.68			0.61


			NC_010457.5			591290			intron_variant			NEB			T			C			0.67			0.17			0.50


			NC_010457.5			593193			intron_variant			NEB			T			C			0.02			0.61			0.58


			NC_010457.5			593207			intron_variant			NEB			G			A			0.75			0.06			0.69


			NC_010457.5			593321			intron_variant			NEB			G			A			0.86			0.09			0.77


			NC_010457.5			593340			intron_variant			NEB			T			C			0.02			0.59			0.57


			NC_010457.5			593408			intron_variant			NEB			G			A			0.00			0.61			0.61


			NC_010457.5			593422			intron_variant			NEB			G			A			0.00			0.64			0.64


			NC_010457.5			593872			intron_variant			NEB			T			A			0.03			0.55			0.52


			NC_010457.5			593874			intron_variant			NEB			T			C			0.06			0.75			0.69


			NC_010457.5			593996			intron_variant			NEB			A			T			0.88			0.26			0.62


			NC_010457.5			594012			intron_variant			NEB			T			C			0.10			0.66			0.56


			NC_010457.5			594243			intron_variant			NEB			C			T			0.03			0.61			0.58


			NC_010457.5			594378			intron_variant			NEB			C			T			0.77			0.13			0.64


			NC_010457.5			594468			intron_variant			NEB			T			C			0.77			0.15			0.62


			NC_010457.5			594649			intron_variant			NEB			A			G			0.74			0.16			0.58


			NC_010457.5			594854			intron_variant			NEB			G			T			0.27			0.82			0.55


			NC_010457.5			594879			intron_variant			NEB			A			G			0.05			0.67			0.62


			NC_010457.5			594974			intron_variant			NEB			T			C			0.68			0.13			0.55


			NC_010457.5			595170			intron_variant			NEB			C			T			0.04			0.66			0.61


			NC_010457.5			595195			intron_variant			NEB			G			T			0.03			0.63			0.60


			NC_010457.5			595400			intron_variant			NEB			G			A			0.08			0.58			0.50


			NC_010457.5			595403			intron_variant			NEB			G			A			0.08			0.58			0.50


			NC_010457.5			595551			intron_variant			NEB			C			T			0.68			0.08			0.60


			NC_010457.5			595552			intron_variant			NEB			A			G			0.68			0.08			0.60


			NC_010457.5			595576			intron_variant			NEB			G			T			0.90			0.28			0.62


			NC_010457.5			595613			intron_variant			NEB			T			C			0.73			0.06			0.67


			NC_010457.5			595681			intron_variant			NEB			C			A			0.68			0.00			0.68


			NC_010457.5			595731			intron_variant			NEB			A			G			0.02			0.54			0.51


			NC_010457.5			595804			intron_variant			NEB			A			C			0.08			0.61			0.53


			NC_010457.5			595918			synonymous_variant			NEB			G			T			0.74			0.00			0.74


			NC_010457.5			595953			splice_region_variant&intron_variant			NEB			C			T			0.03			0.69			0.65


			NC_010457.5			595954			intron_variant			NEB			G			A			0.94			0.10			0.84


			NC_010457.5			595974			intron_variant			NEB			A			G			0.79			0.00			0.79


			NC_010457.5			596100			synonymous_variant			NEB			C			T			0.03			0.61			0.57


			NC_010457.5			596179			intron_variant			NEB			C			G			0.03			0.55			0.52


			NC_010457.5			596181			intron_variant			NEB			G			T			0.03			0.55			0.52


			NC_010457.5			597955			intron_variant			NEB			G			A			0.22			0.78			0.56


			NC_010457.5			598944			intron_variant			NEB			G			A			0.94			0.19			0.75


			NC_010457.5			598959			intron_variant			NEB			G			A			0.03			0.70			0.67


			NC_010457.5			599013			intron_variant			NEB			C			T			0.03			0.63			0.59


			NC_010457.5			599016			intron_variant			NEB			A			T			0.53			0.00			0.53


			NC_010457.5			600021			intron_variant			NEB			T			G			0.13			0.63			0.51


			NC_010457.5			600429			intron_variant			NEB			A			C			0.61			0.08			0.53


			NC_010457.5			600551			intron_variant			NEB			A			T			0.21			0.72			0.51


			NC_010457.5			600612			intron_variant			NEB			G			A			0.03			0.71			0.67


			NC_010457.5			601235			intron_variant			NEB			G			A			0.11			0.75			0.64


			NC_010457.5			601287			intron_variant			NEB			C			T			0.14			0.72			0.58


			NC_010457.5			601491			intron_variant			NEB			G			A			0.00			0.56			0.56


			NC_010457.5			601830			intron_variant			NEB			G			A			0.09			0.62			0.52


			NC_010457.5			601869			intron_variant			NEB			C			G			0.81			0.08			0.73


			NC_010457.5			602246			intron_variant			NEB			A			C			0.96			0.21			0.75


			NC_010457.5			603732			intron_variant			NEB			C			T			0.64			0.00			0.64


			NC_010457.5			603790			intron_variant			NEB			T			C			0.87			0.11			0.76


			NC_010457.5			603920			intron_variant			NEB			G			A			0.56			0.00			0.56


			NC_010457.5			603978			intron_variant			NEB			C			A			0.60			0.00			0.60


			NC_010457.5			604056			intron_variant			NEB			A			G			0.87			0.11			0.76


			NC_010457.5			604087			intron_variant			NEB			C			T			0.88			0.08			0.80


			NC_010457.5			604216			intron_variant			NEB			T			G			0.59			0.00			0.59


			NC_010457.5			604407			intron_variant			NEB			G			A			0.60			0.00			0.60


			NC_010457.5			604569			intron_variant			NEB			A			G			0.88			0.13			0.75


			NC_010457.5			604588			intron_variant			NEB			T			C			0.86			0.13			0.73


			NC_010457.5			605238			intron_variant			NEB			G			A			0.57			0.00			0.57


			NC_010457.5			605312			intron_variant			NEB			A			G			0.60			0.00			0.60


			NC_010457.5			605426			intron_variant			NEB			A			G			0.67			0.00			0.67


			NC_010457.5			605687			intron_variant			NEB			G			C			0.64			0.00			0.64


			NC_010457.5			606301			intron_variant			NEB			A			G			0.91			0.21			0.70


			NC_010457.5			606311			intron_variant			NEB			T			C			0.91			0.21			0.70


			NC_010457.5			607171			intron_variant			NEB			A			G			0.54			0.00			0.54


			NC_010457.5			607187			intron_variant			NEB			T			C			0.88			0.13			0.75


			NC_010457.5			607189			intron_variant			NEB			A			C			0.88			0.13			0.75


			NC_010457.5			607410			intron_variant			NEB			G			A			0.97			0.21			0.76


			NC_010457.5			608648			intron_variant			NEB			G			C			0.72			0.08			0.64


			NC_010457.5			609310			intron_variant			NEB			G			A			0.80			0.16			0.64


			NC_010457.5			609655			intron_variant			NEB			A			T			0.87			0.14			0.73


			NC_010457.5			610587			intron_variant			NEB			T			C			0.96			0.12			0.84


			NC_010457.5			610643			intron_variant			NEB			C			T			0.62			0.06			0.56


			NC_010457.5			611923			intron_variant			NEB			C			T			0.51			0.00			0.51


			NC_010457.5			612254			intron_variant			NEB			G			T			0.66			0.13			0.53


			NC_010457.5			612967			intron_variant			NEB			T			G			0.77			0.18			0.59


			NC_010457.5			613723			intron_variant			NEB			A			G			0.95			0.29			0.66


			NC_010457.5			613780			intron_variant			NEB			T			G			0.95			0.32			0.63


			NC_010457.5			613951			intron_variant			NEB			C			T			0.83			0.32			0.51


			NC_010457.5			614010			intron_variant			NEB			A			G			0.92			0.29			0.63


			NC_010457.5			614175			intron_variant			NEB			C			A			0.94			0.29			0.65


			NC_010457.5			614508			synonymous_variant			NEB			T			C			0.83			0.32			0.51


			NC_010457.5			616164			intron_variant			NEB			G			A			0.58			0.08			0.50


			NC_010457.5			616183			intron_variant			NEB			T			C			0.60			0.08			0.52


			NC_010457.5			616353			intron_variant			NEB			T			C			0.74			0.13			0.61


			NC_010457.5			617310			intron_variant			NEB			A			G			0.51			0.00			0.51


			NC_010457.5			619252			intron_variant			NEB			C			T			0.99			0.41			0.58


			NC_010457.5			620251			intron_variant			NEB			G			A			0.68			0.05			0.63


			NC_010457.5			620279			intron_variant			NEB			C			T			0.72			0.05			0.67


			NC_010457.5			620326			intron_variant			NEB			G			A			0.80			0.11			0.69


			NC_010457.5			620620			intron_variant			NEB			G			A			0.63			0.13			0.50


			NC_010457.5			620672			intron_variant			NEB			G			A			0.64			0.11			0.53


			NC_010457.5			620732			intron_variant			NEB			G			A			0.57			0.00			0.57


			NC_010457.5			620981			intron_variant			NEB			A			G			0.86			0.13			0.73


			NC_010457.5			621136			missense_variant			NEB			G			A			0.64			0.11			0.53


			NC_010457.5			678193			intron_variant			NEB			C			A			0.03			0.74			0.70


			NC_010457.5			678234			intron_variant			NEB			G			C			0.23			0.74			0.50


			NC_010457.5			678313			intron_variant			NEB			C			A			0.01			0.53			0.52


			NC_010457.5			678631			intron_variant			NEB			G			A			0.13			0.69			0.57


			NC_010457.5			678651			intron_variant			NEB			C			G			0.03			0.71			0.68


			NC_010457.5			678898			intron_variant			NEB			T			A			0.03			0.72			0.69


			NC_010457.5			679072			intron_variant			NEB			G			T			0.11			0.75			0.64


			NC_010457.5			679152			intron_variant			NEB			C			T			0.15			0.71			0.56


			NC_010457.5			679266			intron_variant			NEB			T			C			0.14			0.83			0.69


			NC_010457.5			681302			intron_variant			NEB			T			C			0.03			0.77			0.74


			NC_010457.5			682679			intron_variant			NEB			A			C			0.08			0.72			0.65


			NC_010457.5			682691			intron_variant			NEB			A			T			0.05			0.72			0.67


			NC_010457.5			682701			intron_variant			NEB			A			G			0.06			0.72			0.66


			NC_010457.5			683872			intron_variant			NEB			C			T			0.20			0.89			0.69


			NC_010457.5			684596			intron_variant			NEB			T			C			0.03			0.87			0.83


			NC_010457.5			684634			intron_variant			NEB			C			T			0.02			0.71			0.69


			NC_010457.5			684915			intron_variant			NEB			T			G			0.86			0.00			0.86


			NC_010457.5			684958			intron_variant			NEB			C			T			0.85			0.00			0.85


			NC_010457.5			684981			intron_variant			NEB			A			C			0.85			0.00			0.85


			NC_010457.5			685065			intron_variant			NEB			G			A			0.76			0.15			0.61


			NC_010457.5			685091			intron_variant			NEB			T			C			0.08			0.71			0.63


			NC_010457.5			685127			intron_variant			NEB			G			T			0.65			0.00			0.65


			NC_010457.5			685188			intron_variant			NEB			A			G			0.55			0.00			0.55


			NC_010457.5			685202			intron_variant			NEB			A			G			0.27			0.87			0.60


			NC_010457.5			685277			synonymous_variant			NEB			G			A			0.17			0.87			0.70


			NC_010457.5			685455			intron_variant			NEB			C			T			0.77			0.11			0.66


			NC_010457.5			686066			intron_variant			NEB			A			G			0.17			0.68			0.51


			NC_010457.5			686266			synonymous_variant			NEB			C			T			0.10			0.71			0.61


			NC_010457.5			686495			missense_variant			NEB			G			A			0.35			0.86			0.51


			NC_010457.5			686937			intron_variant			NEB			G			A			0.15			0.74			0.59


			NC_010457.5			687431			synonymous_variant			NEB			C			T			0.11			0.74			0.62


			NC_010457.5			688213			intron_variant			NEB			C			T			0.68			0.00			0.68


			NC_010457.5			688218			intron_variant			NEB			A			G			0.68			0.00			0.68


			NC_010457.5			689550			intron_variant			NEB			G			A			0.83			0.25			0.58


			NC_010457.5			689614			intron_variant			NEB			A			G			0.84			0.25			0.59


			NC_010457.5			689666			intron_variant			NEB			T			A			0.86			0.25			0.61


			NC_010457.5			689683			intron_variant			NEB			C			G			0.86			0.21			0.65


			NC_010457.5			689947			splice_region_variant&synonymous_variant			NEB			C			T			0.78			0.00			0.78


			NC_010457.5			689968			intron_variant			NEB			C			T			0.77			0.00			0.77


			NC_010457.5			689969			intron_variant			NEB			A			G			0.77			0.00			0.77


			NC_010457.5			690148			intron_variant			NEB			G			A			0.85			0.13			0.72


			NC_010457.5			690195			intron_variant			NEB			T			A			0.92			0.13			0.79


			NC_010457.5			690223			intron_variant			NEB			A			G			0.80			0.11			0.69


			NC_010457.5			690253			intron_variant			NEB			G			A			0.85			0.11			0.74


			NC_010457.5			690257			intron_variant			NEB			A			G			0.85			0.11			0.74


			NC_010457.5			690265			intron_variant			NEB			G			A			0.03			0.75			0.72


			NC_010457.5			690329			intron_variant			NEB			C			G			0.92			0.37			0.55


			NC_010457.5			691079			intron_variant			NEB			C			A			0.56			0.00			0.56


			NC_010457.5			691085			intron_variant			NEB			C			T			0.65			0.00			0.65


			NC_010457.5			691086			intron_variant			NEB			G			A			0.00			0.53			0.53


			NC_010457.5			691415			intron_variant			NEB			G			A			0.56			0.00			0.56


			NC_010457.5			691427			intron_variant			NEB			C			A			0.56			0.00			0.56


			NC_010457.5			691635			intron_variant			NEB			T			C			0.03			0.55			0.52


			NC_010457.5			691686			intron_variant			NEB			G			A			0.00			0.53			0.53


			NC_010457.5			691759			intron_variant			NEB			C			G			0.00			0.56			0.56


			NC_010457.5			691977			intron_variant			NEB			T			C			0.51			0.00			0.51


			NC_010457.5			693596			intron_variant			NEB			A			G			0.16			0.74			0.58


			NC_010457.5			693706			intron_variant			NEB			C			A			0.16			0.74			0.58


			NC_010457.5			693781			synonymous_variant			NEB			C			T			0.52			0.00			0.52


			NC_010457.5			694034			intron_variant			NEB			G			T			0.10			0.74			0.64


			NC_010457.5			694039			intron_variant			NEB			T			C			0.01			0.61			0.59


			NC_010457.5			694186			intron_variant			NEB			T			C			0.59			0.00			0.59


			NC_010457.5			694252			intron_variant			NEB			C			T			0.19			0.74			0.55


			NC_010457.5			694683			synonymous_variant			NEB			G			A			0.07			0.71			0.64


			NC_010457.5			695910			intron_variant			NEB			C			T			0.59			0.00			0.59


			NC_010457.5			696917			intron_variant			NEB			T			C			0.02			0.58			0.56


			NC_010457.5			697652			intron_variant			NEB			C			T			0.59			0.00			0.59


			NC_010457.5			697905			intron_variant			NEB			T			A			0.56			0.00			0.56


			NC_010457.5			698156			intron_variant			NEB			G			A			0.01			0.58			0.57


			NC_010457.5			698157			intron_variant			NEB			C			G			0.60			0.00			0.60


			NC_010457.5			698424			intron_variant			NEB			C			T			0.07			0.75			0.68


			NC_010457.5			699371			intron_variant			NEB			C			G			0.58			0.00			0.58


			NC_010457.5			699437			intron_variant			NEB			A			G			0.12			0.69			0.58


			NC_010457.5			699551			intron_variant			NEB			G			T			0.30			0.85			0.55


			NC_010457.5			699606			intron_variant			NEB			T			A			0.07			0.58			0.51


			NC_010457.5			700187			synonymous_variant			NEB			A			G			0.63			0.13			0.50


			NC_010457.5			700389			intron_variant			NEB			G			A			0.07			0.58			0.51


			NC_010457.5			700445			intron_variant			NEB			A			G			0.71			0.13			0.58


			NC_010457.5			700608			intron_variant			NEB			C			T			0.52			0.00			0.52


			NC_010457.5			700638			intron_variant			NEB			G			A			0.01			0.61			0.59


			NC_010457.5			700922			intron_variant			NEB			G			A			0.55			0.00			0.55


			NC_010457.5			701054			intron_variant			NEB			G			A			0.07			0.61			0.54


			NC_010457.5			701207			intron_variant			NEB			T			G			0.20			0.74			0.53


			NC_010457.5			701223			intron_variant			NEB			A			G			0.07			0.61			0.54


			NC_010457.5			701721			intron_variant			NEB			C			T			0.06			0.58			0.52


			NC_010457.5			702363			synonymous_variant			NEB			G			A			0.07			0.61			0.54


			NC_010457.5			702591			intron_variant			NEB			C			T			0.09			0.74			0.65


			NC_010457.5			702622			intron_variant			NEB			A			G			0.51			0.00			0.51


			NC_010457.5			702721			intron_variant			NEB			A			G			0.10			0.74			0.63


			NC_010457.5			703110			intron_variant			NEB			G			A			0.10			0.71			0.61


			NC_010457.5			703122			intron_variant			NEB			C			T			0.52			0.00			0.52


			NC_010457.5			703604			synonymous_variant			NEB			C			G			0.58			0.00			0.58


			NC_010457.5			703715			intron_variant			NEB			A			G			0.66			0.00			0.66


			NC_010457.5			703734			intron_variant			NEB			G			C			0.61			0.00			0.61


			NC_010457.5			704244			intron_variant			NEB			T			C			0.57			0.00			0.57


			NC_010457.5			704245			intron_variant			NEB			G			A			0.57			0.00			0.57


			NC_010457.5			704283			intron_variant			NEB			A			C			0.70			0.13			0.57


			NC_010457.5			704449			intron_variant			NEB			A			G			0.53			0.00			0.53


			NC_010457.5			704531			intron_variant			NEB			G			A			0.56			0.00			0.56


			NC_010457.5			705371			intron_variant			NEB			A			C			0.64			0.13			0.51


			NC_010457.5			707308			intron_variant			NEB			T			C			0.26			0.87			0.61


			NC_010457.5			707395			intron_variant			NEB			C			G			0.68			0.11			0.57


			NC_010457.5			707989			intron_variant			NEB			T			C			0.20			0.74			0.53


			NC_010457.5			708996			intron_variant			NEB			A			G			0.17			0.74			0.57


			NC_010457.5			709044			intron_variant			NEB			A			G			0.19			0.76			0.58


			NC_010457.5			709249			intron_variant			NEB			G			A			0.19			0.74			0.54


			NC_010457.5			709443			intron_variant			NEB			A			C			0.19			0.74			0.55


			NC_010457.5			710616			intron_variant			NEB			A			G			0.77			0.11			0.66


			NC_010457.5			713329			intron_variant			NEB			T			C			0.98			0.37			0.61


			NC_010457.5			713531			intron_variant			NEB			A			G			0.23			0.76			0.54


			NC_010457.5			713638			intron_variant			NEB			A			G			0.65			0.13			0.52


			NC_010457.5			714056			intron_variant			NEB			C			T			0.01			0.55			0.54


			NC_010457.5			715774			intron_variant			NEB			G			T			0.02			0.58			0.56


			NC_010457.5			716035			intron_variant			NEB			T			C			0.95			0.33			0.62


			NC_010457.5			716036			intron_variant			NEB			C			A			0.02			0.69			0.66


			NC_010457.5			717112			intron_variant			NEB			A			G			0.65			0.13			0.52


			NC_010457.5			717950			intron_variant			NEB			G			C			0.61			0.11			0.50


			NC_010457.5			717951			intron_variant			NEB			T			C			0.76			0.11			0.65


			NC_010457.5			724411			intron_variant			NEB			G			A			0.57			0.00			0.57


			NC_010457.5			724489			intron_variant			NEB			A			C			0.59			0.00			0.59


			NC_010457.5			724848			intron_variant			NEB			T			C			0.62			0.00			0.62


			NC_010457.5			725336			intron_variant			NEB			A			C			0.69			0.15			0.54


			NC_010457.5			726382			intron_variant			NEB			T			C			0.85			0.26			0.59


			NC_010457.5			727046			intron_variant			NEB			A			G			0.88			0.24			0.64


			NC_010457.5			727123			intron_variant			NEB			C			T			0.87			0.21			0.66


			NC_010457.5			727272			intron_variant			NEB			C			A			0.87			0.16			0.71


			NC_010457.5			727326			intron_variant			NEB			A			G			0.87			0.24			0.63


			NC_010457.5			728313			intron_variant			NEB			T			C			0.52			0.00			0.52


			NC_010457.5			728884			intron_variant			NEB			A			T			0.90			0.34			0.56


			NC_010457.5			729175			intron_variant			NEB			T			C			0.59			0.00			0.59


			NC_010457.5			732681			intron_variant			NEB			C			G			0.50			0.11			0.39


			NC_010457.5			734263			intron_variant			NEB			A			C			0.71			0.21			0.50


			NC_010457.5			734294			intron_variant			NEB			G			C			0.93			0.38			0.55


			NC_010457.5			734913			intron_variant			NEB			G			T			0.82			0.00			0.82


			NC_010457.5			735145			intron_variant			NEB			G			A			0.72			0.11			0.61


			NC_010457.5			735357			intron_variant			NEB			G			A			0.52			0.00			0.52


			NC_010457.5			735364			intron_variant			NEB			G			A			0.52			0.00			0.52


			NC_010457.5			735999			intron_variant			NEB			A			C			0.63			0.00			0.63


			NC_010457.5			736534			intron_variant			NEB			T			C			0.78			0.11			0.67


			NC_010457.5			746043			intron_variant			NEB			C			T			0.74			0.00			0.74


			NC_010457.5			756455			intron_variant			NEB			G			A			0.73			0.13			0.60


			NC_010457.5			756608			intron_variant			NEB			C			T			0.63			0.13			0.50


			NC_010457.5			757225			intron_variant			NEB			A			G			0.69			0.15			0.54


			NC_010457.5			757711			intron_variant			NEB			T			C			0.51			0.00			0.51


			NC_010457.5			758023			intron_variant			NEB			A			G			0.61			0.11			0.50


			NC_010457.5			758029			intron_variant			NEB			A			G			0.61			0.11			0.50


			NC_010457.5			759342			intron_variant			NEB			A			G			0.65			0.13			0.52


			NC_010457.5			763287			intron_variant			NEB			G			A			0.06			0.58			0.52


			NC_010457.5			763485			intron_variant			NEB			C			T			0.78			0.00			0.78


			NC_010457.5			765267			intron_variant			NEB			A			C			0.78			0.13			0.65


			NC_010457.5			765635			3_prime_UTR_variant			NEB			G			A			0.02			0.55			0.53


			NC_010457.5			766241			downstream_gene_variant			NEB			G			A			0.69			0.00			0.69


			NC_010457.5			33532559			intron_variant			MYOM2			C			A			0.10			1.00			0.90


			NC_010457.5			33532992			intron_variant			MYOM2			A			G			0.72			0.00			0.72


			NC_010457.5			33533046			intron_variant			MYOM2			T			A			0.72			0.00			0.72


			NC_010457.5			33533329			intron_variant			MYOM2			C			T			0.09			0.86			0.77


			NC_010457.5			33537058			splice_region_variant&intron_variant			MYOM2			G			A			0.86			0.00			0.86


			NC_010457.5			33546654			intron_variant			MYOM2			C			A			0.83			0.00			0.83


			NC_010457.5			33547252			intron_variant			MYOM2			A			G			0.87			0.05			0.82


			NC_010457.5			33547531			intron_variant			MYOM2			T			C			0.80			0.06			0.74


			NC_010457.5			33547794			intron_variant			MYOM2			G			A			0.59			0.00			0.59


			NC_010457.5			33547957			intron_variant			MYOM2			A			G			0.86			0.07			0.79


			NC_010457.5			33548000			intron_variant			MYOM2			A			G			0.86			0.06			0.80


			NC_010457.5			33548466			intron_variant			MYOM2			C			G			0.66			0.00			0.66


			NC_010457.5			33548523			intron_variant			MYOM2			G			T			0.63			0.06			0.57


			NC_010457.5			33548587			intron_variant			MYOM2			T			C			0.68			0.05			0.63


			NC_010457.5			33549456			intron_variant			MYOM2			G			C			0.79			0.05			0.74


			NC_010457.5			33549855			intron_variant			MYOM2			A			G			0.17			1.00			0.83


			NC_010457.5			33549897			intron_variant			MYOM2			C			T			0.13			1.00			0.87


			NC_010457.5			33552442			intron_variant			MYOM2			A			G			0.58			0.05			0.53


			NC_010457.5			33552616			intron_variant			MYOM2			A			T			0.81			0.05			0.76


			NC_010457.5			33552837			intron_variant			MYOM2			G			A			0.82			0.06			0.76


			NC_010457.5			33552890			intron_variant			MYOM2			A			G			0.66			0.00			0.66


			NC_010457.5			33553173			intron_variant			MYOM2			C			A			0.82			0.05			0.77


			NC_010457.5			33553190			intron_variant			MYOM2			C			T			0.83			0.05			0.78


			NC_010457.5			33553406			intron_variant			MYOM2			G			A			0.88			0.05			0.83


			NC_010457.5			33553419			intron_variant			MYOM2			A			G			0.73			0.05			0.68


			NC_010457.5			33553442			intron_variant			MYOM2			T			C			1.00			0.47			0.53


			NC_010457.5			33553450			intron_variant			MYOM2			A			G			0.88			0.05			0.83


			NC_010457.5			33553533			intron_variant			MYOM2			G			T			0.88			0.05			0.83


			NC_010457.5			33553720			intron_variant			MYOM2			G			T			0.58			0.05			0.53


			NC_010457.5			33553807			intron_variant			MYOM2			A			C			0.88			0.00			0.88


			NC_010457.5			33553903			intron_variant			MYOM2			C			T			0.64			0.00			0.64


			NC_010457.5			33553941			intron_variant			MYOM2			C			A			0.87			0.05			0.82


			NC_010457.5			33554146			intron_variant			MYOM2			A			T			0.86			0.05			0.81


			NC_010457.5			33554158			intron_variant			MYOM2			C			T			0.65			0.05			0.60


			NC_010457.5			33554218			intron_variant			MYOM2			C			T			0.78			0.05			0.73


			NC_010457.5			33554897			intron_variant			MYOM2			C			T			0.82			0.05			0.77


			NC_010457.5			33555241			intron_variant			MYOM2			G			A			0.59			0.00			0.59


			NC_010457.5			33555429			intron_variant			MYOM2			C			T			0.66			0.06			0.60


			NC_010457.5			33555596			intron_variant			MYOM2			T			C			0.71			0.00			0.71


			NC_010457.5			33555853			intron_variant			MYOM2			T			C			0.84			0.06			0.78


			NC_010457.5			33555898			intron_variant			MYOM2			A			G			0.62			0.06			0.56


			NC_010457.5			33556032			intron_variant			MYOM2			C			T			0.67			0.00			0.67


			NC_010457.5			33556073			intron_variant			MYOM2			C			T			0.73			0.05			0.68


			NC_010457.5			33557145			intron_variant			MYOM2			A			G			0.28			0.95			0.67


			NC_010457.5			33557295			intron_variant			MYOM2			G			A			0.63			0.00			0.63


			NC_010457.5			33557390			intron_variant			MYOM2			C			A			0.84			0.05			0.79


			NC_010457.5			33557404			intron_variant			MYOM2			G			A			0.59			0.00			0.59


			NC_010457.5			33557411			intron_variant			MYOM2			G			C			0.83			0.05			0.78


			NC_010457.5			33557430			intron_variant			MYOM2			C			T			0.59			0.00			0.59


			NC_010457.5			33557477			intron_variant			MYOM2			A			G			0.83			0.05			0.78


			NC_010457.5			33557593			synonymous_variant			MYOM2			T			C			0.82			0.05			0.77


			NC_010457.5			33558114			intron_variant			MYOM2			T			C			0.81			0.05			0.76


			NC_010457.5			33559274			intron_variant			MYOM2			A			G			1.00			0.44			0.56


			NC_010457.5			33559300			intron_variant			MYOM2			A			G			0.77			0.06			0.71


			NC_010457.5			33559316			intron_variant			MYOM2			A			G			0.79			0.00			0.79


			NC_010457.5			33559336			intron_variant			MYOM2			T			C			0.80			0.00			0.80


			NC_010457.5			33559346			intron_variant			MYOM2			G			T			0.60			0.00			0.60


			NC_010457.5			33559362			intron_variant			MYOM2			T			C			0.65			0.00			0.65


			NC_010457.5			33559397			intron_variant			MYOM2			A			G			0.81			0.00			0.81


			NC_010457.5			33559535			intron_variant			MYOM2			G			A			0.81			0.00			0.81


			NC_010457.5			33559543			intron_variant			MYOM2			A			G			0.81			0.00			0.81


			NC_010457.5			33559564			intron_variant			MYOM2			G			A			0.81			0.00			0.81


			NC_010457.5			33559584			intron_variant			MYOM2			T			C			0.81			0.00			0.81


			NC_010457.5			33559739			intron_variant			MYOM2			C			T			0.53			0.00			0.53


			NC_010457.5			33559787			intron_variant			MYOM2			T			C			0.81			0.00			0.81


			NC_010457.5			33559939			intron_variant			MYOM2			C			T			0.61			0.00			0.61


			NC_010457.5			33559940			intron_variant			MYOM2			A			G			0.82			0.00			0.82


			NC_010457.5			33559972			intron_variant			MYOM2			G			T			0.86			0.05			0.81


			NC_010457.5			33559995			intron_variant			MYOM2			C			A			0.22			1.00			0.78


			NC_010457.5			33560109			intron_variant			MYOM2			A			G			0.84			0.00			0.84


			NC_010457.5			33560303			intron_variant			MYOM2			C			T			0.40			1.00			0.60


			NC_010457.5			33560416			splice_region_variant&synonymous_variant			MYOM2			T			G			0.36			1.00			0.64


			NC_010457.5			33560930			intron_variant			MYOM2			G			A			0.17			0.95			0.78


			NC_010457.5			33560955			intron_variant			MYOM2			G			C			0.39			0.95			0.56


			NC_010457.5			33561216			missense_variant			MYOM2			A			C			0.57			0.00			0.57


			NC_010457.5			33561269			intron_variant			MYOM2			T			G			0.36			1.00			0.64


			NC_010457.5			33561358			intron_variant			MYOM2			G			A			0.30			1.00			0.70


			NC_010457.5			33562164			intron_variant			MYOM2			T			C			0.33			1.00			0.68


			NC_010457.5			33562318			intron_variant			MYOM2			T			C			0.11			0.95			0.83


			NC_010457.5			33562330			intron_variant			MYOM2			A			G			0.18			1.00			0.82


			NC_010457.5			33562475			intron_variant			MYOM2			T			C			0.79			0.00			0.79


			NC_010457.5			33563387			intron_variant			MYOM2			A			G			0.80			0.00			0.80


			NC_010457.5			33563534			intron_variant			MYOM2			C			T			0.80			0.00			0.80


			NC_010457.5			33564586			intron_variant			MYOM2			A			G			0.78			0.00			0.78


			NC_010457.5			33564606			intron_variant			MYOM2			C			A			0.78			0.00			0.78


			NC_010457.5			33564650			intron_variant			MYOM2			C			T			0.77			0.00			0.77


			NC_010457.5			33564664			intron_variant			MYOM2			T			C			0.80			0.00			0.80


			NC_010457.5			33565364			intron_variant			MYOM2			G			A			0.84			0.00			0.84


			NC_010457.5			33565413			intron_variant			MYOM2			C			T			0.85			0.00			0.85


			NC_010457.5			33565430			intron_variant			MYOM2			G			C			0.85			0.00			0.85


			NC_010457.5			33565469			intron_variant			MYOM2			C			T			0.85			0.00			0.85


			NC_010457.5			33565735			intron_variant			MYOM2			A			G			0.83			0.05			0.78


			NC_010457.5			33566278			intron_variant			MYOM2			A			G			0.74			0.00			0.74


			NC_010457.5			33566518			intron_variant			MYOM2			C			T			0.88			0.11			0.77


			NC_010457.5			33566770			intron_variant			MYOM2			T			C			0.82			0.00			0.82


			NC_010457.5			33567583			intron_variant			MYOM2			C			A			0.82			0.08			0.74


			NC_010457.5			33567726			intron_variant			MYOM2			T			A			0.87			0.05			0.82


			NC_010457.5			33568162			intron_variant			MYOM2			G			A			0.81			0.00			0.81


			NC_010457.5			33568282			intron_variant			MYOM2			C			T			0.12			0.94			0.82


			NC_010457.5			33568283			intron_variant			MYOM2			A			G			0.12			0.94			0.82


			NC_010457.5			33568340			intron_variant			MYOM2			T			C			0.12			0.94			0.83


			NC_010457.5			33568367			intron_variant			MYOM2			C			A			0.88			0.05			0.83


			NC_010457.5			33568482			intron_variant			MYOM2			T			C			0.83			0.05			0.78


			NC_010457.5			33568582			intron_variant			MYOM2			T			C			0.65			0.05			0.60


			NC_010457.5			33568647			intron_variant			MYOM2			G			C			0.65			0.00			0.65


			NC_010457.5			33568661			intron_variant			MYOM2			A			C			0.66			0.05			0.61


			NC_010457.5			33568710			intron_variant			MYOM2			T			C			0.86			0.05			0.81


			NC_010457.5			33568726			intron_variant			MYOM2			G			C			0.79			0.05			0.74


			NC_010457.5			33568826			intron_variant			MYOM2			A			G			0.66			0.05			0.61


			NC_010457.5			33568920			intron_variant			MYOM2			G			A			0.77			0.05			0.72


			NC_010457.5			33568962			intron_variant			MYOM2			G			A			0.74			0.05			0.69


			NC_010457.5			33568968			intron_variant			MYOM2			A			G			0.74			0.05			0.69


			NC_010457.5			33568999			intron_variant			MYOM2			A			C			0.73			0.06			0.67


			NC_010457.5			33569069			intron_variant			MYOM2			T			C			0.87			0.05			0.82


			NC_010457.5			33569756			intron_variant			MYOM2			A			G			0.85			0.05			0.80


			NC_010457.5			33569787			intron_variant			MYOM2			A			G			0.86			0.05			0.81


			NC_010457.5			33569852			synonymous_variant			MYOM2			T			C			0.86			0.05			0.81


			NC_010457.5			33569933			synonymous_variant			MYOM2			T			C			0.79			0.05			0.74


			NC_010457.5			33570490			intron_variant			MYOM2			T			C			0.10			0.95			0.85


			NC_010457.5			33570517			intron_variant			MYOM2			T			C			0.48			1.00			0.52


			NC_010457.5			33570518			intron_variant			MYOM2			G			C			0.48			1.00			0.52


			NC_010457.5			33570561			intron_variant			MYOM2			A			G			0.23			0.95			0.72


			NC_010457.5			33570570			intron_variant			MYOM2			A			G			0.14			0.95			0.81


			NC_010457.5			33570587			intron_variant			MYOM2			G			A			0.10			0.94			0.85


			NC_010457.5			33571099			intron_variant			MYOM2			T			C			0.85			0.06			0.79


			NC_010457.5			33571112			intron_variant			MYOM2			C			T			0.21			0.95			0.74


			NC_010457.5			33571155			intron_variant			MYOM2			G			A			0.12			1.00			0.88


			NC_010457.5			33571189			intron_variant			MYOM2			G			A			0.20			0.94			0.74


			NC_010457.5			33571637			intron_variant			MYOM2			T			C			0.91			0.05			0.86


			NC_010457.5			33572018			intron_variant			MYOM2			T			C			0.90			0.05			0.85


			NC_010457.5			33572268			intron_variant			MYOM2			T			C			0.55			0.00			0.55


			NC_010457.5			33572294			intron_variant			MYOM2			T			G			0.10			0.94			0.84


			NC_010457.5			33572527			intron_variant			MYOM2			A			C			0.67			0.00			0.67


			NC_010457.5			33572667			intron_variant			MYOM2			C			T			0.56			0.05			0.51


			NC_010457.5			33573342			intron_variant			MYOM2			G			A			0.51			0.00			0.51


			NC_010457.5			33573810			intron_variant			MYOM2			G			T			0.70			0.06			0.64


			NC_010457.5			33574054			intron_variant			MYOM2			C			G			0.71			0.05			0.66


			NC_010457.5			33574365			intron_variant			MYOM2			A			G			0.86			0.00			0.86


			NC_010457.5			33574636			synonymous_variant			MYOM2			T			C			0.86			0.05			0.81


			NC_010457.5			33574718			missense_variant			MYOM2			A			C			0.77			0.05			0.72


			NC_010457.5			33574833			intron_variant			MYOM2			T			G			0.32			1.00			0.68


			NC_010457.5			33574908			intron_variant			MYOM2			G			A			0.64			0.00			0.64


			NC_010457.5			33574927			intron_variant			MYOM2			C			T			0.54			0.00			0.54


			NC_010457.5			33575071			intron_variant			MYOM2			A			C			0.61			0.00			0.61


			NC_010457.5			33575589			intron_variant			MYOM2			T			C			0.57			0.05			0.52


			NC_010457.5			33575620			intron_variant			MYOM2			T			C			0.56			0.05			0.51


			NC_010457.5			33575641			intron_variant			MYOM2			G			A			0.54			0.00			0.54


			NC_010457.5			33575658			intron_variant			MYOM2			T			C			0.55			0.05			0.50


			NC_010457.5			33575664			intron_variant			MYOM2			T			C			0.56			0.05			0.51


			NC_010457.5			33575805			intron_variant			MYOM2			T			C			0.88			0.05			0.83


			NC_010457.5			33575960			intron_variant			MYOM2			A			G			0.86			0.05			0.81


			NC_010457.5			33577205			intron_variant			MYOM2			A			G			0.13			0.94			0.81


			NC_010457.5			33577271			intron_variant			MYOM2			T			C			0.55			0.00			0.55


			NC_010457.5			33577747			missense_variant			MYOM2			G			C			0.59			0.05			0.54


			NC_010457.5			33577752			synonymous_variant			MYOM2			T			C			0.86			0.05			0.81


			NC_010457.5			33577812			synonymous_variant			MYOM2			C			T			0.93			0.11			0.82


			NC_010457.5			33578129			intron_variant			MYOM2			T			G			0.92			0.11			0.81


			NC_010457.5			33578157			intron_variant			MYOM2			T			C			0.72			0.05			0.67


			NC_010457.5			33578239			intron_variant			MYOM2			C			A			0.90			0.12			0.78


			NC_010457.5			33578354			intron_variant			MYOM2			A			G			0.88			0.08			0.80


			NC_010457.5			33578452			intron_variant			MYOM2			T			G			0.63			0.05			0.58


			NC_010457.5			33578686			intron_variant			MYOM2			A			G			0.51			0.00			0.51


			NC_010457.5			33579338			intron_variant			MYOM2			T			G			0.55			0.00			0.55


			NC_010457.5			33583181			intron_variant			MYOM2			A			G			0.51			0.00			0.51


			NC_010457.5			33583248			intron_variant			MYOM2			T			A			0.53			0.03			0.50


			NC_010457.5			33586317			intron_variant			MYOM2			T			C			0.99			0.47			0.52


			NC_010457.5			33588649			intron_variant			MYOM2			A			G			0.65			0.00			0.65


			NC_010457.5			33588742			intron_variant			MYOM2			A			G			0.74			0.11			0.63


			NC_010457.5			33588774			intron_variant			MYOM2			A			G			0.60			0.05			0.55


			NC_010457.5			33589298			intron_variant			MYOM2			T			C			0.58			0.00			0.58


			NC_010457.5			33590189			intron_variant			MYOM2			T			G			0.63			0.11			0.52


			NC_010457.5			33590390			intron_variant			MYOM2			A			T			0.74			0.11			0.63


			NC_010457.5			33591260			intron_variant			MYOM2			T			G			0.76			0.11			0.65


			NC_010457.5			33592718			intron_variant			MYOM2			G			A			0.78			0.11			0.67


			NC_010457.5			33592889			intron_variant			MYOM2			T			G			0.73			0.11			0.62


			NC_010457.5			33593276			intron_variant			MYOM2			G			A			0.74			0.11			0.63


			NC_010457.5			33593419			intron_variant			MYOM2			G			A			0.27			0.89			0.63


			NC_010457.5			33593499			intron_variant			MYOM2			G			T			0.33			0.89			0.56


			NC_010457.5			33593630			intron_variant			MYOM2			A			T			0.79			0.11			0.68


			NC_010457.5			33593733			intron_variant			MYOM2			A			G			0.71			0.08			0.63


			NC_010457.5			33593979			intron_variant			MYOM2			A			G			0.71			0.11			0.60


			NC_010457.5			33594200			intron_variant			MYOM2			A			G			0.74			0.11			0.63


			NC_010457.5			33594642			intron_variant			MYOM2			G			A			0.72			0.08			0.64


			NC_010457.5			33594682			intron_variant			MYOM2			T			C			0.80			0.05			0.75


			NC_010457.5			33594731			intron_variant			MYOM2			A			G			0.87			0.05			0.82


			NC_010457.5			33594757			intron_variant			MYOM2			T			C			0.83			0.11			0.72


			NC_010457.5			33594785			intron_variant			MYOM2			G			A			0.65			0.05			0.60


			NC_010457.5			33595324			intron_variant			MYOM2			G			C			0.51			0.00			0.51


			NC_010457.5			33595551			intron_variant			MYOM2			A			G			0.79			0.11			0.68


			NC_010457.5			33595571			intron_variant			MYOM2			C			T			0.65			0.00			0.65


			NC_010457.5			33595572			intron_variant			MYOM2			G			A			0.61			0.00			0.61


			NC_010457.5			33595855			intron_variant			MYOM2			A			G			0.69			0.00			0.69


			NC_010457.5			33595991			intron_variant			MYOM2			T			C			0.67			0.00			0.67


			NC_010457.5			33596009			intron_variant			MYOM2			C			T			0.69			0.00			0.69


			NC_010457.5			33596133			intron_variant			MYOM2			C			T			0.57			0.00			0.57


			NC_010457.5			33596134			intron_variant			MYOM2			T			G			0.78			0.11			0.67


			NC_010457.5			33596178			intron_variant			MYOM2			T			C			0.91			0.08			0.83


			NC_010457.5			33596283			intron_variant			MYOM2			A			G			0.81			0.08			0.73


			NC_010457.5			33596411			intron_variant			MYOM2			A			T			0.82			0.05			0.77


			NC_010457.5			33597582			intron_variant			MYOM2			A			G			0.64			0.00			0.64


			NC_010457.5			33597672			intron_variant			MYOM2			T			C			0.68			0.00			0.68


			NC_010457.5			33597682			intron_variant			MYOM2			C			T			0.67			0.00			0.67


			NC_010457.5			33597733			intron_variant			MYOM2			G			A			0.53			0.00			0.53


			NC_010457.5			33597840			intron_variant			MYOM2			A			T			0.62			0.00			0.62


			NC_010457.5			33597981			intron_variant			MYOM2			T			C			0.65			0.06			0.59


			NC_010457.5			33598609			intron_variant			MYOM2			T			C			0.55			0.05			0.50


			NC_010457.5			33598982			intron_variant			MYOM2			T			C			0.90			0.08			0.82


			NC_010457.5			33599562			intron_variant			MYOM2			A			C			0.76			0.08			0.68


			NC_010457.5			33599606			intron_variant			MYOM2			G			A			0.90			0.08			0.82


			NC_010457.5			33604226			intron_variant			MYOM2			A			G			0.28			1.00			0.72


			NC_010457.5			33604836			intron_variant			MYOM2			T			C			0.56			0.00			0.56


			NC_010457.5			33606405			synonymous_variant			MYOM2			T			C			0.87			0.05			0.82


			NC_010457.5			33607063			downstream_gene_variant			MYOM2			G			A			0.88			0.05			0.83


			NC_010457.5			33607382			downstream_gene_variant			MYOM2			G			A			0.81			0.05			0.76


			NC_010457.5			33607421			downstream_gene_variant			MYOM2			C			A			0.62			0.00			0.62


			NC_010457.5			33607569			downstream_gene_variant			MYOM2			A			G			0.80			0.05			0.75


			NC_010457.5			33607640			downstream_gene_variant			MYOM2			C			T			0.70			0.05			0.65


			NC_010457.5			33607653			downstream_gene_variant			MYOM2			C			A			0.74			0.06			0.68


			NC_010457.5			33607687			downstream_gene_variant			MYOM2			C			T			0.73			0.00			0.73


			NC_010457.5			33607728			downstream_gene_variant			MYOM2			T			C			0.83			0.05			0.78


			NC_010457.5			33607735			downstream_gene_variant			MYOM2			G			A			0.73			0.05			0.68


			NC_010457.5			33607875			downstream_gene_variant			MYOM2			C			T			0.89			0.06			0.83


			NC_010457.5			33608021			intergenic_region			MYOM2-LOC110257104			G			A			0.76			0.07			0.69


			NC_010457.5			33608087			intergenic_region			MYOM2-LOC110257104			T			C			0.76			0.05			0.71


			NC_010457.5			33608097			intergenic_region			MYOM2-LOC110257104			A			G			0.87			0.05			0.82


			NC_010457.5			33608368			intergenic_region			MYOM2-LOC110257104			T			G			0.88			0.05			0.83


			NC_010457.5			33608373			intergenic_region			MYOM2-LOC110257104			A			C			0.88			0.05			0.83


			NC_010457.5			33609372			intergenic_region			MYOM2-LOC110257104			C			A			0.10			0.88			0.78


			NC_010457.5			33609436			intergenic_region			MYOM2-LOC110257104			G			A			0.90			0.08			0.82


			NC_010457.5			33609621			intergenic_region			MYOM2-LOC110257104			T			G			0.98			0.19			0.79


			NC_010457.5			33609672			intergenic_region			MYOM2-LOC110257104			C			T			0.53			0.00			0.53


			NC_010457.5			33609749			intergenic_region			MYOM2-LOC110257104			C			T			0.52			0.00			0.52


			NC_010457.5			33610369			intergenic_region			MYOM2-LOC110257104			G			A			0.69			0.03			0.66


			NC_010457.5			33610373			intergenic_region			MYOM2-LOC110257104			T			C			0.70			0.00			0.70


			NC_010457.5			33610381			intergenic_region			MYOM2-LOC110257104			G			A			0.70			0.00			0.70


			NC_010457.5			33610409			intergenic_region			MYOM2-LOC110257104			C			T			0.59			0.00			0.59


			NC_010457.5			33610491			intergenic_region			MYOM2-LOC110257104			A			C			0.35			1.00			0.65


			NC_010457.5			33610543			intergenic_region			MYOM2-LOC110257104			T			C			0.74			0.11			0.63


			NC_010457.5			33610568			intergenic_region			MYOM2-LOC110257104			C			T			0.53			0.00			0.53


			NC_010457.5			33610603			intergenic_region			MYOM2-LOC110257104			G			T			0.71			0.11			0.60


			NC_010457.5			33610915			intergenic_region			MYOM2-LOC110257104			A			T			0.55			0.00			0.55


			NC_010457.5			33611076			intergenic_region			MYOM2-LOC110257104			T			C			0.69			0.05			0.64


			NC_010457.5			33612109			intergenic_region			MYOM2-LOC110257104			A			C			0.85			0.05			0.80


			NC_010457.5			33613607			intergenic_region			MYOM2-LOC110257104			T			C			0.71			0.05			0.66


			NC_010457.5			33613692			intergenic_region			MYOM2-LOC110257104			C			T			0.74			0.00			0.74


			NC_010457.5			33613819			intergenic_region			MYOM2-LOC110257104			C			T			0.88			0.05			0.83


			NC_010457.5			33613892			intergenic_region			MYOM2-LOC110257104			T			C			0.87			0.05			0.82


			NC_010457.5			33614000			intergenic_region			MYOM2-LOC110257104			C			T			0.76			0.00			0.76


			NC_010457.5			33614109			intergenic_region			MYOM2-LOC110257104			G			A			0.85			0.00			0.85


			NC_010457.5			33614121			intergenic_region			MYOM2-LOC110257104			G			A			0.86			0.00			0.86


			NC_010457.5			33614151			intergenic_region			MYOM2-LOC110257104			C			A			0.75			0.00			0.75


			NC_010457.5			33614152			intergenic_region			MYOM2-LOC110257104			C			T			0.75			0.00			0.75


			NC_010457.5			33614190			intergenic_region			MYOM2-LOC110257104			T			C			0.77			0.06			0.71


			NC_010457.5			33614193			intergenic_region			MYOM2-LOC110257104			T			C			0.84			0.00			0.84


			NC_010457.5			33614221			intergenic_region			MYOM2-LOC110257104			T			C			0.66			0.00			0.66


			NC_010457.5			33614297			intergenic_region			MYOM2-LOC110257104			A			G			0.78			0.06			0.72


			NC_010457.5			33614300			intergenic_region			MYOM2-LOC110257104			T			C			0.78			0.06			0.72


			NC_010457.5			33614325			intergenic_region			MYOM2-LOC110257104			T			C			0.74			0.06			0.68


			NC_010457.5			33614404			intergenic_region			MYOM2-LOC110257104			A			G			0.90			0.05			0.85


			NC_010457.5			33614462			intergenic_region			MYOM2-LOC110257104			G			A			0.88			0.06			0.82


			NC_010457.5			33614475			intergenic_region			MYOM2-LOC110257104			T			A			0.83			0.06			0.77


			NC_010457.5			33614516			intergenic_region			MYOM2-LOC110257104			C			T			0.74			0.00			0.74


			NC_010457.5			33614885			intergenic_region			MYOM2-LOC110257104			T			C			0.84			0.00			0.84


			NC_010457.5			33615199			intergenic_region			MYOM2-LOC110257104			T			A			0.78			0.00			0.78


			NC_010457.5			33615210			intergenic_region			MYOM2-LOC110257104			A			G			0.84			0.05			0.79


			NC_010457.5			33615231			intergenic_region			MYOM2-LOC110257104			G			A			0.83			0.05			0.78


			NC_010457.5			33615552			intergenic_region			MYOM2-LOC110257104			C			A			0.84			0.05			0.79


			NC_010457.5			33615556			intergenic_region			MYOM2-LOC110257104			T			C			0.84			0.05			0.79


			NC_010457.5			33615798			intergenic_region			MYOM2-LOC110257104			C			T			0.83			0.00			0.83


			NC_010457.5			33616637			intergenic_region			MYOM2-LOC110257104			T			C			0.90			0.11			0.79


			NC_010457.5			33617064			intergenic_region			MYOM2-LOC110257104			C			A			0.88			0.26			0.62


			NC_010457.5			33617835			intergenic_region			MYOM2-LOC110257104			A			C			0.88			0.14			0.74


			NC_010457.5			33617885			intergenic_region			MYOM2-LOC110257104			G			T			0.88			0.13			0.75


			NC_010457.5			33617964			intergenic_region			MYOM2-LOC110257104			A			G			0.71			0.08			0.63


			NC_010457.5			33618826			intergenic_region			MYOM2-LOC110257104			A			G			0.84			0.14			0.70


			NC_010457.5			33618832			intergenic_region			MYOM2-LOC110257104			A			C			0.86			0.13			0.73


			NC_010457.5			33618977			intergenic_region			MYOM2-LOC110257104			A			G			0.57			0.05			0.52


			NC_010457.5			33619068			intergenic_region			MYOM2-LOC110257104			T			C			0.77			0.16			0.61


			NC_010457.5			33619151			intergenic_region			MYOM2-LOC110257104			G			C			0.21			0.87			0.66


			NC_010457.5			33619242			intergenic_region			MYOM2-LOC110257104			G			C			0.05			0.84			0.80


			NC_010457.5			33619248			intergenic_region			MYOM2-LOC110257104			A			G			0.57			0.05			0.52


			NC_010457.5			33619385			intergenic_region			MYOM2-LOC110257104			T			C			0.89			0.13			0.76


			NC_010457.5			33619427			intergenic_region			MYOM2-LOC110257104			A			G			0.56			0.05			0.51


			NC_010457.5			33620214			intergenic_region			MYOM2-LOC110257104			C			T			0.20			0.89			0.69


			NC_010457.5			33622170			intergenic_region			MYOM2-LOC110257104			G			A			0.42			0.92			0.50


			NC_010457.5			33624043			intergenic_region			MYOM2-LOC110257104			T			A			0.09			0.66			0.56


			NC_010457.5			33626084			intergenic_region			MYOM2-LOC110257104			G			A			0.08			0.92			0.84


			NC_010457.5			33626725			intergenic_region			MYOM2-LOC110257104			C			G			0.52			0.00			0.52


			NC_010457.5			33626792			intergenic_region			MYOM2-LOC110257104			T			C			0.09			0.92			0.83


			NC_010457.5			33628322			intergenic_region			MYOM2-LOC110257104			C			T			0.10			0.89			0.79


			NC_010457.5			33637982			intergenic_region			MYOM2-LOC110257104			G			A			0.24			0.94			0.71


			NC_010457.5			33638659			intergenic_region			MYOM2-LOC110257104			T			C			0.51			0.00			0.51


			NC_010457.5			33639921			intergenic_region			MYOM2-LOC110257104			A			G			0.20			0.77			0.57


			NC_010457.5			33639993			intergenic_region			MYOM2-LOC110257104			G			A			0.08			0.61			0.53


			NC_010457.5			33643253			intergenic_region			MYOM2-LOC110257104			C			T			0.06			0.58			0.52


			NC_010457.5			33643438			intergenic_region			MYOM2-LOC110257104			C			G			0.90			0.39			0.51


			NC_010457.5			33643478			intergenic_region			MYOM2-LOC110257104			A			G			0.08			0.61			0.52


			NC_010457.5			33644184			intergenic_region			MYOM2-LOC110257104			A			G			0.01			0.56			0.54


			NC_010457.5			33644738			intergenic_region			MYOM2-LOC110257104			C			G			0.93			0.32			0.61


			NC_010457.5			33644818			intergenic_region			MYOM2-LOC110257104			T			C			0.06			0.66			0.60


			NC_010457.5			33644969			intergenic_region			MYOM2-LOC110257104			C			G			0.88			0.37			0.51


			NC_010457.5			33644994			intergenic_region			MYOM2-LOC110257104			G			T			0.33			0.97			0.65


			NC_010457.5			33645431			intergenic_region			MYOM2-LOC110257104			A			G			0.91			0.33			0.58


			NC_010457.5			33645489			intergenic_region			MYOM2-LOC110257104			T			C			0.89			0.39			0.50


			NC_010457.5			33646866			intergenic_region			MYOM2-LOC110257104			C			A			0.92			0.34			0.58


			NC_010457.5			33647185			intergenic_region			MYOM2-LOC110257104			T			C			0.88			0.37			0.51


			NC_010457.5			33647349			intergenic_region			MYOM2-LOC110257104			T			C			0.90			0.34			0.56


			NC_010457.5			33647442			intergenic_region			MYOM2-LOC110257104			A			C			0.63			0.08			0.55


			NC_010457.5			33648128			intergenic_region			MYOM2-LOC110257104			C			A			0.56			0.05			0.51


			NC_010457.5			33648201			intergenic_region			MYOM2-LOC110257104			T			C			0.53			0.00			0.53


			NC_010457.5			33648311			intergenic_region			MYOM2-LOC110257104			T			G			0.58			0.08			0.50


			NC_010457.5			33648531			intergenic_region			MYOM2-LOC110257104			T			C			0.58			0.08			0.50


			NC_010457.5			33648672			intergenic_region			MYOM2-LOC110257104			T			C			0.85			0.29			0.56


			NC_010457.5			33648736			intergenic_region			MYOM2-LOC110257104			A			G			0.90			0.32			0.58


			NC_010457.5			33648741			intergenic_region			MYOM2-LOC110257104			G			A			0.65			0.08			0.57


			NC_010457.5			33648788			intergenic_region			MYOM2-LOC110257104			A			T			0.11			0.63			0.52


			NC_010457.5			33648850			intergenic_region			MYOM2-LOC110257104			T			C			0.68			0.14			0.54


			NC_010457.5			33648987			intergenic_region			MYOM2-LOC110257104			G			T			0.67			0.17			0.50


			NC_010457.5			33649337			intergenic_region			MYOM2-LOC110257104			G			A			0.07			0.66			0.59


			NC_010457.5			33649537			intergenic_region			MYOM2-LOC110257104			G			C			0.07			0.61			0.53


			NC_010457.5			33650695			intergenic_region			MYOM2-LOC110257104			T			C			0.62			0.11			0.51


			NC_010457.5			33651422			intergenic_region			MYOM2-LOC110257104			C			T			0.93			0.34			0.59


			NC_010457.5			33651588			intergenic_region			MYOM2-LOC110257104			G			A			0.64			0.13			0.51


			NC_010457.5			33651620			intergenic_region			MYOM2-LOC110257104			T			A			0.61			0.06			0.55


			NC_010457.5			33651634			intergenic_region			MYOM2-LOC110257104			T			C			0.61			0.06			0.55


			NC_010457.5			33651655			intergenic_region			MYOM2-LOC110257104			T			G			0.61			0.06			0.55


			NC_010457.5			33651784			intergenic_region			MYOM2-LOC110257104			G			T			0.64			0.11			0.53


			NC_010457.5			33652586			intergenic_region			MYOM2-LOC110257104			G			A			0.92			0.39			0.53


			NC_010457.5			33653133			intergenic_region			MYOM2-LOC110257104			G			A			0.05			0.77			0.72


			NC_010457.5			33653424			intergenic_region			MYOM2-LOC110257104			A			C			0.92			0.26			0.66


			NC_010457.5			33653479			intergenic_region			MYOM2-LOC110257104			T			A			0.83			0.25			0.58


			NC_010457.5			33654133			intergenic_region			MYOM2-LOC110257104			C			T			0.85			0.31			0.54


			NC_010457.5			33654134			intergenic_region			MYOM2-LOC110257104			A			G			0.85			0.31			0.54


			NC_010457.5			33654162			intergenic_region			MYOM2-LOC110257104			G			A			0.85			0.33			0.52


			NC_010457.5			33654190			intergenic_region			MYOM2-LOC110257104			G			T			0.85			0.32			0.53


			NC_010457.5			33654198			intergenic_region			MYOM2-LOC110257104			G			A			0.85			0.32			0.53


			NC_010457.5			33654723			intergenic_region			MYOM2-LOC110257104			G			A			0.89			0.34			0.55


			NC_010457.5			33654728			intergenic_region			MYOM2-LOC110257104			T			C			0.82			0.29			0.53


			NC_010457.5			33655085			intergenic_region			MYOM2-LOC110257104			T			C			0.90			0.39			0.51


			NC_010457.5			33655105			intergenic_region			MYOM2-LOC110257104			A			G			0.87			0.34			0.53


			NC_010457.5			33655215			intergenic_region			MYOM2-LOC110257104			G			T			0.91			0.37			0.54


			NC_010457.5			33655426			intergenic_region			MYOM2-LOC110257104			A			G			0.86			0.36			0.50


			NC_010457.5			33658205			intergenic_region			MYOM2-LOC110257104			T			C			0.75			0.22			0.53


			NC_010457.5			33658433			intergenic_region			MYOM2-LOC110257104			C			G			0.85			0.32			0.53


			NC_010457.5			33658604			intergenic_region			MYOM2-LOC110257104			T			C			0.87			0.29			0.58


			NC_010457.5			33658811			intergenic_region			MYOM2-LOC110257104			A			G			0.89			0.29			0.60


			NC_010457.5			33659201			intergenic_region			MYOM2-LOC110257104			T			G			0.60			0.00			0.60


			NC_010457.5			33659215			intergenic_region			MYOM2-LOC110257104			C			T			0.63			0.00			0.63


			NC_010457.5			33659229			intergenic_region			MYOM2-LOC110257104			C			G			0.88			0.26			0.62


			NC_010457.5			33659235			intergenic_region			MYOM2-LOC110257104			G			A			0.64			0.00			0.64


			NC_010457.5			33659253			intergenic_region			MYOM2-LOC110257104			G			A			0.62			0.00			0.62


			NC_010457.5			33659457			intergenic_region			MYOM2-LOC110257104			A			T			0.87			0.29			0.58


			NC_010457.5			33659776			intergenic_region			MYOM2-LOC110257104			C			A			0.83			0.28			0.55


			NC_010457.5			33659952			intergenic_region			MYOM2-LOC110257104			C			T			0.91			0.29			0.62


			NC_010457.5			33660160			intergenic_region			MYOM2-LOC110257104			G			T			0.88			0.32			0.56


			NC_010457.5			33660247			intergenic_region			MYOM2-LOC110257104			T			C			0.87			0.29			0.58


			NC_010457.5			33660261			intergenic_region			MYOM2-LOC110257104			A			G			0.87			0.26			0.61


			NC_010457.5			33660372			intergenic_region			MYOM2-LOC110257104			T			C			0.89			0.32			0.57


			NC_010457.5			33660384			intergenic_region			MYOM2-LOC110257104			C			T			0.90			0.32			0.58


			NC_010457.5			33660404			intergenic_region			MYOM2-LOC110257104			A			C			0.90			0.32			0.58


			NC_010457.5			33660498			intergenic_region			MYOM2-LOC110257104			T			C			0.88			0.32			0.56


			NC_010457.5			33660928			intergenic_region			MYOM2-LOC110257104			C			T			0.60			0.06			0.54


			NC_010457.5			33661060			intergenic_region			MYOM2-LOC110257104			T			C			0.86			0.26			0.60


			NC_010457.5			33661061			intergenic_region			MYOM2-LOC110257104			G			A			0.86			0.26			0.60


			NC_010457.5			33661244			intergenic_region			MYOM2-LOC110257104			A			G			0.85			0.31			0.54


			NC_010457.5			33661266			intergenic_region			MYOM2-LOC110257104			T			C			0.85			0.31			0.54


			NC_010457.5			33661908			intergenic_region			MYOM2-LOC110257104			A			G			0.14			0.92			0.78


			NC_010457.5			33662243			intergenic_region			MYOM2-LOC110257104			G			A			0.87			0.34			0.53


			NC_010457.5			33662439			intergenic_region			MYOM2-LOC110257104			G			A			0.88			0.03			0.85


			NC_010457.5			33662465			intergenic_region			MYOM2-LOC110257104			T			C			0.81			0.08			0.73


			NC_010457.5			33662475			intergenic_region			MYOM2-LOC110257104			T			A			0.81			0.08			0.73


			NC_010457.5			33662659			intergenic_region			MYOM2-LOC110257104			T			C			0.69			0.08			0.61


			NC_010457.5			33663160			intergenic_region			MYOM2-LOC110257104			C			T			0.89			0.22			0.67


			NC_010457.5			33663215			intergenic_region			MYOM2-LOC110257104			G			A			0.85			0.29			0.56


			NC_010457.5			33663411			intergenic_region			MYOM2-LOC110257104			T			C			0.88			0.26			0.62


			NC_010457.5			33663427			intergenic_region			MYOM2-LOC110257104			T			C			0.86			0.26			0.60


			NC_010457.5			33663540			intergenic_region			MYOM2-LOC110257104			T			C			0.85			0.18			0.67


			NC_010457.5			33663840			intergenic_region			MYOM2-LOC110257104			G			A			0.08			0.74			0.65


			NC_010457.5			33663862			intergenic_region			MYOM2-LOC110257104			G			A			0.92			0.24			0.68


			NC_010457.5			33664125			intergenic_region			MYOM2-LOC110257104			T			C			0.85			0.28			0.57


			NC_010457.5			33664130			intergenic_region			MYOM2-LOC110257104			T			A			0.86			0.28			0.58


			NC_010457.5			33664408			intergenic_region			MYOM2-LOC110257104			T			C			0.87			0.29			0.58


			NC_010457.5			33664606			intergenic_region			MYOM2-LOC110257104			A			G			0.88			0.22			0.66


			NC_010457.5			33664783			intergenic_region			MYOM2-LOC110257104			C			T			0.51			0.00			0.51


			NC_010457.5			33665021			intergenic_region			MYOM2-LOC110257104			G			A			0.87			0.32			0.55


			NC_010457.5			33665347			intergenic_region			MYOM2-LOC110257104			T			C			0.85			0.32			0.53


			NC_010457.5			33665393			intergenic_region			MYOM2-LOC110257104			G			A			0.10			0.68			0.58


			NC_010457.5			33665414			intergenic_region			MYOM2-LOC110257104			T			C			0.88			0.32			0.56


			NC_010457.5			33665431			intergenic_region			MYOM2-LOC110257104			A			G			0.89			0.29			0.60


			NC_010457.5			33665608			intergenic_region			MYOM2-LOC110257104			C			T			0.24			0.78			0.54


			NC_010457.5			33665689			intergenic_region			MYOM2-LOC110257104			G			C			0.87			0.28			0.59


			NC_010457.5			33665904			intergenic_region			MYOM2-LOC110257104			T			G			0.53			0.00			0.53


			NC_010457.5			33665967			intergenic_region			MYOM2-LOC110257104			T			C			0.55			0.00			0.55


			NC_010457.5			33666004			intergenic_region			MYOM2-LOC110257104			T			C			0.84			0.26			0.58


			NC_010457.5			33666119			intergenic_region			MYOM2-LOC110257104			A			G			0.84			0.19			0.65


			NC_010457.5			33666205			intergenic_region			MYOM2-LOC110257104			C			T			0.86			0.28			0.58


			NC_010457.5			33666284			intergenic_region			MYOM2-LOC110257104			T			C			0.79			0.26			0.53


			NC_010457.5			33666406			intergenic_region			MYOM2-LOC110257104			T			G			0.86			0.18			0.68


			NC_010457.5			33666408			intergenic_region			MYOM2-LOC110257104			C			T			0.88			0.18			0.70


			NC_010457.5			33666523			intergenic_region			MYOM2-LOC110257104			C			T			0.87			0.32			0.55


			NC_010457.5			33667049			intergenic_region			MYOM2-LOC110257104			A			C			0.88			0.29			0.59


			NC_010457.5			33667522			intergenic_region			MYOM2-LOC110257104			A			G			0.88			0.32			0.56


			NC_010457.5			33668039			intergenic_region			MYOM2-LOC110257104			A			G			0.88			0.32			0.56


			NC_010457.5			33668241			intergenic_region			MYOM2-LOC110257104			G			C			0.10			0.69			0.59


			NC_010457.5			33668859			intergenic_region			MYOM2-LOC110257104			G			C			0.88			0.32			0.56


			NC_010457.5			33669266			intergenic_region			MYOM2-LOC110257104			T			C			0.89			0.33			0.56


			NC_010457.5			33669315			intergenic_region			MYOM2-LOC110257104			A			G			0.90			0.29			0.61


			NC_010457.5			33669375			intergenic_region			MYOM2-LOC110257104			T			C			0.88			0.26			0.62


			NC_010457.5			33669444			intergenic_region			MYOM2-LOC110257104			A			G			0.41			0.92			0.51


			NC_010457.5			33669746			intergenic_region			MYOM2-LOC110257104			T			C			0.42			0.92			0.50


			NC_010457.5			33670681			intergenic_region			MYOM2-LOC110257104			G			C			0.11			0.68			0.57


			NC_010457.5			33671034			intergenic_region			MYOM2-LOC110257104			T			C			0.90			0.28			0.62


			NC_010457.5			33671115			intergenic_region			MYOM2-LOC110257104			C			T			0.89			0.29			0.60


			NC_010457.5			33671158			intergenic_region			MYOM2-LOC110257104			G			A			0.88			0.32			0.56


			NC_010457.5			33671299			intergenic_region			MYOM2-LOC110257104			G			A			0.92			0.31			0.61


			NC_010457.5			33671335			intergenic_region			MYOM2-LOC110257104			T			C			0.91			0.32			0.59


			NC_010457.5			33671340			intergenic_region			MYOM2-LOC110257104			A			G			0.91			0.32			0.59


			NC_010457.5			33671421			intergenic_region			MYOM2-LOC110257104			A			G			0.88			0.32			0.56


			NC_010457.5			33671456			intergenic_region			MYOM2-LOC110257104			A			G			0.84			0.32			0.52


			NC_010457.5			33671586			intergenic_region			MYOM2-LOC110257104			T			C			0.89			0.29			0.60


			NC_010457.5			33671622			intergenic_region			MYOM2-LOC110257104			T			C			0.89			0.32			0.57


			NC_010457.5			33671694			intergenic_region			MYOM2-LOC110257104			C			T			0.88			0.28			0.60


			NC_010457.5			33671876			intergenic_region			MYOM2-LOC110257104			T			A			0.62			0.09			0.53


			NC_010457.5			33672293			intergenic_region			MYOM2-LOC110257104			A			G			0.15			0.89			0.74


			NC_010457.5			33672306			intergenic_region			MYOM2-LOC110257104			T			A			0.84			0.08			0.76


			NC_010457.5			33672325			intergenic_region			MYOM2-LOC110257104			A			G			0.88			0.09			0.79


			NC_010457.5			33672408			intergenic_region			MYOM2-LOC110257104			T			G			0.86			0.26			0.60


			NC_010457.5			33673486			intergenic_region			MYOM2-LOC110257104			C			A			0.10			0.66			0.56


			NC_010457.5			33673489			intergenic_region			MYOM2-LOC110257104			A			G			0.10			0.68			0.59


			NC_010457.5			33673491			intergenic_region			MYOM2-LOC110257104			A			C			0.10			0.68			0.59


			NC_010457.5			33673914			intergenic_region			MYOM2-LOC110257104			A			G			0.52			0.00			0.52


			NC_010457.5			33673997			intergenic_region			MYOM2-LOC110257104			A			G			0.10			0.92			0.82


			NC_010457.5			33674010			intergenic_region			MYOM2-LOC110257104			G			A			0.10			0.68			0.58


			NC_010457.5			33674476			intergenic_region			MYOM2-LOC110257104			A			G			0.25			0.95			0.70


			NC_010457.5			33674720			intergenic_region			MYOM2-LOC110257104			A			G			0.10			0.63			0.53


			NC_010457.5			33675041			intergenic_region			MYOM2-LOC110257104			G			A			0.42			0.97			0.55


			NC_010457.5			33675351			intergenic_region			MYOM2-LOC110257104			G			T			0.10			0.67			0.56


			NC_010457.5			33675753			intergenic_region			MYOM2-LOC110257104			G			A			0.37			0.89			0.52


			NC_010457.5			33675802			intergenic_region			MYOM2-LOC110257104			G			A			0.31			0.89			0.59


			NC_010457.5			33675803			intergenic_region			MYOM2-LOC110257104			T			C			0.33			0.89			0.57


			NC_010457.5			33675811			intergenic_region			MYOM2-LOC110257104			C			T			0.28			0.89			0.62


			NC_010457.5			33675981			intergenic_region			MYOM2-LOC110257104			T			A			0.59			0.05			0.54


			NC_010457.5			33675984			intergenic_region			MYOM2-LOC110257104			G			C			0.06			0.61			0.55


			NC_010457.5			33676024			intergenic_region			MYOM2-LOC110257104			G			A			0.64			0.05			0.59


			NC_010457.5			33676435			intergenic_region			MYOM2-LOC110257104			G			A			0.08			0.61			0.53


			NC_010457.5			33676888			intergenic_region			MYOM2-LOC110257104			C			T			0.19			0.92			0.73


			NC_010457.5			33677339			intergenic_region			MYOM2-LOC110257104			C			A			0.14			0.92			0.78


			NC_010457.5			33677345			intergenic_region			MYOM2-LOC110257104			G			T			0.11			0.69			0.58


			NC_010457.5			33677351			intergenic_region			MYOM2-LOC110257104			T			C			0.14			0.92			0.78


			NC_010457.5			33678403			intergenic_region			MYOM2-LOC110257104			C			T			0.09			0.67			0.57


			NC_010457.5			33678456			intergenic_region			MYOM2-LOC110257104			C			T			0.11			0.66			0.55


			NC_010457.5			33678753			intergenic_region			MYOM2-LOC110257104			A			G			0.09			0.61			0.51


			NC_010457.5			33679105			intergenic_region			MYOM2-LOC110257104			G			A			0.22			0.89			0.68


			NC_010457.5			33679138			intergenic_region			MYOM2-LOC110257104			C			T			0.08			0.61			0.53


			NC_010457.5			33679270			intergenic_region			MYOM2-LOC110257104			G			A			0.64			0.05			0.59


			NC_010457.5			33679513			intergenic_region			MYOM2-LOC110257104			T			C			0.58			0.05			0.53


			NC_010457.5			33679682			intergenic_region			MYOM2-LOC110257104			T			A			0.20			0.89			0.69


			NC_010457.5			33679939			intergenic_region			MYOM2-LOC110257104			A			C			0.35			0.92			0.57


			NC_010457.5			33679941			intergenic_region			MYOM2-LOC110257104			G			A			0.35			0.92			0.57


			NC_010457.5			33679983			intergenic_region			MYOM2-LOC110257104			C			T			0.36			0.92			0.56


			NC_010457.5			33680061			intergenic_region			MYOM2-LOC110257104			C			A			0.36			0.95			0.58


			NC_010457.5			33680125			intergenic_region			MYOM2-LOC110257104			A			G			0.56			0.05			0.51


			NC_010457.5			33681304			intergenic_region			MYOM2-LOC110257104			C			T			0.08			0.61			0.53


			NC_010457.5			33682452			intergenic_region			MYOM2-LOC110257104			A			G			0.40			0.92			0.52


			NC_010457.5			33682703			intergenic_region			MYOM2-LOC110257104			C			T			0.08			0.66			0.58


			NC_010457.5			33682942			intergenic_region			MYOM2-LOC110257104			A			G			0.07			0.63			0.56


			NC_010457.5			33683080			intergenic_region			MYOM2-LOC110257104			G			A			0.19			0.92			0.73


			NC_010457.5			33683188			intergenic_region			MYOM2-LOC110257104			G			A			0.18			0.92			0.74


			NC_010457.5			33683924			intergenic_region			MYOM2-LOC110257104			A			G			0.20			0.92			0.72


			NC_010457.5			33684389			intergenic_region			MYOM2-LOC110257104			C			T			0.43			0.94			0.51


			NC_010457.5			33684835			intergenic_region			MYOM2-LOC110257104			C			T			0.09			0.92			0.83


			NC_010457.5			33684951			intergenic_region			MYOM2-LOC110257104			A			G			0.27			0.95			0.67


			NC_010457.5			33685024			intergenic_region			MYOM2-LOC110257104			G			A			0.10			0.89			0.79


			NC_010457.5			33685025			intergenic_region			MYOM2-LOC110257104			A			T			0.10			0.89			0.79


			NC_010457.5			33685039			intergenic_region			MYOM2-LOC110257104			C			T			0.10			0.89			0.79


			NC_010457.5			33685049			intergenic_region			MYOM2-LOC110257104			T			G			0.17			0.89			0.72


			NC_010457.5			33685263			intergenic_region			MYOM2-LOC110257104			G			A			0.52			0.00			0.52


			NC_010457.5			33685527			intergenic_region			MYOM2-LOC110257104			G			T			0.38			0.97			0.59


			NC_010457.5			33685648			intergenic_region			MYOM2-LOC110257104			G			A			0.74			0.05			0.69


			NC_010457.5			33686054			intergenic_region			MYOM2-LOC110257104			A			G			0.56			0.03			0.53


			NC_010457.5			33686073			intergenic_region			MYOM2-LOC110257104			T			C			0.22			0.95			0.73


			NC_010457.5			33686246			intergenic_region			MYOM2-LOC110257104			A			G			0.57			0.05			0.52


			NC_010457.5			33686260			intergenic_region			MYOM2-LOC110257104			A			C			0.35			0.91			0.56


			NC_010457.5			33686467			intergenic_region			MYOM2-LOC110257104			C			G			0.24			0.92			0.68


			NC_010457.5			33686794			intergenic_region			MYOM2-LOC110257104			A			G			0.74			0.05			0.69


			NC_010457.5			33686839			intergenic_region			MYOM2-LOC110257104			A			G			0.76			0.11			0.65


			NC_010457.5			33686872			intergenic_region			MYOM2-LOC110257104			T			C			0.10			0.89			0.79


			NC_010457.5			33686895			intergenic_region			MYOM2-LOC110257104			A			G			0.14			0.92			0.78


			NC_010457.5			33687280			intergenic_region			MYOM2-LOC110257104			C			T			0.79			0.00			0.79


			NC_010457.5			33687370			intergenic_region			MYOM2-LOC110257104			G			A			0.11			0.92			0.81


			NC_010457.5			33688263			intergenic_region			MYOM2-LOC110257104			G			C			0.10			0.97			0.88


			NC_010457.5			33690218			intergenic_region			MYOM2-LOC110257104			C			T			0.83			0.08			0.75


			NC_010457.5			33690501			intergenic_region			MYOM2-LOC110257104			C			T			0.78			0.08			0.70


			NC_010457.5			33690651			intergenic_region			MYOM2-LOC110257104			T			C			0.62			0.05			0.57


			NC_010457.5			33691901			intergenic_region			MYOM2-LOC110257104			A			G			0.62			0.05			0.57


			NC_010457.5			33692009			intergenic_region			MYOM2-LOC110257104			A			G			0.66			0.00			0.66


			NC_010457.5			33692322			intergenic_region			MYOM2-LOC110257104			A			G			0.63			0.00			0.63


			NC_010457.5			33692327			intergenic_region			MYOM2-LOC110257104			C			T			0.63			0.00			0.63


			NC_010457.5			33692334			intergenic_region			MYOM2-LOC110257104			A			G			0.63			0.00			0.63


			NC_010457.5			33692569			intergenic_region			MYOM2-LOC110257104			C			T			0.70			0.06			0.64


			NC_010457.5			33692598			intergenic_region			MYOM2-LOC110257104			G			C			0.11			1.00			0.89


			NC_010457.5			33692600			intergenic_region			MYOM2-LOC110257104			T			G			0.90			0.00			0.90


			NC_010457.5			33692643			intergenic_region			MYOM2-LOC110257104			G			A			0.70			0.00			0.70


			NC_010457.5			33692730			intergenic_region			MYOM2-LOC110257104			C			T			0.57			0.06			0.51


			NC_010457.5			33693060			intergenic_region			MYOM2-LOC110257104			A			G			0.55			0.00			0.55


			NC_010457.5			33693077			intergenic_region			MYOM2-LOC110257104			G			A			0.68			0.00			0.68


			NC_010457.5			33693140			intergenic_region			MYOM2-LOC110257104			T			A			0.73			0.00			0.73


			NC_010457.5			33693147			intergenic_region			MYOM2-LOC110257104			T			G			0.78			0.03			0.75


			NC_010457.5			33693372			intergenic_region			MYOM2-LOC110257104			T			G			0.76			0.03			0.73


			NC_010457.5			33693515			intergenic_region			MYOM2-LOC110257104			C			T			0.74			0.00			0.74


			NC_010457.5			33693627			intergenic_region			MYOM2-LOC110257104			C			A			0.67			0.00			0.67


			NC_010457.5			33693692			intergenic_region			MYOM2-LOC110257104			C			G			0.65			0.00			0.65


			NC_010457.5			33694029			intergenic_region			MYOM2-LOC110257104			A			G			0.88			0.05			0.83


			NC_010457.5			33694259			intergenic_region			MYOM2-LOC110257104			G			A			0.60			0.05			0.55


			NC_010457.5			33694286			intergenic_region			MYOM2-LOC110257104			C			G			0.52			0.00			0.52


			NC_010457.5			33694288			intergenic_region			MYOM2-LOC110257104			A			G			0.51			0.00			0.51


			NC_010457.5			33694483			intergenic_region			MYOM2-LOC110257104			T			C			0.85			0.03			0.82


			NC_010457.5			33694620			intergenic_region			MYOM2-LOC110257104			T			C			0.71			0.08			0.63


			NC_010457.5			33694855			intergenic_region			MYOM2-LOC110257104			T			C			0.65			0.00			0.65


			NC_010457.5			33695185			intergenic_region			MYOM2-LOC110257104			C			A			0.87			0.05			0.82


			NC_010457.5			33695272			intergenic_region			MYOM2-LOC110257104			C			T			0.88			0.08			0.80


			NC_010457.5			33696129			intergenic_region			MYOM2-LOC110257104			T			C			0.81			0.08			0.73


			NC_010457.5			33696228			intergenic_region			MYOM2-LOC110257104			A			G			0.81			0.07			0.74


			NC_010457.5			33696236			intergenic_region			MYOM2-LOC110257104			C			T			0.75			0.11			0.64


			NC_010457.5			33696501			intergenic_region			MYOM2-LOC110257104			G			A			0.55			0.00			0.55


			NC_010457.5			33696566			intergenic_region			MYOM2-LOC110257104			C			T			0.76			0.05			0.71


			NC_010457.5			33696724			intergenic_region			MYOM2-LOC110257104			A			G			0.84			0.08			0.76


			NC_010457.5			33696766			intergenic_region			MYOM2-LOC110257104			G			A			0.56			0.03			0.53


			NC_010457.5			33696812			intergenic_region			MYOM2-LOC110257104			A			G			0.79			0.03			0.76


			NC_010457.5			33696815			intergenic_region			MYOM2-LOC110257104			G			C			0.76			0.03			0.73


			NC_010457.5			33696844			intergenic_region			MYOM2-LOC110257104			T			C			0.58			0.03			0.55


			NC_010457.5			33696919			intergenic_region			MYOM2-LOC110257104			G			T			0.63			0.03			0.60


			NC_010457.5			33696927			intergenic_region			MYOM2-LOC110257104			A			T			0.57			0.03			0.54


			NC_010457.5			33696997			intergenic_region			MYOM2-LOC110257104			A			T			0.55			0.03			0.52


			NC_010457.5			33697009			intergenic_region			MYOM2-LOC110257104			C			T			0.82			0.08			0.74


			NC_010457.5			33697297			intergenic_region			MYOM2-LOC110257104			T			C			0.83			0.05			0.78


			NC_010457.5			33697347			intergenic_region			MYOM2-LOC110257104			A			G			0.84			0.08			0.76


			NC_010457.5			33697424			intergenic_region			MYOM2-LOC110257104			C			T			0.65			0.00			0.65


			NC_010457.5			33697495			intergenic_region			MYOM2-LOC110257104			T			C			0.81			0.05			0.76


			NC_010457.5			33697653			intergenic_region			MYOM2-LOC110257104			T			C			0.75			0.06			0.69


			NC_010457.5			33697743			intergenic_region			MYOM2-LOC110257104			T			C			0.64			0.00			0.64


			NC_010457.5			33697940			intergenic_region			MYOM2-LOC110257104			A			T			0.78			0.05			0.73


			NC_010457.5			33698144			intergenic_region			MYOM2-LOC110257104			G			A			0.87			0.08			0.79


			NC_010457.5			33698281			intergenic_region			MYOM2-LOC110257104			G			T			0.71			0.05			0.66


			NC_010457.5			33698338			intergenic_region			MYOM2-LOC110257104			T			C			0.67			0.00			0.67


			NC_010457.5			33698360			intergenic_region			MYOM2-LOC110257104			G			C			0.77			0.05			0.72


			NC_010457.5			33698429			intergenic_region			MYOM2-LOC110257104			G			A			0.67			0.00			0.67


			NC_010457.5			33698483			intergenic_region			MYOM2-LOC110257104			A			G			0.90			0.03			0.87


			NC_010457.5			33698502			intergenic_region			MYOM2-LOC110257104			G			C			0.90			0.03			0.87


			NC_010457.5			33698822			intergenic_region			MYOM2-LOC110257104			C			T			0.67			0.05			0.62


			NC_010457.5			33698864			intergenic_region			MYOM2-LOC110257104			G			A			0.63			0.00			0.63


			NC_010457.5			33699043			intergenic_region			MYOM2-LOC110257104			G			A			0.56			0.00			0.56


			NC_010457.5			33699124			intergenic_region			MYOM2-LOC110257104			T			C			0.85			0.05			0.80


			NC_010457.5			33699222			intergenic_region			MYOM2-LOC110257104			T			C			0.79			0.03			0.76


			NC_010457.5			33699271			intergenic_region			MYOM2-LOC110257104			G			A			0.61			0.00			0.61


			NC_010457.5			33699506			intergenic_region			MYOM2-LOC110257104			A			G			0.64			0.05			0.59


			NC_010457.5			33699527			intergenic_region			MYOM2-LOC110257104			T			C			0.56			0.00			0.56


			NC_010457.5			33699551			intergenic_region			MYOM2-LOC110257104			C			T			0.56			0.00			0.56


			NC_010457.5			33699725			intergenic_region			MYOM2-LOC110257104			C			A			0.60			0.00			0.60


			NC_010457.5			33699728			intergenic_region			MYOM2-LOC110257104			G			A			0.81			0.00			0.81


			NC_010457.5			33700104			intergenic_region			MYOM2-LOC110257104			G			A			0.63			0.00			0.63


			NC_010457.5			33700273			intergenic_region			MYOM2-LOC110257104			G			A			0.54			0.00			0.54


			NC_010457.5			33700399			intergenic_region			MYOM2-LOC110257104			T			G			0.52			0.00			0.52


			NC_010457.5			33700621			intergenic_region			MYOM2-LOC110257104			G			A			0.54			0.00			0.54


			NC_010457.5			33700915			intergenic_region			MYOM2-LOC110257104			G			A			0.85			0.11			0.74


			NC_010457.5			33700939			intergenic_region			MYOM2-LOC110257104			A			T			0.58			0.00			0.58


			NC_010457.5			33701198			intergenic_region			MYOM2-LOC110257104			A			T			0.57			0.00			0.57


			NC_010457.5			33701263			intergenic_region			MYOM2-LOC110257104			T			C			0.71			0.05			0.66


			NC_010457.5			33701375			intergenic_region			MYOM2-LOC110257104			T			C			0.70			0.05			0.65


			NC_010457.5			33701602			intergenic_region			MYOM2-LOC110257104			A			G			0.73			0.05			0.68


			NC_010457.5			33701889			intergenic_region			MYOM2-LOC110257104			C			T			0.72			0.05			0.67


			NC_010457.5			33701966			intergenic_region			MYOM2-LOC110257104			T			C			0.85			0.05			0.80


			NC_010457.5			33702231			intergenic_region			MYOM2-LOC110257104			G			A			0.57			0.00			0.57


			NC_010457.5			33702581			intergenic_region			MYOM2-LOC110257104			C			T			0.65			0.00			0.65


			NC_010457.5			33702914			intergenic_region			MYOM2-LOC110257104			C			G			0.85			0.05			0.80


			NC_010457.5			33703600			intergenic_region			MYOM2-LOC110257104			T			C			0.68			0.00			0.68


			NC_010457.5			33703977			intergenic_region			MYOM2-LOC110257104			A			G			0.85			0.05			0.80


			NC_010457.5			33704074			intergenic_region			MYOM2-LOC110257104			G			A			0.77			0.05			0.72


			NC_010457.5			33704166			intergenic_region			MYOM2-LOC110257104			C			T			0.77			0.00			0.77


			NC_010457.5			33704204			intergenic_region			MYOM2-LOC110257104			A			T			0.78			0.00			0.78


			NC_010457.5			33704468			intergenic_region			MYOM2-LOC110257104			C			T			0.78			0.05			0.73


			NC_010457.5			33704470			intergenic_region			MYOM2-LOC110257104			T			A			0.78			0.05			0.73


			NC_010457.5			33704863			intergenic_region			MYOM2-LOC110257104			A			G			0.78			0.05			0.73


			NC_010457.5			33704876			intergenic_region			MYOM2-LOC110257104			C			T			0.78			0.05			0.73


			NC_010457.5			33705116			intergenic_region			MYOM2-LOC110257104			C			T			0.79			0.05			0.74


			NC_010457.5			33705452			intergenic_region			MYOM2-LOC110257104			G			T			0.83			0.05			0.78


			NC_010457.5			33705582			intergenic_region			MYOM2-LOC110257104			G			T			0.79			0.05			0.74


			NC_010457.5			33705622			intergenic_region			MYOM2-LOC110257104			C			T			0.80			0.05			0.75


			NC_010457.5			33705877			intergenic_region			MYOM2-LOC110257104			A			T			0.83			0.05			0.78


			NC_010457.5			33707034			intergenic_region			MYOM2-LOC110257104			T			C			0.59			0.00			0.59


			NC_010457.5			33707098			intergenic_region			MYOM2-LOC110257104			C			T			0.54			0.00			0.54


			NC_010457.5			33707151			intergenic_region			MYOM2-LOC110257104			T			C			0.73			0.00			0.73


			NC_010457.5			33707238			intergenic_region			MYOM2-LOC110257104			A			G			0.80			0.05			0.75


			NC_010457.5			33707271			intergenic_region			MYOM2-LOC110257104			T			C			0.74			0.05			0.69


			NC_010457.5			33707307			intergenic_region			MYOM2-LOC110257104			A			G			0.78			0.05			0.73


			NC_010457.5			33707430			intergenic_region			MYOM2-LOC110257104			G			A			0.61			0.00			0.61


			NC_010457.5			33707575			intergenic_region			MYOM2-LOC110257104			G			A			0.51			0.00			0.51


			NC_010457.5			33707626			intergenic_region			MYOM2-LOC110257104			A			G			0.52			0.00			0.52


			NC_010457.5			33707634			intergenic_region			MYOM2-LOC110257104			A			G			0.54			0.00			0.54


			NC_010457.5			33707752			intergenic_region			MYOM2-LOC110257104			T			G			0.71			0.00			0.71


			NC_010457.5			33707783			intergenic_region			MYOM2-LOC110257104			C			G			0.83			0.00			0.83


			NC_010457.5			33708218			intergenic_region			MYOM2-LOC110257104			C			T			0.58			0.00			0.58


			NC_010457.5			33728092			intergenic_region			MYOM2-LOC110257104			G			T			0.88			0.03			0.85


			NC_010457.5			33729664			intergenic_region			MYOM2-LOC110257104			T			C			0.38			0.95			0.57


			NC_010457.5			33732235			intergenic_region			MYOM2-LOC110257104			A			G			0.62			0.11			0.51


			NC_010457.5			33732792			intergenic_region			MYOM2-LOC110257104			T			C			0.82			0.08			0.74


			NC_010457.5			33732816			intergenic_region			MYOM2-LOC110257104			C			T			0.15			0.89			0.74


			NC_010457.5			33733044			intergenic_region			MYOM2-LOC110257104			T			C			0.89			0.08			0.81


			NC_010457.5			33733171			intergenic_region			MYOM2-LOC110257104			A			G			0.81			0.08			0.73


			NC_010457.5			33733182			intergenic_region			MYOM2-LOC110257104			C			A			0.90			0.08			0.82


			NC_010457.5			33733321			intergenic_region			MYOM2-LOC110257104			T			C			0.83			0.08			0.75


			NC_010457.5			33733340			intergenic_region			MYOM2-LOC110257104			A			G			0.62			0.08			0.54


			NC_010457.5			33733471			intergenic_region			MYOM2-LOC110257104			G			A			0.31			0.94			0.64


			NC_010457.5			33733714			intergenic_region			MYOM2-LOC110257104			T			A			0.74			0.00			0.74


			NC_010457.5			33733875			intergenic_region			MYOM2-LOC110257104			C			A			0.66			0.05			0.61


			NC_010457.5			33733912			intergenic_region			MYOM2-LOC110257104			A			G			0.64			0.05			0.59


			NC_010457.5			33733920			intergenic_region			MYOM2-LOC110257104			A			C			0.64			0.05			0.59


			NC_010457.5			33733925			intergenic_region			MYOM2-LOC110257104			A			G			0.64			0.05			0.59


			NC_010457.5			33734114			intergenic_region			MYOM2-LOC110257104			T			C			0.61			0.05			0.56


			NC_010457.5			33734148			intergenic_region			MYOM2-LOC110257104			C			A			0.65			0.05			0.60


			NC_010457.5			33734259			intergenic_region			MYOM2-LOC110257104			C			T			0.69			0.05			0.64


			NC_010457.5			33734395			intergenic_region			MYOM2-LOC110257104			A			G			0.89			0.04			0.85


			NC_010457.5			33734948			intergenic_region			MYOM2-LOC110257104			T			C			0.60			0.05			0.55


			NC_010457.5			33734983			intergenic_region			MYOM2-LOC110257104			T			C			0.63			0.05			0.58


			NC_010457.5			33735407			intergenic_region			MYOM2-LOC110257104			A			G			0.69			0.05			0.64


			NC_010457.5			33735816			intergenic_region			MYOM2-LOC110257104			C			T			0.56			0.03			0.53


			NC_010457.5			33735909			intergenic_region			MYOM2-LOC110257104			G			A			0.59			0.03			0.56


			NC_010457.5			33736010			intergenic_region			MYOM2-LOC110257104			A			T			0.79			0.11			0.68


			NC_010457.5			33736278			intergenic_region			MYOM2-LOC110257104			T			C			0.68			0.08			0.60


			NC_010457.5			33736569			intergenic_region			MYOM2-LOC110257104			T			C			0.77			0.08			0.69


			NC_010457.5			33736808			intergenic_region			MYOM2-LOC110257104			T			C			0.90			0.08			0.82


			NC_010457.5			33737319			intergenic_region			MYOM2-LOC110257104			C			T			0.73			0.08			0.65


			NC_010457.5			33737327			intergenic_region			MYOM2-LOC110257104			A			C			0.72			0.08			0.64


			NC_010457.5			33737356			intergenic_region			MYOM2-LOC110257104			G			A			0.70			0.08			0.62


			NC_010457.5			33737416			intergenic_region			MYOM2-LOC110257104			T			C			0.26			0.95			0.69


			NC_010457.5			33739644			intergenic_region			MYOM2-LOC110257104			G			A			0.97			0.47			0.50


			NC_010457.5			33741056			intergenic_region			MYOM2-LOC110257104			C			G			0.95			0.38			0.57


			NC_010457.5			33741664			intergenic_region			MYOM2-LOC110257104			A			G			0.97			0.45			0.52


			NC_010457.5			33741789			intergenic_region			MYOM2-LOC110257104			C			T			0.96			0.44			0.52


			NC_010457.5			33742170			intergenic_region			MYOM2-LOC110257104			A			G			0.95			0.42			0.53


			NC_010457.5			33742750			intergenic_region			MYOM2-LOC110257104			G			A			0.94			0.31			0.63


			NC_010457.5			33742791			intergenic_region			MYOM2-LOC110257104			T			C			0.93			0.25			0.68


			NC_010457.5			33743511			intergenic_region			MYOM2-LOC110257104			C			T			0.96			0.39			0.57


			NC_010457.5			33743516			intergenic_region			MYOM2-LOC110257104			C			G			0.96			0.39			0.57


			NC_010457.5			33744097			intergenic_region			MYOM2-LOC110257104			G			A			0.95			0.45			0.50


			NC_010457.5			33751765			intergenic_region			MYOM2-LOC110257104			A			G			0.09			0.83			0.74


			NC_010457.5			33751771			intergenic_region			MYOM2-LOC110257104			T			C			0.09			0.83			0.74


			NC_010457.5			33752156			intergenic_region			MYOM2-LOC110257104			T			C			0.30			0.89			0.59


			NC_010457.5			33752203			intergenic_region			MYOM2-LOC110257104			G			A			0.35			0.89			0.55


			NC_010457.5			33753047			intergenic_region			MYOM2-LOC110257104			A			G			0.46			0.97			0.51


			NC_010457.5			33753685			intergenic_region			MYOM2-LOC110257104			A			G			0.95			0.44			0.51


			NC_010457.5			33754055			intergenic_region			MYOM2-LOC110257104			A			G			0.55			0.05			0.50


			NC_010457.5			33756436			intergenic_region			MYOM2-LOC110257104			G			C			0.61			0.05			0.56


			NC_010457.5			33756446			intergenic_region			MYOM2-LOC110257104			A			G			0.61			0.05			0.56


			NC_010457.5			33756524			intergenic_region			MYOM2-LOC110257104			C			T			0.76			0.05			0.71


			NC_010457.5			33756525			intergenic_region			MYOM2-LOC110257104			A			G			0.76			0.05			0.71


			NC_010457.5			33756636			intergenic_region			MYOM2-LOC110257104			T			G			0.82			0.08			0.74


			NC_010457.5			33757006			intergenic_region			MYOM2-LOC110257104			T			C			0.57			0.05			0.52


			NC_010457.5			33757028			intergenic_region			MYOM2-LOC110257104			A			G			0.60			0.05			0.55


			NC_010457.5			33757172			intergenic_region			MYOM2-LOC110257104			T			C			0.56			0.05			0.51


			NC_010457.5			33757185			intergenic_region			MYOM2-LOC110257104			G			A			0.57			0.05			0.52


			NC_010457.5			33757260			intergenic_region			MYOM2-LOC110257104			G			A			0.61			0.05			0.56


			NC_010457.5			33757265			intergenic_region			MYOM2-LOC110257104			C			A			0.62			0.05			0.57


			NC_010457.5			33757268			intergenic_region			MYOM2-LOC110257104			G			C			0.61			0.05			0.56


			NC_010457.5			33757288			intergenic_region			MYOM2-LOC110257104			A			G			0.63			0.05			0.58


			NC_010457.5			33757370			intergenic_region			MYOM2-LOC110257104			T			C			0.61			0.05			0.56


			NC_010457.5			33757634			intergenic_region			MYOM2-LOC110257104			G			A			0.69			0.05			0.64


			NC_010457.5			33758503			intergenic_region			MYOM2-LOC110257104			T			A			0.95			0.44			0.51


			NC_010457.5			33759991			intergenic_region			MYOM2-LOC110257104			T			C			0.89			0.08			0.81


			NC_010457.5			33761445			intergenic_region			MYOM2-LOC110257104			A			G			0.88			0.08			0.80


			NC_010457.5			33762190			intergenic_region			MYOM2-LOC110257104			T			C			0.68			0.06			0.62


			NC_010457.5			33763865			intergenic_region			MYOM2-LOC110257104			C			G			0.85			0.10			0.75


			NC_010457.5			33763872			intergenic_region			MYOM2-LOC110257104			A			C			0.87			0.10			0.77


			NC_010457.5			33765703			intergenic_region			MYOM2-LOC110257104			T			A			0.39			0.97			0.59


			NC_010457.5			33765742			intergenic_region			MYOM2-LOC110257104			T			G			0.25			0.97			0.72


			NC_010457.5			33765756			intergenic_region			MYOM2-LOC110257104			G			T			0.36			0.97			0.61


			NC_010457.5			33766804			intergenic_region			MYOM2-LOC110257104			G			A			0.80			0.05			0.75


			NC_010457.5			33766844			intergenic_region			MYOM2-LOC110257104			C			A			0.83			0.05			0.78


			NC_010457.5			33766847			intergenic_region			MYOM2-LOC110257104			A			G			0.83			0.05			0.78


			NC_010457.5			33766925			intergenic_region			MYOM2-LOC110257104			T			G			0.85			0.05			0.80


			NC_010457.5			33767185			intergenic_region			MYOM2-LOC110257104			T			C			0.24			1.00			0.76


			NC_010457.5			33767431			intergenic_region			MYOM2-LOC110257104			A			G			0.31			0.92			0.61


			NC_010457.5			33767633			intergenic_region			MYOM2-LOC110257104			G			A			0.63			0.03			0.60


			NC_010457.5			33767724			intergenic_region			MYOM2-LOC110257104			T			C			0.33			1.00			0.67


			NC_010457.5			33768166			intergenic_region			MYOM2-LOC110257104			T			C			0.12			0.92			0.80


			NC_010457.5			33768251			intergenic_region			MYOM2-LOC110257104			T			A			0.14			0.92			0.78


			NC_010457.5			33768362			intergenic_region			MYOM2-LOC110257104			C			T			0.13			0.92			0.80


			NC_010457.5			33768384			intergenic_region			MYOM2-LOC110257104			C			T			0.14			0.92			0.78


			NC_010457.5			33768432			intergenic_region			MYOM2-LOC110257104			T			C			0.31			0.97			0.67


			NC_010457.5			33768658			intergenic_region			MYOM2-LOC110257104			T			C			0.49			1.00			0.51


			NC_010457.5			33768784			intergenic_region			MYOM2-LOC110257104			A			G			0.70			0.06			0.64


			NC_010457.5			33769146			intergenic_region			MYOM2-LOC110257104			C			T			0.77			0.08			0.69


			NC_010457.5			33770673			intergenic_region			MYOM2-LOC110257104			C			A			0.60			0.08			0.52


			NC_010457.5			33771724			intergenic_region			MYOM2-LOC110257104			T			C			0.61			0.08			0.53


			NC_010457.5			33772010			intergenic_region			MYOM2-LOC110257104			T			A			0.33			0.92			0.59


			NC_010457.5			33772661			intergenic_region			MYOM2-LOC110257104			C			G			0.34			0.92			0.58


			NC_010457.5			33772895			intergenic_region			MYOM2-LOC110257104			T			A			0.31			0.94			0.64


			NC_010457.5			33773203			intergenic_region			MYOM2-LOC110257104			C			T			0.31			0.92			0.61


			NC_010457.5			33774246			intergenic_region			MYOM2-LOC110257104			C			T			0.49			1.00			0.51


			NC_010457.5			33774267			intergenic_region			MYOM2-LOC110257104			C			T			0.25			1.00			0.75


			NC_010457.5			33774534			intergenic_region			MYOM2-LOC110257104			C			T			0.46			1.00			0.54


			NC_010457.5			33774562			intergenic_region			MYOM2-LOC110257104			C			A			0.41			1.00			0.59


			NC_010457.5			33774588			intergenic_region			MYOM2-LOC110257104			A			G			0.43			1.00			0.57


			NC_010457.5			33774593			intergenic_region			MYOM2-LOC110257104			G			A			0.43			1.00			0.57


			NC_010457.5			33774639			intergenic_region			MYOM2-LOC110257104			A			G			0.40			1.00			0.60


			NC_010457.5			33774680			intergenic_region			MYOM2-LOC110257104			A			G			0.45			1.00			0.55


			NC_010457.5			33774698			intergenic_region			MYOM2-LOC110257104			T			G			0.37			1.00			0.63


			NC_010457.5			33774762			intergenic_region			MYOM2-LOC110257104			G			A			0.30			0.89			0.60


			NC_010457.5			33774814			intergenic_region			MYOM2-LOC110257104			C			T			0.46			1.00			0.54


			NC_010457.5			33774883			intergenic_region			MYOM2-LOC110257104			C			T			0.40			1.00			0.60


			NC_010457.5			33774911			intergenic_region			MYOM2-LOC110257104			T			C			0.37			1.00			0.63


			NC_010457.5			33780593			intergenic_region			MYOM2-LOC110257104			G			C			0.49			1.00			0.51


			NC_010457.5			33781390			intergenic_region			MYOM2-LOC110257104			C			T			0.92			0.42			0.50


			NC_010457.5			33787842			intergenic_region			MYOM2-LOC110257104			A			G			0.49			1.00			0.51


			NC_010457.5			33789574			intergenic_region			MYOM2-LOC110257104			G			C			0.51			0.00			0.51


			NC_010457.5			33789843			intergenic_region			MYOM2-LOC110257104			A			G			0.51			0.00			0.51


			NC_010457.5			33790055			intergenic_region			MYOM2-LOC110257104			T			C			0.53			0.00			0.53


			NC_010457.5			33790061			intergenic_region			MYOM2-LOC110257104			C			G			0.32			1.00			0.68


			NC_010457.5			33790504			intergenic_region			MYOM2-LOC110257104			T			A			0.56			0.00			0.56


			NC_010457.5			33790676			intergenic_region			MYOM2-LOC110257104			A			T			0.51			0.00			0.51


			NC_010457.5			33790790			intergenic_region			MYOM2-LOC110257104			C			G			0.32			1.00			0.68


			NC_010457.5			33791539			intergenic_region			MYOM2-LOC110257104			A			G			0.34			1.00			0.66


			NC_010457.5			33791612			intergenic_region			MYOM2-LOC110257104			A			G			0.27			1.00			0.73


			NC_010457.5			33791642			intergenic_region			MYOM2-LOC110257104			A			T			0.68			0.00			0.68


			NC_010457.5			33791686			intergenic_region			MYOM2-LOC110257104			G			A			0.64			0.00			0.64


			NC_010457.5			33794348			intergenic_region			MYOM2-LOC110257104			C			T			0.98			0.41			0.57


			NC_010457.5			33801332			intergenic_region			MYOM2-LOC110257104			C			T			0.63			0.00			0.63


			NC_010457.5			33802215			intergenic_region			MYOM2-LOC110257104			A			G			0.57			0.05			0.52


			NC_010457.5			33803169			intergenic_region			MYOM2-LOC110257104			A			G			0.59			0.08			0.51


			NC_010457.5			33807718			intergenic_region			MYOM2-LOC110257104			T			C			0.98			0.42			0.56


			NC_010457.5			33808780			intergenic_region			MYOM2-LOC110257104			A			G			0.96			0.44			0.52


			NC_010457.5			33809357			intergenic_region			MYOM2-LOC110257104			T			C			0.64			0.08			0.56


			NC_010457.5			33809641			intergenic_region			MYOM2-LOC110257104			G			A			0.61			0.00			0.61


			NC_010457.5			33809646			intergenic_region			MYOM2-LOC110257104			A			G			0.61			0.00			0.61


			NC_010457.5			33809705			intergenic_region			MYOM2-LOC110257104			C			T			0.88			0.08			0.80


			NC_010457.5			33809746			intergenic_region			MYOM2-LOC110257104			C			T			0.89			0.08			0.81


			NC_010457.5			33811370			intergenic_region			MYOM2-LOC110257104			C			T			0.78			0.00			0.78


			NC_010457.5			33812387			intergenic_region			MYOM2-LOC110257104			T			C			0.86			0.08			0.78


			NC_010457.5			33813420			intergenic_region			MYOM2-LOC110257104			A			T			0.88			0.00			0.88


			NC_010457.5			33816073			intergenic_region			MYOM2-LOC110257104			G			T			0.89			0.08			0.81


			NC_010457.5			33816733			intergenic_region			MYOM2-LOC110257104			T			C			0.73			0.08			0.65


			NC_010457.5			33816988			intergenic_region			MYOM2-LOC110257104			G			A			0.69			0.08			0.61


			NC_010457.5			33819474			intergenic_region			MYOM2-LOC110257104			C			T			0.95			0.38			0.57


			NC_010457.5			33821054			intergenic_region			MYOM2-LOC110257104			A			C			0.25			0.95			0.70


			NC_010457.5			33822133			intergenic_region			MYOM2-LOC110257104			C			T			0.02			0.55			0.53


			NC_010457.5			33823095			intergenic_region			MYOM2-LOC110257104			T			C			0.22			1.00			0.78


			NC_010457.5			33823176			intergenic_region			MYOM2-LOC110257104			C			T			0.02			0.53			0.51


			NC_010457.5			33823440			intergenic_region			MYOM2-LOC110257104			T			C			0.00			0.63			0.63


			NC_010457.5			33823443			intergenic_region			MYOM2-LOC110257104			T			C			0.00			0.63			0.63


			NC_010457.5			33823451			intergenic_region			MYOM2-LOC110257104			A			G			0.00			0.50			0.50


			NC_010457.5			33823460			intergenic_region			MYOM2-LOC110257104			C			T			0.02			0.53			0.51


			NC_010457.5			33823472			intergenic_region			MYOM2-LOC110257104			T			G			0.02			0.59			0.57


			NC_010457.5			33823512			intergenic_region			MYOM2-LOC110257104			A			G			0.02			0.63			0.61


			NC_010457.5			33823549			intergenic_region			MYOM2-LOC110257104			G			A			0.02			0.61			0.58


			NC_010457.5			33823735			intergenic_region			MYOM2-LOC110257104			T			C			0.02			0.61			0.59


			NC_010457.5			33823824			intergenic_region			MYOM2-LOC110257104			G			T			0.01			0.60			0.59


			NC_010457.5			33823835			intergenic_region			MYOM2-LOC110257104			C			T			0.02			0.77			0.74


			NC_010457.5			33823873			intergenic_region			MYOM2-LOC110257104			C			T			0.27			0.86			0.59


			NC_010457.5			33823953			intergenic_region			MYOM2-LOC110257104			C			T			0.01			0.54			0.53


			NC_010457.5			33824119			intergenic_region			MYOM2-LOC110257104			G			A			0.00			0.54			0.54


			NC_010457.5			33824538			intergenic_region			MYOM2-LOC110257104			G			A			0.02			0.63			0.61


			NC_010457.5			33824648			intergenic_region			MYOM2-LOC110257104			G			A			0.02			0.61			0.58


			NC_010457.5			33824789			intergenic_region			MYOM2-LOC110257104			T			A			0.02			0.56			0.53


			NC_010457.5			33824792			intergenic_region			MYOM2-LOC110257104			G			A			0.02			0.56			0.53


			NC_010457.5			33825211			intergenic_region			MYOM2-LOC110257104			A			G			0.02			0.63			0.61


			NC_010457.5			33825298			intergenic_region			MYOM2-LOC110257104			C			A			0.02			0.61			0.59


			NC_010457.5			33825333			intergenic_region			MYOM2-LOC110257104			A			G			0.02			0.61			0.58


			NC_010457.5			33825470			intergenic_region			MYOM2-LOC110257104			G			A			0.02			0.63			0.61


			NC_010457.5			33825495			intergenic_region			MYOM2-LOC110257104			C			T			0.09			0.66			0.57


			NC_010457.5			33825797			intergenic_region			MYOM2-LOC110257104			T			C			0.02			0.58			0.56


			NC_010457.5			33826731			intergenic_region			MYOM2-LOC110257104			T			A			0.39			1.00			0.61


			NC_010457.5			33829837			intergenic_region			MYOM2-LOC110257104			T			C			0.00			0.50			0.50


			NC_010457.5			33830598			intergenic_region			MYOM2-LOC110257104			T			C			0.08			0.76			0.68


			NC_010457.5			33830610			intergenic_region			MYOM2-LOC110257104			T			C			0.73			0.19			0.54


			NC_010457.5			33830858			intergenic_region			MYOM2-LOC110257104			C			T			0.80			0.21			0.59


			NC_010457.5			33831049			intergenic_region			MYOM2-LOC110257104			A			C			0.08			0.79			0.71


			NC_010457.5			33831082			intergenic_region			MYOM2-LOC110257104			T			A			0.08			0.76			0.68


			NC_010457.5			33831131			intergenic_region			MYOM2-LOC110257104			T			A			0.09			0.76			0.67


			NC_010457.5			33831305			intergenic_region			MYOM2-LOC110257104			T			A			0.16			0.82			0.65


			NC_010457.5			33834218			intergenic_region			MYOM2-LOC110257104			T			C			0.57			0.06			0.51


			NC_010457.5			33834458			intergenic_region			MYOM2-LOC110257104			A			G			0.57			0.06			0.51


			NC_010457.5			33839774			intergenic_region			MYOM2-LOC110257104			A			T			0.09			0.74			0.65


			NC_010457.5			33839804			intergenic_region			MYOM2-LOC110257104			A			G			0.08			0.74			0.66


			NC_010457.5			33839861			intergenic_region			MYOM2-LOC110257104			A			G			0.09			0.74			0.64


			NC_010457.5			33839967			intergenic_region			MYOM2-LOC110257104			C			T			0.09			0.74			0.65


			NC_010457.5			33840920			intergenic_region			MYOM2-LOC110257104			G			A			0.15			0.74			0.59


			NC_010457.5			33841158			intergenic_region			MYOM2-LOC110257104			G			A			0.09			0.79			0.70


			NC_010457.5			33841228			intergenic_region			MYOM2-LOC110257104			T			A			0.07			0.71			0.64


			NC_010457.5			33841286			intergenic_region			MYOM2-LOC110257104			C			T			0.07			0.75			0.68


			NC_010457.5			33841358			intergenic_region			MYOM2-LOC110257104			C			T			0.06			0.74			0.68


			NC_010457.5			33841393			intergenic_region			MYOM2-LOC110257104			C			T			0.17			0.76			0.59


			NC_010457.5			33841430			intergenic_region			MYOM2-LOC110257104			C			T			0.08			0.76			0.68


			NC_010457.5			33841457			intergenic_region			MYOM2-LOC110257104			A			C			0.33			0.84			0.52


			NC_010457.5			33841470			intergenic_region			MYOM2-LOC110257104			C			T			0.08			0.76			0.68


			NC_010457.5			33841485			intergenic_region			MYOM2-LOC110257104			A			T			0.34			0.84			0.50


			NC_010457.5			33841556			intergenic_region			MYOM2-LOC110257104			G			T			0.09			0.74			0.65


			NC_010457.5			33841582			intergenic_region			MYOM2-LOC110257104			G			T			0.34			0.84			0.50


			NC_010457.5			33841633			intergenic_region			MYOM2-LOC110257104			A			G			0.03			0.68			0.65


			NC_010457.5			33842014			intergenic_region			MYOM2-LOC110257104			A			T			0.09			0.65			0.56


			NC_010457.5			33842045			intergenic_region			MYOM2-LOC110257104			G			A			0.09			0.64			0.55


			NC_010457.5			33842153			intergenic_region			MYOM2-LOC110257104			G			A			0.07			0.69			0.63


			NC_010457.5			33842334			intergenic_region			MYOM2-LOC110257104			A			G			0.32			0.83			0.52


			NC_010457.5			33842534			intergenic_region			MYOM2-LOC110257104			C			A			0.32			0.86			0.54


			NC_010457.5			33842636			intergenic_region			MYOM2-LOC110257104			T			A			0.28			0.86			0.58


			NC_010457.5			33842645			intergenic_region			MYOM2-LOC110257104			A			G			0.27			0.86			0.59


			NC_010457.5			33842654			intergenic_region			MYOM2-LOC110257104			G			A			0.27			0.88			0.61


			NC_010457.5			33842667			intergenic_region			MYOM2-LOC110257104			T			C			0.26			0.86			0.60


			NC_010457.5			33842677			intergenic_region			MYOM2-LOC110257104			T			C			0.25			0.92			0.67


			NC_010457.5			33842678			intergenic_region			MYOM2-LOC110257104			A			G			0.25			0.92			0.67


			NC_010457.5			33842686			intergenic_region			MYOM2-LOC110257104			T			C			0.08			0.85			0.77


			NC_010457.5			33842688			intergenic_region			MYOM2-LOC110257104			C			T			0.24			0.85			0.60


			NC_010457.5			33842693			intergenic_region			MYOM2-LOC110257104			A			G			0.22			0.92			0.70


			NC_010457.5			33842726			intergenic_region			MYOM2-LOC110257104			A			G			0.25			0.81			0.56


			NC_010457.5			33842952			intergenic_region			MYOM2-LOC110257104			A			C			0.08			0.81			0.73


			NC_010457.5			33843071			intergenic_region			MYOM2-LOC110257104			C			T			0.11			0.95			0.84


			NC_010457.5			33843113			intergenic_region			MYOM2-LOC110257104			T			C			0.09			0.95			0.86


			NC_010457.5			33843171			intergenic_region			MYOM2-LOC110257104			C			T			0.09			0.93			0.84


			NC_010457.5			33843250			intergenic_region			MYOM2-LOC110257104			A			C			0.09			0.65			0.56


			NC_010457.5			33843255			intergenic_region			MYOM2-LOC110257104			T			C			0.09			0.65			0.56


			NC_010457.5			33843363			intergenic_region			MYOM2-LOC110257104			A			G			0.09			0.69			0.60


			NC_010457.5			33843462			intergenic_region			MYOM2-LOC110257104			G			T			0.08			0.88			0.80


			NC_010457.5			33843625			intergenic_region			MYOM2-LOC110257104			C			T			0.09			0.72			0.63


			NC_010457.5			33843676			intergenic_region			MYOM2-LOC110257104			A			T			0.08			0.73			0.65


			NC_010457.5			33843763			intergenic_region			MYOM2-LOC110257104			T			C			0.90			0.23			0.67


			NC_010457.5			33843773			intergenic_region			MYOM2-LOC110257104			G			A			0.08			0.71			0.63


			NC_010457.5			33843834			intergenic_region			MYOM2-LOC110257104			A			T			0.03			0.67			0.63


			NC_010457.5			33843873			intergenic_region			MYOM2-LOC110257104			C			T			0.34			0.89			0.55


			NC_010457.5			33844200			intergenic_region			MYOM2-LOC110257104			C			T			0.34			0.84			0.50


			NC_010457.5			33844235			intergenic_region			MYOM2-LOC110257104			T			C			0.09			0.79			0.70


			NC_010457.5			33844265			intergenic_region			MYOM2-LOC110257104			A			G			0.09			0.75			0.66


			NC_010457.5			33844348			intergenic_region			MYOM2-LOC110257104			G			T			0.09			0.67			0.58


			NC_010457.5			33844376			intergenic_region			MYOM2-LOC110257104			T			C			0.10			0.67			0.56


			NC_010457.5			33844561			intergenic_region			MYOM2-LOC110257104			C			A			0.03			0.74			0.70


			NC_010457.5			33844734			intergenic_region			MYOM2-LOC110257104			G			T			0.10			0.67			0.56


			NC_010457.5			33844907			intergenic_region			MYOM2-LOC110257104			C			T			0.06			0.61			0.55


			NC_010457.5			33845042			intergenic_region			MYOM2-LOC110257104			A			G			0.31			0.85			0.55


			NC_010457.5			33845068			intergenic_region			MYOM2-LOC110257104			C			T			0.06			0.74			0.68


			NC_010457.5			33845139			intergenic_region			MYOM2-LOC110257104			T			C			0.07			0.69			0.63


			NC_010457.5			33845157			intergenic_region			MYOM2-LOC110257104			A			C			0.07			0.69			0.63


			NC_010457.5			33845256			intergenic_region			MYOM2-LOC110257104			T			C			0.06			0.59			0.53


			NC_010457.5			33845315			intergenic_region			MYOM2-LOC110257104			A			G			0.08			0.81			0.73


			NC_010457.5			33845322			intergenic_region			MYOM2-LOC110257104			G			C			0.08			0.85			0.77


			NC_010457.5			33845345			intergenic_region			MYOM2-LOC110257104			A			G			0.08			0.81			0.73


			NC_010457.5			33845385			intergenic_region			MYOM2-LOC110257104			C			G			0.09			0.76			0.67


			NC_010457.5			33845411			intergenic_region			MYOM2-LOC110257104			C			G			0.08			0.74			0.66


			NC_010457.5			33845624			intergenic_region			MYOM2-LOC110257104			C			T			0.09			0.71			0.62


			NC_010457.5			33845729			intergenic_region			MYOM2-LOC110257104			G			T			0.09			0.73			0.64


			NC_010457.5			33845770			intergenic_region			MYOM2-LOC110257104			G			T			0.09			0.76			0.67


			NC_010457.5			33845795			intergenic_region			MYOM2-LOC110257104			C			G			0.09			0.78			0.69


			NC_010457.5			33845797			intergenic_region			MYOM2-LOC110257104			G			A			0.09			0.78			0.69


			NC_010457.5			33845812			intergenic_region			MYOM2-LOC110257104			C			A			0.33			0.83			0.50


			NC_010457.5			33845843			intergenic_region			MYOM2-LOC110257104			C			T			0.35			0.88			0.53


			NC_010457.5			33845846			intergenic_region			MYOM2-LOC110257104			C			G			0.08			0.75			0.67


			NC_010457.5			33845866			intergenic_region			MYOM2-LOC110257104			A			C			0.08			0.68			0.60


			NC_010457.5			33845933			intergenic_region			MYOM2-LOC110257104			C			A			0.09			0.74			0.65


			NC_010457.5			33845955			intergenic_region			MYOM2-LOC110257104			T			G			0.09			0.74			0.65


			NC_010457.5			33846011			intergenic_region			MYOM2-LOC110257104			C			G			0.08			0.74			0.66


			NC_010457.5			33846057			intergenic_region			MYOM2-LOC110257104			A			T			0.08			0.79			0.71


			NC_010457.5			33846060			intergenic_region			MYOM2-LOC110257104			G			C			0.08			0.73			0.65


			NC_010457.5			33846167			intergenic_region			MYOM2-LOC110257104			C			G			0.07			0.74			0.67


			NC_010457.5			33846291			intergenic_region			MYOM2-LOC110257104			T			C			0.07			0.81			0.74


			NC_010457.5			33846329			intergenic_region			MYOM2-LOC110257104			A			C			0.33			0.83			0.50


			NC_010457.5			33846420			intergenic_region			MYOM2-LOC110257104			T			C			0.08			0.71			0.63


			NC_010457.5			33846502			intergenic_region			MYOM2-LOC110257104			G			A			0.07			0.78			0.71


			NC_010457.5			33846571			intergenic_region			MYOM2-LOC110257104			T			G			0.07			0.79			0.72


			NC_010457.5			33846589			intergenic_region			MYOM2-LOC110257104			T			C			0.03			0.71			0.68


			NC_010457.5			33846590			intergenic_region			MYOM2-LOC110257104			G			A			0.20			0.79			0.59


			NC_010457.5			33846653			intergenic_region			MYOM2-LOC110257104			A			T			0.07			0.70			0.63


			NC_010457.5			33846699			intergenic_region			MYOM2-LOC110257104			C			T			0.05			0.73			0.69


			NC_010457.5			33846982			intergenic_region			MYOM2-LOC110257104			T			C			0.09			0.73			0.64


			NC_010457.5			33846990			intergenic_region			MYOM2-LOC110257104			G			A			0.09			0.73			0.64


			NC_010457.5			33847064			intergenic_region			MYOM2-LOC110257104			T			A			0.08			0.74			0.66


			NC_010457.5			33847100			intergenic_region			MYOM2-LOC110257104			A			C			0.33			0.84			0.51


			NC_010457.5			33847188			intergenic_region			MYOM2-LOC110257104			T			C			0.08			0.72			0.64


			NC_010457.5			33847295			intergenic_region			MYOM2-LOC110257104			C			A			0.08			0.78			0.70


			NC_010457.5			33847439			intergenic_region			MYOM2-LOC110257104			C			A			0.07			0.76			0.69


			NC_010457.5			33847470			intergenic_region			MYOM2-LOC110257104			A			T			0.07			0.76			0.69


			NC_010457.5			33847471			intergenic_region			MYOM2-LOC110257104			C			A			0.07			0.76			0.69


			NC_010457.5			33847517			intergenic_region			MYOM2-LOC110257104			C			T			0.07			0.66			0.59


			NC_010457.5			33847561			intergenic_region			MYOM2-LOC110257104			C			T			0.09			0.71			0.62


			NC_010457.5			33847806			intergenic_region			MYOM2-LOC110257104			G			C			0.05			0.67			0.62


			NC_010457.5			33847837			intergenic_region			MYOM2-LOC110257104			G			C			0.09			0.78			0.68


			NC_010457.5			33847881			intergenic_region			MYOM2-LOC110257104			T			A			0.10			0.79			0.68


			NC_010457.5			33847902			intergenic_region			MYOM2-LOC110257104			C			A			0.09			0.78			0.69


			NC_010457.5			33847956			intergenic_region			MYOM2-LOC110257104			T			C			0.10			0.72			0.63


			NC_010457.5			33848022			intergenic_region			MYOM2-LOC110257104			A			G			0.03			0.68			0.65


			NC_010457.5			33848248			intergenic_region			MYOM2-LOC110257104			A			*			0.01			0.55			0.54


			NC_010457.5			33848313			intergenic_region			MYOM2-LOC110257104			G			A			0.08			0.71			0.63


			NC_010457.5			33848501			intergenic_region			MYOM2-LOC110257104			C			T			0.08			0.76			0.68


			NC_010457.5			33848546			intergenic_region			MYOM2-LOC110257104			A			G			0.28			0.84			0.56


			NC_010457.5			33848583			intergenic_region			MYOM2-LOC110257104			G			T			0.08			0.68			0.60


			NC_010457.5			33848629			intergenic_region			MYOM2-LOC110257104			T			C			0.29			0.84			0.55


			NC_010457.5			33848655			intergenic_region			MYOM2-LOC110257104			C			T			0.09			0.74			0.65


			NC_010457.5			33848866			intergenic_region			MYOM2-LOC110257104			T			A			0.07			0.74			0.67


			NC_010457.5			33848892			intergenic_region			MYOM2-LOC110257104			A			G			0.28			0.79			0.51


			NC_010457.5			33848902			intergenic_region			MYOM2-LOC110257104			C			T			0.27			0.79			0.52


			NC_010457.5			33849223			intergenic_region			MYOM2-LOC110257104			A			G			0.32			0.84			0.53


			NC_010457.5			33849653			intergenic_region			MYOM2-LOC110257104			A			G			0.02			0.69			0.67


			NC_010457.5			33849796			intergenic_region			MYOM2-LOC110257104			A			G			0.06			0.76			0.70


			NC_010457.5			33850011			intergenic_region			MYOM2-LOC110257104			C			T			0.09			0.74			0.65


			NC_010457.5			33850194			intergenic_region			MYOM2-LOC110257104			G			A			0.08			0.76			0.68


			NC_010457.5			33850275			intergenic_region			MYOM2-LOC110257104			A			G			0.09			0.76			0.67


			NC_010457.5			33850716			intergenic_region			MYOM2-LOC110257104			C			T			0.09			0.76			0.67


			NC_010457.5			33850726			intergenic_region			MYOM2-LOC110257104			T			C			0.09			0.76			0.67


			NC_010457.5			33850727			intergenic_region			MYOM2-LOC110257104			G			A			0.09			0.76			0.67


			NC_010457.5			33850730			intergenic_region			MYOM2-LOC110257104			C			T			0.09			0.76			0.67


			NC_010457.5			33850738			intergenic_region			MYOM2-LOC110257104			G			A			0.09			0.74			0.65


			NC_010457.5			33850861			intergenic_region			MYOM2-LOC110257104			C			T			0.09			0.76			0.67


			NC_010457.5			33850901			intergenic_region			MYOM2-LOC110257104			T			C			0.08			0.75			0.67


			NC_010457.5			33850945			intergenic_region			MYOM2-LOC110257104			C			T			0.08			0.71			0.63


			NC_010457.5			33852906			intergenic_region			MYOM2-LOC110257104			C			A			0.03			0.63			0.60


			NC_010457.5			33853680			intergenic_region			MYOM2-LOC110257104			C			A			0.09			0.76			0.67


			NC_010457.5			33853705			intergenic_region			MYOM2-LOC110257104			G			A			0.09			0.75			0.66


			NC_010457.5			33853814			intergenic_region			MYOM2-LOC110257104			T			C			0.10			0.76			0.66


			NC_010457.5			33853967			intergenic_region			MYOM2-LOC110257104			A			G			0.09			0.74			0.65


			NC_010457.5			33854020			intergenic_region			MYOM2-LOC110257104			T			C			0.09			0.74			0.65


			NC_010457.5			33854306			intergenic_region			MYOM2-LOC110257104			G			A			0.07			0.68			0.62


			NC_010457.5			33854422			intergenic_region			MYOM2-LOC110257104			C			A			0.07			0.71			0.64


			NC_010457.5			33855367			intergenic_region			MYOM2-LOC110257104			T			A			0.09			0.76			0.67


			NC_010457.5			33855387			intergenic_region			MYOM2-LOC110257104			T			C			0.03			0.71			0.68


			NC_010457.5			33856047			intergenic_region			MYOM2-LOC110257104			G			T			0.08			0.76			0.68


			NC_010457.5			33856471			intergenic_region			MYOM2-LOC110257104			A			G			0.14			0.79			0.65


			NC_010457.5			33856480			intergenic_region			MYOM2-LOC110257104			T			C			0.08			0.79			0.71


			NC_010457.5			33856831			intergenic_region			MYOM2-LOC110257104			A			G			0.08			0.74			0.66


			NC_010457.5			33857373			intergenic_region			MYOM2-LOC110257104			A			T			0.03			0.68			0.65


			NC_010457.5			33857705			intergenic_region			MYOM2-LOC110257104			G			A			0.43			0.94			0.51


			NC_010457.5			33857988			intergenic_region			MYOM2-LOC110257104			T			A			0.08			0.74			0.66


			NC_010457.5			33858015			intergenic_region			MYOM2-LOC110257104			A			G			0.08			0.76			0.68


			NC_010457.5			33858053			intergenic_region			MYOM2-LOC110257104			G			A			0.10			0.76			0.66


			NC_010457.5			33858446			intergenic_region			MYOM2-LOC110257104			T			A			0.08			0.76			0.68


			NC_010457.5			33858631			intergenic_region			MYOM2-LOC110257104			A			G			0.07			0.74			0.67


			NC_010457.5			33858635			intergenic_region			MYOM2-LOC110257104			T			A			0.07			0.74			0.67


			NC_010457.5			33858684			intergenic_region			MYOM2-LOC110257104			C			T			0.13			0.75			0.63


			NC_010457.5			33858852			intergenic_region			MYOM2-LOC110257104			T			C			0.05			0.71			0.66


			NC_010457.5			33859337			intergenic_region			MYOM2-LOC110257104			G			C			0.19			0.75			0.56


			NC_010457.5			33859402			intergenic_region			MYOM2-LOC110257104			A			T			0.10			0.76			0.66


			NC_010457.5			33859432			intergenic_region			MYOM2-LOC110257104			G			A			0.08			0.71			0.63


			NC_010457.5			33859436			intergenic_region			MYOM2-LOC110257104			A			G			0.08			0.75			0.67


			NC_010457.5			33859446			intergenic_region			MYOM2-LOC110257104			T			C			0.08			0.75			0.67


			NC_010457.5			33859595			intergenic_region			MYOM2-LOC110257104			A			G			0.06			0.79			0.73


			NC_010457.5			33859616			intergenic_region			MYOM2-LOC110257104			T			A			0.07			0.76			0.69


			NC_010457.5			33859619			intergenic_region			MYOM2-LOC110257104			T			C			0.07			0.76			0.69


			NC_010457.5			33859692			intergenic_region			MYOM2-LOC110257104			A			T			0.07			0.76			0.69


			NC_010457.5			33859738			intergenic_region			MYOM2-LOC110257104			C			T			0.08			0.74			0.66


			NC_010457.5			33859764			intergenic_region			MYOM2-LOC110257104			G			A			0.08			0.76			0.68


			NC_010457.5			33859779			intergenic_region			MYOM2-LOC110257104			A			C			0.07			0.76			0.69


			NC_010457.5			33859817			intergenic_region			MYOM2-LOC110257104			T			C			0.08			0.74			0.65


			NC_010457.5			33860093			intergenic_region			MYOM2-LOC110257104			A			G			0.04			0.71			0.67


			NC_010457.5			33860176			intergenic_region			MYOM2-LOC110257104			T			A			0.07			0.70			0.63


			NC_010457.5			33860245			intergenic_region			MYOM2-LOC110257104			A			G			0.08			0.74			0.65


			NC_010457.5			33860255			intergenic_region			MYOM2-LOC110257104			T			A			0.07			0.74			0.67


			NC_010457.5			33860383			intergenic_region			MYOM2-LOC110257104			A			G			0.03			0.74			0.70


			NC_010457.5			33860594			intergenic_region			MYOM2-LOC110257104			G			A			0.09			0.76			0.67


			NC_010457.5			33860627			intergenic_region			MYOM2-LOC110257104			T			C			0.09			0.72			0.63


			NC_010457.5			33860754			intergenic_region			MYOM2-LOC110257104			G			A			0.07			0.76			0.69


			NC_010457.5			33860891			intergenic_region			MYOM2-LOC110257104			C			T			0.08			0.78			0.70


			NC_010457.5			33860894			intergenic_region			MYOM2-LOC110257104			C			T			0.08			0.78			0.70


			NC_010457.5			33861163			intergenic_region			MYOM2-LOC110257104			C			T			0.10			0.74			0.63


			NC_010457.5			33861329			intergenic_region			MYOM2-LOC110257104			G			A			0.08			0.75			0.67


			NC_010457.5			33861341			intergenic_region			MYOM2-LOC110257104			T			C			0.08			0.75			0.67


			NC_010457.5			33861368			intergenic_region			MYOM2-LOC110257104			G			C			0.10			0.74			0.63


			NC_010457.5			33861441			intergenic_region			MYOM2-LOC110257104			G			C			0.31			0.83			0.53


			NC_010457.5			33861571			intergenic_region			MYOM2-LOC110257104			G			A			0.08			0.75			0.67


			NC_010457.5			33861620			intergenic_region			MYOM2-LOC110257104			G			A			0.09			0.75			0.66


			NC_010457.5			33861675			intergenic_region			MYOM2-LOC110257104			T			C			0.81			0.24			0.57


			NC_010457.5			33861752			intergenic_region			MYOM2-LOC110257104			T			C			0.08			0.76			0.68


			NC_010457.5			33861846			intergenic_region			MYOM2-LOC110257104			A			G			0.33			0.97			0.65


			NC_010457.5			33862137			intergenic_region			MYOM2-LOC110257104			A			G			0.05			0.71			0.67


			NC_010457.5			33862153			intergenic_region			MYOM2-LOC110257104			C			G			0.05			0.71			0.67


			NC_010457.5			33862541			intergenic_region			MYOM2-LOC110257104			G			A			0.16			0.71			0.55


			NC_010457.5			33862625			intergenic_region			MYOM2-LOC110257104			T			C			0.15			0.71			0.56


			NC_010457.5			33862686			intergenic_region			MYOM2-LOC110257104			C			G			0.03			0.74			0.70


			NC_010457.5			33862769			intergenic_region			MYOM2-LOC110257104			A			G			0.15			0.68			0.53


			NC_010457.5			33862774			intergenic_region			MYOM2-LOC110257104			C			T			0.15			0.68			0.53


			NC_010457.5			33862782			intergenic_region			MYOM2-LOC110257104			C			T			0.15			0.68			0.54


			NC_010457.5			33862822			intergenic_region			MYOM2-LOC110257104			C			T			0.03			0.71			0.68


			NC_010457.5			33862841			intergenic_region			MYOM2-LOC110257104			T			C			0.14			0.68			0.55


			NC_010457.5			33862942			intergenic_region			MYOM2-LOC110257104			G			A			0.03			0.68			0.65


			NC_010457.5			33863693			intergenic_region			MYOM2-LOC110257104			G			A			0.16			0.71			0.55


			NC_010457.5			33864178			intergenic_region			MYOM2-LOC110257104			T			C			0.16			0.69			0.54


			NC_010457.5			33864305			intergenic_region			MYOM2-LOC110257104			C			T			0.13			0.65			0.52


			NC_010457.5			33864338			intergenic_region			MYOM2-LOC110257104			T			A			0.03			0.67			0.63


			NC_010457.5			33864354			intergenic_region			MYOM2-LOC110257104			A			G			0.03			0.69			0.65


			NC_010457.5			33864388			intergenic_region			MYOM2-LOC110257104			G			T			0.03			0.69			0.65


			NC_010457.5			33864420			intergenic_region			MYOM2-LOC110257104			C			G			0.03			0.72			0.68


			NC_010457.5			33864694			intergenic_region			MYOM2-LOC110257104			C			T			0.03			0.62			0.58


			NC_010457.5			33864837			intergenic_region			MYOM2-LOC110257104			A			G			0.03			0.60			0.57


			NC_010457.5			33864956			intergenic_region			MYOM2-LOC110257104			A			T			0.03			0.61			0.58


			NC_010457.5			33865009			intergenic_region			MYOM2-LOC110257104			T			G			0.13			0.68			0.56


			NC_010457.5			33865064			intergenic_region			MYOM2-LOC110257104			C			T			0.05			0.56			0.51


			NC_010457.5			33865328			intergenic_region			MYOM2-LOC110257104			A			G			0.14			0.71			0.57


			NC_010457.5			33865340			intergenic_region			MYOM2-LOC110257104			A			G			0.13			0.71			0.59


			NC_010457.5			33865415			intergenic_region			MYOM2-LOC110257104			A			C			0.03			0.63			0.60


			NC_010457.5			33865433			intergenic_region			MYOM2-LOC110257104			G			A			0.03			0.63			0.60


			NC_010457.5			33865444			intergenic_region			MYOM2-LOC110257104			A			G			0.12			0.69			0.58


			NC_010457.5			33865450			intergenic_region			MYOM2-LOC110257104			T			A			0.12			0.69			0.58


			NC_010457.5			33865479			intergenic_region			MYOM2-LOC110257104			G			A			0.04			0.74			0.70


			NC_010457.5			33865523			intergenic_region			MYOM2-LOC110257104			G			A			0.04			0.71			0.67


			NC_010457.5			33865667			intergenic_region			MYOM2-LOC110257104			G			A			0.03			0.71			0.68


			NC_010457.5			33865725			intergenic_region			MYOM2-LOC110257104			A			G			0.02			0.68			0.66


			NC_010457.5			33865809			intergenic_region			MYOM2-LOC110257104			G			T			0.02			0.74			0.71


			NC_010457.5			33865976			intergenic_region			MYOM2-LOC110257104			T			C			0.03			0.68			0.65


			NC_010457.5			33866071			intergenic_region			MYOM2-LOC110257104			C			A			0.05			0.57			0.52


			NC_010457.5			33866225			intergenic_region			MYOM2-LOC110257104			C			T			0.03			0.74			0.70


			NC_010457.5			33866362			intergenic_region			MYOM2-LOC110257104			T			C			0.04			0.68			0.65


			NC_010457.5			33866427			intergenic_region			MYOM2-LOC110257104			G			A			0.03			0.71			0.68


			NC_010457.5			33866510			intergenic_region			MYOM2-LOC110257104			C			T			0.03			0.66			0.62


			NC_010457.5			33866591			intergenic_region			MYOM2-LOC110257104			G			A			0.03			0.68			0.65


			NC_010457.5			33867103			intergenic_region			MYOM2-LOC110257104			A			G			0.03			0.68			0.65


			NC_010457.5			33867388			intergenic_region			MYOM2-LOC110257104			A			G			0.03			0.71			0.68


			NC_010457.5			33867834			intergenic_region			MYOM2-LOC110257104			T			G			0.03			0.71			0.68


			NC_010457.5			33867895			intergenic_region			MYOM2-LOC110257104			G			A			0.03			0.71			0.68


			NC_010457.5			33867972			intergenic_region			MYOM2-LOC110257104			C			T			0.09			0.69			0.60


			NC_010457.5			33868071			intergenic_region			MYOM2-LOC110257104			G			C			0.03			0.71			0.68


			NC_010457.5			33868102			intergenic_region			MYOM2-LOC110257104			C			T			0.10			0.71			0.61


			NC_010457.5			33868302			intergenic_region			MYOM2-LOC110257104			G			T			0.14			0.71			0.57


			NC_010457.5			33868391			intergenic_region			MYOM2-LOC110257104			T			C			0.14			0.66			0.52


			NC_010457.5			33868429			intergenic_region			MYOM2-LOC110257104			T			C			0.14			0.68			0.53


			NC_010457.5			33868438			intergenic_region			MYOM2-LOC110257104			G			A			0.15			0.66			0.51


			NC_010457.5			33868459			intergenic_region			MYOM2-LOC110257104			G			A			0.01			0.63			0.62


			NC_010457.5			33868545			intergenic_region			MYOM2-LOC110257104			T			C			0.03			0.67			0.64


			NC_010457.5			33868689			intergenic_region			MYOM2-LOC110257104			C			T			0.02			0.75			0.73


			NC_010457.5			33868720			intergenic_region			MYOM2-LOC110257104			C			A			0.02			0.69			0.66


			NC_010457.5			33868727			intergenic_region			MYOM2-LOC110257104			G			A			0.02			0.66			0.63


			NC_010457.5			33868758			intergenic_region			MYOM2-LOC110257104			C			G			0.02			0.74			0.71


			NC_010457.5			33868889			intergenic_region			MYOM2-LOC110257104			T			C			0.03			0.68			0.65


			NC_010457.5			33868972			intergenic_region			MYOM2-LOC110257104			C			A			0.02			0.71			0.69


			NC_010457.5			33868974			intergenic_region			MYOM2-LOC110257104			T			G			0.82			0.24			0.58


			NC_010457.5			33869143			intergenic_region			MYOM2-LOC110257104			C			T			0.01			0.63			0.61


			NC_010457.5			33869276			intergenic_region			MYOM2-LOC110257104			C			T			0.03			0.63			0.60


			NC_010457.5			33869434			intergenic_region			MYOM2-LOC110257104			A			C			0.19			0.71			0.52


			NC_010457.5			33869490			intergenic_region			MYOM2-LOC110257104			G			A			0.03			0.69			0.66


			NC_010457.5			33869707			intergenic_region			MYOM2-LOC110257104			A			T			0.15			0.71			0.56


			NC_010457.5			33869862			intergenic_region			MYOM2-LOC110257104			C			A			0.17			0.68			0.51


			NC_010457.5			33870261			intergenic_region			MYOM2-LOC110257104			A			G			0.03			0.86			0.82


			NC_010457.5			33872370			intergenic_region			MYOM2-LOC110257104			G			A			0.03			0.58			0.55


			NC_010457.5			33872486			intergenic_region			MYOM2-LOC110257104			T			C			0.03			0.67			0.63


			NC_010457.5			33872595			intergenic_region			MYOM2-LOC110257104			T			C			0.03			0.71			0.67


			NC_010457.5			33872805			intergenic_region			MYOM2-LOC110257104			A			C			0.20			1.00			0.80


			NC_010457.5			33873050			intergenic_region			MYOM2-LOC110257104			G			A			0.12			0.71			0.59


			NC_010457.5			33873054			intergenic_region			MYOM2-LOC110257104			T			C			0.03			0.71			0.68


			NC_010457.5			33873216			intergenic_region			MYOM2-LOC110257104			T			C			0.03			0.74			0.70


			NC_010457.5			33873226			intergenic_region			MYOM2-LOC110257104			T			C			0.03			0.74			0.70


			NC_010457.5			33873344			intergenic_region			MYOM2-LOC110257104			T			A			0.64			0.00			0.64


			NC_010457.5			33873395			intergenic_region			MYOM2-LOC110257104			G			A			0.63			0.00			0.63


			NC_010457.5			33873408			intergenic_region			MYOM2-LOC110257104			C			T			0.62			0.00			0.62


			NC_010457.5			33873442			intergenic_region			MYOM2-LOC110257104			G			T			0.10			0.94			0.84


			NC_010457.5			33873557			intergenic_region			MYOM2-LOC110257104			C			T			0.13			0.97			0.85


			NC_010457.5			33873600			intergenic_region			MYOM2-LOC110257104			C			T			0.32			0.97			0.66


			NC_010457.5			33873698			intergenic_region			MYOM2-LOC110257104			A			G			0.80			0.26			0.54


			NC_010457.5			33873812			intergenic_region			MYOM2-LOC110257104			A			C			0.02			0.74			0.71


			NC_010457.5			33873846			intergenic_region			MYOM2-LOC110257104			T			C			0.78			0.26			0.52


			NC_010457.5			33874552			intergenic_region			MYOM2-LOC110257104			G			C			0.01			0.74			0.72


			NC_010457.5			33874556			intergenic_region			MYOM2-LOC110257104			C			T			0.24			0.97			0.73


			NC_010457.5			33874661			intergenic_region			MYOM2-LOC110257104			A			C			0.01			0.68			0.66


			NC_010457.5			33875146			intergenic_region			MYOM2-LOC110257104			T			C			0.03			0.69			0.65


			NC_010457.5			33875502			intergenic_region			MYOM2-LOC110257104			A			G			0.02			0.68			0.66


			NC_010457.5			33875829			intergenic_region			MYOM2-LOC110257104			C			A			0.01			0.67			0.65


			NC_010457.5			33876011			intergenic_region			MYOM2-LOC110257104			C			A			0.02			0.74			0.71


			NC_010457.5			33876023			intergenic_region			MYOM2-LOC110257104			A			G			0.19			1.00			0.81


			NC_010457.5			33876080			intergenic_region			MYOM2-LOC110257104			T			C			0.57			0.00			0.57


			NC_010457.5			33876328			intergenic_region			MYOM2-LOC110257104			C			T			0.06			0.71			0.65


			NC_010457.5			33876435			intergenic_region			MYOM2-LOC110257104			T			C			0.09			0.71			0.62


			NC_010457.5			33876653			intergenic_region			MYOM2-LOC110257104			G			A			0.07			0.66			0.59


			NC_010457.5			33876994			intergenic_region			MYOM2-LOC110257104			C			T			0.03			0.71			0.68


			NC_010457.5			33877130			intergenic_region			MYOM2-LOC110257104			T			C			0.03			0.66			0.62


			NC_010457.5			33877679			intergenic_region			MYOM2-LOC110257104			C			T			0.09			0.72			0.63


			NC_010457.5			33877681			intergenic_region			MYOM2-LOC110257104			T			C			0.02			0.72			0.70


			NC_010457.5			33877761			intergenic_region			MYOM2-LOC110257104			T			C			0.03			0.75			0.72


			NC_010457.5			33877780			intergenic_region			MYOM2-LOC110257104			G			A			0.02			0.69			0.67


			NC_010457.5			33877943			intergenic_region			MYOM2-LOC110257104			C			T			0.03			0.68			0.65


			NC_010457.5			33879341			intergenic_region			MYOM2-LOC110257104			T			A			0.03			0.58			0.55


			NC_010457.5			33879416			intergenic_region			MYOM2-LOC110257104			G			C			0.02			0.65			0.63


			NC_010457.5			33879764			intergenic_region			MYOM2-LOC110257104			C			T			0.02			0.69			0.66


			NC_010457.5			33879895			intergenic_region			MYOM2-LOC110257104			T			G			0.03			0.61			0.58


			NC_010457.5			33880241			intergenic_region			MYOM2-LOC110257104			G			A			0.03			0.66			0.62


			NC_010457.5			33880435			intergenic_region			MYOM2-LOC110257104			G			A			0.02			0.59			0.57


			NC_010457.5			33880602			intergenic_region			MYOM2-LOC110257104			G			A			0.02			0.66			0.63


			NC_010457.5			33880887			intergenic_region			MYOM2-LOC110257104			G			A			0.02			0.66			0.63


			NC_010457.5			33880897			intergenic_region			MYOM2-LOC110257104			G			A			0.02			0.61			0.59


			NC_010457.5			33882938			intergenic_region			MYOM2-LOC110257104			T			G			0.29			0.97			0.69


			NC_010457.5			33882969			intergenic_region			MYOM2-LOC110257104			A			G			0.43			0.97			0.55


			NC_010457.5			33883470			intergenic_region			MYOM2-LOC110257104			C			T			0.08			0.79			0.71


			NC_010457.5			33883708			intergenic_region			MYOM2-LOC110257104			G			A			0.08			0.76			0.68


			NC_010457.5			33883806			intergenic_region			MYOM2-LOC110257104			C			G			0.07			0.61			0.54


			NC_010457.5			33884924			intergenic_region			MYOM2-LOC110257104			T			C			0.22			0.79			0.57


			NC_010457.5			33884978			intergenic_region			MYOM2-LOC110257104			G			A			0.09			0.79			0.70


			NC_010457.5			33885098			intergenic_region			MYOM2-LOC110257104			G			A			0.76			0.13			0.63


			NC_010457.5			33885138			intergenic_region			MYOM2-LOC110257104			T			C			0.09			0.79			0.71


			NC_010457.5			33885443			intergenic_region			MYOM2-LOC110257104			T			C			0.08			0.76			0.68


			NC_010457.5			33885773			intergenic_region			MYOM2-LOC110257104			G			A			0.08			0.83			0.75


			NC_010457.5			33885853			intergenic_region			MYOM2-LOC110257104			G			C			0.09			0.79			0.70


			NC_010457.5			33885986			intergenic_region			MYOM2-LOC110257104			T			G			0.29			0.83			0.55


			NC_010457.5			33886049			intergenic_region			MYOM2-LOC110257104			C			T			0.09			0.79			0.70


			NC_010457.5			33886423			intergenic_region			MYOM2-LOC110257104			T			A			0.18			0.84			0.66


			NC_010457.5			33886490			intergenic_region			MYOM2-LOC110257104			G			A			0.10			0.84			0.74


			NC_010457.5			33886617			intergenic_region			MYOM2-LOC110257104			C			T			0.16			0.76			0.60


			NC_010457.5			33886825			intergenic_region			MYOM2-LOC110257104			A			G			0.09			0.81			0.72


			NC_010457.5			33886832			intergenic_region			MYOM2-LOC110257104			C			T			0.09			0.81			0.72


			NC_010457.5			33886910			intergenic_region			MYOM2-LOC110257104			A			G			0.08			0.74			0.65


			NC_010457.5			33887234			intergenic_region			MYOM2-LOC110257104			G			T			0.31			0.82			0.50


			NC_010457.5			33887467			intergenic_region			MYOM2-LOC110257104			T			G			0.19			0.76			0.57


			NC_010457.5			33888095			intergenic_region			MYOM2-LOC110257104			A			T			0.10			0.74			0.63


			NC_010457.5			33888096			intergenic_region			MYOM2-LOC110257104			T			C			0.90			0.18			0.72


			NC_010457.5			33889200			intergenic_region			MYOM2-LOC110257104			C			T			0.91			0.21			0.70


			NC_010457.5			33889417			intergenic_region			MYOM2-LOC110257104			G			A			0.72			0.00			0.72


			NC_010457.5			33889534			intergenic_region			MYOM2-LOC110257104			T			C			0.90			0.24			0.66


			NC_010457.5			33889740			intergenic_region			MYOM2-LOC110257104			T			A			0.77			0.18			0.59


			NC_010457.5			33889741			intergenic_region			MYOM2-LOC110257104			C			A			0.77			0.18			0.59


			NC_010457.5			33889745			intergenic_region			MYOM2-LOC110257104			C			T			0.77			0.18			0.59


			NC_010457.5			33889894			intergenic_region			MYOM2-LOC110257104			A			G			0.90			0.21			0.69


			NC_010457.5			33890823			intergenic_region			MYOM2-LOC110257104			A			G			0.54			0.00			0.54


			NC_010457.5			33891990			intergenic_region			MYOM2-LOC110257104			G			A			0.90			0.18			0.72


			NC_010457.5			33892026			intergenic_region			MYOM2-LOC110257104			G			A			0.91			0.18			0.73


			NC_010457.5			33892043			intergenic_region			MYOM2-LOC110257104			C			T			0.90			0.18			0.72


			NC_010457.5			33892173			intergenic_region			MYOM2-LOC110257104			T			A			0.89			0.18			0.71


			NC_010457.5			33892181			intergenic_region			MYOM2-LOC110257104			C			T			0.11			0.82			0.70


			NC_010457.5			33892196			intergenic_region			MYOM2-LOC110257104			C			T			0.88			0.11			0.77


			NC_010457.5			33892266			intergenic_region			MYOM2-LOC110257104			C			T			0.87			0.11			0.76


			NC_010457.5			33892585			intergenic_region			MYOM2-LOC110257104			C			T			0.08			0.83			0.75


			NC_010457.5			33893038			intergenic_region			MYOM2-LOC110257104			A			G			0.85			0.18			0.67


			NC_010457.5			33893104			intergenic_region			MYOM2-LOC110257104			C			T			0.91			0.21			0.70


			NC_010457.5			33893373			intergenic_region			MYOM2-LOC110257104			A			T			0.89			0.18			0.71


			NC_010457.5			33893408			intergenic_region			MYOM2-LOC110257104			G			A			0.08			0.79			0.71


			NC_010457.5			33893583			intergenic_region			MYOM2-LOC110257104			A			G			0.90			0.21			0.69


			NC_010457.5			33893906			intergenic_region			MYOM2-LOC110257104			T			C			0.08			0.81			0.73


			NC_010457.5			33894002			intergenic_region			MYOM2-LOC110257104			T			C			0.08			0.63			0.55


			NC_010457.5			33894082			intergenic_region			MYOM2-LOC110257104			T			C			0.10			0.76			0.67


			NC_010457.5			33894145			intergenic_region			MYOM2-LOC110257104			C			A			0.14			0.84			0.70


			NC_010457.5			33894375			intergenic_region			MYOM2-LOC110257104			A			G			0.09			0.81			0.71


			NC_010457.5			33894385			intergenic_region			MYOM2-LOC110257104			G			A			0.86			0.13			0.73


			NC_010457.5			33895059			intergenic_region			MYOM2-LOC110257104			G			A			0.14			0.84			0.70


			NC_010457.5			33895064			intergenic_region			MYOM2-LOC110257104			C			T			0.15			0.84			0.70


			NC_010457.5			33895376			intergenic_region			MYOM2-LOC110257104			A			G			0.10			0.78			0.68


			NC_010457.5			33895384			intergenic_region			MYOM2-LOC110257104			C			T			0.14			0.84			0.71


			NC_010457.5			33895732			intergenic_region			MYOM2-LOC110257104			G			A			0.85			0.07			0.78


			NC_010457.5			33896719			intergenic_region			MYOM2-LOC110257104			T			C			0.11			0.72			0.61


			NC_010457.5			33896964			intergenic_region			MYOM2-LOC110257104			C			T			0.10			0.78			0.68


			NC_010457.5			33896969			intergenic_region			MYOM2-LOC110257104			C			A			0.14			0.81			0.67


			NC_010457.5			33897494			intergenic_region			MYOM2-LOC110257104			T			C			0.86			0.18			0.68


			NC_010457.5			33897562			intergenic_region			MYOM2-LOC110257104			T			C			0.10			0.84			0.74


			NC_010457.5			33897959			intergenic_region			MYOM2-LOC110257104			G			A			0.11			0.82			0.70


			NC_010457.5			33898039			intergenic_region			MYOM2-LOC110257104			A			C			0.07			0.79			0.72


			NC_010457.5			33898550			intergenic_region			MYOM2-LOC110257104			G			T			0.10			0.69			0.59


			NC_010457.5			33899088			intergenic_region			MYOM2-LOC110257104			A			C			0.89			0.21			0.68


			NC_010457.5			33899148			intergenic_region			MYOM2-LOC110257104			T			A			0.09			0.82			0.72


			NC_010457.5			33899608			intergenic_region			MYOM2-LOC110257104			A			T			0.09			0.74			0.65


			NC_010457.5			33900501			intergenic_region			MYOM2-LOC110257104			T			C			0.08			0.76			0.68


			NC_010457.5			33900745			intergenic_region			MYOM2-LOC110257104			G			T			0.10			0.87			0.77


			NC_010457.5			33901009			intergenic_region			MYOM2-LOC110257104			C			G			0.91			0.26			0.65


			NC_010457.5			33901253			intergenic_region			MYOM2-LOC110257104			T			C			0.09			0.74			0.64


			NC_010457.5			33901480			intergenic_region			MYOM2-LOC110257104			C			T			0.10			0.71			0.61


			NC_010457.5			33901559			intergenic_region			MYOM2-LOC110257104			T			C			0.10			0.76			0.67


			NC_010457.5			33901562			intergenic_region			MYOM2-LOC110257104			T			C			0.10			0.76			0.67


			NC_010457.5			33901634			intergenic_region			MYOM2-LOC110257104			T			G			0.07			0.78			0.72


			NC_010457.5			33901965			intergenic_region			MYOM2-LOC110257104			C			T			0.08			0.81			0.73


			NC_010457.5			33901972			intergenic_region			MYOM2-LOC110257104			C			G			0.08			0.81			0.73


			NC_010457.5			33902186			intergenic_region			MYOM2-LOC110257104			A			G			0.07			0.79			0.72


			NC_010457.5			33902402			intergenic_region			MYOM2-LOC110257104			G			A			0.09			0.79			0.70


			NC_010457.5			33902651			intergenic_region			MYOM2-LOC110257104			T			C			0.11			0.79			0.68


			NC_010457.5			33902949			intergenic_region			MYOM2-LOC110257104			T			C			0.88			0.21			0.67


			NC_010457.5			33903232			intergenic_region			MYOM2-LOC110257104			C			T			0.70			0.18			0.52


			NC_010457.5			33903248			intergenic_region			MYOM2-LOC110257104			C			T			0.68			0.18			0.50


			NC_010457.5			33903301			intergenic_region			MYOM2-LOC110257104			A			G			0.69			0.09			0.60


			NC_010457.5			33903421			intergenic_region			MYOM2-LOC110257104			T			C			0.88			0.24			0.64


			NC_010457.5			33903457			intergenic_region			MYOM2-LOC110257104			A			C			0.90			0.21			0.69


			NC_010457.5			33903465			intergenic_region			MYOM2-LOC110257104			T			G			0.90			0.21			0.69


			NC_010457.5			33903784			intergenic_region			MYOM2-LOC110257104			A			G			0.45			0.97			0.52


			NC_010457.5			33903839			intergenic_region			MYOM2-LOC110257104			C			T			0.10			0.76			0.66


			NC_010457.5			33903879			intergenic_region			MYOM2-LOC110257104			A			C			0.09			0.89			0.80


			NC_010457.5			33903891			intergenic_region			MYOM2-LOC110257104			A			G			0.89			0.19			0.70


			NC_010457.5			33903901			intergenic_region			MYOM2-LOC110257104			T			C			0.89			0.19			0.70


			NC_010457.5			33903905			intergenic_region			MYOM2-LOC110257104			A			C			0.89			0.19			0.70


			NC_010457.5			33904363			intergenic_region			MYOM2-LOC110257104			G			A			0.08			0.68			0.60


			NC_010457.5			33904437			intergenic_region			MYOM2-LOC110257104			A			G			0.08			0.62			0.54


			NC_010457.5			33904992			intergenic_region			MYOM2-LOC110257104			C			T			0.08			0.68			0.60


			NC_010457.5			33905248			intergenic_region			MYOM2-LOC110257104			A			T			0.17			0.68			0.51


			NC_010457.5			33905439			intergenic_region			MYOM2-LOC110257104			C			T			0.07			0.68			0.61


			NC_010457.5			33905527			intergenic_region			MYOM2-LOC110257104			T			C			0.05			0.68			0.64


			NC_010457.5			33905706			intergenic_region			MYOM2-LOC110257104			C			T			0.56			0.05			0.51


			NC_010457.5			33905839			intergenic_region			MYOM2-LOC110257104			T			C			0.63			0.05			0.58


			NC_010457.5			33906259			intergenic_region			MYOM2-LOC110257104			T			C			0.77			0.03			0.74


			NC_010457.5			33907224			intergenic_region			MYOM2-LOC110257104			A			G			0.08			0.89			0.82


			NC_010457.5			33909818			intergenic_region			MYOM2-LOC110257104			C			A			0.42			0.97			0.55


			NC_010457.5			33909902			intergenic_region			MYOM2-LOC110257104			G			T			0.42			0.97			0.55


			NC_010457.5			33909925			intergenic_region			MYOM2-LOC110257104			A			T			0.36			0.97			0.61


			NC_010457.5			33911581			intergenic_region			MYOM2-LOC110257104			C			T			0.08			0.97			0.89


			NC_010457.5			33911779			intergenic_region			MYOM2-LOC110257104			C			T			0.08			0.97			0.89


			NC_010457.5			33913605			intergenic_region			MYOM2-LOC110257104			G			A			0.09			0.97			0.88


			NC_010457.5			33914413			intergenic_region			MYOM2-LOC110257104			A			G			0.08			0.94			0.86


			NC_010457.5			33914496			intergenic_region			MYOM2-LOC110257104			C			A			0.08			0.95			0.87


			NC_010457.5			33914741			intergenic_region			MYOM2-LOC110257104			T			C			0.08			0.97			0.89


			NC_010457.5			33914754			intergenic_region			MYOM2-LOC110257104			G			T			0.08			0.94			0.86


			NC_010457.5			33914936			intergenic_region			MYOM2-LOC110257104			G			A			0.09			0.97			0.88


			NC_010457.5			33914958			intergenic_region			MYOM2-LOC110257104			A			T			0.08			0.97			0.89


			NC_010457.5			33915096			intergenic_region			MYOM2-LOC110257104			G			A			0.06			0.68			0.63


			NC_010457.5			33915130			intergenic_region			MYOM2-LOC110257104			A			G			0.08			0.95			0.87


			NC_010457.5			33915143			intergenic_region			MYOM2-LOC110257104			C			T			0.08			0.94			0.86


			NC_010457.5			33915146			intergenic_region			MYOM2-LOC110257104			C			T			0.08			0.94			0.86


			NC_010457.5			33915158			intergenic_region			MYOM2-LOC110257104			G			A			0.09			0.94			0.85


			NC_010457.5			33915160			intergenic_region			MYOM2-LOC110257104			T			C			0.09			0.94			0.85


			NC_010457.5			33915333			intergenic_region			MYOM2-LOC110257104			T			A			0.06			0.97			0.91


			NC_010457.5			33915399			intergenic_region			MYOM2-LOC110257104			G			T			0.05			0.55			0.50


			NC_010457.5			33915562			intergenic_region			MYOM2-LOC110257104			C			T			0.08			0.97			0.89


			NC_010457.5			33915574			intergenic_region			MYOM2-LOC110257104			A			T			0.08			1.00			0.92


			NC_010457.5			33915668			intergenic_region			MYOM2-LOC110257104			G			A			0.09			0.97			0.88


			NC_010457.5			33915684			intergenic_region			MYOM2-LOC110257104			C			T			0.09			0.97			0.88


			NC_010457.5			33915742			intergenic_region			MYOM2-LOC110257104			G			A			0.08			0.97			0.89


			NC_010457.5			33915754			intergenic_region			MYOM2-LOC110257104			G			A			0.08			0.97			0.89


			NC_010457.5			33915916			intergenic_region			MYOM2-LOC110257104			T			G			0.22			0.95			0.73


			NC_010457.5			33915986			intergenic_region			MYOM2-LOC110257104			T			C			0.20			0.97			0.77


			NC_010457.5			33915999			intergenic_region			MYOM2-LOC110257104			T			C			0.21			0.97			0.76


			NC_010457.5			33916062			intergenic_region			MYOM2-LOC110257104			A			G			0.10			0.97			0.87


			NC_010457.5			33916109			intergenic_region			MYOM2-LOC110257104			C			T			0.20			0.97			0.78


			NC_010457.5			33916207			intergenic_region			MYOM2-LOC110257104			T			G			0.10			0.97			0.87


			NC_010457.5			33916274			intergenic_region			MYOM2-LOC110257104			C			A			0.19			0.97			0.79


			NC_010457.5			33916303			intergenic_region			MYOM2-LOC110257104			C			A			0.08			0.97			0.89


			NC_010457.5			33916340			intergenic_region			MYOM2-LOC110257104			C			T			0.09			0.97			0.88


			NC_010457.5			33916851			intergenic_region			MYOM2-LOC110257104			C			T			0.10			0.63			0.53


			NC_010457.5			33917274			intergenic_region			MYOM2-LOC110257104			T			G			0.45			0.97			0.52


			NC_010457.5			33918547			intergenic_region			MYOM2-LOC110257104			C			T			0.04			0.54			0.50


			NC_010457.5			33919097			intergenic_region			MYOM2-LOC110257104			A			G			0.74			0.19			0.55


			NC_010457.5			33919325			intergenic_region			MYOM2-LOC110257104			G			C			0.06			0.66			0.60


			NC_010457.5			33919496			intergenic_region			MYOM2-LOC110257104			T			A			0.80			0.26			0.54


			NC_010457.5			33921065			intergenic_region			MYOM2-LOC110257104			G			A			0.74			0.24			0.50


			NC_010457.5			33921177			intergenic_region			MYOM2-LOC110257104			T			C			0.07			0.74			0.67


			NC_010457.5			33922105			intergenic_region			MYOM2-LOC110257104			T			C			0.89			0.25			0.64


			NC_010457.5			33922416			intergenic_region			MYOM2-LOC110257104			G			A			0.06			0.78			0.72


			NC_010457.5			33922652			intergenic_region			MYOM2-LOC110257104			G			A			0.39			0.97			0.59


			NC_010457.5			33922708			intergenic_region			MYOM2-LOC110257104			C			T			0.09			0.66			0.57


			NC_010457.5			33922770			intergenic_region			MYOM2-LOC110257104			G			T			0.09			0.72			0.63


			NC_010457.5			33922790			intergenic_region			MYOM2-LOC110257104			A			G			0.09			0.75			0.66


			NC_010457.5			33923562			intergenic_region			MYOM2-LOC110257104			A			G			0.12			0.83			0.72


			NC_010457.5			33924750			intergenic_region			MYOM2-LOC110257104			T			C			0.27			0.97			0.70


			NC_010457.5			33924782			intergenic_region			MYOM2-LOC110257104			C			A			0.25			0.97			0.72


			NC_010457.5			33924911			intergenic_region			MYOM2-LOC110257104			C			G			0.28			0.97			0.69


			NC_010457.5			33924950			intergenic_region			MYOM2-LOC110257104			C			T			0.30			0.97			0.68


			NC_010457.5			33925000			intergenic_region			MYOM2-LOC110257104			A			G			0.27			0.97			0.70


			NC_010457.5			33925102			intergenic_region			MYOM2-LOC110257104			G			A			0.27			0.97			0.70


			NC_010457.5			33925212			intergenic_region			MYOM2-LOC110257104			T			C			0.24			0.94			0.71


			NC_010457.5			33925309			intergenic_region			MYOM2-LOC110257104			G			T			0.17			0.95			0.77


			NC_010457.5			33925868			intergenic_region			MYOM2-LOC110257104			T			C			0.29			0.97			0.68


			NC_010457.5			33926376			intergenic_region			MYOM2-LOC110257104			T			C			0.30			1.00			0.70


			NC_010457.5			33926551			intergenic_region			MYOM2-LOC110257104			G			T			0.27			0.97			0.70


			NC_010457.5			33926558			intergenic_region			MYOM2-LOC110257104			G			A			0.26			0.97			0.71


			NC_010457.5			33926564			intergenic_region			MYOM2-LOC110257104			G			A			0.27			0.97			0.70


			NC_010457.5			33926600			intergenic_region			MYOM2-LOC110257104			T			A			0.13			0.87			0.74


			NC_010457.5			33926921			intergenic_region			MYOM2-LOC110257104			G			A			0.42			1.00			0.58


			NC_010457.5			33927068			intergenic_region			MYOM2-LOC110257104			T			C			0.24			0.97			0.73


			NC_010457.5			33927140			intergenic_region			MYOM2-LOC110257104			T			C			0.22			1.00			0.78


			NC_010457.5			33927190			intergenic_region			MYOM2-LOC110257104			G			A			0.16			1.00			0.84


			NC_010457.5			33927232			intergenic_region			MYOM2-LOC110257104			A			T			0.23			1.00			0.77


			NC_010457.5			33927286			intergenic_region			MYOM2-LOC110257104			A			G			0.21			1.00			0.79


			NC_010457.5			33927676			intergenic_region			MYOM2-LOC110257104			A			G			0.24			0.94			0.70


			NC_010457.5			33928003			intergenic_region			MYOM2-LOC110257104			C			T			0.23			0.94			0.71


			NC_010457.5			33928290			intergenic_region			MYOM2-LOC110257104			C			T			0.23			0.87			0.64


			NC_010457.5			33928317			intergenic_region			MYOM2-LOC110257104			A			G			0.20			0.84			0.64


			NC_010457.5			33928347			intergenic_region			MYOM2-LOC110257104			T			C			0.29			0.97			0.68


			NC_010457.5			33928381			intergenic_region			MYOM2-LOC110257104			G			A			0.22			0.82			0.60


			NC_010457.5			33928504			intergenic_region			MYOM2-LOC110257104			G			T			0.22			0.81			0.58


			NC_010457.5			33928736			intergenic_region			MYOM2-LOC110257104			A			G			0.21			0.82			0.61


			NC_010457.5			33929080			intergenic_region			MYOM2-LOC110257104			G			A			0.19			0.84			0.66


			NC_010457.5			33929090			intergenic_region			MYOM2-LOC110257104			G			A			0.22			0.84			0.63


			NC_010457.5			33929205			intergenic_region			MYOM2-LOC110257104			C			T			0.22			0.87			0.65


			NC_010457.5			33929322			intergenic_region			MYOM2-LOC110257104			G			A			0.18			0.89			0.71


			NC_010457.5			33929333			intergenic_region			MYOM2-LOC110257104			G			T			0.27			0.97			0.70


			NC_010457.5			33929458			intergenic_region			MYOM2-LOC110257104			A			C			0.22			0.79			0.56


			NC_010457.5			33929472			intergenic_region			MYOM2-LOC110257104			G			A			0.18			0.82			0.64


			NC_010457.5			33930223			intergenic_region			MYOM2-LOC110257104			C			T			0.21			0.82			0.62


			NC_010457.5			33930615			intergenic_region			MYOM2-LOC110257104			G			T			0.20			0.87			0.67


			NC_010457.5			33930648			intergenic_region			MYOM2-LOC110257104			T			C			0.19			0.87			0.68


			NC_010457.5			33930694			intergenic_region			MYOM2-LOC110257104			G			A			0.23			0.89			0.66


			NC_010457.5			33930915			intergenic_region			MYOM2-LOC110257104			T			C			0.25			0.89			0.64


			NC_010457.5			33930926			intergenic_region			MYOM2-LOC110257104			A			C			0.20			0.86			0.66


			NC_010457.5			33930968			intergenic_region			MYOM2-LOC110257104			C			G			0.20			0.89			0.69


			NC_010457.5			33930969			intergenic_region			MYOM2-LOC110257104			A			G			0.20			0.89			0.69


			NC_010457.5			33931321			intergenic_region			MYOM2-LOC110257104			G			A			0.44			0.95			0.50


			NC_010457.5			33931971			intergenic_region			MYOM2-LOC110257104			T			A			0.05			0.67			0.62


			NC_010457.5			33932166			intergenic_region			MYOM2-LOC110257104			A			C			0.07			0.68			0.62


			NC_010457.5			33933687			intergenic_region			MYOM2-LOC110257104			C			A			0.07			0.68			0.62


			NC_010457.5			33933934			intergenic_region			MYOM2-LOC110257104			G			A			0.47			1.00			0.53


			NC_010457.5			33935488			intergenic_region			MYOM2-LOC110257104			G			A			0.16			0.84			0.68


			NC_010457.5			33937621			intergenic_region			MYOM2-LOC110257104			T			A			0.44			1.00			0.56


			NC_010457.5			33937630			intergenic_region			MYOM2-LOC110257104			C			T			0.44			1.00			0.56


			NC_010457.5			33937690			intergenic_region			MYOM2-LOC110257104			G			C			0.43			1.00			0.57


			NC_010457.5			33937693			intergenic_region			MYOM2-LOC110257104			A			G			0.44			1.00			0.56


			NC_010457.5			33937777			intergenic_region			MYOM2-LOC110257104			T			C			0.45			1.00			0.55


			NC_010459.5			36916696			upstream_gene_variant			SNTA1			A			G			0.92			0.39			0.53


			NC_010459.5			36917423			3_prime_UTR_variant			SNTA1			G			A			0.89			0.31			0.58


			NC_010459.5			36918567			intron_variant			SNTA1			T			C			0.89			0.39			0.50


			NC_010459.5			36919906			intron_variant			SNTA1			C			T			0.86			0.34			0.52


			NC_010459.5			36920102			intron_variant			SNTA1			T			C			0.85			0.34			0.51


			NC_010459.5			36920180			intron_variant			SNTA1			A			G			0.89			0.37			0.52


			NC_010459.5			36921155			intron_variant			SNTA1			G			A			0.88			0.37			0.51


			NC_010459.5			36921830			intron_variant			SNTA1			G			C			0.88			0.36			0.52


			NC_010459.5			36922187			intron_variant			SNTA1			A			G			0.93			0.37			0.56


			NC_010459.5			36923212			intron_variant			SNTA1			G			A			0.93			0.39			0.54


			NC_010459.5			36923252			intron_variant			SNTA1			T			C			0.93			0.42			0.51


			NC_010459.5			36923856			intron_variant			SNTA1			T			C			0.95			0.38			0.57


			NC_010459.5			36923857			intron_variant			SNTA1			G			A			0.94			0.38			0.56


			NC_010459.5			36923886			intron_variant			SNTA1			C			T			0.94			0.30			0.64


			NC_010459.5			36923936			intron_variant			SNTA1			G			A			0.94			0.39			0.55


			NC_010459.5			36924497			intron_variant			SNTA1			C			T			0.88			0.32			0.56


			NC_010459.5			36924815			intron_variant			SNTA1			G			A			0.87			0.37			0.50


			NC_010459.5			36924820			intron_variant			SNTA1			T			C			0.93			0.37			0.56


			NC_010459.5			36926880			intron_variant			SNTA1			A			G			0.93			0.39			0.54


			NC_010459.5			36928182			intron_variant			SNTA1			G			A			0.93			0.39			0.54


			NC_010459.5			36928451			intron_variant			SNTA1			A			G			0.94			0.39			0.55


			NC_010459.5			36928655			intron_variant			SNTA1			T			C			0.94			0.34			0.60


			NC_010459.5			36928694			intron_variant			SNTA1			T			C			0.86			0.36			0.50


			NC_010459.5			36930085			intron_variant			SNTA1			A			G			0.95			0.37			0.58


			NC_010459.5			36933898			intron_variant			SNTA1			T			C			0.95			0.39			0.56


			NC_010459.5			36933904			intron_variant			SNTA1			T			C			0.95			0.39			0.56


			NC_010459.5			36936746			intron_variant			SNTA1			C			T			0.95			0.39			0.56


			NC_010459.5			36938871			intron_variant			SNTA1			G			A			0.93			0.29			0.64


			NC_010459.5			36943580			intron_variant			SNTA1			A			T			0.93			0.29			0.64


			NC_010459.5			36950085			intergenic_region			SNTA1-LOC100514137			C			G			0.92			0.32			0.60


			NC_010459.5			36952489			intergenic_region			SNTA1-LOC100514137			A			G			0.95			0.37			0.58


			NC_010459.5			36953656			intergenic_region			SNTA1-LOC100514137			A			G			0.94			0.34			0.60


			NC_010459.5			36956415			intergenic_region			SNTA1-LOC100514137			A			G			0.95			0.22			0.73


			NC_010459.5			36956810			intergenic_region			SNTA1-LOC100514137			A			G			0.78			0.28			0.50


			NC_010459.5			36957748			intergenic_region			SNTA1-LOC100514137			T			G			0.75			0.15			0.60


			NC_010459.5			36961625			intergenic_region			SNTA1-LOC100514137			C			G			0.85			0.33			0.52


			NC_010459.5			36961894			intergenic_region			SNTA1-LOC100514137			A			G			0.90			0.26			0.64


			NC_010459.5			36962595			intergenic_region			SNTA1-LOC100514137			T			C			0.91			0.39			0.52


			NC_010459.5			36963779			intergenic_region			SNTA1-LOC100514137			T			C			0.94			0.32			0.62


			NC_010459.5			36963794			intergenic_region			SNTA1-LOC100514137			A			G			0.97			0.29			0.68


			NC_010459.5			36964586			intergenic_region			SNTA1-LOC100514137			T			C			0.91			0.34			0.57


			NC_010459.5			36967407			intergenic_region			SNTA1-LOC100514137			T			G			0.87			0.37			0.50


			NC_010459.5			36968412			intergenic_region			SNTA1-LOC100514137			C			T			0.53			0.00			0.53


			NC_010459.5			36969350			intergenic_region			SNTA1-LOC100514137			G			C			0.95			0.37			0.58


			NC_010459.5			36969355			intergenic_region			SNTA1-LOC100514137			T			G			0.92			0.37			0.55


			NC_010459.5			36970853			intergenic_region			SNTA1-LOC100514137			T			C			0.86			0.31			0.55


			NC_010459.5			36973564			intergenic_region			SNTA1-LOC100514137			T			C			0.93			0.39			0.54


			NC_010459.5			36974053			intergenic_region			SNTA1-LOC100514137			T			C			0.94			0.36			0.58


			NC_010459.5			48024811			upstream_gene_variant			TNNC2			G			A			0.65			0.05			0.60


			NC_010459.5			48024876			upstream_gene_variant			TNNC2			C			T			0.70			0.08			0.62


			NC_010459.5			48025031			upstream_gene_variant			TNNC2			C			G			0.73			0.08			0.65


			NC_010459.5			48025075			upstream_gene_variant			TNNC2			G			A			0.70			0.08			0.62


			NC_010459.5			48025164			upstream_gene_variant			TNNC2			G			A			0.73			0.08			0.65


			NC_010459.5			48025173			upstream_gene_variant			TNNC2			C			A			0.67			0.08			0.59


			NC_010459.5			48025196			upstream_gene_variant			TNNC2			C			T			0.64			0.08			0.56


			NC_010459.5			48027243			upstream_gene_variant			TNNC2			T			C			0.58			0.05			0.53


			NC_010459.5			48027251			upstream_gene_variant			TNNC2			A			G			0.58			0.05			0.53


			NC_010459.5			48027423			upstream_gene_variant			TNNC2			C			T			0.73			0.05			0.68


			NC_010459.5			48027600			upstream_gene_variant			TNNC2			A			G			0.59			0.05			0.54


			NC_010459.5			48027602			upstream_gene_variant			TNNC2			T			A			0.59			0.05			0.54


			NC_010459.5			48027615			upstream_gene_variant			TNNC2			T			G			0.56			0.05			0.51


			NC_010460.4			48694220			5_prime_UTR_variant			PGAM2			G			A			0.72			0.00			0.72


			NC_010460.4			48694221			5_prime_UTR_premature_start_codon_gain_variant			PGAM2			G			A			0.83			0.00			0.83


			NC_010460.4			48694249			5_prime_UTR_variant			PGAM2			A			G			0.86			0.00			0.86


			NC_010460.4			48694283			5_prime_UTR_variant			PGAM2			T			A			0.82			0.00			0.82


			NC_010460.4			48696531			intron_variant			PGAM2			T			C			0.70			0.00			0.70


			NC_010460.4			48696666			intron_variant			PGAM2			T			C			0.91			0.11			0.80


			NC_010460.4			48696675			intron_variant			PGAM2			A			C			0.86			0.00			0.86


			NC_010460.4			48696740			intron_variant			PGAM2			G			T			0.82			0.00			0.82


			NC_010460.4			48696962			intron_variant			PGAM2			T			C			0.83			0.00			0.83


			NC_010460.4			48697241			intron_variant			PGAM2			T			G			0.09			0.97			0.88


			NC_010460.4			48697518			intron_variant			PGAM2			A			G			0.85			0.00			0.85


			NC_010460.4			48697580			intron_variant			PGAM2			C			T			0.19			0.83			0.65


			NC_010460.4			48697836			intron_variant			PGAM2			G			A			0.65			0.00			0.65


			NC_010460.4			48698319			intron_variant			PGAM2			G			A			0.00			0.95			0.95


			NC_010460.4			48698531			intron_variant			PGAM2			C			T			0.23			0.97			0.74


			NC_010460.4			48698601			intron_variant			PGAM2			C			T			0.12			0.97			0.85


			NC_010460.4			48698665			intron_variant			PGAM2			T			C			0.60			0.00			0.60


			NC_010460.4			48698680			intron_variant			PGAM2			A			G			0.58			0.00			0.58


			NC_010460.4			48698683			intron_variant			PGAM2			G			A			0.58			0.00			0.58


			NC_010460.4			48698754			intron_variant			PGAM2			G			T			0.15			0.95			0.80


			NC_010460.4			48698829			intron_variant			PGAM2			A			G			0.27			0.97			0.70


			NC_010460.4			48698982			intron_variant			PGAM2			C			A			0.10			0.97			0.87


			NC_010460.4			48699058			intron_variant			PGAM2			C			T			0.59			0.00			0.59


			NC_010460.4			48699064			intron_variant			PGAM2			C			T			0.58			0.00			0.58


			NC_010460.4			48699069			intron_variant			PGAM2			C			T			0.59			0.00			0.59


			NC_010460.4			48699125			intron_variant			PGAM2			T			C			0.78			0.00			0.78


			NC_010460.4			48699133			intron_variant			PGAM2			T			C			0.78			0.00			0.78


			NC_010460.4			48699154			intron_variant			PGAM2			G			A			0.10			0.94			0.84


			NC_010460.4			48699160			intron_variant			PGAM2			A			G			0.78			0.00			0.78


			NC_010460.4			48699176			intron_variant			PGAM2			A			G			0.75			0.00			0.75


			NC_010460.4			48699454			intron_variant			PGAM2			A			G			0.58			0.00			0.58


			NC_010460.4			48699747			intron_variant			PGAM2			G			A			0.11			0.97			0.86


			NC_010460.4			48699774			intron_variant			PGAM2			T			C			0.54			0.00			0.54


			NC_010460.4			48699795			intron_variant			PGAM2			C			T			0.09			0.97			0.88


			NC_010460.4			48700465			intron_variant			PGAM2			G			A			0.08			0.97			0.89


			NC_010460.4			48700509			intron_variant			PGAM2			T			C			0.09			0.97			0.88


			NC_010460.4			48700977			intron_variant			PGAM2			A			T			0.03			1.00			0.97


			NC_010460.4			48701219			intron_variant			PGAM2			C			T			0.00			0.83			0.83


			NC_010460.4			48701220			intron_variant			PGAM2			A			G			0.03			0.97			0.94


			NC_010460.4			48701379			intron_variant			PGAM2			C			T			0.32			0.97			0.65


			NC_010460.4			48701506			intron_variant			PGAM2			G			A			0.44			1.00			0.56


			NC_010460.4			48701831			5_prime_UTR_variant			PGAM2			T			C			0.72			0.00			0.72


			NC_010460.4			48701839			5_prime_UTR_premature_start_codon_gain_variant			PGAM2			T			C			0.34			0.97			0.64


			NC_010460.4			48701904			5_prime_UTR_variant			PGAM2			C			A			0.03			0.95			0.91


			NC_010460.4			48702075			intron_variant			PGAM2			G			A			0.03			0.97			0.94


			NC_010460.4			48702251			intron_variant			PGAM2			A			G			0.23			0.97			0.74


			NC_010460.4			48702600			intron_variant			PGAM2			A			G			0.04			0.91			0.87


			NC_010460.4			48702778			intron_variant			PGAM2			A			T			0.03			0.97			0.94


			NC_010460.4			48702793			intron_variant			PGAM2			C			A			0.06			0.97			0.92


			NC_010460.4			48702863			intron_variant			PGAM2			T			C			0.04			0.97			0.94


			NC_010460.4			48702918			intron_variant			PGAM2			G			C			0.00			0.77			0.77


			NC_010460.4			48702943			intron_variant			PGAM2			T			G			0.02			0.90			0.88


			NC_010460.4			48702945			intron_variant			PGAM2			C			T			0.11			0.90			0.79


			NC_010460.4			48703017			intron_variant			PGAM2			A			G			0.36			0.97			0.62


			NC_010460.4			48703039			intron_variant			PGAM2			T			C			0.41			0.97			0.56


			NC_010460.4			48703085			intron_variant			PGAM2			C			T			0.55			0.00			0.55


			NC_010460.4			48703163			intron_variant			PGAM2			G			C			0.06			0.97			0.91


			NC_010460.4			48703260			intron_variant			PGAM2			C			T			0.10			0.97			0.88


			NC_010460.4			48703423			intron_variant			PGAM2			T			C			0.40			0.97			0.57


			NC_010460.4			48704720			intron_variant			PGAM2			A			C			0.05			1.00			0.95


			NC_010460.4			48704845			intron_variant			PGAM2			A			C			0.71			0.00			0.71


			NC_010460.4			48705873			intron_variant			PGAM2			A			G			0.04			0.95			0.91


			NC_010460.4			48706536			intron_variant			PGAM2			C			T			0.02			0.95			0.92


			NC_010460.4			48706809			intron_variant			PGAM2			T			C			0.05			0.97			0.93


			NC_010460.4			48707009			intron_variant			PGAM2			A			G			0.80			0.00			0.80


			NC_010460.4			48707093			intron_variant			PGAM2			G			A			0.81			0.00			0.81


			NC_010460.4			48707127			intron_variant			PGAM2			C			T			0.82			0.00			0.82


			NC_010460.4			48707180			intron_variant			PGAM2			G			A			0.06			0.97			0.92


			NC_010460.4			48707380			intron_variant			PGAM2			C			T			0.46			0.97			0.51


			NC_010460.4			48707386			intron_variant			PGAM2			A			G			0.41			0.97			0.56


			NC_010460.4			48707475			intron_variant			PGAM2			A			G			0.61			0.00			0.61


			NC_010460.4			48707504			intron_variant			PGAM2			G			A			0.06			0.92			0.86


			NC_010460.4			48707537			intron_variant			PGAM2			C			T			0.05			0.92			0.87


			NC_010460.4			48707547			intron_variant			PGAM2			G			A			0.06			0.92			0.86


			NC_010460.4			48707606			intron_variant			PGAM2			G			A			0.05			0.94			0.90


			NC_010460.4			48707613			intron_variant			PGAM2			A			G			0.06			0.97			0.91


			NC_010460.4			48707657			intron_variant			PGAM2			G			T			0.06			0.96			0.90


			NC_010460.4			48707849			intron_variant			PGAM2			C			A			0.04			0.97			0.94


			NC_010460.4			48707875			intron_variant			PGAM2			G			A			0.05			0.97			0.93


			NC_010460.4			48707877			intron_variant			PGAM2			C			A			0.05			0.97			0.93


			NC_010460.4			48708013			intron_variant			PGAM2			C			T			0.10			0.97			0.87


			NC_010460.4			48708197			intron_variant			PGAM2			T			A			0.17			0.97			0.80


			NC_010460.4			48708257			intron_variant			PGAM2			C			T			0.03			0.97			0.94


			NC_010460.4			48709001			5_prime_UTR_premature_start_codon_gain_variant			PGAM2			C			T			0.59			0.00			0.59


			NC_010460.4			48709016			5_prime_UTR_variant			PGAM2			G			A			0.04			0.97			0.93


			NC_010460.4			48709414			5_prime_UTR_variant			PGAM2			C			G			0.02			0.94			0.92


			NC_010460.4			48710042			5_prime_UTR_premature_start_codon_gain_variant			PGAM2			C			T			0.04			0.84			0.81


			NC_010460.4			48710267			5_prime_UTR_variant			PGAM2			C			G			0.04			0.97			0.93


			NC_010460.4			48711609			intron_variant			PGAM2			A			G			0.04			0.97			0.93


			NC_010460.4			48712707			synonymous_variant			PGAM2			C			A			0.04			0.94			0.90
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			Table S9 Type of SNPs harbored by DEPs related to skeeltal muscle development.


			SNP type			Count			Percent


			intergenic region			1778			57.10%


			intron variant			1190			38.20%


			upstream gene variant			64			2.10%


			synonymous variant			26			0.80%


			 5' prime UTR variant			15			0.50%


			 3' prime UTR variant			12			0.40%


			downstream gene variant			12			0.40%


			missense variant			6			0.20%


			 5' prime UTR premature start codon gain variant			5			0.20%


			splice region variant&intron variant			3			<0.1%


			splice region variant&synonymous variant			2			<0.1%


			missense variant&splice region variant			1			<0.1%
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