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Preprocessing of individual genotype data of the GWA studies

Genotype data from each of the nine GWA studieeMiest processed separately under strict qualityrobifollowed by imputation
for all nine studies combined. Quality control at ttenotype level included individual call rat8.98, SNP call rate >0.98, minor
allele frequency >0.01, concordant recorded and tgpeederived gender, population outliers excludedviate beyond mean *
5*SD for top two principal components), IBD PI_HAT .4@5 (individuals distant away than third-degreetieds), heterozygosity
rate within mean + 3*SD, and deviation from Hardy{Weerg equilibrium P>1e-6. After genotype quality ttoh haplotypes were
pre-phased from genotypes with the SHAPEIT2 haplosgtenation tool to generate the best-guess haplstgpsed on the given
genotypes. The best-guess haplotypes were forwaocd®dPUTE?2 for imputation. The reference panelifoputation was The 1000
Genomes Phase | integrated variant (v3) set releiasdtCBI build 37 (hgl9) coordinates with referencéadaom March 2012
(updated August 2012). The post-imputation qualityticmreriteria were SNP call rate >0.98, mean allegjfrency >0.05, Hardy-
Weinberg P>1e-5. SNPs that met these criteria and w@msistently represented across studies wereethdog all studies, resulting
in pooled data from 27,376 individuals. Data for WO© and Cardiogenics were from the Leducq networlAD@enomics”
(https://www.fondationleducq.org/network/understangdcoronary-artery-disease-genes/). Individual sias are summarized
below; cohort descriptions and more detailed assessth€AD may be found in the corresponding refeemc

Preprocessing of RNA Seq datafrom STARNET

Multi-tissue STARNET RNAseq data were aligned to @8 and counted at the exon level as descriehe counts were

normalized for library size with DESefjand adjusted for age, gender, read length, RNf&aetion protocol, flow cell, laboratory, and
four surrogate variabldsising L2-penalized regression and a regularizatiarameter of 1.0. Independent flow cell factors ever
constructed by singular value decomposition; eigetors with eigenvalues above 4.0 were retained.

Comparing the multifactorial liability threshold and therestricted maximum likelihood modelsin assessing heritability

In the two most recent GWA studies, CAD heritapilif identified genetic loci assessed with the ifadtorial liability threshold
model was ~22% (assuming 40% inherited CAD varipfitén both studies, heritability was estimated frommsnary statistics, and
the effect size of each lead SNP/locus was addetf Tjus, each risk locus was assumed to contribut€AD heritability with
independent effect sizes. However, in assessintabgity contributions from more diverse sets dfiss (such as eSNPs of network
genes), such SNPs, particularly those in closeipitx may be in LD and thus have dependent eff@pes. To accurately assess
independent effect sizes of larger groups of SNiBisrhay be in LD, we used the REML metffoghich requires individual genotype
data. Reassuringly when applied to lead SNPs inideatified by recent GWA studies of CATJ, this method yielded assessments of
heritability contributions similar to those obtatheith the multifactorfat{iability threshold modaked in those studies (Supplementary
Figure 2).
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Online Figure 1. Schematic illustration of conceivable interactions between genetic and environmental factors at the molecular
level. Examples of how environmental factors can intevat transcriptional factors to alter gene regualatat the molecular level. G, genetic risk
variant; E, environmental risk factor; GXE, G/Edrections; ¥, broad sense heritability; TF, transcription facto
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Online Figure 2. Comparison of CAD heritability assessments from common CAD risk loci using the methods based on
individual, versus the summary, statistic genotype data. Bar plots representing the relative contributiomsCAD heritability ()
from the 302 and 202 FDR loci identified in rec&@WA studies using the traditional multifactoriadbility threshold model based on
summary statistics data (rédand REML based on individual-level genotype datad). if error bars for REML are standard error of
mean; no error estimates are available for sumistatistics

Page 6



All_modules

208 . .
=z . . * . * . * . . . . * s @ .
§D.4 ., . b - . - .
502 = s a7 = s i | £ ; Rt éhu L AL b ab S i’ '.ié $4 él :
-—s . ¥ T . = i = oS = ] B Pt . : + 4+ E
g - ““'f'-?'ﬂ*l.. e ii"?v.;**fvr*v ‘34-‘“, *“.‘v li‘i.'.i"i..o-l?n“-* ‘@*&é;ﬁéi -‘ﬁmj-sé #T & *ii'e + i =7 ég&ié.s.;.s“ﬂ‘-é&$s¢d*ﬁui:%e-‘éﬂa e I
LU h NSEENSSE N NN UENEME N W E = 1 m § & ¥ XN E X EE & N EEEN ¥ 1§ Il ®=iilm = E N E ¥ :
. s 8 ) % ) g R ) ) 8 g 8 8 ) 2 8 g
Network 1D £ Null distribution = STARNET P<005

Online Figure 3. Reproducibility of STAGE networks in STARNET RNA-seq data assessed by permutation tests. The average
connectivity (absolute Pearson’s correlation) isipared to a null distribution for genes matchedtigsue and RNA categories such as
protein-coding and lincRNA. In total, 98 out of 1¢b-expression network modules were validated, sigpwignificantly higher
connectivity than expected at randdm<0.05).
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Online Figure 4. Shown are 18 tissue-specific (>95 % of nodes'ffdfa tissue) regulatory gene networksR) with key disease
drivers that were originally identified in the ST&Gstudy and replicated in the STARNET studwith contributions to CAD
heritability >0.2% per network.
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Regulatory Gene Network 3 D

. Regulatory Gene Network, ID 2. A visceral abdominal fat network, with 841 geresl 28 key disease drivers, that contributes to
1.82% of CAD heritability (beyond that of genome-widegmificant and FDR loci identified by previous CADWA studies).
According to gene ontology (GO), this network isiemed for genes involved in the cell cycR<(.02¢6®) and associated with degree
of coronary atherosclerosis in CAD patients of HIAGE study P<0.02). eSNPs of these network genes are enridreasgociation
with plasma levels of HDL (2.64 fold®<2.09¢"). This network contain the following GWA candidajenes; COL4A1 (for CAD),
PBX4 (for plasma levels of total cholesterol and LDPKANK2 (HDL), UBASH3B (HDL and total cholesterpland A2ML1,
FAM117B (total cholesterol). Other GWA candidatenge are AMPD3, CR2, KIF11, IKZF1, MSRB3, PLS1, PREASGRP1 and
SYK. A total of 33 % of the network genes have @me fashion been associated with CAD or atherassiterin previous studies
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B. Regulatory Gene Network, ID 3. A visceral abdominal fat network, with 601 geresl 14 key disease drivers, that contributes to
1.41% of CAD heritability (beyond that of genome-wideggmificant and FDR loci identified by previous CADWRA studies).
According to GO, this network is slightly enrichfed genes involved in oxidation-reduction procegses.8¢°). eSNPs of the network
genes are enriched for association with plasmadesfefasting glucose (1.80-fold?<2.68xe"). This network contain the following
GWA candidate gene€OL4A2, CDKN2B and RASD1 (CAD), BRCA2, ST3GAL4, FADS3 (L NR1H3, LRP1, NIPSNAP3B,
FADS3, MLXIPL (HDL), ST3GAL4, FADS3, GPR146 (totahglesterol), LARP6 (pro-insulin), TNS3 (insulinfhdaCRY2, ADCY5
(fasting glucose). Other GWA candidate genes are, l5CG, ANGPTL4, ADM, PHLDB1, WFS1, ACAA2, DGAT2& SVEPL. A
total of 35 % of the network genes have in sombifasbeen associated with CAD or atherosclerosigénious studiesP&8.24").”
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C. Regulatory Gene Network, ID 20. An atherosclerotic aortic wall network with 26Bnes and 7 key disease drivers, that
contributes td.25% of CAD heritability (beyond that of genome-widgsificant and FDR loci identified by previous CAD
GWA studies). According to GO, this network is Higknriched for genes involved in immune respor{8e¥.88¢>). The
network genes are also found to be associatedlsvtis of plasma LDL in the CAD patients of the S3R study P<0.01)
and in the Hybrid Mouse Diversity Panel (HMDPJP<0.0006). This network also contains the follagviGWA candidate
genesLIPA (CAD), MAFB (LDL) and ALOX5, LILRB22, UBASH3B (HDL and pro-insulin). Other GWA candidate genes
areAMPD3, LILRB2, MRCH1 andIK2F1. A total of 49 % of the genes in this network haveome fashion been associated

with CAD or atherosclerosis in previous studiesZ.08¢2).”
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D. Regulatory Gene Network, 1D 35 (alsoin Figure5). A visceral abdominal fat network with 139 geaes 10 key disease
drivers, that contributes 1©57% of CAD heritability (beyond that of genome-widgsificant and FDR loci identified by
previous CAD GWA studies). According to GO, thidwerk is enriched for genes involved in RNA metabgrocesses
(P<1.17¢&"). The network genes are also associated withdeveplasma LDL in the CAD patients of the STAGHdst
(P<0.01) and in the HMDP (P<0.003). eSNPs in this network’s genes are glyoenriched for associations with plasma
levels of LDL, HDL and pro-insulin (4.53 foldP<1.99¢€"’, 2.81 fold, P<8.93¢® 4.02 fold, P<3.75€%* respectively)
according to corresponding GWA studieshere was no ssignificant enrichment with genes tave been associated with
CAD or atherosclerosis in previous studies@.05)/
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. Regulatory Gene Network, 1D 36. A skeletal muscle network with 137 genes an@ disease drivers, that contributes to
0.24% of CAD heritability (beyond that of genome-widagificant and FDR loci identified by previous CADWA\
studies). According to GO, this network is enricliedgenes involved in vascular developme®tZ.45¢"). The network
genes are also associated with levels of plasnah ¢bblesterol, fasting glucose and C-reactiveg@no(CRP) in the CAD
patients of the STAGE studi?€0.0006,P<0.02 andP<0.05, respectively). This network also contahmes following GWA
candidate gene€3UCY1B3, FLT1 and EDNRA (CAD) andS0X17 (for total cholesterol and LDL). A total of 38 % tife
genes in this network have in some fashion beescisd with CAD or atherosclerosis in previousis >0.002)’
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. Regulatory Gene Network, ID 37. An atherosclerotic aortic wall network with 18&nes and 6 key disease drivers, that
contributes td.26% of CAD heritability (beyond that of genome-widgsificant and FDR loci identified by previous CAD
GWA studies). According to GO, this network is ehgd for genes involved in cell communicatid?<{.04€). The
network genes are also associated with levelsasihph LDL and degree of coronary atherosclerodisarCAD patients of
the STAGE studyR<0.02 andP<0.01). This network also contains the followin§V& candidate genesAPOE (CAD,
LDL and HDL) andSCARB1, NRIH3 and STABL1 (HDL). A total of 40 % of the genes in this network havesome fashion
been associated with CAD or atherosclerosis iniptevstudies®>0.00003)’
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G. Regulatory Gene Network, 1D 41 (also in Figure 4A). A none-(or early) atherosclerotic arterial waditwork with 121
genes and 5 key disease drivers, that contribat@$4% of CAD heritability (beyond that of genome-widgsificant and
FDR loci identified by previous CAD GWA studies)céording to GO, this network is enriched for geme®lved in RNA
metabolic proces$Pk1.04€'%). The network genes are also associated withdedablasma glucose and HDL and degree of
coronary atherosclerosis in the CAD patients of SH&GE study P<0.01,P<0.03,P<0.05, respectively) and with mouse
plasma LDL in the HMDP (P<0.0007). There was no significant enrichmerthwgenes that have been associated with
CAD or atherosclerosis in previous studies@.05)/
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. Regulatory Gene Network, ID 44. A subcutaneous fat network with 131 genes akdy2disease drivers, that contributes
to 0.20% of CAD heritability (beyond that of genome-widgificant and FDR loci identified by previous CADWA
studies). According to GO, this network is enricliedgenes involved in RNA metabolic proceBs:{.84¢€"). The network
genes are also associated with levels of plasnmzogdy LDL and CRP in the CAD patients of the STASG &y £<0.03,
P<0.01, P<0.02, respectively). There was no significant @ment with genes that have been associated with GA
atherosclerosis in previous studi®s0.05)’ Page 16
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Regulatory Gene Network, 1D 47 (also in Figure 4B). A whole blood network with 100 genes and 8 kesedse drivers,
that contributes t6.41% of CAD heritability (beyond that of genome-widgrsificant and FDR loci identified by previous
CAD GWA studies). According to GO, this networksisongly enriched for genes involved in blood cdagion (P<1.27€

9. The network genes are also associated withdefebtal cholesterol in plasma of the CAD patenitthe STAGE study
(P<0.02) and in the HMDP with plasma levels of LOR<Q.03) and insulinR<0.0001). eSNPs in this network’s genes are
strongly enriched for associations with plasmaleé LDL, HbAlc, and insulin (2.35 fold®<2.31&*, 2.66 fold,P<1.28¢é

30 and 1.54 fold,P<7.10€, respectively) according to corresponding GWA &sd. This network also contains the
following GWA candidate gene§UCY1A3, GUCY1B3 (LDL) and GRB14 (insulin) andAIDR2A (glucose)A total of 52 %

gf 7the genes in this network have in some fasheenkassqciagted with CAD or atherosclerosis in prevstudiesR<4.66e

).
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. Regulatory Gene Network, ID 63. A visceral abdominal fat network with 79 genesl & key disease drivers, that
contributes td.58% of CAD heritability (beyond that of genome-widgsificant and FDR loci identified by previous CAD

GWA studies). According to GO, this network is wigadnriched for genes involved in cell cycle phasasition P<1.01é

%). The network genes are also associated withdeseCRP in the CAD patients of the STAGE stuBy@.04). There was

no significant enrichment with genes that have sesswciated with CAD or atherosclerosis in previstuslies P>0.05)’
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K. Regulatory Gene Network, ID 73. A liver network with 70 genes and 4 key disedseers, that contributes @22% of
CAD heritability (beyond that of genome-wide sigréint and FDR loci identified by previous CAD GWAugies).
According to GO, this network is enriched for geimeslved in cell adhesionP&7.09¢™). The network genes are also
associated with levels of plasma cholesterol and. iiithe CAD patients of the STAGE study<0.01 andP<0.05) and in
the HMDP with mouse plasma LDL levelBX0.0002). eSNPs in this network’s genes are eaddbr associations with
plasma levels of glucose and strongly for HbA1862fold, P<8.08¢€°, 10 fold, P<1.49¢'® respectively) according to
corresponding GWA studiés This network also contains one GWA candidate g8vEPL. A total of 61 % of the genes in
this network have in some fashion been associatibd@AD or atherosclerosis in previous studies.21&?).”
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. Regulatory Gene Network, ID 76. A visceral abdominal fat network with 68 gersexl 4 key disease drivers, that
contributes td.23% of CAD heritability (beyond that of genome-widgsificant and FDR loci identified by previous CAD
GWA studies). According to GO, this network is ehgd for genes involved in angiogened$tsZ.90¢€%). The network
genes are also associated with levels of LDL amplegeof coronary atherosclerosis in the CAD pasiefithe STAGE study
(P<0.01 andP<0.0003). eSNPs in this network’s genes are erdidbe associations with plasma levels of glucos@94
fold, P<4.90€°% according to corresponding GWA studiesThis network also contains one GWA candidateeg8ox17
(LDL and total cholesterol). A total of 38 % of tgenes in this network have in some fashion besocéasted with CAD or
atherosclerosis in previous studi€s(.02)’
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M. Regulatory Gene Network, 1D 94. A whole blood network with 53 genes and 4 kesedse drivers, that contributes to
0.25% of CAD heritability (beyond that of genome-wideagsificant and FDR loci identified by previous CADWA
studies). According to GO, this network is enricliedgenes involved in erythrocyte homoeostaBiss(12¢€°). The network
genes are also associated with levels of CRP iiC&kig patients of the STAGE studi?<€0.04). This network also contains
one GWA candidate gen€ANK?2 (HDL). A total of 38 % of the genes in this netwdr&ve in some fashion been associated

with CAD or atherosclerosis in previous studies@.05)’
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N. Regulatory Gene Network, ID 100 (also in Figure 5D). A subcutaneous fat network with 47 genes akdyldisease
drivers, that contributes 1@61% of CAD heritability (beyond that of genome-wid@rsificant and FDR loci identified by
previous CAD GWA studies). According to GO, thistwerk is weakly enriched for genes involved in region of
apoptosis P<2.28¢"). The network genes are also associated withdeseHDL and degree of coronary atherosclerosis in
the CAD patients of the STAGE study<0.02 andP<0.04, respectively) and in the HMDP with mousespia LDL levels
(P<0.002). There was no significant enrichment witnegs that have been associated with CAD or atheroscs in
previous studies®>0.05)’
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O. Regulatory Gene Network, 1D 103 (also in Figure 4B). An atherosclerotic aortic wall network with 4Brges and 1 key
disease driver, that contributes @83% of CAD heritability (beyond that of genome-widegificant and FDR loci
identified by previous CAD GWA studies). AccorditGO, this network is weakly enriched for genesiwed in defense
responseR<3.50¢"). The network genes are also associated withdesfeHDL and pro-insulin in the CAD patients of the
STAGE study P<0.03 andP<0.01, respectively) and in the HMDP with mousespia LDL levels P<0.001). This network
also contains two GWA candidate gen@sTP (HDL) andVAMPS8 (CAD). There was no significant enrichment witlnge
that have been associated with CAD or atherosdteimprevious studiest0.05)!

P. Regulatory Gene Network, ID 128. A liver network with 33 genes and 2 key disedgeers, that contributes @26 % of
CAD heritability (beyond that of genome-wide sigreint and FDR loci identified by previous CAD GWAudies).
According to GO, this network is strongly enrictfed genes involved in type-1 interferon signaliratipvay P<6.49¢%).
eSNPs of this network’s genes are weakly enriclheddsoeiations with plasma levels of HbAlc andipsuolin (1.37 fold,
P<2.38¢” and 1.44 foldP<7.68€°, respectively) according to corresponding GWA &sidl This network also contains the

23



following GWA candidate geneQAS3 (unknown). Th&rg“was no significant enrichment wigbnes that have been
associated with CAD or atherosclerosis in previstuslies P>0.05)’
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Q. Regulatory Gene Network, 1D 144. A liver network with 29 genes and 2 key disediseers, that contributes @25% of
CAD heritability (beyond that of genome-wide sigreint and FDR loci identified by previous CAD GWAudies).
According to GO, this network is enriched for geitemlved in immune respons<7.96€°). The network genes are also
associated with levels of total cholesterol andrsity with CRP in the CAD patients of the STAGEdstuP<0.02 and
P<0.00005, respectively). This network also cont@ine GWA candidate gen€MDA4 (total cholesterol and triglycerides).
There wa713 no significant enrichment with genes biaate been associated with CAD or atheroscleraspeavious studies
(P>0.05).
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R. Regulatory Gene Network, ID 157. A liver network with 23 genes and 2 key disediseers, that contributes @32% of
CAD heritability (beyond that of genome-wide sigreint and FDR loci identified by previous CAD GWAudies).
According to GO, this network is weakly enriched genes involved in DNA bindind®k1.90€%. eSNPs in this network’s
genes are enriched for associations with plasmaldenf LDL, total cholesterol and triglycerides aH8A1c (3.30 fold,
P<8.97€*, 2.45 fold,P<9.54€", 2.89 fold,P<1.306*® and 2.27 foldP<4.61€&", respectively) according to corresponding
GWA studies’. There was no significant enrichment with genes ttave been associated with CAD or atheroscleinsis
previous studies®>0.05)’
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Online Figure 5. Shown are 11 cross-tissue (<95 % of nodes frofftigtiae) regulatory gene networks-J) with key disease drivers
that were originally identified in the STAGE stddgnd replicated in the STARNET studwith contributions to CAD heritability

>0.2% per network.
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A. Regulatory Gene Network, ID 12. An arterial wall network (including nodes/gerigsm both none/early (internal mammary
artery, yellow) and late advanced (aortic wall,)ratherosclerosis with 246 genes and 10 key diséasgers contributing to
1.15% of CAD heritability (beyond that of genome-widgsificant and FDR loci identified by previous CADAB\ studies).
This network was not enriched for genes in any kméumctional category according to gene ontolog@j®ut associated with
degree of coronary atherosclerosis in CAD patiehthe STAGE studyR<0.03). eSNPs of this network genes are enriched fo
association with plasma levels of total cholesterBIL and triglycerides (2.26 fold?<2.196, 2.20 fold,P<5.70€'® and 1.69
fold, P<1.13€°, respectively) according to corresponding GWA wsd. This network also contains the following GWA
candidate gene&CAD11 (for plasma levels of LDL and HDL)LACT1 (HDL), GCK (fasting glucose) an@6orf57 (unknown).
There was no significant enrichment with genes trate begn, associated with CAD or atherosclerosigrévious studies

(P>0.05)’
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Regulatory Gene Network, ID 13. A cross-tissue (i.e., arterial wall, liver skalemuscle and fat) network with 227 genes and
14 key disease drivers, that contribute€.@y % of CAD heritability (beyond that of genome-widegsificant and FDR loci
identified by previous CAD GWA studies). AccorditigGO, this network is slightly enriched for gemagolved in scavenger
receptor activity P<3.76€"). eSNPs of this network genes are enriched favcgesson with plasma levels of total triglycerides,
fasting glucose and HbAlc (1.41 fole<2.83¢€> 1.81 fold,P<6.35€'° and 1.71 foldP<1.466™, respectively) according to
corresponding GWA studie’s This network also contains the following GWA cafede genestRP14 (HDL) and MMP16,
TSPANS8 (unknown). There was no significant enrichment vg&nes that have been associated with CAD or ablerosis in
previous studies®>0.05Y.
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. Regulatory Gene Network, ID 16. A cross-tissue (i.e., arterial wall, liver skalemuscle and fat) network with 217 genes and
13 key disease drivers, that contribute®.6¥ % of CAD heritability (beyond that of genome-widgsificant and FDR loci
identified by previous CAD GWA studies). This netk was not enriched for genes in any known fumetiocategory
according to GO. This network also contains thelofwihg GWA candidate genestGF2BP2, GMPR, GALNTL4,
RBM43(unknown). There was no significant enrichment vggnes that have been associated with CAD or atblerosis in
previous studiesR>0.05Y

28



s TE' n.-Lﬂr;nn .
Y PARR CateriEs 4
o 8 © ovyRi PGOHa ¢ COXOLO
@ et 1 TeIP rmne ' o
ih:“a.m:-la ' a &8 L shomar
LOCESI4S BE E‘} =1 Ha” =i h] aPFes
@ - = @ i e 9 - ’
= sl | TR ThEwiss . Bow?
8- X E = Ef cLDHs { m ke ind
bl e R & N A i
e B vy B ] A~ ANKRDe
o, 0 e e o : L. S0 7oz
&fgﬂ .. B i Famiba oo .
- shuz Y183 Tocroesmmatii—| N i [l AR TEPANIE
8- . — ¥ 4 S| . g aRTY e &
O 4 /
ey i P s . PECA BHANKE
¢ b1 i i : crsiis T, MMRNbOSABEE urrs HD£Q1 B9
=0y \1 % g
ECBCR ARG, J L .a *
0. e ﬁ‘_ | afeasi TB:’(E'WMEOX?;H'
s e A e .. X
@ - mw1 e = ® PR E . B T F!Jmc,u Pl THEUz
“‘;‘“ e 0 iy Ii* ) e ”ﬁ.‘a HOTGHA  Jer ANCACORL
: FAPLERS
Sl [ N & ® a:ga - @ | e =
ﬂ,-‘mn s s T
L] mmsmgm FUT P 6%}* HEYH Qm?;?— oI
BROCME PR B .
n;". BLEIEATE i & % PR e aﬁ-ﬁhflﬂil RAMKS Ak
L) . it I amsD @
\ Chorly TERS AWFE ®
oL Towy — PEEEL e *‘?&ﬂ [ .“_l“ BLatk
g. ? uspd 200180 HPL s
p— / ahedts FAMIGTA . g
ool @ pere @ seea
[ ] @
FTuh . o
G‘El H &
ADCRAS
)
A
i Lo mssay
H%}‘ aﬁu

EAAWS IMARSLiver = SM = SFVF B Blood[ KD

. Regulatory Gene Network, ID 27. A cross-tissue (mostly subcutaneous fat ancetainuscle nodes/genes) network with 165
genes and 7 key disease drivers, that contribot@s % of CAD heritability (beyond that of genome-widegsificant and
FDR loci identified by previous CAD GWA studiespccording to GO, this network is enriched for gemaslved in blood
vessel developmenP¢8.76€"®). The network genes were also associated witsnaevels of blood insulin and LDL in the
CAD patients P<0.02 andP<0.03) of the STAGE stud{y and with mouse plasma LDL in the HMBDEP<0.00004). This
network also contains the following GWA candidagsgs;,GUCY1B3 (CAD), SOX17 (LDL) and GALNTL4 (unknown). A total

of 37 % of the genes in this network have in soashibn been associated with CAD or atheroscletiospgevious studies
(P<0.002)/
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. Regulatory Gene Network, ID 29. A cross-tissue (mainly early/no and advance@rattlerosis arterial wall nodes/genes)
network with 152 genes and 8 key disease driveet,dontributes t0.28 % of CAD heritability (beyond that of genome-wide
significant and FDR loci identified by previous CABWA studies). According to GO, this network isriehed for genes
involved in regulation of immune system proces§es3(066™). The network genes were also associated witndaevels of
HbA1lc in the CAD patientsPk0.05) of the STAGE studgnd eSNPs of this network genes are enriched &wcéation with
plasma levels of total triglycerides, HDL and fasgtiglucose (2.31 fold?<4.05¢°, 1.95 fold,P<2.80¢€> and 3.49 foldP<3.03é

30 respectively) according to corresponding GWA &sdThis network also contains the following GWandidate genes;
RASGRP1, PPARG and DNER (unknown). A total of 45 % of, the genes in thiswark have in some fashion been associated
with CAD or atherosclerosis in previous studiesZ.95¢").’
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F. Regulatory Gene Network, ID 38. A cross-tissue (mainly early/no and advancedrastlerosis arterial wall, liver and skeletal
muscle nodes/genes) network with 113 genes ang @ikease drivers, that contribute0ta4 % of CAD heritability (beyond
that of genome-wide significant and FDR loci id&ad by previous CAD GWA studies). According to Gfis network is
enriched for genes involved in cell divisioR<G.14€"%). eSNPs of this network genes are strongly enddboe associations
with plasma levels of total triglycerides, totabtdsterol and LDL, and weakly associated with plasaevels of pro-insulin and
fasting insulin (4.19 foldP<1.236"", 2.42 fold, P<8.836%, 1.91 fold, P<2.73é", 1.73 fold, P<1.701&® and 1.37 fold,
P<7.718&" respectively) according to corresponding GWA stsdihis network also contains the following GWA caratiel
genesCHCI (insulin) andPRC1 (unknown). A total of 36 % ef-.the genes in thiswatk have in some fashion been associated
with CAD or atherosclerosis in previous studies@.02)’
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G. Regulatory Gene Network, ID 43. A cross-tissue (mainly subcutaneous fat nodesgenetwork with 108 genes and 4 key
disease drivers, that contributes0t86 % of CAD heritability (beyond that of genome-widgsificant and FDR loci identified
by previous CAD GWA studies). According to GO,sthietwork is strongly enriched for genes involvadactin-myosin
filament sliding P<8.256”). eSNPs of this network genes are strongly endidoe associations with plasma levels of total
cholesterol, LDL and HDL (5.94 fold<7.31&'®, 3.28 fold,P<7.16€*" and 4.28 foldP<6.35¢°"", respectively) according to
corresponding GWA studi€sThis network also contains the following GWA catate genest.PL (HDL and triglycerides)
and MYL2 (HDL). A total of 55 % of the genes in this netwohave in some fashion been associated with CAD or

atherosclerosis in previous studi®s4.84¢').’
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H. Regulatory Gene Network, ID 62. A cross-tissue (mainly early/no and advanceerasctlerosis arterial wall and skeletal
muscle nodes/genes) network with 80 genes and dikease drivers, that contributesOtdl % of CAD heritability (beyond
that of genome-wide significant and FDR loci idéat by previous CAD GWA studies). According to Gfhis network is
weakly enriched for genes involved in regulationsafellite cell activation involved in muscle regeation P<8.08¢%. The
network genes were also associated with degre@rohary atherosclerosis in CAD patients of the SEAGudy P<0.04)!
eSNPs of this network genes are remarkably enriétredssociations with 9plasma levels of triglycesdtotal cholesterol and
LDL (8.12 fold, P<7.31&°%® 6.93 fold,P<3.42¢°% and 5.69 foldP<3.73€'", respectively) according to corresponding GWA
studies” This network also contains the following GWA caratiel gene;HISTIHAC (LDL). There was no significant
enrichment with genes that have been associat&dG#D or atherosclerosis in previous studiesq.05)’
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Regulatory Gene Network, ID 68. A cross-tissue (mainly early/no and advancedratitlerosis arterial wall, fat and skeletal
muscle nodes/genes) network with 66 genes and Slisease drivers, that contributesOte5 % of CAD heritability (beyond
that of genome-wide significant and FDR loci idéat by previous CAD GWA studies). This networksmaot enriched for
genes in any known functional category accordinG@. eSNPs of this network’s genes are stronglicked for associations
with plasma levels of triglycerides and HbAlc (4#0d, P<1.68&" and 5.68 fold,P<1.53é™, respectively) according to
corresponding GWA studiésThis network also contains the following GWA caratiel genef.DLr (CAD, total cholesterol,
LDL and HDL). There was no significant enrichmenthvgenes that have been associated with CAD arasialerosis in

previous studies®>0.05)!
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J. Regulatory Gene Network, ID 112. A cross-tissue (mainly liver and fat nodes/gemeswork with 40 genes and 2 key disease
drivers, that contributes 10.38 % of CAD heritability (beyond that of genome-wideymificant and FDR loci identified by
previous CAD GWA studies). According to GO, thetwork is enriched for genes acting as intrinsimponents of the plasma
membrane R<2.30€%). The network genes were also associated withmaaevels of pro-insulin in CAD patients of the
STAGE study P<0.01) and with mouse plasma insulin and glucose in theDitN (P<0.003 andP<0.005). eSNPs of this
network’s genes are enriched for associations plabma levels of triglycerides, total cholestermud &DL (3.32 fold,P<7.20é
31 1.84 fold,P<2.84¢” and 2.49 foldP<6.39€", respectively) according to corresponding GWA w&sfThis network also
contains the following GWA candidate geneBLR (CAD, total cholesterol, LDL and HDL) ar@ETP (unknown). There was

no significant enrichment with genes that have essociated with CAD or atherosclerosis in previstuslies P>0.05)’
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Online Table 1. Genotype Platfor ms of the Studies

Study Platform
GerMIFSI Affymetrix Mapping 500K Array Set
GerMIFSII Affymetrix Genome-Wide Human SNP Arra@6.
Affymetrix Genome-Wide Human SNP Array 5.0/ AffymgtGenome-Wide Human SNP Array
GerMIFSIII 6.0
GerMIFSIV Affymetrix Genome-Wide Human SNP Array6.
GerMIFSV [llumina HumanOmniExpress/Omniuni_2.5/0OntExpress
LURIC Affymatrix Genome-Wide Human SNP Array 6.0
MIGEN Affymetrix Mapping 500K Array Set
WTCCC Affymetrix Genome-Wide Human SNP Array 6.0
Cardiogenics lllumina Human660W-Quad
STAGE Affymetrix Genome-Wide Human SNP Array 6.0
STARNET [llumina HumanOmniExpress/Omniuni_2.5/0Ontxpress

OnlineTable2. GWAS |ead SNP and STAGE/STARNET network and eSNP CAD heritability contributions

% of total CAD heritability (h2):

Source SNP/network list # lead SNPs/ C.A b standard P-value per GWAS per bkgr GTEx Foldvaibker
CAD networks Variance error total per network** SNP/network e GTEX
eSNP** i eSNPs****
imputed SNPs from GWAS 4065 644 0.312215 0.011894 0 78.05 N/A 0.00028 N/A N/A
lead SNPs of genome-wide 42 (59)* 0.0218 0.0049 0 5.46 N/A 0.130 N/A N/A
GWAS significant loci
extended FDR<5% SNPs 99 (202)* 0.0309 0.0046 0 7.73 N/A 0.078 N/A N/A
Lead and FDR<5% SNPs 119 (250)* 0.0348 0.0048 0 8.71 N/A 0.073 N/A N/A
All networks 98 0.0475 0.0041 0 11.87 0.12 0.0055 0.0022 2.49
top-networks (>0.2% h?) 28(98) 0.0399 0.0037 0 9.98 0.36 0.0072 0.0023 3.12
fat networks 9(28) 0.0201 0.0027 0 5.03 0.56 0.0073 0.0027 2.67
STAGE/ non-fat networks 19(28) 0.0267 0.0031 0 6.67 0.35 0.0077 0.0021 3.62
STARNET arterial wall networks 7(28) 0.0126 0.0021 9.05E-15 3.14 0.45 0.0086 0.0029 2.96
Networks liver networks 3(28) 0.0031 0.0010 2.91E-06 0.78 0.26 0.0144 0.0034 4.28
cross-tissue networks 5(28) 0.0099 0.0020 2.60E-09 2.47 0.49 0.0115 0.0024 4.89
skeletal muscle network 1(28) 0.0010 0.0006 0.01604 0.26 0.26 0.0056 0.0026 2.18
whole blood networks 3(28) 0.0037 0.0011 2.63E-06 0.93 0.31 0.0050 0.0025 2.01

HZ, % CAD heritability contribtuions. For all the network-derived H? estimates, the CAD GWAS lead SNPs including SNPs with r2>0.2 in the flanking £500kb regions, were excluded prior to calculation.

*Number of lead SNPs present in the GWA data of this study related to actual number found in the original GWA study (in paranthesis). **shows average CAD H? contributions per GWAS SNP and network eSNP

***shows average CAD H? contributions from equally sized groups of random background eSNP matched by tissue (n>100) obtained from GTEx. **** P<0.001
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Online Table 3. Top-28 module eQTL H? contributions (rs|Ds) (zoom in) ~'-m%
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Online Table 4. Top-28 module char acteristics ((zoom in)

Online Tabile 4: Top-28 module characteristics
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Online Table 5. Top-28 module gene ontology (zoom in)
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Online Table 6. Top-28 module gene IDs and their characteristics

(See separ ate PDF file)

y Table 6. Module gene IDs and ch:

Module ID__ Gene Symbol Tissue eqQTL TF Key Driver Candidate gene in GWAS for:
CAD Plasma glucose Plasma cholesterol T2DM
2 ADA VF
2 BLM VF
2 CD3G VF
2 CDA0LG VF
2 CHRNA1 VF
2 F8 VF
2 GBE1 VF
2 IL2RG VF
2 JAK3 VF
2 KCNA1 VF
2 KRT9 VF
2 SGCB VF
2 LG1 VF X X
2 GPR143 VF
2 PDE6B VF
2 TSHR VF
2 WAS VF
2 KRT2 VF X X
2 PAFAH2 VF
2 PON1 VF
2 RAG1 VF
2 TWIST1 VF X X
2 AMPD3 VF
2 RAG2 VF
2 LTA VF
2 ADORA2A VF
2 CD3D VF
2 CD3E VF
2 CD247 VF
2 CHRNA3 VF
2 CHRNAS VF X
2 DCK VF
2 GABRAS VF
2 GLRB VF
2 IL2RB VF
2 PAM VF
2 PRIM1 VF
2 PRL VF
2 NCCRP1 VF
2 RORC VF X
2 C90rf103 VF
2 RUNX1 VF X
2 UBASH3A VF
2 GATA3 VF X
2 CENPM VF
2 Clorf173 VF
2 C18orfl VF
2 TARP VF
2 BMF VF
2 OR13A1 VF
2 umopLl VF
2 OR10R2 VF
2 OR10K1 VF
2 SP140 VF X X
2 RGS10 VF
2 AK4 VF
2 ZWINT VF
2 CPM VF
2 HAO2 VF
2 RAB37 VF
2 CR2 VF
2 APOBEC3F VF
2 SFI1 VF
2 CXCR4 VF
2 EMLL VF
2 TDP1 VF
2 STATH VF
2 LRRC38 VF
2 TTC78B VF
2 THEMIS VF
2 BCAS4 VF
2 BIRCS VF
2 ANOS VF
2 SGOL1 VF
2 C18orfS6 VF
2 LAT VF
2 TLR10 VF
2 ESCO2 VF
2 CALN1 VF

All_modules
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2 DNTT VF
2 BTBD11 VF
2 DAPL1 VF
2 LRP8 VF
2 GCOM1 VF
2 FANCD2 VF
2 HNMT VF
2 SBK1 VF
2 RGPD1 VF
2 BCL7A VF
2 ARPP21 VF
2 CHI3L2 VF X
2 CXorf65 VF
2 ARHGAP30 VF
2 SLC35F1 VF
2 FBX043 VF
2 KIAA0101 VE
Module ID|  Gene Symbol Tissue | eQTL | TF Key Driver Candidate gene in GWAS for:
CAD Plasma glucose Plasma cholesterol b T2DM
2 SPN VF
2 CERKL VF
2 MSRB3 VF
2 RUNX3 VF X
2 STXBP1 VF
2 TMPO VF
2 MYCLL VF X
2 RRM2 VF
2 FAM102A VF
2 ACPL2 VF
2 susba VF
2 CYFIP2 VF
2 CTLA4 VF
2 DIXDC1 VF
2 PRPS2 VF
2 SIRPG VF
2 SKA1 VF X X
2 MTLS VF
2 ACBD7 VF
2 D4S234E VF
2 OPALIN VF
2 SLAIN1 VF
2 CENPA VF
2 MsST4 VF
2 DIAPH3 VF
2 CD1E VF
2 MAP4K1 VF
2 CAPSL VF
2 C190rf28 VF
2 LCK VF
2 SLA VF X
2 SRD5A1 VF
2 STIL VF
2 RCC1 VF
2 UHRF1 VF X X
2 REC8 VF
2 TOP2A VF
2 SKAP1 VF X X
2 ZAP70 VF
2 IKZF2 VF X
2 GYG2 VF
2 ARHGAP9 VF
2 FBX041 VF
2 Cccbcssc VF
2 HSFS VF X
2 CC2D2A VF X
2 ARRDCS VF
2 PPP1R1C VF
2 CASCL VF
2 FGD3 VF
2 DFNB31 VF
2 BTLA VF
2 C17orf67 VF
2 SFTPAL VF
2 GPR18 VF
2 HDAC7 VF
2 SFTPA2 VF
2 TOX2 VF
2 C9orf129 VF
2 KIAAQ748 VF
2 TIFAB VF
2 FAMS4A VF
2| C120rf56 VF
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2 PSMB11 VF

2 TROAP VF

2 CENPN VF

2 PNMALL VF X

2 LAMA4 VF

2 PLXNA4 VF

2 GJB6 VF

2 ACVR1C VF

2 EZR VF

2 FANCI VF

2 SEPT9 VF

2 DEPDC1 VF

2 CHEK1 VF

2 FOXP3 VF X

2 ITGAL VF

2 SH2D1A VF

2 BCOR VF X

2 PTGER3 VF

2 RACGAP1 VF

2 CEPSS VF

2 CsK VF

2 GFIL VF

2 FAM119A VF X

2 STXBP2 VF

2 FXYD2 VF

2 ASAH1 VF

2 SPINKS VF

2 DTNA VF

2 RASGRP1 VF X

2 NUSAP1 VF

2 CccL20 VF

2 MYB VF X

2 APBA2 VF

2 CLGN VF

2 HMGB2 VE X
Module ID|  Gene Symbol Tissue | eQTL | TF Key Driver Candidate gene in GWAS for:

CAD Plasma glucose Plasma cholesterol b T2DM

2 IPCEF1 VF

2 LEF1 VF X

2 DNMT1 VF X X

2 CDKN3 VF

2 RAD51AP1 VF

2 ARHGEF18 VF

2 PLCH1 VF

2 SATB1 VF X X

2 SPOCK2 VF

2 DDAH1 VF

2 TCF7 VF X X

2 FERMT2 VF

2 SYK VF

2 MuC15 VF

2 FAMG0A VF

2 AGER VF

2 TMEM132C VF X X

2 LAX1 VF

2 KANK2 VF

2 C190rf77 VF X

2 FAM47E VF

2 PARVG VF

2 FGF13 VF

2 RNASEH2B VF

2 SEMA4D VF

2 FAIM3 VF

2 CSorf13 VF

2 RADS54L VF

2 HMMR VF

2 ULK2 VF

2 FAM111B VF

2 CXCR3 VF

2 MAPRE2 VF

2 C12orf65 VF

2 UNC93A VF

2 NDE1 VF

2 CHRDL1 VF

2 RASSF7 VF

2 LPXN VF

2 NPFFR2 VF

2 NEDD4L VF

2 DEPDC1B VF

2 ADAMDEC1 VF

2 SLC17A8 VF

2| CDK6 VF
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2 PLS1 VF
2 MsL2 VF
2 STMN1 VF
2 Clorf228 VF
2 CD8A VF
2 MKI67 VF
2 SLCOS5A1 VF
2 DLGAPS VF
2 FCRL1 VF
2 FHL1 VF
2 MGAT4A VF
2 CHFR VF
2 SH2D2A VF
2 TNIK VF
2 PYGL VF
2 RAD51 VF
2 pLc1 VF
2 SKA3 VF
2 FRAS1 VF
2 TRIP13 VF X
2 SSX21P VF
2 TTK VF
2 UGT3A2 VF
2 TMEM135 VF
2 TMIGD2 VF
2 CDK1 VF
2 BACH2 VF X X
2 C3orf52 VF
2 IL16 VF
2 CELFS VF
2 CHST11 VF
2 NLRP2 VF
2 ARHGDIB VF
2 WDR66 VF
2 BHMT2 VF
2 CcDCas VF
2 CcD19 VF
2 CD8B VF
2 TFDP2 VF X
2 SLAMF6 VF
2 GHRH VF
2 FCRLA VF
2 NCKAP1L VF
2 SP110 VF
2 cD22 VF
2 GCET2 VF
2 DOCK8 VF
2 PLK4 VF
2 ORC1 VF
2 TRAF1 VF
2 SYTL1 VF
2 IKBKE VF
2 CORO1A VE
Module ID|  Gene Symbol Tissue | eQTL| TF Key Driver Candidate gene in GWAS for:
CAD Plasma glucose Plasma cholesterol b T2DM

2 PTPN22 VF
2 TMTC1 VF
2 SLC1A4 VF
2 RAB42 VF
2 Cllorf70 VF
2 ANKRD44 VF
2 TPS3AIPL VF
2 FAMG4A VF
2 HSDL2 VF
2 LMNB1 VF
2 HLA-DQB2 VF
2 MYO016 VF
2 SGK2 VF
2 CHRNA6 VF
2 PACSIN1 VF
2 TMEMS6 VF
2 PTPN7 VF
2 CENPO VF
2 SPRR1A VF
2 BUB1B VF
2 CAV2 VF
2 CCNA2 VF
2 CDC6 VF
2 cbc20 VF
2 DGKA VF
2 ELF5 VF X
2| FABP7 VF

All_modules
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2 TNFRSF9 VF
2 CXCRS VF
2 CAMK4 VF X X
2 CCNF VF
2 CD1A VF
2 CD1B VF
2 cpic VF
2 CD1D VF
2 cD2 VF
2 CD38 VF
2 CcD4ag VF
2 CDC25A VF
2 cbe2sc VF
2 CDH2 VF
2 CDKN2D VF
2 CcDo1 VF
2 CD52 VF
2 CENPE VF
2 CKS2 VF
2 CCR7 VF
2 COL4A1 VF X
2 CTRL VF
2 ETV6 VF X
2 FGF2 VF
2 GNAIL VF
2 GPX2 VF
2 H2AFX VF
2 HMGA1 VF X
2 IRF8 VF X
2 IL7R VF
2 INSM1 VF
2 ACO1 VF
2 KCNA3 VF
2 KCNN4 VF
2 KIFC1 VF
2 KRT13 VF
2 KRT33B VF
2 LCP1 VF
2 Lcr VF
2 LTB VF
2 LY75 VF X
2 MAD2L1 VF
2 MAL VF
2 MATN2 VF
2 MDM4 VF
2 MEL VF
2 MEST VF
2 SCGB2A1 VF
2 MYBL2 VF X
2 MYH8 VF
2 NEK2 VF
2 NPTX1 VF
2 P2RX5 VF
2 PCNA VF
2 PDE7A VF
2 P13 VF
2 PIK3CG VF
2 PMCH VF
2 PRKCB VF
2 PRKCG VF
2 PTK7 VF
2 PTPN2 VF
2 PTPN6 VF
2 PTPRG VF
2 RAC2 VF X X
2 RBMS2 VF
2 RFC4 VF
2 ccL22 VF
2 SDC2 VF
2 SH3GL3 VF
2 SLAMF1 VE
Module ID|  Gene Symbol Tissue | eQTL | TF Key Driver Candidate gene in GWAS for:
CAD Plasma glucose Plasma cholesterol b T2DM
2 SOX4 VF X X
2 SPIB VF X X
2 SPRR1B VF
2 SQLE VF
2 TIAM1 VF
2 TXK VF
2 VRK1 VF
2 CORO2A VF
2| SLC7AS VF

All_modules
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AKAP1 |VF
HIST1H2BG
HIST1IH3CVF
HIST1H3I VF
AURKA |VF
CDC42BPA
DGKE |VF
CBX4 |VF
EXO1 |VF
STX11 |VF
HRK  |VF
MTMRI1VF
CDK5R1|VF
TIMELESS VF
STBD1 |VF
PRC1 |VF
GJB2 |VF
BNIP3 |VF
E2F2 |VF
PTK2B |VF
FEN1 |VF
FLT3 |VF
AURKB |VF
PTTG1 |VF
STK17B|VF
CYTIP |VF
TRAF4 |VF
RHOH |VF
BUB1 |VF
CDC25B|VF
CCR6 |VF
DUSP2 |VF
EPHB6 |VF
EPS8 |VF
EZH2 |VF
KIF11 |VF
MCM2 |VF
NFATC3|\VF
2 SDPR VF

VF

VF

All_modules
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All_modules

2RGN VF
2 CCNB2 VF
2 ARHGEF1 VF
2 LPAR2 VF
2 NDST3 VF
2 GRAP2 VF
2 AIM2 VF
2 IL27RA VF
2 KIF23 VF
2 IGDCC3 VF
2 AQP3 VF
2 DEFB4AVF
2 DOCK2 VF
2 HDAC1 VF
2 HMGN1VF
2 JARID2 VF X X
2 PLK1 VF

2 ATP2A3 VF

2 CBFA2T3 VF X
2CD80 VF X

2 HIST1H1D VF

2 HMGB3 VF

2 LMO7 VF

2 VAV1 VF X

217K VF

2 KRT6B VF

2 KRT16 VF

2 LCP2 VF

2 ALDH6A1 VF

2 NHLH1 VF X X
2 PTPRCAP VF

2 ABCC9 VF

2 KIF20A VF

2 ARL4AC VF

2 DDX39 VF

2CD9% VF

2 HRSP12 VF

2 SLC23A1 VF

2 PRSS16 VF

2 FMNL1 VF

x X
>
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2 MCM4 VF
2 MCM6 VF

2 MCMm7 VF

All_modules
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2 IKZF1 VF X X
2 KRT1 VF

2 co7 VF

2 D28 VF

2 GPR19 VF

2 LRMP VF

2 NEFL VE

Module ID|  Gene Symbol Tissue | eQTL| TF Key Driver Candidate gene in GWAS for:
CAD Plasma glucose Plasma cholesterol b T2DM

2 PCP4 VF

2 POU4F1 VF X
2 PRB3 VF

2 PRKCQ VF

2 TNFAIP3 VF

2 TACC3 VF

2 ZNF238 VF X
2 CAP2 VF

2 UBD VF

2 SPAGS VF

2 MCAM VF

2 CCR9 VF

2 WASF3 VF

2 NMU VF

2 CD6 VF

2 MLLT11 VF

2 PKIA VF

2 KIF2C VF

2 SOXS VF X
2 TLE4 VF

2 UBE2C VF

2 PTPRT VF

2 cr VF

2 GALNT6 VF

2 OIPS. VF

2 Icos VF

2 ANGPTL2 VF

2 STAP1 VF

2 TPX2 VF

2 EHF VF X
2 EPB41L1 VF

2 MiD2 VF

2 RHOQ VF

2 LILRA4 VF

2 ESPL1 VF

2 HMHA1 VF

2 PXDN VF

2 KIF4A VF

2 MMD VF

2 SERPINB13 VF

2 STAG3 VF

2 STEAP1 VF

2 PSD4 VF

2 IKZF3 VF X
2 PCOLCE2 VF

2 TRHDE VF

2 CD274 VF

2 UBE2T VF

2 DS VF

2 ADAM28 VF

2 PDSS1 VF

2 ORC6 VF

2 DAPK2 VF

2 SLC7A11 VF

2 SMPX VF

2 LAMP3 VF

2 LYPD3 VF

2 SIT1 VF

2 P2RY10 VF

2 EDEM1 VF

2 ACAP1 VF

2 TOX VF

2 SERTAD2 VF X
2 ARHGAP11A VF

2 JAKMIP2 VF

2 MELK VF

2 RHOBTB1 VF

2 ZBED4 VF

2 NCAPD2 VF

2 KIF14 VF

2 RNF44 VF

2 DIp2C VF X X
2| FNBP1 VF

All_modules

Page 48

48



2 TLN2 VF
2 SEPT6 VF
2 PASK VF
2 DNAJCY VF
2 SIK2 VF
2 KIAA0802 VF X
2 ADCY6 VF
2 TENC1 VF
2 NCAPH VF
2 c2cp2 VF
2 FAM169A VF
2 GMNN VF
2 GINS2 VF
2 AMOTL2 VF
2 BIN2 VF
2 PCYOX1 VF
2 UPB1 VF
2 EVL VF
2 CENPF VF X X X
2 TRATL VF
2 GTSE1 VF
2 DTL VF
2 IL23A VF
2 GALNT7 VF
2 KIF21B VE
Module ID|  Gene Symbol Tissue | eQTL | TF Key Driver Candidate gene in GWAS for:
CAD Plasma glucose Plasma cholesterol b T2DM
2 ERCC6L VF
2 TASP1 VF
2 PALMD VF
2 LIME1 VF
2 ACSMS VF
2 Mosc2 VF
2 C120rf48 VF
2 FEZF2 VF
2 OSBPLIA VF
2 HELLS VF
2 NETO2 VF
2 CDCA8 VF
2 RFWD3 VF
2 ASPM VF
2 ASF1B VF
2 Clorfl12 VF
2 DPPA4 VF
2 NEIL3 VF
2 C7orf43 VF
2 PRR11 VF
2 TBC1D19 VF
2 ACER3 VF
2 HIURP VF
2 EPBA41L4B VF
2 RNF130 VF
2 PAG1 VF
2 ARHGAP15 VF
2 PBK VF
2 MCM10 VF
2 SLC16A10 VF
2 MARKL VF
2 SMPD3 VF
2 ANLN VF
2 SH3TC1 VF
2 SASH3 VF
2 SEPT3 VF
2 CRTAM VF
2 IGLL1 VF
2 PMEPA1 VF
2 0TUD7B VF
2 KIF15 VF
2 AKR1B10 VF
2 LZTFL1 VF
2 NAT14 VF X X
2 ATP6VOA4 VF
2 SPC25 VF
2 NLGN4X VF
2 MTA3 VF X
2 PDP2 VF
2 PITPNM2 VF
2 LRRN1 VF
2 WDFY4 VF
2 HIST1H2AE VF
2 HIST1H2BD VF
2| HIST1H2A) VF

All_modules
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2 SPINK2 VF
2 C6orf115 VF
2 ENPP5 VF
2 IL21R VF
2 MS4A1 VF
2 FOXM1 VF X X
2 SLC22A3 VF
2 DEF6 VF
2 GPSM3 VF
2 CENPK VF
2 EDAR VF
2 NCAPG VF
2 DNMT3A VF
2 TNS1 VF
2 ELOVL4 VF
2 FAMS59A VF X
2 ccbc21 VF
2 BCL11B VF
2 RASAL3 VF
2 CENPH VF
2 MARCKSL1 VF
2 HOXB4 VF X
2 Clorf135 VF
2 PVRIG VF
2 DsCC1 VF
2 FA2H VF
2 PLA2G4A VF
2 ADIPOR2 VF
2 ACSS3 VF
2 NEIL1 VF
2 MLF1IP VF X
2 GAL3ST4 VF
2 Cl1lorf80 VF
2 E2F8 VF X X
2 CLMN VF
2 SHCBP1 VF
2 SNX22 VF
2 MAP6D1 VF
2 DENNDIC VF
2 NUP210 VF
2 ESRP2 VF
2 HSPA12A VF
2 PIF1 VF
Module ID|  Gene Symbol Tissue | eQTL | TF Key Driver Candidate gene in GWAS for:
CAD Plasma glucose Plasma cholesterol b T2DM
2 C17orf68 VF
2 C13o0rf18 VF
2 HKDC1 VF
2 ATP10B VF
2 NINL VF
2 TRAF3IP3 VF
2 SLC19A3 VF
2 PBX4 VF X
2 LIMD2 VF
2 BCL2L14 VF
2 AKNA VF X
2 STK33 VF
2 FAM83D VF
2 CDT1 VF
2 KIF18A VF
2 CDCA3 VF
2 NUF2 VF
2 FERMT3 VF
2 CDCA7 VF
2 GSG2 VF
2 CCNB1 VF
2 MND1 VF
2 SLA2 VF
2 PSD2 VF
2 GINS4 VF
2 C5orf4 VF
2 CARD11 VF
2 KBTBD8 VF
2 GPR174 VF
2 SPINK7 VF
2 RNASE7 VF
2 SLC9A7 VF
2 INA VF
2 BEST3 VF
2 UBASH3B VF
2 ARHGAP19 VF
2l RaBllFPa VF x

All_modules
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2 SLCA6A2 VF
2 NKD2 VF
2 ZNF101 VF
2 SEPT1 VF
2 STARD13 VF
2 RCSD1 VF
2 STK11IP VF
2 CLNK VF
2 CCNE2 VF
2 CDCAS VF
2 NEURL2 VF
2 RSPH1 VF
2 CLECAC VF
2 KLHLE VF
2 Csorf20 VF
2 KCNG3 VF
2 PAQR8 VF
2 RAVERL VF
2 BMPER VF
2 PTCRA VF
2 GLccin VF
2 C7orf29 VF
2 STARD4 VF
2 LGI4 VF
2 CASC5 VF
2 ANKRD22 VF
2 KCNH8 VF X
2 A2MLL VF
2 CCDC138 VF
2 Clorfo6 VF
2 RTKN2 VF
2 C150rf42 VF
2 C160rf75 VF
2 ERP27 VF
2 PPILS VF
2 SGPP2 VF
2 TMEM155 VF
2 Cl4orf145 VF
2 ™C8 VF
2 ENTHD1 VF
2 CKAP2L VF
2 CDCA2 VF
2 RASEF VF
2 FAM248B VF
2 SLC25A16 VF
2 C100rf27 VF
2 GPC2 VF
2 TXLNB VF
2 MCOLN2 VF X
2 ZCCHC24 VF
2 INF367 VF X
2 FAM26E VF
2 RAB39B VF
2 TRIM59 VF
2 SLC35F3 VF
2 FAM1178 VF
2 UNC5CL VF
2 PGM2L1 VF
2 ATG9B VF
2 TIGIT VF
2 LDLRAD3 VE
Module ID|  Gene Symbol Tissue | eQTL | TF Key Driver Candidate gene in GWAS for:
CAD Plasma glucose Plasma T20M
2 KLB VF
2 RASSF6 VF
2 PLA2G4D VF
2 SESTD1 VF
2 P2RY8 VF
2 C9orf140 VF
2 CcMTM4 VF
2 NLRC3 VF
2 ITGA1 VF
2 BMP8A VF
2 RASSF5 VF X X
2 CYP2U1 VF
2 D02 VF
2 KIF24 VF
2 SCML4 VF
2 TBC1D10C VF
2 SP6 VF
2 poLa VF
2| E2F7 VF X X

All_modules
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2 C9orf150 VF
2 C100rf129 VF
2 CLEC9A VF
2 KRTDAP VF
2 XKRX VF
2 MIR155HG VF
2 AOX2pP VF
2 LOC606724 VF
2 DLEU2L VF
2 NAPSB VF
2 LRRC37A4 VF
2 LOC340508 VF
2 DPY19L2P2 VF
2 LOC440896 VF
2 FL22536 VF
2 CETN4P VF
2 GOLGA2B VF
2 LOC220930 VF
2| LOC100188949 VF
2 AQP7P3 VF
2 NCRNA00287 VF
2 C8orf51 VF
2 LOC731789 VF
2 C210rf96 VF
2 NEURL3 VF
2 LOC282997 VF
2 LOC284749 VF
2 LOC339524 VF
2 Céorf147 VF
2 LOC284551 VF
2 C120rf32 VF
2 LOC641518 VF
2 MIRS67 VF
2 LOC645638 VF
2 LOC728724 VF
2 LOC389906 VF
2 LOC79015 VF X
2 LOC149086 VF
2 LOC729177 VF
2| 10c439949 VE
Module ID|  Gene Symbol Tissue | eQTL | TF Key Driver Candidate gene in GWAS for:
CAD Plasma glucose I Plasma T2DM
3 ACADS VF
3 ALAD VF
3 ASPA VF
3 ATM VF X
3 BRCA2 VF X X
3 BTD VF
3 CDKN1C VF X X
3 COL4A3 VF
3 EDNRB VF
3 EPB42 VF
3 GCH1 VF
3 LEP VF X
3 SGCG VF
3 MSH2 VF
3 PCCA VF
3 PLOD1 VF
3 PMP22 VF
3 PTHIR VF
3 QDPR VF
3 ROM1 VF
3 ATXN7 VF
3 COLSA2 VF
3 AK1 VF
3 FBP1 VF
3 GPX1 VF
3 ADRB1 VF
3 AGTR1 VF
3 BLVRB VF
3 CRAT VF
3 IMPDH1 VF
3 ITGA4 VF
3 NQO1 VF
3 NQO2 VF
3 NPR1 VF
3 PDE3B VF
3 PDE1B VF
3 PLA2GS VE
Module ID|  Gene Symbol Tissue | eQTL | TF Key Driver Candidate gene in GWAS for:
CAD | _Plasma glucose li Plasma T2DM
3 PRRG1 VF

All_modules
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3|zDHHC13

ITIHS
SMC4
ANXA2
TMEM2
MGLL

VF

VF
VF
VF
00B
VF

SMARCD3

PARVB
EVI2A
FBLN2
ZYG11A
FGFRL1
CLEC2D
OR10T2
CHD3
B4GALT]

VF
VF
VF
VF
VF
VF
VF
VF
R VF

SEMA3B VF
FAM149A

Clorf10
NTRK2
WDHD1
GPX8
MXRA7
RBPMS
ERMN
ZC3H12

3 VF
VF
VF
VF
VF
VF
VF
B VF

ARHGER10L

AGPAT2
MPST

VF
VF

AGPHD]1 VF

ZNF107
DDR2
ME3
SAMD3
USP1
PRR5
C20rf76)
SORBS3
PCK2

VF
VF
VF
VF
VF
VF
VF
VF
VF

VH

VH

VF

VH
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3PIR VF
3 FANCB VF
3 S100A13 VF
3 RAB3IP VF
3 MECR VF
3 TSPAN4 VF
3 TPD52 VF
3 CRELD1 VF
3 C19orfl12 VF
3 FDX1L VF
3 TMEM150A
3 MMP28VF
3 SLC35A2 VF
3PJA1 VF
3 SPECC1 VF
3 DCLRE1C VF
3 TRAF5 VF
3 AGAP1 VF
3 CDC42SE2
3 C200rf27 VF
3 EFEMP1VF
3 ZBTB7C VF
3 CD151 VF
3 ANGPTL4 VF
3 GPX4 VF
3 GPER VF
3 MAPK3 VF
3 PALM VF
3 SERPINB7 VF
3 FAM63A VF
3 SPINK9 VF
3 SLC29A4 VF
3 SLC2A4 VF
3 C6orf204 VF
3 NUPR1 VF
3 C20rf88VF
3SMC2 VF
3 FIGNL1 VF
3NTM VF
3 TKT VF

VF

VF

All_modules
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3 TUBB2AVF
3 MOCS1 VF
3 PKD1L2 VF

All_modules
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3 GPBAR1 VF
3 FAM127C VF
3 VAV3 VF
3 PLIN4 VF
3 WTIP VF
3 DNA2 VF
3 CCDC150 VF
3 SCN3A VF
3 ACACB VF
3 ANG VF
3 TMEM22 VF
3 PELI3 VF
3 KIF2A VF
3 FAM129C VF
3 CKAP2 VE X
Module ID|  Gene Symbol Tissue | eQTL | TF Key Driver Candidate gene in GWAS for:
CAD Plasma glucose Plasma cholesterol b T2DM
3 AKT1S1 VF
3 C7orf68 VF
3 CEP78 VF
3 TMEM100 VF
3 HOOK2 VF
3 CABLES1 VF
3 C4orf19 VF
3 KIF13A VF
3 NUDT7 VF
3 SYNPO VF
3 ADAM10 VF
3 CNRIP1 VF
3 PARP15 VF
3 INF276 VF
3 ARL17A VF
3 EPB49 VF
3 ANKRDS3 VF
3 PLIN2 VF
3 RPTN VF
3 MAPT VF
3 ADM VF
3 PABPC1L VF
3 CRY2 VF
3 CRLS1 VF X
3 NR1H3 VF X
3 [ehler VF X
3 ELMOD3 VF
3 iopP2 VF X
3 MSRA VF
3 ANP32E VF
3 BCAP31 VF
3 GPT2 VF
3 C16orfas VF
3 FAM111A VF
3 FBXOS VF
3 LGALS12 VF
3 ITPK1 VF
3 FBXO15 VF
3 WEE1 VF
3 PHLDB1 VF
3 PLEKHG6 VF
3 SCAI VF X X
3 WDR67 VF
3 SLC1AS VF
3 ELF1 VF X
3 PFKFB3 VF
3 WFs1 VF
3 PTGR1 VF
3 AFAP1LL VF
3 KDMA4C VF X
3 SLC25A4 VF
3 AOC2 VF
3 BRI3. VF
3 SGOL2 VF
3 SAMD4A VF
3 0oDz1 VF
3 MTF2 VF
3 BIRC3 VF
3 EMX2 VF X
3 TMOD1 VF
3 CGREF1 VF
3 SPATA13 VF
3 FAM598 VF
3 VsIG1 VF
3| LOC100287428 VF

All_modules
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All_modules

3 STRBP VF
3 C5orf3s VF X X
3 TK2 VF
3 MAMLD1 VF
3 vIT VF
3 SYNJ2 VF X
3 CXorfs7 VF
3 NOL3 VF
3 CORO2B VF
3 CYBSA VF
3 GRHL3 VF
3 NASP VF
3 DCXR VF
3 IRF4 VF X
3 GPR120 VF
3 BTN2A2 VF
3 DOK1 VF
3 POLE2 VF
3 SLC43A1 VF
3 BMP1 VF
3 ADCY5 VF X
3 ARL2 VF
3 ILDR1 VF
3 BMP2 VF X
3 SERPINH1 VF
3 CBR3 VF
3 CHD1 VF
3 CIDEA VF
3 ECH1 VF
3 FYB VF
3 HSPB2 VF
3 CALB2 VF
3 CD69 VE
Module ID|  Gene Symbol Tissue | eQTL | TF Key Driver Candidate gene in GWAS for:
CAD Plasma glucose li Plasma cholesterol boli T2DM
3 CKB VF
3 CNTFR VF
3 COL4A2 VF X
3 COX7A1 VF
3 PAL VF
3 CSN2 VF
3 CFD VF
3 DSG1 VF
3 ENO2 VF
3 ACSL1 VF
3 FLG VF
3 FMOD VF
3 GPX3 VF X
3 GYPC VF
3 HOXBS VF X
3 INHBB VF
3 ITGBS VF
3 LAMB2 VF
3 LRP1 VF
3 LRP5 VF X
3 LTBR VF
3 MAN2A1 VF
3 MMP15 VF
3 NID1 VF
3 PDK2 VF
3 PMM1 VF
3 POLR2E VF
3 PRELP VF
3 HTRAL VF
3 PTPRC VF
3 REL VF X
3 SNCG VF
3 SNTAL VF X X
3 SoD3 VF
3 SP4 VF X X
3 SPR VF
3 TCF12 VF X
3 THRSP VF
3 TIMP4 VF
3 TM7SF2 VF
3 TST VF
3 VEGFB VF
3 FzDS VF
3 TEAD2 VF X
3 bDo VF
3 CAMK1 VF
3 CDC14A VF
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3 PPAP2A VF
3 CTSF VF
3 TNFSF12 VF
3 RGS11 VF
3 AP1G2 VF
3 MAP3K14 VF
3 ARRB1 VF
3 DUSP3 VF
3 ECHS1 VF
3 EIF4EBP1 VF
3 SERPINB9 VF
3 TRIP10 VF
3 BAG3 VF
3 NFE2L3 VF X
3 BPHL VF
3 DTX1 VF X
3 EFNB1 VF
3 GALNT3 VF
3 LIN7A VF
3 DGKI VF
3 DHRS3 VF
3 NUMBL VF
3 BZRAP1 VF
3 STK17A VF
3 RASAL2 VF
3 AKAPS VF
3 CDKN2B VF X X
3 DAPK1 VF
3 ENPP3 VF
3 FXYD1 VF
3 CEBPB VF X
3 GPT VF
3 LIPE VF
3 MPL VF
3 KCNE3 VF X
3 VL VF
3 LMNA VF
3 MDFI VF
3 UBXN8 VF
3 ABCB6 VF
3 GLYAT VF
3 FSTL3 VF
3 MT1X VF
3 SLC25A1 VF
3 ARID1A VF X
3 TNIPL VF
3 MYL9 VF
3 NDC80 VF
3 ACAA2 VF
3 NNMT VF
3 NPYSR VE
Module ID|  Gene Symbol Tissue | eQTL | TF Key Driver Candidate gene in GWAS for:
CAD Plasma glucose Plasma cholesterol b T2DM
3 NUCB1 VF
3 PRKCD VF
3 PRKCH VF
3 RRAS VF
3 51008 VF
3 ST3GAL4 VF X
3 GAS2L1 VF
3 LGALS2 VF X
3 IGF2BP3 VF
3 KIF1C VF
3 NES VF
3 MMP24 VF
3 DBF4 VF
3 SYNGAP1 VF
3 CDC42EP2 VF
3 KDELR3 VF
3 RAB31 VF X
3 DNMT3B VF X
3 ALX1 VF X
3 C100rf10 VF
3 TOPBP1 VF
3 KLF12 VF X
3 PAXIP1 VF X
3 DGAT1 VF
3 PTRF VF X X
3 MAPRE3 VF
3 TSPAN1S VF
3 PHLDA3 VF
3 GPR171 VF

All_modules
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All_modules

3 DMGDH VF
3 ST6GALNAC6 VF
3 DDAH2 VF X X
3 FLVCR1 VF
3 MACROD1 VF
3 KLF15 VF X
3 ATAD2 VF X X
3 IMPA2 VF
3 RAGE VF
3 ADAMTS2 VF
3 DAPP1 VF
3 HSPB7 VF
3 SRPX2 VF
3 RHOD VF
3 SLC2A8 VF
3 KCNIP2 VF
3 DOCK10 VF
3 KNTC1 VF
3 SV2A VF
3 ABLIM3 VF
3 PDZRN3 VF
3 ARAP2 VF
3 DHRS78 VF
3 TSKU VF
3 0SBPL3 VF
3 DENND2A VF
3 G0S2 VF
3 COLSA3 VF
3 YBX2 VF
3 CRLF3 VF
3 ABHDS VF
3 GLRX2 VF
3 RASD1 VF X
3 AIG1 VF
3 PGCP VF
3 CYB5R2 VF
3 RAB6B VF
3 EFEMP2 VF
3 OPLAH VF
3 MFSD6 VF
3 NCAPG2 VF
3 CCDC99 VF
3 RGS3 VF
3 Clorfs6 VF
3 CCDC1098 VF
3 TTC38 VF
3 CUEDC1 VF
3 ZWILCH VF
3 YEATS2 VF
3 RADIL VF
3 MAP7D1 VF
3 ARHGEF40 VF
3 ANO10 VF
3 ECT2 VF
3 CEP72 VF
3 N4BP2 VF
3 TMEM140 VF
3 LARPE VF X
3 AGPATS VF
3 NIPSNAP3B VF X
3 Cdorf21 VF
3 C170rf79 VF
3 DOKS VF
3 MESP1 VF X X
3 HOXB6 VF X
3 TBC1D16 VF
3 ADAMTSL4 VF
3 ABCA7 VF
3 SEMA3G VE
Module ID|  Gene Symbol Tissue | eQTL| TF Key Driver Candidate gene in GWAS for:
CAD Plasma glucose li Plasma i T2DM
3 WDR93 VF
3 FAM20C VF
3 JPH1 VF
3 DECR2 VF
3 SLC24A3 VF
3 ARHGAP20 VF
3 KIAA1524 VF
3 N™MB VF
3 POLR2L VF
3 TPS3INP2 VF
3 FADS3 VF v
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AVPI1
ZNF711
CuzD1
TIAL1
MTBP
ABHD4
TNN
CLSTN2
TNS3
MPHOS
LYNX1

VF
VF
VF
VF
VF
VF
VF
VF
VF
PHO
VF

VKORCY VF
DHRS11VF

IRX6
CEP97
OCEL1
TMEMS5|

VF
VF
VF
B VF

PLEKHF2 VF
ANKRD35 VF

Cllorfé

7 VF

ECHDC3VF

Clorfll
ASAM
AGBL2
C13orf3
ATADS
DHDDS
FBXO17
RMI1
UBTD1

5 VF
VF
VF
4 VF
VF
VF
VF
VF
VF

ATF7IP2VF

ACSF2
PIGZ
APOL6
FCRL2
GDPD5

VF
VF
VF
VF
VF

WBSCR16VF

ADAMT

512

3 C1QTNF1 VF

VH

VF

All_modules
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3RILP  VF
3 SLC25A18VF
3 TMEM120A
3 SPATAS VF
3 C10orfl1 VF
3ITFG3 VF
3 SLC25A33VF
3 C2orf7 VF
3 MXRAS8 VF
3 Cl40rf153

3 PINK1 VF
3 C50rf32VF
3 ARPM1 VF
3 MAP1LC3A
3 DGAT2 VF
3 PYROXD2

3 PPAPDC3 VF
3 ATOH8 VF
3 HSH2D VF
3 PPP1R16A

3 C5o0rf62 VF
3 MLXIPL VF
3 SYDE1 VF
3 PPP1R14A

3 BTBD6 VF
3 ADAM19 VF
3 TRERF1 VF
3 RNF157 VF
3 TMEM123

3 TWIST2 VF
3 FAM3B VF
3 SRXN1 VF
3 ZNF280B VF
3 PLCD3 VF
3CYGB VF
3 G6PC3 VF
3 GPR146 VF
3 RHOXF1VF
3 SLFN13 VF
3 ANKRD35 VF

VF

VF

VF

VF

VF

VF

VF
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3 RBM11 VF
3 ALG14 VF
3 Cl1orf82 VF

All_modules
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All_modules

3 PRKCDBP VF
3 0SCP1 VF
3 ZBTB47 VF
3 TIGD1 VF
3 FAM1108B VE
Module ID|  Gene Symbol Tissue | eQTL | TF Key Driver Candidate gene in GWAS for:
CAD Plasma glucose I Plasma cholesterol boli T2DM
3 CDC42EP1 VF
3 ZNF439 VF
3 ELOVL3 VF
3 ANKRD9 VF
3 ACOT4 VF
3 CLDND2 VF
3 TBX15 VF X
3 DCP2 VF
3 APCDD1 VF
3 BRWD3 VF
3 SNX33 VF
3 SVEP1 VF X X
3 LDHD VF
3 STRC VF
3 SIAE VF
3 Cl4orfs0 VF
3 MOBKL1A VF
3 DCUN1D3 VF
3 VKORC1L1 VF
3 KLHDC8B VF
3 EFCAB4A VF
3 C200rf197 VF
3 NDUFAF2 VF
3 MT1E VF
3 CHSY3, VF
3 SIXS VF X X
3 C16orfs4 VF
3 MT1M VF
3 H2AF) VF
3 ZNF831 VF
3 RTN4RL1 VF
3 MRAP VF
3 FBX027 VF
3 GLDN VF
3 DDX26B VF
3 TMEM37 VF
3 C6orf145 VF
3 ABHD15 VF
3 SHISA4 VF
3 MMS22L VF
3 FAM89A VF
3 LRRN4CL VF
3 C190rf70 VF
3 GPR153 VF
3 Cl4orf181 VF
3 MT1L VF
3 H19 VF
3 DLEU2 VF
3 AQP7P1 VF
3 LOC387647 VF
3 LOC644145 VF
3 GVINPL VF
3 KIAA0087 VF
3 KIAAD664L3 VF
3| LOC100170939 VF
3 LOC113230 VF
3 LOC283663 VF
3| LOC100129637 VF
3 LOC151534 VF
3 LOC400043 VF
3 LOC145474 VF
3 C21orf82 VF
3 LOC283070 VF
3 NCRNA00173 VF
3| LOC100272216 VF
3 C21orf34 VF
3| LOC100302640 VF
3 C17orfo1 VF
3| DKFZP43410714 VF
3 LOC283335 VF
3 LOC729970 VF
3 LOC285972 VF
3 LOC283481 VF
3 LOC400236 VE
Module ID|  Gene Symbol Tissue | eQTL | TF Key Driver Candidate gene in GWAS for:
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GCK
NME1
ICAM2

GNE
TLCD2
BIRC3
RBM6
SNCG

TRIME6
PDXP
Céorf57
ZNF563
ZNF785
VKORC1L1
NLRP9
LRRC37A3
LOC442454
MCM3AP-AS1
LOC100130776
LOC728640
LOC100131564
CCDC1448
CAPN3
HSD1783
LCAT
PHKA2
AMT
GNRH1
KLKB1
GRK4
SPDYE3

LAT
SUGP2
MuCl

LRRC66
PLAC8L1
MRI1
Clorf175

GKS

CCNL2
C6orf26
C4orf29

MAPK8IP3
SLC26A6

Cl40rf138

KIAAO895L
GSDMB
ENGASE

TTC14

DFNB59
PHACTR4
NXF1
INF154

Muc20
TTC21A
INF276

LIMAL
ARL17A

PABPC1L
ENOSF1
ACCS

PAN2

RHD

CEACAM19
PLXNB1
FAM18B2
AGER
ZNF692
SYT2
DMTF1
PPP1R13L
SEC61A2
SLC23A3
AKR7L
KIAA1683
PLXNB3
ITIH4

RBM6

MASTL
ARHGAP33
CELF6

IMA

X

Plasma cholesterol metabolism

All_modules
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12 SPEG IMA
12 SGK494 IMA
12 CES4A IMA
12 ALS2CL IMA
12 FAM193B IMA
12 MAP3K12 IMA
12 C17orf57 IMA
12 ECHDC2 IMA
12 GABBR1 IMA
12 [} IMA
12 COL16A1 IMA
12 MPP3 IMA
12 GNB3 IMA
12 MYH3 IMA
12 OVGP1 IMA
12 SNRNP70 IMA
12 MLL2 IMA
12 NPFF IMA
12 AP1G2 IMA
12 SLC25A27 IMA X
12 PIGL IMA
12 CDC25B IMA
12 DMWD IMA
12 GABRE IMA
12 TBX19 IMA X
12 LAMAS IMA
12 MAK IMA
12 HDAC6 IMA X X
12 APBB3 IMA
12 AVIL IMA
12 ZNF266 IMA X
12 NPIP IMA
12 CD160 IMA
12 ANKRD11 IMA
12 NR2E3 IMA X
12 TRIME6 IMA X
12 TRANK1 IMA
12 IGSF9B IMA
12 KIAA0754 IMA
12 SETD1B IMA
12 ZNF10 IMA
Module ID|  Gene Symbol Tissue | eQTL | TF Key Driver Candidate gene in GWAS for:
CAD Plasma glucose Plasma cholesterol b T2DM
12 L3MBTL1 IMA
12 SEC31B IMA
12 STK36 IMA X X
12 INTU IMA X
12 CSAD IMA
12 AADAT IMA
12 SRRM2 IMA
12 PLXNA3 IMA
12 HAUS7 IMA
12 DONSON IMA
12 YEATS2 IMA
12 CENPJ IMA
12 Clorf63 IMA
12 STARD9 IMA
12 MsT1 IMA
12 KAT2A IMA X X
12 FOXM1 IMA X
12 HIF3A IMA X
12 GIGYF1 IMA
12 FAM113A IMA
12 GDPD3 IMA
12 C16orf53 IMA
12 NEIL1 IMA
12 NANOG IMA X X
12 ATHLL IMA
12 NINL IMA
12 EGFL8 IMA
12 ACAD11 IMA
12 PLCD4 IMA X
12 TRIM52 IMA
12 ZNF514 IMA
12 GNG8 IMA
12 ATG16L2 IMA
12 MBD6 IMA
12 LENG8 IMA
12 ACRC IMA
12 CATSPER2 IMA
12 SLC26A10 IMA
12 RAD52 IMA
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12 ccocas IMA
12 ADHFE1 IMA
12 UBQLNL IMA
12 TTC18 IMA
12 PRRT2 IMA
12 ZNF563 IMA
12 WDR90 IMA
12 KIFC2 IMA
12 AHSA2 IMA
12 C190rf18 IMA
12 D2HGDH IMA
12 PLEKHH2 IMA
12 LYG1 IMA
12 SPDYE1 IMA
12 CRIPAK IMA
12 NLRP9 IMA
12 PILRB IMA
12 NRBP2 IMA
12 GOLGASA IMA
12 DDX268B IMA
12 PDDC1 IMA
12 [ger]e:23 IMA
12 LRRC37A3 IMA
12 RNF207 IMA
12 SNHG10 IMA
12 SNORAG6 IMA
12 SNORA72 IMA
12 SLC7ASP2 IMA
12 SNORD87 IMA
12 KCNQ10T1 IMA
12 SNORDS56 IMA
12 LOC338799 IMA
12 LOC285359 IMA
12 SNORA77 IMA X
12 SNORD11 IMA
12 SNORD7 IMA
12 AFG3L1P IMA
12 SDHAP2 IMA
12 EP400ONL IMA
12 MYO158 IMA
12 PDXDC2P IMA
12 POLR2J4 IMA
12 UBE2Q2P1 IMA
12 LOC254312 IMA
12 LOC652276 IMA
12 INF137P IMA
12 CROCCP3 IMA
12 PRINS IMA
12 GOLGA2B IMA
12 NCRNA00241 IMA
12 NCRNA00085 IMA
12 LOC283174 IMA
12 LOC728190 IMA
12 LOC91316 IMA
12| LOC100129637 IMA
12 CROCCP2 IMA X
12 NCRNA00201 IMA
12 HCG27 IMA
12 FU13197 IMA
Module ID|  Gene Symbol Tissue | eQTL TF Key Driver Candidate gene in GWAS for:
CAD Plasma glucose Plasma cholesterol b T2DM
12 C150rf28 IMA
12 MTMRILP IMA
12 CG030 IMA
12 Céorf147 IMA
12 LOC728264 IMA
12 NCRNA00107 IMA
12 GUSBP3 IMA
12| LOC100272216 IMA
12| LOC100131434 IMA
12| LOC100272228 IMA
12 FU14107 IMA
12 INF767 IMA
12 ARMCX4 IMA
12 NSUN5P1 IMA
12 CCT6P3 IMA
12| LOC100131564 IMA
12| LOC100128398 IMA
12| LOC100289230 IMA
12 DPY19L1P1 IMA X
12| LOC100527964 IMA
12 C4orf29 ™M
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All_modules

12 C190rf18 M
12 [eer]e:23 M
12 SNORA72 M
12 SNORDS6 M
12 GUSBP3 SM
Module ID|  Gene Symbol Tissue | eQTL | TF Key Driver Candidate gene in GWAS for:
CAD Plasma glucose li Plasma i T20M
13 ENG AAW
13 LAMA2 AAW
13 ADRA2B AAW X
13 FMO3 AAW
13 CYorf15A AAW
13 RPS4Y1 AAW
13 GCOM1 AAW X X
13 SMoc1 AAW
13 MYH14 AAW
13 NRXN3 AAW
13 CCNAL AAW
13 DDX3Y AAW
13 TRPC4 AAW
13 ZFY AAW X X
13 KDM5D AAW
13 NLGN4Y AAW
13 SCN1A AAW
13 CARNS1 AAW
13 LOC402778 AAW
13 SEMA3E AAW
13 B4GALNTL AAW
13 LCN1 AAW
13 WIsP2 AAW X
13 TMSBAY AAW
13 CARTPT AAW
13 uspPay AAW
13 EIF1AY AAW
13 GDF10 AAW
13 LG AAW
13 MMP16 AAW
13 uty AAW
13 KCNEIL AAW
13 CAPN6 AAW
13 CPAMDS AAW
13 SLC35F2 AAW X
13 LGI2 AAW
13 DDX43 AAW
13 ESYT3 AAW
13 CYorf158 AAW
13 SLITRK1 AAW X
13 GALNT13 AAW
13 TBX15 AAW X
13 APCDD1 AAW
13 SLC35F3 AAW
13 DCAF12L1 AAW
13 RSPO2 AAW
13 TTTY10 AAW
13 NCRNA00185 AAW
13 TTTY15 AAW
13 XIST AAW
13 Céorf123 AAW
13 PRKY AAW
13 GRIA2 IMA X
13 CYorf15A IMA
13 RPS4Y1 IMA
13 SMoc1 IMA
13 PPP1R1C IMA
13 MYO3B IMA
13 DDX3Y IMA
13 ZFY IMA X X
13 KDM5D IMA
13 DSC3 IMA X X
13 TMSB4AY IMA
13 uspPay IMA
13 EIF1AY IMA
13 uty IMA
13 TRHDE IMA X
13 LGI2 IMA
13 HHIP IMA
13 CYorf158 IMA
Module ID|  Gene Symbol Tissue | eQTL | TF Key Driver Candidate gene in GWAS for:
CAD Plasma glucose Plasma i T20M
13 GALNT13 IMA
13 TTTY10 IMA
13 NCRNA00185 IMA
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1

1
13 CYorf15A

IMA
IMA
IMA
Liver
Liver
Liver
Liver
Liver
Liver

Liver | X

Liver
Liver
Liver
Liver
Liver
Liver
Liver
Liver

Liver | X

Liver

Liver | X

Liver
Liver
Liver

Liver | X

Liver
Liver
Liver
Liver
Liver
Liver
Liver
Liver
Liver
Liver
Liver
Liver
353Liver
Blood

All_modules
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13 RPS4Y1 Blood
13 DSP Blood
13 LGR6 Blood
13 RPS4Y2 Blood
13 DACT1 Blood
13 SCN3A Blood
13 LIPN Blood
13 DDX3Y Blood
13 ZFY Blood
13 KDM5D Blood
13 CORO2B Blood
13 CCBP2 Blood
13 EREG Blood
13 NT5E Blood
13 TMSB4Y Blood
13 USP9Y Blood
13 EIF1AY Blood
13 UTY Blood
13 GAL3ST4 Blood
13 CYorf15B Blood
13 PAQR9 Blood
13 TTTY10 Blood
13 NCRNA00185 Blood
13 TTTY15 Blood
13 XIST Blood
13 FRG1B Blood
13 LOC728190 Blood
13 PRKY Blood
13 LOC440900 Blood
13 HK2 SM
13 CYorf15A SM
13 RPS4Y1 SM
13 ADCYAP1 SM
13 DDX3Y SM
13 LRRC69 SM
13 TMEM229A SM
13 ZFY SM
13 GEMC1 SM
13 KDM5D SM
13 SLITRK4 SM

All_modules
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131L18
13 HOXA4
13 MSX1

SM
SM
SM

>

All_modules
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13 TMSBAY M
13 USP9Y M
13 EIF1AY M
13 FGFBP1 M
13 uty M
13 PITRM1 M
13 KIAA1024 M
13 TMEM158 M
13 PPP1R1B M
13 LOXL4 M
13 CYorf15B M
13 SLFNS M
13 SPESP1 SM
Module ID|  Gene Symbol Tissue | eQTL | TF Key Driver Candidate gene in GWAS for:
CAD Plasma glucose Plasma cholesterol b T2DM
13 LAYN M
13 TTTY10 M
13 NCRNA00185 M
13 TTTY15 M
13 XIST ™M
13| LOC100128288 M
13 CCDC1448 ™M
13 ADORA2B SF X
13 TTYH1 SF
13 CYorf15A SF
13 RPS4Y1 SF
13 CSN1S1 SF
13 TTC39A SF
13 RBM44 SF
13 TMEM150C SF
13 Clorf226 SF
13 DDX3Y SF
13 ZFY SF X X
13 KDM5D SF
13 FAT2 SF
13 COL8AL SF
13 TMSBAY SF
13 USPgY SF
13 EIF1AY SF
13 B4GALT6 SF
13 ENPP3 SF
13 CYP46A1 SF
13 uty SF
13 LILRA4 SF
13 FAMS0A1 SF
13 HRASLS SF
13 ACE2 SF
13 CYorf158 SF
13 TBL1Y SF
13 TMEM182 SF
13 SPESP1 SF
13 FLI37543 SF
13 TTTY10 SF
13 NCRNA00185 SF
13 TTTY15 SF
13 XIST SF
13 PRKY SF
13 GYG2P1 SF
13 ADORA2B VF X X
13 CYorf15A VF
13 RPS4Y1 VF
13 DDX3Y VF
13 ZFY VF X X
13 KDM5D VF
13 NLGN4Y VF
13 TAC3 VF
13 TMSBAY VF
13 USPgY VF
13 EIF1AY VF
13 FGFBP1 VF
13 SuLT1C4 VF
13 uty VF
13 CYorf15B VF
13 C12orf64 VF
13 TTTY10 VF
13 NCRNA00185 VF
13 TTTY15 VF
13 XIST VF
13 SNORA66 VF
13 HERC2P4 VF
13 PRKY. VE
Module ID|  Gene Symbol Tissue | eQTL | TF Key Driver Candidate gene in GWAS for:
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KRT17
SH3BGR
TRIM34
IGF2BP2
PTPLAD2
CENPW
CSorf56

MuC1
Clorfs3
MYH11
GSDMB

GJC1
MRGPRF
RAPGEF4

LOC728819

NTF3

NCOA7

POSTN

NDUFB3
SLC6AL
SPAG4
PPFIA2
FOXS1
I1SG15
PDLIM7
TSPAN1
PROCR
PHGDH
GMPR
SCRG1
LRRTM2
RNF125
INF334
LRP2BP
TMSB15A
KCNK15
HIF3A
ATOH8
CATSPER2
CITED4
ESAM
CHMP4C
AHSA2
C90rfa3
TMSB15B
GALNTL4
Csorf46
SNORD21
LOC285359
SUGT1P3
FU13197
C150rf28
LOC728264
LOC100132832
LOC100302640
RP1-177G6.2
LOC401321
TCN2
ODF2L
DDX60L
SAMDS
ccpc112
SLC7A9
C7orfa6
WDR67
ETV3
LOC147670
SEMA6D

IMA

Plasma cholesterol metabolism
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16| SGK2 IMA
16| ECH1 IMA
16| NDUFB3 IMA
16| SLC6AL IMA X X
16| INF267 IMA
16| SOAT2 IMA
16| RGS11 IMA
16| ENDOG IMA
16| ALDOC IMA
16| HIST1H1C IMA
16| CDK2AP2 IMA
16| SEPX1 IMA
16| PRPF39 IMA
16| LRP2BP IMA
16| THAP9 IMA
16| LRRC3 IMA
16| PYROXD2 IMA X
16| C21o0rf70 IMA
16| PEBP4 IMA
16| SAMDIL IMA
16| WDR17 IMA
16| DPY19L2 IMA X
16| CYP4Z1 IMA
16| RBM43 IMA X
16| HCG2pP7 IMA
16| TOP1P1 IMA
16| MBL1P IMA
16| ZNF300P1 IMA X
16| C7orf54 IMA
16| SMAS IMA
16| LOC401321 IMA
16| ZNF763 Liver
16| BIRC3 Liver
16| CX3CL1L Liver X
16| FAM83D Liver
16| ZNF528 Liver X
16| 2G168B Liver X
16| KCNT2 Liver
16| LOC440925 Liver
16| LOC400680 Blood
16| GSDMB M
16| GEN1 ™M
16| LDHAL6A M
16| CES3 ™M
16| GABBR1 SM
16| DACH1 ™M X
16| NAIP M
16| ACCN3 M
16 SLIT2. SM
Module ID|  Gene Symbol Tissue | eQTL | TF Key Driver Candidate gene in GWAS for:
CAD Plasma glucose Plasma cholesterol b T2DM
16| PLLP M
16| C2orf34 M
16| NRIP2 M X
16| TMED6 M
16| ZNF785 ™M
16| Cl4orf39 M X
16| NLRP9 M
16| PILRB M X
16| SNORD87 ™M
16| MCM3AP-AS1 M
16| TSPO SF
16| FCRLB SF
16| Clorf190 SF
16| C3orf71 SF
16| ZNF844 SF
16| C17orf72 SF
16| ICAM3 SF
16| KCNS3 SF
16| FKBP1B SF
16| NAIP SF
16| DCPS SF
16| KAZALD1 SF
16| GAS2L3 SF
16| SNORD11 SF
16| LOC653075 SF
16| CYBA VF
16| RPGR VF
16| IGFBP2 VF
16| ZNF429 VF
16| TTC3 VF
16 KLHLS VF
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16| GK5 VF
16| MAP9 VF
16| ccbc112 VF
16| CEP170 VF
16| ZNF596 VF
16| LRRN3 VF
16| ZNF160 VF
16| C3orf71 VF
16| ZEB1 VF X X
16| INF234 VF
16| MTHFD2L VF
16| ZNF566 VF
16| ZNF605 VF
16| TESC VF
16| GOLGA4 VF
16| MOSPD2 VF
16| EIF4G3 VF
16| NPTX2 VF
16| RECQL VF
16| REV3L VF
16| ZNF85 VF X X
16| SMARCAS VF X
16| BLZF1 VF X X
16| TRIP11 VF X
16| KIFSB VF
16| SRSF2IP VF
16| LPAR4 VF
16| RADS0 VF
16| pOP7 VF
16| TRDN VF
16| AvIL VF X
16| DIAPH2 VF
16| poLI VF
16| ANKRD11 VF
16| SYCP2 VF
16| ANKRD26 VF X X
16| ZC3H13 VF
16| KIAAO776 VF
16| EIFSB VF
16| TAOK3 VF
16| MBD5 VF
16| MNS1 VF
16| INF273 VF
16| ZNF462 VF
16| INF514 VF X X
16| ZNF3548 VF
16| CHURC1 VF X X X
16| TTC18 VF
16| INF23 VF
16| C190rf18 VF
16| ZNF781 VF
16| KLHDC1 VF
16| C12orf61 VF
16| ZNF283 VF
16| ADAT2 VF
16| LRRC37A3 VF
16| LOC283104 VE
Module ID|  Gene Symbol Tissue | eQTL | TF Key Driver Candidate gene in GWAS for:
CAD Plasma glucose Plasma T20M
20| BTK AAW
20| c2 AAW
20 IL2RG AAW
20| ITGB2 AAW
20 JAK3 AAW
20| LIPA AAW X X
20 Lz AAW
20| CITA AAW X
20 WAS AAW
20| CyeB AAW
20 GM2A AAW
20| NCF2 AAW
20 AMPD3 AAW
20| D53 AAW
20 FCGR3A AAW
20| CR1 AAW
20 CCRS AAW
20| NCF4 AAW
20 ITGAM AAW
20| ALOXS AAW
20 CD3D AAW
20| CD3E AAW
20| CD247 AAW
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AAW
AAW
AAW
AAW
AAW
AAW
AAW
AAW
AAW
AAW
AAW
AAW
AAW
AAW
AAW
AAW
AAW
AAW
AAW
AAW
AAW
AAW
AAW
AAW
AAW
AAW
AAW
AAW
AAW
AAW
AAW
AAW
AAW
AAW
AAW
AAW
AAW
AAW
AAW
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20 CCRL2
20 LILRA2
20 SYK

20 FCGR2A
20 PARVG
20 FAIM3
20 PIK3RS5
20 LPARS
20 DOK3
20 PLAU

20 SLCO2B1
20 SLC37A2
20 CD8A

20 SH2D2A
20 CSF2RA
20 MARCH1
20 PLA2G7
20 SIGLEC10
20 HCK

20 SLC38A6
20 SLC29A3
20 BCAT1
20 SLAMF6
20 CD84

20 NCKAP1L
20 CLDN7
20 CD22

20 CORO1A
20 FLVCR2
20 PLD5

20 SIGLEC9
20 NLRC4
20 PTPN7
20 CCR1

20 FABP5
20 IL10RA
20 CD2

20 SLC31A2
20 CTSB

20 FPR3

AAW
AAW
AAW
AAW
AAW
AAW
AAW
AAW
AAW
AAW
AAW
AAW
AAW
AAW
AAW
AAW
AAW
AAW
AAW
AAW
AAW
AAW
AAW
AAW
AAW
AAW
AAW
AAW
AAW
AAW
AAW
AAW
AAW
AAW
AAW
AAW
AAW
AAW
AAW
AAW
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20 HK3
20 HLA-DOA
20 HMOX1

AAW
AAW
AAW
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20| IRF8 AA X X
20| LARR w
20 1 AA
Module ID|  Gene Symbol Tissue | eQTL| TF Key Driver Candidate gene in GWAS for:
CAD Plasma glucose Plasma cholesterol b T2DM
20| LcP1 AAW
20 MSR1 AAW
20| PLEK AAW
20 MAPK13 AAW
20| PTPN6 AAW
20 ccLls AAW
20| CccLg AAW
20 SOATL AAW
20| TLR1 AAW
20 GPR65 AAW
20| C3AR1 AAW
20 FCER1G AAW
20| CD163 AAW
20 RHOH AAW
20| ARRB2 AAW
20 EPHB2 AAW
20| GMFG AAW
20 ABCG1 AAW
20| DOCK2 AAW
20 VAV1 AAW X X
20| MAFB AAW X
20 KCNE3 AAW X
20| LcP2 AAW
20 CD180 AAW
20| ST8SIA4 AAW
20 ARLAC AAW
20| IGSF6 AAW
20 IKZF1 AAW X X
20| CcD28 AAW
20 IFI30 AAW
20| SMPDL3A AAW
20 CD6 AAW
20| LAPTMS AAW
20 SDS AAW
20| RIPK3 AAW X
20 CD86 AAW X X
20| GALNT6 AAW
20 CD300A AAW
20| HMHA1 AAW
20 CYTH4 AAW
20| PILRA AAW
20 LAT2 AAW
20| SIGLEC7 AAW
20 ACAP1 AAW
20| SEL1L3 AAW
20 CLEC4A AAW
20| BIN2 AAW
20 TLR7 AAW
20| FAM20A AAW
20 CCDC1098 AAW
20| FAR2 AAW
20 ADAP2 AAW
20| TBC1D2 AAW
20 APOB48R AAW
20| SASH3 AAW
20 APBBLIP AAW
20| CRTAM AAW
20 SLAMF8 AAW
20| SLAMF7 AAW
20 IL21R AAW
20| APOBEC3G AAW
20 sT14 AAW
20| DEF6 AAW
20 GPSM3 AAW
20| DPEP2 AAW
20 Susb1 AAW
20| CcbcP1 AAW
20 SIGLEC1 AAW
20| PGBDS AAW
20 PLBD1 AAW
20| DENND1C AAW
20 DENND2D AAW
20| TRAF3IP3 AAW
20 TTYH3, AAW
20| CYP2S1 AAW
20 NPL AAW
20 TM7SF4 AAW
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20| RASSF4 AAW
20 EMILIN2 AAW
20| HAVCR2 AAW
20 UBASH3B AAW
20| DNAJC5B AAW
20 C6orf192 AAW
20| GNG2 AAW
20 KLHLE AAW
20| OSCAR AAW
20 TLR8 AAW
20| CD300LF AAW
20 NFAM1 AAW
20| PIK3AP1 AAW
20 TMEMS86A AAW
20| CACNA2D4 AAW
20 FGD2 AAW
20| Clorf162 AAW
20 Ci6orfs4 AAW
20| TBC1D10C AAW
20 LRRC33 AAW
Module ID| _Gene Symbol Tissue | eQTL | TF Key Driver Candidate gene in GWAS for:
CAD Plasma glucose Plasma T2DM
27, GPR22 IMA
27, RNF165 IMA
27 ADORA3 Liver
27, CADM2 Liver
27 INF417 Liver
27, LTF Blood
27 MMP8 Blood
27, ESR1 ™M X
27 FUT1 SM
27, NPHP1 ™M
27 MEOX1 SM X
27, ELOVL7 ™M
27 FAM124B SM
27, PAX7 ™M X
27 STEGALNAC3 M
27, CD300LG ™M
27 D1 M X
27, MYF5 ™M X
27 PLK2 M
27, PAGE4 ™M
27 RPA4 M
27, C130rf15 ™M
27 TMEM159 SM
27, MCART1 ™M X
27 GBP4 M
27, ANKRD42 M X
27 NCRNA00201 M
27, LOC646329 ™M
27| LOC100289230 M
27, ADRB2 SF
27 FUT1 SF
27, PNP SF
27 SCNN1B SF
27, NOTCH3 SF
27 PECAM1 SF
27, TEK SF
27 VWF SF
27, IGFBP2 SF
27 NOS3 SF
27, ADRA2C SF
27 GUCY1B3 SF X X
27, PTGER2 SF
27 NRARP SF
27, SHE SF
27 0CIAD2 SF
27, PODXL SF X
27 SMAGP SF
27, MEOX1 SF X
27 HEY1 SF X X
27, FAM107A SF
27 ECSCR SF
27, SHANK3 SF
27 PEAR1 SF
27, ASRGL1 SF
27 GPR116 SF
27, PTPRB SF
27 PIK3R3 SF
27, FAM1248 SF
27 IFI127 SF
27! DYSF SF
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27 CLDNS SF
27, SCN4B SF
27 SH2D3C SF
27, SGK1 SF
27 PDE2A SF
27, GPR56 SF
27 ™C7 SF
27, CD300LG SF
27 PPP1R16B SF
27, HSPA12B SF
27 ADCY4 SF
27, TNFRSF8 SF
27 CDH13 SF
27, S1PR1 SF
27 BMP6 SF
27, CDHS SF
27 GlA4 SF
27, GNAZ SF
27 D1 SF X
27, D3 SF X
27 IL3RA SF
27, KDR SF
27 MYC SF X
27, PDGFB SF
27 CX3CL1 SF
27, TALL SF X X
27 IFITM1 SF
27, SCARF1 SF
27 HYAL2 SF
27, HIP1R SF
27 EFNB2 SF
27, DUSPS SF
27 EFNA1 SF
27, EPHB4 SF
27 NOTCH4 SF
27, TGM2 SF
27 TSPAN7 SF
27, VIPRL SF
27 APLNR SE
Module ID|  Gene Symbol Tissue | eQTL | TF Key Driver Candidate gene in GWAS for:
CAD Plasma glucose Plasma cholesterol b T2DM
27 GJAS SF
27 GPR4 SF
27, TIEL SF
27 MALL SF
27, DLLL SF
27 MEOX2 SF X X
27, TBX2 SF X X
27 HCPS SF X
27, TUSC3 SF
27 RAPGEFS SF
27, TMA4SF1 SF
27 GPR160 SF
27, TSPAN13 SF
27 PARM1 SF
27, KIF26A SF
27 PLA1A SF
27, PLLP SF
27 EGFL7 SF
27, SLCO4AL SF
27 CLEC1A SF
27, PCDH12 SF
27 NRN1 SF
27, RASIP1 SF
27 ROBO4 SF
27, C8orfa SF
27 SHROOM4 SF
27, JAM2 SF
27 TRIB2 SF
27, SOX17 SF X
27 FRY SF X
27, HOXD1 SF X X
27 TMEM204 SF
27, CXorf36 SF
27 INF385D SF
27, GIMAP6 SF
27 MMRN2 SF
27, ARHGEF15 SF
27 MYCT1 SF
27, C170rf28 SF
27 SOX7 SF X X
27! SEMA6B SF
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27 C2orf40 SF

27, CYYR1 SF

27 C21orf63 SF

27, C200rf160 SF

27 TSPAN18 SF

27, RAB3C SF

27 ESAM SF X

27, CHMP4C SF

27 SLC16A14 SF

27, FAM43A SF

27 CLEC14A SF

27, CcMTM8 SF

27 LRRC70 SF

27, MFSD4 SF

27 BCL6B SF X

27, KANK3 SF

27 GALNTL4 SF

27, LOC401022 SF

27 LOC644242 SF

27| LOC100507463 SF

27 RRBP1 VF

27, IFI27 VF

27 IFITM1 VF

27, CYTLL VF X

27 SNORD36A VF

27! FLI14107 VE
Module ID| _Gene Symbol Tissue | eQTL | TF Key Driver Candidate gene in GWAS for:

CAD Plasma glucose I Plasma I T2DM

29 ADRB2 AAW

29 CA2 AAW

29 CD3G AAW

29 CHRNA1 AAW

29 F13A1 AAW

29 HK2 AAW

29 ICAM1 AAW

29 LAMB3 AAW

29 SNCA AAW

29 IL2RA AAW

29 FBP1 AAW

29 ILIRN AAW

29 SLC11A1 AAW

29 SPP1 AAW

29 FASLG AAW

29 GRIAL AAW

29 IL2RB AAW

29 7 AAW

29 NPR3 AAW

29 PLCB4 AAW

29 PTGER2 AAW

29 EPSTI1 AAW

29 GATA3 AAW X X

29 FAT3 AAW

29 THEMIS AAW

29 CARD16 AAW

29 CXorf65 AAW

29 CD83 AAW

29| SULT1C2 AAW
Module ID|  Gene Symbol Tissue | eQTL | TF Key Driver Candidate gene in GWAS for:

CAD Plasma glucose li Plasma i T20M

29 DUsP27 AAW

29 PRF1 AAW

29 GPR1 AAW

29 PNMAL1 AAW

29 ANKRDS8 AAW

29 GSG1L AAW

29 SCIN AAW X

29 GFI1 AAW

29 TFRC AAW

29 PAK3 AAW

29 TSPAN14 AAW

29 RASGRP1 AAW X

29 ccL2o AAW

29 COL13A1 AAW

29 PLAC8 AAW

29 GBP5 AAW

29 CXCR3 AAW

29 TMEM71 AAW

29 RASGRP4 AAW

29 GPR85 AAW

29 PMFBP1 AAW

29 Clorf113 AAW

29| PPP1R9A AAW
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29 CD244 AAW

29 CD8B AAW

29 TuBB3 AAW

29 PRDM1 AAW X X
29 LMNB1 AAW

29 KLRK1 AAW

29 GPLD1 AAW

29 ACADL AAW

29 CSAR1 AAW

29 CD1D AAW

29 CNTN1 AAW

29 CTsD AAW

29 TNC AAW

29 KCNA3 AAW

29 KLRB1 AAW

29 MNDA AAW

29 MX2 AAW

29 RGS1 AAW

29 SFRP1 AAW

29 STAC AAW

29 UGCG AAW

29 CHITL AAW

29 OASL AAW X X
29 MYoM1 AAW

29 SIGLEC5 AAW

29 TNFRSF11A AAW

29 GZMB AAW

29 ECM1 AAW

29 VNN1 AAW

29 Dsc2 AAW

29 GPR183 AAW

29 PPARG AAW X X
29 SCD AAW

29 ITGAD AAW

29 ITK AAW

29 PTPRCAP AAW

29 LHFPL2 AAW

29 CD96 AAW

29 MicB AAW

29 HS3ST3A1 AAW

29 HS3sT2 AAW

29 POU2AFL AAW X X
29 cc7 AAW

29 CD226 AAW

29 MARCO AAW

29 SLC22A18AS AAW

29 ar AAW

29 Icos AAW

29 LILRA4 AAW

29 TSPAN1S AAW X X
29 QPCT AAW

29 STAG3 AAW

29 TBX21 AAW X X
29 ADAM28 AAW

29 GPR160 AAW

29 SIT1 AAW

29 HPGDS AAW

29 RPS6KA6 AAW

29 MOXD1 AAW

29 TRATL AAW

29 CECR1 AAW X
29 SLC16A10 AAW

29 TREM1 AAW

29 KIAA1199 AAW

29 SEPT3 AAW

29 RPGRIP1 AAW

29 C12orfs AAW

29 CNTN3 AAW

29 CCDC146 AAW

29 XK AAW

29 SLC22A3 AAW

29 DEPTOR AAW

29 BCL11B AAW

29 C5orf23 AAW

29 TMEM149 AAW

Module ID|  Gene Symbol Tissue | eQTL | TF Key Driver Candidate gene in GWAS for:
CAD Plasma glucose Plasma cholesterol b T2DM

29 THSD4 AAW

29 PRAM1 AAW

29 PKIB AAW

29 NLRP12 AAW

29| GZMH AAW
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29 C2orf65 AAW
29 DNER AAW
29 SPOCD1 AAW
29 PAQR4 AAW
29 RASGEF1B AAW
29 NEGR1 AAW
29 UAP1L1 AAW
29 KBTBD12 AAW
29 LOC283050 AAW
29 LOC401093 AAW
29 CRNDE AAW X X
29 LOC439949 AAW
29 DDTL IMA X
29 MGC87042 IMA
29 SFRP1 IMA X
29 sLT2 IMA
29 PCP4 IMA X
29 CYFIP2 Liver X
29 DEPDC1B Liver
29 MGAM Liver
29 BAGALTS Liver X
29 HYMAI Liver
29 LOC650623 Liver
29 SHISA4 Blood
29| ITGA2B SE
Module ID|  Gene Symbol Tissue | eQTL | TF Key Driver Candidate gene in GWAS for:
CAD Plasma glucose Plasma cholesterol b T2DM
35 HLA-DQA1 Blood X
35 ALPL VF
35] MPZ VF
35 C100rf55 VF
35] SPDYE3 VF
35 ODF2L VF
35] ZNF182 VF
35 INF37A VF X
35] KLHDC9 VF
35 ZMAT1 VF
35] CCDC66 VF
35 ZNF638 VF
35] VPS13A VF
35 INF816 VF
35] TMEM98 VF
35 ZNF493 VF
35] ZNF682 VF
35 BCLAF1 VF X X
35] SP100 VF X X
35 THOC2 VF
35] LNP1 VF
35 GPRASP1 VF
35] ZNF146 VF
35 NAPEPLD VF
35] BSCL2 VF X
35 ZNF84 VF
35] ISLR2 VF
35 ZNF195 VF
35] C2orf63 VF X X
35 SMCé6 VF
35] DMTF1 VF X
35 GAS2 VF
35] GORAB VF
35 RPAP3 VF
35] ANK3 VF
35 ZNF138 VF X
35] LY6K VF
35 ALDH4A1 VF
35] ANKRD36 VF
35 SCUBE2 VF X
35] ZNF430 VF
35 TMEM185A VF
35] IFT80 VF
35 RPH3AL VF
35] DHFRL1 VF
35 ALCAM VF
35] cycl VF
35 HMOX1 VF
35] ITPR2 VF
35 MGMT VF X
35] MGST2 VF X
35 MYLS VF
35] NDUFB3 VF
35 PNN VF
35| MRPL12 VF
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35 INF267 VF

35] ZNF136 VF X X

35 OFD1 VF

35] AKR7A2 VF

35 TRIM24 VF X

35] GPRC5A VF

35 UCHL1 VF

35] BPTF VF X

35 NAIP VF

35] RABSC VF

35| THOC1 VE X X
Module ID|  Gene Symbol Tissue | eQTL | TF Key Driver Candidate gene in GWAS for:

CAD Plasma glucose Plasma cholesterol b T2DM

35 SMC3 VF

35 AKAP9 VF

35] LuC713 VF

35 pPCM1 VF

35] PLCL1 VF

35 IFT88 VF

35] INF33A VF X X

35 ZNF33B VF X

35] ZNF90 VF X

35 ZNF92 VF X X

35] TIMM10 VF X

35 SMUG1 VF

35] ARHGEF16 VF

35 CEP350 VF

35] DDX46 VF

35 ZNF292 VF

35] SMCs VF

35 PRRC2C VF

35] PPWD1 VF

35 NIPBL VF

35] ZNF10 VF

35 SEC31B VF

35] SFRS18 VF

35 UPF2 VF

35] BID1 VF

35 FAM1848 VF

35] NOP58 VF

35 XAF1 VF X X

35] PRPF40A VF

35 PHIP VF

35] NOL8 VF

35 C100rf118 VF

35] CCARL VF

35 C140rf106 VF

35] MLLS VF X X

35 CCDC76 VF

35] CLK4 VF

35 ZFP14 VF

35] RBM26 VF

35 IFIH1 VF

35] UPF3B VF

35 CCDC86 VF

35] EEPD1 VF

35 ZRANB3 VF

35] EFCAB7 VF

35 ZNF594 VF

35] ZNF382 VF X

35 KIAA1731 VF

35] ESCO1 VF

35 XAGE3 VF

35] INF675 VF X

35 LEO1 VF

35] SCLTL VF X X

35 UBLCP1 VF

35] ZUFSP VF

35 SH3RF2 VF X

35] INF567 VF

35 SAMDIL VF

35] INF75A VF

35 GOLGASA VF

35] 2ZNF600 VF

35 ccoc18 VF X

35] SNORD87 VF

35 MALAT1 VF

35/ LOC100009676 VF

35 INF37BP VF

35] NCRNA00201 VF

35 CG030 VF

35| RPL21P44 VF
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35 NSUNSP1 VF
35| LOC100132352 VF
35| LOC100499177 VF
35| 10C100294145 VE
Module ID| Gene Symbol Tissue | eQTL| TF Key Driver Candidate gene in GWAS for:
CAD Plasma glucose Plasma cf T2DM
36 LAMA3 5
36 PNP M
36 PECAM1 M
36 TEK 5
36 ALPL M
36 VWF 5
36 IGFBP2 M
36 GUCY1B3 5 X
36 ICAM2 M
36 NRARP M
36 SHE M
36 TRNPL 5
36 PODXL M
36 cD74 M
36 SMAGP M
36 NOSTRIN M X
36 SSTR1 M
36 TBXA2R M
36 FAM107A M
36 ECSCR M
36 SHANK3 M
36 CCDC85A M
36 PEARL M
36 TMEM22 M
36 HLA-F M
36 GPR116 M
36 MRVIL M
36 MECOM M X X
36 PTPRB M
36 PIK3R3 M
36 SLC14A1 M
36 LRRC32 M
36 IF127 M
36| CSGALNACT1 M
36 LDB2 M X X
36 €CDC68 M
36 PDE2A M
36 MX1 M
36 GPRS6 M
36 FLT1 M X
36 SULF2 M
36 EDNRA M X
36 FLIL M X X
36 EDN1 M X
36|  PPPIR16B M
36 ARHGDIB M
36 TM4SF18 M
36 TNFSF10 M
36 ADCY4 M
36 S1PR1 M
36 ATP1B2 M
36 CDHS. M
36 GIA4 M
36 HLA-DMB M
36 D3 M X
36 KCNAS M
36 KDR M
36 HHEX M X
36 PTPRN2 M
36 ox3cLl M
36, TALL M X X X
36 IFITM1 M
36 cAs M
36 SLC1AL M
36 UBE2L6 M
36 T6M2 M
36 KCNJ8 M
36 ANXA3 M
36 APLNR M
36 ELK3 M X
36 GJAS M
36 TIEL M
36 VEGFC M
36 MALL M
36 HLA-B M
36 HLA-E M
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36 TSPAN2 SM
36 RAMP2 M
36 TBX2 M X X
36 HLA-DMA M
36| 0AS3 M
36 TUSC3 M
36| PDIAS M
36 IFI44L M
36| BTN3A3 M
36 RAPGEFS M
36 PITPNC1 M
36 TMA4SF1 M
36| GIMAP2 M
36 SLCO4AL M
36 HIGD1B M
36 CLEC1IA M
36 PCDH12 M
36 NRN1 M X
36 RASIP1 M
36 MANSC1 ™M
36 GIMAP4 M
36 ROBO4 ™M
36 C8orf4 M
36 SEMA3G ™M
36| SHROOM4 SM
36 ARHGAP31 ™M
36| JAM2 SM
36 C6orf115 ™M
36| SOX17 SM X
36 C4orf31 ™M
36| TMEM204 SM
36 CXorf36 ™M
36| GIMAP6 SM
36 ARHGEF15 ™M
36 MYCT1 SM
36 LBH ™M
36| PLVAP M
36 SOX7 ™M X
36| SEMA6B M
36 HLA-DPA1 ™M
36| CYYR1 M
36 RBP7 ™M
36 C200rf160 M
36 GIMAPL ™M
36 TSPAN18 SM
36 ESAM ™M
36| EHD4 M
36 GJD3 M
36| BTNL9 M
36 GIMAP7 ™M
36| PLEKHA7 M
36 GIMAP8 ™M
36| GPIHBP1 M
36 C1QTNF9 M
36| CMT™M8 M
36 ITGA1 ™M
36| BCL6B M X
36 TMEMS88 M
36| GPR160 VF
36 CD163L1 VF
36 SNORD18C VE
Module ID|  Gene Symbol Tissue | eQTL | TF Key Driver Candidate gene in GWAS for:
CAD Plasma glucose Plasma T20M
37 APOE AAW X X
37 GK AAW
37, MYO5A AAW
37 MYO7A AAW
37, S0D2 AAW
37 ADORA3 AAW
37, ALDH3B1 AAW
37 ITGA4 AAW
37, UBASH3A AAW
37 SYTL3 AAW
37, LSP1 AAW
37 FAM96A AAW
37, SFMBT2 AAW
37 PDE8B AAW X X
37, OBFC2A AAW
37 SPINT1 AAW
37, ALOX15B AAW
37 SIRPG AAW
37 IL18BP AAW




37 NLRP3 AAW
37, VAV3 AAW
37 Ccbcssc AAW
37, C20rf89 AAW
37 LILRBS AAW
37, LILRB3 AAW
37 SCARB1 AAW
37, GPR34 AAW
37 KIAAD748 AAW
37, AAW
37 BLNK AAW
37, SH2D1A AAW
37 PLIN2 AAW
37, SLC6A12 AAW
37 NR1H3 AAW X X
37, ZNF385A AAW
37 ZMYND15 AAW
37, SGK1 AAW
37 Céorf105 AAW
37, ADAMDEC1 AAW
37 TNFSF13B AAW
37, NCEH1 AAW
37 ANPEP AAW
37, PRRSL AAW
37 LsT1 AAW
37, SLC1A3 AAW
37 GPR68 AAW
37, DOCK8 AAW
37 PTPN22 AAW
37, RAB42 AAW
37 LY96 AAW
37, CTSS AAW
37 SNX10 AAW
37, CASP1 AAW
37 CHI3L1 AAW
37, FYB AAW
37 ALOXSAP AAW
37, CCR7 AAW
37 EMR1 AAW
37, GZMK AAW
37 MMP12 AAW
37, P2RX7 AAW
37 PIK3CG AAW
37, PTPRC AAW
37 SELPLG AAW
37, SLAMF1 AAW
37 TIAM1 AAW
37, TLR2 AAW
37 KMo AAW
37, SKAP2 AAW
37 E2F2 AAW X X
37, CyTIP AAW
37 PLCB2 AAW
37, AIM2 AAW
37 IL27RA AAW
37, CLEC2B AAW
37 CD80 AAW X X
37, CSTA AAW
37 HCLS1 AAW X X
37, PLXNC1 AAW
37 KLRG1 AAW
37, FMNL1 AAW
37 GZMA AAW
37, LRMP AAW
37 TNFAIP2 AAW
Module ID|  Gene Symbol Tissue | eQTL| TF Key Driver Candidate gene in GWAS for:
CAD Plasma glucose Plasma T20M
37 EVI2B AAW
37 CXCR6 AAW
37, 1QGAP2 AAW
37 DUSP10 AAW
37, EPB41L3 AAW
37 MYO1F AAW
37, EMR2 AAW
37 CDs AAW
37, DAPP1 AAW
37 TNFRSF21 AAW
37, MTSS1 AAW
37 STAB1 AAW
37, 0OSBPL3 AAW
37 GIMAP2 AAW
37 PKD2L1 AAW
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37 F11R AAW
37, KIF21B AAW
37 MREG AAW
37, NETO2 AAW
37 PAG1 AAW
37, GPR84 AAW
37 MS4A7 AAW
37, DNASE2B AAW
37 KCNK13 AAW
37, SAMSN1 AAW
37 CLEC7A AAW
37, PVRIG AAW
37 LILRA6 AAW
37, ATP8B4 AAW
37 NUP210 AAW
37, C130rf18 AAW
37 CXorf21 AAW
37, TMEM163 AAW
37 NUAK2 AAW
37, SLA2 AAW
37 C150rf48 AAW
37, TAGAP AAW
37 TM4SF19 AAW
37, ANKRD22 AAW
37 ATP6VOD2 AAW
37, C120rf59 AAW
37 HTRA4 AAW
37, TMEM26 AAW
37 RASSF5 AAW
37, GPRIN3 AAW
37 LOC284837 AAW
37| LOC100507463 AAW
Module ID| _Gene Symbol Tissue | eQTL | TF Key Driver Candidate gene in GWAS for:
CAD Plasma glucose Plasma cl T2DM
38| 0CcA2 AAW
38| SGCD AAW X X
38 IL10 AAW
38| GLRB AAW
38 TARP AAW
38| LDB3 AAW
38 SIRPB1 AAW X X
38| SEPP1 AAW
38 FAMS4A AAW
38| ROBO2 AAW
38 DYSF AAW
38| C190rf38 AAW
38 MFSD2A AAW
38| SERPINE2 AAW
38 MYOCD AAW X X
38| C8orf34 AAW
38 LTF AAW
38| BTC AAW
38 CD69 AAW
38| COL15A1 AAW
38 KCNN4 AAW
38| KPNA2 AAW
38 PTN AAW
38| GRAP2 AAW
38 IRXS AAW X X
38| UBD AAW
38 GNLY AAW
38| STEAP1 AAW
38 CLEC5A AAW
38| DTX4 AAW
38 ARHGAP15 AAW
38| PMAIPL AAW
38 NOD2 AAW
38| NTNG2 AAW
38 MYO18B AAW
38| METTL7B AAW
38 RALGPS2 AAW
38| SCUBE3 AAW
38 SEMA3D AAW
38| FAM19A2 AAW
38 SLC24A5 AAW
38| NCKAPS AAW
38 HK2 IMA
38| GUCY1A2 IMA
38 MRO IMA
38| CDH17 IMA
38 MYO016 IMA
38| IL12RB2 IMA
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38 LY75 IMA X
38| TYRO3 IMA
38 ANO3 IMA
38| ccpc122 IMA X
38 ATP6VOD2 IMA
38| SNORD46 IMA
38 SNORDS58A IMA X
38| LOC646903 IMA
38 SLC11A1 Liver
38| SREBF1 Liver X X
38 ZWINT Liver
38| MAD1L1 Liver
38 KIAA0101 Liver
38| RRM2 Liver
38 SKA1 Liver
38| CENPA Liver
38 TOP2A Liver
38| CEPSS Liver
38 NUSAP1 Liver
38| CDKN3 Liver
38 RAD51AP1 Liver
38| HMMR Liver
38 FAM111B Liver X X
38| DLGAPS Liver
38 TTK Liver
38| CDK1 Liver
38 CCNA2 Liver
38| TNC Liver X
38 MAD2L1 Liver
38| NEK2 Liver
38 PRC1 Liver X
38| PTTG1 Liver X X
38 CCNB2 Liver
38| KIF20A Liver
38 NDC80 Liver X
38| UBE2C Liver
38 GUCA2B Liver
38| UBE2T Liver
38 ECT2 Liver
38| CDCA8 Liver
38 PBK Liver
38| NCAPG Liver
38 CDCA3 Liver
38| MND1 Liver
38 RDH12 Liver
38| DKK3 Blood X
38 IL3RA Blood
38| TAGLN M X
38 UGT2B17 M X
38| CMAL ™M
38 OLFM1 M
38| CHL1 ™M X
38 RHCE M X
38| OAF M
38 ALOX15 SF
38| PDZK1IP1 SF
38 SGIP1 SF
38| MAL2 SF X
38 PRR15 SF
38| LOC730102 SF
38 RNFT2 VF
38| ESM1 VF
38 KIAA1239 VF
38| ANKRD34C VF
38 SCEL VF
38| CX3CR1 VF
38 SCN11A VF
38| IDI2-AS1 VF
38| LOC145663 VE
Module ID|  Gene Symbol Tissue | eQTL | TF Key Driver Candidate gene in GWAS for:
CAD Plasma glucose li Plasma cholesterol b T2DM
41 RPGR IMA
41 APRT IMA
41 PMS1 IMA
41 INF429 IMA
41 TRIM34 IMA
41 ALG3 IMA
41 KLHLS IMA
41 ZNF182 IMA
41 INF37A IMA X X
41 TDRD6 IMA
41 ZMAT1 IMA
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IMA
IMA
IMA
IMA
IMA X
IMA
IMA
IMA
IMA
IMA
IMA
IMA
IMA
IMA
IMA
IMA X X
IMA
IMA
IMA
IMA | X
IMA
IMA X X
IMA
IMA
IMA
IMA
IMA
IMA
IMA
IMA
IMA
IMA
IMA
IMA
IMA
IMA
IMA X
IMA X X
41 NAIP IMA

AP DEDDDEPEDDEDDEDDEEDDEDDEEDDEDDEDDAEDDEEDDEDSEDEDEDSEDDDS
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41 SMC3 IMA
41 RAD50 IMA
41 MPHOSPH10 IMA
41 TUBB2C IMA

41 PCM1 IMA
41 PIBF1 IMA
41 STARD10 IMA
41 DIAPH2 IMA
41 CEP110 IMA
41 ZNF92 IMA X
41 SYCP2 IMA

41 KIAA1009 IMA
41 ANKRD26 IMA

41 7ZC3H13 IMA

41 LARP7 IMA

41 SFRS18 IMA

41 ZNF117 IMA X
41 ZNF593 IMA X
41 EIF5B IMA

41 ESF1 IMA

41 MPHOSPH8  IMA

41 XAF1 IMA

41 C100rf118 IMA
41 C12o0rf35 IMA

41 CCAR1 IMA

41 Cl40rfl106  IMA

41 ETAAL IMA

41 KIAA1377 IMA

41 ZNF471 IMA X

41 ZFP14 IMA

41 CWC22 IMA

41 NDUFS7 IMA

41 ATADS IMA

41 SPEF2 IMA

41 CEP135 IMA

41 HMGN5 IMA X
41 CCDC55 IMA X X
41 C5orf32 IMA

41 ZNF594 IMA

41 C3orf15 IMA
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41 LRRCC1
41 ZNF3548B
41 CDKN2AIPNL

IMA
IMA
IMA

All_modules

Page 92

92



41 INF721 IMA

41 INF675 IMA X

41 C19orf22 IMA

41 ZNF441 IMA

41 INF785 IMA

41 ZNF781 IMA

41 KLHDC1 IMA

41 C9orfo3 IMA

41 Gce2 IMA

41 2ZNF600 IMA

41 RPL23AP32 IMA

41 ZNF204P IMA

41 MCM3AP-AS1 IMA X

41 FAM13A0S IMA

41 INF378BP IMA

41 RPL21P44 IMA

41 LOC728640 IMA

41 RP1-177G6.2 IMA

41 MIR644 IMA
Module ID|  Gene Symbol Tissue | eQTL | TF Key Driver Candidate gene in GWAS for:

CAD Plasma glucose Plasma T20M

43 GRP AAW

43 SPHKAP AAW

43 NELL2 AAW X

43 MMP13 AAW

43 SPINK2 AAW

43 GPR88 AAW

43 ARMCY AAW X

43 KLB AAW

43 LEP Liver X

43 LPL Liver X

43 myoc Liver

43 ADIPOQ Liver

43 MFAPS Liver

43 NPY1R SM

43 HMGCLLL ™M

43 C7orf68 M

43 F3 ™M

43 CEP152 M

43 AMPH ™M X

43 LY75 M

43 RERGL ™M

43 AMPD1 SF

43 CACNALS SF

43 MYH7 SF

43 MYL3 SF

43 PGAM2 SF

43 MyL2 SF

43 RYR1 SF

43 CACNG1 SF

43 C8orf22 SF

43 DUSP13 SF

43 MURC SF

43 UNC458 SF

43 C3orf43 SF

43 XIRP2 SF

43 DUsP27 SF

43 ACTAL SF

43 MYH2 SF X X

43 ACTN2 SF X X

43 ACTN3 SF

43 DHRS7C SF

43 SYNPO2L SF

43 MYOZ3 SF

43 TNNT1 SF

43 CSRP3 SF

43 ART3 SF

43 C100rf71 SF

43 TNNI2 SF

43 NEB SF

43 PYGM SF

43 EGF SF

43 ENO3 SF

43 XIRP1 SF

43 CAsQ1 SF

43 CAV3 SF

43 CKM SF

43 MYBPC1 SF

43 MYF6 SF X

43 PPP1R3A SF

43 SLN SF

43 TNNC2 SF
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43 TNNC1 SF
43 TN SF
43 TCAP SF
43 FBP2 SF
43 ATP2A1 SF
43 MYBPC2 SF
43 RPL3L SF
43 COX6A2 SF
43 MB SF
43 KBTBD10 SF
43 NRAP SF
43 HSPB3 SF
43 APOBEC2 SF
43 MYLPF SF
43 TMOD4 SF
43 SMPX SF
43 ASB2 SF
43 FBX040 SF
43 MY0Z2 SF
43 JPH1 SF
43 HHATL SF
43 MYOZz1 SF
43 DUSP26 SF
43 MYPN SF
43 TRIM63 SF
43 MYL1 SF
43 ASB5 SF
43 ABRA SF X
43 LRRC39 SF
43 PEBP4 SF
43 ANKRD23 SF
43 STAC3 SF
43 KBTBDS SF
43 TXLNB SF
43 VGLL2 SF X X
43 CMYAS SF
43 C200rf166 SF
43 SLC36A2 SF
43 YIPF7 SF
43 LMOD3 SF X X
43 SMYD1 SF X
43 LMOD2 SF
43 MIR133A1 SF
43| LOC100131138 SF
43 MTTP VF
43 AMDHD1 VF X
43 GSDMA VE X
Module ID|  Gene Symbol Tissue | eQTL | TF Key Driver Candidate gene in GWAS for:
CAD Plasma glucose Plasma cholesterol b T2DM
44 CYBA SF
44 TCN2 SF
44| ICAM2 SF
44 INF429 SF
44| CYP27C1 SF
44 SPDYE3 SF
44| KLHLS SF
44 ZNF182 SF
44| INF37A SF X
44 C100rf128 SF
44| ZMAT1 SF
44 CCDC66 SF
44| ZNF793 SF
44 CCDC46 SF
44| MAP9 SF
44 ccbc112 SF
44| RRBP1 SF
44 ZNF682 SF
44| CCDC30 SF
44 ZNF83 SF X
44| ZEB1 SF X
44 C13orf31 SF
44| DNAJC2 SF
44 ZNF195 SF
44| C220rf46 SF
44 INF234 SF
44| ZNF566 SF
44 PAFAH1B3 SF
44| SGOL2 SF
44 ZNF138 SF X
44| TLCD2 SF
44 MFNG SF
44 NEXN SF
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44 INF573 SF
44 GOLGA4 SF
44 KIF21A SF
44 DHFRL1 SF
44 AHNAK SF
44 HPCALL SF
44 MGST2 SF
44 PNN SF
44 PSMB9 SF
44| RECQL SF
44 ZNF91 SF X X
44| ZKSCAN1 SF X
44 EEA1 SF
44| PSMB8 SF
44 TRIP11 SF X X
44 KIFSB SF
44 PPIG SF
44| SMc3 SF
44 RAD50 SF
44| CEBPZ SF
44 MPHOSPH10 SF
44| MAK SF X
44 MYH10 SF
44| PIBF1 SF
44 DIAPH2 SF
44| INF33A SF X
44 ZNF208 SF
44| NRM SF
44 PYCARD SF
44| ANKRD11 SF
44 DNTTIP2 SF
44| FAM115A SF
44 KIAA1009 SF
44| ANKRD26 SF
44 ZC3H13 SF
44| PHF3 SF
44 LARP7 SF
44| SFRS18 SF
44 EIFSB SF
44| KIF20B SF
44 TAOK3 SF
44| ESF1 SF
44 MPHOSPH8 SF
44| C100rf118 SF
44 CCARL SF
44| CHST7 SF
44 NDUFA4L2 SF
44| MAVS SF
44 cwe22 SF
44| RBAK SF X
44 UPF3B SF
44| HMGNS SF X
44 CCDCS5 SF
44| coxalz SF
44 LRRCC1 SF
44| SELM SF
44 INF721 SF
44| ZNF441 SF
44 C190rf18 SF
44| SPDYE1 SF
44 Gce2 SF
44| 2ZNF600 SF
44 ccoc18 SF
44| NCRNA00294 SF
44| LOC100132707 SF
44| ZNF37BP SF
44 LOC284440 SF
44| FU11235 SF
44| LOC100329109 SF
44| LOC100506046 SF
44 ZFP112 VF
44| KIAA1377 VF
44 ZFP2. VE
Module ID|  Gene Symbol Tissue | eQTL | TF Key Driver Candidate gene in GWAS for:
CAD Plasma glucose Plasma cholesterol b T2DM
47 SIRPB1 Liver X
47 F13A1 Blood
47 GP1BA Blood
47 HGD Blood X
47 ITGB3 Blood
47 PROS1 Blood
47 CDKN1A Blood
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47 GNAZ

47 ITGB5

47 MAP1A
47 MEIS1
47 PBX1

47 PRKAR2B
47 CXCL5

47 SELP

47 SPARC
47 TAL1

47 THBS1
47 TNFSF4
47 RAB27B
47 CALD1
47 GRB14
47 HOMER2
47 MPL

47 VEGFC
47 TSC22D1
47 MYL9

47 AGPAT1
47 WASF3
47 FSTL1

47 MMRN1
47 HSPC159
47 VSIG2

47 EHD2

47 SEC14L5
47 RHOBTB1
47 ABLIM3
47 ENDOD1
47 TMEM158
47 RAB6B
47 TMEM40
47 NT5M

47 HRASLS
47 SLC24A3
47 HIST1H2B)
47 P2RY12
47 SH3BGRL2

Blood
Blood
Blood
Blood
Blood
Blood
Blood
Blood
Blood
Blood
Blood
Blood
Blood
Blood
Blood
Blood
Blood
Blood
Blood
Blood
Blood
Blood
Blood
Blood
Blood
Blood
Blood
Blood
Blood
Blood
Blood
Blood
Blood
Blood
Blood
Blood
Blood
Blood
Blood
Blood

x X
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47 JAM3
47 MYLK
47 PTCRA

Blood
Blood
Blood X
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47 ESAM Blood
47 SPOCD1 Blood
47 ENKUR Blood
47 C150rf26 Blood
47 SAMD14 Blood
47 FRMD3 Blood
47 PKHD1L1 Blood X
47 TREML1 Blood
47 TSPAN33 Blood
47 GRHL1 Blood X
47, FLI44511 Blood
Module ID|  Gene Symbol Tissue | eQTL | TF Key Driver Candidate gene in GWAS for:
CAD Plasma glucose Plasma T20M
62 SGCA AAW
62 CAPN3 AAW
62| COL4A4 AAW X X
62 RPGR AAW
62| ODF2L AAW
62 ZNF793 AAW
62| CYBSRL AAW
62 AGTRAP AAW
62| LNP1 AAW
62 HMSD AAW
62| INF234 AAW X
62 ETV3 AAW X X
62| PAFAH1B3 AAW
62 ACOT13 AAW
62| ARHGAP33 AAW
62 CELF6 AAW
62| MOSPD2 AAW
62 ICAM3 AAW
62| MYLS AAW
62 PSMB10 AAW
62| CLEC3B AAW
62 HIST1H4C AAW
62| AP251 AAW
62 EIFAEBP1 AAW
62| IFI35 AAW
62 SCAMP2 AAW
62| NAB2 AAW X
62 SOX15 AAW X X
62| 2ZNF208 AAW
62 FBXO02 AAW
62| INTU AAW
62 HAUS7 AAW
62| SLC39A4 AAW
62 FBXO6 AAW
62| BENDS AAW
62 SGIP1 AAW
62| MRPL41 AAW
62 ZNF594 AAW
62| ZNF514 AAW
62 ZDHHC12 AAW
62| C3orf15 AAW X X
62 LRRCC1 AAW
62| C190rf33 AAW
62 CCDC151 AAW
62| ZNF441 AAW
62 PLEKHH2 AAW
62| SPDYE1 AAW
62 INF714 AAW
62| RPL23AP32 AAW
62 SNORD68 AAW
62| RNU4ATAC AAW
62| LOC100132707 AAW
62| HCG27 AAW
62| LOC100329109 AAW
62| LOC100506046 AAW
62 GPX1 IMA
62| cc2p28 IMA
62 Clorf204 IMA
62| ZNF814 IMA
62 DMGDH IMA
62| RPP25 IMA X
62 INF273 IMA
62| ZNF69 IMA X
62 C100rf79 IMA X X
62| Mcm8 IMA
62 TPTE2P2 IMA
62| HERC2P7 IMA
62 GABBR1 Liver
62| SNORD11 Liver
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62 C8orf4 Blood
62| AMT M
62 COL4AS M
62| MASTL M X
62 DAPK2 M X X
62| CSAD M
62 KAT2A M X
62| NANOG M X X
62 INF514 M
62| SNORA33 M
62 LOC344595 VE
Module ID|  Gene Symbol Tissue | eQTL | TF Key Driver Candidate gene in GWAS for:
CAD Plasma glucose Plasma T20M
63 PEPD VF
63 TSPO VF
63| L3MBTL3 VF
63 ZCCHC11 VF
63| PM20D2 VF
63 ETFB VF
63| GATSL3 VF
63 HSD17810 VF
63| FITM2 VF X
63 LGa VF
63| C100rf125 VF
63 PSIP1 VF
63| NSDHL VF
63 GEN1 VF
63| 0AZ3 VF
63 RBBP4 VF
63| LRRFIP1 VF X X
63 CTF1 VF
63| CHORDC1 VF
63 SETDB2 VF
63| DHCR7 VF
63 WDRS52 VF
63| ZFP62 VF
63 PARP8 VF
63| RBM4 VF X
63 ZFYVE21 VF
63| HNRNPA2B1 VF
63 NPAT VF X X
63| RBBP8 VF
63 BTAF1 VF X X
63| MTRF1 VF
63 NUCB2 VF
63| NKTR VF
63 TARBP1 VF
63| MALT1 VF
63 TMED1 VF
63| KIF3A VF
63 ZNF184 VF
63| TARDBP VF X
63 SLC25A10 VF
63| GCFC1 VF X X
63 SACS VF
63| KIAA0528 VF
63 ABHD14A VF
63| ATL3 VF
63 MRPL2 VF
63| NIN VF
63 DONSON VF
63| MCcm9 VF
63 RAB20 VF
63| PRPF388 VF
63 C120rf35 VF
63| FGD6 VF
63 CENPJ VF
63| CCNLL VF
63 HS1BP3 VF
63| ccoc14 VF
63 Clorf163 VF
63| NDUFS7 VF X
63 CEP70 VF
63| CEP135 VF
63 ANKRD36B VF
63| Mcme VF
63 ZC3H8 VF X X
63| GLMN VF
63 HELQ VF
63| CCDC45 VF
63 ZNF700 VF
63| IFI27L1 VF X X
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63 PDIK1L VF
63| PSENEN VF
63 C150rf38 VF
63| SASS6 VF
63 Csorf34 VF
63| CMAH VF
63 LOC285359 VF
63| DKFZp779MO065| VF
63 FL31306 VF
63 ccDC1448 VE
Module ID| _Gene Symbol Tissue | eQTL | TF Key Driver Candidate gene in GWAS for:
CAD Plasma glucose Plasma T2DM
68| myoc AAW
68| F10 AAW
68| IGFBPLL AAW
68| STEAP2 AAW
68| LRRN3 AAW
68| SYTL2 AAW
68| AIF1L AAW X
68| IL18R1 AAW
68| CALCRL AAW
68| HSPB3 AAW X
68| MYO0Z1 AAW X
68| GRHL2 AAW
68| INF257 AAW
68| ADHFE1 AAW
68| LHFPL1 AAW
68| SERHL AAW X
68| LHCGR IMA
68| HIPK3 IMA
68| Cllorfo3 IMA
68| AIF1L IMA
68| ZNF43 IMA
68| ZNF124 IMA X X
68| BST1 IMA
68| uspe IMA
68| SLC22A15 IMA
68| CLMN IMA
68| RASA4 Liver
68| HS3sT2 Liver
68| RTP3 Liver
68| ARLSB Liver
68| ALOX15B Blood
68| GLODS Blood
68 LOC100271836 Blood
68| ICAM1 ™M
68| KLHLS M
68| ZMAT1 M
68| CCDC66 M
68| CccbCal ™M
68| LGa M
68| C2orf63 ™M
68| ZNF138 M X X
68| CXorf57 M
68| ZNF92 M X X
68| ANKRD26 ™M
68| ESF1 M
68| ETAAL M
68| ZMYM1 M
68| HMGNS ™M X X
68| INF721 M
68| ZNF441 M
68| Gce2 M
68| ANKDD1A M
68| LOC339751 M
68| DKK3 SF
68| PLAU SF
68| BHMT2 SF
68| RPH3AL SF
68| FGF10 SF
68| GABRE SF
68| PRND SF
68| GAL3ST4 SF
68| ANKRD42 SF X X
68| HEATR4 SF
68| RASL11A SF
68| cP VF
68| LDLR VF X
68| SCN2A VF
68| PACRG VF
68| LY6E VF
68| NUDT2 VF X
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68 SEMA6 v
68| D F
68| P2RX1 v
Module ID|  Gene Symbol Tissue | eQTL | TF Key Driver Candidate gene in GWAS for:
CAD Plasma glucose li Plasma i T20M
73 COL1A1 Liver
73] COL1A2 Liver
73 PMP22 Liver
73] LTBP2 Liver
73 MGP Liver
73] PTGDS Liver
73 PTGIS Liver X
73] NTRK2 Liver
73 CcpPz Liver
73] DKK3 Liver
73 NPNT Liver
73] FLNA Liver X
73 MMP2 Liver
73] AEBP1 Liver X X
73 C1QTNF7 Liver
73] SSPN Liver
73 GPC3 Liver
73] sMoc2 Liver
73 SCUBE2 Liver
73] SRPX Liver
73 IGSF10 Liver
73] CLDN11 Liver
73 DPYSL3 Liver
73] MFAP4 Liver
73 GPC4 Liver
73] FRZB Liver
73 APOD Liver X
73] COL15A1 Liver X
73 CRYAB Liver
73 DPT Liver
73 FBLN1 Liver
73] FMOD Liver
73 IGFBP6 Liver
73 MN1 Liver
73 PRELP Liver
73] SoD3 Liver
73 THBS2 Liver
73 FAP Liver
73 ROR2 Liver
73] PTGES Liver
73 COL8A2 Liver
73] ISLR Liver
73 LOXL1 Liver
73] MEOX2 Liver X
73 MYL9 Liver
73] SPON1 Liver X
73 PDGFRL Liver X
73] THY1 Liver
73 FBLNS Liver X X
73] ADAMTS3 Liver
73 HSPB7 Liver
73] EHD2 Liver
73 PDZRN3 Liver
73] ABI3BP Liver
73 VGLL3 Liver X X
73] SERTAD4 Liver X X
73 VANGL2 Liver
73] SLC24A3 Liver
73 COL14A1 Liver
73] CLSTN2 Liver
73 RASL11B Liver
73] GAL3ST4 Liver
73 COL21A1 Liver
73] AHNAK2 Liver
73 HSPB6 Liver
73] MAMDC2 Liver
73 SVEP1 Liver
73] CCDC80 Liver
73 FIBIN Liver
73| CHI3L1 M X
Module ID|  Gene Symbol Tissue | eQTL | TF Key Driver Candidate gene in GWAS for:
CAD Plasma glucose li Plasma i T20M
76| ADRB2 VF
76| AVPR2 VF
76| ENG VF
76| TCN2 VF
76 VWF VF
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76| ADRA2C VF
76| CA4 VF
76| TPD52L1 VF
76| BAALC VF
76| CABP1 VF
76| TGFB1I1 VF X X
76| RHOC VF
76| PLOD3 VF
76| FAM1628B VF
76| LRRC32 VF
76| CLDNS VF
76| CASKIN2 VF
76| PDE2A VF
76| CD300LG VF
76| AIF1L VF
76| TRPM4 VF
76| HSPA12B VF
76| CRIP2 VF
76| GlA4 VF
76| GNAZ VF
76| PDGFB VF
76| TALL VF X
76| ADAM15 VF
76| NOTCH4 VF
76| TIE1 VF
76| MALL VF
76| SOX13 VF X
76| RAMP2 VF X X
76| RAMP3 VF
76| PCGF2 VF X
76| BRCAL VF X
76| HYALL VF
76| BACE2 VF
76| LmMCD1 VF X
76| ARHGEF17 VF
76| NPDC1 VF
76| KIF26A VF
76| KIF20B VF
76| EGFL7 VF
76| RASL12 VF
76| PCDH12 VF
76) RASIP1 VF
76| ROBO4 VF
76| NDUFA4L2 VF
76| TINAGL1 VF
76| SOX17 VF X X
76| ARAP3 VF
76| CXorf36 VF
76| GRRP1 VF
76| ARHGEF15 VF
76| USHBP1 VF
76| SEMA6B VF
76| RBP7 VF
76| C200rf160 VF
76| RAB3C VF
76| ESAM VF
76| CLEC14A VF
76| GPIHBP1 VF
76| BCL6B VF X X
76| KANK3 VF
76| TMEMB88 VF
76 LOC158376 VF
76, FU11235 VE
Module ID|  Gene Symbol Tissue | eQTL | TF Key Driver Candidate gene in GWAS for:
CAD Plasma glucose Plasma T20M
94/ ANK1 Blood
94/ EPB42 Blood
94 FECH Blood
94/ HMBS Blood
94 SLC4AL Blood
94/ SNCA Blood
94 OR2W3 Blood
94/ ACSL6 Blood
94 TSPO2 Blood
94/ IFIT1B Blood
94 SRRD Blood
94/ SLC6A9 Blood
94 ALDHSA1 Blood X
94/ EPB49 Blood
94 SLC14A1 Blood
94/ CAl Blood
94 TBCEL Blood X X
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94/ DNAJA4 Blood
94 KANK2 Blood
94/ SLC6A8 Blood
94 SOX6 Blood X
94/ RAB2B Blood
94 EPB41 Blood
94/ TMOD1 Blood
94 BCL2L1 Blood
94/ TMEMS6 Blood
94 BPGM Blood
94/ GYPB Blood
94 NFIX Blood X X X
94/ SPTA1 Blood
94 bPM2 Blood
94/ SELENBP1 Blood
94 E2F2 Blood X
94/ TGM2 Blood
94 ABCG2 Blood X
94/ TSPANS Blood
94 KLF1 Blood X X X
94/ TRIM10 Blood
94 GMPR Blood
94/ DNAJCE Blood
94 T™MCC2 Blood
94/ PLEK2 Blood
94 AHSP Blood
94/ RBM38 Blood X X
94 FAM46C Blood
94/ TMEM63B Blood
94 RANBP10 Blood
94/ UBE20 Blood
94 TNS1 Blood
94/ Cl4orfas Blood
94 0sBP2 Blood
94/ AscC2 Blood
94 SLC6A10P Blood
Module ID| _Gene Symbol Tissue | eQTL | TF Key Driver Candidate gene in GWAS for:
CAD Plasma glucose Plasma T2DM
100| ADORA1 SF
100| PDE1B SF
100 C140rf180 SF
100| LOC401052 SF
100 PRR5 SF
100| SLC29A4 SF
100 SLC2A4 SF
100| MOCs1 SF
100 C7orf68 SF
100| ANKRDS3 SF
100 ELMOD3 SF
100| LGALS12 SF
100 PLEKHG6 SF
100| SCRN2 SF
100 AQP7 SF
100| CDKN2C SF
100 CIDEA SF
100| CKB. SF
100 CNTFR SF
100| CPA1 SF
100 CPA2 SF
100| CSPG4 SF
100 TIMP4 SF
100| MDFI SF
100 TYRO3 SF
100| CSPGS SF
100 KCNEIL SF
100| PHLDA3 SF
100 PTPLA SF
100| CELSR1 SF
100 DAPK2 SF
100| KCNIP2 SF
100 YBX2 SF
100| MESP1 SF X X
100 SLC7A10 SF
100| NMB SF
100 UBTD1 SF
100| ADAMTS12 SF
100 BOK SF
100| PPP1R16A SF
100 PPP1R14A SF
100| SRCRB4D SF
100 TUSC5 SF
100| NAT8L SF
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100| FBXO2 S

100/ 7 F

100/ FAMS9 S
Module ID|  Gene Symbol Tissue | eQTL | TF Key Driver Candidate gene in GWAS for:

CAD Plasma glucose li Plasma T20M

103 c1aB AAW

103 CD14 AAW

103 Ccpa AAW

103 LGMN AAW

103 D37 AAW

103 CD68 AAW

103 TBXAS1 AAW

103 CD33 AAW

103 VsIGa AAW

103 CXCL16 AAW

103 c1ac AAW

103 SLC7A7 AAW

103 DHRS9 AAW

103 TYROBP AAW

103 AOAH AAW

103 PLEKHO2 AAW

103 L18 AAW

103 AIF1 AAW

103 CAPG AAW

103 D48 AAW

103 cD72 AAW

103 CD52 AAW

103 GNA15 AAW

103 HLA-DMB AAW

103 RAC2 AAW

103 ucp2 AAW

103 VAMP8 AAW X X

103 LY86 AAW

103 CSF1R AAW

103 RNASE6 AAW

103 HLA-DMA AAW

103 PLTP AAW

103 Ccb300C AAW

103 C10A AAW

103 SLC15A3 AAW

103 TREM2 AAW

103 CPVL AAW

103 MS4A6A AAW

103 MS4AdA AAW

103 EFHD2 AAW

103 TNFAIP8L2 AAW

103 FERMT3 AAW

103 CMTM7 AAW

103 LRRC25 AAW

103| C170rf87 AAW.
Module ID|  Gene Symbol Tissue | eQTL | TF Key Driver Candidate gene in GWAS for:

CAD Plasma glucose I Plasma T2DM

112 ADRA1D AAW

112| LOC100287428 AAW

112 ENPPS AAW

112] ABCB4 IMA

112 C9orf47 IMA

112] ZCWPW2 IMA

112 HISTIH1D IMA

112] NRN1 IMA

112 GBP3 IMA X

112] BTBD16 IMA X

112 Clorf110 IMA

112] CETP Liver

112 LDLR Liver X

112] CR1 Liver

112 CFP Liver

112] SIGLEC10 Liver

112 CCR1 Liver

112] EMR1 Liver X X

112 KCNJ10 Liver

112] GPR65 Liver

112 CYSLTR1 Liver

112] MARCO Liver

112 CXCR2P1 Liver

112] ARL16 Blood X

112 C21orf15 Blood

112] CTLA4 M

112 CPVL M

112] SNORDS50A SM

112 Cl4orf86 ™M

112] JAKMIP2 SF
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112] KANK4 SF
112 GUSBP3 SF
112] SMAS SF
112 SERTAD4 VF
112] GALNT14 VF
112 PRINS VF X
112] NCRNA00241 VF
112 HCG27 VF X X
112] C15orf28 VF
112 C220rf34 VE
Module ID| _Gene Symbol Tissue | eQTL | TF Key Driver Candidate gene in GWAS for:
CAD Plasma glucose I Plasma T2DM
128 IFITL Liver
128 IFI44 Liver
128 SERPING1 Blood
128 EPSTI1 Blood
128 TRIM6 Blood
128 IFIT3 Blood
128 0As1 Blood X
128 0AS2 Blood
128 SPATS2L Blood
128 LY6E Blood
128 IFI27 Blood X
128 EIF2AK2 Blood
128 MX1 Blood X
128 IFITL Blood
128 IFI6 Blood
128 OASL Blood X X
128 OTOF Blood
128 I1SG15 Blood
128 ccLe Blood X X
128 0AS3 Blood
128 IFI44 Blood
128 IFI44L Blood
128 LAMP3 Blood
128 LAP3 Blood X
128 HERCS Blood
128 UspP18 Blood
128 XAF1 Blood
128 IFITM3 Blood
128 PLSCR1 Blood
128 SIGLEC1 Blood
128 RSAD2 Blood
128 CMPK2 Blood
128| IFI6. SE
Module ID|  Gene Symbol Tissue | eQTL | TF Key Driver Candidate gene in GWAS for:
CAD Plasma glucose Plasma T20M
144 CyeB Liver
144 c1aB Liver
144 FCGR3A Liver
144 FOLR2 Liver
144 FCGR2B Liver
144 LILRB4 Liver
144 LILRBS Liver
144 D33 Liver
144 GPR34 Liver
144 VsIGa Liver
144 ciac Liver
144 PLAC8 Liver
144 LPARS Liver
144 TIMD4 Liver
144 PLA2G7 Liver X
144 L18 Liver
144 C3AR1 Liver
144 LY86 Liver X X
144 CD180 Liver
144 IGSF6 Liver
144 CD5L Liver
144 PILRA Liver
144 CPVL Liver X X
144 MS4AdA Liver
144 PDCDILG2 Liver
144 HAVCR2 Liver
144 SPIC Liver X
144 P2RY13 Liver
144 PIK3R3 VE
Module ID| _Gene Symbol Tissue | eQTL | TF Key Driver Candidate gene in GWAS for:
CAD Plasma glucose I Plasma T2DM
157 ZNF429 Liver
157 INF37A Liver X
157| DDX60L Liver
157 ZNF493 Liver
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157|

ZNF680
SMcée
NR1D2
ZNF138
ZNF91
PIBF1
KIAA1009
ANKRD26

=
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