
Table S2. Association of genetic loci with CAD. Table of top 50 genetic loci used in the study
with their location, literature classification and significance score for association with the diseases.
The columns are: ‘Chr’ is the chromosome number on which the locus is located, ‘Start’ is the
starting base pair position of the locus on the chromosome, ‘End’ is the end base pair position of
the locus on the chromosome, Prcausal is the probability of the locus harboring a causal SNP as
detected by B-LORE, − log10(p) is obtained from simple regression using SNPTEST/META,
‘Relevant genes’ are the list of genes which were found to be associated with CAD in prior studies
(if no association is found then all genes are listed and if the locus is in a gene desert then no
genes are listed), ‘Prior evidence’ gives a brief description of the prior study which showed CAD
association.

Chr Start End − log10(p) Prcausal Relevant genes Prior evidence

9 21796220 22322430 18.300 1.000 (9p21) CARDIoGRAMplusC4D [1]

6 160807023 161302311 7.621 1.000 SLC22A3-LPAL2-LPA, PLG CARDIoGRAMplusC4D [1]

6 12595148 13274123 7.770 0.999 PHACTR1 CARDIoGRAMplusC4D [1]

17 1931655 2393319 5.515 0.999 SMG6 CARDIoGRAMplusC4D [1]

15 66961485 67392656 4.830 0.999 SMAD6, SMAD3 CARDIoGRAMplusC4D within

0.4Mb [1]

6 32321004 32682043 4.530 0.997 C6orf10-BTNL2, HLA region CAD GWAS in Han Chinese [2]

4 61230437 61583325 5.876 0.994 – –

13 111185709 111603888 5.403 0.994 COL4A1 CARDIoGRAMplusC4D within

0.4Mb [1]

9 135963011 136343647 4.955 0.994 ABO CARDIoGRAMplusC4D [1]

15 81297420 81691526 4.485 0.994 IL-16, C15orf16 CAD GWAS in Han Chinese [3, 4]

21 35394714 35838907 5.753 0.993 KCNE2 CARDIoGRAMplusC4D [1]

2 51622258 52002985 4.494 0.993 – (nearest gene NRXN1) CAD GWAS in OHGS1 +

WTCCC2 [5]

15 86063681 86455957 6.014 0.989 AKAP13 Blood pressure [6]

6 2549217 2940800 4.766 0.989 MYLK4 Downregulated in heart failure

patients [7]

3 189969941 190398385 4.783 0.988 IL-1RAP Mediator of IL-33 which is

associated with myocardial

infarction [8]

7 68811704 69230066 4.772 0.981 AUTS2 –
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Chr Start End − log10(p) Prcausal Relevant genes Prior evidence

12 124250106 124638005 5.022 0.976 ZNF664, CCDC92, DNAH10 Multiple risk factors (namely,

high-density lipoprotein cholesterol

level, triglycerides levels and

waist-to-hip ratio) [9–11]

3 137854258 138323836 4.873 0.973 MRAS CARDIoGRAMplusC4D [1]

13 111763359 112160416 4.512 0.969 ARHGEF1 Blood pressure [12]

20 57560777 57957389 4.511 0.968 GNAS-EDN3 Blood pressure [13]

1 109621436 110017105 4.460 0.965 SORT1 CARDIoGRAMplusC4D [1]

15 79448704 79841301 4.427 0.957 ADAMTS7 CARDIoGRAMplusC4D within

0.4Mb [1]

10 123274062 123671522 4.638 0.953 FGFR2, ATE1 –

3 5898557 6255997 4.543 0.943 – –

3 8693649 9083779 4.470 0.938 SSUH2, CAV3, OXTR, RAD18 –

2 160178699 160589777 5.488 0.905 BAZ2B Sudden cardiac arrest [14]

20 6451752 6849922 4.552 0.900 CASC20 Obesity [10]

13 82218231 82581703 4.491 0.895 PTMAP5 pseudogene –

19 47106264 47500762 4.414 0.887 Many genes in the region

4 120056815 120516597 4.393 0.883 USP53, MYOZ2, C4orf3,

FABP2

–

20 47211801 47982128 5.948 0.867 PREX1, ARFGEF2 –

10 1293100 1692433 4.642 0.863 ADARB2 Blood pressure [15]

14 100736719 101151030 4.901 0.832 SLC25A29, SLC25A47,

WARS, WDR25

–

18 29068068 29455957 4.364 0.824 DSG2 Arrhythmogenic right ventricular

cardiomyopathy [16]

18 46029300 46404281 6.165 0.820 CTIF –

2 45777620 46175313 4.487 0.806 SRBD1, PRKCE –

13 74448453 74845794 4.585 0.798 KLF12 Sudden cardiac arrest [17]

3 126550576 126943740 4.341 0.785 CHCHD6, PLXNA1 –

3 69808638 70205194 4.373 0.768 MITF –
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Chr Start End − log10(p) Prcausal Relevant genes Prior evidence

10 125115722 125468274 4.371 0.758 – –

2 167808448 168138372 4.562 0.742 XIRP2 –

8 76294909 76656609 4.960 0.699 HNF4G Obesity [18]

12 24861033 25241643 4.565 0.692 BCAT1, LRMP, CASC1 –

1 4980475 5356571 4.383 0.678 – –

10 117752333 118145972 4.595 0.677 GFRA1, CCDC172, PNLIPRP3 –

10 73521578 73833908 4.570 0.506 CDH23, PSAP, CHST3 –

16 53624847 54023335 4.420 0.223 FTO Obesity [19]

22 42695345 43092556 4.408 0.065 NFAM1, SERHL, RRP7A,

RRP7B, POLDIP3, CYB5R3

CyB5R3 regulates nitric oxide

induced soluble guanylate cyclase

activation, which is linked to

cardiovascular diseases (CVD) [20]

3 77268577 77637652 4.399 0.058 ROBO2 –

2 13330532 13602018 6.660 0.022 – –
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