SUPPLEMENTAL MATERIAL

Supplementary Table 1. SNPs included in the Genetic Risk Scores.

SNP GRS aljllleslke Trait Reference Genotype source Alleles Call Rate HWE MAF O/E ratio  risk
minor major

rs11206510 13 SNP C Mi Kathiresan et al (1) lllumina C T 100 0.901391 0.187422 +
rs1122608 13 SNP G MI Migen (2) lllumina T G 100 0.927459 0.257584 +
rs12526453 13 SNP C MI Migen lllumina G C 100 0.490701 0.338967 +
rs1746048 13 SNP C MI Migen lllumina T C 100 0.607481 0.144341 +
rs17465637 13 SNP C MI Migen lllumina A C 100 0.976142 0.297548 +
rs2259816 13 SNP T Mi Erdmann et al.(3) lllumina A C 100 0.906508 0.381355 +
rs3184504 13 SNP T MI Gudbjartsson et al (4) lllumina T C 100 0.920563 0.494598 +
rs3798220 13 SNP C MI Clarke et al (5) SHARe genotyped C T 99.82367 0.506117 0.016133 +
rs4977574 13 SNP G MI Migen lllumina A G 100 1 0.476797 +
rs646776 13 SNP T MI Migen lllumina G A 100 0.62563 0.216789 +
rs6725887 13 SNP C MI Migen lllumina C T 99.9861 0.923596 0.122679 +
rs9818870 13 SNP T MI Migen lllumina T C 99.9861 0.143876 +
rs9982601 13 SNP T MI Migen lllumina T C 100 0.991943 0.136376 +
rs10838738 102 SNP G BMI Willer et al. (6) lNlumina G A 100 0.992439 0.357252 +
rs10938397 102 SNP G BMI Willer et al. lllumina G A 99.9584 0.667494 0.428769 +
rs11084753 102 SNP G BMI Willer et al lllumina A G 99.9723 0.919315 0.335527 +
rs17782313 102 SNP C BMI Willer et al. lllumina C T 100 0.65171  0.216373 +
rs2568958 102 SNP A BMI Thorleifsson etal. (7) SHARe imputed G A 0.366943 1.018409 +
rs6265 102 SNP G BMI Thorleifsson et al. SHARe genotyped T C 99.98824 0.70728 0.188749 +
rs6499640 102 SNP A BMI Thorleifsson et al. SHARe imputed G A 0.401886 0.976767 +
rs6548238 102 SNP C BMI Willer et al. lllumina T C 100 0.989963 0.176063 +
rs7498665 102 SNP G BMI Willer et al. lllumina G A 100 0.880818 0.357044 +
rs7647305 102 SNP C BMI Thorleifsson et al. lllumina T C 100 0.782279 0.221776 +
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The 13 SNP MI/CHD GRS consists of the first 13 SNPs (for “MI” trait) in the Supplementary Table.

HWE — Hardy-weinberg equilibrium p-value; MAF — mean allele frequency; O/E ratio — observed to expected ratio for imputed SNPs;
Risk — direction of risk for CVD/MI (+ denotes increased risk whereas negative denotes decreased risk); MI — myocardial infarction or

coronary heart disease; BMI — body mass index; BP — blood pressure; CRP — C-reactive protein; DIABGLUC — diabetes or high
fasting glucose; LDL — low density lipoprotein; HDL — high density lipoprotein; TG - triglycerides



Supplementary Table 2. Additional MI/CHD SNPs included in the Genetic Risk Score

SNP Reference Risk Genotype Source | minor | major | Call HWE.p | MAF | O/E
Allele Rate ratio
rs10953541 C4D (22) C SHARe imputed T C 0.252 | 0.982
rs11556924 Cardiogram (23) C SHARe genotyped T C 98.88 0.095 0.378
rs12190287 Cardiogram G SHARe imputed G C 0.373 | 0.792
rs12413409 Cardiogram C SHARe genotyped A G 99.48 0.009 0.088
rs12936587 Cardiogram C SHARe imputed G A 0.539 | 0.822
rs1412444 C4D T SHARe genotyped T C 99.93 0.610 0.333
rs17114036 Cardiogram A SHARe imputed G A 0.110 | 0.859
rs17609940 Cardiogram G SHARe genotyped C G 99.48 0.269 0.196
1s216172 Cardiogram C SHARe imputed C G 0.364 | 0.979
rs2505083 C4D C SHARe imputed C T 0.404 | 0.874
rs2895811 Cardiogram C SHARe imputed C T 0.389 | 0.761
rs3825807 Cardiogram A SHARe imputed G A 0.432 | 0.989
rs46522 Cardiogram T SHARe genotyped C T 99.60 0.399 0.469
154773144 - Cardiogram G SHARe genotyped A G 90.20 | 2.29E-25 | 0.463
excluded
1s579459 Cardiogram C SHARe imputed C T 0.218 | 0.934
rs964184 Cardiogram G [llumina G C 100 0.858 0.143
rs974819 C4D T SHARe imputed T C 0.304 | 0.966
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