S2 Fig: Univariable Mendelian randomization estimates for individual lipid and
apolipoprotein traits

Odds ratio

Trait, MR method nSNPs of CHD (95% Cl) P
LDL cholesterol
Inverse variance weighted 209 —_— 1.66 (1.49,1.86) 2.4e-19
MR Egger 209 —— 200 (1.69,2.37) 4.2e-14
Weighted median 209 —_—— 1.69 (1.52,1.88) 8.7e-23
Weighted mode 209 —_—— 1.87 (1.67,2.09) 6.0e-22
Triglycerides
Inverse variance weighted 409 — 1.34 (1.25,1.44) 9.1e-16
MR Egger 409 —_—— 1.20 (1.07,1.34) 1.7e-03
Weighted median 409 —_— 1.21(1.10,1.33) 1.3e-04
Weighted mode 409 —_— 1.23(1.13,1.34) 2.6e-06
Apolipoprotein B
Inverse variance weighted 234 —_—— 1.73 (1.56,1.91) 1.5e-25
MR Egger 234 ——— 1.92(1.64,2.25) 1.9e-14
Weighted median 234 —_—— 1.92 (1.74,2.11) 9.7e-41
Weighted mode 234 —_— 1.84 (1.66,2.04) 1.7e-24
HDL cholesterol
Inverse variance weighted 490 —— 0.80 (0.75,0.86) 1.7e-10
MR Egger 490 —_— 0.92 (0.83,1.02) .114
Weighted median 490 —_— 0.94 (0.85,1.03) .19
Weighted mode 490 —_—— 0.95 (0.85, 1.06) .325
Apolipoprotein A-l
Inverse variance weighted 407 — 0.83 (0.77,0.89) 1.0e-06
MR Egger 407 —_— 0.91(0.80, 1.03) .117
Weighted median 407 —_— 0.92 (0.83,1.03) .144
Weighted mode 407 —_— 1.00 (0.91, 1.11) .92

I I

8 1 2
OR of CHD

Legend: Effect estimates are odds ratios of coronary heart disease (CHD) per 1 standard
deviation higher genetically instrumented trait, using a range of univariable Mendelian
randomization approaches (see Methods for further details). Plot generated using Stata
SE 13.1 (StataCorp). Cl = confidence interval, HDL = high-density lipoprotein, LDL = low-
density lipoprotein, MR = Mendelian randomization, OR = odds ratio, nSNPs = number
of single nucleotide polymorphisms.



