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rs8176693 at 9:136 (ABO) for THBD
rs8176741 at 9:136 (ABO) for TEK
_[ rs495828 at 9:136 (ABO) for F3
rs635634 at 9:136 (ABO) for PECAM1, SELE 6
rs17368659 at 11:102 (MMP12) for MMP12

| rs471994 at 11:102 (MMP1) for MMP1 4
' rs7946057 at 11:102 (MMP3) for MMP3
rs4129267 at 1:154 (IL6R) for ILBR 2

— rs6557662 at 8:23 (LOXL2) for NPPB
rs35207557 at 1:11 (NPPB) for NPPB
rs549596 at 1:11 (NPPB) for BNP
rs16873402 at 8:106 (ZFPM2) for PDGFB
rs6993770 at 8:106 (ZFPM2) for DKK1
rs33988101 at 19:49 (FUT2) for LGALS3
4'_7[ rs200433550 at 19:49 (FUT2) for F3
E. rs492602 at 19:49 (FUT2) for MMP10

—

=T w T - o= r—r<0®D
ZOBERZEZ230255R23
o mp° VY "pi X n= .

= N 80 > w

Potential pleiotropy between genome-wide significant SNPs and measured trait proteins. This figure shows all lead SNPs that have at least 2
associations with distinct proteins at P<0.05 / (83* 79) =7.7e-6. This cutoff reflects a conservative approach to the multiple testing burden for all
identified lead SNPs (79) with all tested protein traits (83). Protein traits are not displayed if they have no associations with the selected SNPs at
the defined threshold. Red colour indicates the main effect as reported in table S1. Grey-scale colours indicate the effect strength on a —log10(P)
scale as indicated.





