S1 Table. Weighted polygenic risk scores from the genome-wide association study

Gene Chr SNP NR? R?  In(OR)® ORP pb
GWA p < 5x10°

PRDM2 1p36.21 1s61775135 A C 1.153597 0.3155 3.59x10"3
GBA 1g22 rs75822236 C T 5.083886 1614  1.09x10°"°
FMO4 1924.3 1s3737926 T C 1.014731 0.3625 1.83x10°10
RNF144A 2p25.1 1s6741819 T C 1.382302 0.251  4.05x107'4
FLJ45964 2q37.3 1s59626274 T C 1342852 0.2611 5.78x10°'4
LINC01237 2q37.3 1s78458145 A G 1407722 0.2447 3.14x105
SPCS3 4q34.2 rs17688188 A G 1.312301 0.2692 5.99x1013
TCF24 8ql3.1 1s112859779 T C 1.686319 0.1852 3.33x10°'¢
C90rf92 9p22.3 rs12350582 A G 0.888714 2.432 1.49x108
LINGO2 9p21.1 1s56942085 G A 1.809108 6.105 3.90x10®
TMOD1 9q22.33 rs1052270 T C 0.893063 0.4094 2.71x1038
SUSD1 9q31.3 1s79461840 T C 1.933693 6.915 1.40x108
LINC00474 9q33.1 rs4979583 C T 0.896496 2.451 4.61x107
OLFML2A 9q33.3 1s79134766 A G 1972562 0.1391 1.70x10"
MYEOV 11q13.3 1s76855873 T C 1.107451 0.3304 1.23x10°!
ARHGAP32 11924.3 rs371331393 G A 3.774369 43.57  9.32x10?%
CD163L1 12p13.31  rs138525217 C T 433047 7598  6.20x102
SLC2A14 12p13.31 rs118107419 A C 1.395537 0.2477 1.44x10'4
DRAM1 12q23.2 157964241 A G 0910675 2.486 1.95x10°8
CUL4A 13q34 rs74115822 G A 1831781 6.245  1.12x10°1°
LINC02130 16p13.12  rs11646803 T C 0.790319 0.4537 4.76x101°




LOC102724084 16q23.2
SCARF1 17p13.3
MINK1 17p13.2
SLC47A1 17pl11.2
NAPA-AS1 19q13.32
DSCAM 21q22.2
LRRC3 21g22.3
SLC5A4-AS1 22ql12.3
Reported p < 0.05
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OR, odds ratio; SNP, single-nucleotide polymorphism.

#Non-risk (NR) and risk (R) allele were described.

®The values that indicates beta coefficient were computed by the natural log transformed OR

(i.e., In(OR)).

°OR and p-value were estimated by the multivariate logistic regression model after adjusting

for age, gender, hypertension, diabetes, hyperlipidemia, smoking status, and four genetic

ancestry values.





