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Supplementary Figure 2

2.0
1.0
0.0
-1.0
-2.0

Norm. Expression

Risk loci

2.0
1.0
0.0
-1.0
-2.0

Norm. Expression

rs4808801

eQTL analysis
in GTEx Portal

SNPs
(number)

LRRC25
chr19_18460331_A_G_b38

AA AG GG
(152) (193) (51)

CTSW
chri1_65815595_G_T b38

2.0
1.0
0.0
-1.0
-2.0

Norm. Expression

GG GT TT
rs3903072 (136) (181) (79)

SSBP4
chr19_18460331_A_G_b38
c
20
[
3 1.0
= |
200 ‘m' '@ /'m
u ]
= 10
5 20
z
AG GG

rs4808801 (152) (193) (51)

SNX32
chr11_65815595_G_T_b38

[
2 20
%]
o 1.0 ]
S ||
g0 Wig(E
g 1.0
5 20
zZ
GG GT TT
3903072 (434) (131 (79)
MRPL34
chr19_17278895_G_A b38
c
2 20
7]
o 1.0
5 n
2 00 - i
g 10
£ 20
zZ
rs8170 20 GA AA

(251) (125) (20)



Supplementary Figure 3
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Supplementary Figure 4
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Supplementary Figure 5
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Supplementary Figure 6
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Supplementary Figure 7
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