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Supplementary figures
Supplementary Figure 1 Quantile-quantile plot for the joined FBAT-GEE analysis

il
40 -

w
o
1

Observed -logoP
N
o

e e

10-

0 2 4 6
Expected -logoP



Supplementary Figure 2 Quantile-quantile plot for the sex-specific only analysis
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Supplementary Figure 3 Quantile-quantile plot for the sex-specific only analysis after
additional quality control filtering
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Supplementary Figure 4 Regional association plot for GRID1 (rs1008912)
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Supplementary Figure 5 Regional association plot for RIOK3 (rs181239893)
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Supplementary Figure 6 Regional association plot for ZBTB7C (rs1944572)
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Supplementary Figure 7 Regional association plot for MCPH1 (rs13259125)
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