Figure S1. Global distributions of rs174576 in 53 world populations
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Figure S2. Plot of chromosome region showing a genomic area of LD with rs174576 in Europeans and East Asians
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Figure S3. Functional prediction of the SNPs in high LD (r2>0.8) with rs174576 using HaploReg
Query SNP: rs174576 and variants with r >= 0.8
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Figure S4. Locations of rs4236274 and rs4332037 in MAD1L1. The figure was plotted via LocusZoom using statistical
data from Hou et al. BPD GWAS.
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Figure S5. Associations of genetic variations surrounding rs78089757 with BPD in European populations. The figure
was plotted via LocusZoom using statistical data from Hou et al. BPD GWAS.
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