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Supplementary Figure 8a. LD heat plot of lead SNPs identified from the sex-combined, female-only,
male-only meta-analyses in the current study in addition to all previous SNPs identified also from the
TBX15-WARS?2 locus from other studies. Top plot shows r2(D’) between each SNP pair using the 1000G
CEU reference population, and the bottom plot shows r3(D’) between each SNP pair using 1000G YRI as

reference.
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Supplementary Figure 8b. LD heat plot of lead SNPs identified from the sex-combined, female-only,
male-only meta-analyses in the current study in addition to all previous SNPs identified also from the
GRB14 locus from other studies. Top plot shows r3(D’) between each SNP pair using the 1000G CEU
reference population, and the bottom plot shows r2(D’) between each SNP pair using 1000G YRI as

reference.
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Supplementary Figure 8c. LD heat plot of lead SNPs identified from the sex-combined, female-only,
male-only meta-analyses in the current study in addition to all previous SNPs identified also from the
ADAMTSO9 locus from other studies. Top plot shows r2(D’) between each SNP pair using the 1000G CEU
reference population, and the bottom plot shows r2(D’) between each SNP pair using 1000G YRI as
reference.
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Supplementary Figure 8d. LD heat plot of lead SNPs identified from the sex-combined, female-only,
male-only meta-analyses in the current study in addition to all previous SNPs identified also from the
RSPO3 locus from other studies. Top plot shows r2(D’) between each SNP pair using the 1000G CEU
reference population, and the bottom plot shows r2(D’) between each SNP pair using 1000G YRI as
reference.
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Supplementary Figure 9. Visualization of the TBX15-WARS2 locus using the UCSC genome browser. Top tracks show lead SNPs from current and
previous studies. The lead SNP is shown in a red vertical bar. All SNPs in r2 of 0.8 or higher with the lead SNP using1000G YRI is shown in black

vertical bars.
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Supplementary Figure 10. Visualization of the GRB14 locus using the UCSC genome browser. Top tracks show lead SNPs from current and previous
studies. The lead SNP is shown in a red vertical bar. All SNPs in r2 of 0.8 or higher with the lead SNP using1000G YRI is shown in black vertical bars.
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Supplementary Figure 11. Visualization of the ADAMTS9 locus using the UCSC genome browser. Top tracks show lead SNPs from current and
previous studies. The lead SNP is shown in a red vertical bar. All SNPs in r? of 0.8 or higher with the lead SNP using1000G YRI is shown in black
vertical bars.
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Supplementary Figure 12. Visualization of the RSPO3 locus using the UCSC genome browser. Top tracks show lead SNPs from current and previous
studies. The lead SNP is shown in a red vertical bar. All SNPs in r2 of 0.8 or higher with the lead SNP using1000G YRI is shown in black vertical bars.



