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S7 Fig. Extent of linkage disequilibrium (r?) between each pair of two
endometriosis-associated SNPs (rs10965235 and rs1537377) and GWAS tag SNPs
on 9p21 associated with other diseases.
GWAS tag SNPs were retrieved from NHGRI GWAS catalog, which are shown in
Supplemental Figure 1. We evaluated extent of LD for each pair of rs10965235 or
rs1537377 and the other variants by using PLINK v1.07 (Purcell et al., 2007).
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