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Supplementary Figure S9 SMR locus plots for LRRC37A, LRRC37A2 and CHMP4C. The grey dots represent P-values for SNPs reported
in the Phelan et al. GWAS meta-analysis for epithelial ovarian cancer and diamonds represent the P-values for probes from the SMR test. Crosses
represent the eQTL P-values of SNPs associated with expression LRRC37A and LRRC37A2 (a) and CHMP4C (b) in endometrium. Positions are in hg38.
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