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Variants associating with uterine leiomyoma highlight genetic background
shared by various cancers and hormone-related traits

Rafnar et al.
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Supplementary figure 1. Locus plots for variants associating with leiomyoma from meta-analysis of
Icelandic and UK Biobank GWAS datasets. P values (-log10) of variant associations with leiomyoma
in the meta-analysis are plotted against their NCBI Build 38 positions. Known genes in the regions are
shown underneath each plot, taken from the UCSC Genes track in the UCSC Genome Browser. Only
high-quality markers are displayed with a 400kb window around the lead variant.
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Supplementary figure 2. Leiomyoma risk variants intersecting with regulatory regions and their

candidate target genes.



