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Figure S1. Characteristics of RAD51 binding sites in enhancer and promoter regions. Line plots show
average enrichment of RAD51 binding at RAD51 binding sites in enhancer and promoter regions. Box
plots show the expression level of genes closest to the RAD51 binding sites in enhancer and promoter

regions.
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Figure S2. Motif analysis of H3K4me3-enriched regions. The top five motifs are shown.
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Figure S3 (continued). Comparative analysis
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of binding sites of RAD51- and E-box-related proteins.

Heatmaps show enrichment of RAD51- and E-box-related proteins at the binding sites of a given

protein (bottom) in HepG2 cells.
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Figure S3 (continued). Comparative analysis of binding sites of RAD51- and E-box-related proteins.

Heatmaps show enrichment of RAD51- and E-box-related proteins at the binding sites of a given

protein (bottom) in K562 cells.
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Figure S3 (continued). Comparative analysis of binding sites of RAD51- and E-box-related proteins.
Heatmaps show enrichment of RAD51- and E-box-related proteins at the binding sites of a given
protein (bottom) in MCF-7 cells.



