Figure S1: IGV screenshots (A) p65-specific peaks at the NFKBIA locus. (B) E2F1-specific and HeLa-
specific peak at the CCNA2 locus. (C) p65-E2F1 peak at the Statl locus. (D) p65-E2F1 HeLa specific
peak at the OAS3 locus. (E) p65, E2F1 peaks at the Myc locus
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Figure S2: (A) Venn plots depicting the common E2F1-p65, the E2F1-specific and the p65-specific
binding regions in U20S cells. (B, C, D) Aggregate plots (up) and heatmaps (down) illustrating the
signal distribution for E2F1, p65 and H3K27ac around the E2F1-specific, the common E2F1-p65 and
the p65-specific binding regions respectively
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Figure S3: (A, B, C) Figure panels depict the genomic distribution of E2F1-specific, E2F1-p65 common
and p65-specific peaks respectively in U20S cells. D and E show the top motif for E2F1-specific and
p65-specific peaks respectively. (F, G, H) Figure panels illustrate the top biological processes for E2F1-
specific, E2F1-p65 common and p65-specific peaks respectively
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