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Fig. S1. Biological process GO terms of the 179 common genes.

Bailey et al. www.pnas.org/cgi/content/short/1018858109 1 of 5

www.pnas.org/cgi/content/short/1018858109


Fig. S2. Biological process GO terms of clusters 1 and 2.
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Fig. S3. Motif enrichment for the TRANSFAC p53 binding motifs.

Fig. S4. (A) Example p53 binding sites near well-known targets. (B) KEGG pathway analysis of genes found near binding sites.
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Fig. S5. (A) Biological process GO terms for genes found near the p53 cistrome. (B) Distribution of the p53 cistrome throughout the genome.

Fig. S6. Comparison of genes associated with ER and p53 binding sites. The red and blue circles represent the number of commonly regulated genes that are
found within 100 kB of an ER and p53 binding site, respectively. The purple overlap demonstrates the 36 genes that are regulated by both transcription factors.
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Fig. S7. GO term analysis of the 36 overlapping genes.

Table S1. p53 cistrome

Table S1

Table S2. SeqPos analysis of the p53 cistrome

Table S2
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