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            Abstract
The estrogen receptor is the master transcriptional regulator of breast cancer phenotype and the archetype of a molecular therapeutic target. We mapped all estrogen receptor and RNA polymerase II binding sites on a genome-wide scale, identifying the authentic cis binding sites and target genes, in breast cancer cells. Combining this unique resource with gene expression data demonstrates distinct temporal mechanisms of estrogen-mediated gene regulation, particularly in the case of estrogen-suppressed genes. Furthermore, this resource has allowed the identification of cis-regulatory sites in previously unexplored regions of the genome and the cooperating transcription factors underlying estrogen signaling in breast cancer.
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                    Figure 1: Summary of estrogen receptor and RNA PolII binding sites and correlation with nucleotide and gene number.[image: ]


Figure 2: Estrogen-mediated transcript changes and correlation with estrogen receptor binding.[image: ]


Figure 3: Estrogen receptor and RNA PolII binding relative to specific gene targets.[image: ]


Figure 4: Identification of enriched motifs within the estrogen receptor binding sites and validation of transcription factor binding.[image: ]


Figure 5: Involvement of cooperating transcription factors at estrogen receptor binding sites.[image: ]


Figure 6: The role of NRIP1 in mediating gene repression.[image: ]


Figure 7: Assessment of estrogen receptor binding properties in different cell systems.[image: ]
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In the version of this article initially published online, the estrogen receptor and RNA PolII binding data were aligned incorrectly in the top panel of Figure 3, which represents estrogen receptor binding at the ESR1 gene region. In addition, a reference to a website containing reference data files was omitted from the main text and Supplementary Note. This URL has been added to the Methods section and the Supplementary Note replaced. These errors have been corrected for all versions of the article
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