The Breast Cancer Epigenomics Track Hub

Online exploration and visualization tool for public cancer data
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WHY THE UCSC GENOME BROWSER? HOSTED DATA

» Combine views from thousands of data tracks

Breast Cancer ChIP-seq and CNYV tracks for:

> Easy way for integrating data from different

4 v Cell lines
experiments

. ; ’ . - v/ Cell line-derived xenografts
> Zoom-in into specific genomic regions of interest

. : v Patient-derived xenografts (PDXs)
> Organize your own data via Track Hubs

4 Primary tumor samples
> Track hubs are easy to create and manage

: \/Circulating tumor cells
» Track sets offer a convenient way to bundle

thematically related data from different sources v Metastasis

THEVIEWER & THETRACK CLUSTERINGTOOL
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Selected tracks from cell lines, normal tissues, and BC tumors
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Figure |. Extended promoter region of GREBI gene with ChIP-seq data shown in
both full and dense display modes. Samples are presented in the default order.
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Figure 2. Extended promoter region of GREBI gene with ChIP-seq data shown in dense display mode. Samples were
reordered by hierarchical clustering.

» Cell lines cluster together

> No consistent trend for tumor samples

>Different recruitment mechanisms for ESRI between, normal,
tumor and cell lines

Data from Severson et al. 2018, Mohammed et al. 2015, Takaku et al. 2018,
Ross-Inness et al. 2012, Chi et al. 2019, and Brisken Lab unpublished.



https://ccg.epfl.ch/bchub/

