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Figure S3: Chromatin State Map of BLCA

A) Transition parameters from CHromHMM state output.

B) ChromHMM output, example of Fold enrichment over genome categories (Tumour T391)

C) Number of genes by corresponding chromatin states at the TSS in the samples analyzed.

D) Pie chart illustrating chromatin state of all regions (entire genome), informative regions and top 1%
varying regions by signed-rank.

E) MCA of Chromatin states on 1% most varying genome segments.




