Supplemental Figure S12. Distribution of RNA/DNA ratios for MT (left) and WT (right) split by HepG2
ChromHMM states. 15-state ChromHMM annotations (top) where obtained from the NIH RoadMap
Epigenomics analysis. 7-state ChromHMM annotation (bottom) was downloaded from the ENCODE
project and had not been annotated with further labels. Inserts not represented in the available annotations
(e.g. synthetic controls) were assigned to UnDef.
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HepG2 ChromHMM chromatin 7-state calls
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