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Online Resource 4. Classical distribution of H3K4me3 and H3K27me3 marks around transcriptional start sites
(TSS) in TG1 and TG1-miR. H3K4me3 is concentrated around the TSS (left panel). H3K27me3 is both enriched at the
TSS and along the gene body (right panel). Profiles were established from the set of genes associated with H3K4me3
or H3K27me3 marks. Normalized read counts (y-axis) correspond to the number of sequences identified by

mega base per million of mapped sequences.
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