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Supplementary Figure 7. A heatmap representing the enrichment of transcription factors (TF) in hypermethylated regions of
different subtypes of the WCDT samples.

Heatmap representing the enrichment of TFs detected by HOMER34 tool in the hypermethylated regions of different subtypes of
WCDT samples. TFs were ranked by log (p-value). The color density indicates the rank of the TFs.



