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TF regulates many target gene(s)

Using UniProt annotation of 234 oncogenes and 176 tumor
suppressor genes, target genes of 67 common TFs were evaluated

Using Fisher's exact test, p-values on TF's target enrichment in
cancer-related genes were calculated

Size of node shows target enrichment in cancer genes:
larger = regulator of cancer genes

node color: red = down-wired

edge color: . red = loss
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