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e ALL ¢ BRCA + COAD/READ ¢ ESCA ¢ HNSC ¢ LAML ¢ LGG =+ LUAD °+ MB ° MM ¢ OV °* PRAD ¢ SKCM <« THCA

Cancertype | g cA - CESC « DLBC e« GBM ¢ KIRC ¢ LCML * LIHC  LUSC ¢ MESO * NB =+ PAAD ¢ SCLC ¢ STAD =+ UCEC



