
Figure S1. Frequently mutated genes in TCGA breast cancer data. Here we show the 
most mutated genes for: (A) ER/PR(+)HER-2(-)  breast cancers, (B) HER-2(+) breast 
cancers, and (C) TNBC. The % Mutant indicates the percentage of samples with a mutation 
in the annotated particular gene. 
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