Altered in 10 (100%) of 10 samples. A
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Altered in 9 (100%) of 9 samples.
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Figure S1. The 30 most mutated genes and the number of mutations stratified per gene and per
sample in the GR (A) and PR (B).
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Figure S2. Somatic interactions between the most frequently mutated genes in GR (A) and PR

(B) groups, both co-occurrence and mutually exclusive, using pairwise Fisher exact tests.



