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Supplementary Figure Legends

Supplementary Fig. S1 | Further mutations in genes encoding components of cytoplasmic
signaling (multiple pathways). A. Mutations in genes encoding components of cytoplasmic signaling
(n = 181). B. Mutations and copy number alterations in genes encoding components of cytoplasmic

signaling (n = 125).

Supplementary Fig. S2 | Further mutations in genes encoding ligands and receptors (multiple
families). A. Mutations in genes encoding ligands and receptors (n = 181). B. Mutations and copy
number alterations in genes encoding ligands and receptors (n = 125).

Supplementary Fig. S3 | Further mutations in genes encoding components of the cell cycle. A.
Mutations in genes encoding components of the cell cycle (n = 181). B. Mutations and copy number
alterations in genes encoding components of the cell cycle (n = 125).

Supplementary Fig. S4 | Further mutations in genes encoding components of DNA repair
pathways. A. Mutations in genes encoding proteins involved in DNA repair pathways (n = 181). B.

Mutations and copy number alterations in genes involved in DNA repair pathways (n = 125).

Supplementary Fig. S5 | Further mutations in genes encoding proteins involved in chromatin
modifications. A. Mutations in genes encoding proteins involved in chromatin modification (n = 181).

B. Mutations and copy number alterations in genes involved in chromatin modifications (n = 125).



Supplementary Figure S1
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Supplementary Figure S2
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Supplementary Figure S3
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Supplementary Figure S4
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Supplementary Figure S5
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