Supplementary Fig. S1

Kidney Renal Clear Cell Carcinoma (TCGA, PanCancer Atlas, 354 patients)
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Supplementary Fig. S2
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Supplementary Fig. S3
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Supplementary Fig. S4
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Supplementary Fig. S5
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Supplementary Fig. S6
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Supplementary Fig. S7
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Supplementary Fig. S8
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Supplementary Fig. S9
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PTEN: Putative copy-number alterations from GISTIC
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