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Supplementary Figure Legends:

Supplementary Figure S1: (A) Frequency of shallow and deep deletions of CDKN1B among
publicly available primary prostate cancer cohorts with sequencing data available on more than
50 patients, including Abida (1), PCF/SU2C (2,3), Taylor (4), TCGA (5), and GENIE (6). (B)
Frequency of shallow and deep deletions of CDKN1B among publicly available metastatic
prostate cancer cohorts with sequencing data available on more than 50 patients, including
Abida (1), Broad/Cornell (3,7), Kumar (3,8), PCF/SU2C (2), and and GENIE (6).
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