Supplementary Figure 1
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CancerCode pvalue SMARCA4 (BRG1) Hazard Ratio(95%Cl)
TCGA-ACC(N=77) 1.6e-5 : b 6.56(2.83,15.19)
TCGA-SKCM(N=444) 1.0e-4 8 1.61(1.27,2.04)
TCGA-SKCM-M(N=347) 1.1e-4 . HH 1.65(1.28,2.13)
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Supplementary Figure 2
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Supplementary Figure 3
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Supplementary Figure 4
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Raw_reads 60388450 58725318 46113258
Raw_bases(G) 9.06 881 6.02
Clean_reads 59847902 58230760 41563746
Clean_bases(G) 8.85 857 6.18
Clean_ratio 97.72% 97.32% 89.33%
GC_content 41.83% 41.83% 47.99%
Raw_Q20 98.07% 98.01% 95.45%
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Clean_Q30 94.87% 94.68% 93.51%
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Supplementary Figure 5
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