Figure S1. Expression levels of selenoproteome in normal tissues of colon, esophagus, liver, lung and stomach. The brightness in
red represents the relative expression levels.
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Figure S2. The overall survival analysis of GPX3, GPX8, SELENOW, SELENOK, SELENBP1 and SECISBP2 in lung cancer

by the Kaplan Meier plotter.
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Figure S3. The overall survival analysis of SELENOP, TXNRDI1 and SEPHSI in liver cancer by the Kaplan Meier plotter.
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Figure S4. The SNV analysis of selenoproteome in colon adenocarcinoma by GSCALite. COAD, colon adenocarcinoma.
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Altered in 45 (76.27%) of 59 samples.
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