Supplementary Figure S1. Necroptosis scores did not differ significantly between early and advanced tumors.

[bookmark: _GoBack]Supplementary Figure S2. (A) 94 prognostic genes were selected by univariate Cox analysis (p <0.05). (B) Consensus matrix heatmap defining two gene clusters (k = 2). (C) 15 genes were applied in constructing the signature by multivariate Cox analysis.

Supplementary Figure S3. (A-D) The Kaplan-Meier analysis, expression profiles, survival status, and risk scores in the training cohort. (E) The ROC curves in the training cohort. 

Supplementary Figure S4. (A-D) The Kaplan-Meier analysis, expression profiles, survival status, and risk scores in the testing cohort. (E) The ROC curves in the testing cohort. 

Supplementary Figure S5. Recognition of anti-tumor drugs for the model. 

