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Figure S1. Boxplot presenting the difference in DRG expression between primary tumor and adjacent normal tissues in each cancer type. *P < 0.05; **P < 0.01; ***P < 0.001.



[image: E:\SLSW.cluster\00000figure\补充1-1生存曲线.tif]
Figure S2. Kaplan–Meier curves of overall survival for DRGs in different cancer types (all P<0.01).
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Figure S3. The association between DRG expression and immune components. (A) The association between DRGs and immune subtypes across all the cancer types was tested with ANOVA. ***P<0.001. (B, C) The relationship between ESTIMATE immune score, stromal score and DRG expression based on the Spearman correlation test.

[image: E:\SLSW.cluster\00000figure\补充1-3干性相关.tif]
Figure S4. The association between cancer stemness features and DRG expression based on RNAss (A) and DNAss (B). Spearman correlation was utilized for testing.
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Figure S5. Genetic alterations of DRGs in PAAD. (A) Mutation frequencies of the DRGs in 173 patients from the TCGA-PAAD cohort. (B) Spearman correlation analysis of the correlation of the 15 DRGs. (C) Association of DRG gene expression levels with immune subtypes tested with ANOVA. *P <0.05; **P <0.01; ***P <0.001.
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Figure S6. Scatter plots presenting the correlation between DRG expression and RNAss, DNAss, stroma score, immune score and ESTIMATE score in PAAD using the Pearson correlation test.
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Figure S7. Kaplan‒Meier survival curve showing the association between DRG expression and overall survival for PAAD patients (P value was calculated by log-rank test).
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Figure S8. Unsupervised clustering of DRGs and consensus matrix heatmaps for k=3-7 in the cohort.
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Figure S9. Consensus clustering of DRGs in the TCGA-PAAD cohort by the k-means method. (A-H) Consensus clustering of DRGs and consensus matrices for k=2-7. (I) Kaplan‒Meier survival curves between the two subtypes. (J) PCA divided PAAD samples into two subtypes. PCA: principal component analysis.
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Figure S10. Construction of the disulfidptosis signature. (A) Profiles of the least absolute shrinkage and selection operator (LASSO) coefficients. (B) LASSO penalized Cox regression analysis. The vertical dashed line is at the optimal log (lambda) value.


[image: E:\SLSW.cluster\00000figure\补充6-1所有样本ciber-01.tif]
Figure S11. Characteristics of immune cell infiltration in the prognostic signature using the CIBERSORT algorithm. (A, B) Heatmap (A) and violin plot (B) present the immune cell infiltration between the two groups. (C-L) Scatter plots presenting the relationship between the risk score and immune cell infiltration.


[image: E:\SLSW.cluster\00000figure\补充7-4验证Array.tif] Figure S12. Validation of the risk score in the E-MTAB-6134 cohort. (A) Kaplan‒Meier curve of the OS between the two groups. (B) ROC curves to predict the sensitivity and specificity of 5-year survival according to the risk score. (C) PCA showed that the samples of different risk groups were separately distributed. (D, E) The distribution of the risk scores and survival statuses of PAAD patients.
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Figure S13. Validation of the risk score in the PACA-AU cohort. (A) Kaplan‒Meier curve of the OS between the two groups. (B) ROC curves to predict the sensitivity and specificity of 5-year survival according to the risk score. (C) Principal component analysis showed that the samples of different risk groups were separately distributed. (D, E) The distribution of the risk scores and survival statuses of PAAD patients.
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Figure S14. Validation of risk score in the GSE21501 cohort. (A) Kaplan‒Meier curve of the OS between the two groups. (B) ROC curves to predict the sensitivity and specificity of 5-year survival according to the risk score. (C) Principal component analysis showed that the samples of different risk groups were separately distributed. (D, E) The distribution of the risk scores and survival statuses of PAAD patients.
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Figure S15. Validation of risk score in the GSE57495 cohort. (A) Kaplan‒Meier curve of the OS between the two groups. (B) ROC curves to predict the sensitivity and specificity of 5-year survival according to the risk score. (C) Principal component analysis showed that the samples of different risk groups were separately distributed. (D, E) The distribution of the risk scores and survival statuses of PAAD patients.
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Figure S16. Validation of risk score in the GSE62452 cohort. (A) Kaplan‒Meier curve of the OS between the two groups. (B) ROC curves to predict the sensitivity and specificity of 5-year survival according to the risk score. (C) Principal component analysis showed that the samples of different risk groups were separately distributed. (D, E) The distribution of the risk scores and survival statuses of PAAD patients.
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Figure S17. Validation of risk score in the GSE71729 cohort. (A) Kaplan‒Meier curve of the OS between the two groups. (B) ROC curves to predict the sensitivity and specificity of 5-year survival according to the risk score. (C) Principal component analysis showed that the samples of different risk groups were separately distributed. (D, E) The distribution of the risk scores and survival statuses of PAAD patients.

[image: E:\SLSW.cluster\00000figure\补充7-4验证85916.tif]
Figure S18. Validation of risk score in the GSE85916 cohort. (A) Kaplan‒Meier curve of the OS between the two groups. (B) ROC curves to predict the sensitivity and specificity of 5-year survival according to the risk score. (C) Principal component analysis showed that the samples of different risk groups were separately distributed. (D, E) The distribution of the risk scores and survival statuses of PAAD patients.
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Figure S19. Boxplot showing the level of immune cell infiltration between the two groups using TIMER, CIBERSORT, CIBERSORT-ABS, QUANTISEQ, MCP-COUNTER, XCELL and EPIC algorithms.
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Figure S20. The role of the risk score in anti-PD-L1 immunotherapy. (A, D) Kaplan–Meier plot of overall survival by risk score groups for patients in the IMvigor210 cohort and GSE78220 cohort (log-rank test). (B, E) Proportions of anti-PD-L1 immunotherapy response in the high- and low-risk score groups. (C, F) Proportion of patients with high and low-risk scores in different anti-PD-L1 immunotherapy responses. PR, partial response; PD, progressive disease; SD, stable disease; and CR, complete response.
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Figure S21. The relationship between KRAS mutation and expression level of DRGs in the TCGA-PAAD database.

[image: E:\SLSW.cluster\00000figure\补充10.HPA.jpg]
Figure S22. Representative IHC images of DRGs in PAAD and normal pancreatic tissues derived from the Human Protein Atlas (HPA) database.
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Figure S23. Kaplan–Meier curves of overall survival for GLUT1 in different PAAD cohorts.

[bookmark: _GoBack][image: E:\SLSW.cluster\gene3.yanzheng\21.geneMeta\forest.CGH.tif]
Figure S24. Meta-analysis of five PAAD cohorts. HE: hazard ratio; SE: standard error; CGH: Chongqing General Hospital.
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