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ROC curve, Method = KM

sensitivity

— 1 year AUC = 0.692

2 yoar AUC = D.667

— 3 yoar AUC = 0.642
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Figure S1 - Validation of the prognostic prediction model based on two methylated DE-DDRGS'
expression in the independent external validation cohort GSE68465 (n = 442). A. The risk curve
based on the risk score of each sample, with green and red representing low- and high-risk
patients, respectively. The scatter plot represents survival status, with green and red dots
indicating survival and death, respectively. B. Kaplan-Meier (KM) plot for overall survival (OS)
based on the risk score of the two-gene signature in the GSE68465 cohort. C. ROC curves for 1-
, 2-, and 3-year overall survival. D. Heatmap showing the expression levels of methylated DE-
DDRGs in the high- and low-risk groups.
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