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SUPPLEMENTARY FIGURES 
 
 

 
 

Supplementary Figure 1. The diagnostic model was constructed by the methylation markers selected by the MDJNMF 
algorithm and JDSNMF algorithm. (A, B) are the ROC curves of the diagnostic model constructed by the MDJNMF algorithm and JDSNMF 
algorithm, respectively. 
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Supplementary Figure 2. Kaplan–Meier analysis of the effects of 25 DNA methylation sites on overall survival in TCGA-PRAD 
patients. (A–Y) are the KM survival curve of 25 methylation sites, respectively. 
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Supplementary Figure 3. The univariate Cox regression analysis results show the 31 prognosis‐related mRNAs. 
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Supplementary Figure 4. Correlation of immune cells with 7 mRNAs associated with prognosis. (A–R) are scatter plot of 7 mRNAs 
and immune cell correlation, respectively. 
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Supplementary Figure 5. Heat map of prognostic gene expression versus T stage and Gleason score in prostate cancer 
samples from the GEO cohort. 


