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cg24100636, PRMT8 gene
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cg12818557, MMP16 gene
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cg07443748, CCT8L2 gene
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cg02601618, CCT8L2 gene
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cg18146506, NOP56 gene
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cg05766896, FCRL1 gene
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cg16734913, OR5W2 gene
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cg16876647, ZFP36L2 gene
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cg12092201, ZFP36L2 gene
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cg16377872, SLC1A6 gene
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cg27212232, DOK5 gene
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cg04211581, ESR1 gene
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cg24690071, ZIC2 gene
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cg00874055, GPR137B gene
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cg10562114, NANOS1 gene
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cg26135325, LCE3A gene
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cg00343414, C11orf87 gene
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cg25458871, 
PEG3 / ZIM2 genes
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cg16118839, CTSC gene
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cg16776350, CD84 gene
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cg00636390, MOS gene
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cg17225407, RND2 gene
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PEPCI

Predicted good prognosis
Prediced poor prognosis

+
+

> 69.1 (n=28)
≤ 69.1 (n=42)

Low methylation High methylation

 Figure S1: Individual Kaplan-Meier curves. Predictive power for PSA recurrence–free survival of the full classifier, PEPCI, and individual candidate CpG sites associated with the top20 
selected genes in the discovery cohort (n=70). p values from log-rank test. Red: high methylation (above median), blue: low methylation (below median).  


