[bookmark: _GoBack]Supplemental Figure 1. Methylation and mRNA expression data for OPCML and FLRT2 from TCGA prostate adenocarcinoma (PRAD) database. Data from the 450K BeadChip probes overlapping the CpG sites within OPCML (A) and FLRT2 (C) DMRs is plotted. Each dot represents the percent of methylation at the indicated CpG site for each individual sample. The blue and pink dots represent the low Gleason and high Gleason samples, respectively. For (B) and (D), the scatter plot shows the correlation between the mean methylation values of DMRs and the mRNA expression levels from RNA-seq data of DMR-related genes.
Supplemental Figure 2. Integrative analysis of DMRs with copy number variations. DNA from 15 prostate tumor samples in the discovery cohort was subjected to SNP-array analysis. The CNAs affecting DMR or DMR-related gene regions are indicated. The PTEN, ERG, and TMPRSS2 genes were also listed. Orange, copy number loss; green, copy number gain; yellow, copy-neutral loss of heterozygosity (cnLOH); gray, normal.
