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Supplemental Figure 3. Liver c-DMRs replications using another cohort. Boxplot were 

plotted for amplified c-DMR. The blue dots represent average methylation levels of CpGs 

within c-DMRs for each normal/cancer group. Paired t test was performed for each c-DMRs 

between normal and cancer groups and p-value was showed in upper-right of each panel.  


