Supplemetary Figures
Supplementary Figure 1. Quality control of the methyl capture sequenced samples

A. During the methyl capture efficacy testing by SYBR Green RT-PCR, human meDNA primer pair (TSH2B) was applied for detection of methylated DNA and human unDNA primer pair (GAPDH) was used to reveal unmethylated DNA. The efficiency of methyl DNA capture of particular genomic locus can be calculated from qPCR data and reported as a percentage of starting material: % (meDNA_MBD/ Total input). The figure shows the percentage ± standard deviation of MethylCap protein-binded methylated CpG containing DNA compared to total input DNA. NAT = normal adjacent tissue, AD = adenoma, CRC = colorectal cancer, P = patient
B. CpG coverage test analyses the coverage of the methylation sites in the genome. CpG enrichment method shows the extent of CpG site enrichment in the samples after Methyl Capture treatment. During the saturation analysis it is examined whether the number of reads is enough for determination of the reliable, reproducible coverage profile or not. 
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