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Supplemental Figure 1. Distribution of gene body methylation using RRBS and WGBS. A 
comparison of the distribution of gene body methylation across all genes in the liver 
measured by reduced representation bisul�te sequencing (RRBS) and whole genome 
bisul�te sequencing (WGBS) obtained from GEO:GSE92486. RRBS covers methylation over 
portions of 23000 genes as compared to near complete coverage of 29000 genes by 
WGBS. The gene body methylation pro�les obtained by RRBS do not represent the gene 
body methylation values observed by WGBS, likely in part due to the preference of RRBS 
for regions of high CG density which often have low levels of methylation (e.g. CpG 
Islands). 


