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Supplementary information, Figure S6. DNA methylome differences between HCC bulk cells 

and liver bulk cells. 

(A) The average DNA methylation levels from TSSs to TESs of all RefSeq genes and their 15-kb 

flanking regions in HCC and liver bulk RRBS data. 

(B) The average DNA methylation levels in different genomic regions as determined from bulk HCC 

and liver RRBS data. 

(C) The Pearson correlation between DNA methylation and gene expression was calculated on 

different regions in gene body (from TSS to TES) and their 15-kb flanking regions in bulk cell 

data. The correlations of adult liver cells were calculated using the published whole genome 

bisulfite sequencing data of adult liver cells (GSM916049) and the published RNA-seq data of 

human liver (accession number: ERX011229). 


