
Supplemental Figure 5. Genome-wide correlation between 5hmC and histone 

modifications. (A) liver normal, (B) liver tumor (C) lung normal, (D) lung tumor. Whole 

genomes were divided into 5 Kb sliding windows. 5hmC level and histone modification 

enrichments were calculated for each window and used for estimating Spearman correlation 

coefficients among them. 
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