Supplemental Figure 5. Differently regulated methylation of CpG-poor and

CpG-rich regions.

(a) The number of hyper- (left panel) or hypomethylated (right panel) CpGs within each

genomic features. Non-CGI CpGs were represented by white bars and CpGs within CGIs

were represented by black bars. (b) The percentage of CpG-poor and CpG-rich promoter,

exon and intron regions covered in each cell line (c) For each CpG covered (left panel) or

not covered (right panel) by HMEC MeDIP sample, the fraction of CpGs shared by 0~6

BCCs was examined.
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