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Supplementary information, Figure S10, DNA methylome heterogeneity among 25 HCC cells.

(A)Distribution enrichment of each genomic elements in the 300 most variable windows compared
with all the variable windows. *: Fisher test FDR < 0.01; **: Fisher test FDR <107; ***: Fisher
test FDR <1071° (Fisher’s exact test).

(B) The DNA methylation levels of top 300 variable windows in subpopulation I HCC cells. The genes
and samples were arranged using Hierarchical clustering, separately.

(C) The DNA methylation levels of top 300 variable windows in subpopulation II HCC cells. The

genes and samples were arranged using Hierarchical clustering, separately.



