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Supplementary information, Figure S4. Correlations between DNA methylation, gene expression

and DNA copy number in HepG2 cells.

(A) The Pearson correlations between DNA methylation and gene expression were calculated on
different regions on gene body (from TSS to TES) and their 15-kb flanking regions of HepG2 bulk
cells data.

(B) Scatter plot of the relative gene expression levels (red dot and line) and DNA methylation levels
(blue dot and line) in the corresponding genes’ promoter regions in scTrio-seq data. The relative
RNA expression levels are normalized log, (FPKM +1), whose values are normalized to 0~1 by
dividing with the max value. The genes were ranked by their relative expression levels in HepG2
bulk sample, and the genes’ FPKM values were reset to 0.001 when they were less than 0.001. The
Pearson correlation coefficients (r) were calculated between the DNA methylation levels of gene
promoters and relative gene expression levels.

(C) The Pearson correlations between DNA copy number and gene expression (or DNA methylation)

in bulk HepG2 cells at different resolutions.



