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Figure S1. Characterization of autosomal CpG methylation patterns continued.

A. Boxplot of average genome-wide single CpG methylation levels for different cell types of
the same tissue type.

B. Genome-wide distribution of average methylation levels for each CpG across 54 samples.

C. Frequency plot of the lowest DNA methylation levels across all the samples for all the
CpGs.

D. Clustering of 54 samples based on average methylation levels at 1kb sliding windows.
Average methylation levels of all the 1kb windows were used as input in hierarchical
clustering and the resulting clustering were visualized using iTOL (Letunic and Bork
2007).

E. Mean methylation levels of CpGs in different genomic features across 54 samples.
Promoter: 2kb regions upstream of transcription start sites; HCP: High CpG Promoters;
LCP: Low CpG Promoters; CGl: CpG Islands; CGI_Pr: CpG Islands overlapping with
promoters. CGl_NoPr: CpG Islands not overlapping with promoters.

F. A representative boxplot showing distribution of average methylation levels of CpGs in

various genomic features for the #3 skin melanocyte sample.



