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S2 Fig.
Comparison of two cell types using methylation levels of CpG sites within open sea and
CGIs. Using CpG sites within open sea, methylation profiles were similar between cell
types from one cell lineage (A and B), but different between cell types from different cell
lineages (C and D). In contrast, using CpG sites within the CGIs, methylation profiles were

similar even between cell types from different cell lineages.



