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Figure S3. Methylation status of the promoters of NANOG and OCT4 genes.
Analysis was done by bisulfite pyrosequencing of genomic DNA isolated from 
indicated cell lines. Human dermal fibroblasts obtained from donor NP26, iPSC 
line derived from NP26 fibroblasts and conventional human ES cell line H9 were 
used as controls. Three CpG sites were analyzed in NANOG promoter and five in 
the OCT4 promoter (see Table S7).




