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Supplementary information Figure 5 Methylation landscape of ASCs.

(A) X-chromosome inactivated in AFSCs, and reactivated in ASCs confirmed by lack of H3K27me3 spot.
Arrowheads show X-chromosome inactivation with H3K27me3 spots in AFSCs. Scale bars, 20um. (B)
Correlation analysis of CpG methylation level of 2 kb genomic tiles between ESCs, ASCs and EpiSCs.
Pearson correlation coefficient indicated. (C) Violin plot showing DNA methylation distribution at various
genomic features. (D) UCSC genome browser snapshot of CpG methylation level at representative naive

pluripotency genes.



