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Fig. S5. Whole-genome bisulfite sequencing (WGBS) analysis for embryonic progenitors and adult Lin28a+
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MuSCs and Pax7+ MuSCs (N=3 each).

(a) Whole-genome bisulfite sequencing (WGBS) analysis for Myf5+ Pax7+ embryonic progenitors and adult
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Lin28a+ MuSCs and Pax7+ MuSCs (N=3 each).

(b) GO and KEGG analysis of Cluster 2 in Fig.5a.
(c) GO and KEGG analysis of Cluster 3 in Fig.5a.
(d) GO and KEGG analysis of Cluster 5 in Fig.5a.
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