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Figure S1. Distribution and coverage of peaks in SP and NSP cells in the MS1 cell line.  

 

  



Figure S2. Differentially methylated genes containing altered methylated sequences in 

CpG islands. A total of 10 genes positively correlated with gene expression showed the 

methylation of CpG islands inside various genomic regions as follows: (A) CDS; (B) 

downstream 2k; (C) intron; (D) upstream 2k. 

 


