Published datasets used in this study

Data Source Reference

F123 in situ Hi-C GSE86150 5

sNMseq GSE97179 6

Chromatin states in https://github.com /gireeshkbogu/c 2
mMESCs hromatin states chromHMM mm9

Single cell Methylome in 7

serum and 2i mESCs GSE56879
Single cell Hi-C GSE94489 3
Single cell Hi-C GSE84920 8
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