Table S1. EnrichR analysis of the enrichment of DNA sequence motifs based on

TRANSFAC and JASPAR PWMs in 100-bp genomic regions which gained nucleosomes in MEFs.

\Index” Name || P-value H Adjusted p-value H Z-score H Combined score\
1 |TBP [1.363e-22  |[4.266e-20 |-1.55 |68.97 |
2 |srRF |1.967e-15  |3.078e-13 |-1.64 147.22 |
3 |cBEPB |1.093e-11  |1.141e-9 |-1.57 132.25 |
4 |sox2 |2.425e-10  |[1.898e-8 |-1.66 129.56 |
5  |IRF2 |1.603e-9 |2.003e-7 -1.61 |25.98 |
6 |Gatal 6.211e-9 3.240e-7 |-1.59 |23.83 |
7 |ounD l8.788e-9 3.929¢-7 -1.61 23.75 |
8 |PouzF1 |l4.666¢-8 10.000001825 |I-1.61 |21.22 |
9 |cPeEB1 2.152¢-7 10.000006735 |-1.63 19.39 |
10 |NFYB 2.152e-7 [0.000006735 |-1.62 19.24 |




