[bookmark: _GoBack]Table S4. Epigenomic marks with greater intensities near weak TFBS. For each TF (row) and each epigenomic mark (column), we tested whether the ChIP-seq signals of this epigenomic mark were significantly different near weak TFBSs than those near strong TFBSs. Significant differences of epigenomic intensities by a permutation test were marked with “v”.   

	
	H3K4me1
	H3K4me3
	H3K9me3
	H2AZ
	H3K27ac
	H3K27me3
	H3K36me3
	MRE

	cMyc
	
	v
	
	
	
	
	
	

	Esrrb
	
	v
	
	
	v
	v
	
	v

	Klf4
	v
	v
	
	v
	v
	v
	v
	v

	Nanog
	
	v
	
	
	v
	
	
	v

	nMyc
	
	v
	
	
	
	
	
	v

	Oct4
	v
	v
	
	v
	v
	v
	
	v

	Sox2
	v
	v
	
	v
	v
	v
	
	

	STAT3
	
	v
	v
	
	
	
	v
	

	Zfx
	
	
	
	v
	v
	
	
	




