Supplementary Table 1 The information of primer and genomic location of reporter assays 
	Enhancer ID
	Forward primer
	Reverse primer
	Genomic location

	E1
	GTGCTTTACTCCACCTCTGA
	CAACTGACTGTAATCCTGCT
	chr5:143,906,499-143,907,275

	E2
	CTGTCGGAAGCACAAGAGGA
	TCCCCCAAACACCTCTCTGA
	chr18:32,557,533-32,558,124

	E3
	GCGGTCAAAGGTTCATTACCAT
	CACACCGGCACAGTTAGCAA
	chr10:59,974,112-59,975,078

	E4
	CTTTATGTAATTTTGGCTGTCT
	GCACAACCACCATCTACCA
	chr2:127,297,005-127,298,010






Supplementary Table 3 Quality control result of Cut&Tag for Cebpβ
	Marker
	Sample
	Total reads
	Uniq mapped reads
	Nodup reads
	Correlation
	Peaks

	
	
	
	
	
	
	

	Cebpβ
	Rep1
	34,752,094
	30,280,495
	17,105,790
	0.92
	39,661

	Cebpβ
	Rep2
	31,360,688
	27,560,571
	11,451,660
	
	

	IgG-Cebpβ
	Rep1
	38,784,032
	35,840,318
	11,004,566
	-
	-

	IgG-Cebpβ
	Rep2
	36,856,932
	34,048,871
	10,319,218
	
	










Supplementary Table 4 List of the primers used for CRISPR validation
	Enhancer
	Genomic location
	Primer name
	Sequences(5’-3’)
	Rank of
CHOP-CHOP website
	Off-target sites under 2 base mismatches

	Enhancer-R/L
	chr2:157,552,212-157,553,411
	L-sgRNA-E1-F
	caccGCCAGATACGAAAGAACGGT
	9
	0

	
	
	L-sgRNA-E1-R
	aaacACCGTTCTTTCGTATCTGGC
	
	

	
	
	R-sgRNA-E1-F
	caccgATGTCGCATAGGAGACGGCT
	4
	0

	
	
	R-sgRNA-E1-R
	aaacAGCCGTCTCCTATGCGACATc
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