Supplementary data
CCSI: a database providing Chromatin-Chromatin Spatial Interaction information

Supplementary Table 1 Chromatin interaction datasets used in this study
	Method
	Original Assembly
	Cell Type
	Enhancer Source
	Antibody
	GEO Number
	Data Source 
	Reference
	Resolution

	3C
	fission yeast
	NA
	NA
	NA
	SRP002804
	PubMed
	(1)
	20.0kb

	4 C
	mm6
	fetal liver
	NA
	β-globin
	GSE5891
	PubMed
	(2)
	31.2kb

	4 C
	mm6
	fetal brain
	NA
	β-globin
	GSE5891
	PubMed
	(2)
	29.6kb

	4 C
	mm6
	fetal liver
	NA
	Rad23a
	GSE5891
	PubMed
	(2)
	18.7kb

	4 C
	mm6
	fetal brain
	NA
	Rad23a
	GSE5891
	PubMed
	(2)
	18.1kb

	4 C
	mm9
	mESC
	PMID: 21632746 
	Oct4
	GSE45418
	PubMed
	(3)
	95.8kb

	4 C
	hg18
	K562
	FANTOM5
	CNC,nonCNC
	NA
	PubMed
	(4)
	0.2kb

	4 C
	hg18
	GM06990
	NA
	LCR-HS5
	NA
	PubMed
	(4)
	1.8kb

	4 C
	saccer2
	NA
	NA
	NA
	SRP002120
	PubMed
	(5)
	1.0kb

	4 C
	saccer2
	NA
	NA
	NA
	SRP002120
	PubMed
	(5)
	1.0kb

	5 C
	hg18
	GM12878
	FANTOM5
	α-globin
	NA
	PubMed
	(6)
	5.2kb

	5 C
	hg18
	K562
	FANTOM5
	α-globin
	NA
	PubMed
	(6)
	5.5kb

	5 C
	mm9
	MEF-female
	PMID: 22763441 
	NA
	GSE35721
	Pubmed
	(7)
	2.0kb

	5 C
	mm9
	MEF-male
	PMID: 22763441 
	NA
	GSE35721
	PubMed
	(7)
	2.2kb

	5 C
	mm9
	mESCs-female-PGK12.1-day2
	PMID: 21632746 
	NA
	GSE35721
	PubMed
	(7)
	2.2kb

	5 C
	mm9
	mESCs-female-PGK12.1-undiff
	PMID: 21632746 
	NA
	GSE35721
	PubMed
	(7)
	2.2kb

	5 C
	mm9
	mESCs-femaleXO-DXTX-undiff
	PMID: 21632746 
	NA
	GSE35721
	PubMed
	(7)
	2.0kb

	5 C
	mm9
	mESCs-male-E14
	PMID: 21632746 
	NA
	GSE35721
	PubMed
	(7)
	2.2kb

	5 C
	mm9
	mESCs-male-E14-undiff
	PMID: 21632746 
	NA
	GSE35721
	PubMed
	(7)
	2.1kb

	5 C
	mm9
	mESCs-male-EED-undiff
	PMID: 21632746 
	NA
	GSE35721
	PubMed
	(7)
	1.9kb

	5 C
	mm9
	mESCs-male-TT2G9A-undiff
	PMID: 21632746 
	NA
	GSE35721
	PubMed
	(7)
	2.1kb

	5 C
	mm9
	mESCs-male-TT2-undiff
	PMID: 21632746 
	NA
	GSE35721
	PubMed
	(7)
	2.0kb

	5 C
	mm9
	mNPCs-male-E14
	PMID: 21632746 
	NA
	GSE35721
	PubMed
	(7)
	2.1kb

	5 C
	hg19
	BJ
	NA
	NA
	GSE39505
	ENCODE (UW)
	NA
	4.7kb

	5 C
	hg19
	Caco2
	NA
	NA
	GSE39505
	ENCODE (UW)
	NA
	4.1kb

	5 C
	hg19
	GM06990
	NA
	NA
	GSE39505
	ENCODE (UW)
	NA
	4.7kb

	5 C
	hg19
	GM12878
	FANTOM5
	NA
	GSE39505
	ENCODE (UW)
	NA
	4.2kb

	5 C
	hg19
	HepG2
	UCSC-H3k27ac
	NA
	GSE39505
	ENCODE (UW)
	NA
	4.5kb

	5 C
	hg19
	K562
	FANTOM5
	NA
	GSE39505
	ENCODE (UW)
	NA
	4.4kb

	5 C
	hg19
	LNCaP
	NA
	NA
	GSE39505
	ENCODE (UW)
	NA
	4.2kb

	5 C
	hg19
	Mcf7
	UCSC-H3k27ac
	NA
	GSE39505
	ENCODE (UW)
	NA
	4.2kb

	5 C
	hg19
	SK-N-SH
	NA
	NA
	GSE39505
	ENCODE (UW)
	NA
	4.9kb

	5 C
	hg19
	HelaS3
	FANTOM5
	NA
	GSE39510
	PubMed
	(8)
	4.6kb

	5 C
	hg19
	hESC
	PMID: 20452322 
	NA
	GSE39510
	PubMed
	(8)
	4.7kb

	5 C
	hg19
	GM12878
	FANTOM5
	NA
	GSE39510
	PubMed
	(8)
	4.9kb

	5 C
	hg19
	K562
	FANTOM5
	NA
	GSE39510
	PubMed
	(8)
	5.0kb

	ChIA-PET
	hg18
	Mcf7
	UCSC-H3k27ac
	ER-α
	GSE18046
	PubMed
	(9)
	5.5kb

	ChIA-PET
	hg19
	K562
	FANTOM5
	RNAPII
	GSE33664
	PubMed
	(10)
	8.8kb

	ChIA-PET
	hg19
	Mcf7
	UCSC-H3k27ac
	RNAPII
	GSE33664
	PubMed
	(10)
	7.7kb

	ChIA-PET
	hg18
	CD4+ T cell
	NA
	H3K4me2
	GSE32677
	PubMed
	(11)
	6.7kb

	ChIA-PET
	hg19
	Hct116
	UCSC-H3k27ac
	RNAPII
	GSE39495
	ENCODE (GIS-ruan)
	NA
	0.7kb

	ChIA-PET
	hg19
	NB4
	NA
	RNAPII
	GSE39495
	ENCODE (GIS-ruan)
	NA
	0.7kb

	ChIA-PET
	hg19
	HelaS3
	FANTOM5
	RNAPII
	GSE39495
	ENCODE (GIS-ruan)
	NA
	0.7kb

	ChIA-PET
	hg19
	K562
	FANTOM5
	RNAPII
	GSE39495
	ENCODE (GIS-ruan)
	NA
	2.4kb

	ChIA-PET
	hg19
	Mcf7
	UCSC-H3k27ac
	RNAPII
	GSE39495
	ENCODE (GIS-ruan)
	NA
	2.4kb

	ChIA-PET
	hg19
	Mcf7
	UCSC-H3k27ac
	ER-α
	GSE39495
	ENCODE (GIS-ruan)
	NA
	0.8kb

	ChIA-PET
	hg19
	Mcf7
	UCSC-H3k27ac
	CTCF
	GSE39495
	ENCODE (GIS-ruan)
	NA
	0.8kb

	ChIA-PET
	hg19
	K562
	FANTOM5
	CTCF
	GSE39495
	ENCODE (GIS-ruan)
	NA
	0.8kb

	ChIA-PET
	mm9
	mESC
	PMID: 21632746 
	RNAPII
	GSE44067
	PubMed
	(12)
	3.0kb

	ChIA-PET
	mm9
	mNSC
	NA
	RNAPII
	GSE44067
	PubMed
	(12)
	5.5kb

	ChIA-PET
	mm9
	mNPC
	PMID: 21632746 
	RNAPII
	GSE44067
	PubMed
	(12)
	3.7kb

	ChIA-PET
	mm9
	e11.5limb
	PMID: 22763441 
	Smc1a
	GSE42237
	PubMed
	(13)
	4.0kb

	Hi-C
	mm9
	cerebellum
	PMID: 22763441 
	NA
	GSE34587
	PubMed
	(14)
	2.5kb

	Hi-C
	mm9
	cortex
	PMID: 22763441 
	NA
	GSE34587
	PubMed
	(14)
	2.5kb

	Hi-C
	mm9
	E14.5-brain
	PMID: 22763441 
	NA
	GSE34587
	PubMed
	(14)
	2.5kb

	Hi-C
	mm9
	E14.5-heart
	PMID: 22763441 
	NA
	GSE34587
	PubMed
	(14)
	3.0kb

	Hi-C
	mm9
	E14.5-limb
	PMID: 22763441 
	NA
	GSE34587
	PubMed
	(14)
	3.0kb

	Hi-C
	mm9
	heart      
	PMID: 22763441 
	NA
	GSE34587
	PubMed
	(14)
	2.5kb

	Hi-C
	mm9
	intestine  
	PMID: 22763441 
	NA
	GSE34587
	PubMed
	(14)
	2.6kb

	Hi-C
	mm9
	kidney     
	PMID: 22763441 
	NA
	GSE34587
	PubMed
	(14)
	2.5kb

	Hi-C
	mm9
	liver      
	PMID: 22763441 
	NA
	GSE34587
	PubMed
	(14)
	3.0kb

	Hi-C
	mm9
	lung       
	PMID: 22763441 
	NA
	GSE34587
	PubMed
	(14)
	2.5kb

	Hi-C
	mm9
	MEF        
	PMID: 22763441 
	NA
	GSE34587
	PubMed
	(14)
	3.0kb

	Hi-C
	mm9
	mESC       
	PMID: 22763441 
	NA
	GSE34587
	PubMed
	(14)
	2.7kb

	Hi-C
	mm9
	olfactory  
	PMID: 22763441 
	NA
	GSE34587
	PubMed
	(14)
	2.5kb

	Hi-C
	mm9
	placenta   
	PMID: 22763441 
	NA
	GSE34587
	PubMed
	(14)
	3.0kb

	Hi-C
	mm9
	spleen     
	PMID: 22763441 
	NA
	GSE34587
	PubMed
	(14)
	2.5kb

	Hi-C
	mm9
	testes     
	PMID: 22763441 
	NA
	GSE34587
	PubMed
	(14)
	2.5kb

	Hi-C
	mm9
	thymus     
	PMID: 22763441 
	NA
	GSE34587
	PubMed
	(14)
	3.0kb

	Hi-C
	mm9
	mESC
	PMID: 21632746 
	NA
	GSE35156
	PubMed
	(15)
	40.0kb

	Hi-C
	mm9
	cortex
	PMID: 22763441 
	NA
	GSE35156
	PubMed
	(15)
	40.0kb

	Hi-C
	hg18
	hESC
	PMID: 20452322 
	NA
	GSE35156
	PubMed
	(15)
	40.0kb

	Hi-C
	hg18
	IMR90
	PMID: 20452322 
	NA
	GSE35156
	PubMed
	(15)
	40.0kb

	Hi-C
	hg18
	IMR90
	PMID: 20452322 
	NA
	GSE43070
	PubMed
	(16)
	10.9kb

	situ Hi-C
	hg19
	GM12878
	FANTOM5
	NA
	GSE63525
	PubMed
	(17)
	10.0kb

	situ Hi-C
	hg19
	HelaS3
	FANTOM5
	NA
	GSE63525
	PubMed
	(17)
	25.0kb

	situ Hi-C
	hg19
	HMEC
	NA
	NA
	GSE63525
	PubMed
	(17)
	10.0kb

	situ Hi-C
	hg19
	HUVEC
	NA
	NA
	GSE63525
	PubMed
	(17)
	25.0kb

	situ Hi-C
	hg19
	IMR90
	PMID: 20452322 
	NA
	GSE63525
	PubMed
	(17)
	10.0kb

	situ Hi-C
	hg19
	K562
	FANTOM5
	NA
	GSE63525
	PubMed
	(17)
	10.0kb

	situ Hi-C
	hg19
	KBM7
	NA
	NA
	GSE63525
	PubMed
	(17)
	25.0kb

	situ Hi-C
	mm9
	mouse_lymphoblasts
	NA
	NA
	GSE63525
	PubMed
	(17)
	10.0kb

	situ Hi-C
	hg19
	NHEK
	NA
	NA
	GSE63525
	PubMed
	(17)
	25.0kb

	CHi-C
	hg19
	GM12878
	NA
	NA
	NA
	PubMed
	(18)
	7.3kb

	CHi-C
	hg19
	GM12878
	FANTOM5
	NA
	NA
	PubMed
	(18)
	5.2kb

	CHi-C
	hg19
	CD34
	NA
	NA
	NA
	PubMed
	(18)
	7.6kb

	CHi-C
	hg19
	CD34
	NA
	NA
	NA
	PubMed
	(18)
	5.9kb

	CHi-C
	mm9
	mESC
	NA
	NA
	NA
	PubMed
	(19)
	10.0kb

	CHi-C
	mm9
	mESC
	NA
	NA
	NA
	PubMed
	(19)
	4.7kb

	CHi-C
	mm9
	fetal liver
	PMID: 21632746 
	NA
	NA
	PubMed
	(19)
	10.0kb

	CHi-C
	mm9
	fetal liver
	NA
	NA
	NA
	PubMed
	(19)
	4.1kb
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