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GENCODE V47lift37 (18 items filtered out)

100 vertebrates conservation by PhastCons

H3K27Ac Mark (Often Found Near Active Regulatory Elements) on 7 cell lines from ENCODE

GeneHancer Regulatory Elements and Gene Interactions

GeneCards genes TSS (Double Elite)

Interactions between GeneHancer regulatory elements and genes (Double Elite)

Clustered interactions of GeneHancer regulatory elements and genes (Double Elite)

Transcription Levels Assayed by RNA-seq on 9 Cell Lines from ENCODE

H3K4Me1 Mark (Often Found Near Regulatory Elements) on 7 cell lines from ENCODE

H3K4Me3 Mark (Often Found Near Promoters) on 7 cell lines from ENCODE

Transcription Factor ChIP-seq Clusters (161 factors) from ENCODE with Factorbook Motifs

100 vertebrates Basewise Conservation by PhyloP

DNaseI Hypersensitivity Clusters in 125 cell types from ENCODE (V3)

Transcription Factor ChIP-seq Clusters (338 factors, 130 cell types) from ENCODE 3

Transcription Factor ChIP-seq from ENCODE (V2)

Repeating Elements by RepeatMasker
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1/6 LCEBPB
5/6 LKAi LCEBPB

1/3 MCUX1
1/4 LATF2
1/3 KNFATC3
1 KMGA
1/12 lRAD21
1/3 lHNF4A
1/11 lFOXA1
1/4 lFOXA2
1/5 lRXRA
1/6 ACEBPB
169/194 wu l pbhsh thgmmtonb f shmkMAsh2beoMesb tgeoaecgSpMp fasp1hbba tu l t pu t f ae fSgpngurMc tGpe fecap tpaaAs i a l 1r cMbLa fgdkgmKsStg fb i t nbguh2ass r f ga f cbaHps fbgeeshsevsg tSfagbor vwb l oeaCTCF
5/6 i LGnASMC3
12 l LAn l l 1G1 i LSRAD21
1/5 lRXRA
1 KMEIS2
1/4 LARID3A
1/19 KREST
2/3 tMGATA3
1/4 GZNF143
2/4 hLZNF384
1 1CHD7
1/4 MTRIM22
1/4 hPKNOX1
4/6 KAi LCEBPB
1/3 MSMARCA5

7/15 gmhngpaEZH2
2/12 l lYY1
3/7 1LARNF2
2/6 1GSUZ12
1/2 ACBX8
1/2 LCBX2
1/2 pTCF7L2
1/53 tEP300
2/3 GMBMI1
1/2 hL3MBTL2
2/6 l lMAX
1/3 1USF1
1/13 lJUND
1/10 1SIN3A
1/2 LXRCC5
1/3 1ASH2L
1 1KDM4A
1/82 tPOLR2A
1/3 1RBBP5
2/9 l lSP1
1/2 LRBM39
1/3 lNR2F2
2/5 l lRXRA
1/5 1CHD1
1/53 tEP300
1/3 KZSCAN29
45/82 seb tgp tbuo tbes1 t vbrueu tpssgp t i t ubasugebpgsHguPOLR2A
1/12 lRAD21
1/2 lHNF4G
1/6 lMAX
2/12 l lYY1
3/194 22bCTCF
1/3 MBMI1
2/3 l lHNF4A
1/5 lRXRA
1/9 lSP1
1/11 tFOXA1
1/2 gSPI1
1/2 ACBX8
1/4 1PHF8
1/10 1TAF1
1/7 1RNF2
1/10 1SIN3A
1/2 LRBM39
1/9 1HDAC2
1/2 LHNRNPLL
1/5 hZFX
1/3 1RBBP5
1/2 pTCF7L2
1 1KDM4A
1/3 1ASH2L
1/6 lMAX
8/194 l bp lMMb tCTCF
3/19 p l lREST
1/2 1SAP30
4/10 Hp l 1TAF1
2/12 l lYY1
6/53 su1s teEP300
1/4 1TBP
1/2 hL3MBTL2
2/5 l lRXRA
1/10 1SIN3A
2/11 MMMYC
3/8 Gl lZBTB33
1/4 bSMARCA4
3/9 l 1 lSP1
4/13 l l 11JUND
2/3 l lHNF4A
7/11 LMl L t lAFOXA1
4 l L l LFOXA2
1/6 hFOXK2
1/7 ARNF2
1/3 MZNF217
2/5 MMCREB1
1/8 1TCF12
1/2 LHNRNPLL
3/6 1MGSUZ12
1/4 nMXI1
1 MZNF444
1/8 HGABPA
1/12 nRAD21
1/6 nSMC3
2/11 MMMYC
1/3 tGATA3
2/7 iGBHLHE40
1/5 hZFX
2/7 1ARNF2
2/10 M1SIN3A
1/2 1SAP30
1/11 MMYC
1/4 MPKNOX1
1/2 MZNF687
1/3 MBMI1
1 LTFAP4
1/6 lMAX
10/82 bbbr t t aubgPOLR2A
1/10 lTAF1
7/11 LMl L t lAFOXA1
2/8 l lZBTB33
1/5 lRXRA
1/3 lHNF4A
2/12 n lRAD21
1/7 LBHLHE40
4 l L l LFOXA2
1 1KDM4A
1/2 hL3MBTL2
9/194 s2b tpeebgCTCF
1/7 iBHLHE40
1/6 hARNT
1/4 1BRCA1
3/12 l 11RAD21
1/3 1ASH2L
4/82 pbb tPOLR2A
1/53 1EP300
1/12 1YY1
1/4 1ZNF143
1/7 1EGR1
1/3 MGATA3
2/11 MtFOXA1
1/3 MBMI1
2/5 MMRFX1
1/3 hCTBP1
1/53 sEP300
1/4 hPKNOX1
1/194 lCTCF
2/5 MMCREB1
1/3 GRBBP5
1/6 mFOS
1/4 LRAD51
1/2 KMITF

1/6 MFOS
1/2 KZNF316
8/9 KL1 iAMLHMAFK
1 KC11orf30
3 HLKMAFF

1/2 KU2AF1
1/11 lFOXA1
4/13 lS l LJUND
2/3 l lHNF4A
1/6 iCEBPB
2/7 l lATF3

5/6 MimmmFOS

1/3 HMAFF
1/9 HMAFK
8/194 sge fmhbbCTCF
1/4 bSMARCA4
6 GLKAi LCEBPB

1/2 KPCBP2
1/4 LATF7
1/4 LATF2

3/5 MKMRFX1

1/53 nEP300
1/194 aCTCF

1/3 tGATA3
1/4 LATF7
1 KC11orf30
5/194 obgMfCTCF
4/9 L iALMAFK

1/2 KZNF316
1/3 LMAFF

1/5 MZFX

1/2 hSPI1
1/3 tGATA3
1/11 tFOXA1
2/11 MtFOXA1
1/3 1ASH2L
1/9 1SP1
1/8 1TCF12
1/3 1RBBP5
2/5 MMCREB1
1/2 pTCF7L2

2/3 tMGATA3
1/2 gNANOG
1/11 tFOXA1

1/2 GJUNB

2/9 l lSP1

1/2 lHNF4G

2/3 l lHNF4A

1/2 KU2AF1
1/2 KU2AF2
1/6 iCEBPB

1/3 sGATA2

1/3 sGATA3

5/9 KL iALMAFK

3 HLKMAFF

1/2 KZNF316
1 KC11orf30
1/4 hPKNOX1

1/4 1SRF
1/2 lHNF4G
3/7 1 l lEGR1

2/3 l lHNF4A

2/12 1SYY1

2/5 MLCREB1
1/4 LATF7

2/4 LKATF2
1/5 MCREB1
3/4 MLGRAD51
1/3 MSREBF1
1/2 KMITF
1/4 hPKNOX1

1/4 LATF2

1/2 MNCOA3

1/2 hSPI1
1/4 MATF7

7/9 KL iAMLHMAFK

3 HLKMAFF

1/2 KZNF316
38/194 phhmM2obegGnggcaar cML fgg2rgabeSfgoboacCTCF

2/12 l LRAD21

1/5 cZFX

1/4 LFOXA2
1/11 MFOXA1

51/194 bhmmkM2oMb tegSGMpfb l f nMca t l r cML fdgmg2r faHfbehSorbocCTCF

7/12 l l 1G1LSRAD21
2/3 tMGATA3
1/4 hPKNOX1

2 MMNFIB

1/4 hPKNOX1

1/2 KMITF

1/7 LMNT
1/9 AMAFK
3/5 KMKRFX1
1/3 MBMI1
1/4 LATF2
1/4 hPKNOX1
1/6 MFOS

2/13 hLJUND

1/194 rCTCF

1/9 AMAFK
1/2 KZNF316

1/82 tPOLR2A

2/9 l lSP1

2/5 l lRXRA

2/7 l lATF3
2/3 l lHNF4A

2/5 MMRFX1

1 MZBTB7B

1/5 MZFX
3/4 LGMATF7
2/6 MmFOS

3/4 GLKATF2
1/13 LJUND

3/5 MMLCREB1

1/6 LCEBPB

1/4 LFOXA2
1/11 MFOXA1
1/2 KZNF316

1/7 KATF3

2/9 ALMAFK
1/4 LATF2

1/4 GMLLT1
1/6 eFOS

1/2 hSPI1
1/8 hGABPA
2/9 ALMAFK
1/4 nMXI1

1/53 nEP300

1/8 hGABPA

1/2 KZNF316

3/6 mmmFOS

1/4 bSMARCA4

52/194 pbhhhmMA2oMsb taeMabu fa fucGp ta l rMLadm2 fap fegbor vwboa tCTCF
5/12 nG1 i LRAD21

3/4 GhLZNF384
1/53 uEP300
8/194 2ppp fbebCTCF

1/53 uEP300
1/11 tFOXA1
1/2 gSPI1
1/2 KZNF316

2/5 MMCREB1
1/4 LATF2
1/9 1HDAC2
1/9 LMAFK
1/6 1KDM1A

3/7 KKMZNF24

1/82 bPOLR2A

1/6 mFOS
1 KTAF9B

10/194 hoMbeMn f vbCTCF
1/12 nRAD21

1/6 nSMC3

1/194 vCTCF
1/4 LATF2

2/6 KiCEBPB
1/2 KZNF316

5/9 L iALHMAFK
2/3 HLMAFF
1/6 iCEBPB

1/4 LATF2

1/2 KNFIC

1 LLCORL

2 MMNFIB

1 GEED

1/2 GJUNB

2/6 emFOS

3/4 GLKATF2
1/2 KMITF

1/4 bSMARCA4

1 KATF4

1/4 LATF2
1/11 tFOXA1
1/2 MNFIB
4/6 KAi LCEBPB

3/9 LALMAFK

1/3 LMAFF

1/4 hZNF384

1/9 AMAFK

6/53 ssg t ssEP300
1/194 gCTCF
1/2 KZNF316

2/9 ALMAFK
1/3 LMAFF

1/2 KHNRNPK

1/3 tGATA3

1/11 tFOXA1

138/194 t l pbsh tmmnb f shmkAsh2eoMesb tgeaecpMp fap1bba tu l t f ae fSgpngurMgc tpe fecap tpaaAs iCTCF

1/12 lYY1

2/9 l lSP1

1/3 lNR2F2
2/7 l lATF3

1/13 lJUND

1/6 MRCOR1

1/3 MCTBP1
2/3 l lHNF4A
2/4 l lFOXA2

1/3 MBMI1

1/4 MTRIM22
9/12 l L l l 1G1 i LRAD21
2/6 LGSMC3
3/6 Ai LCEBPB
1/11 LFOXA1

2/5 l lRXRA

1/4 GZNF143
1/3 MGATA3
1/2 KMITF
1/2 KZNF316
1/9 LMAFK
1 GTBX21

1/7 LMNT

2/4 LKATF2

1/6 iFOS

1/4 bSMARCA4

1/3 lHNF4A

1/2 LRBFOX2
1/82 ePOLR2A

2/12 l lYY1

1/5 lRXRA
1/53 LEP300

3/9 L l lSP1

1/4 bSMARCA4
1/7 lEGR1
4 l L l LFOXA2
8/11 LMl LLh tAFOXA1
1/3 LKDM5A
1 1CHD7
1/4 LARID3A
1/2 pTCF7L2
1/13 lJUND
2/3 tMGATA3
2/5 hhTRIM28
5/82 gbs tuPOLR2A
1/4 GSRF
1/15 aEZH2
2/3 l lHNF4A
1/2 MHES1
2/5 l lRXRA
2/9 L lSP1
1/10 pTAF1
1/4 bSMARCA4
5/11 L l L t lFOXA1
4 l L l LFOXA2
2/4 hLZNF384
1/3 LASH2L
2/82 r tPOLR2A
3/9 L l lSP1
1/3 lHNF4A
2/5 L lRXRA
4 l L l LFOXA2
4/11 L l L lFOXA1
1/12 lYY1
1/7 lATF3
1/10 lTAF1
1/3 hCTBP1
1/4 hPKNOX1
1/6 iCEBPB
1/2 LRBFOX2
1/4 lFOXA2
1/4 GZNF384
1/4 GMLLT1
1/4 GSRF
1 LHNF1A
1/2 LHNRNPUL1
1/9 LSP1
2/4 LGATF7
1/4 LATF2
1/4 hPKNOX1
1/3 hCTBP1
1/6 hARNT
1/11 hFOXA1
1/5 MCREB1

1/6 iFOS

1/7 iBHLHE40
1/3 lHNF4A
1/4 bSMARCA4

112/194 l pbhhgmmnf shkMA2oMeb tgaegSGMpfasp1b tu l f ae fSpngurMcpe fec tpaaAi l 1r cMfgdkgCTCF

1/5 hTRIM28
1/3 hCTBP1
1 MZNF574
4/12 l 11LRAD21
1/53 nEP300

1/2 gSPI1

1/4 bSMARCA4

3/4 LGMATF7

3/5 MMLCREB1

125/194 u l pbhh thmmnf shmkA2oMeb tgaecgSpMp fasp1bb tu l t u f a f gpngrMc tpe fecap tpaaAi l 1CTCF

3/4 GLKATF2
1/13 LJUND
9/12 An l l 1G1 iSRAD21
3/6 iGnSMC3
1/11 tFOXA1
1/12 nRAD21
1/53 nEP300
1/53 nEP300
1/12 GRAD21
1/4 hPKNOX1
1/4 bSMARCA4
1/2 GEBF1
1/2 GJUNB
1/4 LFOXA2
1/4 hPKNOX1

2/4 LKATF2

2 MMNFIB

1/2 KNFIC

1/7 MMNT

1/6 iCEBPB
1/53 nEP300

2/6 AiCEBPB

1/11 MFOXA1

1 GTBX21
1/53 nEP300

1/4 LFOXA2

1/7 LMNT

1/4 GSRF

1 GRUNX3

1/2 KZNF316
1 KDACH1
1/6 iCEBPB

1 MZBTB7B

1/11 AFOXA1
1/4 hPKNOX1

1/2 pTCF7L2
1/5 hTRIM28

1/12 lYY1

1/4 hPKNOX1
5/11 L l t lAFOXA1
1/3 hCTBP1
3/4 l L lFOXA2

1/9 ASP1

1/9 HMAFK

1/6 iCEBPB

1/11 AFOXA1
1/5 MCREB1

1/2 GJUNB

1/4 lFOXA2

1/7 LMNT

1/4 bSMARCA4

1/2 GEBF1

1/5 hTRIM28

1/8 ATCF12
1/2 pTCF7L2

1/10 pTAF1

2/11 MAFOXA1
2/5 MMRFX1
1/3 HMAFF

1/4 hPKNOX1
1/6 hFOXK2
1/3 hLEF1
1/3 MGATA3
1/53 nEP300
1/6 hARNT
1/4 hZNF384
1/3 hCTBP1
1/2 hFOXM1
1/4 hPKNOX1
1/3 MGATA3
1/5 hTRIM28
2/11 MAFOXA1
1/53 nEP300
1/19 pREST
3/5 MKMRFX1
1/3 MBMI1
1/4 bSMARCA4

1/53 nEP300
111/194 u l pbhhhmmnfhmkMA2eoMb teaecgSpMp fasp1Ab l fCTCF
3/6 iGnSMC3
9/12 L l l 1G1 i LSRAD21
1/4 GZNF143
1/4 bSMARCA4
1/2 KZNF316
1/9 LMAFK

1/6 hARNT

1/3 LMAFF
1/53 nEP300

4/9 L iALMAFK

1/3 LMAFF

1/2 KZNF316
1 KC11orf30

1/4 GTBP

1 GMEF2B
2 GGIKZF2
1/5 MCREB1

1 GEED

1/53 GEP300
1/7 KATF3
2/6 GGIKZF1

2/7 GGBHLHE40

1/2 GMEF2A

1/6 GCEBPB
1/3 GCREM
1/11 mMYC

1/3 GNFATC3
2 ghSPI1
4/13 ShLGJUND
1/4 GDPF2
5/6 MimmmFOS
1/3 HMAFF
1/3 GBCL11A
1/4 GSRF
2/6 GhARNT
1/2 GSKIL
1 GRELB
1/3 GBACH1
1/4 GMTA2
1/2 GNFIC
1/2 GJUNB
1/4 GATF7
1 GBATF
1 GRUNX3
1/4 GATF2
1/3 GTCF7
1 GRUNX3
1/4 GPKNOX1
1/7 GBHLHE40
1/3 GZNF217
2/9 LLMAFK
1 GRUNX3

1/7 LMNT

1 GMEF2B

1/4 GMTA2

1/53 GEP300
1/3 GBACH1
1/4 GATF7
1/2 GEBF1
1/7 GZNF24
1/3 GZNF217
1 GTBX21

1/4 GSRF

1/2 GJUNB
1/13 lJUND

2/3 l lHNF4A

2/5 l lRXRA

1/6 iCEBPB

1/6 mFOS

1/3 eGATA1

1/2 GEBF1
1/4 bSMARCA4

1/12 1RAD21

4/9 L iALMAFK

1/3 LMAFF

1/4 LFOXA2
1/4 LATF7

2/4 LKATF2

1/19 1REST

1/12 1RAD21
1/194 gCTCF

1/53 nEP300

1/4 hPKNOX1

1/3 hCTBP1

1/53 nEP300

1/4 hPKNOX1
2/3 l lHNF4A
1/53 nEP300

1/9 LMAFK

1/2 KU2AF1

1/4 GTRIM22
3/5 MMLCREB1

2/12 ggYY1

1/4 1ZNF143

1/2 GZNF687

1 GMYB

2/4 GhPKNOX1
1/4 GARID3A
1/53 GEP300
1 GPBX3

1/2 gNANOG
3/194 gSbCTCF
3/5 MMLCREB1

1 GNFYB

2/9 l lSP1

1/5 lRXRA

2/3 l lHNF4A
1/2 lHNF4G
1/2 KNFIC
1/3 lHNF4A
1/53 nEP300
1/2 hL3MBTL2
1/4 hPKNOX1
1/4 bSMARCA4
1/4 hPKNOX1
1/3 hCTBP1
1/3 hCTBP1
1/4 hPKNOX1

1/53 nEP300

2/5 hhTRIM28
1/4 hPKNOX1
1/4 hZNF384

1/2 pTCF7L2

1/6 hARNT

1/3 hLEF1

1/6 hFOXK2
1/2 hFOXM1
2/11 hAFOXA1
1/3 hCTBP1
1/4 bSMARCA4

1/4 hPKNOX1

1/9 iMAFK
1/4 hPKNOX1
1/6 hARNT
1/53 nEP300

1/12 lYY1
1/9 lSP1

2/3 l lHNF4A
1/5 lRXRA
1/12 lRAD21
1/7 lATF3
2/11 LLFOXA1
3/4 l L lFOXA2
1/5 GELF1
2 ghSPI1

117/194 u l pbhhhCTCF

3/6 LGnSMC3

10/12 Ln l l 1G1 i LRAD21

1/7 LMNT

1/6 MFOS
1/2 GEBF1

1/5 MCREB1

1/2 GEBF1

1/2 GJUNB
1/2 gNANOG
1/53 nEP300

1/4 hPKNOX1
1/10 pTAF1
1/2 KZNF316
4/9 L iAMAFK
3 HLKMAFF

1/194 CTCF

1/2 GJUNB

1/6 FOS
1/194 CTCF

1/6 FOS

DPF2

IKZF1

MTA2

BHLHE40

TCF12

CREM
SPI1

FOS

BCL11A
1 BATF

CREB1
JUNB

3/4 HLKCEBPB
1/6 nMax

41/47 G1HLhhhUKnnnnoaasgmmaaaaabcggggghhhhhhhhsCTCF
6 G1HLKsRad21
2/3 GHSMC3_(ab9263)
1 tGATA3_(SC-268)
2 1 tCTCF_(SC-5916)
2/4 HLCEBPB
1 GCTCF_(C-20)
1/4 UPol2(b)
1/7 1TAF1
1/27 hPol2
2/7 1HTAF1
1/5 HTBP
1/6 1Pol2-4H8
1/7 mc-Myc
1/4 1SP1
1/2 HBRCA1_(C-1863)
3 Le tFOXA1_(C-20)
1/5 1JunD
1 LFOXA2_(SC-6554)
1 LFOXA1_(SC-101058)
1/2 HIni1
1/2 hTCF4
1/2 HE2F6
1/2 HBRCA1_(C-1863)
1/6 hPol2-4H8
1/2 HHA-E2F1
1/3 GZBTB33
1/7 mc-Myc
1/27 HPol2
1/6 UMax
1/2 HIni1
1 1CtBP2
1/7 mc-Myc
1/27 HPol2
1/2 nSUZ12
1/2 tZNF263
1/4 HCEBPB
2/3 L tFOXA1_(C-20)
1 LFOXA1_(SC-101058)
1 LFOXA2_(SC-6554)
1/2 tZNF263
1/2 tZNF263
1/4 1YY1_(C-20)

1 LMafF_(M8194)
1 LMafK_(SC-477)
2 LKMafK_(ab50322)

1/4 HCEBPB
1/2 Hp300_(N-15)
1/4 HCEBPB
1/6 HSTAT3
1/2 Hp300_(N-15)
1/4 HRFX5_(N-494)
2/5 HLJunD
1 HPRDM1_(Val90)
1/8 Hc-Jun
3/4 HLKCEBPB

1 LMafK_(SC-477)
1/2 LMafK_(ab50322)
1 LMafF_(M8194)

1 tGATA3_(SC-268)
1/3 tFOXA1_(C-20)
1/4 1SP1
1 1POU5F1_(SC-9081)

1/3 sGATA-2
1 LMafF_(M8194)
1/2 LMafK_(ab50322)
1 LMafK_(SC-477)
1/4 1SRF
1/4 sYY1_(C-20)

1 LMafF_(M8194)
2 LKMafK_(ab50322)
1 LMafK_(SC-477)

9/47 gmmaghhhhCTCF
1/4 HCEBPB

13/47 HhngmmacghhhhCTCF
1/3 HSMC3_(ab9263)
3/6 1HsRad21
1/4 HCEBPB

1/2 Hp300_(N-15)
1/4 Hc-Fos
1/4 HCEBPB
1/5 HJunD
1/6 HRad21
1/8 Hc-Jun
1/2 hTCF4

1/5 LJunD
1/8 Lc-Jun

1/2 LMafK_(ab50322)
1/2 LMafK_(ab50322)

7/47 hhngmahCTCF
2/6 GHRad21
1 GCTCF_(C-20)
1/2 mHA-E2F1
1/6 HSTAT1
1 HAP-2gamma
1 HAP-2alpha
1/3 tFOXA1_(C-20)
1/3 gPU.1

1 LMafK_(SC-477)
1/2 LMafK_(ab50322)

1/4 Uc-Fos
1/8 Uc-Jun
1/6 HSTAT1

3/4 HLKCEBPB
1/2 LMafK_(ab50322)
1/5 HJunD

1 LMafF_(M8194)
1/2 LMafK_(ab50322)

1/3 tFOXA1_(C-20)
34/47 G1HLhhhUnnnnoaasmaaaabcggghhhhhhhsCTCF
1/4 HRFX5_(N-494)
2/4 HLCEBPB
1/3 HSMC3_(ab9263)
4/6 1HLsRad21
1 GCTCF_(C-20)
1/2 LMafK_(ab50322)

1/5 Lp300
1/4 LSP1
3 Le tFOXA1_(C-20)
1 LFOXA1_(SC-101058)
1 LFOXA2_(SC-6554)
1 tGATA3_(SC-268)
2/3 huKAP1
1 LFOXA1_(SC-101058)
2/3 L tFOXA1_(C-20)
1 LFOXA2_(SC-6554)
1/3 LRXRA
1 LFOXA2_(SC-6554)
1 LFOXA1_(SC-101058)
1/3 LFOXA1_(C-20)

39/47 G1HLhhhUnnnosgmmpaaaabcgggggghhhhhhhhswCTCF
1/6 1Rad21
1/2 1CTCF_(SC-5916)

27/47 1HhhUnnnoagmmaaaabcghhhhhhhCTCF
4/6 G1HsRad21
2/3 GHSMC3_(ab9263)
1 GCTCF_(C-20)
1/2 1CTCF_(SC-5916)

1/2 Hp300_(N-15)
1/4 HCEBPB

1/3 tFOXA1_(C-20)
1/6 HSTAT1
1/4 HCEBPB

1 HPRDM1_(Val90)
2/3 huKAP1
1 HBAF155
1/2 tZNF263
1/6 HSTAT3
1/2 Hp300_(N-15)
1/4 HRFX5_(N-494)
1/8 Hc-Jun
1/5 HJunD
1/4 HCEBPB
1/2 tZNF263
1/3 hKAP1

39/47 G1HhhhUnnnnoaas fgmmmpaaaaabcghhhhhhhhswCTCF
1/2 tCTCF_(SC-5916)
3/6 1HsRad21
1 GCTCF_(C-20)
1/3 HSMC3_(ab9263)

1/2 LMafK_(ab50322)
1/5 GTBP
1 GMEF2A
1/2 HMxi1_(bHLH)
1/2 Hp300_(N-15)
1/4 HCEBPB
1/4 HRFX5_(N-494)
2/5 HLJunD
2/6 HnMax
2/3 GgPU.1
1/7 nc-Myc
1/2 GBCL11A
1/4 Hc-Fos
1 GBATF
1/8 Hc-Jun

1/4 HCEBPB
1 GEBF

1 LMafK_(SC-477)
1/2 LMafK_(ab50322)

1/4 gYY1_(C-20)
1 GPbx3

1/3 LFOXA1_(C-20)
2/3 GgPU.1
36/47 G1HhhnnnoCTCF
5/6 G1HLsRad21
2/3 GHSMC3_(ab9263)
2 1 tCTCF_(SC-5916)
1 GCTCF_(C-20)

1 LMafF_(M8194)
1 LMafK_(SC-477)
1/2 LMafK_(ab50322)

1/2 p300_(N-15)
1/5 JunD
1/8 c-Jun
1/6 STAT3
1/4 CEBPB

PU.1
STAT3

BCL11A
1 BATF

Layered H3K27Ac
100 _

0 _

Transcription
ln(x+1) 8 _

0 _

Layered H3K4Me1
20 _

0 _

Layered H3K4Me3
150 _

0 _


