
Up 3wkvsundiff (background allpeak)
Total Target Sequences = 8562, Total Background Sequences = 84141

Rank Motif Name P-
value

log P-
pvalue

q-value
(Benjamini)

# Target
Sequences
with Motif

% of
Targets
Sequences
with Motif

#
Background
Sequences
with Motif

% of
Background
Sequences
with Motif

1
G
C
T
A

CTG
A
TC
G
A

AGTCAGTCCT
G
A

AGTCGT
C
A

C
T
G
A

T
G
C
A RUNX1(Runt)/Jurkat-RUNX1-ChIP-

Seq(GSE29180)/Homer
1e-
94

-
2.186e+02 0.0000 4232.0 49.43% 32301.6 38.39%

2
A
G
T
C

ACGTACTGAGC
T

ACGTACG
T

GT
C
A

AGT
C Foxo1(Forkhead)/RAW-Foxo1-ChIP-

Seq(Fan_et_al.)/Homer
1e-
79

-
1.826e+02 0.0000 4786.0 55.90% 38446.1 45.69%

3
A
T
C
G

A
T
G
C

A
G
T
C

T
A
G
C

G
A
C
T

T
C
G
A

G
C
T
A

G
C
A
T

A
G
C
T

C
T
G
A DLX1(Homeobox)/BasalGanglia-Dlx1-

ChIP-seq(GSE124936)/Homer
1e-
78

-
1.809e+02 0.0000 3300.0 38.55% 24445.6 29.05%

4
A
C
T
G

G
A
T
C

GAC
T

ACTGA
C
G
T

CAT
G

AC
T
G

AC
G
T

A
G
C
T

C
G
A
T RUNX-AML(Runt)/CD4+-PolII-ChIP-

Seq(Barski_et_al.)/Homer
1e-
75

-
1.741e+02 0.0000 3312.0 38.69% 24701.5 29.36%

5
T
C
G
A
T
G
A
C

GTA
C

CG
T
A

CA
G
T

TG
A
C

ACGTACTGA
G
C
T

A
G
C
T NeuroG2(bHLH)/Fibroblast-NeuroG2-

ChIP-Seq(GSE75910)/Homer
1e-
75

-
1.733e+02 0.0000 4181.0 48.84% 32826.6 39.02%

6
A
G
C
T

GC
A
T

ACTGACG
T

AGT
C

ACGTCTA
G

T
A
C
G Smad3(MAD)/NPC-Smad3-ChIP-

Seq(GSE36673)/Homer
1e-
74

-
1.719e+02 0.0000 6206.0 72.49% 53116.4 63.13%

7
C
G
T
A

A
C
G
T

ACG
T

ACGTACGTAGTCAGTCCTG
A

A
G
C
T

A
G
C
T NFAT(RHD)/Jurkat-NFATC1-ChIP-

Seq(Jolma_et_al.)/Homer
1e-
72

-
1.673e+02 0.0000 2699.0 31.53% 19341.8 22.99%

8
T
A
C
G

T
G
C
A

AGTCCGTAACG
T

TG
A
C

ACGTACTGAC
T
G

G
C
A
T TCF4(bHLH)/SHSY5Y-TCF4-ChIP-

Seq(GSE96915)/Homer
1e-
71

-
1.656e+02 0.0000 4159.0 48.58% 32802.7 38.99%

9
TG
A
C

AGTCCGTAACT
G

GTA
C

ACGTACTGAC
G
T

G
A
C
T

G
A
T
C Twist2(bHLH)/Myoblast-Twist2.Ty1-ChIP-

Seq(GSE127998)/Homer
1e-
68

-
1.582e+02 0.0000 4444.0 51.91% 35719.6 42.45%

10
C
T
A
G

T
C
G
A
TG
A
C

AGTCCGTAACT
G

GTA
C

ACGTACTGAC
T
G BHLHA15(bHLH)/NIH3T3-BHLHB8.HA-

ChIP-Seq(GSE119782)/Homer
1e-
68

-
1.574e+02 0.0000 3863.0 45.12% 30197.8 35.89%

11
T
C
G
A
TA
G
C

GTC
A

ACTGACTGCGTACGT
A

CTA
G

A
G
C
T

T
C
A
G ERG(ETS)/VCaP-ERG-ChIP-

Seq(GSE14097)/Homer
1e-
68

-
1.570e+02 0.0000 4370.0 51.05% 35037.7 41.64%

12
T
G
A
C

G
C
T
A

T
C
G
A
TG
C
A

AGTCAGTCCGTAAGTCCGTAC
T
G
A

G
C
T
A

G
T
A
C RUNX2(Runt)/PCa-RUNX2-ChIP-

Seq(GSE33889)/Homer
1e-
68

-
1.568e+02 0.0000 3644.0 42.57% 28161.3 33.47%

13
T
C
A
G

A
C
G
T

T
C
G
A
TA
G
C

AG
TC

CG
TA

AC
T
G

GT
A
C

AC
GT

AC
TG

AT
C
G

A
G
T
C Atoh1(bHLH)/Cerebellum-Atoh1-ChIP-

Seq(GSE22111)/Homer
1e-
64

-
1.475e+02 0.0000 3226.0 37.68% 24520.2 29.14%

14 C
G
A
T

T
G
C
A
TG
C
A

GA
TC

CG
T
A

A
C
T
G

TG
A
C

GA
C
T

CA
T
G

A
C
T
G Tcf21(bHLH)/ArterySmoothMuscle-Tcf21-

ChIP-Seq(GSE61369)/Homer
1e-
63

-
1.466e+02 0.0000 2939.0 34.33% 21931.5 26.07%

15
C
A
T
G

A
G
T
C

GA
C
T

CG
T
A

CGA
T

G
C
A
T

G
A
C
T

G
C
A
T

C
G
A
T

CT
A
G

C
A
T
G

T
G
A
C Mef2b(MADS)/HEK293-Mef2b.V5-ChIP-

Seq(GSE67450)/Homer
1e-
61

-
1.419e+02 0.0000 2436.0 28.45% 17552.8 20.86%

16
C
T
A
G

T
A
C
G

G
A
T
C

G
T
A
C

G
C
T
A

AGC
T

AG
C
T

G
T
C
A
T
C
G
A

T
A
G
C Nanog(Homeobox)/mES-Nanog-ChIP-

Seq(GSE11724)/Homer
1e-
60

-
1.399e+02 0.0000 6855.0 80.07% 60873.4 72.35%



17
A
T
G
C

T
A
C
G

A
G
C
T

T
G
C
A

C
G
T
A

C
G
A
T

A
C
G
T

C
T
G
A DLX5(Homeobox)/BasalGanglia-Dlx5-

ChIP-seq(GSE124936)/Homer
1e-
59

-
1.380e+02 0.0000 2096.0 24.48% 14674.2 17.44%

18
T
G
C
A

AGC
T

ACG
T

CT
A
G

G
A
T
C

C
T
A
G

GA
T
C

GTC
A

CTG
AA

G
T
C CEBP(bZIP)/ThioMac-CEBPb-ChIP-

Seq(GSE21512)/Homer
1e-
59

-
1.379e+02 0.0000 2375.0 27.74% 17103.1 20.33%

19
A
G
C
T

ACGTACTGATG
C

AGTCCGTACTG
A
T
A
C
G NF1-halfsite(CTF)/LNCaP-NF1-ChIP-

Seq(Unpublished)/Homer
1e-
59

-
1.374e+02 0.0000 4755.0 55.54% 39299.3 46.71%

20
A
T
C
G

A
T
C
G

A
T
G
C

G
A
C
T

T
C
G
A

C
G
T
A

G
C
A
T

A
G
C
T

C
T
G
A
T
A
C
G DLX2(Homeobox)/BasalGanglia-Dlx2-

ChIP-seq(GSE124936)/Homer
1e-
58

-
1.357e+02 0.0000 3502.0 40.91% 27360.9 32.52%

21
C
T
G
A
T
G
A
C

TGA
C

CG
T
A

AC
G
T

T
G
A
C

A
G
C
T

CTA
G

A
C
G
T

G
A
C
T Olig2(bHLH)/Neuron-Olig2-ChIP-

Seq(GSE30882)/Homer
1e-
58

-
1.349e+02 0.0000 4702.0 54.92% 38850.5 46.17%

22
G
A
C
T

C
G
A
T

C
T
G
A

GTC
AG

A
C
T

C
G
A
T

T
C
G
A

C
G
T
A

G
C
T
A

G
C
T
A

T
G
A
C

GTA
C

CGT
AA

C
T
G

T
G
C
A

CGA
T

A
C
T
G

A
C
G
T Pitx1:Ebox(Homeobox,bHLH)/Hindlimb-

Pitx1-ChIP-Seq(GSE41591)/Homer
1e-
58

-
1.337e+02 0.0000 808.0 9.44% 4339.8 5.16%

23
A
T
G
C

G
A
C
T

ACT
GC

A
G
T

G
A
T
C

A
C
G
T

T
A
C
G

T
A
C
G Smad2(MAD)/ES-SMAD2-ChIP-

Seq(GSE29422)/Homer
1e-
57

-
1.331e+02 0.0000 4151.0 48.49% 33560.0 39.89%

24
T
C
A
G

G
A
C
T

C
A
G
T

C
T
G
A

A
G
C
T

C
T
A
G

G
A
C
T

T
G
C
A

C
T
G
A

A
G
T
C HLF(bZIP)/HSC-HLF.Flag-ChIP-

Seq(GSE69817)/Homer
1e-
57

-
1.330e+02 0.0000 2502.0 29.23% 18330.7 21.79%

25
C
G
A
T

CT
G
A

CG
T
AC

A
G
T

A
G
T
C

G
A
T
C

G
A
T
C

A
C
T
G Pitx1(Homeobox)/Chicken-Pitx1-ChIP-

Seq(GSE38910)/Homer
1e-
57

-
1.321e+02 0.0000 6876.0 80.32% 61304.9 72.86%

26
T
A
C
G

A
T
C
G

T
A
G
C

GA
T
C

ACTGACGTAGTCACGTCTA
G

AT
C
G Smad4(MAD)/ESC-SMAD4-ChIP-

Seq(GSE29422)/Homer
1e-
55

-
1.286e+02 0.0000 4184.0 48.87% 34002.7 40.41%

27
T
C
G
A

C
T
G
A
T
A
G
C

T
G
A
C

T
C
A
G

T
C
A
G

C
G
T
A

C
G
T
A
T
C
A
G

A
G
C
T ETV1(ETS)/GIST48-ETV1-ChIP-

Seq(GSE22441)/Homer
1e-
54

-
1.250e+02 0.0000 3825.0 44.68% 30679.3 36.46%

28
T
C
G
A

C
A
G
T

A
C
T
G

AGC
T

CGTACGTAACGTACGTCTG
AT

A
G
C Dlx3(Homeobox)/Kerainocytes-Dlx3-ChIP-

Seq(GSE89884)/Homer
1e-
53

-
1.241e+02 0.0000 1806.0 21.10% 12471.0 14.82%

29
A
T
G
C

GA
T
C

CGA
T

ACGTACGTA
C
T
G

CA
G
T

A
G
C
T Sox3(HMG)/NPC-Sox3-ChIP-

Seq(GSE33059)/Homer
1e-
53

-
1.241e+02 0.0000 4262.0 49.78% 34879.1 41.45%

30
A
C
T
G

C
A
G
T

ACGTCGTACGTAACGTAC
T
G

CTG
A Nkx6.1(Homeobox)/Islet-Nkx6.1-ChIP-

Seq(GSE40975)/Homer
1e-
53

-
1.239e+02 0.0000 4957.0 57.90% 41675.0 49.53%

31
A
C
G
T

AG
T
C

AGT
C

CGA
T

ACGTACGTACTGACGTA
T
G
C

G
A
C
T

A
C
T
G

T
A
C
G Sox21(HMG)/ESC-SOX21-ChIP-

Seq(GSE110505)/Homer
1e-
53

-
1.230e+02 0.0000 4437.0 51.83% 36603.1 43.50%

32
CTA
GC

G
T
A

G
T
C
A

CGTAA
G
T
C

G
A
T
C

A
G
C
T

C
T
A
G

CGTAA
C
G
T

G
T
C
A

G
A
T
C Six2(Homeobox)/NephronProgenitor-Six2-

ChIP-Seq(GSE39837)/Homer
1e-
53

-
1.226e+02 0.0000 2972.0 34.72% 22809.7 27.11%

33
G
T
C
A

T
G
C
A

G
C
T
A

A
G
T
C

C
G
T
A

A
C
T
G

T
G
A
C

G
C
A
T

T
C
A
GC

A
G
T Ap4(bHLH)/AML-Tfap4-ChIP-

Seq(GSE45738)/Homer
1e-
53

-
1.226e+02 0.0000 3466.0 40.49% 27370.6 32.53%

34
A
G
T
C

C
T
G
A

A
G
T
C

C
G
A
T

C
A
G
T

GA
T
C

AT
G
C

A
C
T
G

A
T
C
G

G
A
C
T Fli1(ETS)/CD8-FLI-ChIP-

Seq(GSE20898)/Homer
1e-
52

-
1.219e+02 0.0000 3291.0 38.44% 25760.0 30.62%

35
TC
G
A

AGC
T

ACGTACGTAGTCAGTCACG
T

AT
C
G

G
A
C
T

A
T
C
G EWS:ERG-fusion(ETS)/CADO_ES1-

EWS:ERG-ChIP-Seq(SRA014231)/Homer
1e-
50

-
1.168e+02 0.0000 2395.0 27.98% 17753.1 21.10%



36
C
T
G
A

T
C
A
G

GT
A
CG

C
T
A

A
C
T
G

T
G
A
C

G
C
A
T

C
A
T
G SCL(bHLH)/HPC7-Scl-ChIP-

Seq(GSE13511)/Homer
1e-
50

-
1.163e+02 0.0000 7294.0 85.20% 66336.0 78.84%

37
T
A
G
C

GC
T
A
TC
G
A

CTG
A

AGTCAGTCCTG
A

AGTCCGTAC
T
A
G RUNX(Runt)/HPC7-Runx1-ChIP-

Seq(GSE22178)/Homer
1e-
50

-
1.158e+02 0.0000 3240.0 37.85% 25451.4 30.25%

38
T
A
G
C

G
T
A
C

C
G
T
A

CTA
G

ACTGT
G
C
A

CGTAATG
C

CGT
A

A
T
C
G AR-halfsite(NR)/LNCaP-AR-ChIP-

Seq(GSE27824)/Homer
1e-
50

-
1.156e+02 0.0000 6836.0 79.85% 61312.9 72.87%

39
A
T
G
C

G
T
A
C

C
G
T
A

AG
C
T

G
C
A
T

T
A
C
G

A
G
C
TA

G
C
T

A
G
T
C

A
G
C
T Sox6(HMG)/Myotubes-Sox6-ChIP-

Seq(GSE32627)/Homer
1e-
50

-
1.155e+02 0.0000 3962.0 46.28% 32249.8 38.33%

40
T
C
A
G

C
T
A
G

A
T
G
C

GA
C
T

T
G
C
A

C
G
T
A

A
G
C
T

A
C
G
T

CT
G
A
T
A
C
G En1(Homeobox)/SUM149-EN1-ChIP-

Seq(GSE120957)/Homer
1e-
49

-
1.134e+02 0.0000 4019.0 46.95% 32855.5 39.05%

41
A
T
G
C

A
G
T
C

C
T
G
A

A
G
T
C

CG
A
T

ACGTAGTCAGTCA
C
G
T

A
T
C
G

G
A
C
T

A
C
G
T Etv2(ETS)/ES-ER71-ChIP-

Seq(GSE59402)/Homer
1e-
47

-
1.084e+02 0.0000 2949.0 34.45% 22971.2 27.30%

42
C
T
A
G

T
C
G
A

CG
A
T

CT
A
G

GC
A
T

C
A
G
T

CTA
G

GA
T
C

CGTAGT
C
A CEBP:AP1(bZIP)/ThioMac-CEBPb-ChIP-

Seq(GSE21512)/Homer
1e-
47

-
1.083e+02 0.0000 2324.0 27.15% 17327.1 20.59%

43
C
G
T
A

C
G
T
A

A
G
C
T

GA
C
T

TG
C
A

GTC
A

ACGTAG
C
T

CT
G
A
T
C
A
G Lhx3(Homeobox)/Neuron-Lhx3-ChIP-

Seq(GSE31456)/Homer
1e-
46

-
1.075e+02 0.0000 3616.0 42.24% 29203.8 34.71%

44
T
C
G
A

ACGTACG
T

CT
G
A

G
A
T
C

T
C
A
G

GA
C
T

GTC
A

CGTAA
G
C
T

G
T
C
A

C
T
A
G

A
G
C
T

A
C
G
T

T
C
G
A NFIL3(bZIP)/HepG2-NFIL3-ChIP-

Seq(Encode)/Homer
1e-
46

-
1.072e+02 0.0000 2016.0 23.55% 14639.2 17.40%

45
T
C
A
G

CT
G
A

CGTACGTAT
A
C
G

G
C
A
T

CTA
G

CTG
A

CGT
A

CGT
AT

A
C
G

G
A
C
T IRF1(IRF)/PBMC-IRF1-ChIP-

Seq(GSE43036)/Homer
1e-
46

-
1.071e+02 0.0000 709.0 8.28% 3920.1 4.66%

46
CT
G
A

A
T
C
G

AGC
T

AGC
T

ACG
T

TA
G
C

C
T
G
A
T
A
C
G

CGA
T

ACG
T

G
A
C
T

AG
T
C ISRE(IRF)/ThioMac-LPS-

Expression(GSE23622)/Homer
1e-
46

-
1.068e+02 0.0000 408.0 4.77% 1812.1 2.15%

47 T
G
A
C

CT
A
G

TC
A
G

G
T
C
A

CGT
A
T
C
A
G

C
G
A
T

T
C
A
G

T
C
G
A
T
G
C
A

C
T
G
A
T
A
G
C

PU.1-IRF(ETS:IRF)/Bcell-PU.1-ChIP-
Seq(GSE21512)/Homer

1e-
46

-
1.067e+02 0.0000 3597.0 42.02% 29046.2 34.52%

48
C
T
G
A
T
A
G
C

T
G
A
C

T
C
A
G

C
T
A
G

G
T
C
A

C
G
T
A
T
C
A
G

A
G
C
T

T
C
A
G ETV4(ETS)/HepG2-ETV4-ChIP-

Seq(ENCODE)/Homer
1e-
46

-
1.063e+02 0.0000 3197.0 37.34% 25318.1 30.09%

49
A
T
G
C

T
A
C
G

A
G
T
C

G
A
C
T

T
G
C
A

C
T
G
A

G
A
C
T

A
C
G
T

C
T
G
A

T
C
A
G LHX9(Homeobox)/Hct116-LHX9.V5-ChIP-

Seq(GSE116822)/Homer
1e-
45

-
1.056e+02 0.0000 3264.0 38.13% 25959.7 30.85%

50
A
T
G
C

AG
T
C

AGC
T

AG
C
T

ACGTAT
C
G

CG
T
A

CG
A
T

T
A
G
C

G
A
C
T LEF1(HMG)/H1-LEF1-ChIP-

Seq(GSE64758)/Homer
1e-
45

-
1.053e+02 0.0000 1989.0 23.23% 14448.5 17.17%

51
C
T
G
A
T
C
G
A

CGTAATG
C

CGTACGT
A

CG
A
T

C
T
A
G

TC
A
G

G
A
T
C Sox15(HMG)/CPA-Sox15-ChIP-

Seq(GSE62909)/Homer
1e-
45

-
1.052e+02 0.0000 2928.0 34.20% 22867.6 27.18%

52
T
C
G
A
T
A
G
C

TG
C
A

ACTGACTGCGTACGT
A

CTA
G

GA
C
T

T
A
C
G ETS1(ETS)/Jurkat-ETS1-ChIP-

Seq(GSE17954)/Homer
1e-
45

-
1.049e+02 0.0000 3151.0 36.81% 24931.2 29.63%

53
G
A
C
T

C
A
G
T

AGC
T

CGA
T

AGTCGA
T
C

AGTCCGT
AA
T
G
C

T
C
A
G Rbpj1(?)/Panc1-Rbpj1-ChIP-

Seq(GSE47459)/Homer
1e-
45

-
1.045e+02 0.0000 3888.0 45.42% 31871.5 37.88%



54
C
G
T
A

T
A
G
C

TA
G
C

TG
C
A

ACTGCTA
G

CGTACGTATC
A
G

G
A
C
T EHF(ETS)/LoVo-EHF-ChIP-

Seq(GSE49402)/Homer
1e-
44

-
1.023e+02 0.0000 3538.0 41.33% 28622.6 34.02%

55
C
G
T
A

C
A
T
G

AG
T
C

GA
C
T

TG
C
A

CGTAACG
T

AC
G
T

CT
G
A
T
C
A
G Lhx1(Homeobox)/EmbryoCarcinoma-Lhx1-

ChIP-Seq(GSE70957)/Homer
1e-
44

-
1.018e+02 0.0000 2581.0 30.15% 19797.3 23.53%

56
AGC
T

GTC
A

CGTAACGTACG
T

CTG
A
TC
A
G

A
T
G
C Lhx2(Homeobox)/HFSC-Lhx2-ChIP-

Seq(GSE48068)/Homer
1e-
44

-
1.015e+02 0.0000 2545.0 29.73% 19480.5 23.15%

57
T
C
A
G

TC
A
G

GC
T
A

CGT
AT

A
C
G

G
A
C
T

TCA
G

TC
G
A

C
T
G
A

CGT
AT

A
C
G

G
A
C
T IRF8(IRF)/BMDM-IRF8-ChIP-

Seq(GSE77884)/Homer
1e-
43

-
1.009e+02 0.0000 1234.0 14.41% 8132.1 9.67%

58
A
T
G
C

AGT
C

GC
A
T

AGC
T

ACGTTC
A
G

CGA
TA

G
C
T

G
A
T
C

A
T
C
G Sox10(HMG)/SciaticNerve-Sox3-ChIP-
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A Hoxa9(Homeobox)/ChickenMSG-

Hoxa9.Flag-ChIP-Seq(GSE86088)/Homer
1e-
27

-
6.389e+01 0.0000 5209.0 60.85% 46235.1 54.95%
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A Nkx2.5(Homeobox)/HL1-Nkx2.5.biotin-

ChIP-Seq(GSE21529)/Homer
1e-
27

-
6.374e+01 0.0000 4832.0 56.44% 42494.5 50.51%
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Seq(Encode)/Homer

1e-
27

-
6.360e+01 0.0000 3231.0 37.74% 27023.1 32.12%
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Seq(GSE26097)/Homer
1e-
27

-
6.282e+01 0.0000 4190.0 48.94% 36241.3 43.07%
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C Isl1(Homeobox)/Neuron-Isl1-ChIP-

Seq(GSE31456)/Homer
1e-
26

-
6.204e+01 0.0000 4119.0 48.11% 35584.2 42.29%
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A BMYB(HTH)/Hela-BMYB-ChIP-

Seq(GSE27030)/Homer
1e-
26

-
6.186e+01 0.0000 3716.0 43.41% 31706.8 37.68%
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ChIP-Seq(DRA000576)/Homer
1e-
26

-
6.170e+01 0.0000 2709.0 31.64% 22204.6 26.39%

122
C
A
G
T

C
G
A
T

GC
A
T

G
C
A
T

G
T
C
A

A
G
C
T

C
A
T
G

C
T
A
G

A
T
G
C

G
T
A
C Hoxa11(Homeobox)/ChickenMSG-

Hoxa11.Flag-ChIP-
Seq(GSE86088)/Homer

1e-
26

-
6.158e+01 0.0000 4739.0 55.36% 41665.6 49.52%
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Seq(GSE75942)/Homer
1e-
26

-
6.145e+01 0.0000 5108.0 59.67% 45328.7 53.87%
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Seq(GSE44588)/Homer
1e-
26

-
6.124e+01 0.0000 3798.0 44.36% 32518.8 38.65%
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Seq(Encode)/Homer
1e-
26

-
6.112e+01 0.0000 3536.0 41.30% 30014.1 35.67%
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Hoxd11.Flag-ChIP-
Seq(GSE86088)/Homer

1e-
26

-
6.088e+01 0.0000 4841.0 56.55% 42702.2 50.75%
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Seq(SRA014231)/Homer
1e-
26

-
6.069e+01 0.0000 2896.0 33.83% 23984.5 28.51%
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Seq(GSE39756)/Homer
1e-
26

-
6.013e+01 0.0000 1415.0 16.53% 10558.8 12.55%
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Seq(GSE66899)/Homer
1e-
26

-
5.996e+01 0.0000 736.0 8.60% 4823.6 5.73%
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Seq(GSE48085)/Homer
1e-
25

-
5.863e+01 0.0000 2589.0 30.24% 21202.6 25.20%
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Seq(GSE48085)/Homer
1e-
25

-
5.797e+01 0.0000 3939.0 46.01% 34011.5 40.42%
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Seq(GSE39860)/Homer
1e-
25

-
5.775e+01 0.0000 3593.0 41.97% 30695.1 36.48%
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Seq(E-MTAB-2204)/Homer
1e-
24

-
5.753e+01 0.0000 1871.0 21.85% 14679.6 17.45%
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Seq(GSE11724)/Homer
1e-
24

-
5.688e+01 0.0000 836.0 9.77% 5701.5 6.78%
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A Hoxd12(Homeobox)/ChickenMSG-

Hoxd12.Flag-ChIP-
Seq(GSE86088)/Homer

1e-
24

-
5.669e+01 0.0000 3874.0 45.25% 33438.1 39.74%
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Seq(GSE30407)/Homer
1e-
24

-
5.549e+01 0.0000 2173.0 25.38% 17486.4 20.78%
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Seq(GSE55404)/Homer
1e-
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-
5.544e+01 0.0000 6085.0 71.08% 55454.0 65.91%
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Seq(GSE20673)/Homer
1e-
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-
5.485e+01 0.0000 3759.0 43.91% 32409.6 38.52%
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Seq(GSE31006)/Homer
1e-
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-
5.473e+01 0.0000 1381.0 16.13% 10409.8 12.37%
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Seq(GSE86088)/Homer

1e-
23

-
5.462e+01 0.0000 4915.0 57.41% 43705.0 51.94%
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Seq(GSE60858)/Homer
1e-
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-
5.445e+01 0.0000 2356.0 27.52% 19202.0 22.82%
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Seq(GSE31578)/Homer
1e-
23

-
5.370e+01 0.0000 3598.0 42.03% 30913.3 36.74%
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Seq(GSE13511)/Homer
1e-
23

-
5.358e+01 0.0000 2868.0 33.50% 23996.2 28.52%
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C Mef2d(MADS)/Retina-Mef2d-ChIP-

Seq(GSE61391)/Homer
1e-
23

-
5.323e+01 0.0000 716.0 8.36% 4788.6 5.69%
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Seq(GSE31477)/Homer
1e-
22

-
5.216e+01 0.0000 1782.0 20.82% 14052.3 16.70%
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Seq(GSE73225)/Homer
1e-
21

-
5.007e+01 0.0000 2472.0 28.88% 20440.4 24.29%
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Seq(GSE38347)/Homer
1e-
21

-
4.932e+01 0.0000 1236.0 14.44% 9293.8 11.05%
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Seq(GSE55709)/Homer
1e-
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-
4.857e+01 0.0000 1878.0 21.94% 15042.2 17.88%
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Seq(Unpublished)/Homer
1e-
20

-
4.792e+01 0.0000 2281.0 26.64% 18756.2 22.29%
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Seq(GSE71384)/Homer
1e-
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-
4.784e+01 0.0000 3047.0 35.59% 25921.0 30.81%
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Seq(GSE31477)/Homer
1e-
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-
4.648e+01 0.0000 4795.0 56.01% 42896.0 50.98%
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Seq(GSE47954)/Homer
1e-
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-
4.647e+01 0.0000 2717.0 31.74% 22872.8 27.18%
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Seq(GSE22178)/Homer
1e-
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-
4.533e+01 0.0000 1873.0 21.88% 15113.6 17.96%
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Seq(GSE19198)/Homer
1e-
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-
4.525e+01 0.0000 2135.0 24.94% 17514.8 20.82%
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Seq(Encode)/Homer
1e-
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-
4.500e+01 0.0000 3422.0 39.97% 29616.9 35.20%
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1e-
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-
4.484e+01 0.0000 2946.0 34.41% 25098.8 29.83%
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1e-
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-
4.400e+01 0.0000 1588.0 18.55% 12581.5 14.95%
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Seq(GSE13511)/Homer
1e-
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-
4.399e+01 0.0000 2480.0 28.97% 20761.2 24.68%
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Seq(GSE64557)/Homer
1e-
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-
4.294e+01 0.0000 2770.0 32.36% 23523.1 27.96%
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1e-
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-
4.228e+01 0.0000 909.0 10.62% 6654.3 7.91%
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Seq(GSE73694)/Homer
1e-
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-
4.141e+01 0.0000 2675.0 31.25% 22698.0 26.98%
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1e-
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-
4.123e+01 0.0000 873.0 10.20% 6373.7 7.58%
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1e-
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4.002e+01 0.0000 1680.0 19.62% 13555.3 16.11%
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Seq(GSE38377)/Homer
1e-
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-
3.988e+01 0.0000 1630.0 19.04% 13107.2 15.58%
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1e-
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-
3.952e+01 0.0000 1921.0 22.44% 15774.5 18.75%
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3.926e+01 0.0000 2442.0 28.52% 20611.2 24.50%
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1e-
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-
3.911e+01 0.0000 893.0 10.43% 6601.1 7.85%
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Seq(GSE58341)/Homer
1e-
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-
3.826e+01 0.0000 2291.0 26.76% 19247.3 22.88%
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Seq(GSE49402)/Homer
1e-
16

-
3.789e+01 0.0000 3188.0 37.24% 27723.3 32.95%
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G TCFL2(HMG)/K562-TCF7L2-ChIP-

Seq(GSE29196)/Homer
1e-
16

-
3.776e+01 0.0000 320.0 3.74% 1910.5 2.27%
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C Sp5(Zf)/mES-Sp5.Flag-ChIP-

Seq(GSE72989)/Homer
1e-
16

-
3.731e+01 0.0000 2587.0 30.22% 22059.2 26.22%
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T NFAT:AP1(RHD,bZIP)/Jurkat-NFATC1-

ChIP-Seq(Jolma_et_al.)/Homer
1e-
16

-
3.730e+01 0.0000 661.0 7.72% 4673.9 5.56%
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Hoxa10.Flag-ChIP-
Seq(GSE86088)/Homer

1e-
15

-
3.572e+01 0.0000 1489.0 17.39% 11986.0 14.25%
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Seq(GSE16256)/Homer
1e-
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-
3.567e+01 0.0000 1562.0 18.25% 12649.4 15.03%
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ACTG Maz(Zf)/HepG2-Maz-ChIP-
Seq(GSE31477)/Homer

1e-
15

-
3.535e+01 0.0000 2903.0 33.91% 25139.2 29.88%
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Seq(GSE86088)/Homer

1e-
15

-
3.483e+01 0.0000 2717.0 31.74% 23404.6 27.82%
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C Hand2(bHLH)/Mesoderm-Hand2-ChIP-

Seq(GSE61475)/Homer
1e-
14

-
3.425e+01 0.0000 1428.0 16.68% 11490.6 13.66%
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Seq(GSE104676)/Homer
1e-
14

-
3.419e+01 0.0000 2258.0 26.38% 19124.6 22.73%
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Seq(GSE31477)/Homer

1e-
14

-
3.414e+01 0.0000 1645.0 19.22% 13465.2 16.00%
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Seq(GSE66899)/Homer
1e-
14

-
3.380e+01 0.0000 433.0 5.06% 2867.1 3.41%
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Seq(GSE31477)/Homer
1e-
14

-
3.336e+01 0.0000 1775.0 20.73% 14688.4 17.46%
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ChIP-Seq(GSE69483)/Homer
1e-
14

-
3.310e+01 0.0000 1216.0 14.20% 9627.5 11.44%
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ACTGACGTACTG MNT(bHLH)/HepG2-MNT-ChIP-
Seq(Encode)/Homer

1e-
14

-
3.306e+01 0.0000 2447.0 28.58% 20948.8 24.90%



184
G
A
C
T

C
T
A
G

CT
A
G

CT
A
G

A
C
T
G

T
C
G
A

CT
G
A

CT
A
G

C
T
A
G

C
T
A
G

G
T
A
C

G
T
C
A ZNF467(Zf)/HEK293-ZNF467.GFP-ChIP-

Seq(GSE58341)/Homer
1e-
13

-
3.216e+01 0.0000 2221.0 25.94% 18875.6 22.43%
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Expression(GSE23622)/Homer
1e-
13

-
3.208e+01 0.0000 278.0 3.25% 1673.6 1.99%
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A Hoxd13(Homeobox)/ChickenMSG-

Hoxd13.Flag-ChIP-
Seq(GSE86088)/Homer

1e-
13

-
3.198e+01 0.0000 3484.0 40.70% 30874.3 36.69%
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G SpiB(ETS)/OCILY3-SPIB-ChIP-

Seq(GSE56857)/Homer
1e-
13

-
3.133e+01 0.0000 756.0 8.83% 5636.3 6.70%
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Seq(GSE107013)/Homer
1e-
13

-
3.108e+01 0.0000 3704.0 43.27% 33049.0 39.28%
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G ZFX(Zf)/mES-Zfx-ChIP-

Seq(GSE11431)/Homer
1e-
13

-
3.102e+01 0.0000 2903.0 33.91% 25365.1 30.15%
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Seq(GSE31477)/Homer
1e-
13

-
3.072e+01 0.0000 1645.0 19.22% 13608.6 16.17%
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C TATA-Box(TBP)/Promoter/Homer 1e-

13
-
3.058e+01 0.0000 3015.0 35.22% 26456.7 31.44%
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C Hnf6b(Homeobox)/LNCaP-Hnf6b-ChIP-

Seq(GSE106305)/Homer
1e-
13

-
3.007e+01 0.0000 1672.0 19.53% 13884.5 16.50%
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Seq(GSE46497)/Homer
1e-
12

-
2.977e+01 0.0000 3825.0 44.68% 34300.0 40.77%
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Seq(GSE90016)/Homer
1e-
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-
2.928e+01 0.0000 1617.0 18.89% 13414.0 15.94%
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A Zic(Zf)/Cerebellum-ZIC1.2-ChIP-

Seq(GSE60731)/Homer
1e-
12

-
2.799e+01 0.0000 2173.0 25.38% 18633.3 22.15%
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AGTC Six1(Homeobox)/Myoblast-Six1-ChIP-
Chip(GSE20150)/Homer

1e-
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-
2.779e+01 0.0000 868.0 10.14% 6721.3 7.99%
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Seq(GSE113194)/Homer
1e-
11

-
2.754e+01 0.0000 1979.0 23.12% 16844.0 20.02%
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Seq(Encode)/Homer
1e-
11

-
2.690e+01 0.0000 2116.0 24.72% 18156.2 21.58%
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ChIP-Seq(Encode)/Homer
1e-
11

-
2.679e+01 0.0000 1679.0 19.61% 14098.9 16.76%
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Seq(GSE59937)/Homer
1e-
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-
2.677e+01 0.0000 2188.0 25.56% 18837.6 22.39%
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Seq(GSE35681)/Homer
1e-
11

-
2.666e+01 0.0000 432.0 5.05% 3008.9 3.58%
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Seq(SRA014231)/Homer
1e-
11

-
2.619e+01 0.0000 1525.0 17.81% 12708.0 15.10%
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Seq(GSE22484)/Homer
1e-
11

-
2.616e+01 0.0000 559.0 6.53% 4089.8 4.86%
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ChIP-Seq(GSE11724)/Homer
1e-
11

-
2.591e+01 0.0000 1679.0 19.61% 14140.4 16.81%
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ChIP-Seq(GSE17954)/Homer
1e-
11

-
2.584e+01 0.0000 381.0 4.45% 2605.6 3.10%
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Seq(GSE35681)/Homer
1e-
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-
2.514e+01 0.0000 656.0 7.66% 4952.0 5.89%
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Seq(GSE47459)/Homer
1e-
10

-
2.500e+01 0.0000 930.0 10.86% 7367.2 8.76%
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Seq(GSE64892)/Homer
1e-
10

-
2.446e+01 0.0000 667.0 7.79% 5068.7 6.02%
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Seq(GSE56872)/Homer
1e-
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-
2.428e+01 0.0000 1272.0 14.86% 10479.9 12.46%
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Seq(GSE104905)/Homer
1e-
10

-
2.386e+01 0.0000 2048.0 23.92% 17681.2 21.01%
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1e-
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-
2.382e+01 0.0000 2305.0 26.92% 20101.3 23.89%
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1e-
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-
2.350e+01 0.0000 1668.0 19.48% 14157.4 16.83%
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1e-
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-
2.318e+01 0.0000 1041.0 12.16% 8432.7 10.02%
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Seq(GSE21529)/Homer 1e-9 -
2.299e+01 0.0000 5406.0 63.15% 50305.5 59.79%
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2.270e+01 0.0000 2414.0 28.20% 21198.4 25.19%
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2.262e+01 0.0000 1952.0 22.80% 16850.3 20.03%
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2.210e+01 0.0000 2269.0 26.50% 19862.8 23.61%
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2.166e+01 0.0000 1334.0 15.58% 11166.1 13.27%
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2.128e+01 0.0000 1530.0 17.87% 12992.3 15.44%
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1.986e+01 0.0000 623.0 7.28% 4832.5 5.74%
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1.868e+01 0.0000 939.0 10.97% 7700.4 9.15%
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234
T
C
A
G

C
T
A
G

CTA
G

ACTGACTGGA
T
C

ACTGACT
G

CTA
G

C
T
A
G

AGT
C

G
A
T
C KLF1(Zf)/HUDEP2-KLF1-

CutnRun(GSE136251)/Homer 1e-7 -
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1.704e+01 0.0000 1285.0 15.01% 10949.1 13.01%
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1.609e+01 0.0000 1131.0 13.21% 9578.5 11.38%
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251
G
T
C
A

T
C
G
A

C
T
A
G

C
T
A
G

AG
T
CG

T
C
A

C
G
A
T

CT
A
GG

A
C
T

G
A
T
C

G
A
T
C

T
C
A
G

C
T
A
G

C
T
G
A

AGTCG
C
T
A

C
A
G
T

TC
A
GG

A
T
C

G
A
T
C p63(p53)/Keratinocyte-p63-ChIP-

Seq(GSE17611)/Homer 1e-6 -
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1.441e+01 0.0000 681.0 7.95% 5556.2 6.60%
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Seq(SRP084292)/Homer 1e-5 -
1.275e+01 0.0000 578.0 6.75% 4701.6 5.59%
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Seq(GSE93764)/Homer 1e-5 -
1.252e+01 0.0000 2090.0 24.41% 18819.2 22.37%
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Seq(GSE31477)/Homer 1e-5 -
1.246e+01 0.0000 1904.0 22.24% 17055.3 20.27%
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Seq(GSE11431)/Homer 1e-5 -
1.245e+01 0.0000 1608.0 18.78% 14254.8 16.94%
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Sox17-ChIP-Seq(GSE44553)/Homer 1e-5 -
1.227e+01 0.0000 337.0 3.94% 2584.3 3.07%
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Seq(GSE21512)/Homer 1e-5 -
1.224e+01 0.0000 165.0 1.93% 1126.4 1.34%
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1.206e+01 0.0000 1019.0 11.90% 8768.6 10.42%
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Seq(GSE35496)/Homer 1e-5 -
1.198e+01 0.0000 825.0 9.64% 6983.0 8.30%
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POU2F3-ChIP-seq(GSE115123)/Homer 1e-5 -
1.179e+01 0.0000 655.0 7.65% 5440.7 6.47%
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Brachyury-ChIP-exo(GSE54963)/Homer 1e-5 -
1.175e+01 0.0000 726.0 8.48% 6089.5 7.24%
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Seq(GSE44220)/Homer 1e-5 -
1.157e+01 0.0000 1276.0 14.90% 11194.7 13.31%
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Seq(GSE37889)/Homer 1e-4 -
1.150e+01 0.0000 1530.0 17.87% 13587.2 16.15%
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Seq(GSE58009)/Homer 1e-4 -
1.147e+01 0.0000 670.0 7.83% 5592.3 6.65%
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Seq(SRP197560)/Homer 1e-4 -
1.132e+01 0.0000 1204.0 14.06% 10537.9 12.52%
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Seq/Homer 1e-4 -
1.107e+01 0.0000 1529.0 17.86% 13610.3 16.18%
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Seq(GSE32465)/Homer 1e-4 -
1.093e+01 0.0000 652.0 7.62% 5455.6 6.48%

289
C
G
T
A

ACGTAGC
T

CGA
T

CTA
G

GTA
C

CGTAAGC
TC

G
T
A

G
C
T
A Oct4(POU,Homeobox)/mES-Oct4-ChIP-

Seq(GSE11431)/Homer 1e-4 -
1.080e+01 0.0000 914.0 10.68% 7871.2 9.36%
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Seq(GSE35496)/Homer 1e-4 -
1.075e+01 0.0000 612.0 7.15% 5100.1 6.06%
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1.075e+01 0.0000 969.0 11.32% 8384.6 9.97%
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Seq(GSE31477)/Homer 1e-4 -
1.066e+01 0.0000 363.0 4.24% 2868.5 3.41%
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Seq(GSE31456)/Homer 1e-4 -
1.043e+01 0.0000 715.0 8.35% 6057.8 7.20%
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Seq(GSE58341)/Homer 1e-4 -
1.039e+01 0.0000 243.0 2.84% 1829.2 2.17%
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C NFkB-p50,p52(RHD)/Monocyte-p50-ChIP-

Chip(Schreiber_et_al.)/Homer 1e-4
-
1.028e+01 0.0001 287.0 3.35% 2214.9 2.63%
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FOXA1-ChIP-Seq(GSE27824)/Homer 1e-4 -
1.027e+01 0.0001 375.0 4.38% 2989.2 3.55%
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C EKLF(Zf)/Erythrocyte-Klf1-ChIP-

Seq(GSE20478)/Homer 1e-4 -
1.022e+01 0.0001 799.0 9.33% 6842.1 8.13%
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1.006e+01 0.0001 57.0 0.67% 315.4 0.37%
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1.005e+01 0.0001 378.0 4.42% 3024.7 3.59%
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Seq(Unpublished)/Homer 1e-4 -
1.004e+01 0.0001 671.0 7.84% 5675.3 6.75%
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Seq(GSE28007)/Homer 1e-4 -
9.938e+00 0.0001 248.0 2.90% 1886.2 2.24%
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Seq(GSE63282)/Homer 1e-4 -
9.768e+00 0.0001 609.0 7.11% 5122.6 6.09%
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Seq(GSE34295)/Homer 1e-4 -
9.664e+00 0.0001 1806.0 21.10% 16352.4 19.44%
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C MYNN(Zf)/HEK293-MYNN.eGFP-ChIP-

Seq(Encode)/Homer 1e-4 -
9.620e+00 0.0001 644.0 7.52% 5450.6 6.48%
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Seq(GSE46194)/Homer 1e-4 -
9.377e+00 0.0001 895.0 10.45% 7783.2 9.25%
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ChIP-Seq(GSE26938)/Homer 1e-3 -
9.201e+00 0.0001 867.0 10.13% 7534.9 8.96%
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Smad2_3-ChIP-Seq(GSE29422)/Homer 1e-3 -
8.922e+00 0.0002 514.0 6.00% 4299.3 5.11%
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T GRE(NR),IR3/A549-GR-ChIP-

Seq(GSE32465)/Homer 1e-3 -
8.575e+00 0.0003 395.0 4.61% 3238.6 3.85%
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DMC1-ChIP-Seq(GSE24438)/Homer 1e-3 -
8.531e+00 0.0003 179.0 2.09% 1334.4 1.59%
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Seq(Donaldson_et_al.)/Homer 1e-3 -
8.469e+00 0.0003 241.0 2.82% 1873.1 2.23%
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A EBF1(EBF)/Near-E2A-ChIP-

Seq(GSE21512)/Homer 1e-3 -
8.219e+00 0.0004 2709.0 31.64% 25171.5 29.92%

312
TC
G
A
TG
C
A

ACTGGTC
A

AGTCAGTCAGTCAGT
C

A
G
C
T

T
G
A
C LRF(Zf)/Erythroblasts-ZBTB7A-ChIP-

Seq(GSE74977)/Homer 1e-3
-
7.845e+00 0.0006 2425.0 28.33% 22469.2 26.71%
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A Duxbl(Homeobox)/NIH3T3-Duxbl.HA-

ChIP-Seq(GSE119782)/Homer 1e-3 -
7.831e+00 0.0006 146.0 1.71% 1072.6 1.27%
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C GLI3(Zf)/Limb-GLI3-ChIP-

Chip(GSE11077)/Homer 1e-3 -
7.653e+00 0.0007 310.0 3.62% 2515.1 2.99%
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A Reverb(NR),DR2/RAW-Reverba.biotin-

ChIP-Seq(GSE45914)/Homer 1e-3 -
7.476e+00 0.0008 392.0 4.58% 3262.3 3.88%
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Seq(GSE34871)/Homer 1e-3 -
7.452e+00 0.0008 734.0 8.57% 6412.3 7.62%
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Seq(Chang_et_al)/Homer 1e-3 -
7.412e+00 0.0008 346.0 4.04% 2849.2 3.39%
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A Hoxc9(Homeobox)/Ainv15-Hoxc9-ChIP-

Seq(GSE21812)/Homer 1e-3 -
7.359e+00 0.0009 1214.0 14.18% 10930.6 12.99%
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Seq(GSE31477)/Homer 1e-3 -
7.308e+00 0.0009 689.0 8.05% 6003.5 7.14%
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Seq(GSE58341)/Homer 1e-3 -
7.239e+00 0.0010 781.0 9.12% 6865.8 8.16%
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A Tbx6(T-box)/ESC-Tbx6-ChIP-

Seq(GSE93524)/Homer 1e-3 -
7.188e+00 0.0010 2044.0 23.88% 18872.4 22.43%
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G
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T
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G NFY(CCAAT)/Promoter/Homer 1e-3 -

6.986e+00 0.0013 1840.0 21.49% 16935.9 20.13%
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G
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T
C ZKSCAN1(Zf)/HepG2-ZKSCAN1-ChIP-

Seq(Encode)/Homer 1e-3 -
6.975e+00 0.0013 82.0 0.96% 558.1 0.66%
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A ZBTB12(Zf)/HEK293-ZBTB12.GFP-ChIP-

Seq(GSE58341)/Homer 1e-2 -
6.865e+00 0.0014 1076.0 12.57% 9667.5 11.49%

325
A
T
G
C

A
G
T
C

G
T
A
C

AGC
T

TC
G
A

CTA
G

GA
T
C

CT
G
A

GTC
A

AGTCG
C
T
A

T
C
A
G Rfx5(HTH)/GM12878-Rfx5-ChIP-

Seq(GSE31477)/Homer 1e-2 -
6.703e+00 0.0017 937.0 10.94% 8369.7 9.95%
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A FOXA1:AR(Forkhead,NR)/LNCAP-AR-

ChIP-Seq(GSE27824)/Homer 1e-2 -
6.663e+00 0.0017 220.0 2.57% 1753.7 2.08%
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A
C p53(p53)/Saos-p53-ChIP-

Seq(GSE15780)/Homer 1e-2 -
6.629e+00 0.0018 253.0 2.96% 2048.5 2.43%
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p53(p53)/Saos-p53-ChIP-Seq/Homer 1e-2 -
6.629e+00 0.0018 253.0 2.96% 2048.5 2.43%
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A STAT5(Stat)/mCD4+-Stat5-ChIP-

Seq(GSE12346)/Homer 1e-2 -
6.600e+00 0.0018 1061.0 12.39% 9548.5 11.35%
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C ZNF143|STAF(Zf)/CUTLL-ZNF143-ChIP-

Seq(GSE29600)/Homer 1e-2 -
6.082e+00 0.0030 1044.0 12.19% 9433.0 11.21%
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A PAX6(Paired,Homeobox)/Forebrain-Pax6-

ChIP-Seq(GSE66961)/Homer 1e-2 -
6.050e+00 0.0031 221.0 2.58% 1786.7 2.12%
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A Nr5a2(NR)/mES-Nr5a2-ChIP-

Seq(GSE19019)/Homer 1e-2 -
5.946e+00 0.0035 1377.0 16.08% 12614.5 14.99%
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T bHLHE40(bHLH)/HepG2-BHLHE40-ChIP-

Seq(GSE31477)/Homer 1e-2 -
5.673e+00 0.0045 633.0 7.39% 5595.8 6.65%
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A Pax7(Paired,Homeobox)/Myoblast-Pax7-

ChIP-Seq(GSE25064)/Homer 1e-2 -
5.588e+00 0.0049 157.0 1.83% 1236.5 1.47%
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A Zfp809(Zf)/ES-Zfp809-ChIP-

Seq(GSE70799)/Homer 1e-2 -
5.557e+00 0.0051 520.0 6.07% 4549.4 5.41%
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C Brn2(POU,Homeobox)/NPC-Brn2-ChIP-

Seq(GSE35496)/Homer 1e-2 -
5.468e+00 0.0055 189.0 2.21% 1524.6 1.81%
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C PBX2(Homeobox)/K562-PBX2-ChIP-

Seq(Encode)/Homer 1e-2 -
5.258e+00 0.0068 1794.0 20.96% 16692.6 19.84%
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C GATA(Zf),IR4/iTreg-Gata3-ChIP-

Seq(GSE20898)/Homer 1e-2 -
5.247e+00 0.0069 159.0 1.86% 1266.6 1.51%
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C HIF-1a(bHLH)/MCF7-HIF1a-ChIP-

Seq(GSE28352)/Homer 1e-2 -
5.198e+00 0.0072 492.0 5.75% 4313.1 5.13%
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C ZNF669(Zf)/HEK293-ZNF669.GFP-ChIP-

Seq(GSE58341)/Homer 1e-2 -
5.139e+00 0.0076 179.0 2.09% 1448.8 1.72%
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A HNF1b(Homeobox)/PDAC-HNF1B-ChIP-

Seq(GSE64557)/Homer 1e-2 -
5.138e+00 0.0076 256.0 2.99% 2142.8 2.55%
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T GATA(Zf),IR3/iTreg-Gata3-ChIP-

Seq(GSE20898)/Homer 1e-2 -
5.114e+00 0.0077 304.0 3.55% 2581.8 3.07%
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C ZSCAN22(Zf)/HEK293-ZSCAN22.GFP-

ChIP-Seq(GSE58341)/Homer 1e-2 -
5.026e+00 0.0084 215.0 2.51% 1776.5 2.11%
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A Rfx1(HTH)/NPC-H3K4me1-ChIP-

Seq(GSE16256)/Homer 1e-2 -
4.721e+00 0.0114 556.0 6.49% 4946.1 5.88%
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Seq(GSE34014)/Homer 1e-2
-
4.671e+00 0.0119 470.0 5.49% 4146.0 4.93%
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