Table 5 Homer Known Motif Enrichment Results(ISL1 ChIP-seq peak)

22CAGETG

# Target  |%of Targets|Background| % of Background
Rank| Motif Name P- | logP- gvalue  |gequences|Sequences | Sequences| Sequences
valuej value  |(Benjiamini) it Motif |with Motif | with Motif | with Motif
TA
1 g I A I Pt AA I A gzo?égg(ﬁseg;ggH\Ieeur"“’Ph"xza’ChIP’ ég -1.3860+02/0.0000  [450.0 1778% 36366 [172%
=T =272 —_ 4 mer
I I C [s11(Homeobox)/Neuron-Isl1-ChIP- le-
2 gT A A A Seq(GSE31456)Homer hs [1:112¢402/00000 (9280 36.67%  |111265  [23.62%
T A NKx6.1 (Homeobox)/Islet-NKx6.1-ChIP- le-
3 —.-AT A ATT Seq(GSEAQD7S) Homer b5 [[7:805¢401/0.0000 13400 |5294% 192490  [40.87%
C C Nanog(Homeobox)/mES-Nanog-ChIP- le-
4 C A I I AA Seq(GSE1 1724 Homer ha  [5:749401/0.0000 13960 |55.16%  [211050  [44.81%
AA I Lhx3(Homeobox)/Neuron-Lhx3-ChIP- le-
5 L= We- I A Seq(GSE31456)/Homer lo [4s61e+01{00000  [s800 3477% 124527 [26.44%
- == - —
AAC A A INKx2.5(Homeobox)/HL 1-NKx2.5 biotin-ChIP- le-
6 CCA Seq(OSE21529) Homer 16 |3-889e+01fo0000  f6120 24.18%  |82377 17.49%
I Pdx 1 (Homeobox)/Islet-Pdx 1-ChIP- le-
7 C I C A 3.352¢401[0.0000  |498.0 1968% (65943 14.00%
C X A TR Seq(SRA008281)/Homer 14 & : o
T A I HOX A9(Homeobox)/HSC-Hoxa9-ChIP- le-
3 A A A A CA Seq(GSE33500yHomer 15 [3207es01j00000 3560 1407%  |44016 9.34%
9 ATA ACA (GATA3(Z1)/iTreg-Gata3-ChIP-Seq(GSE20898)/Homer }g 3201¢401[0.0000  |658.0 26.00%  |9296.4 19.74%
A I ( : I A C AP-2alph - -ChIP- .
pha(AP2)/Hela-AP2alpha-ChIP: le- |
U § Seq(GSE31477) Homer 15 [3093¢401/0.0000 1200 4.74% 10439 2.22%
11 AQC A I C [ Olig2(bHLH)/Neuron-Olig2-ChIP- le- 1 5 927¢+01[0.0000 515.0 2035%  |70453 14.96%
o -4 A g Seq(GSE30882)/Homer 12
A TAA Nkx3.1(Homeobox)/LNCaP-Nkx3.1-ChIP- le-
12 A C AC Seq(GSE28264y Homer 1 [2sotesotfooooo  f6730 2659%  |9853.6 20.92%
:_:.A iLE C$ —
C A .
ERI =3 A Gatad(Zf)/Heart-Gatad-ChIP-Seq(GSE3515 1 /Homer |1 |-2.549¢+01[0.0000 4190 1655%  |56432 11.98%
=T = 1
P — - Dl
Hoxc9(Homeobox)/Ainv15-Hoxc9-ChIP- le-
14 I I A 2.413¢+01[0.0000  [282.0 11.14%  [35268 7.49%
gggg A A A A GI Seq(GSE21812)/Homer 10 © 0 °
cc I C CAT AP-2 - ~ChIp- -
gamma(AP2)/MCF7-TFAP2C-ChIP le- |,
15 A cX A Seq(GSE21254)Homer 1o [2361e+01f0.0000 1410 5.57% 1458.7 3.10%
C 4 &= b4 L
16 | Aes I C LA A EBFgS]iggrfst;“'EBF‘Chlp' }8 12335¢401/0.0000 500 1.98% 3104 0.68%
5 gT eq( )/Homer
Hoxb4(Homeobox)/ES-Hoxb4-ChIP-
17 I A I I A I cg 1e-9 |-2.152¢+010.0000 1050 4.15% 1013.0 2.15%
P dm AC 1 —,.\—A S A Seq(GSE34014)/Homer
A
18 A Gatal(Zf)/K562-GATA 1-ChIP-Seq(GSE18829)/Homer [1e-9 [-2.095¢+01/0.0000  [238.0 9.40% 29582 6.28%
C:Cc
19 g c I AAA 'Unknown(Homeobox)/Limb-p300-ChIP-Seq/Homer  [le-8 [-1.968e+010.0000 321.0 12.68% 4312.5 9.16%
=CTE I
20 CCA Nkx2. 1 (Homeobox)/Lung AC-Nkx2.1-ChIP- 1e-8 |-1968¢+01[0.0000  [7000 27.66%  |106816  [22.68%
Seq(GSE43252)/Homer : : : e ’ e
' = AT g L C
Pitx 1(Homeobox)/Chicken-Pitx 1-ChIP-
21 T A ATCCCT le-8 |-1.870e+010.0000 13380  |5286% 222420  [47.22%
AF A?:fxc Seq(GSE38910)/Homer
2 | == | g‘ C‘ A A EBF1(EBF)/Near-E2A-ChIP-Seq(GSE21512)/Homer |le-8 |-1.850¢+010.0000 1450 5.73% 16402 3.48%
—<= W - _!,e‘A EeN =
23 SCL(bHLH)/HPC7-Scl-ChIP-Seq(GSE13511)/Homer [le-7 |-1.810e+01/0.0000  [915.0 36.15%  |145810  [30.96%




