Motifs enriched in enhancers marked with H3K27ac in both before- and during-differentiation bovine satellite cells
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I (matrix),
motif
99 AAAA TAA L0 DICOl ATSGOI200-DAP[1e |5 672e+01/0.0000 74020 [s6.08% (156305  [s1.59%  [file |sve
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A (matrix),
108 QTIMTTTSL%# LBDI§(LOBAS2)/colamp-LBD18-DAP- le- | s 4g0e+01/0.0000  [0113.0  [69.04% [196522  [64.86% et svg
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g 4 S Seq(GSE60143)/Homer 23

(matrix),




111
ggI A ATCQ CRX(Homeobox)/Retina-Crx-ChIP- le- |-5.373¢+
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gc ELF5(ETS)/T47D-ELF5-ChIP- (matrix)|
e = - Seq(GSE30407)/Home le- -4.515e+01 motif
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’ ’ . . file
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> é;l . ég—-— *QCC q (matrix),
C A motif

196 | T Té At4gI6750(APZEREBP)/col-At4gl6750-DAP- |le- |, c50.101l0.0000  |4712.0  [35.70% [09582  [32.87%  [file  |sve
Aj J \J = Seq(GSE60143)/Homer 11 (matrix)
A T E . ) ) motif

197 TIA (@ AA Iggggé%‘{%ﬁﬁgmo DAP }f -2.648¢+01/0.0000  [4334.0  [32.84% [9110.8  [30.07% |file |sve
= L EWWA vaTsc (matrix),
C motif

198 Q_I A I &Ygsé%‘{%‘;ﬁfggym62'DAP' if 2.608e+01]0.0000  [5073.0  [38.43% 107797  [35.58%  |file |sve

= =Icilc 4 (matrix),
T motif

199 A#I C TIA ?Yggégmﬁ))/ﬁoﬁmrp_MYBIOS-DAP' if 2.598¢+01/0.0000  [1967.0  [14.90% [39012  [12.88%  [file |sve
%Ccc T2 1 = cq ome (matrix),

motif
200 I IC QA g};lp(?slggggéégéfggl?ggamp-m1G1263o- 1 astecro1fo0000  269.0  [agme [67510 p22s%  ffle v
= (matrix),
A motif

201 QCE ég &%ﬁfggﬁflﬁgzoS'FOXKz'ChIP'Seq(E' 17 |asTaerorjo0000 21930 [1661% (43930 [1450% [l |sve
o N - i
e b_4 (matrix),
motif

202 !A_;AAAAAAé l;i%gggﬁg%iﬁgnm9’DAP' 17 |2seserofo0000  ps0so  [1974% [s2942  |1747%  ffle  |sve

C<L.* A (matrix),
AAATT AAA motif
SPL14(SBP)/col-SPL14-DAP- le- mott

203 [ ELTAS TAC 5 2.537¢+01[0.0000  [813.0  [6.16%  [14702  [4.85%  |file |svg
CECCA T$EC Seq(GSE60143)/Homer 11 (matrix)
T motif

204 Aé C TTAC &Yfggé%ﬁ%jﬁm;mg‘mp' 1o |2s20er01f00000 11690 [s86% [22098  [120%  [fle |sve
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- motif

205 IQICC g A ‘gg;((é;?;gfgl)}/‘géﬁg"I'AT3G5863O'DAP' 1o asoserofoooo0  pamio [1721% |4sTiz f1509%  ffle  fsve
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Seq(GSE73694)/Homer

206 AA C AA MYB119(MYB)/colamp-MYB119-DAP- le- |-2.504e+01/0.0000 11440 [8.67%  [2159.7 7.13% motif |svg
T T Seq(GSE60143)/Homer 10 file
motif
207 IIC C C AAAA E2F(E2F)/Hela-CellCycle-Expression/Homer }8_ -2.504e+01{0.0000 820.0 6.21% 1487.2 4.91% file svg
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T(_F AA T i DAD. i motif
208 < AI AT ‘ggz((élsgg‘gf%z)l/{égﬁ?rAT2G1574° DAP }8 2.475¢+01/0.0000  [31840 |24.12% 65795 |1.72%  |file  |sve
A IC Cc: 4 (matrix)
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209 éA llgc Sﬁgggggq?;;%%;s;smmp - 1o |2a2er01f00000 102400 [7758% [22768.6  [15.15%  ffile  |sve
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e OBP4(C2C2dof)/col-OBP4-DAP le motif
210 A A ).q CTTT I I RS ~OBP4-DAP- © [2413¢+01/0.0000  [4626.0 [35.05% [9807.8  [32.37%  [file |sve
E60143)/Homer 10 .
CCC eq( (matrix)
I
MafK(bZIP)/C2C12-MafK-ChIP- le- motl
211 A IQA CA 2384¢+01[0.0000 13110 [9.93%  [2523.6  [833%  |file  |sve
Seq(GSE36030)/Homer 10 PN
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212 A g ng c-Jun-CRE(bZIP)/K562-cJun-ChIP- le- 15 377¢+01)0.0000  [1411.0  [10.69% [27370  [9.03% %ﬂf s
A Seq(GSE31477)/Homer 0 [~ : : DI : 27 (matrix) Sve
motif
213 CC A Ag S&?ﬁﬁﬁ?ﬁsf Eﬁ%&igﬁm‘ 10 2ssreroifooo00 12060 [o.14%  [23049  [161% e fsve
TéT W T — = (matrix),
TT motif
214 QTAA 2 Isselilﬁg‘s’??ﬁ?é;gi“mff FISH1-ChIP- 18 12345¢+01/0.0000  [5678.0  [43.02% [12199.9  |4026% [file  |sve
= e SN
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. Gt
K AN2(G2like)/colamp-K AN2-DAP- le- motl
215 A T T 12305¢+01[0.0000  [3657.0  [27.71% [7657.4  [2527%  file  |sve
TIATACCQ Seq(GSE60143)/Homer 10 (matriz)
216 é $T é gﬁ‘fp(};"mCGO;’0’3‘)9g°p}/‘r°npr°gemmr Six2 le-9 |-2.297¢+01[0.0000  [3778.0  [28.62% [7928.8 26.17%  lfile  |sve
AAZAMS A -Seq(GSE 7)/Homer (matrix)
TCT C motif
217 CAAI TTTAT ggﬁgsléi‘;%k;13e)"}gl)$§fz93'F OXKI-ChIP- ;o 15 266c+01[0.0000  [3086.0 [2338% 63967  pr11%  |fle  |sve
ATCAAD =1 c a (matrix),
motif
218 'RAI AQ lCA ’S*etgl(g’szég)l/‘lf7576)fl'{‘gnilr'ChIP' 1e-9 |-2.247e+01(0.0000 3043.0  [23.05% 6305.0 20.81%  |file svg
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motif
219 1A ATAAQEEI e b0 ool OPATEDIODA e.g o 24serotjoooon  |49s30  [3753% (105765 [3491%  [ile |sve
(matrix),
T . tif
SOC1(MADS)/Seedling-SOC 1-ChIP- motil
220 I Aglgg A T le-9 [2.229¢+01/0.0000  [1158.0 [8.77%  [2216.6  [132%  |file  |sve
T ARV Seq(GSE45846)/Homer matri)
TTTCTC motif
21 C A ééXé AC Si?(}csoggéfg%i)‘ﬁ;gNAc094'DAP' le-9 [-2.161e+01/0.0000  [3479.0 [26.36% [7286.9  [24.05%  |file |sve
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motif
222 C AA lsigi(lé'];él;)z/geé?/ggzlefhm le-9 [-2.153¢+01/0.0000  [3561.0 [26.98% (74702  |24.65%  lfile  |sve
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motif
223 C k QI ggi(ggég);?xhgf-cmp- 1e-9 [-2.120¢+01(0.0000  [6675.0 [50.57% [14519.01  [47.92%  file  |sve
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motif
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225 AA AA ATTT SVP(MADS)/col-SVP-DAP- le-9 |-2.120e+01/0.0000 1436.0  [10.88% [2819.5 9.31% motif |svg
TT Seq(GSE60143)/Homer file
PSS C_: TAééAI (matrix),
T ClI 0 i motif
tx2(Homeobox)/EpiLC-Otx2-ChlIP-
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motif
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T TA motif
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Seq(GSE60143)/Homer
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CT C motif
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motif
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motif
278 T Sox21(HMG)/ESC-SOX21-ChIP- le-5 |-1.311e+01{0.0000 5842.0 |44.26% |12808.7  |4227%  |file  |svg
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A motif
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(matrix),




Seq(GSE36024)/Homer
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