Homer Known Motif Enrichment Results (Strong _novel embryonic_heart enhancers)

Homer de novo Motif Results
Gene Ontology Enrichment Results
Known Motif Enrichment Results (txt file),
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Homer de novo Motif Results (Strong _novel embryonic_heart _enhancers/)

Known Motif Enrichment Results
Gene Ontology Enrichment Results
If Homer is having trouble matching a motif to a known motif, try copy/pasting the matrix file into STAMP
More information on motif finding results: HOMER | Description of Results | Tips
Total target sequences = 9094

Total background sequences = 41303
* - possible false positive

. P-  |log P- % of |% of STD(Bg . Motif
Rank|Motif value|pvalue Targets [Background|STD) Best Match/Details File
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tif
le- 623.6bp [Nkx2-5(var.2)/MA0503.1/Jaspar(0.762) ot
8 -4.567e¢+01(8.04% |5.67% . L . file
ngl:recg 19 19 (211.7bp)|[More Information | Similar Motifs Found (matrix)
; T A CI A ATI le- |, ssrosoilonmos looas,  [P65:3bp [PHO09S.1_Lhx8/Jaspar(0.688) %“f
g <" Qé@ - 19 (212.1bp)|More Information | Similar Motifs Found (_ma trix)
tif
le- 504.3bp |ONECUT1/MA0679.1/Jaspar(0.608) mott
10 A II -4.309¢+01/5.63% [3.72% SO : file
Al ,Q_._ngz <A3; 1 i 18 (210.0bp)[More Information | Similar Motifs Found (matrix)
. tif
le- 602.2bp [mix-a/MA0621.1/Jaspar(0.661) Mol
11 -4.273e+01(7.69% |5.44% . . . file
I‘%II A‘_‘lT A 18 ? ¢ (210.5bp)|More Information | Similar Motifs Found (Ea trix)
-~ e 507 4bp |ZNE768(Z0)/Rajj-ZNF768-ChIP- motif
12 T T N T T Alis [42e4erotlora oo [0 )p Seq(GSE111879)/Homer(0.583) file
1< WA\ SN\ L =D VOP) More Information | Similar Motifs Found (matrix),
1 548 3b Esrrb(NR)/mES-Esrrb-ChIP- motif
13 T A TT 1§ [4242¢401(13.19%10.25% 215 OtE) )[Sed(GSE11431)Homer(0.977) file
— - PNV ore Information | Similar Motifs Found (matrix),
. tif
le- . . 605.2bp |Arid3b/MA0601.1/Jaspar(0.788) moul
14 égiélIéA;r,; 18 -4-171e+01110.99%/8.32% (210.7bp)|More Information | Similar Motifs Found (ﬁﬁatrix)
tif
le- 380.3bp |STAT3/MA0144.2/Jaspar(0.550) motl
15 -4.062e+01(0.16% 10.01% . . : file
shc=IxcTacsAA |7 (66.6bp) |More Informaion | Similar Mt Found e
tif
le- . . 528.8bp |TEAD3/MA0808.1/Jaspar(0.773) P
16 glxag 'AIIQQ 16 [3-872e+01123.17%19.58% (218.9bp)|More Information | Similar Motifs Found (ﬁ_rilil trix)
tif
le- 275.8bp |TBX15/MA0803.1/Jaspar(0.627) oL
17 -3.836e+01(0.13% ]0.00% . L . file
$IAAIQ AQIQCIQI 16 (6.5bp) [More Information | Similar Motifs Found (matrix)
le- 88 9 GSC(Homeobox)/FrogEmbryos-GSC-ChIP- motif
18 A A Q T TAAT 16 -3.836e+01(0.13% ]0.00% © O.b )p Seq(DRA000576)/Homer(0.599) file
AN L A ?°P)_|More Information | Similar Motifs Found (matrix)
le 915.6bp Hoxal0(Homeobox)/ChickenMSG-Hoxal0.Flag- motif
19 T ‘~ “ I "~ 1-3.836e+01(0.13% 0.00% ; ChIP-Seq(GSE86088)/Homer(0.621) file
IAAA:; eCéQ o = 16 (0.0bp) More Information | Similar Motifs Found (matrix)
le- 537.9bp Reverb(NR),DR2/RAW-Reverba.biotin-ChIP- motif
20 -3.636e+01(17.00%]13.95% . Seq(GSE45914)/Homer(0.654) file
ﬁ-:—ggél_c‘lf-:—lf_:-ggé 15 (220.2bp) More Information | Similar Motifs Found (matrix),
tif
le- . . 461.0bp [STAT3/MAO0144.2/Jaspar(0.804) [out
21 TTTCTI AA 15 -3.572¢+0110.20% 10.01% (180.7bp)|More Information | Similar Motifs Found ile

(matrix),




i T
le- |35
T < AIg A AQ AT Ie 03¢+01/0.85% 0.29% 550.6bp |Tgif2(Homeobox)/mES
T — 2 x)/mES-Tgif2- -
= I (204.1bp) iffq(GISF;S 510 4)/H0mer(0,g6 06)ChIP motif
QAK le- More Information | Similar Motifs Found file
— =X TTAC, (4 -3.363e+01(0.14% 0.01% 561.9bp |PB0063.1_Soxl13 — (matrix)
24 (100.4bp) [ More Informaii _/laspar(0.574) motif
A AT N More Information | Similar Motifs Found file
— (=5 ol A= 13 [3:1036+013.38% [2.14% 531.3bp |PHO0085.1_Irx4/ (matrix)
-3.044¢+01[0.11° i
13 et01/0.11% 0.00% 301.6bp |SD0003 (matrix)
: 1_at :
26 3300 [Mogs Lfominn | Simbloe Mot o motif
=cAT<C le- ation | Similar Motifs Found file
—aToCTaoTTocal|s [P 00 457.6bp |[PBO1S5.1 O (malrix)
27 — (0.0bp)  [More Infor st2_2rlaspar(0.607) motif
AcAcTacAAAA le- More Information | Sicmilar Motifs Found file
AGTACRAAAAGT | -3.024¢+010.13% (0.01% 473.0bp IglIYI\H\I(Zf)/HEKZ%-I\/IYT\TN.eGFP_ChIP (malrix)
)3 (195.3bp) JQ(E?Cﬁde)ﬂ{omer(o.szu - motif
le- More Information | Simila i file
e e Similar Motifs Found .
e e |13 -3.024¢+01(0.13% [0.01% 375.0bp [Nkx2-5(var.2)/M . (atrix)
29 - (30.6bp) [More Inforn J/MAOS03.1/Jaspar(0.662) motif
-_—a le- More Information | Similar Motifs Found file
- S —— -2.856e+01/0.14% [0.01% 252.3bp ggFész(Zﬂ/HEK293-ZNF382.GFP-Ch1p (matrix)
30 (79.5bp) Mq( SE58341)/Homer(0.622) i motif
P le- |, More Information | Similar Motifs Found file
= a2 [2775¢+01|6.83% |5.12% 545.8bp [NKX2-8/MA067 (matrix)
5 15 60y More mformation | Simar Mottty motif
AAQ AT le- More Information | Similar Motifs Found file
-2.697¢e+0 0, i
e/ L | P2 11 er0100.20% looses  [5204bp [TFA (matrix)
30 * ~ ' (182~7l£)p) Mor: ?QI;&AO@LUJ?SPM(OJSD motif
ARAC ATTT le- More Information | Similar Motifs Found fle
=23 A 11 [2:697e+01/0.29% {0.05% 365.8bp |PH0126.1_Ob (marix)
33 * (209.3bp) More I f - 9X6/Ja§par(0_636) m
TAQT T CTI le- nformation | Similar Motifs Found file
= - 11 [2:693e+010.12% {0.01% 368.0bp [POU3F1/MA07 (i)
24 (217.0bp) [More Inft _ 86.1/Jaspar(0.614) motif
T T A le- Maore Information | Similar Motifs Found file
salcoeccxa=|! -2.693¢+01(0.12% [0.01% 267.1bp [LIN54/MA0619 (inattix)
35 % — (278.9bp)[More Informati L/1aspar(0.588) motif
11GG<CGCTC n Mors ofomuation Sl Mot Fod. o
1 [2:666e+010.24% (0.04% 308.4bp [PBO118.1_E (matrix)
26+ (167.0bp)[More Inf _ Srr.a_Z/Jgspar(O.603) motif
}EQ]-QQArACA le- More Information | Similar Motifs Found file
— GACAUATA |1 [2oeeror10% 000% 47320y [SG2(MADVES SMADZChIP (matrix)
7 (A (0.0bp) Jq(GSE29422)/Homer(o_690) motif
3 Q TTT A le- |55 ore Information | Similar Motifs Found file
— P 11 [2-558e+01/0.13% {0.01% 292.3bp |PB0025.1_Glis2 (matrix)
- (52.7bp) [More In.f_ 1s _1/Jgspar(0.666) motif
gA Tl A le- More Information | Similar Motifs Found file
=" 1o [2-479e+0115.04%12.67% 548.3bp |LIN54/MA0619 (matrix)
39 * (211.5bp)|More Informati HJaspar(0.707) motif
Alxc A le- Mare Inlonnation - Similar Matls Lound file
L =ReaGCNSE 1o [2:456e+010.93% [0.42% 620.9bp [PB0096.1 Zfp18 (matrix)
e 206 O Mo Lot remsion | Simie Mot motif
T T le- More Information | Similar Motifs Found file
_2.401e+01]0.53¢ i
= 10 er0110.53% [0.170  [710:4bp |TEAD (matrix)
41 * ° |(190.95p)More Ii/fl:,AAos-og'l/J?Spar(0'709) motif
c1rGA<| | More Information | Similat Motifs Found e
— W= AAVRAT || 2371e101)0.11% |0.01%  [28:80P SCL(bHLH)/HPC7-Scl-ChIP- (malrix)
»ATTxGSTTACAG =
re Information | Simila : file
_ A le-9 |- r Motifs Found .
b 1VA -9 |-2.253¢+010.15% [0.02% 323.7bp [SIX2/MA1119.1 = (matrix)
. (183 4bp)|More Inf : /Jaspar(0.692) motif
TCAATGA 1 ore Informasion | Snlar onh Found e
CAATCADAAATC o8 2.058¢+01/0.10% [0.01%  [~/0.00p [PBO169.1_SoxI (uaitix)
" (216.4bp)[More ln.f _Sox. 5_2/J.aspar(0.690) motif
TGTCCACCCT T
le-8 I- P
e-8 |-2.058¢+01(0.10% 0.01% 457.8bp [ZNF354C/MAO1 (matrix)
45+ (137.8bp)|More Informati 30.1/Jaspar(0.616) motif
I géT + 1 More Information | Similar Motifs Found file
— T ST CcCT ax A -8 12.058¢+0100.10% l0.0105  [103:4bp |PHO084.1_Irx3 (matrix)
o (160. Tbp) [More Inf Irx ._2/Jas.par(0.587) motif
T T QC A 1 More Information | Similar Motifs Found file
e S Qléc e-8 |-2.058¢+01(0.10% 0.01% 438.7bp | [P Smad(T-box MAD)ESCAS-Smad2 (matrix)
(105.4bp)|Sca(GSE29422)/ Homer(0.696) ad2_3-ChlP-  jmouf
file

More Information | Similar Motifs Found

(matrix)




47 * le-8 |-2.058e+01/0.10% |0.01% 341.5bp |SPDEF(ETS)/VCaP-SPDEF-ChIP- motif
(243.6bp)|Seq(SRA014231)/Homer(0.666) file
T rTCAaCACCA More Information | Similar Motifs Found (matrix)
tif
333.5bp |Sox3/MAO0514.1/Jaspar(0.648) ot
* - - 0, 0,
48 AAA AAA C fe-8 -1.950e+0110.22% 10.04% (198.7bp)|More Information | Similar Motifs Found file .
(matrix),
49 * le-8 -1.931e+0110.08% 0.00% 233.2bp |Smad4/MA1153.1/Jaspar(0.661) %ﬁf
\g ?CAT TIT IA ' RO Maad (9.7bp) [More Information | Similar Motifs Found (ﬁl trix)
508.3bp |PB0091.1 Zbtb3 1/Jaspar(0.706) motif
* -7 |- 0, o . R . .
>0 ACT le-7 |-1.839¢+01)1.99% |1.28% (199.3bp)|More Information | Similar Motifs Found file .
71 (matrix)
motif
59 % le-7 1-1.756e+0110.09% lo.01% 224.6bp |PH0078.1 Hoxdl13/Jaspar(0.622) file
AACAAAAT ICTC ’ ’ ’ (125.3bp)|More Information | Similar Motifs Found (Eitrix)
tif
413.8bp [SD0003.1 at AC_acceptor/Jaspar(0.708) Mol
* 7 |- [ ) _dt_ A
2 CATA CCT;T le-7 |-1.729¢+010.73% 10.34% (191.1bp)|More Information | Similar Motifs Found lile .
(matrix)
416.1bp [PB0201.1_Zp281 2/Taspar(0.670) ol
* -6 |- 0, 0 . A . .
3 A TTT le-6 |-1.474e+0110.10% 10.01% (147.5bp)|More Information | Similar Motifs Found file .
(matrix)
540.9bp |PB0178.1_Sox8 2/J (0.756) —
oo [1asseaipoms oors 0% KBTS LSow atemmoTs0) s
CETATTCOCATCS R e (matrix)
motif
55 % 1e-6 |-1.465¢+0110.08% 0.01% 318.8bp [PB0143.1 _KIf7 2/Jaspar(0.649) ﬁlel
T A GCCGCGCGA - . ' ’ ) (222.9bp)|More Information | Similar Motifs Found (;atrix)
238.8b ZFX(Zf)/mES-Z{x-ChIP- motif
56 * le-6 |-1.465¢+01]0.08% [0.01% °%P 19eq(GSE11431 /Homer(0.720 file
(0.0bp) |24
ACCCCT TCCT TG PP} IMore Information | Similar Motifs Found (matrix)
motif
57 % le6 1-1.451e+0110.09% 10.01% 457.8bp |JUN::JUNB(var.2)/MA1133.1/Jaspar(0.654) fle
TAACGT TACA ' ’ ' (125.9bp)|More Information | Similar Motifs Found @1 trix)
motif
58 * le=6 |-1.451e+0110.09% lo.01% 343.7bp |PB0148.1 Mtfl 2/Jaspar(0.665) fle
ATAATAAAGACA ’ ’ ’ (51.3bp) [More Information | Similar Motifs Found (Katrix)
tif
570.6bp |ONECUT3/MA0757.1/Jaspar(0.685) motl
* - - 0, 0,
39 —.—I QIITT le-4 [-1.043e+01)15.48%14.00% (211.1bp)[More Information | Similar Motifs Found file
e e e

(matrix)
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