MOTIFSIM - MOTIF SIMilarity Detection Tool

Version 2.0

INPUT

Input Parameters
Number of files:

Number of top significant motifs:

Number of best matches:
Similarity cutoff >=
Output file type:

Output file format:

Input files and motif counts
File name

DREME_DM721.txt
MEME-CHIP_DM721.txt
PScanChIP_DM721.txt
RSAT_peak-motifs_DM721.txt

RESULTS

10
10
0.75
All
All

Count of motifs
16
11
37
40

Dataset number
1

2
3
4

Top 10 Significant Motifs - Global Matching (Highest to Lowest)

Dataset #: 2

Motif ID: 18

Motif name: Motif 18
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Original motif  Consensus sequence: AMACA

= _a3
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E=1
e

Reverse complement motif

Consensus sequence: TGTRT

Best Matches for Top Significant Motif ID 18 (Highest to Lowest)

Dataset #: 1

Motif ID: 2

Motif name: Motif 2
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Backward
Position number: 1

Number of overlap: 5

Similarity score: 0

Alignment:

CACACACA

-—-—-AMACA

Original motif = Consensus sequence: CACACACA

=0

Wkl aga @A

Reverse complement motif

15

b

e esln e e T =B

Consensus sequence: TGTGTGTG

TGTSTGT.

LR TS SR

Page 2 of 79



Dataset #:

Motif ID:

Motif name:

Matching format of first motif:
Matching format of second motif:
Direction:

Position number:

Number of overlap:

Similarity score:

Alignment:
TGTGTGTGTGTG

4
79

CACACACACACA
Reverse Complement
Reverse Complement
Forward

3

5

0.0148279

Original motif = Consensus sequence: CACACACACACA

2.0

Reverse complement motif

bits

2.0

—

- W

Consensus sequence: TGTGTGTGTGTG

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:
Matching format of second motif:
Direction:

Position number:

Number of overlap:

95

CACACACACACA
Reverse Complement
Reverse Complement
Backward

4

5
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Similarity score:

Alignment:
TGTGTGTGTGTG
—-——-TGTRT---

0.0228414

Original motif = Consensus sequence: CACACACACACA

Reverse complement motif

2.0

0.0

Consensus sequence: TGTGTGTGTGTG

Wetiiogo 3.4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
AAACAAAACAA

69
aaACAAAACaa
Original Motif
Original Motif
Forward

6

5

0.0274014

Original motif = Consensus sequence: AAACAAAACAA

Reverse complement motif

Consensus sequence: TTGTTTTGTTT
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Dataset #: 4
Motif ID: 86
Motif name: aaCAAAAACaa
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Backward
Position number: 2
Number of overlap: 5
Similarity score: 0.0291354
Alignment:
HHCAAAAACAH
————— AMACA-
Original motif = Consensus sequence: HHCAAAAACAH Reverse complement motif = Consensus sequence: HTGTTTTTGHH
% 1.0 % 1.1:—:
I
===

Dataset #:
Motif ID:
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Motif name:
Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
DHAYAYAYRTGTGTRTDH
————————— TGTRT----

ryayAyAyrtGTRTrTry
Reverse Complement
Original Motif
Backward

5

5

0.0293401

Original motif = Consensus sequence: DHAYAYAYRTGTGTRTDH

2.0

o
40

0.0 - T
5

Dn¢é$A9A$A§éIAIQIAI

Webilogo 3.4

Reverse complement motif
HDAMACACAKKTKTKTHD

2.0

Consensus sequence:

0.

£ n ég As'crAg é% AIA]:&IA_-_

Webiloga 34

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

4
100

WrTGTATACAyw
Reverse Complement
Original Motif
Backward

6

5

0.0302831
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Alignment:
HDTGTATACAHD

Consensus sequence: HDTGTATACAHD Reverse complement motif  Consensus sequence: DHTGTATACADH

2.0

2.0
) I | A I AQA | |
—— — e = A e e =
a.0 — . ———t - — o0 = - = e —
5 10 5 10

Welaloga A4

Original motif

ts

b

—i
—
—
—
 —
‘)

—

Dataset #: 1

Motif ID: 5

Motif name: Motif 5
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Backward
Position number: 3

Number of overlap: 5

Similarity score: 0.0378142
Alignment:

AAAASAAA

-AMACA--

Reverse complement motif =~ Consensus sequence: TTTSTTT]1

Original motif ~ Consensus sequence: AAAASAAA
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Dataset #: 4
Motif ID: 92
Motif name: tyTCTKTKTCyy
Matching format of first motif: Original Motif
Matching format of second motif: Reverse Complement
Direction: Forward
Position number: 4
Number of overlap: 5
Similarity score: 0.0390126
Alignment:
VHGARAYAGAVV
-—-—-AMACA----
Original motif = Consensus sequence: BBTCTKTKTCHB Reverse complement motif = Consensus sequence: VHGARAYAGAVV

2.0

Dataset #: 1
Motif ID: 14
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Motif name:

Matching format of first motif:
Matching format of second motif:
Direction:

Position number:

Number of overlap:

Similarity score:

Alignment:
GKGTGKGC
-TGTRT--

Original motif = Consensus sequence: GCRCACRC

s

b

Motif 14

Reverse Complement
Reverse Complement
Forward

2

5

0.042464

Reverse complement motif = Consensus sequence: GKGTGKGC

bits
:

CACACA

WelLaogo 3

IV UL

WelLago 3

0.0

Dataset #: 3 Motif ID: 30

Original motif = Consensus sequence: CACCTD

--cACCT_

Motif name: ZEB1

Reverse complement motif = Consensus sequence: HAGGTG

bifs

=_i
B A...: =
_ ~

Fa s — =

W s Loy S

Best Matches for Top Significant Motif ID 30 (Highest to Lowest)
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Dataset #: 4

Motif ID: 89

Motif name: ccCCmCACCcc
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Backward
Position number: 1

Number of overlap: 6

Similarity score: 0.0148347
Alignment:

HBCCMCACCHH

————— CACCTD

Original motif = Consensus sequence: HBCCMCACCHH Reverse complement motif = Consensus sequence: DDGGTGRGGBD

2.0 2.0

=
=19

i — e S L —
Dataset #: 4
Motif ID: 93
Motif name: rrfAGGGGGArr
Matching format of first motif: Reverse Complement
Matching format of second motif: Original Motif
Direction: Backward
Position number: 5
Number of overlap: 6
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Similarity score:

Alignment:
VVAGGGGGAVV
-HAGGTG—-—---

0.0194512

Original motif = Consensus sequence: VVAGGGGGAVV

2.0

onl=—====

10
wWetiiaga 3.4

Reverse complement motif

2.0

Consensus sequence: VVTCCCCCTVV

—

wWebiiaga 3.4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
HACAYAYACATRHD
—————— CACCTD--

4
75
yayAyAyACATrya
Original Motif
Original Motif
Forward

7

6

0.0270731

Original motif = Consensus sequence: HACAYAYACATRHD

Reverse complement motif

Consensus sequence: DHKATGTKTKTGT
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Welloge 3.4

Dataset #: 4

Motif ID: 97

Motif name: ryayAyAyrtGTRTrTry
Matching format of first motif: Original Motif
Matching format of second motif: Reverse Complement
Direction: Forward

Position number: 6

Number of overlap: 6

Similarity score: 0.0321302
Alignment:

HDAMACACAKKTKTKTHD

————— CACCTD-------

Reverse complement motif =~ Consensus sequence:
HDAMACACAKKTKTKTHD

2.0 2.0

Original motif = Consensus sequence: DHAYAYAYRTGTGTRTDH

E

= - = = 0.0

Webilogo 3.4 Webilogo 3.4

Dataset #: 4
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Motif ID: 96

Motif name: yrTGTGCACAyr
Matching format of first motif: Reverse Complement
Matching format of second motif: Original Motif
Direction: Forward

Position number: 1

Number of overlap: 6

Similarity score: 0.0342918

Alignment:

BVTGTGCACABV

HAGGTG------

Original motif = Consensus sequence: BVTGTGCACABV

L TETGOACh.

Wetiloga 34

Reverse complement motif = Consensus sequence: BBTGTGCACAVV

bits

2.0

1.0

0.0

_TCTGCAGA.

Welaloga 34

Dataset #: 4

Motif ID: 91

Motif name: ssCGCCsCCrCCCss
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Forward

Position number: 9

Number of overlap: 6

Similarity score: 0.0456166
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Alignment:
SSCGCCSCCGCCCSS
———————— CACCTD-

Original motif = Consensus sequence: SSCGCCSCCGCCCSS

20

el (e

Webiloga 3.4

Reverse complement motif
SSGGGCGGSGGCGSS

20

Consensus sequence:

C

;-_::_——C——E-—_I?%—?IC*E-CT_“-E _—

5

10 15
WebiLoga 3.4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:
Matching format of second motif:
Direction:

Position number:

Number of overlap:

Similarity score:

Alignment:
CYBCCTCC
-CACCTD-

1

4

Motif 4
Original Motif
Original Motif
Forward

2

6

0.0458702

Original motif = Consensus sequence: CYBCCTCC

Reverse complement motif

Consensus sequence: GGAGGVMG
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Dataset #: 4
Motif ID: 84
Motif name: wsAGCTACwy
Matching format of first motif: Original Motif
Matching format of second motif: Reverse Complement
Direction: Forward
Position number: 4
Number of overlap: 6
Similarity score: 0.0461351
Alignment:
VHGTAGCTVD
-—-—-CACCTD-
Original motif = Consensus sequence: DVAGCTACHB Reverse complement motif = Consensus sequence: VHGTAGCTVD
0.0 = A 2 EQAL 0.0 — —
Dataset #: 4
Motif ID: 88
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ssCrCYyYCGss

Motif name:
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Backward
Position number: 5
Number of overlap: 6
Similarity score: 0.0554152
Alignment:
BBCRCCYCCGBB
--CACCTD----
Original motif = Consensus sequence: BBCRCCYCCGBB Reverse complement motif = Consensus sequence: BBCGGKGGMGBB
2.0 2.0
T abe.e ¢
P = 5 = B - ‘j—w:a:‘ 0.0 T - :—:j
Dataset #: 4
Motif ID: 90
Motif name: ssCGsCwsCss
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Backward
1
6
0.0564656
Page 16 of 79

Position nhumber:
Number of overlap:
Similarity score:



Alignment:

BBCGSCWSCBB

————— CACCTD

Original motif = Consensus sequence: BBCGSCWSCBB Reverse complement motif  Consensus sequence: BBGSWGSCGBB
2.0 2.0
et C QCAC Lﬁum ot ! o

Dataset #: 1 Motif ID: 7 Motif name: Motif 7

Original motif = Consensus sequence: ASASAGAA Reverse complement motif = Consensus sequence: TTCTSTST

KGR TTCTTT

Wk oo Ed Wk oo T

Best Matches for Top Significant Motif ID 7 (Highest to Lowest)

Dataset #: 4

Motif ID: 92

Motif name: tyTCTKTKTCyy
Matching format of first motif: Reverse Complement
Matching format of second motif: Original Motif
Direction: Backward

Position number: 4
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8
0.00355249
Consensus sequence: VHGARAYAGAVV

Number of overlap:
Similarity score:
Reverse complement motif

Alignment:
BBTCTKTKTCHB
-TTCTSTST—---
Original motif = Consensus sequence: BBTCTKTKTCHB
- V= ol = -1 1A i S
Dataset #: 4
Motif ID: 69
Motif name: aaACAAAACaa
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Forward
Position number: 1
Number of overlap: 8
Similarity score: 0.0313478
Alignment:
AAACAAAACAA
Reverse complement motif = Consensus sequence: TTGTTTTGTTI
Page 18 of 79

ASASAGAA——-
Consensus sequence: AAACAAAACAA

Original motif



2.0

bits
5
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Dataset #: 4
Motif ID: 82
Motif name: rmACAGCAGsr
Matching format of first motif: Reverse Complement
Matching format of second motif: Reverse Complement
Direction: Backward
Position number: 1
Number of overlap: 8
Similarity score: 0.0319191
Alignment:
DVCTGCTGTVB
-—-TTCTSTST
Original motif = Consensus sequence: VVACAGCAGVD Reverse complement motif = Consensus sequence: DVCTGCTGTVB
£10 A' ' £10 ' ‘ ‘ ‘ |
o - 5 ] ] 10 LR i 1o
Dataset #: 4
Motif ID: 95
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Motif name:

Matching format of first motif:
Matching format of second motif:
Direction:

Position number:

Number of overlap:

Similarity score:

Alignment:
TGTGTGTGTGTG
-TTCTSTST---

CACACACACACA
Reverse Complement
Reverse Complement
Backward

4

8

0.0398795

Original motif = Consensus sequence: CACACACACACA

ts

b

ZQACAQAQACAgé

Wehilogo 34

Reverse complement motif

2.0

Consensus sequence: TGTGTGTGTGTG

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position nhumber:
Number of overlap:
Similarity score:

4
79

CACACACACACA
Reverse Complement
Reverse Complement
Backward

4

8

0.0407034
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Reverse complement motif

Consensus sequence: TGTGTGTGTGTG

Alignment:
TGTGTGTGTGTG
-TTCTSTST---
Original motif = Consensus sequence: CACACACACACA
2.0 2.0
0.0 Pra=——— I |
Dataset #:
Motif ID: 102
Motif name: AAAAAAAAAAA
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Forward
1
8
0.0441956

Position number:
Number of overlap:
Similarity score:

Alignment:
AAAAAAAAAAA

ASASAGAA---

Original motif

Consensus sequence: AAAAAAAAAAA

Reverse complement motif

Consensus sequence: TTTTTTTTTTI
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Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
TKKTTTGTTTTTTT
-——-TTCTSTST--

2

26

Motif 26

Reverse Complement
Original Motif
Forward

5

8

0.0451851

Original motif  Consensus sequence: TKKTTTGTTTTTTI

EZIIIIIT

Welilogo 3.4

Reverse complement motif

Consensus sequence: AAAAAAACAAARR

Dataset #:
Motif ID:

27
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Motif name: Motif 27

Matching format of first motif: Reverse Complement

Matching format of second motif: Reverse Complement

Direction: Forward

Position number: 6

Number of overlap: 8

Similarity score: 0.0493389

Alignment:

TGTGTGTGTGTKTG

————— TTCTSTST-

Original motif =~ Consensus sequence: CAYACACACACACA Reverse complement motif ~ Consensus sequence: TGTGTGTGTGTKT:
20 20

Dhecholoalacs - TxbTelcTen
TGA x = ~1L7CA

Dataset #: 2

Motif ID: 25

Motif name: Motif 25

Matching format of first motif: Original Motif

Matching format of second motif: Original Motif

Direction: Forward

Position nhumber: 6

Number of overlap: 8

Similarity score: 0.0494079
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Alignment:
CACACAVRCACACA
————— ASASAGAA-

Original motif = Consensus sequence: CACACAVRCACACA

“Closca schCAcA

WelsLage 3.4

Reverse complement motif

2.0

bits
=

-

Consensus sequence: TGTGTGKVTGTGT

:

0.0 TA.-_—QI—CC?ETAG
5 10

Wellage 3.4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
CCTTCCTTCCTTCCTTCC
-—--TTCTSTST-—-————-

3

48

EWSR1-FLI1

Reverse Complement
Reverse Complement
Forward

4

8

0.0559328

Original motif = Consensus sequence: GGAAGGAAGGAAGGAAGG

Reverse complement motif
CCTTCCTTCCTTCCTTCC

Consensus sequence:

Page 24 of 79
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WebLaga 3.4

Dataset #: 2 Motif ID: 21 Motif name: Motif 21
Original motif =~ Consensus sequence: ATKTM Reverse complement motif = Consensus sequence: RARAT
=_a3 2.1:!—_
- -
-I:l.l:l—_-

=

et mn o e S = L s PRSPt

Best Matches for Top Significant Motif ID 21 (Highest to Lowest)

Dataset #: 1

Motif ID: 15

Motif name: Motif 15
Matching format of first motif: Original Motif
Matching format of second motif: Reverse Complement
Direction: Backward
Position number: 2

Number of overlap: 5

Similarity score: 0.0065927
Alignment:

CATTTKC

—-ATKTM-

Page 25 of 79



Original motif = Consensus sequence: GRAAATG

= 0

s ey cx 3

Reverse complement motif

=0

his

(=N

Consensus sequence: CATTTKC

-

e ey cx E3

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
TAMATA
—-RARAT

1

10

Motif 10

Reverse Complement
Original Motif
Forward

2

5

0.0217628

Original motif =~ Consensus sequence: TAMATA

= 4

Reverse complement motif

= 4

(=

o

Consensus sequence: TATRTA

N s L cwcy o T
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Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
DDTAAAAATHD
-—-——-RARAT--

4
85

WEATTTTTAwWw
Reverse Complement
Reverse Complement
Forward

5

5

0.0314602

Original motif = Consensus sequence: DHATTTTTADD

2.0

Webiioga 34

Reverse complement motif

2.0

Consensus sequence: DDTAAAAATHD

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:
Number of overlap:

71

WYATTTTAww
Reverse Complement
Reverse Complement
Backward

3

5
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Similarity score: 0.0314958
Alignment:

DDTAAAATHD

—-——RARAT--

Original motif = Consensus sequence: DHATTTTADD

2.0

a0

Wbl ogo 3 S

Reverse complement motif

2.0

Consensus sequence: DDTAAAATHD

Wbl ogo 34

Dataset #: 4

Motif ID: 92

Motif name: tyTCTKTKTCyy
Matching format of first motif: Reverse Complement
Matching format of second motif: Reverse Complement
Direction: Backward

Position number: 6

Number of overlap: 5

Similarity score: 0.0326182

Alignment:

VHGARAYAGAVV

——RARAT-——--

Original motif = Consensus sequence: BBTCTKTKTCHB

Reverse complement motif

Consensus sequence: VHGARAYAGAVV
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Dataset #:

Motif ID:

Motif name:

Matching format of first motif:
Matching format of second motif:
Direction:

Position number:

Number of overlap:

Similarity score:

Alignment:
DBTATGTAHH
-——ATKTM--

74

twTACATAvVwW

Original Motif
Reverse Complement
Forward

4

5

0.0335447

Original motif = Consensus sequence: HHTACATAVD

2.0

bits
5

a.0

Reverse complement motif

Consensus sequence: DBTATGTAHH

WL ogo 3 4

Dataset #:
Motif ID:
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Motif name:
Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
HHTWTTTADD
-——ATKTM--

WWTAAAWAWW
Original Motif
Reverse Complement
Forward

4

5

0.0514182

Original motif =~ Consensus sequence: DDTAAAWAHH

2.0

Reverse complement motif

2.0

Consensus sequence: HHTWTTTADD

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position nhumber:
Number of overlap:
Similarity score:

76

wwWAAAAAwa
Reverse Complement
Original Motif
Forward

5

5

0.0597589
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Alignment:
WWAAAAAAWH
-———-RARAT-

Original motif = Consensus sequence: WWAAAAAAWH Reverse complement motif = Consensus sequence: HWTTTTTTWW

2.0

Wbl oga 3 4

Dataset #: 4

Motif ID: 101

Motif name: AAAAAAAAAAA
Matching format of first motif: Original Motif
Matching format of second motif: Reverse Complement
Direction: Forward

Position number: 10

Number of overlap: 5

Similarity score: 0.0609742

Alignment:

DVTGCATGCATGBH

————————— ATKTM

Original motif = Consensus sequence: HVCATGCATGCABD Reverse complement motif = Consensus sequence: DVTGCATGCATGB
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5 10
WWatslaga 3.4

Dataset #: 4
Motif ID: 100
Motif name: WITGTATACAyw
Matching format of first motif: Original Motif
Matching format of second motif: Reverse Complement
Direction: Forward
Position number: 2
5
0.0620607
Consensus sequence: DHTGTATACADH

Number of overlap:
Similarity score:
Reverse complement motif

Alignment:
DHTGTATACADH
-ATKTM------
Original motif = Consensus sequence: HDTGTATACAHD
Motif ID: 4 Motif name: Motif 4
Page 32 of 79
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Original motif = Consensus sequence: CYBCCTCC Reverse complement motif

=20 =20

oits
u]
oits
:

I

Consensus sequence: GGAGGVMG

£

0.0 0.0

Wit oo S

Best Matches for Top Significant Motif ID 4 (Highest to Lowest)

Dataset #: 3

Motif ID: 48

Motif name: EWSR1-FLI1
Matching format of first motif: Reverse Complement
Matching format of second motif: Original Motif
Direction: Backward
Position number: 6

Number of overlap: 8

Similarity score: 0.022644
Alignment:

GGAAGGAAGGAAGGAAGG

————— GGAGGVMG-----

Reverse complement motif

Original motif  Consensus sequence: GGAAGGAAGGAAGGAAGG CCTTCCTTCCTTCCTTCC

2.0

2.0
P
1.0 510
b & . P e N
5

0.0 == wisE_3 —_———

bits

Wieda oo S

Consensus sequence:

WebLaga 3.4

Webloga 34
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Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
CCCCKcccecece
-—-CYBCCTCC

Original motif

3

32

SP1

Original Motif
Original Motif
Forward

3

8

0.0247246

Consensus sequence: CCCCKCCCCC

CCCQ CCecc

10
Wbl ogo 3 S

Reverse complement motif

&=
=

2.0

1.0

0.0

= AAAA%

Consensus sequence: GGGGGYGGGG

-

Wbl ogo 34

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:
Number of overlap:

4
93

rrAGGGGGArr
Original Motif
Reverse Complement
Backward

1

8
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Similarity score:

Alignment:
VVTCCCCCTVV
—-——-CYBCCTCC

0.0300296

Original motif = Consensus sequence: VVAGGGGGAVV

2.0

onl=—====

10
wWetiiaga 3.4

Reverse complement motif

2.0

Consensus sequence: VVTCCCCCTVV

—

wWebiiaga 3.4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
SSCGCCSCCGCCCSS
-—-—-CYBCCTCC---

4
91
ssCGCCsCCrCCCss
Original Motif
Original Motif
Forward

5

8

0.0335629

Original motif = Consensus sequence: SSCGCCSCCGCCCSS

Reverse complement motif
SSGGGCGGSGGCGSS

Consensus sequence:
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2.0

Webiloga 3.4

2.0

hits

C

0.0——=

-=~_=_S_L:§§%?IC-;.CT,.,--E-=—__.

5 10 15
Webiloga 3.4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:
Matching format of second motif
Direction:

Position number:

Number of overlap:

Similarity score:

Alignment:
GCCYCMCCCD
-CYBCCTCC-

3

52

KlIf4

Original Motif

: Reverse Complement

Backward
2

8
0.0354458

Original motif = Consensus sequence: DGGGYGKGGC

Reverse complement motif = Consensus sequence: GCCYCMCCCD

- IS\ CQXCACCCA
i A_'___ % e e - i A__,..:...____'_ ':-. 3 %
Dataset #: 4
Motif ID: 88

Page 36 of 79



ssCrCYyYCGss

Motif name:
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Backward
Position number: 1
Number of overlap: 8
Similarity score: 0.045829
Alignment:
BBCRCCYCCGBB
--—--CYBCCTCC
Original motif = Consensus sequence: BBCRCCYCCGBB Reverse complement motif = Consensus sequence: BBCGGKGGMGBB
2.0 2.0
T babe.g ¢
P = 5 = B - ‘j—w:a:‘ 0.0 T - :—:j
Dataset #: 4
Motif ID: 73
Motif name: ssCGsCTCss
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Forward
2
8
0.0472644
Page 37 of 79

Position nhumber:
Number of overlap:
Similarity score:



Alignment:

VVCGSCTCBB

-CYBCCTCC-

Original motif = Consensus sequence: VVCGSCTCBB Reverse complement motif = Consensus sequence: BBGAGSCGVV
2.0 2.0—_
I T, = o = : C—- = ——1‘-3-

Dataset #: 3

Motif ID: 57

Motif name: MZF1_5-13

Matching format of first motif: Original Motif

Matching format of second motif: Reverse Complement

Direction: Backward

Position number: 1

Number of overlap: 8

Similarity score: 0.049303

Alignment:

BTHCCCCTYB

--CYBCCTCC

Original motif = Consensus sequence: BKAGGGGDAD Reverse complement motif = Consensus sequence: BTHCCCCTYB
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Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
BGRRRGRGGRTGRTTYGGGG
-—-—-GGAGGVMG——-—-———-—-

34

RREB1

Reverse Complement
Reverse Complement
Forward

5

8

0.0528666

Original motif = Consensus sequence: CCCCMAAMCAMCCMCMMMCV

20

Reverse complement motif =~ Consensus sequence:
BGRRRGRGGRTGRTTYGGGG

20

210 TTT

W= I AT IT Y IVT

T=T

Weblagn a4

15

Dataset #:
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Motif ID: 89

Motif name: ccCCmCACCcc
Matching format of first motif: Original Motif

Matching format of second motif: Original Motif

Direction: Backward

Position number: 3

Number of overlap: 8

Similarity score: 0.0549805

Alignment:

HBCCMCACCHH

-CYBCCTCC--

Original motif = Consensus sequence: HBCCMCACCHH Reverse complement motif = Consensus sequence: DDGGTGRGGBD

2.0

2.0

oo 5 T 10
Dataset #: 1 Motif ID: 2 Motif name: Motif 2
Original motif = Consensus sequence: CACACACA Reverse complement motif = Consensus sequence: TGTGTGTG
Lo s Lol s ‘ I | l

5
Wetiago 3 WetLago 3
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Best Matches for Top Significant Motif ID 2 (Highest to Lowest)

Dataset #: 4

Motif ID: 79

Motif name: CACACACACACA

Matching format of first motif: Original Motif

Matching format of second motif: Original Motif

Direction: Forward

Position number: 3

Number of overlap: 8

Similarity score: 0.00486551

Alignment:

CACACACACACA

--CACACACA--

Original motif = Consensus sequence: CACACACACACA Reverse complement motif = Consensus sequence: TGTGTGTGTGTG
2.0 2.0

CAQAC C CACA

= ¥ = :mmc:: oo l—== N

Dataset #: 4

Motif ID: 95

Motif name: CACACACACACA

Matching format of first motif: Reverse Complement

Matching format of second motif: Reverse Complement
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Direction: Forward

Position number: 5

Number of overlap: 8
Similarity score: 0.0100991
Alignment:

TGTGTGTGTGTG

-——-TGTGTGTG

Original motif = Consensus sequence: CACACACACACA

ZQACAQAQACAQé

WatiLoga 3.4

bits

Reverse complement motif

2.0

Consensus sequence: TGTGTGTGTGTG

Dataset #: 2
Motif ID: 27
Motif name: Motif 27

Matching format of first motif:
Matching format of second motif:

Direction: Forward
Position number: 3

Number of overlap: 8
Similarity score: 0.0101254
Alignment:

TGTGTGTGTGTKTG

--TGTGTGTG----

Reverse Complement
Reverse Complement
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Original motif = Consensus sequence: CAYACACACACACA Reverse complement motif  Consensus sequence: TGTGTGTGTGTKT

2.0

* UAGACHCACAVA

0.0

Welilogo 3.4 Webilogo 3.4

Dataset #: 2

Motif ID: 25

Motif name: Motif 25

Matching format of first motif: Reverse Complement
Matching format of second motif: Reverse Complement
Direction: Backward

Position number: 7

Number of overlap: 8

Similarity score: 0.0226631

Alignment:

TGTGTGKVTGTGTG

TGTGTGTG————-—--

Original motif = Consensus sequence: CACACAVRCACACA Reverse complement motif = Consensus sequence: TGTGTGKVTGTGT

“Choiga achOACK Tl Lt

Webiioga 3.4 Webiloga 3.4
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Dataset #: 4
Motif ID: 97
Motif name:

Matching format of first motif:

Matching format of second motif: Original Motif
Direction: Backward
Position number: 2

Number of overlap: 8

Similarity score: 0.0393219
Alignment:

DHAYAYAYRTGTGTRTDH

————————— TGTGTGTG-

Original motif = Consensus sequence: DHAYAYAYRTGTGTRTDH

2.0

ryayAyAyrtGTRTrTry
Reverse Complement

Reverse complement motif = Consensus sequence:
HDAMACACAKKTKTKTHD

2.0

Dataset #: 4

Motif ID: 75

Motif name: yayAyAyACATrya
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Forward

Position number: 3
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Number of overlap: 8
Similarity score: 0.0468047

Alignment:
HACAYAYACATRHD
-—-CACACACA-—---

Original motif = Consensus sequence: HACAYAYACATRHD Reverse complement motif  Consensus sequence: DHKATGTKTKTGT

2.0

©__chcAcACaTa  ohiTaIals.

5

ts
bits

b

Welilogo 3.4 Webilogo 3.4

Dataset #: 4
Motif ID: 86

Motif name: aaCAAAAACaa
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Forward
Position number: 3

Number of overlap: 8

Similarity score: 0.0633924
Alignment:

HHCAAAAACAH

—-—CACACACA-

Original motif = Consensus sequence: HHCAAAAACAH Reverse complement motif = Consensus sequence: HTGTTTTTGHH
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2.0

bits
5
i ) - | deck

e
B
Dataset #: 4
Motif ID: 74
Motif name: twTACATAvw
Matching format of first motif: Reverse Complement
Matching format of second motif: Reverse Complement
Direction: Forward
Position number: 1
Number of overlap: 8
Similarity score: 0.0691437
Alignment:
DBTATGTAHH
TGTGTGTG—--
Original motif = Consensus sequence: HHTACATAVD Reverse complement motif = Consensus sequence: DBTATGTAHH
L0
0o 5 10
Dataset #: 3
Motif ID: 34
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Motif name:
Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
CCCCMAAMCAMCCMCMMMCV

Original motif

20

RREB1
Original Motif
Original Motif
Backward

7

8

0.0752394

Consensus sequence: CCCCMAAMCAMCCMCMMMCV

Reverse complement motif
BGRRRGRGGRTGRTTYGGGG

20

) TTT B E & i

i :-—QTTIT | | TT _ I

Consensus sequence:

15 20
Weblagn a4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

101

AAAAAAAAAAA
Reverse Complement
Reverse Complement
Forward

7

8

0.0764586
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Alignment:

DVTGCATGCATGBH
—————— TGTGTGTG
Original motif = Consensus sequence: HVCATGCATGCABD Reverse complement motif  Consensus sequence: DVTGCATGCATGB
2.0 2.0
a0 l= A«:ACAIA,CA__A oo l== I—:—-gi—I&_gfI-ﬁ-,-. =
5 10 Saiserii 5 10 Saisarii
Dataset #: 2 Motif ID: 20 Motif name: Motif 20
Original motif = Consensus sequence: CTCTGY Reverse complement motif = Consensus sequence: KCAGAG

CTCxle - uCa

N s L cwcy o T N s L cwcy o T

Best Matches for Top Significant Motif ID 20 (Highest to Lowest)

Dataset #: 4

Motif ID: 77

Motif name: ssGCTswGCCms
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Forward
Position number: 4
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Number of overlap: 6
Similarity score: 0.0323407
Alignment:
VBGCTSAGCCHB
-——CTCTGY---
Original motif = Consensus sequence: VBGCTSAGCCHB Reverse complement motif  Consensus sequence: BDGGCTSAGCBV
CTCA QC

20 5 == 10 10

Dataset #: 1

Motif ID: 7

Motif name: Motif 7
Matching format of first motif: Reverse Complement
Matching format of second motif: Original Motif
Direction: Backward
Position number: 1
Number of overlap: 6
Similarity score: 0.0352938
Alignment:
ASASAGAA
--KCAGAG
Consensus sequence: ASASAGAA Reverse complement motif = Consensus sequence: TTCTSTST
Page 49 of 79

Original motif



~TTCTeTel

el ago @ ek ago @

Dataset #: 3

Motif ID: 59

Motif name: NR1H2RXRA
Matching format of first motif: Reverse Complement
Matching format of second motif: Original Motif
Direction: Backward
Position number: 7

Number of overlap: 6

Similarity score: 0.0398495
Alignment:

AAAGGTCAAAGGTCAAC

————— KCAGAG--—-—---

Reverse complement motif =~ Consensus sequence:

Original motif = Consensus sequence: AAAGGTCAAAGGTCAAC GTTGACCTTTGACCTTT

20

0
o A
5

0.0 ——

Dataset #: 3
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Motif ID:
Motif name:
Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
BTRGGDCARAGGKCA
————— KCAGAG----

36
PPARGRXRA

Reverse Complement

Original Motif
Forward

6

6

0.0415907

Original motif = Consensus sequence: BTRGGDCARAGGKCA

2.0

it
5

pol= S - ——1 I

A C AAA

UrcA

5

15
Webiloga 3.4

Reverse complement motif

2.0

0.0

“TaallTx]

Consensus sequence: TGRCCTKTGHCCK

CC

":‘RI CoA—

W&.lmgcl a4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

1

11

Motif 11
Original Motif
Original Motif
Forward

2

6

0.0430865
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Alignment:
CCGCCGCC
-CTCTGY-

Original motif = Consensus sequence: CCGCCGCC

bits
:

=0
C
[a Rl —-
=]

ekl ago O

Reverse complement motif

=0

b
:

Consensus sequence: GGCGGCGG

ekl ago S

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
BVCGCWSCGBV
-—-—-CTCTGY-

4
72
ssCKCwsCGss
Original Motif
Original Motif
Backward

2

6

0.0439226

Original motif = Consensus sequence: BVCGCWSCGBV

Reverse complement motif

Consensus sequence: VBCGSWGCGVB
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2.0 2.0
e I A N CE Q L s
2 Weitaaas 2 e
Dataset #: 3
Motif ID: 38
Motif name: NR2F1
Matching format of first motif: Reverse Complement
Matching format of second motif Reverse Complement
Direction: Backward
Position number: 5
Number of overlap: 6
Similarity score: 0.0462597
Alignment:
AKGYYCAAAGRTCA
-—-—--KCAGAG----
Original motif = Consensus sequence: TGAMCTTTGMMCYT Reverse complement motif  Consensus sequence: AKGYYCAAAGRTC
¢ T © TCAAA TCA
00l CS B A » IIAA%é_—::‘%l - ":‘E*_-%___'__.Ez—r_—.— 29 TGTG
Dataset #: 4
92
Page 53 of 79

Motif ID:



tyTCTKTKTCyy

Motif name:
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Forward
Position number: 2
Number of overlap: 6
Similarity score: 0.0467436
Reverse complement motif = Consensus sequence: VHGARAYAGAVV

Alignment:
BBTCTKTKTCHB
2.0
A S
10 it oaei

-CTCTGY—-—-——-
Original motif = Consensus sequence: BBTCTKTKTCHB
2.0
E N,
00— 90 = 0.0 = 5
Dataset #: 3
Motif ID: 50
Motif name: HNF4A
Matching format of first motif: Reverse Complement
Matching format of second motif: Original Motif
Direction: Forward
4
6
0.0481824
Page 54 of 79

Position nhumber:
Number of overlap:
Similarity score:



Alignment:
RGGBCAAAGKYCA
-——KCAGAG——---

Original motif = Consensus sequence: RGGBCAAAGKYCA

2.0

= e ——

0.0—=

ggA

r B QAAAE¥

Webilagad 4

Reverse complement motif  Consensus sequence: TGMYCTTTGBCCK

2.0

=1

0.

5 l%ﬁgCIllé¢:?QE

Webilogad 4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
BAACGTCCGC
-—-—-CTCTGY

3

53

MIZF

Original Motif
Original Motif
Forward

5

6

0.049747

Original motif = Consensus sequence: BAACGTCCGC

Reverse complement motif = Consensus sequence: GCGGACGTTV
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2.0

- I CC <
Dataset #: 3 Motif ID: 42 Motif name: ArntAhr
Original motif = Consensus sequence: YGCGTG Reverse complement motif = Consensus sequence: CACGCM

bis
bis

= i = i
a0 e =
T e
Pes —— — i — ey Pes — —_
R P = I R P = I

Best Matches for Top Significant Motif ID 42 (Highest to Lowest)

Dataset #: 2

Motif ID: 27

Motif name: Motif 27
Matching format of first motif: Original Motif
Matching format of second motif: Reverse Complement
Direction: Forward
Position number: 7

Number of overlap: 6

Similarity score: 0.0388571
Alignment:

TGTGTGTGTGTKTG

—————— YGCGTG--
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Original motif = Consensus sequence: CAYACACACACACA Reverse complement motif  Consensus sequence: TGTGTGTGTGTKT

2.0

* UAGACHCACAVA

0.0

Welilogo 3.4 Webilogo 3.4

Dataset #: 4

Motif ID: 79

Motif name: CACACACACACA
Matching format of first motif: Original Motif
Matching format of second motif: Reverse Complement
Direction: Backward

Position number: 7

Number of overlap: 6

Similarity score: 0.0420782

Alignment:

TGTGTGTGTGTG

YGCGTG---—---

Original motif = Consensus sequence: CACACACACACA Reverse complement motif = Consensus sequence: TGTGTGTGTGTG

2.0

bits

1.0
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Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
CACACAVRCACACA
———————— CACGCM

2

25

Motif 25

Reverse Complement
Original Motif
Backward

1

6

0.0430749

Original motif = Consensus sequence: CACACAVRCACACA

“Clloaca. acACACA

Webiioga 3.4

Reverse complement motif = Consensus sequence: TGTGTGKVTGTGT

=
=

2.0

1.0

a.0

T6TCTex zezelt

Webiloga 3.4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:
Number of overlap:

4
101

AAAAAAAAAAA
Reverse Complement
Original Motif
Forward

3

6
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Similarity score: 0.043218

Alignment:
HVCATGCATGCABD
--CACGCM~---—-~
Original motif = Consensus sequence: HVCATGCATGCABD Reverse complement motif = Consensus sequence: DVTGCATGCATGB
2.0 2.0
o AIACAIACA — a0 = - I’}QAIQQ_FAI—-:&-J-- —
2 10 Watilogo 3.4 2 10 Watilogo 3.4
Dataset #: 4
Motif ID: 95
Motif name: CACACACACACA
Matching format of first motif: Original Motif
Matching format of second motif: Reverse Complement
Direction: Forward
Position number: 5
Number of overlap: 6
Similarity score: 0.0440329
Alignment:
TGTGTGTGTGTG
--—-YGCGTG--
Original motif = Consensus sequence: CACACACACACA Reverse complement motif = Consensus sequence: TGTGTGTGTGTG
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Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
BVTGTGCACABV
YGCGTG-—-——--

96
yrTGTGCACAyr
Original Motif
Original Motif
Backward

7

6

0.0477579

Original motif = Consensus sequence: BVTGTGCACABV

L TTGoACh.

Wekiloga A4

Reverse complement motif = Consensus sequence: BBTGTGCACAVV

L TTGoACh.

Wekiloga A4

Dataset #:
Motif ID:

89
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Motif name:
Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
HBCCMCACCHH
————— CACGCM

ccCCmCACCcc
Reverse Complement
Original Motif
Backward

1

6

0.0479115

Original motif = Consensus sequence: HBCCMCACCHH

2.0

Reverse complement motif

2.0

1.0

bits

Consensus sequence: DDGGTGRGGBD

10
WetiLoga 3.4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position nhumber:
Number of overlap:
Similarity score:

65

ssCGrGCGss

Reverse Complement
Reverse Complement
Backward

1

6

0.0487655
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Alignment:
VBCGCMCGSV
-——-CACGCM

Original motif = Consensus sequence: VSCGRGCGBV

2.0

Reverse complement motif

Consensus sequence: VBCGCMCGSV

2.0
. C

Ac —
0.0 e —

G —_—C —=
= TR L Vrmia. c.;l.‘?“

Dataset #: 1
Motif ID: 2
Motif name: Motif 2
Matching format of first motif: Reverse Complement
Matching format of second motif: Original Motif
Direction: Forward
Position number: 1
Number of overlap: 6
Similarity score: 0.0505006

Alignment:
CACACACA
CACGCM--

Original motif = Consensus sequence: CACACACA

Reverse complement motif

Consensus sequence: TGTGTGTG

Page 62 of 79



bits

el ago @

~T6TeT0T

ek ago @

Dataset #: 4
Motif ID: 67
Motif name: ssGMsGRGCGss

Matching format of first motif:
Matching format of second motif:

Direction: Backward
Position number: 7

Number of overlap: 6
Similarity score: 0.0538134
Alignment:

BBCGCCCSGCVV

CACGCM------

Original motif = Consensus sequence: VVGCSGGGCGBB

2.0

o3
=10 Q
P -.;——..JE;.A . . ——
5

10

Wekiloga A4

Reverse Complement
Reverse Complement

Reverse complement motif

2.0

Consensus sequence: BBCGCCCSGCVV

Dataset #: 1 Motif ID: 13

Motif name: Motif 13
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Consensus sequence: MCTGKCTC

Original motif = Consensus sequence: GAGRCAGR Reverse complement motif
QA—A o0 ‘ l C | Em

0.0

Best Matches for Top Significant Motif ID 13 (Highest to Lowest)

hits

oits
:

Dataset #: 4
Motif ID: 92
Motif name: tyTCTKTKTCyy
Matching format of first motif: Original Motif
Matching format of second motif: Reverse Complement
Direction: Forward
Position number: 3
Number of overlap: 8
Similarity score: 0.0131318
Alignment:
VHGARAYAGAVV
--GAGRCAGR--
Original motif = Consensus sequence: BBTCTKTKTCHB Reverse complement motif = Consensus sequence: VHGARAYAGAVV
2.0 2.0
B - CA A
= ool 2= AéAA —
B e o 5 R
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Dataset #: 4

Motif ID: 73

Motif name: ssCGsCTCss
Matching format of first motif: Original Motif
Matching format of second motif: Reverse Complement
Direction: Forward

Position number: 3

Number of overlap: 8

Similarity score: 0.0334555

Alignment:

BBGAGSCGVV

--GAGRCAGR

Original motif = Consensus sequence: VVCGSCTCBB Reverse complement motif = Consensus sequence: BBGAGSCGVV

2.0 2.0

o 1
= 1.0

&=
=10 =

n"'
1
)

a0 = 0.0

Wbl ogo 3 S Wbl ogo 34

Dataset #: 3

Motif ID: 48

Motif name: EWSR1-FLI1
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Forward
Position number: 7

Number of overlap: 8
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Similarity score: 0.0397014

Alignment:
GGAAGGAAGGAAGGAAGG
—————— GAGRCAGR-—-—--

Original motif = Consensus sequence: GGAAGGAAGGAAGGAAGG

2.0

bits

e =% ——
= -

0.0 — -

Wetiloga 3.4

Reverse complement motif
CCTTCCTTCCTTCCTTCC

Consensus sequence:

2.0
a
£10
e o
5

Wetiloga 34

Dataset #: 4

Motif ID: 99

Motif name: sgCTGGCCAGcs
Matching format of first motif: Reverse Complement
Matching format of second motif: Reverse Complement
Direction: Forward

Position number: 2

Number of overlap: 8

Similarity score: 0.0475948

Alignment:

VVCTGGCCAGBB

-MCTGKCTC---

Original motif = Consensus sequence: BBCTGGCCAGVV

Reverse complement motif

Consensus sequence: VVCTGGCCAGBB
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2.0 2.0

- (TG000AC < (TG000AC
Dataset #: 3
Motif ID: 35
Motif name: REST
Matching format of first motif: Reverse Complement
Matching format of second motif: Reverse Complement
Direction: Forward
Position number: 4
Number of overlap: 8
Similarity score: 0.049302
Alignment:
GGYGCTGTCCATGGTGCTGAA
-—-MCTGKCTC-————————~-

Reverse complement motif =~ Consensus sequence:
GGYGCTGTCCATGGTGCTGAA

20

20
%m CA AC %m T
Tl,—;'____,t-c-: __é; —_— =S b & QIE—EQ %cg = - g ‘-\—’_I:—-.’:- =3 "‘3"&%
5 10 15 20 i " : y

0.0==
5 10 15 20
Wetiloga 34

Original motif = Consensus sequence: TTCAGCACCATGGACAGCKCC

Webiloga 34

Dataset #: 2
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Motif ID: 23

Motif name: Motif 23

Matching format of first motif: Original Motif

Matching format of second motif: Reverse Complement

Direction: Backward

Position number: 1

Number of overlap: 8

Similarity score: 0.0551203

Alignment:

GGGGMGGG

GAGRCAGR

Original motif = Consensus sequence: CCCRCCCC Reverse complement motif = Consensus sequence: GGGGMGGG
2.0 2.0

| C

el ago @ ek ago @

Dataset #: 4

Motif ID: 80

Motif name: ssCwGGCCwGCss
Matching format of first motif: Reverse Complement
Matching format of second motif: Original Motif
Direction: Forward

Position number: 2

Number of overlap: 8

Similarity score: 0.055328
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Alignment:
BBCWGGCCAGCBB
-MCTGKCTC——---

Original motif = Consensus sequence: BBCWGGCCAGCBB

2.

EE CxiTCC$mQ

0.

Webilagad 4

Reverse complement motif

2.0

0.0 e

Consensus sequence: BBGCTGGCCWGB|

‘1 G I_GQC@

5

Webilogad 4

Dataset #: 4

Motif ID: 93

Motif name: rrAGGGGGArr
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Backward
Position number: 1

Number of overlap: 8

Similarity score: 0.0555608
Alignment:

VVAGGGGGAVV

-—-—GAGRCAGR

Original motif = Consensus sequence: VVAGGGGGAVV

Reverse complement motif

Consensus sequence: VVTCCCCCTVV
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bits

oo l==——===

10
Watiiaga 34

—_— —_———

Webilaga 34

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
VDBHMAGGTCACCCTGACCY
———————————— MCTGKCTC

3

45

ESR1

Reverse Complement
Original Motif
Forward

13

8

0.055859

Original motif = Consensus sequence: VDBHMAGGTCACCCTGACCY

20

bits

0.0

| ﬁEgAIPICAgngkéCQg

Weblaga 3.4

Reverse complement motif =~ Consensus sequence:
MGGTCAGGGTGACCTRDBHYV

20

0o 15 ?WICA‘-—’-*%;EQGQ%T*M_— =

-
5
Weblagn a4

Dataset #:
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Motif ID:

Motif name:

Matching format of first motif:
Matching format of second motif:
Direction:

Position number:

Number of overlap:

Similarity score:

Alignment:
TGRCCTKTGHCCKAB
-—--MCTGKCTC----

36

PPARGRXRA

Reverse Complement
Reverse Complement
Forward

4

8

0.0596402

Original motif = Consensus sequence: BTRGGDCARAGGKCA

2.0

" eaGl cHaRUG A

=K CSan ool IS B = e
10

W&.lagcl a4

Reverse complement motif  Consensus sequence: TGRCCTKTGHCCK

' “TaallTxla CC,

":‘RI CoA—

W&.lmgcl a4

0.0

Dataset #: 1 Motif ID: 14

Motif name: Motif 14

Original motif = Consensus sequence: GCRCACRC

bns

“(CaCACa

Wetiago 3

Reverse complement motif = Consensus sequence: GKGTGKGC

(GGl

WetLago 3

bits
:
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Best Matches for Top Significant Motif ID 14 (Highest to Lowest)

Dataset #: 2

Motif ID: 27

Motif name: Motif 27
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Forward
Position number: 4

Number of overlap: 8

Similarity score: 0.0307099
Alignment:

CAYACACACACACA

-—-—-GCRCACRC---

Original motif = Consensus sequence: CAYACACACACACA

(eacAohoaCach

Webiioga 3.4

Reverse complement motif

Il

Consensus sequence: TGTGTGTGTGTKT:!

ez

Webiloga 3.4

Dataset #: 4

Motif ID: 79

Motif name: CACACACACACA
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
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Direction: Backward

Position number: 4

Number of overlap: 8
Similarity score: 0.0357914
Alignment:

CACACACACACA

-GCRCACRC---

Original motif = Consensus sequence: CACACACACACA

“caCACACACAA

WatiLoga 3.4

bits

Reverse complement motif

bits

2.0

0.0

—

Consensus sequence: TGTGTGTGTGTG

Dataset #: 4
Motif ID: 95

Motif name: CACACACACACA
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Backward
Position number: 4

Number of overlap: 8

Similarity score: 0.0366948
Alignment:

CACACACACACA

-GCRCACRC---
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Original motif = Consensus sequence: CACACACACACA

2.0

bits

“calACACACA..»

Wekiloga A4

Reverse complement motif = Consensus sequence: TGTGTGTGTGTG

2.0

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
DGGGYGKGGC
-GKGTGKGC-

3

52

KlIf4

Reverse Complement
Original Motif
Backward

2

8

0.03983

Original motif = Consensus sequence: DGGGYGKGGC

2.0

— T
= %

TY VS

10
Wbl ogo 3 S

Reverse complement motif = Consensus sequence: GCCYCMCCCD

ﬂQQSCACCC%

Wbl ogo 34
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Dataset #: 2
Motif ID: 25

Motif name: Motif 25

Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Backward

Position number: 2

Number of overlap: 8

Similarity score: 0.0418776
Alignment:

CACACAVRCACACA

————— GCRCACRC-

Original motif = Consensus sequence: CACACAVRCACACA Reverse complement motif = Consensus sequence: TGTGTGKVTGTGT

CloigaoclOlth Tz il

Webiioga 3.4 Webiloga 3.4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:
Number of overlap:

3

44

Egrl

Reverse Complement
Original Motif
Forward

2

8
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Similarity score: 0.0429433

Alignment:
HGCGTGGGCGK
-GKGTGKGC--

Original motif = Consensus sequence: HGCGTGGGCGK

2.0

Reverse complement motif

2.0

Consensus sequence: YCGCCCACGCH

abcc.

a.a = = e iy - C =N
V 5 \:'Eu_ugu:ﬂ-t V = WWebiLoga 34
Dataset #: 4
Motif ID: 89
Motif name: ccCCmCACCcc

Matching format of first motif:
Matching format of second motif:

Direction: Forward
Position number: 2

Number of overlap: 8
Similarity score: 0.0505252
Alignment:

DDGGTGRGGBD

-GKGTGKGC--

Original motif = Consensus sequence: HBCCMCACCHH

Reverse Complement
Reverse Complement

Reverse complement motif

Consensus sequence: DDGGTGRGGBD
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0.0 . iy > l
2 e
Dataset #: 4
Motif ID: 96
Motif name: yrTGTGCACAyr
Matching format of first motif: Original Motif
Matching format of second motif Original Motif
Direction: Backward
Position number: 2
Number of overlap: 8
Similarity score: 0.0537384
Alignment:
BVTGTGCACARV
-—-—-GCRCACRC-
Original motif = Consensus sequence: BVTGTGCACABV Reverse complement motif = Consensus sequence: BBTGTGCACAVV
.0 ——-—-=—--—I IAQACA? == o.0 ——-—-=—--—I IAQACA? ==
Dataset #: 4
65
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Motif name:
Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
VBCGCMCGSV
-GCRCACRC-

ssCGrGCGss

Original Motif
Reverse Complement
Backward

2

8

0.067702

Original motif = Consensus sequence: VSCGRGCGBV

2.0

Reverse complement motif = Consensus sequence: VBCGCMCGSV

bits
5

2.0

(000

cot=2 W W W W e oo t== 3
Dataset #: 4
Motif ID: 91
Motif name: ssCGCCsCCrCCCss
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Forward
Position nhumber: 4
Number of overlap: 8
Similarity score: 0.0685867
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Alignment:
SSCGCCSCCGCCCSS
—-——GCRCACRC-—-—--

. . ) Reverse complement motif = Consensus sequence:
Original motif = Consensus sequence: SSCGCCSCCGCCCSS SSGGGCGGSGGCGSS

20

e Ee——— 4 L _W

20

5 10 15
Webiloga 3.4 WebiLoga 3.4

Results created by MOTIFSIM on 09-23-2015 13:07:14
Runtime: 146.584 seconds.

MOTIFSIM is written by Ngoc Tam L. Tran
Motif logo generated by weblogo
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