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
PScanChIP_DMO05.txt
RSAT_peak-motifs_DMO05.txt

RESULTS

10
10
0.75
All
All

Count of motifs

16
17

Dataset number
1
2

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

Dataset #: 1

Original motif

Motif ID: 5

Consensus sequence: CACCTD

Motif name: ZEB1

Reverse complement motif

Consensus sequence: HAGGTG
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Best Matches for Top Significant Motif ID 5 (Highest to Lowest)

Dataset #: 2

Motif ID: 21

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

Number of overlap: 6

Similarity score: 0.0349782
Alignment:

AMTGTGACACCACAGT

——————— CACCTD---

Reverse complement motif = Consensus sequence:

Original motif =~ Consensus sequence: AMTGTGACACCACAGT ACTGTGGTGTCACART

Wabiogad 4
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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:
TGTGGTGTCACAGTGCTCC
-HAGGTG--——-—-———————-

Original motif

20

-~ "I__ T = _--.._—-—A

Consensus sequence: TGTGGTGTCACAGTGCTCC

2

17
TgTGgTGTCACAGTGCTCC
Reverse Complement
Original Motif

Forward

2

6

0.0362768

Reverse complement motif
GGAGCACTGTGACACCACA

20

CTcC e

A

cToToACA,

cGAA

Consensus sequence:

,(-..—-—

WabiLogod 4

WabiLogod 4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:

2

27
AgTGCTCCACTGTGgTGTCACAQT
Reverse Complement

Original Motif

Forward

12
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Number of overlap:
Similarity score:

Alignment:

AGTGCTCCACTGTGGTGTCACAGT

Original motif = Consensus sequence: AGTGCTCCACTGTGGTGTCACAGT

20

e T N N &

6
0.0409613

Reverse complement motif =~ Consensus sequence:
ACTGTGACACCACAGTGGAGCACT

cI

ﬁicéIng ( A“_%QAMQAéI

10

20
| T T C
E10 C C
it ?gé!\ L =l = QA SpuSyy e A2
5 10

S A ¥ ——
15 20

Weslogo 34 Weilogo 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:
KKTCGGKGTKS
-—-HAGGTG---

Original motif = Consensus sequence: SRACYCCGAYR

2

33

srACyCCGAyr
Reverse Complement
Reverse Complement
Forward

3

6

0.0426002
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Dataset #: 2

Motif ID: 23

Motif name: TGGAGCACTGTGACACCACAGTGg
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Backward
Position number: 6

Number of overlap: 6

Similarity score: 0.0496179
Alignment:

TGGAGCACTGTGACAVCACAGTGG

————————————— CACCTD-----

Reverse complement motif =~ Consensus sequence:
CCACTGTGVTGTCACAGTGCTCCA

20 20

Original motif = Consensus sequence: TGGAGCACTGTGACAVCACAGTGG

e sy ==t gAA =11 Al IS A e i Ce—-—g PP E=PV.-V_3 485 ma-—S O e . T=Y-
5 10 5 0 15

1
Weslogo 34 Weilogo 34

15 20

Dataset #: 2
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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:
AGTGCTCCACTGTGDTG
——————————— HAGGTG

26
CAcCACAGTGGAGCACct
Reverse Complement
Reverse Complement
Backward

1

6

0.0538743

Original motif = Consensus sequence: CAHCACAGTGGAGCACT

e (oas

1oAGCACr

Websiags 3.4

Reverse complement motif
AGTGCTCCACTGTGDTG

Consensus sequence:

o TlTd

(TGl 1

Websiags 3.4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:
Number of overlap:

2

19

atactttggc
Original Motif
Original Motif
Forward

2

6
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Similarity score: 0.0553034
Alignment:

ATACTTTGGC

-CACCTD---

Original motif = Consensus sequence: ATACTTTGGC

2.0
=
=10

a0

Reverse complement motif

bits

2.0

0.0

Consensus sequence: GCCAAAGTAT

Wbl ogo 34

= i
Dataset #: 2
Motif ID: 22
Motif name: CACTGTGrYrtCACAGTGswsCACT
Matching format of first motif: Original Motif
Matching format of second motif: Reverse Complement
Direction: Forward
Position number: 19
Number of overlap: 6
Similarity score: 0.0564649
Alignment:
AGTGSWSCACTGTGAMAMCACAGTG
—————————————————— CACCTD-

Original motif = Consensus sequence:
CACTGTGRTRTCACAGTGSWSCACT

Reverse complement motif

Consensus sequence:

AGTGSWSCACTGTGAMAMCACAGTG
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20

Dataset #:

Motif ID:

Motif name:

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

Position number:

Number of overlap:

Similarity score:

Alignment:
SBCCCCGCCSEB
————— CACCTD-

Original motif = Consensus sequence: SBCCCCGCCSBB

2.0

24
ssCCCCGCSssk
Original Motif
Original Motif
Backward

2

6

0.0571854

Reverse complement motif = Consensus sequence: BBSGGCGGGGBS

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:
ABCACAGTGGAGCACTG
-—-—-HAGGTG--——----

Original motif = Consensus sequence: CAGTGCTCCACTGTGBT

CagTGCTCCACTGTGgT
Reverse Complement
Reverse Complement
Backward

8

6

0.0594701

Reverse complement motif =~ Consensus sequence:
ABCACAGTGGAGCACTG

oW O T e

Webriogo 3.4 Webiiogo 3.4

Dataset #: 1 Motif ID: 6

Original motif = Consensus sequence: HSCACGTGGC Reverse complement motif = Consensus sequence: GCCACGTGSD

2.0

bits

o.0——

Motif nhame: Mycn

2.0

- _CACGGe.. +LclaClTu.

10

Wb .-_.gc.a 4 Wabloga 3.4
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Best Matches for Top Significant Motif ID 6 (Highest to Lowest)

Dataset #: 2

Motif ID: 18

Motif name: sscCCCGCGces

Matching format of first motif: Reverse Complement

Matching format of second motif: Original Motif

Direction: Backward

Position number: 1

Number of overlap: 10

Similarity score: 0.0654819

Alignment:

BSCCCCGCGBS

-GCCACGTGSD

Original motif = Consensus sequence: BSCCCCGCGBS Reverse complement motif = Consensus sequence: SBCGCGGGGSB
20 20
o0 EEQCCC —_— oG (3—_ —C CCCGE¢

* L = LT

Dataset #: 2

Motif ID: 24

Motif name: ssCCCCGCSssk

Matching format of first motif: Original Motif

Matching format of second motif: Reverse Complement
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Direction: Forward

Position number: 2
Number of overlap: 10

Similarity score: 0.0704988
Alignment:

BBSGGCGGGGRBS

-HSCACGTGGC-

Original motif = Consensus sequence: SBCCCCGCCSBB Reverse complement motif = Consensus sequence: BBSGGCGGGGBS

2.0 2.0
?cgccc Qccr - = cCHAWVIS LY. =

Dataset #: 2

Motif ID: 22

Motif name: CACTGTGrYrtCACAGTGswsCACT

Matching format of first motif: Reverse Complement

Matching format of second motif: Reverse Complement

Direction: Backward

Position number: 10

Number of overlap: 10

Similarity score: 0.0883224

Alignment:

AGTGSWSCACTGTGAMAMCACAGTG

—————— GCCACGTGSD-—==-————-
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Original motif = Consensus sequence: Reverse complement motif = Consensus sequence:

CACTGTGRTRTCACAGTGSWSCACT AGTGSWSCACTGTGAMAMCACAGTG
CACTa T IAT AL LS ‘-.»(?TC _QI - f%-ArQ,_ Q,..An. ASTA$A AT A

Dataset #: 2

Motif ID: 20

Motif name: CagTGCTCCACTGTGgT

Matching format of first motif: Reverse Complement

Matching format of second motif: Reverse Complement

Direction: Backward

Position number: 7

Number of overlap: 10

Similarity score: 0.0943014

Alignment:

ABCACAGTGGAGCACTG

-GCCACGTGSD-—-—----

Reverse complement motif = Consensus sequence:

Original motif = Consensus sequence: CAGTGCTCCACTGTGBT ABCACAGTGGAGCACTG

QIT

Watiloga 3.4
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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:

ACTGTGACACCACAGTGGAGCACT

Original motif

Consensus sequence: AGTGCTCCACTGTGGTGTCACAGT

2

27
AgTGCTCCACTGTGgTGTCACAgGT
Reverse Complement

Reverse Complement

Backward

6

10

0.0949359

Reverse complement motif
ACTGTGACACCACAGTGGAGCACT

20

Consensus sequence:

her

— —— ———

20
E10 C g Q T
et T = Vilis Il =10 T010 w o
5 10 15 20

Werlogo 34

B 1ol Ao heke e

AN | =
20

15
Wetrlogo 34

Dataset #:

Motif ID:

Motif name:

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

Position number:

2

23
TGGAGCACTGTGACACCACAGTGg
Original Motif

Original Motif

Backward

1
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Number of overlap:
Similarity score:

Alignment:

TGGAGCACTGTGACAVCACAGTGG
—————————————— HSCACGTGGC

Original motif

20

Consensus sequence: TGGAGCACTGTGACAVCACAGTGG

10
0.0955115

Reverse complement motif =~ Consensus sequence:
CCACTGTGVTGTCACAGTGCTCCA

20

N w —

15

0
¥ C T c Q
eyl A Al § T e
5 10

C " clAcl G161 VAGA:  cC]och

Weslogo 34 Weilogo 34

2

Dataset #:

Motif ID:

Motif name:

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

Position number:

Number of overlap:

Similarity score:

Alignment:
CAHCACAGTGGAGCACT
-—-GCCACGTGSD———-—--

2

26
CAcCACAGTGGAGCACct
Reverse Complement
Original Motif

Forward

3

10

0.0959628
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Original motif = Consensus sequence: CAHCACAGTGGAGCACT

"o WA kit

Webiiogo 3.4

Reverse complement motif
AGTGCTCCACTGTGDTG

Consensus sequence:

Tl 5

Webiiogo 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:
GCGCGCSCGCG
-HSCACGTGGC

2

32
gCGCGCsCygsG
Original Motif
Original Motif
Backward

1

10

0.0989932

Original motif = Consensus sequence: GCGCGCSCGCG

2.0

Webiioga 34

Reverse complement motif

2.0

Qg

Consensus sequence: CGCGSGCGCGC

ZhE—

wWebiiaga 3.4
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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:
GGAGCACTGTGACACCACA
-—--GCCACGTGSD-———-—--

2
17

TgTGgTGTCACAGTGCTCC

Reverse Complement
Reverse Complement
Forward

4

10

0.0991692

Original motif = Consensus sequence: TGTGGTGTCACAGTGCTCC

20

-~ "I__ T = _--.._—-—A

CTcC

Reverse complement motif = Consensus sequence:
GGAGCACTGTGACACCACA

20

CTCTOACA:GA

Dataset #: 2

Motif ID: 28

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

Position number: 1

Page 16 of 79



Number of overlap: 10

Similarity score: 0.101333

Alignment:

YSSGCAYGCSS

HSCACGTGGC-

Original motif = Consensus sequence: SSGCKTGCSSK Reverse complement motif  Consensus sequence: YSSGCAYGCSS
Dataset #: 1 Motif ID: 8 Motif name: Myc

Original motif = Consensus sequence: VGCACGTGGH Reverse complement motif  Consensus sequence: DCCACGTGCV

‘:ECAQAI - == p— _—_—_QQ QA_I_ - 9_,__

10
Wabloga 3 4 Wabloga 3.4

Best Matches for Top Significant Motif ID 8 (Highest to Lowest)

Dataset #: 2

Motif ID: 18

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

Position number: 1

Number of overlap: 10

Similarity score: 0.064853
Alignment:

BSCCCCGCGBS

-DCCACGTGCV

Original motif = Consensus sequence: BSCCCCGCGBS Reverse complement motif = Consensus sequence: SBCGCGGGGSB

20— 2.0
o =—5= = l="a - P b = —— o & = —
= Hiaraa = Hinaaa

Dataset #: 2

Motif ID: 24

Motif name: ssCCCCGCSssk

Matching format of first motif: Reverse Complement

Matching format of second motif: Original Motif

Direction: Backward

Position number: 2

Number of overlap: 10

Similarity score: 0.0728588

Alignment:

SBCCCCGCCSBB

-DCCACGTGCV-
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Original motif = Consensus sequence: SBCCCCGCCSBB

2.0

Reverse complement motif = Consensus sequence: BBSGGCGGGGBS

2.0

£ 4 0]
514

Wekiloga A4

Dataset #: 2

Motif ID: 22

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

Position number: 6

Number of overlap: 10

Similarity score: 0.0888909

Alignment:

CACTGTGRTRTCACAGTGSWSCACT

—————————— DCCACGTGCV-—----

Original motif = Consensus sequence:
CACTGTGRTRTCACAGTGSWSCACT

CACT T TiriA UeTobcT

15

Wauug aa

Reverse complement motif = Consensus sequence:
AGTGSWSCACTGTGAMAMCACAGTG

20

- T%'ATQ« c AQA%\ .3.,[

EY- - = - -~ —— A

it
P

10 15 20 25
WabLagod 4
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Dataset #: 2

Motif ID: 20

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

Position number: 7

Number of overlap: 10

Similarity score: 0.0955234

Alignment:

ABCACAGTGGAGCACTG

-DCCACGTGCV-—-————

Reverse complement motif  Consen equence:
Original motif ~ Consensus sequence: CAGTGCTCCACTGTGBT verse comp Ot f-onsensus sequenc

ABCACAGTGGAGCACTG
20
T:ATCIG CAAT X %»LCACA ;ACAQII
Dataset #: 2
Motif ID: 23
Motif name: TGGAGCACTGTGACACCACAGTGg
Matching format of first motif: Reverse Complement
Matching format of second motif: Original Motif
Direction: Backward
Position number: 11
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Number of overlap:
Similarity score:

Alignment:

TGGAGCACTGTGACAVCACAGTGG
~==-DCCACGTGCV-=--—====-—

Original motif = Consensus sequence: TGGAGCACTGTGACAVCACAGTGG

20

10
0.0971125

Reverse complement motif =~ Consensus sequence:
CCACTGTGVTGTCACAGTGCTCCA

20
m

“ToeAGeAc

= A
5 10 15

A CACA: [

CQTQ 919, 1G] QAC AQAQQA

Weslogo 34 Weilogo 34

20

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
VDGACTRTGGDD
-VGCACGTGGH-

Original motif = Consensus sequence: DDCCAMAGTCHB

2

25

wwCCAMAGTCmt
Original Motif
Reverse Complement
Forward

2

10

0.0974038

Page 21 of 79
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~_ (ohsACTc : ACTSIGG

0.0 = = -

bit

Wetiloga 34 Welaloga 34

Dataset #: 2

Motif ID: 26

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

Position number: 3

Number of overlap: 10

Similarity score: 0.0979703

Alignment:

CAHCACAGTGGAGCACT

--DCCACGTGCV-----

Reverse complement motif =~ Consensus sequence:
AGTGCTCCACTGTGDTG

" o ACAG bohiche pTOTACTET 7o

15
Webiiogo 3.4 Webiiogo 3.4

Original motif = Consensus sequence: CAHCACAGTGGAGCACT

Dataset #: 2

Page 22 of 79



Motif ID: 27

Motif name: AgTGCTCCACTGTGgTGTCACAQT
Matching format of first motif: Reverse Complement

Matching format of second motif: Reverse Complement

Direction: Backward

Position number: 6

Number of overlap: 10

Similarity score: 0.0980018

Alignment:

ACTGTGACACCACAGTGGAGCACT

————————— DCCACGTGCV-—----

Reverse complement motif = Consensus sequence:
ACTGTGACACCACAGTGGAGCACT

20 20
0 T CT 0
F10 C G Q T F10 C C
o AT~ =Vila il Al (= 1l o | LI w_ e o "Fgé!\ =1 = QA SauSpy [ A
5 10 15 20 5 10

e Ay B il ===
20

Original motif = Consensus sequence: AGTGCTCCACTGTGGTGTCACAGT

cI

Wesloge 24 Wesloge 34

Dataset #: 2

Motif ID: 32

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

Position number: 2

Number of overlap: 10
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Similarity score: 0.0989125

Alignment:
CGCGSGCGCGCL
VGCACGTGGH-
Original motif = Consensus sequence: GCGCGCSCGCG Reverse complement motif = Consensus sequence: CGCGSGCGCGC
20 2.0
=19 S0 C
0. -—=g C CCC.—f_:Cs - gﬂ;_:-__gc Sh L —
* L = LT
Dataset #: 2
Motif ID: 17
Motif name: TgTGgTGTCACAGTGCTCC
Matching format of first motif: Reverse Complement
Matching format of second motif: Reverse Complement
Direction: Backward
Position number: 7
Number of overlap: 10
Similarity score: 0.0993196
Alignment:
GGAGCACTGTGACACCACA
---DCCACGTGCV-==-——-

Reverse complement motif

Original motif = Consensus sequence: TGTGGTGTCACAGTGCTCC GGAGCACTGTGACACCACA

Consensus sequence:

Page 24 of 79



20

P =

clcC

— W

1T JOTCACACT

20

2
£10
gl

0.

5

WebiLagad4

$g QIAITAGAgQAgé

Dataset #: 1

Original motif = Consensus sequence: AAGGTCAC

AGexCA

Wetiago 3

Motif ID: 11

Motif name: NR4A2

Reverse complement motif

Best Matches for Top Significant Motif ID 11 (Highest to Lowest)

Dataset #:

Motif ID:

Motif name:

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

Position number:

Number of overlap:

Similarity score:

Alignment:
CACTGTGRTRTCACAGTGSWSCACT

2

22
CACTGTGrYrtCACAGTGswsCACT
Original Motif

Original Motif

Forward

7

8

0.0557243

Page 25 of 79
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Original motif = Consensus sequence: Reverse complement motif = Consensus sequence:
CACTGTGRTRTCACAGTGSWSCACT AGTGSWSCACTGTGAMAMCACAGTG

204

CACTT IAT AviRY ﬁ(?TC CI AeTgArg Q AQA%\, lx

= P - <
15 25 : 5 10 15 20 25
Wablogod4 Wablogod4

Dataset #: 2

Motif ID: 23

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

Position number: 8

Number of overlap: 8

Similarity score: 0.060729

Alignment:

CCACTGTGVTGTCACAGTGCTCCA

——————— AAGGTCAC-—-—-————--

Reverse complement motif = Consensus sequence:
CCACTGTGVTGTCACAGTGCTCCA

20 20

Original motif = Consensus sequence: TGGAGCACTGTGACAVCACAGTGG

AGALCAC L JAGH_CAOAG s EIGQTQH Q ¢ QA

-

15 20 5 e
Watilogo 34 Watilogo 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:

ACTGTGGTGTCACART
————— AAGGTCAC---

Original motif

2

21
AMTGTGACACCACAGT
Original Motif

Reverse Complement
Backward

4

8

0.0645146

Consensus sequence: AMTGTGACACCACAGT

“u.To[ GACGCACA:T

Wabiogad 4

Reverse complement motif
ACTGTGGTGTCACART

2.0

= 1.0

0.0

Consensus sequence:

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:

2

17
TgTGgTGTCACAGTGCTCC
Original Motif

Original Motif

Forward

4
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Number of overlap: 8
Similarity score: 0.0695512

Alignment:
TGTGGTGTCACAGTGCTCC
-—-—-AAGGTCAC-———————

Reverse complement motif = Consensus sequence:
Original motif = Consensus sequence: TGTGGTGTCACAGTGCTCC P g

GGAGCACTGTGACACCACA
Dataset #: 2
Motif ID: 27
Motif name: AgTGCTCCACTGTGgGTGTCACAGT
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: 0.0709831
Alignment:
AGTGCTCCACTGTGGTGTCACAGT
————————————— AAGGTCAC---

Page 28 of 79



Reverse complement motif ~ Consensus sequence:
ACTGTGACACCACAGTGGAGCACT

%;JTGTQ 101610 16| VAGA.T | [ (R HOAG oK (Gher

Original motif = Consensus sequence: AGTGCTCCACTGTGGTGTCACAGT

L £ S

15
Weslogo 34 Weilogo 34

Dataset #: 2
Motif ID: 29

Motif name: cCGCGGrCACG

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: 0.0772292

Alignment:

CCGCGGRCACG

-—-AAGGTCAC-

Original motif = Consensus sequence: CCGCGGRCACG Reverse complement motif = Consensus sequence: CGTGKCCGCGG

LQ CBCACAQA B CICECC C,Lé

Wabiioga 3.4 WatiLaga 3.4
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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:
DDCCAMAGTCHB
—-———-AAGGTCAC

2

25
wwCCAMAGTCmt
Original Motif
Original Motif
Forward

5

8

0.0788401

Original motif = Consensus sequence: DDCCAMAGTCHB

2.0

- (CAsaCTC

WatiLoga 3.4

Reverse complement motif = Consensus sequence: VDGACTRTGGDD

2.0
=0
=10
— N
0.0 5 e -_— ———
5

Wetiiogo 3.4

Dataset #:

Motif ID:

Motif name:

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

Position number:

Number of overlap:

2

20
CagTGCTCCACTGTGgT
Reverse Complement
Reverse Complement
Forward

10

8
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Similarity score: 0.0864039

Alignment:
ABCACAGTGGAGCACTG
————————— GTGACCTT

Reverse complement motif  Consen equence:
Original motif ~ Consensus sequence: CAGTGCTCCACTGTGBT verse comp Ot f-onsensus sequenc

ABCACAGTGGAGCACTG
20
2 10 b Wetiloga 3.4 Wetiloga 3.4
Dataset #: 2
Motif ID: 28
Motif name: ssGCkTGCssk
Matching format of first motif: Reverse Complement
Matching format of second motif: Original Motif
Direction: Forward
Position number: 5
Number of overlap: 7
Similarity score: 0.568556
Alignment:
SSGCKTGCSSK-
--—--GTGACCTT
Original motif = Consensus sequence: SSGCKTGCSSK Reverse complement motif = Consensus sequence: YSSGCAYGCSS
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= CC

CC
10 -[

Watiiaga 34

CC

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:

CAHCACAGTGGAGCACT-
—————————— GTGACCTT

Original motif

2
26

CAcCACAGTGGAGCACct
Reverse Complement

Original Motif
Forward

11

7

0.581814

Consensus sequence: CAHCACAGTGGAGCACT

Reverse complement motif

Consensus sequence:

AGTGCTCCACTGTGDTG
0.0 QAE AGA - = “-—‘—Q-—AQI GHL%IIGTQ %IA = == l*‘_""—
Dataset #: 2 Motif ID: 25 Motif name: wwCCAMAGTCmt
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Original motif = Consensus sequence: DDCCAMAGTCHB Reverse complement motif = Consensus sequence: VDGACTRTGGDD

- (CAsalTc + GACTST0

Wekiloga A4 Wekiloga A4

ts
bits

b

Best Matches for Top Significant Motif ID 25 (Highest to Lowest)

Dataset #: 1

Motif ID: 1

Motif name: HNF4A

Matching format of first motif: Original Motif

Matching format of second motif: Original Motif

Direction: Forward

Position number: 2

Number of overlap: 12

Similarity score: 0.032442

Alignment:

RGGBCAAAGKYCA

-DDCCAMAGTCHB

Original motif = Consensus sequence: RGGBCAAAGKYCA Reverse complement motif = Consensus sequence: TGMYCTTTGBCCK
20 20
o6 f*t;L‘_‘;;‘RJQL£;z“:j[“E;(;;€} nc;!:4#:nqgs(:il:JL:!:§}=;j;zg;tgz

5 10 5 10

Wb agod 4 Wbl agod 4
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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:

GGYGCTGTCCATGGTGCTGAA
~--DDCCAMAGTCHB-----—

Original motif

1

7

REST

Original Motif
Reverse Complement
Forward

4

12

0.0391228

Consensus sequence: TTCAGCACCATGGACAGCKCC

Hu 10 A cAl AC -

20
WetiLoga 34

Reverse complement motif
GGYGCTGTCCATGGTGCTGAA

2.0

_ s;-‘I ALY =V AAé

Consensus sequence:

e — s

20
Wetiloga 34

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:

1

3

ESR1

Original Motif
Original Motif
Backward

9
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Number of overlap: 12

Similarity score: 0.0407304

Alignment:

VDBHMAGGTCACCCTGACCY
DDCCAMAGTCHB-—-—-——-—-—-

Original motif = Consensus sequence: VDBHMAGGTCACCCTGACCY

20

| ﬁ?gAIPICAgngkéCQE

0.0

bits

Weblaga 3.4

Reverse complement motif =~ Consensus sequence:

MGGTCAGGGTGACCTRDBHV

GHL9:?IGA'-—’-‘&=;§éGQ%T-_ — -

Weblagn a4

Dataset #: 1

Motif ID: 10

Motif name: NR1H2RXRA
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Backward
Position number: 2

Number of overlap: 12

Similarity score: 0.0463384
Alignment:

AAAGGTCAAAGGTCAAC

—-—-—--DDCCAMAGTCHB-

Page 35 of 79



Original motif = Consensus sequence: AAAGGTCAAAGGTCAAC

20

“aaAlll

Reverse complement motif ~ Consensus sequence:
GTTGACCTTTGACCTTT

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
TGRCCTKTGHCCKAB
--DDCCAMAGTCHB-

14

PPARGRXRA

Original Motif
Reverse Complement
Forward

3

12

0.0480406

Original motif = Consensus sequence: BTRGGDCARAGGKCA

2.0

=t ea- =1 |

UrcA

5

A C AA_.

WetiLoga 34

Reverse complement motif = Consensus sequence: TGRCCTKTGHCCK

2.0

. ECQCTT CCx_

0.0 = EI

WetiLoga 34

Page 36 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:
TGAMCTTTGMMCYT
—--VDGACTRTGGDD

1

2

NR2F1

Reverse Complement
Original Motif
Forward

3

12

0.0506507

Original motif = Consensus sequence: TGAMCTTTGMMCYT

MTAAE IIIAéég%I

Webiioga 3.4

Reverse complement motif = Consensus sequence: AKGYYCAAAGRTC

=
=

2.0

1.0

a.0

o= CAAAETOA

Webiloga 3.4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:
Number of overlap:

1

16

CTCF

Original Motif
Reverse Complement
Backward

8

12
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Similarity score:

Alignment:
BMSMGCCYMCTKSTGGMHM

DDCCAMAGTCHB--—————

Original motif = Consensus sequence: YDRCCASYAGRKGGCRSYV

20

- E.,_ec Ag% IVAT Y=

C

o
15

0.0523578

Agéf:

5 10

WabiLogod 4

Reverse complement motif = Consensus sequence:
BMSMGCCYMCTKSTGGMHM

20

=1

u-ﬁ‘_‘t;gxg gg _:ecl p

15

WabiLogod 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:
VHRGGTCABDBTGMCCTB
—-—--DDCCAMAGTCHB---

1

9

ESR2

Original Motif
Original Motif
Backward

4

12
0.0576723

Original motif = Consensus sequence: VHRGGTCABDBTGMCCTB

Reverse complement motif = Consensus sequence:
BAGGYCABHBTGACCKHV
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2.0 2.0

) AAIEI & . ‘I‘.;\é:CEQT& AI“‘Igéﬁ‘I ACQTI

bits

0.0 =
10 15
Webiloga 3.4 Webiloga 3.4

Dataset #: 1
Motif ID: 4
Motif name: Esrrb
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Forward
Position number: 2
Number of overlap: 11
Similarity score: 0.525631
Alignment:
VBBYCAAGGTCA-
-DDCCAMAGTCHB
Original motif = Consensus sequence: VBBYCAAGGTCA Reverse complement motif  Consensus sequence: TGACCTTGMBBB
__-EC ; b N
00 - = - ECINE 20 B 5 — 1w
Dataset #: 1
Motif ID: 8
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Motif name: Myc

Matching format of first motif: Reverse Complement
Matching format of second motif: Original Motif
Direction: Backward
Position number: 1
Number of overlap: 10
Similarity score: 1.0578
Alignment:
--VGCACGTGGH
VDGACTRTGGDD
Original motif = Consensus sequence: VGCACGTGGH Reverse complement motif = Consensus sequence: DCCACGTGCV
20— 2.0
a.0 ‘E‘ECAQAI - . = o.0 F‘L—‘—QQ gA —I- - - 9___
= S e = Sk e
Dataset #: 2 Motif ID: 28 Motif name: ssGCkTGCssk
Original motif = Consensus sequence: SSGCKTGCSSK Reverse complement motif = Consensus sequence: YSSGCAYGCSS

10
Webilaga 3.4

= ICC “ ‘ Ccc E%ACC CAA CC
j <1 B IC yI'\C

Webilaga 34

Best Matches for Top Significant Motif ID 28 (Highest to Lowest)
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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:
YDRCCASYAGRKGGCRSYV
——————— SSGCKTGCSSK-

1

16

CTCF

Original Motif
Original Motif
Forward

8

11
0.0349439

Original motif = Consensus sequence: YDRCCASYAGRKGGCRSYV

20

- E.,_ec Ag% IVAT Y=

Agéf:

5 10

WabiLogod 4

Reverse complement motif = Consensus sequence:
BMSMGCCYMCTKSTGGMHM

20

0
= 1.0

u-ﬁ‘_‘t;gxg gg _:ecl P

15

WabiLogod 4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:

1

4

Esrrb

Reverse Complement
Original Motif
Forward

2
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11

Number of overlap:
Similarity score: 0.0358701
Alignment:
VBBYCAAGGTCA
-YSSGCAYGCSS
Original motif = Consensus sequence: VBBYCAAGGTCA Reverse complement motif  Consensus sequence: TGACCTTGMBBB
00 - = ' o 20 B 5 — 1@
Dataset #: 1

Motif ID: 9

Motif name: ESR2

Matching format of first motif: Reverse Complement

Matching format of second motif: Original Motif

Direction: Backward
Position number: 3
Number of overlap: 11
Similarity score: 0.0379074
Alignment:
VHRGGTCABDBTGMCCTB
————— YSSGCAYGCSS—--
Reverse complement motif = Consensus sequence:
BAGGYCABHBTGACCKHV
Page 42 of 79

Consensus sequence: VHRGGTCABDBTGMCCTB

Original motif



2.0

2.0

aGuT 16.C0T AGG,CA ACcz
o= LWL =S5 - o g < Ie%T;_.ﬁ-..-_ﬁ_A el
Dataset #: 1
Motif ID: 7
Motif name: REST
Matching format of first motif: Reverse Complement
Matching format of second motif: Original Motif
Direction: Backward
Position number: 10
Number of overlap: 11
0.0409322

Similarity score:

Alignment:
TTCAGCACCATGGACAGCKCC

~YSSGCAYGCSS-——-—-——-

Original motif = Consensus sequence: TTCAGCACCATGGACAGCKCC

0.0== e

5 10

Reverse complement motif =~ Consensus sequence:
GGYGCTGTCCATGGTGCTGAA

2.0

£10] .
] c:T ALY =V Aéé

—
- & —= o i
5 10 15 20
Wetiloga 34

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:
BTRGGDCARAGGKCA
--YSSGCAYGCSS--

Original motif

2.0

=K (S =1 ¢

A C AA_

14

PPARGRXRA

Reverse Complement
Original Motif
Forward

3

11

0.041419

Consensus sequence: BTRGGDCARAGGKCA

UrcA

15
Webiloga 3.4

Reverse complement motif

2.0

“TaallTx]

Consensus sequence: TGRCCTKTGHCCK

CC

":‘RI CoA—

0.0

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

1

HNF4A

Reverse Complement
Original Motif
Forward

3

11

0.0437981
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Alignment:
RGGBCAAAGKYCA
-—-YSSGCAYGCSS

Original motif

2.0

= e ——

0.0—=

Consensus sequence: RGGBCAAAGKYCA

ggA

Reverse complement motif

2.0

=1

r B QAAAE¥

Webilagad 4

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:
GCCACGTGSD-
SSGCKTGCSSK

Original motif

Consensus sequence: HSCACGTGGC

1

6

Mycn

Original Motif
Reverse Complement
Forward

1

10

0.53887

Reverse complement motif

Page 45 of 79

Consensus sequence: TGMYCTTTGBCCK

Consensus sequence: GCCACGTGSD



bits
bits
s

2.0 2.0
1.0

QCAGAI G =CWAW IV _

L —
LI - 0.0
10
Wbl oga 3 4 Wbl aga 3 4

o.0——

%]
-
(=]

Dataset #: 1

Motif ID: 8

Motif name: Myc

Matching format of first motif: Original Motif

Matching format of second motif: Reverse Complement

Direction: Forward

Position number: 1

Number of overlap: 10

Similarity score: 0.542915

Alignment:

DCCACGTGCV-

SSGCKTGCSSK

Original motif = Consensus sequence: VGCACGTGGH Reverse complement motif = Consensus sequence: DCCACGTGCV
o l=—== - gAI- I"%—— P ——— <l ‘{A_ _— J ———_:;_

Dataset #: 1

Motif ID: 10
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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:
—-——-AAAGGTCAAAGGTCAAC

YSSGCAYGCSS—————————

NR1H2RXRA

Reverse Complement
Original Motif
Backward

10

8

1.53583

Original motif = Consensus sequence: AAAGGTCAAAGGTCAAC

2.0

w
£1.0 A
C —«
0.0 = =
5

Reverse complement motif

GTTGACCTTTGACCTTT

Consensus sequence:

1T

Webiiogo 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:

15

Tcfcp2ll

Reverse Complement
Original Motif
Backward

7

8

1.53704
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Alignment:
—-——-CCAGYYHVADCCRG

YSSGCAYGCSS———-———

Original motif = Consensus sequence: CCAGYYHVADCCRG Reverse complement motif  Consensus sequence: CKGGDTBDMMCT(

2.0

ch%uagn eﬁcgﬂf 5% 0 SO V€ "

bits
&

0.0

WelsLage 3.4

Dataset #: 2 Motif ID: 24 Motif name: ssCCCCGCSssk

Original motif = Consensus sequence: SBCCCCGCCSBB Reverse complement motif = Consensus sequence: BBSGGCGGGGBS

2.0

o == - e e 0.0 ﬁ—..-—_—gc—ﬂh C:-:—ée———g

Wetiiogo 3.4

WatiLoga 3.4

Best Matches for Top Significant Motif ID 24 (Highest to Lowest)

Dataset #: 1

Motif ID: 3

Motif name: ESR1

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

Position number: 2
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Number of overlap:
Similarity score:

Alignment:
MGGTCAGGGTGACCTRDBHV
——————— BBSGGCGGGGBS-

12
0.063076

Original motif = Consensus sequence: VDBHMAGGTCACCCTGACCY

20

bits

0.0

| ﬁ?gAIPICAgngkéCQE

Weblaga 3.4

Reverse complement motif =~ Consensus sequence:
MGGTCAGGGTGACCTRDBHYV

GHL9:?IGA'-—’-‘&=;§éGQ%T-_ — -

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:

Alignment:
YDRCCASYAGRKGGCRSYV
-BBSGGCGGGGBS—————-

1

16

CTCF

Reverse Complement
Original Motif
Forward

2

12

0.0642087
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Reverse complement motif ~ Consensus sequence:
BMSMGCCYMCTKSTGGMHM

20

Original motif = Consensus sequence: YDRCCASYAGRKGGCRSYV

20

E___-e.g A_C% VAT IQA(EE:: . -5'?(;?1,.:@ gg __ecl 2

0.0
5

f

5 10

H

WebLagn 34 blogodd

Dataset #: 1
Motif ID: 14

Motif name: PPARGRXRA

Matching format of first motif: Original Motif

Matching format of second motif: Reverse Complement

Direction: Backward

Position number: 3

Number of overlap: 12

Similarity score: 0.0671548

Alignment:

TGRCCTKTGHCCKAB

-SBCCCCGCCSBB--

Original motif = Consensus sequence: BTRGGDCARAGGKCA Reverse complement motif = Consensus sequence: TGRCCTKTGHCCK

2.0 2.0

-
00— ‘4‘6 = = 0.0

5

15 10 15
WetiLoga 34 WetiLoga 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:
BAGGYCABHBTGACCKHV

-SBCCCCGCCSBB-———-—-

Original motif

2.0

bits

Consensus sequence: VHRGGTCABDBTGMCCTB

= — 0.0

1

9

ESR2

Original Motif
Reverse Complement
Forward

2

12

0.0734481

Reverse complement motif
BAGGYCABHBTGACCKHV

2.0

bits

—_—— -

Consensus sequence:

[ aCez.

AT AmﬂlAégﬁl AGG.CA

Wetiloga 3.4

10
Wetiloga 34

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:

1

7

REST

Reverse Complement
Original Motif
Backward

10
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Number of overlap: 12
Similarity score: 0.0751084

Alignment:
TTCAGCACCATGGACAGCKCC
BBSGGCGGGGBS——=——————

Original motif = Consensus sequence: TTCAGCACCATGGACAGCKCC

TICA AC Ve.cC

o0-==

Wmag 034

Reverse complement motif =~ Consensus sequence:

GGYGCTGTCCATGGTGCTGAA

20

A

P-4 =Vi_-_ 5

15 20
Wetiloga 34

Dataset #: 1

Motif ID: 4

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

Number of overlap: 11

Similarity score: 0.571364
Alignment:

VBBYCAAGGTCA-

-BBSGGCGGGGBS

Original motif = Consensus sequence: VBBYCAAGGTCA

Reverse complement motif

Consensus sequence: TGACCTTGMBBB
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1.0

bits

—

A - TeAGCTT..

Wetiloga 34 Welaloga 34

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

HNF4A
Original Motif
Reverse Complement

Direction: Backward

Position number: 3

Number of overlap: 11

Similarity score: 0.573202

Alignment:

-TGMYCTTTGBCCK

SBCCCCGCCSBB--

Original motif = Consensus sequence: RGGBCAAAGKYCA Reverse complement motif  Consensus sequence: TGMYCTTTGBCCK

20

bits

20

0.

LR e S

Webilogod 4 Webilogo 3 4

Dataset #:
Motif ID:

15
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Motif name: Tcfcp2l1

Matching format of first motif: Reverse Complement

Matching format of second motif: Reverse Complement

Direction: Forward
Position number: 6
Number of overlap: 9
Similarity score: 1.54913
Alignment:

CKGGDTBDMMCTGG——--

————— BBSGGCGGGGBS

Original motif

2.0

42
=

Consensus sequence: CCAGYYHVADCCRG

(c..

o genggy A_

10

Webilogo 3.4

Reverse complement motif

2.0

bits
=

LV L

0.0

Consensus sequence: CKGGDTBDMMCT(

_aaYIYY

5

10

Dataset #: 1

Motif ID: 6

Motif name: Mycn
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Backward
Position nhumber: 2

Number of overlap: 9

Similarity score: 1.57507
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Alignment:
-—-—-HSCACGTGGC
SBCCCCGCCSBB-

Orlglnal motif  Consensus sequence: HSCACGTGGC

-+ _CACGz

bits

a.o — _.--._

WL .—..gc.a -

Reverse complement motif

2.0

bits

O .0 - T

Consensus sequence: GCCACGTGSD

”ACCAQAQ -

5

10
Wbl oga 3 4

Dataset #: 1

Motif ID: 8

Motif name: Myc

Matching format of first motif: Reverse Complement
Matching format of second motif: Original Motif
Direction: Forward
Position number: 2

Number of overlap: 9

Similarity score: 1.57737
Alignment:

VGCACGTGGH---

-BBSGGCGGGGBS

Original motif = Consensus sequence: VGCACGTGGH

Reverse complement motif

Consensus sequence: DCCACGTGCV
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M
)
)

bits
s
- | I —-——

_CACGIGe | cCaCCTG.

———— ——

10 10
Wbl oga 3 4 Wbl aga 3 4

o
)

Dataset #: 2 Motif ID: 29 Motif name: cCGCGGrCACG

Original motif = Consensus sequence: CCGCGGRCACG Reverse complement motif = Consensus sequence: CGTGKCCGCGG

" icCUVICACACT ﬁ:CCICECC c%ﬁ

WWehiiogo 34 Wabiiaga 34

Best Matches for Top Significant Motif ID 29 (Highest to Lowest)

Dataset #: 1

Motif ID: 7

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

Number of overlap: 11

Similarity score: 0.0484441
Alignment:

TTCAGCACCATGGACAGCKCC

——————— CCGCGGRCACG---
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Original motif = Consensus sequence: TTCAGCACCATGGACAGCKCC

“ 10A

0.0—== ————

5

c _Q;H_Ac Ve,.cC

Webiloga 34

Reverse complement motif ~ Consensus sequence:
GGYGCTGTCCATGGTGCTGAA

20

%m
CT AT A

=
0.0 e = 8 == Y e : =¥ ‘?‘.Izé

5 10 15 20
Wetiloga 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:
MGGTCAGGGTGACCTRDBHV
——————— CGTGKCCGCGG--

1

3

ESR1

Reverse Complement
Reverse Complement
Backward

3

11

0.0486581

Original motif = Consensus sequence: VDBHMAGGTCACCCTGACCY

20

| _Q%AIPIQAngl&éCQE

WebsLaga 3.4

Reverse complement motif = Consensus sequence:
MGGTCAGGGTGACCTRDBHV

20

L %ﬂIGA'-—ﬂ‘ﬁ;QQGQ%Tﬂu— —

Webslaga 3.4

Page 57 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:
YDRCCASYAGRKGGCRSYV
——————— CCGCGGRCACG-

1

16

CTCF

Original Motif
Original Motif
Forward

8

11
0.0588663

Original motif = Consensus sequence: YDRCCASYAGRKGGCRSYV

20

- E.,_ec Ag% IVAT Y=

Agéf:

5 10

WabiLogod 4

Reverse complement motif = Consensus sequence:
BMSMGCCYMCTKSTGGMHM

20

0
= 1.0

u-ﬁ‘_‘t;gxg gg _:ecl P

15

WabiLogod 4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:

1

14

PPARGRXRA

Reverse Complement
Reverse Complement
Backward

2
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Number of overlap: 11

Similarity score: 0.0629476

Alignment:

TGRCCTKTGHCCKAB

-—-—-CGTGKCCGCGG-

Original motif = Consensus sequence: BTRGGDCARAGGKCA Reverse complement motif  Consensus sequence: TGRCCTKTGHCCK

A AA A I CQTT CCT

e e -N _._g_ s AI:_EQ-_— o6 -Eée- rCCle—-FT XA

Dataset #: 1

Motif ID: 9

Motif name: ESR2

Matching format of first motif: Reverse Complement

Matching format of second motif: Reverse Complement

Direction: Forward

Position number: 9

Number of overlap: 10

Similarity score: 0.551597

Alignment:

BAGGYCABHBTGACCKHV-

———————— CGTGKCCGCGG

Reverse complement motif = Consensus sequence:

Original motif = Consensus sequence: VHRGGTCABDBTGMCCTB BAGGYCABHBTGACCKHY
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2.0 2.0

| _e:_AI?I = —-_-_IééggT% ) Axe§géﬁ--mI ACQTI

10 15
WebLaga 3.4

Dataset #: 1

Motif ID: 8

Motif name: Myc

Matching format of first motif: Reverse Complement

Matching format of second motif: Original Motif

Direction: Forward

Position number: 2

Number of overlap: 9

Similarity score: 1.0488

Alignment:

VGCACGTGGH--

-CGTGKCCGCGG

Original motif = Consensus sequence: VGCACGTGGH Reverse complement motif = Consensus sequence: DCCACGTGCV
o l=—== - gﬂl- I"%—— P ——— <l TA— = __...———_:;_

Dataset #: 1

Motif ID: 6
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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:
HSCACGTGGC--
-CGTGKCCGCGG

Mycn

Reverse Complement
Original Motif
Forward

2

9

1.04892

Original motif = Consensus sequence: HSCACGTGGC Reverse complement motif = Consensus sequence: GCCACGTGSD

20 20
aC
0.0 ::EcAGAl—-—?% - —‘:—gg R = =
Dataset #: 1
Motif ID: 13
Motif name: MIZF
Matching format of first motif: Reverse Complement
Matching format of second motif: Original Motif
Direction: Backward
Position nhumber: 2
Number of overlap: 9
Similarity score: 1.04904
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Alignment:
-—-BAACGTCCGC
CGTGKCCGCGG-

Original motif = Consensus sequence: BAACGTCCGC

Reverse complement motif

Consensus sequence: GCGGACGTTV

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
VBBYCAAGGTCA--
-——CCGCGGRCACG

Esrrb

Original Motif
Original Motif
Forward

4

9

1.05291

Original motif = Consensus sequence: VBBYCAAGGTCA

Reverse complement motif

Consensus sequence: TGACCTTGMBBB
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2.0
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0.0
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ts

b

T6aCCTT:..

Welaloga 34

Dataset #: 1

Motif ID: 1

Motif name: HNF4A

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: 1.55795

Alignment:

TGMYCTTTGBCCK---

————— CGTGKCCGCGG

Original motif = Consensus sequence: RGGBCAAAGKYCA

20

AT,-E?QEAAAE:EEQA

ool -

bits

Webilogod 4

Reverse complement motif  Consensus sequence: TGMYCTTTGBCCK

20

) ;'—=-_$QECIII_&_E$QE

.
Webilogo 3 4

Dataset #: 1 Motif ID: 4 Motif name: Esrrb
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Original motif = Consensus sequence: VBBYCAAGGTCA Reverse complement motif  Consensus sequence: TGACCTTGMBBB

5 10
Wekiloga A4 Wekiloga A4

bits
o
bits

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

Dataset #: 2

Motif ID: 17

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

Position number: 1

Number of overlap: 12

Similarity score: 0.0772556

Alignment:

TGTGGTGTCACAGTGCTCC

——————— TGACCTTGMBBB

Reverse complement motif = Consensus sequence:
GGAGCACTGTGACACCACA

20 20

LT lTOAToTe  ohCheTCTiACA s

Original motif = Consensus sequence: TGTGGTGTCACAGTGCTCC

bits

0.0 e
5
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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:
CCACTGTGVTGTCACAGTGCTCCA
——————————— TGACCTTGMBBB-

Original motif =~ Consensus sequence: TGGAGCACTGTGACAVCACAGTGG

CACTL 1 AGA. CACHG

20

8
E10
00-=

=Ny =
5

2

23
TGGAGCACTGTGACACCACAGTGg
Reverse Complement

Reverse Complement

Forward

12

12

0.0785385

Reverse complement motif = Consensus sequence:
CCACTGTGVTGTCACAGTGCTCCA

20

15

20 1

Werlogo 34 Wetrlogo 34

g:chgs*quéc "QAE AGAQQA

Dataset #:

Motif ID:

Motif name:

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

Position number:

2

22
CACTGTGrYrtCACAGTGswsCACT
Original Motif

Reverse Complement

Backward

11
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Number of overlap: 12
Similarity score: 0.0832722

Alignment:
AGTGSWSCACTGTGAMAMCACAGTG
-—-—-VBBYCAAGGTCA-—-————————

Original motif = Consensus sequence: Reverse complement motif = Consensus sequence:
CACTGTGRTRTCACAGTGSWSCACT AGTGSWSCACTGTGAMAMCACAGTG

20

cACT T LA UeTebhe el UeAcUACL UL e WAWAC

O W
10 15 20 25
WebLagod 4 WebLagod 4

Dataset #: 2
Motif ID: 25

Motif name: wwCCAMAGTCmt

Matching format of first motif: Original Motif

Matching format of second motif: Original Motif

Direction: Backward

Position number: 2

Number of overlap: 11

Similarity score: 0.558919

Alignment:

—-DDCCAMAGTCHB

VBBYCAAGGTCA-

Original motif = Consensus sequence: DDCCAMAGTCHB Reverse complement motif = Consensus sequence: VDGACTRTGGDD
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- (ChsaCTe

2.0

bits
=

GA

Wetiloga 34

Dataset #: 2

Motif ID: 28

Motif name: ssGCkTGCssk
Matching format of first motif: Reverse Complement
Matching format of second motif: Original Motif
Direction: Backward
Position number: 1

Number of overlap: 11

Similarity score: 0.581406
Alignment:

-SSGCKTGCSSK

TGACCTTGMBBB

Original motif = Consensus sequence: SSGCKTGCSSK Reverse complement motif  Consensus sequence: YSSGCAYGCSS

= ICC “ ‘ Ccc = IACC Alll ,CC
.. 1C j SGT LICGC -

5 10
Weliiaga A4

Weiloga 34

Dataset #: 2
Motif ID: 24
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Motif name: ssCCCCGCSssk

Matching format of first motif: Reverse Complement

Matching format of second motif: Original Motif

Direction: Backward

Position number: 2

Number of overlap: 11

Similarity score: 0.583683

Alignment:

-SBCCCCGCCSBB

TGACCTTGMBBB-

Original motif = Consensus sequence: SBCCCCGCCSBB Reverse complement motif = Consensus sequence: BBSGGCGGGGBS
2.0 2.0
?—:GCCC GC(_:ﬁ . o= SC X (I —

Dataset #: 2

Motif ID: 27

Motif name: AgTGCTCCACTGTGgGTGTCACAGT

Matching format of first motif: Original Motif

Matching format of second motif: Original Motif

Direction: Forward

Position nhumber: 15

Number of overlap: 10

Similarity score: 1.08683
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Alignment:
AGTGCTCCACTGTGGTGTCACAGT--
—————————————— VBBYCAAGGTCA

Reverse complement motif ~ Consensus sequence:
ACTGTGACACCACAGTGGAGCACT

20 20

w CI w

£10 C c QA T £10 T T C C C
o AT~ VIS I Al w1 o] F11 L e o ?Qé!\ == QA SEpnNp g — A gI
= 5 10 15 2 = 5 10

s Ve i < ===
20

15
Wesloge 34 Wesloge 34

Original motif = Consensus sequence: AGTGCTCCACTGTGGTGTCACAGT

Dataset #: 2

Motif ID: 19

Motif name: atactttggc

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

Position number: 1

Number of overlap: 10

Similarity score: 1.08726

Alignment:

—-—GCCAAAGTAT

VBBYCAAGGTCA

Original motif = Consensus sequence: ATACTTTGGC Reverse complement motif = Consensus sequence: GCCAAAGTAT
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bits

2.0

Wbl aga 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:
-——-CCGCGGRCACG
VBBYCAAGGTCA--

2

29
cCGCGGrCACG
Original Motif
Original Motif
Backward

3

9

1.57579

Original motif = Consensus sequence: CCGCGGRCACG

240

bits

0.0

“<GUVJGACACE

Weiloga 34

Reverse complement motif

=8
=

2.0

1.0

0.0

Consensus sequence: CGTGKCCGCGG

Dataset #:
Motif ID:

21
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Motif name: AMTGTGACACCACAGT

Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Backward
Position number: 10

Number of overlap: 7

Similarity score: 2.57595
Alignment:

————— AMTGTGACACCACAGT
VBBYCAAGGTCA-—-———————

Reverse complement motif = Consensus sequence:
Original motif = Consensus sequence: AMTGTGACACCACAGT P a

ACTGTGGTGTCACART
Dataset #: 1 Motif ID: 13 Motif name: MIZF
Original motif  Consensus sequence: BAACGTCCGC Reverse complement motif = Consensus sequence: GCGGACGTTV

2.0

eAQ 10CG. -

Wb .-_.gc.a 4

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

Dataset #: 2
Motif ID: 32
Motif name: gCGCGCsCygsG
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Forward
Position number: 1
Number of overlap: 10
Similarity score: 0.0651598
Alignment:
GCGCGCSCGCG
BAACGTCCGC-
Original motif = Consensus sequence: GCGCGCSCGCG Reverse complement motif = Consensus sequence: CGCGSGCGCGC
20 2.0
Fo =10 C
0. -—=——g C CCC.—f_:Cé - g-;_i_gc Sh L —
* L = LT
Dataset #: 2
Motif ID: 19
Motif name: atactttggc
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
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Direction: Backward

Position number: 1

Number of overlap: 10
Similarity score: 0.0803571
Alignment:

ATACTTTGGC

BAACGTCCGC

Original motif = Consensus sequence: ATACTTTGGC

2.0

bits
5

0.0
Wbl ogo 3 S

Reverse complement motif

bits

2.0

0.0

Consensus sequence: GCCAAAGTAT

Wbl ogo 34

Dataset #: 2

Motif ID: 29

Motif name: cCGCGGrCACG
Matching format of first motif: Reverse Complement
Matching format of second motif: Original Motif
Direction: Forward
Position number: 3

Number of overlap: 9

Similarity score: 0.560913
Alignment:

CCGCGGRCACG-

--GCGGACGTTV
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Original motif = Consensus sequence: CCGCGGRCACG

240

" eflligacacs

Weiloga 34

Reverse complement motif

2.0

0.0

bits

Consensus sequence: CGTGKCCGCGG

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
-CGTCCGTATAG
GCGGACGTTV--

2

31

ctatacggacg

Reverse Complement
Reverse Complement
Backward

3

9

0.562302

Original motif = Consensus sequence: CTATACGGACG

2.0
=
=10
0.0
5 10

Webiioga 34

Reverse complement motif

2.0

0.0

Consensus sequence: CGTCCGTATAG

wWebiiaga 3.4
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Dataset #: 2

Motif ID: 25

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

Number of overlap: 9

Similarity score: 0.562428
Alignment:

DDCCAMAGTCHB-

---BAACGTCCGC

Original motif = Consensus sequence: DDCCAMAGTCHB

2.0

- (CAsaCTC

WatiLoga 3.4

Reverse complement motif = Consensus sequence: VDGACTRTGGDD

2.0
=0
=10
— N
0.0 5 e -_— ———
5

Wetiiogo 3.4

Dataset #: 2

Motif ID: 18

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

Position number: 4

Number of overlap: 8
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Similarity score:

Alignment:
SBCGCGGGGSB--
—-—-—-GCGGACGTTV

1.06446

Original motif = Consensus sequence: BSCCCCGCGBS

20—

*_cCCC

Reverse complement motif

2.0

o

=19
0ol =

Consensus sequence: SBCGCGGGGSB

—C CCCG‘E—E-;

_—
P . —
Dataset #: 2
Motif ID: 24
Motif name: ssCCCCGCSssk

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
BBSGGCGGGGBS--
-—-—-GCGGACGTTV

Reverse Complement
Reverse Complement
Forward

5

8

1.07197

Original motif = Consensus sequence: SBCCCCGCCSBB

Reverse complement motif

Consensus sequence: BBSGGCGGGGBS
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Wetiloga 34 Welaloga 34

Dataset #: 2

Motif ID: 33

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

Position number: 5

Number of overlap: 7

Similarity score: 1.55

Alignment:

SRACYCCGAYR---

-—-——-GCGGACGTTV

Original motif = Consensus sequence: SRACYCCGAYR Reverse complement motif = Consensus sequence: KKTCGGKGTKS
Dataset #: 2

Motif ID: 27
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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:

AgTGCTCCACTGTGgGTGTCACAGT
Original Motif

Original Motif

Backward

18

7

1.5706

-——AGTGCTCCACTGTGGTGTCACAGT

BAACGTCCGC--————-—=—-—-—-—

Original motif = Consensus sequence: AGTGCTCCACTGTGGTGTCACAGT

=

Reverse complement motif =~ Consensus sequence:
ACTGTGACACCACAGTGGAGCACT
AQI

20
£10 C G
0 e ] T | o A
5 10

15

= - = N

ol 1 0T oA Cheke Tk

-V R rE 1 Ll iI=
20

15
Welog 34 Weslogo 34

Dataset #:

Motif ID:

Motif name:

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

Position number:

Number of overlap:

Similarity score:

2

26
CAcCACAGTGGAGCAct
Reverse Complement
Original Motif

Forward

11

7

1.57176
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Alignment:
CAHCACAGTGGAGCACT---
__________ GCGGACGTTV

Original motif = Consensus sequence: CAHCACAGTGGAGCACT

e UACAG o Cghor

Websiaga 3.4

Reverse complement motif ~ Consensus sequence:

AGTGCTCCACTGTGDTG

“pTTCOACTC]

—— =N
5

1

Webiiaga 3.4

Results created by MOTIFSIM on 09-23-2015 12:19:03
Runtime: 43.9155 seconds.

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