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

Page 1 of 416



www.princexml.com
Prince - Non-commercial License
This document was created with Prince, a great way of getting web content onto paper.


i
b

=_
b EA-:: ———
— - -

(= = —_——

-cACCT_ |

ks i cmey e TE ks i cmey e TE

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:
CAHCACAGTGGAGCACT
CACCTD-——————————

26
CAcCACAGTGGAGCACct
Original Motif

Original Motif

Forward

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: Backward
Position number: 2
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

Page 13 of 416



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

( "clRe 616, 11 VAGAS  cc]oCA

20
Weilogo 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:

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

2

26
CAcCACAGTGGAGCACct
Reverse Complement
Original Motif
Backward

6

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
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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-

Page 18 0of 416



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

Page 20 of 416



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 416
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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
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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:

ACTGTGACACCACAGTGGAGCACT

Original motif = Consensus sequence: AGTGCTCCACTGTGGTGTCACAGT

e

27
AgTGCTCCACTGTGGTGTCACAQT
Reverse Complement

Reverse Complement

Backward

6

10

0.0980018

Reverse complement motif = Consensus sequence:
ACTGTGACACCACAGTGGAGCACT

20
w
: T CTC G QA T
i AT~ =Vila il Al (= 1l o | LI w_ e
5 10 15 20

20
| T T C
F10 C C
i ?Qé!\ =1 1= QA | S5 1 ¥ ===
5 10 20

v | VYRYYACT
15

Wesloge 24 Wesloge 34

Dataset #:

Motif ID:

Motif name:

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

Position number:

Number of overlap:

2

32

gCGCGCsCgsG
Original Motif
Reverse Complement
Forward

1

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 416



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 416
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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

Backward

9
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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 416



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
Forward

1
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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-
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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
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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:
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

Page 37 of 416



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 416

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 416

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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)

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
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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
——————— CCGCGGRCACG-

1

16

CTCF

Original Motif
Original Motif
Backward

2

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

=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:

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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Wbl oga 3 4

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: Forward

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

Reverse complement motif ~ Consensus sequence:

AGTGCTCCACTGTGDTG

Original motif = Consensus sequence: CAHCACAGTGGAGCACT

e UACAG o Cghor

Websiaga 3.4

e
5

1

Webiiaga 3.4

Significant Motifs - Global and Local Matching (Highest to Lowest)

Dataset #: 1 Motif ID: 5 Motif name: ZEB1

Original motif = Consensus sequence: CACCTD Reverse complement motif = Consensus sequence: HAGGTG

=_ =_
=

N s L cwcy o T

N s L cwcy o T

Best Matches for Significant Motif ID 5 (Highest to Lowest)

Dataset #: 1
Motif ID: 16
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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:
YDRCCASYAGRKGGCRSYV

CTCF

Reverse Complement
Original Motif
Forward

8

6

0

Original motif = Consensus sequence: YDRCCASYAGRKGGCRSYV

20

: ACS=~

J - e-c AC% JVAT V=

5

WebLognd 4

Reverse complement motif =~ Consensus sequence:
BMSMGCCYMCTKSTGGMHM

20

0
10

o4 .L?Q?IQ gg _:tE\-Cl o < _ A

I

15

O

Lagads

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

1

12

RORA_1

Original Motif
Reverse Complement
Backward

4

6

0.00688881
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Alignment:
TGACCTDVWT
-CACCTD---

Original motif = Consensus sequence: AWVDAGGTCA

bits

}$12$@ ICA

Wbl oga 3 4

Reverse complement motif

2.0

bits

Consensus sequence: TGACCTDVWT

I_f.,__#g

Wbl oga 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:
GGYGCTGTCCATGGTGCTGAA

1

7

REST

Reverse Complement
Reverse Complement
Backward

6

6

0.00707323

Original motif = Consensus sequence: TTCAGCACCATGGACAGCKCC

Reverse complement motif
GGYGCTGTCCATGGTGCTGAA

Consensus sequence:
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2.0

y £
Wetiloga 34

2.0
%m CA Ac %‘m—- T L
] “':ln':_ ,,(:': VALVVLFI Y QIEQ " 2 EgY clVVAL =V %éé
10 15 20

0.0—= L
5 10 15 20
Webiloga 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: 6

Similarity score: 0.013046
Alignment:

VBBYCAAGGTCA

-HAGGTG-----

Original motif = Consensus sequence: VBBYCAAGGTCA Reverse complement motif  Consensus sequence: TGACCTTGMBBB

_oMbreh - TeaCCTTs.

e
0.0 = e
5
Wekiloga A4

bits

bits
=

Wekiloga A4

Dataset #:

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:
GTTGACCTTTGACCTTT
—————————— CACCTD-

NR1H2RXRA

Original Motif
Reverse Complement
Backward

2

6

0.0160352

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:

14

PPARGRXRA

Original Motif
Reverse Complement
Backward

9

6

0.0192435
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Alignment:
TGRCCTKTGHCCKAB
-CACCTD-—=—————

Original motif = Consensus sequence: BTRGGDCARAGGKCA

20

it
5

=X oaan _ —1 1

5

0.0

2GG_cRaAUG A

15
Webiloga 3.4

Reverse complement motif

20

0.0

Consensus sequence: TGRCCTKTGHCCK

_CCx

p gt

Iﬁéggll

5
WebiLoga 3.4

Dataset #: 1

Motif ID: 11

Motif name: NR4A2
Matching format of first motif: Original Motif
Matching format of second motif: Reverse Complement
Direction: Backward
Position number: 1

Number of overlap: 6

Similarity score: 0.0216496
Alignment:

GTGACCTT

--CACCTD

Original motif = Consensus sequence: AAGGTCAC

Reverse complement motif

Consensus sequence: GTGACCTT
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Dataset #: 1

Motif ID: 3

Motif name: ESR1

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: 0.022947

Alignment:

MGGTCAGGGTGACCTRDBHV

———-CACCTD--------—-

Original motif = Consensus sequence: VDBHMAGGTCACCCTGACCY

20

| ﬁggAIPICAqgglkécgg

bits

0.0

Weblaga 3.4

Reverse complement motif =~ Consensus sequence:
MGGTCAGGGTGACCTRDBHYV

20

L« ?ﬁICAf-—ﬂwﬁ-;Eégg%Tﬁa_- =

-
5
Weblagn a4

Dataset #: 1
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Motif ID: 6

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

Number of overlap: 6

Similarity score: 0.0246463
Alignment:

HSCACGTGGC

--CACCTD--

Original motif

2.0

Consensus sequence: HSCACGTGGC

Reverse complement motif

bits

2.0

Consensus sequence: GCCACGTGSD

WACCAQ —

a.0 — e e, e o —

Wbl aga 3 4

Dataset #: 1
Motif ID: 8
Motif name: Myc

Matching format of first motif:

Matching format of second motif:

Reverse Complement
Reverse Complement

Direction: Forward
Position number: 3
Number of overlap: 6
Similarity score: 0.025129
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Alignment:

DCCACGTGCV

--HAGGTG--

Original motif = Consensus sequence: VGCACGTGGH Reverse complement motif = Consensus sequence: DCCACGTGCV
n.e:-"“- ECAQAI —_—— e 0.0 *——“QGAC-A_ T C__'

Dataset #: 2 Motif ID: 28 Motif name: ssGCkTGCssk

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

il - “ ‘ Ccc ﬁ%ACC CAA Ccc
5 <1 § e yI'\C e

Webiioga 34 Webiiaga 34

Best Matches for Significant Motif ID 28 (Highest to Lowest)

Dataset #: 2

Motif ID: 32

Motif name: gCGCGCsCgsG
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Backward
Position number: 1
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Number of overlap:
Similarity score:

Alignment:
GCGCGCSCGCG
SSGCKTGCSSK

Original motif = Consensus sequence: GCGCGCSCGCG

240

bits

ﬁg é Cccéfﬂ?g

11

0.00456539

Reverse complement motif

2.0

CaelC

p e —

Consensus sequence: CGCGSGCGCGC

2« —
10

0.0

5

Weiloga 34

WekiLoga 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:
BBSGGCGGGGBS
-YSSGCAYGCSS

Original motif = Consensus sequence: SBCCCCGCCSBB

2

24

ssCCCCGCSssk
Reverse Complement
Reverse Complement
Forward

2

11

0.0176347

Reverse complement motif

Consensus sequence: BBSGGCGGGGBS
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Dataset #: 2

Motif ID: 18

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

Position number: 1

Number of overlap: 11

Similarity score: 0.0190954

Alignment:

SBCGCGGGGSB

YSSGCAYGCSS

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

20—

2.0
o) 1 3
: ; = 1.0 ‘
== = [ -—— P b CCC-:::E_:_E-E.—-_ﬁ_
5 10

Weiloga 34 WekiLoga 34

Dataset #: 2
Motif ID: 29
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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:
CCGCGGRCACG
SSGCKTGCSSK

cCGCGGrCACG
Original Motif
Original Motif
Backward

1

11

0.0276515

Original motif = Consensus sequence: CCGCGGRCACG

~lilicacacs

Wehiiogo 34

Reverse complement motif

Consensus sequence: CGTGKCCGCGG

~gararclilss

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:

1

16

CTCF

Original Motif
Original Motif
Forward

8

11
0.0349439
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Alignment:
YDRCCASYAGRKGGCRSYV
——————— SSGCKTGCSSK-

Original motif = Consensus sequence: YDRCCASYAGRKGGCRSYV

20

g L e»c A?% = AT _IQAEE:_’:

5 10

WebLagad4

Reverse complement motif ~ Consensus sequence:
BMSMGCCYMCTKSTGGMHM

20

00 ‘L?QQIQ gg __‘Etcl . _A.%- "_"

15

bits

)

o

Legads

Dataset #: 1

Motif ID: 4

Motif name: Esrrb
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: 0.0358701
Alignment:

VBBYCAAGGTCA

-YSSGCAYGCSS

Original motif = Consensus sequence: VBBYCAAGGTCA

Reverse complement motif = Consensus sequence: TGACCTTGMBBB
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2.0

T6aCCTT:..

10
Welaloga 34

—

0.0

.
)
—
(»
- —

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

2.0

Original motif = Consensus sequence: VHRGGTCABDBTGMCCTB

Dataset #: 1
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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:
TTCAGCACCATGGACAGCKCC
-YSSGCAYGCSS——=-——————

Original motif

0.0—==

7

REST

Reverse Complement
Original Motif
Backward

10

11

0.0409322

Consensus sequence: TTCAGCACCATGGACAGCKCC

EWTIQAUQ ngﬂéc “QIEQ

Webiloga 34

Reverse complement motif
GGYGCTGTCCATGGTGCTGAA

20

Consensus sequence:

TV ] 6]

vi 5

— =

10

15
Wetiloga 34

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:
Number of overlap:

1

14

PPARGRXRA

Reverse Complement
Original Motif
Forward

3

11
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Similarity score: 0.041419
Alignment:
BTRGGDCARAGGKCA
--YSSGCAYGCSS--
Original motif = Consensus sequence: BTRGGDCARAGGKCA Reverse complement motif = Consensus sequence: TGRCCTKTGHCCK
2.0 2.0
¥ AUG-cA T--00Tx| - cC.
po =G A 9- ! '_A AIlgu oo SaY cl_ e X
2 19 wm_oglsan 2 19 wm_oglsan
Dataset #: 1
Motif ID: 1
Motif name: HNF4A
Matching format of first motif: Reverse Complement
Matching format of second motif Original Motif
Direction: Backward
Position number: 1
11
0.0437981

Number of overlap:
Consensus sequence: TGMYCTTTGBCCK

Similarity score:
Reverse complement motif

Alignment:
RGGBCAAAGKYCA

-—-YSSGCAYGCSS
Consensus sequence: RGGBCAAAGKYCA
Page 94 of 416
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2.0 2.0

bits

— s =
00— == — 0.

Webilogad 4

Webiloga 3 4

Dataset #: 2 Motif ID: 25 Motif name: wwCCAMAGTCmt

Original motif = Consensus sequence: DDCCAMAGTCHB Reverse complement motif

ts
bits

b

Consensus sequence: VDGACTRTGGDD

WehiLogo 34

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

Dataset #: 2

Motif ID: 22

Motif name: CACTGTGrYrtCACAGTGswsCACT
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Forward
Position number: 9

Number of overlap: 12

Similarity score: 0.0263648
Alignment:

CACTGTGRTRTCACAGTGSWSCACT

———————— DDCCAMAGTCHB-—---

. (ChelTe < GACTTGG .

WetiLogo A4
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Original motif = Consensus sequence: Reverse complement motif = Consensus sequence:

CACTGTGRTRTCACAGTGSWSCACT AGTGSWSCACTGTGAMAMCACAGTG
CACTa T IAT L re ’:‘(?TC 91 g > T'%'AI'Q,_ Q,..Ann ?TA$A ISlleax

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: 6

Number of overlap: 12

Similarity score: 0.0282828

Alignment:

ABCACAGTGGAGCACTG

VDGACTRTGGDD--—-—-—

Reverse complement motif = Consensus sequence:

Original motif = Consensus sequence: CAGTGCTCCACTGTGBT ABCACAGTGGAGCACTG

QIT

Wetiioga 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:
AGTGCTCCACTGTGDTG
————— VDGACTRTGGDD

Original motif = Consensus sequence: CAHCACAGTGGAGCACT

20
00 géf—? Ag—r - L A= S
5 10

2

26
CAcCACAGTGGAGCACct
Reverse Complement
Reverse Complement
Forward

6

12

0.0291095

her

Watiloga 3.4

Reverse complement motif
AGTGCTCCACTGTGDTG

Consensus sequence:

TN .

Watiloga 3.4

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

6
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Number of overlap:
Similarity score:

Alignment:

AGTGCTCCACTGTGGTGTCACAGT

Original motif = Consensus sequence: AGTGCTCCACTGTGGTGTCACAGT

20

e T N N &

12
0.0301919

Reverse complement motif =~ Consensus sequence:
ACTGTGACACCACAGTGGAGCACT

cI

ﬁicéIng ( A“_%QAMQAéI

10

20
| T T C
E10 C C
it ?gé!\ L =l = QA il = =1 I=A2=7
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:
RGGBCAAAGKYCA
-DDCCAMAGTCHB

Original motif = Consensus sequence: RGGBCAAAGKYCA

1

1

HNF4A
Original Motif
Original Motif
Forward

2

12

0.032442
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2.0 2.0

N B | e
00— = — 0.

bits

Webilogad 4 Webiloga 3 4

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: 4

Number of overlap: 12

Similarity score: 0.0360702

Alignment:

CCACTGTGVTGTCACAGTGCTCCA
---DDCCAMAGTCHB-—-—-————-~-

Reverse complement motif =~ Consensus sequence:
CCACTGTGVTGTCACAGTGCTCCA

20 20

i C T c Q Q i C
PP D= e gAA = 8 A LI A . Ce—-—g o =
5 10 5

Original motif = Consensus sequence: TGGAGCACTGTGACAVCACAGTGG

= .

|1 VAGAG ¢ cCA

Weslogo 34 Weilogo 34

15 20

Dataset #: 1
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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:
GGYGCTGTCCATGGTGCTGAA
—-—--DDCCAMAGTCHB-—-—---

Original motif = Consensus sequence: TTCAGCACCATGGACAGCKCC

7

REST

Original Motif
Reverse Complement
Forward

4

12

0.0391228

Reverse complement motif = Consensus sequence:
GGYGCTGTCCATGGTGCTGAA

20

-4 =W A

o IIQA-,(; cﬁ; v AC V! QIEQ RS QI oL A

5 10 15
Webiloga 34 Wetiloga 34

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:
Number of overlap:

2

17
TgTGgTGTCACAGTGCTCC
Original Motif

Original Motif

Backward

3

12
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Similarity score: 0.0393782

Alignment:
TGTGGTGTCACAGTGCTCC
————— DDCCAMAGTCHB--

Original motif = Consensus sequence: TGTGGTGTCACAGTGCTCC

20

“1.To JCTOACACTeTeg

WabiLogod 4

Reverse complement motif
GGAGCACTGTGACACCACA

20

“GeheCACTC

P ——

Consensus sequence:

ACAchcA

WabiLogod 4

Dataset #: 1

Motif ID: 3

Motif name: ESR1
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Forward
Position number: 1

Number of overlap: 12

Similarity score: 0.0407304
Alignment:

VDBHMAGGTCACCCTGACCY

DDCCAMAGTCHB-———————

Original motif = Consensus sequence: VDBHMAGGTCACCCTGACCY

Reverse complement motif
MGGTCAGGGTGACCTRDBHV

Consensus sequence:
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20

20

==

) ﬁEgAI%ICAggqlkécgg

Weblaga 34

AWVIVRCc 1
5 10

olr.

Weblaga 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:
AAAGGTCAAAGGTCAAC
—-—-—--DDCCAMAGTCHB-

Original motif = Consensus sequence: AAAGGTCAAAGGTCAAC

20

w
£1.0 A
0.0 — =
5

1

10
NR1H2RXRA
Original Motif
Original Motif
Backward

2

12
0.0463384

Reverse complement motif =~ Consensus sequence:

GTTGACCTTTGACCTTT

Dataset #: 2 Motif ID: 19

Motif name: atactttggc
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Consensus sequence: GCCAAAGTAT

Original motif = Consensus sequence: ATACTTTGGC Reverse complement motif
2.0 2.0
1.0 - 1.0
nnm a.o ::‘l‘l‘l “l‘
5 10 5 10

Best Matches for Significant Motif ID 19 (Highest to Lowest)

bits

bits

Dataset #: 2
Motif ID: 25
Motif name: wwCCAMAGTCmt
Matching format of first motif: Reverse Complement
Matching format of second motif: Original Motif
Direction: Forward
Position number: 2
Number of overlap: 10
Similarity score: 0.0215909
Alignment:
DDCCAMAGTCHB
—-GCCAAAGTAT-
Original motif = Consensus sequence: DDCCAMAGTCHB Reverse complement motif = Consensus sequence: VDGACTRTGGDD
2.0 2.0
5 10 i toaniE 5 10 i toon s
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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:
GGCATCGTTTA
GCCAAAGTAT-

2

30

taaacgatgcc

Reverse Complement
Reverse Complement
Backward

2

10

0.0375

Original motif = Consensus sequence: TAAACGATGCC

2.0

bifs

e

0.0

Webiioga 34

Reverse complement motif

pors
=

2.0

1.0

[alnl

Consensus sequence: GGCATCGTTTA

wWebiiaga 3.4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:
Number of overlap:

1

10

NR1H2RXRA

Reverse Complement
Original Motif
Backward

5

10
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Similarity score: 0.0395

Alignment:
AAAGGTCAAAGGTCAAC
-—-GCCAAAGTAT----

Reverse complement motif = Consensus sequence:
GTTGACCTTTGACCTTI

2.0

Ac

Watiloga 3.4 Watiloga 3.4

Original motif = Consensus sequence: AAAGGTCAAAGGTCAAC

2.0

w
E1.0 A
00 =0 e
5

10 15

Dataset #: 2

Motif ID: 17

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

Position number: 4

Number of overlap: 10

Similarity score: 0.0472222

Alignment:

GGAGCACTGTGACACCACA

—————— ATACTTTGGC---

Reverse complement motif = Consensus sequence:

Original motif = Consensus sequence: TGTGGTGTCACAGTGCTCC GGAGCACTGTGACACCACA
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20 20

WebiLagad4 WebiLagad4

Dataset #: 2
Motif ID: 22
Motif name: CACTGTGrYrtCACAGTGswsCACT
Matching format of first motif: Reverse Complement
Matching format of second motif: Original Motif
Direction: Forward
Position number: 10
Number of overlap: 10
Similarity score: 0.0474206
Alignment:
CACTGTGRTRTCACAGTGSWSCACT
————————— GCCAAAGTAT--—----
Original motif = Consensus sequence: Reverse complement motif = Consensus sequence:
CACTGTGRTRTCACAGTGSWSCACT AGTGSWSCACTGTGAMAMCACAGTG
£10]
CAC v I¥T cTebhc] 0 L |
1= A e ﬁ- =X = —-—%TQ"_ ALY %‘?T AFA Nellesx
Dataset #: 1
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Motif ID:
Motif name:
Matching format of first motif:

Matching format of second motif:

1

HNF4A

Original Motif
Reverse Complement

Direction: Forward

Position number: 3

Number of overlap: 10

Similarity score: 0.0483209

Alignment:

TGMYCTTTGBCCK

-—-ATACTTTGGC-

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

2.0

e =
ool N =

2.0

. QAAAE;.;;QA | l%::ECIllér?Qé

— 0.

a
Webilogad 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:
Similarity score:

1

2

NR2F1
Original Motif
Original Motif
Forward

2

10
0.0490385
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Consensus sequence: AKGYYCAAAGRTC

Alignment:
TGAMCTTTGMMCYT
-ATACTTTGGC—---
Original motif = Consensus sequence: TGAMCTTTGMMCYT Reverse complement motif
2.0
1r(:I\I\I\ I‘((:I\
0.0 “:%%__.__-::TT TGTC
5 10
2

23
TGGAGCACTGTGACACCACAGTGg

Dataset #:
Motif ID:
Motif name:
Matching format of first motif: Reverse Complement
Matching format of second motif: Reverse Complement
Direction: Forward
Position number: 11
Number of overlap: 10
0.0493243
Consensus sequence:

Similarity score:
Alignment:
CCACTGTGVTGTCACAGTGCTCCA
—————————— GCCAAAGTAT----
) Reverse complement motif
Consensus sequence: TGGAGCACTGTGACAVCACAGTGG CCACTGTGVTGTCACAGTGCTCCA
Page 108 of 416
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20 20

A QCT g .:Q Q G]Ve QQTQ W.W:I QAE:. éQ-QQA

10 15 20 5
Wesloge 34

Dataset #: 2

Motif ID: 27

Motif name: AgTGCTCCACTGTGgGTGTCACAGT
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: 0.0498239

Alignment:

ACTGTGACACCACAGTGGAGCACT

———————— GCCAAAGTAT-———-—-

Reverse complement motif =~ Consensus sequence:
ACTGTGACACCACAGTGGAGCACT

| H?QIATT g .QA_Q_.I_ L b4 Q_._QI

b ==
20

Original motif = Consensus sequence: AGTGCTCCACTGTGGTGTCACAGT

o | o _QA.&A
15 20

Weslogo 34

20

i T C C c
e AT X | XWIIX L A
10

5

Weilogo 34

Dataset #: 2
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Motif ID: 26

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

Position number: 2

Number of overlap: 10

Similarity score: 0.0527344

Alignment:

AGTGCTCCACTGTGDTG

—————— ATACTTTGGC-

R lement motif  C :
Original motif ~ Consensus sequence: CAHCACAGTGGAGCACT everse complement motit -onsensus sequence

AGTGCTCCACTGTGDTG
0.0 Qég AGA’C = _'I_LA_.___Q__AQI nnL%IICTgn QIAT = l‘.&
Dataset #: 1 Motif ID: 11 Motif name: NR4A2
Original motif = Consensus sequence: AAGGTCAC Reverse complement motif = Consensus sequence: GTGACCTT
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Best Matches for 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:

AAAGGTCAAAGGTCAAC
~AAGGTCAC----——--

Original motif

2.0

L.

1

10
NR1H2RXRA
Original Motif
Original Motif
Backward

9

8

0.0167759

Consensus sequence: AAAGGTCAAAGGTCAAC

w
E1.0 A
C o=
00 =0 e
5

10

Ac

Watiloga 3.4

Reverse complement motif
GTTGACCTTTGACCTTTI

Consensus sequence:

Dataset #:

Motif ID:

Motif name:

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

1

3

ESR1

Original Motif
Original Motif
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Direction: Forward

Position number: 5
Number of overlap: 8

Similarity score: 0.0195235

Alignment:

VDBHMAGGTCACCCTGACCY
—-—-AAGGTCAC---—-—--

Original motif = Consensus sequence: VDBHMAGGTCACCCTGACCY

20

| _?gAIQICAngIkéCQE

bits

0.0
WetsLaga 3.4

Reverse complement motif  Consensus sequence:

MGGTCAGGGTGACCTRDBHV

OHL%AIGAr__’:EElQéGQ%T, — g

Webslaga 3.4

Dataset #: 1
Motif ID: 9
Motif name: ESR2

Reverse Complement
Reverse Complement

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

Direction: Forward
Position number: 10
Number of overlap: 8
Similarity score: 0.0198372
Alignment:

BAGGYCABHBTGACCKHV

————————— GTGACCTT-
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Reverse complement motif Consensus sequence:
Original motif ~ Consensus sequence: VHRGGTCABDBTGMCCTB P 9

BAGGYCABHBTGACCKHV
AGG.CA T ACQT
0.0 — IQTT’?'—?‘:"-"—--A E=— -~ CI“‘—
Dataset #: 1
Motif ID: 14
Motif name: PPARGRXRA
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Backward
Position number: 7
Number of overlap: 8
Similarity score: 0.0495607
Alignment:
BTRGGDCARAGGKCA
-AAGGTCAC-—=———-—
Original motif = Consensus sequence: BTRGGDCARAGGKCA Reverse complement motif = Consensus sequence: TGRCCTKTGHCCK
2.0 2.0

0
-_51.1]

=Tl oaa - =1 1 = o M =T :
5 15 : 10 15
WebiLoga 34 WetiLoga 34

0.0

GG HalGGroA “Tealllzlo CCe.
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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:

CACTGTGRTRTCACAGTGSWSCACT

Original motif
CACTGTGRTRTCACAGTGSWSCACT

Consensus sequence:

G| UeTelAel

2
22

CACTGTGrYrtCACAGTGswsCAcT

Original Motif
Original Motif
Forward

7

8

0.0557243

EIQAGTTTTAIQL

15

20 25
WabLagod 4

Reverse complement motif = Consensus sequence:
AGTGSWSCACTGTGAMAMCACAGTG

20

"D UAcUACL U UaGa, GAVACT

00 = TQTQ-_ Py C-B.E = ol === X
5 10 15 20 25
WablLagod 4

Dataset #:

Motif ID:

Motif name:

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

Position number:

1

2

NR2F1

Original Motif
Reverse Complement
Forward

7
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Number of overlap: 8
Similarity score: 0.0564874

Alignment:
AKGYYCAAAGRTCA
—————— AAGGTCAC

Original motif = Consensus sequence: TGAMCTTTGMMCYT Reverse complement motif = Consensus sequence: AKGYYCAAAGRTC

2.0

T fereee o CARALSTCA

Webilogo 3.4

ts
bits

b

Welilogo 3.4

Dataset #: 1
Motif ID: 7
Motif name: REST
Matching format of first motif: Reverse Complement
Matching format of second motif: Reverse Complement
Direction: Forward
Position number: 5
Number of overlap: 8
Similarity score: 0.0594649
Alignment:
GGYGCTGTCCATGGTGCTGAA
--—-GTGACCTT---------
. . Reverse complement motif = Consensus sequence:
Original motif = Consensus sequence: TTCAGCACCATGGACAGCKCC GGYGCTGTCCATGGTGCTGAA
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2.0

20
0
Lo c A

e x-2 221 oo VGl 190X .

L AX Ac C Cg Mo CT AT Aé

=22 A E=F 'l =V L £

Webiloga 34 Wetiloga 34

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

%m C T c Q Q %m C QA C CQA
0.0 = IET?$ - gAA = P = T AN Clan_ - 0.0 C‘e‘_'_g . g PEP W .V-3 48 - - Ao AT A
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:
ACTGTGGTGTCACART
————— AAGGTCAC---

21
AMTGTGACACCACAGT
Original Motif

Reverse Complement
Forward

6

8

0.0645146

Original motif = Consensus sequence: AMTGTGACACCACAGT

g:$§IAElAgAgQAQA%I

Weblogad 4

Reverse complement motif = Consensus sequence:
ACTGTGGTGTCACART

Tl GolGTCACA. +

Webloagad 4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:
Number of overlap:

2

17
TgTGgTGTCACAGTGCTCC
Original Motif

Original Motif

Backward

9

8
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Similarity score: 0.0695512

Alignment:
TGTGGTGTCACAGTGCTCC

——-AAGGTCAC---—----

Reverse complement motif = Consensus sequence:

Original motif = Consensus sequence: TGTGGTGTCACAGTGCTCC GGAGCACTGTGACACCACA
2.0 2.0
o0 lg*lTE_T—-—,TcA—QA-.:___?QIQQ ol léAﬁgAQIA‘LTAGAQQAgA
5 10 15 R i 5 10 15 Nk ndia
Dataset #: 1 Motif ID: 4 Motif name: Esrrb
Original motif = Consensus sequence: VBBYCAAGGTCA Reverse complement motif = Consensus sequence: TGACCTTGMBBB

2.0

. chAGGTCA TeallTre.

Welaloga 34

bits
bits

Wetiloga 34

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

Dataset #: 1

Motif ID: 2

Motif name: NR2F1

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

Position number:
Number of overlap:
Similarity score:

Alignment:
TGAMCTTTGMMCYT
--TGACCTTGMBREB

Original motif

bits

Backward
1

12
0.0442611

Consensus sequence: TGAMCTTTGMMCYT

TOAVIT] Gancen

Webiioga 3.4

Reverse complement motif

bits

2.0

1.0

Consensus sequence: AKGYYCAAAGRTC

G CARAUSTCA

0.0

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:
BTRGGDCARAGGKCA
—-—-VBBYCAAGGTCA

1

14
PPARGRXRA
Original Motif
Original Motif
Forward

4

12

0.04699
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Original motif = Consensus sequence: BTRGGDCARAGGKCA Reverse complement motif = Consensus sequence: TGRCCTKTGHCCK

2.0 2.0

allb ¢ AAAILQA ACQ:_[T CCx

it
5

=X aan . —1 8< 0o

5

0.0

Webiloga 34 Webiloga 34

Dataset #: 1

Motif ID: 1

Motif name: HNF4A

Matching format of first motif: Original Motif

Matching format of second motif: Original Motif

Direction: Backward

Position number: 1

Number of overlap: 12

Similarity score: 0.0470808

Alignment:

RGGBCAAAGKYCA

-VBBYCAAGGTCA

Original motif = Consensus sequence: RGGBCAAAGKYCA Reverse complement motif = Consensus sequence: TGMYCTTTGBCCK
20 20
frT,.‘?gsAAAe::;zgé léggcslll___%?ggg

WabLogod 4 WabLogad 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:
AAAGGTCAAAGGTCAAC
—-—-VBBYCAAGGTCA--

Original motif = Consensus sequence: AAAGGTCAAAGGTCAAC

2.0

Ac

1

10
NR1H2RXRA
Original Motif
Original Motif
Backward

3

12
0.0506977

Reverse complement motif = Consensus sequence:
GTTGACCTTTGACCTTTI

2.0

w
E1.0 A
00 =0 AR A
5

Watiloga 3.4 Watiloga 3.4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:

1

3

ESR1

Reverse Complement
Original Motif
Backward

9
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Number of overlap: 12

Similarity score: 0.0628484

Alignment:
VDBHMAGGTCACCCTGACCY

TGACCTTGMBBB-——————-—

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: 9

Motif name: ESR2
Matching format of first motif: Reverse Complement
Matching format of second motif: Original Motif
Direction: Forward
Position number: 6

Number of overlap: 12

Similarity score: 0.0694613
Alignment:

VHRGGTCABDBTGMCCTB

————— TGACCTTGMBBB-
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Original motif = Consensus sequence: VHRGGTCABDBTGMCCTB

Reverse complement motif ~ Consensus sequence:
BAGGYCABHBTGACCKHV

2.0

%W_AI _CA I ACQEI

0.0

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
TTCAGCACCATGGACAGCKCC
-——--VBBYCAAGGTCA-—-—-—-

REST

Original Motif
Original Motif
Forward

5

12
0.0713236

Original motif = Consensus sequence: TTCAGCACCATGGACAGCKCC

mrlgAyQ éEﬁAC AQIGQ

WetiLoga 34

Reverse complement motif = Consensus sequence:
GGYGCTGTCCATGGTGCTGAA

2.0

%m

==

L = @ - A = St =

i 5 10 15 20
Wetiloga 34
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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  Consen equence:
Original motif ~ Consensus sequence: TGTGGTGTCACAGTGCTCC verse comp Ot -onsensus sequenc

GGAGCACTGTGACACCACA

20 20

1T JOTOACACTeeTeg hCACTITAC A
Dataset #: 2
Motif ID: 23
Motif name: TGGAGCACTGTGACACCACAGTGg
Matching format of first motif: Reverse Complement
Matching format of second motif: Reverse Complement
Direction: Forward
Position number: 12
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Number of overlap:
Similarity score:

Alignment:
CCACTGTGVTGTCACAGTGCTCCA
——————————— TGACCTTGMBBB-

Original motif

20

Consensus sequence: TGGAGCACTGTGACAVCACAGTGG

{

12
0.0785385

Reverse complement motif =~ Consensus sequence:
CCACTGTGVTGTCACAGTGCTCCA

20

N w —

- C T c
0 T <g=="ld_AaA = —
5 10

15

( "clRe 616, 11 VAGAS  cc]oCA

20
Weilogo 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:

Alignment:
AGTGSWSCACTGTGAMAMCACAGTG

-—-VBBYCAAGGTCA-—---—-——-—

2

22
CACTGTGrYrtCACAGTGswsCACT
Original Motif

Reverse Complement

Forward

4

12

0.0832722
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Original motif = Consensus sequence: Reverse complement motif = Consensus sequence:

CACTGTGRTRTCACAGTGSWSCACT AGTGSWSCACTGTGAMAMCACAGTG
AC Toyhel AcuAC1 e CAOACT
c T T IAT BL SN2 l:-(?A g __gn peadlJCTCY||XA X1 Y AT FA =X
Dataset #: 1 Motif ID: 1 Motif name: HNF4A
Original motif = Consensus sequence: RGGBCAAAGKYCA Reverse complement motif = Consensus sequence: TGMYCTTTGBCCK

bits
g

. GRAAG...c. " x0Tl .C.

Wablogod 4 Wablogad 4

0o

Best Matches for Significant Motif ID 1 (Highest to Lowest)

Dataset #: 1

Motif ID: 14

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

Number of overlap: 13

Similarity score: 0

Alignment:
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Reverse complement motif

Consensus sequence: TGRCCTKTGHCCK

BTRGGDCARAGGKCA
—-—-RGGBCAAAGKYCA
Original motif = Consensus sequence: BTRGGDCARAGGKCA
20 20
Dataset #: 1
Motif ID: 2
Motif name: NR2F1
Matching format of first motif: Original Motif
Matching format of second motif Reverse Complement
Direction: Forward
2
13
0.0227413

Position number:
Number of overlap:
Similarity score:

Alignment:
AKGYYCAAAGRTCA

Original motif

2.0

bits
B

-RGGBCAAAGKYCA
Consensus sequence: TGAMCTTTGMMCYT

LW E IIIAéég%l

0.0

Reverse complement motif

cegTégAAAmTlgé

2.0

bits

1.0

Consensus sequence: AKGYYCAAAGRTC

0.0
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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:
AAAGGTCAAAGGTCAAC
-—-RGGBCAAAGKYCA--

Original motif = Consensus sequence: AAAGGTCAAAGGTCAAC

20

w
=10 A
C Z<
0.0 —— x
5

1

10
NR1H2RXRA
Original Motif
Original Motif
Backward

3

13
0.0423023

Reverse complement motif
GTTGACCTTTGACCTTT

Consensus sequence:

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

22
CACTGTGrYrtCACAGTGswsCACT
Original Motif

Original Motif

Backward
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Position number:
Number of overlap:
Similarity score:

Alignment:

CACTGTGRTRTCACAGTGSWSCACT

Original motif

Consensus sequence:
CACTGTGRTRTCACAGTGSWSCACT

CACT T LLATVAVA! 4cTc cT

6
13
0.0557654

Reverse complement motif
AGTGSWSCACTGTGAMAMCACAGTG

20

it:
5

A

(

AQA

Consensus sequence:

[

- .—.—QTQ,_ AL VG sllc=x
& Wt ’ . wats
Dataset #: 2
Motif ID: 23
Motif name: TGGAGCACTGTGACACCACAGTGg
Matching format of first motif: Original Motif
Matching format of second motif: Reverse Complement
Direction: Backward
Position number: 4
Number of overlap: 13
Similarity score: 0.0656443

Alignment:
CCACTGTGVTGTCACAGTGCTCCA
———————— RGGBCAAAGKYCA---
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Reverse complement motif ~ Consensus sequence:
CCACTGTGVTGTCACAGTGCTCCA

20 20

“ToedoeleTclGAch che "lAeG1G.

Original motif = Consensus sequence: TGGAGCACTGTGACAVCACAGTGG

[ 0AGAs ook

Weslogo 34 Weilogo 34

LS AA LT ar e
5 10 15 20

Dataset #: 1

Motif ID: 9

Motif name: ESR2
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Forward
Position number: 3

Number of overlap: 13

Similarity score: 0.0671615
Alignment:

VHRGGTCABDBTGMCCTB

--RGGBCAAAGKYCA---

Reverse complement motif = Consensus sequence:
BAGGYCABHBTGACCKHV

2.0 2.0

Original motif = Consensus sequence: VHRGGTCABDBTGMCCTB

bits

== s — 0.0

Wetiloga 3.4 Wetiloga 34
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Dataset #: 2

Motif ID: 17

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

Number of overlap: 13

Similarity score: 0.0681338
Alignment:

TGTGGTGTCACAGTGCTCC

—-——-RGGBCAAAGKYCA--

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

GGAGCACTGTGACACCACA
20 20
‘1T JOTCACACTeeTeg GeACACTETOACA A
2 10 8 WebLogad4 2 10 8 WebiLoga 34

Dataset #: 1
Motif ID: 3
Motif name: ESR1
Matching format of first motif: Original Motif
Matching format of second motif: Reverse Complement
Direction: Forward
Position number: 1
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Number of overlap: 13

Similarity score: 0.0711137

Alignment:
MGGTCAGGGTGACCTRDBHV

RGGBCAAAGKYCA-——————

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: 7
Motif name: REST

Reverse Complement
Reverse Complement

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

Direction: Forward
Position number: 6

Number of overlap: 13
Similarity score: 0.0741922
Alignment:

GGYGCTGTCCATGGTGCTGAA

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

{); (- —— =

TlgAyQ AL _Ac

Reverse complement motif ~ Consensus sequence:
GGYGCTGTCCATGGTGCTGAA

2.0

%m—i \

e
0.0 st e = 8 == e == ‘3‘*..': =

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:
ACTGTGACACCACAGTGGAGCACT

Original motif = Consensus sequence: AGTGCTCCACTGTGGTGTCACAGT

20
2
:E‘ICI

0.0

===

27

AgTGCTCCACTGTGGTGTCACAGT

Original Motif
Reverse Complement
Backward

6

13

0.0799096

ALQTQ G161 G GAGA.T

Werlogo 34

Reverse complement motif = Consensus sequence:
ACTGTGACACCACAGTGGAGCACT

20

m T T C
h”] C
ﬂu?géﬂ—-— = QA_I_T
5 10

15

>CD

0O
=

e

4

Wetrlogo 34
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Dataset #: 1

Motif ID: 16

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

Number of overlap: 13

Similarity score: 0.0850642
Alignment:

YDRCCASYAGRKGGCRSYV

-—-—-RGGBCAAAGKYCA---

Reverse complement motif = Consensus sequence:
BMSMGCCYMCTKSTGGMHM

20

Original motif = Consensus sequence: YDRCCASYAGRKGGCRSYV

20

2, 2, & Q g T
G"Eec Ap%_ AIIQA?E:’: wacTxX g L=CaliE_2

15

5 10
WabiLogod 4

WabiLogod 4

Dataset #: 1 Motif ID: 12 Motif name: RORA_1

Original motif = Consensus sequence: AWVDAGGTCA Reverse complement motif = Consensus sequence: TGACCTDVWT
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2.0

ZLJ;%@ TQA ;{LACQL,@%;

Wbl oga 3 4 Wbl aga 3 4

bits
bits

Best Matches for Significant Motif ID 12 (Highest to Lowest)

Dataset #: 1

Motif ID: 4

Motif name: Esrrb

Matching format of first motif: Original Motif

Matching format of second motif: Original Motif

Direction: Backward

Position number: 1

Number of overlap: 10

Similarity score: 0.029401

Alignment:

VBBYCAAGGTCA

—-—AWVDAGGTCA

Original motif = Consensus sequence: VBBYCAAGGTCA Reverse complement motif  Consensus sequence: TGACCTTGMBBB
2.0 2.0
*e ) _-.rs‘- N ) _.-1‘;-_ ;:ﬂzl a 34 e - = B - N ) 10 :’\'; o 34

Dataset #: 1
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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:
MGGTCAGGGTGACCTRDBHV
————————— TGACCTDVWT -

Original motif

20

0.0 =

3

ESR1

Reverse Complement
Reverse Complement
Backward

2

10

0.0417851

Consensus sequence: VDBHMAGGTCACCCTGACCY

?Eaxgicgggclhécgz

Weblaga 34

Reverse complement motif
MGGTCAGGGTGACCTRDBHV

Consensus sequence:

GALQ:—: IGA-—T ’_‘__,Elg AGQ%—-— o

Weblaga 34

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:
Number of overlap:

1

10
NR1H2RXRA
Original Motif
Original Motif
Forward

6

10
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Similarity score: 0.05425

Alignment:
AAAGGTCAAAGGTCAAC
————— AWVDAGGTCA--

Reverse complement motif = Consensus sequence:
GTTGACCTTTGACCTTI

2.0

Ac

Watiloga 3.4

Original motif = Consensus sequence: AAAGGTCAAAGGTCAAC

2.0

w
E1.0 A
00 =0 AR A
5

Dataset #: 1
Motif ID: 2

Motif name: NR2F1

Matching format of first motif: Reverse Complement

Matching format of second motif: Original Motif

Direction: Forward

Position number: 5

Number of overlap: 10

Similarity score: 0.0654808

Alignment:

TGAMCTTTGMMCYT

—-———-TGACCTDVWT

Original motif = Consensus sequence: TGAMCTTTGMMCYT Reverse complement motif = Consensus sequence: AKGYYCAAAGRTC
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2.0

Lw E IIIAéég%l

0.0

Welsloge 34

2.0

Emc¢$T§QAAAmTIQA

0.0

Welloge 3.4

Dataset #: 1

Motif ID: 14

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

Number of overlap: 10

Similarity score: 0.06668
Alignment:

BTRGGDCARAGGKCA

————— AWVDAGGTCA

Original motif = Consensus sequence: BTRGGDCARAGGKCA

2.0

120G o AAAILQA

0o EETECS R A e =K1 IS

5

bits

Webiloga 34

Reverse complement motif = Consensus sequence: TGRCCTKTGHCCK

2.0

" ACQTTT CCT

0.0 "FE R —
; 15
Wetiloga 34

Dataset #: 1
Motif ID: 7
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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:
TTCAGCACCATGGACAGCKCC

Original motif

REST

Original Motif
Original Motif
Forward

7

10
0.0755608

Consensus sequence: TTCAGCACCATGGACAGCKCC

MIIQA clivvaxy AC “QIEQ

5

Weloga 34

Reverse complement motif

GGYGCTGTCCATGGTGCTGAA

2.0

® -

Consensus sequence:

==&

—

Weiloga 34

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
Original Motif
Original Motif
Forward

4

10
0.0803396
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Alignment:

RGGBCAAAGKYCA

—-——AWVDAGGTCA

Original motif = Consensus sequence: RGGBCAAAGKYCA Reverse complement motif  Consensus sequence: TGMYCTTTGBCCK
.0 .0
. _AT,i-?gAAAeIE_C'_e o —JE—%QECIIlﬁ::?QE

= 10 Wablagad 4 = 10 Wablogad s

Dataset #: 2

Motif ID: 17

Motif name: TgTGgTGTCACAGTGCTCC

Matching format of first motif: Reverse Complement

Matching format of second motif: Reverse Complement

Direction: Forward

Position number: 10

Number of overlap: 10

Similarity score: 0.0889306

Alignment:

GGAGCACTGTGACACCACA

————————— TGACCTDVWT

Reverse complement motif ~ Consensus sequence:

Original motif = Consensus sequence: TGTGGTGTCACAGTGCTCC GGAGCACTGTGACACCACA
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20

bits

e AGACQAQA

10
MIMITEI TCACA TAglcC Lo
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
10
0.09225

Number of overlap
Similarity score:

Alignment:
DDCCAMAGTCHB

—-AWVDAGGTCA-
Consensus sequence: DDCCAMAGTCHB

Original motif

_(CAsaCTc &

Consensus sequence: VDGACTRTGGDD

Reverse complement motif

2.0
A I =
10
Wekiloga A4

bits
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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
————— AWVDAGGTCA---

Original motif

2.0

ESR2

Original Motif
Reverse Complement
Backward

4

10

0.0988214

Consensus sequence: VHRGGTCABDBTGMCCTB

) ;:?:AITI A — __IAé%Q-rg_

Webilogo 3.4

Reverse complement motif =~ Consensus sequence:

BAGGYCABHBTGACCKHV

2.0

f=
L
»CD
ﬁ)—l

0.0 . ————— = = — —

Dataset #: 1

Original motif

2.0

bits
e

0.0

Motif ID: 6

Motif nhame: Mycn

Consensus sequence: HSCACGTGGC

-

.

__(CACGSG

10
Wabloga 3 4

Reverse complement motif = Consensus sequence: GCCACGTGSD

2.0

0.0 i = == = e
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Best Matches for Significant Motif ID 6 (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:
DCCACGTGCV
GCCACGTGSD

1

8

Myc

Reverse Complement
Reverse Complement
Forward

1

10

0

Original motif = Consensus sequence: VGCACGTGGH

2.0

~__CACGa(

Reverse complement motif  Consensus sequence: DCCACGTGCV

_LEQGJ lQ_&_I_ ne=__

o . e
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:

Position number:
Number of overlap:
Similarity score:

Alignment:
BSCCCCGCGBS
—-GCCACGTGSD

Backward
1

10
0.0654819

Original motif = Consensus sequence: BSCCCCGCGBS

2.0

* -cCCC

Reverse complement motif = Consensus sequence: SBCGCGGGGSB

2.0
m C
=10
o | CC(‘:‘:«::C:-::;
5 10

0.0 FT%
Dataset #: 1
Motif ID: 16
Motif name: CTCF
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Forward
Position number: 6
Number of overlap: 10
Similarity score: 0.0679017

Alignment:
YDRCCASYAGRKGGCRSYV
————— HSCACGTGGC----
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Original motif = Consensus sequence: YDRCCASYAGRKGGCRSYV

20

L -e-.c Agg = AT __IgAgéf_’:

0.0 P

5 10

WebLagn 34

Revers

e complement motif  Consensus sequence:

BMSMGCCYMCTKSTGGMHM

20

2
=10

=50Vt

ecl

— A
.5

)

15

O

Lagads

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

Original Motif
Reverse Complement

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

Direction: Forward
Position number: 2

Number of overlap: 10
Similarity score: 0.0704988
Alignment:

BBSGGCGGGGRBS

-HSCACGTGGC-

Original motif = Consensus sequence: SBCCCCGCCSBB

2.0

%t?= CGC QC?F$

0.
WatiLoga 3.4

Reverse complement motif

2.0

:'f‘—:—...—_fSEC—?

Consensus sequence: BBSGGCGGGGBS

Wetiiogo 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:

AGTGSWSCACTGTGAMAMCACAGTG

Original motif
CACTGTGRTRTCACAGTGSWSCACT

Consensus sequence:

G| UeTelAel

2
22

CACTGTGrYrtCACAGTGswsCAcT

Reverse Complement
Reverse Complement
Backward

10

10

0.0883224

EIQAGTTTTAIQL

Reverse complement motif = Consensus sequence:
AGTGSWSCACTGTGAMAMCACAGTG

20

"D UAcUACL U UaGa, GAVACT

€)= 3= == .—-—QTQ-_ = Al U ilc=x
15 m Wau.ug%za 5 1n 15 m Wau.ug%za
Dataset #: 1
Motif ID: 3
Motif name: ESR1

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

Position number:

Reverse Complement
Reverse Complement
Backward

3
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Number of overlap:
Similarity score:

Alignment:
MGGTCAGGGTGACCTRDBHV
———————— GCCACGTGSD--

10
0.089863

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:
ABCACAGTGGAGCACTG
-GCCACGTGSD-=———-

2

20
CagTGCTCCACTGTGgT
Reverse Complement
Reverse Complement
Backward

7

10

0.0943014
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Original motif = Consensus sequence: CAGTGCTCCACTGTGBT

20

"o THTACTT

Webiiogo 3.4

Reverse complement motif ~ Consensus sequence:
ABCACAGTGGAGCACTG

JGAUCA g

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:
TGMYCTTTGBCCK
-GCCACGTGSD--

1

1

HNF4A

Reverse Complement
Reverse Complement
Forward

2

10

0.0947124

Original motif = Consensus sequence: RGGBCAAAGKYCA

2.0

00—

WabLogod 4

Reverse complement motif = Consensus sequence: TGMYCTTTGBCCK

2

léiggll_l___é?ggg

0.

w3
=1

o

WabLogad 4

Page 148 of 416



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

| T T C
D'ICI
u"?gé!\_ — = QA_
5 10

«

Consensus sequence:

her

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

Werlogo 34

Wetrlogo 34

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

5
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Number of overlap:
Similarity score:

Alignment:
TGRCCTKTGHCCKAB
-GCCACGTGSD-—---

Original motif

2.0

it
5

e -

0.0

Consensus sequence: BTRGGDCARAGGKCA

10
0.0954444

Reverse complement motif

“TeoS0lale GG

Consensus sequence: TGRCCTKTGHCCK

5

N, . e

15 15
WebiLoga 3.4

Dataset #: 1

Original motif

~__CACGT

Motif ID: 8

Consensus sequence: VGCACGTGGH

Motif nhame: Myc

Consensus sequence: DCCACGTGCV

Reverse complement motif

: c0aCGTl.

10 z s 10

Wabloga 3 4 Wabloga 3.4

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

Dataset #:

Motif ID:

Motif name:

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

1

6

Mycn

Original Motif
Original Motif
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Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
HSCACGTGGC
VGCACGTGGH

Backward
1

10

0

Original motif = Consensus sequence: HSCACGTGGC

2.0

bits

1 CACGG

Reverse complement motif

2.0

Consensus sequence: GCCACGTGSD

=S W W W =
oo = o
Dataset #: 2
Motif ID: 18
Motif name: sscCCCGCGces
Matching format of first motif: Reverse Complement
Matching format of second motif: Original Motif
Direction: Forward
Position number: 2
Number of overlap: 10
Similarity score: 0.064853

Alignment:
BSCCCCGCGBS
-DCCACGTGCV
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Original motif = Consensus sequence: BSCCCCGCGBS

20—

" cCCC

Reverse complement motif  Consensus sequence: SBCGCGGGGSB

2.0

bits

e = .= Coac—__
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-

Original motif = Consensus sequence: SBCCCCGCCSBB

= cocliCe:

WatiLoga 3.4

Reverse complement motif = Consensus sequence: BBSGGCGGGGBS

2.0

e e C W C——-<

Wetiiogo 3.4
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Dataset #: 1

Motif ID: 16

Motif name: CTCF
Matching format of first motif: Reverse Complement
Matching format of second motif: Original Motif
Direction: Backward
Position number: 8

Number of overlap: 10

Similarity score: 0.0754257
Alignment:

YDRCCASYAGRKGGCRSYV

--DCCACGTGCV-——-=-——~

Original motif = Consensus sequence: YDRCCASYAGRKGGCRSYV

20

Mzec A?%_ AImnggéﬂ

5 10

WabiLogod 4

Reverse complement motif = Consensus sequence:
BMSMGCCYMCTKSTGGMHM

20

u-ﬁ‘_‘t;gxg gg _:ecl P

15

WabiLogod 4

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

Page 153 0of 416



Number of overlap: 10

Similarity score: 0.0888909

Alignment:

CACTGTGRTRTCACAGTGSWSCACT

—————————— DCCACGTGCV-—----

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

20

cACT T ATV | Uele Acl Ao UeAcUACL [ uah LHUACTS

it

=W O W
10 15 20 25
WebLagod 4 WebLagod 4

=40)

Dataset #: 1
Motif ID: 1

Motif name: HNF4A

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: 0.0934488

Alignment:

TGMYCTTTGBCCK

-—--VGCACGTGGH

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

0.0 = =_u_ "W

?:“TC&

.G cAAAG,

Webilogad 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:
Similarity score:

Alignment:
MGGTCAGGGTGACCTRDBHV
———————— DCCACGTGCV--

1

3

ESR1

Reverse Complement
Reverse Complement
Forward

9

10

0.0940438

Original motif = Consensus sequence: VDBHMAGGTCACCCTGACCY

20

bits

0.0

| ﬁEgAIPICAnglkéCQE

Weblaga 3.4

Reverse complement motif =~ Consensus sequence:
MGGTCAGGGTGACCTRDBHYV

20

0o 15 ?ﬂICA‘-—’-*GE;EéGQ%TQM_— =

-
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:
ABCACAGTGGAGCACTG
-DCCACGTGCV—-————-

20
CagTGCTCCACTGTGgT
Reverse Complement
Reverse Complement
Backward

7

10

0.0955234

Original motif = Consensus sequence: CAGTGCTCCACTGTGBT

mgééI{CIQ WCIAT1JI

Websiags 3.4

Reverse complement motif = Consensus sequence:
ABCACAGTGGAGCACTG

- OoncTichgn

Websiags 3.4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:
Number of overlap:

1

9

ESR2

Original Motif
Original Motif
Forward

5

10
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Similarity score:

Alignment:
VHRGGTCABDBTGMCCTB
-—-—-—-VGCACGTGGH----

Original motif = Consensus sequence: VHRGGTCABDBTGMCCTB

2.0

Ty

0.0968598

Reverse complement motif = Consensus sequence:

BAGGYCABHBTGACCKHV

2.0

e ———

A ‘e-IgA

[ aCes.

Wetiloga 34

o A = - —= B = 00 ~—J
5 10 tonn i 10
Dataset #: 2
Motif ID: 23
Motif name: TGGAGCACTGTGACACCACAGTGg

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

Position number:

Number of overlap:

Similarity score:

Alignment:
TGGAGCACTGTGACAVCACAGTGG

——--DCCACGTGCV-—----——--

Original motif = Consensus sequence: TGGAGCACTGTGACAVCACAGTGG

Reverse Complement
Original Motif
Backward

11

10

0.0971125

Reverse complement motif = Consensus sequence:

CCACTGTGVTGTCACAGTGCTCCA

Page 157 of 416



20

[6 “oOhelele TeTGhoncTecTo

= . N

10 15 20 5
Wesloge 34

Best Matches for Each Motif (Highest to Lowest)
Dataset #: 1 Motif ID: 1 Motif name: HNF4A

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

2.0 2.0

gp—e— B 0.

WabLogod 4 WabLogad s

Best Matches for Motif ID 1 (Highest to Lowest)

Dataset #: 1

Motif ID: 14

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

Number of overlap: 13
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Similarity score: 0
Alignment:
BTRGGDCARAGGKCA
-—-RGGBCAAAGKYCA
Original motif = Consensus sequence: BTRGGDCARAGGKCA Reverse complement motif = Consensus sequence: TGRCCTKTGHCCK
2.0 2.0
¥ AUG-cA T--00Tx| - cC.
., e 9- ! ‘_A AIlgu " "EéA c‘;l_ = A
2 19 wm_oglsan 2 19 wm_oglsan
Dataset #: 1
Motif ID: 2
Motif name: NR2F1
Matching format of first motif: Original Motif
Matching format of second motif Reverse Complement
Direction: Forward
Position number: 2
13
0.0227413

Number of overlap:
Consensus sequence: AKGYYCAAAGRTC

Similarity score:
Reverse complement motif

Alignment:
AKGYYCAAAGRTCA

-RGGBCAAAGKYCA
Consensus sequence: TGAMCTTTGMMCYT
Page 159 of 416

Original motif



2.0

bits

0.0

_A.E IIIAéég%l

Welsloge 34

2.0

s CABAUSTOA

0.0
Welloge 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:
AAAGGTCAAAGGTCAAC
-—-RGGBCAAAGKYCA--

1

10
NR1H2RXRA
Original Motif
Original Motif
Backward

3

13
0.0423023

Original motif = Consensus sequence: AAAGGTCAAAGGTCAAC

20

210 A
0.0 — ———
5

Reverse complement motif =~ Consensus sequence:
GTTGACCTTTGACCTTT

Dataset #:
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Motif ID:
Motif name:

22
CACTGTGrYrtCACAGTGswsCACT

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

Number of overlap: 13

Similarity score: 0.0557654
Alignment:

CACTGTGRTRTCACAGTGSWSCACT

Original motif = Consensus sequence:
CACTGTGRTRTCACAGTGSWSCACT

cACT T TiruAuA | e

20

bits

el

A
T

(l

Reverse complement motif
AGTGSWSCACTGTGAMAMCACAGTG

Consensus sequence:

AQA

I

Ur— W=t ClCY ~45 A=
= - : " -
Dataset #: 2
Motif ID: 23
Motif name: TGGAGCACTGTGACACCACAGTGg
Matching format of first motif: Original Motif

Matching format of second motif:

Reverse Complement

Direction: Backward
Position number: 4
Number of overlap: 13
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Similarity score:

Alignment:

CCACTGTGVTGTCACAGTGCTCCA
———————— RGGBCAAAGKYCA-—--

Original motif =~ Consensus sequence: TGGAGCACTGTGACAVCACAGTGG

20

8
R C c
" = =lcaanl TR
10

0.0656443

=AY =
5 15

Werlogo 34

Reverse complement motif = Consensus sequence:
CCACTGTGVTGTCACAGTGCTCCA

20

Jid
E10 Q
i c':e—-— = & ¥
: .

| 6AGAs ook

Wetrlogo 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:
VHRGGTCABDBTGMCCTB
—-—-RGGBCAAAGKYCA---

1

9

ESR2

Original Motif
Original Motif
Forward

3

13
0.0671615

Original motif = Consensus sequence: VHRGGTCABDBTGMCCTB

Reverse complement motif = Consensus sequence:
BAGGYCABHBTGACCKHV
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2.0

240

2.0

£ F10
aGuT 16.C0T AGG.CA T Alez
e éé{_g‘-; s xe}s_f‘r;__ﬁ_._.-_ﬁ__q -2-S - L=
Dataset #: 2
Motif ID: 17
Motif name: TgTGgTGTCACAGTGCTCC
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Backward
Position number: 3
Number of overlap: 13
Similarity score: 0.0681338

Alignment:
TGTGGTGTCACAGTGCTCC
—-—-—--RGGBCAAAGKYCA--

Original motif

20

Consensus sequence: TGTGGTGTCACAGTGCTCC

0.0
5

1 To [CTOACACTecTet

Reverse complement motif
GGAGCACTGTGACACCACA

20

Consensus sequence:

0 ‘
! A QACI A —
o ==t . = A = L
5 10

EQAQA

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:
MGGTCAGGGTGACCTRDBHV
RGGBCAAAGKYCA-—-—————

Original motif

20

0.0 =

3

ESR1

Original Motif
Reverse Complement
Forward

1

13

0.0711137

Consensus sequence: VDBHMAGGTCACCCTGACCY

?Eaxgicgggclhécgz

Weblaga 34

Reverse complement motif
MGGTCAGGGTGACCTRDBHV

Consensus sequence:

GALQ:—: IGA-—T ’_‘__,Elg AGQ%—-— o

20
Weblaga 34

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:
Number of overlap:

1

7

REST

Reverse Complement
Reverse Complement
Forward

6

13
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Similarity score:

Alignment:
GGYGCTGTCCATGGTGCTGAA

————— TGMYCTTTGBCCK-—-—

Original motif

2.0

0.0741922

Consensus sequence: TTCAGCACCATGGACAGCKCC

#u T CAI AC WeocC

20
WetiLoga 34

Reverse complement motif
GGYGCTGTCCATGGTGCTGAA

2.0

=

Consensus sequence:

- -r_--"_*L..:_._-@—*

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:
ACTGTGACACCACAGTGGAGCACT

Original motif

2
27

AgTGCTCCACTGTGgTGTCACAGT

Original Motif
Reverse Complement
Backward

6

13

0.0799096

Consensus sequence: AGTGCTCCACTGTGGTGTCACAGT

Reverse complement motif
ACTGTGACACCACAGTGGAGCACT

Consensus sequence:
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20 20

B A YR Wil [ 1Y o (.0

L

e P My

5 10 15
Wesloge 24

Dataset #: 1
Motif ID: 16
Motif name: CTCF
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Forward
Position number: 4
Number of overlap: 13
Similarity score: 0.0850642
Alignment:
YDRCCASYAGRKGGCRSYV
---RGGBCAAAGKYCA---
- . Reverse complement motif = Consensus sequence:
Original motif = Consensus sequence: YDRCCASYAGRKGGCRSYV BMSMGCCYMF():TKSTGGMHM g

20 20

o) E___%C A_c_:% IVATE :-:QAEEE:_’: " -L?t;gxc gg __ecl e 2

I

O

5 15
WebLagn 34 Logadd

Dataset #: 1 Motif ID: 2 Motif name: NR2F1

Page 166 0of 416



Original motif = Consensus sequence: TGAMCTTTGMMCYT Reverse complement motif  Consensus sequence: AKGYYCAAAGRTC

2.0

B b [P NPY TY(5

Webilogo 3.4

bits
bits

Welilogo 3.4

Best Matches for Motif ID 2 (Highest to Lowest)

Dataset #: 1
Motif ID: 10

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

Number of overlap: 14

Similarity score: 0.0174588
Alignment:

GTTGACCTTTGACCTTT

-—-TGAMCTTTGMMCYT-

Reverse complement motif = Consensus sequence:
GTTGACCTTTGACCTTT

Original motif = Consensus sequence: AAAGGTCAAAGGTCAAC

2.0

w0
£10 A
0.0 e o
5

Ac

Webiiaga 3.4
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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: 2

Number of overlap: 14

Similarity score: 0.0278283

Alignment:

TGRCCTKTGHCCKAB

TGAMCTTTGMMCYT-

Original motif = Consensus sequence: BTRGGDCARAGGKCA Reverse complement motif  Consensus sequence: TGRCCTKTGHCCK
20 20

= o

090 = S
15 15

WebiLoga 34 WetiLoga 34

-

= Al cH P_‘AAIICA - I‘Eéggll _‘;EQCT

Dataset #: 2

Motif ID: 22

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

Matching format of second motif: Reverse Complement

Direction: Backward

Position number: 7

Number of overlap: 14
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Similarity score: 0.0597647

Alignment:
AGTGSWSCACTGTGAMAMCACAGTG
————— TGAMCTTTGMMCYT------
Original motif = Consensus sequence: Reverse complement motif = Consensus sequence:
CACTGTGRTRTCACAGTGSWSCACT AGTGSWSCACTGTGAMAMCACAGTG

20 20

" QAGTTTTAIA; > I:-QT(? _QI == .—-—Q-Arg,_ QAA@-.- ATAQA sl lo=x

: . = 2 —_— . " i = —_—

Dataset #: 1
Motif ID: 9
Motif name: ESR2
Matching format of first motif: Original Motif
Matching format of second motif: Reverse Complement
Direction: Backward
Position number: 2
Number of overlap: 14
Similarity score: 0.0710475
Alignment:
BAGGYCABHBTGACCKHV
—-——TGAMCTTTGMMCYT-

Reverse complement motif = Consensus sequence:

Original motif = Consensus sequence: VHRGGTCABDBTGMCCTB BAGGYCABHBTGACCKHY
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2.0

2.0

AGUT 16,601 AGG.CA ACQT
o=l s W X5 - o3 00 t== Ie?ﬁi‘r?ﬁ- S & io=—
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: 6
Number of overlap: 14
0.071796

Similarity score:

Alignment:
TTCAGCACCATGGACAGCKCC
-—-AKGYYCAAAGRTCA-——-—--

Original motif = Consensus sequence: TTCAGCACCATGGACAGCKCC

IlgAyQ Vax

Reverse complement motif =~ Consensus sequence:
GGYGCTGTCCATGGTGCTGAA

2.0

£10] .
] c::T ALY =V Aéé

] =
e e = 2 SCH

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:
TGGAGCACTGTGACAVCACAGTGG
-——-TGAMCTTTGMMCYT--————-

Original motif = Consensus sequence: TGGAGCACTGTGACAVCACAGTGG

20

“TecAcchc

0.0

23
TGGAGCACTGTGACACCACAGTGg
Original Motif

Original Motif

Backward

8

14

0.0737285

Reverse complement motif = Consensus sequence:
CCACTGTGVTGTCACAGTGCTCCA

2.0
m &
1

LN
=

5 10 15

] 1Al cclech

5w
20
Wesloge 24 Wesloge 34

Dataset #:

Motif ID:

Motif name:

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

Position number:

Number of overlap:

2

17
TgTGgTGTCACAGTGCTCC
Original Motif

Reverse Complement
Backward

4

14
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Similarity score: 0.0739698

Alignment:
GGAGCACTGTGACACCACA
-—-TGAMCTTTGMMCYT---

Original motif = Consensus sequence: TGTGGTGTCACAGTGCTCC

ic]el

_— e

20

1T, TGTGACAS

WabiLogod 4

Reverse complement motif
GGAGCACTGTGACACCACA

20

o=

Consensus sequence:

“GaheCACTCTOACA

WabiLogod 4

Dataset #: 1

Motif ID: 1

Motif name: HNF4A
Matching format of first motif: Original Motif
Matching format of second motif: Reverse Complement
Direction: Backward
Position number: 1

Number of overlap: 13

Similarity score: 0.514048
Alignment:

-TGMYCTTTGBCCK

TGAMCTTTGMMCYT

Original motif = Consensus sequence: RGGBCAAAGKYCA

Reverse complement motif

Consensus sequence: TGMYCTTTGBCCK
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0.0 = =_u_ "W

?:“TC&

.G cAAAG,

Webilogad 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:
Similarity score:

Alignment:
VDBHMAGGTCACCCTGACCY-
——————— TGAMCTTTGMMCYT

1

3

ESR1

Original Motif
Original Motif
Forward

8

13

0.569869

Original motif = Consensus sequence: VDBHMAGGTCACCCTGACCY

20

bits

0.0

| ﬁEgAIPICAnglkéCQE

Weblaga 3.4

Reverse complement motif =~ Consensus sequence:
MGGTCAGGGTGACCTRDBHYV

20

0o 15 ?ﬂICA‘-—’-*GE;EéGQ%TQM_— =

-
5
Weblagn a4

Dataset #:
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4

Motif ID:
Motif name: Esrrb

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: 1.0303

Alignment:

--VBBYCAAGGTCA

AKGYYCAAAGRTCA

Original motif = Consensus sequence: VBBYCAAGGTCA Reverse complement motif  Consensus sequence: TGACCTTGMBBB

its

bits
b

Welaloga 34

+_chNGGTCA TealCTre.

Wetiloga 34

Dataset #: 1 Motif ID: 3 Motif name: ESR1

. : ) Reverse complement motif = Consensus sequence:
Original motif = Consensus sequence: VDBHMAGGTCACCCTGACCY MGGTCAGGGTGACCTRDBHY

20 20

-—-‘EEAIPICA'?EQIﬁéCQg 00 152 %ﬁICA%ﬂtﬁlgéGQ;T-—_ﬁ—— =

bits

Weblagn a4

0.0

Weblagn 34
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Best Matches for Motif ID 3 (Highest to Lowest)

Dataset #: 2

Motif ID: 23

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

Position number: 2

Number of overlap: 20

Similarity score: 0.0722586

Alignment:

CCACTGTGVTGTCACAGTGCTCCA
—-——VDBHMAGGTCACCCTGACCY-

Reverse complement motif  Consensus sequence:
CCACTGTGVTGTCACAGTGCTCCA

20 20

Original motif =~ Consensus sequence: TGGAGCACTGTGACAVCACAGTGG

n =
. IIET‘?’Q - 916 - g FfQ g B G = w CQ—.—Q LA LA —-GAE éGJ \QQA
5 10 15 20 o 5 10 15 20 i

Dataset #: 2
Motif ID: 22
Motif name: CACTGTGrYrtCACAGTGswsCACT
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
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Direction: Forward

Position number: 3

Number of overlap: 20
Similarity score: 0.0818971
Alignment:

CACTGTGRTRTCACAGTGSWSCACT
—--VDBHMAGGTCACCCTGACCY——--

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

20

CACT T LLAIVAVA[ Vel cl "R UeAGUHC) [V, GAUAL T

T A LS o =« EY - -

15 25 5 10 15 20 25
WabLagod 4 WabLagod 4

Dataset #: 2

Motif ID: 17

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

Number of overlap: 19

Similarity score: 0.566376
Alignment:

-TGTGGTGTCACAGTGCTCC

VDBHMAGGTCACCCTGACCY
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Original motif = Consensus sequence: TGTGGTGTCACAGTGCTCC

20

ATl

Reverse complement motif ~ Consensus sequence:
GGAGCACTGTGACACCACA

20

“GhcCACT

e

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
-BMSMGCCYMCTKSTGGMHM
VDBHMAGGTCACCCTGACCY

1

16

CTCF

Original Motif
Reverse Complement
Backward

1

19

0.579928

Original motif = Consensus sequence: YDRCCASYAGRKGGCRSYV

20

o OVAc Alse

CAQEA

=

= == =

15
WabiLogod 4

Reverse complement motif = Consensus sequence:
BMSMGCCYMCTKSTGGMHM

20

% 10 Q T
0£?¢$x gg I=Callzs_2
= 5 10 1t

5

WabiLogod 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:
—-—-VHRGGTCABDBTGMCCTB
VDBHMAGGTCACCCTGACCY-

1

9

ESR2

Original Motif
Original Motif
Backward

2

17

1.50287

Original motif = Consensus sequence: VHRGGTCABDBTGMCCTB

2.0

bits

(1

= S

oo ==l Iﬁl A = ___IAéI
5 10 15

Wetiloga 3.4

Reverse complement motif = Consensus sequence:
BAGGYCABHBTGACCKHV

2.0

" aGe.ca  [UACer,

bits

e ———

0.0 =

10
Wetiloga 34

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:

1

7

REST

Original Motif
Original Motif
Forward

6
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Number of overlap: 16
Similarity score: 2.07409

Alignment:
TTCAGCACCATGGACAGCKCC----
————— VDBHMAGGTCACCCTGACCY

Original motif = Consensus sequence: TTCAGCACCATGGACAGCKCC

GTICA AC Vcech

Wmag 034

Reverse complement motif

GGYGCTGTCCATGGTGCTGAA

20

Consensus sequence:

A =o=D

_

Wetiloga 34

Dataset #: 2

Motif ID: 21

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

Position number: 2

Number of overlap: 15

Similarity score: 2.57517

Alignment:

ACTGTGGTGTCACART-———-—

—-VDBHMAGGTCACCCTGACCY
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Reverse complement motif ~ Consensus sequence:

Original motif = Consensus sequence: AMTGTGACACCACAGT ACTGTGGTGTCACART

Weblogad 4 Weblogad 4

Dataset #: 2

Motif ID: 27

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

Matching format of second motif: Reverse Complement

Direction: Backward

Position number: 10

Number of overlap: 15

Similarity score: 2.57594

Alignment:

————— ACTGTGACACCACAGTGGAGCACT
MGGTCAGGGTGACCTRDBHV-——-=-——————

Reverse complement motif = Consensus sequence:

Original motif = Consensus sequence: AGTGCTCCACTGTGGTGTCACAGT ACTGTGACACCACAGTGGAGCACT

20
£10

ALGTQ 101615, 16{VACA.T b Tol Ak kel i

===

15
Werlogo 34 Wetrlogo 34

Page 180 0of 416



Dataset #: 1

Motif ID: 14

Motif name: PPARGRXRA

Matching format of first motif: Reverse Complement

Matching format of second motif: Original Motif

Direction: Backward

Position number: 2

Number of overlap: 14

Similarity score: 3.07055

Alignment:

—————— BTRGGDCARAGGKCA

MGGTCAGGGTGACCTRDBHV-

Original motif = Consensus sequence: BTRGGDCARAGGKCA Reverse complement motif  Consensus sequence: TGRCCTKTGHCCK
20 20
RIS ) M= _ﬁengé § Léggll cggg& g

Dataset #: 1

Motif ID: 10

Motif name: NR1H2RXRA

Matching format of first motif: Original Motif

Matching format of second motif: Original Motif

Direction: Forward

Position number: 5

Number of overlap: 13
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Similarity score: 3.5678

Alignment:
AAAGGTCAAAGGTCAAC-——————
—-——--VDBHMAGGTCACCCTGACCY

Reverse complement motif  Consen equence:
Original motif =~ Consensus sequence: AAAGGTCAAAGGTCAAC verse comp ot onsensus sequenc
GTTGACCTTTGACCTTT

2.0

w
E1.0 A
00 =0 AR A
5

Ac

Watiloga 3.4

Dataset #: 1 Motif ID: 4 Motif name: Esrrb

Original motif = Consensus sequence: VBBYCAAGGTCA Reverse complement motif = Consensus sequence: TGACCTTGMBBB

©oMM(OTeA - ToaCETTe.

Welaloga 34

bits
bits

Wetiloga 34

Best Matches for Motif ID 4 (Highest to Lowest)

Dataset #: 1

Motif ID: 2

Motif name: NR2F1

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

Position number:
Number of overlap:
Similarity score:

Alignment:
TGAMCTTTGMMCYT
--TGACCTTGMBREB

Original motif

bits

Backward
1

12
0.0442611

Consensus sequence: TGAMCTTTGMMCYT

TOAVIT] Gancen

Webiioga 3.4

Reverse complement motif

bits

2.0

1.0

Consensus sequence: AKGYYCAAAGRTC

G CARAUSTCA

0.0

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:
BTRGGDCARAGGKCA
—-—-VBBYCAAGGTCA

1

14
PPARGRXRA
Original Motif
Original Motif
Forward

4

12

0.04699
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Original motif = Consensus sequence: BTRGGDCARAGGKCA Reverse complement motif = Consensus sequence: TGRCCTKTGHCCK

2.0 2.0

allb ¢ AAAILQA ACQ:_[T CCx

it
5

=X aan . —1 8< 0o

5

0.0

Webiloga 34 Webiloga 34

Dataset #: 1

Motif ID: 1

Motif name: HNF4A

Matching format of first motif: Original Motif

Matching format of second motif: Original Motif

Direction: Backward

Position number: 1

Number of overlap: 12

Similarity score: 0.0470808

Alignment:

RGGBCAAAGKYCA

-VBBYCAAGGTCA

Original motif = Consensus sequence: RGGBCAAAGKYCA Reverse complement motif = Consensus sequence: TGMYCTTTGBCCK
20 20
frT,.‘?gsAAAe::;zgé léggcslll___%?ggg

WabLogod 4 WabLogad 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:
AAAGGTCAAAGGTCAAC
—-—-VBBYCAAGGTCA--

Original motif = Consensus sequence: AAAGGTCAAAGGTCAAC

2.0

Ac

1

10
NR1H2RXRA
Original Motif
Original Motif
Backward

3

12
0.0506977

Reverse complement motif = Consensus sequence:
GTTGACCTTTGACCTTTI

2.0

w
E1.0 A
00 =0 AR A
5

Watiloga 3.4 Watiloga 3.4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:

1

3

ESR1

Reverse Complement
Original Motif
Backward

9
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Number of overlap: 12

Similarity score: 0.0628484

Alignment:
VDBHMAGGTCACCCTGACCY

TGACCTTGMBBB-——————-—

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: 9

Motif name: ESR2
Matching format of first motif: Reverse Complement
Matching format of second motif: Original Motif
Direction: Forward
Position number: 6

Number of overlap: 12

Similarity score: 0.0694613
Alignment:

VHRGGTCABDBTGMCCTB

————— TGACCTTGMBBB-
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Original motif = Consensus sequence: VHRGGTCABDBTGMCCTB

Reverse complement motif ~ Consensus sequence:
BAGGYCABHBTGACCKHV

2.0

%W_AI _CA I ACQEI

0.0

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
TTCAGCACCATGGACAGCKCC
-——--VBBYCAAGGTCA-—-—-—-

REST

Original Motif
Original Motif
Forward

5

12
0.0713236

Original motif = Consensus sequence: TTCAGCACCATGGACAGCKCC

mrlgAyQ éEﬁAC AQIGQ

WetiLoga 34

Reverse complement motif = Consensus sequence:
GGYGCTGTCCATGGTGCTGAA

2.0

%m

==

L = @ - A = St =

i 5 10 15 20
Wetiloga 34
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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  Consen equence:
Original motif ~ Consensus sequence: TGTGGTGTCACAGTGCTCC verse comp Ot -onsensus sequenc

GGAGCACTGTGACACCACA

20 20

1T JOTOACACTeeTeg hCACTITAC A
Dataset #: 2
Motif ID: 23
Motif name: TGGAGCACTGTGACACCACAGTGg
Matching format of first motif: Reverse Complement
Matching format of second motif: Reverse Complement
Direction: Forward
Position number: 12
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Number of overlap:
Similarity score:

Alignment:
CCACTGTGVTGTCACAGTGCTCCA
——————————— TGACCTTGMBBB-

Original motif

20

Consensus sequence: TGGAGCACTGTGACAVCACAGTGG

{

12
0.0785385

Reverse complement motif =~ Consensus sequence:
CCACTGTGVTGTCACAGTGCTCCA

20

N w —

- C T c
0 T <g=="ld_AaA = —
5 10

15

( "clRe 616, 11 VAGAS  cc]oCA

20
Weilogo 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:

Alignment:
AGTGSWSCACTGTGAMAMCACAGTG

-—-VBBYCAAGGTCA-—---—-——-—

2

22
CACTGTGrYrtCACAGTGswsCACT
Original Motif

Reverse Complement

Forward

4

12

0.0832722
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Original motif = Consensus sequence:
CACTGTGRTRTCACAGTGSWSCACT

CACT T LWz cTebe]

WebLagod 4

Reverse complement motif
AGTGSWSCACTGTGAMAMCACAGTG

20

it
P

- - =

Consensus sequence:

==X

AsVA(G
==l T%TQ,_

10

AGA GAUALT

25
WebLagod 4

Dataset #: 1 Motif ID: 5 Motif name: ZEB1

Original motif = Consensus sequence: CACCTD

~-cACCT

w-:d-_. Lemcn 3

Best Matches for Motif ID 5 (Highest to Lowest)

Dataset #: 1

Motif ID: 16

Motif name: CTCF

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

Position number: 8

Number of overlap: 6

Similarity score: 0

Alignment:

Reverse complement motif

bis

_AG

Consensus sequence: HAGGTG

W s ey S

Page 190 of 416



YDRCCASYAGRKGGCRSYV

Original motif = Consensus sequence: YDRCCASYAGRKGGCRSYV

20

G L - esc AQ% MVAT Vo

C

-
15

AE?E:_’:

5 10

WebLagad4

Reverse complement motif ~ Consensus sequence:
BMSMGCCYMCTKSTGGMHM

20

00 ‘L?QQIQ gg __‘Etcl . _A.%- "_"

15

bits

)

E i

bLogads

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
TGACCTDVWT
-CACCTD---

1

12

RORA_1

Original Motif
Reverse Complement
Backward

4

6

0.00688881

Original motif = Consensus sequence: AWVDAGGTCA

Reverse complement motif = Consensus sequence: TGACCTDVWT

Page 191 of 416



bits

2.0
o A
I‘Ed‘i‘—
0.0
5

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:
GGYGCTGTCCATGGTGCTGAA

Original motif

REST

Reverse Complement
Reverse Complement
Backward

6

6

0.00707323

Consensus sequence: TTCAGCACCATGGACAGCKCC

IlgAyQ Vax

Reverse complement motif
GGYGCTGTCCATGGTGCTGAA

2.0

Consensus sequence:

£10] .

=
= = W | =T & | =¥ =

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:
VBBYCAAGGTCA
-HAGGTG-----

Original motif

2.0

bits

4
Esrrb

Reverse Complement
Original Motif
Forward

2

6

0.013046

Consensus sequence: VBBYCAAGGTCA

+.chAGGTCA

Wetiloga 34

Reverse complement motif

ts

b

2.0
1.0
0.0

Consensus sequence: TGACCTTGMBBB

GAGCTT.

Welaloga 34

Dataset #:

Motif ID:

Motif name:

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

Position number:

Number of overlap:

Similarity score:

1

10

NR1H2RXRA

Original Motif
Reverse Complement
Backward

2

6

0.0160352
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Alignment:
GTTGACCTTTGACCTTT
—————————— CACCTD-

Reverse complement motif ~ Consensus sequence:
GTTGACCTTTGACCTTT

Original motif = Consensus sequence: AAAGGTCAAAGGTCAAC

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: 9

Number of overlap: 6

Similarity score: 0.0192435

Alignment:

TGRCCTKTGHCCKAB

-CACCTD-=-=—————

Original motif = Consensus sequence: BTRGGDCARAGGKCA Reverse complement motif = Consensus sequence: TGRCCTKTGHCCK
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2.0

bits

0.0 —?I ,%A =

xcA

- =

5

2GG_cHaAuG

15
Webiloga 3.4

2.0

0.0

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
GTGACCTT
-—-CACCTD

1

11

NR4A2

Original Motif
Reverse Complement
Backward

1

6

0.0216496

Original motif = Consensus sequence: AAGGTCAC

Reverse complement motif = Consensus sequence: GTGACCTT

% 1 ﬂ—: % 1.0
18N
[ = o e [ = o
Dataset #:
Motif ID: 3
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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:
MGGTCAGGGTGACCTRDBHV
-—-—--CACCTD-—=——————~

Original motif

20

ESR1

Original Motif
Reverse Complement
Forward

5

6

0.022947

Consensus sequence: VDBHMAGGTCACCCTGACCY

) ﬁ?EAIPICAgchkéCQz

Weblag 34

Reverse complement motif
MGGTCAGGGTGACCTRDBHV

Consensus sequence:

LCAICQ

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:

1

6

Mycn

Original Motif
Original Motif
Forward

3

6

0.0246463
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Alignment:
HSCACGTGGC
-—-CACCTD--

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

2.0

- _CACGEGe. 1 c0a0GTG.

R — e e
10

10
Wbl oga 3 4 Wbl oga 3 4

bits
bits

Dataset #: 1

Motif ID: 8

Motif name: Myc

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

Position number: 3

Number of overlap: 6

Similarity score: 0.025129

Alignment:

DCCACGTGCV

--HAGGTG--

Original motif = Consensus sequence: VGCACGTGGH Reverse complement motif = Consensus sequence: DCCACGTGCV
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bits
s
- | I —-——

_CACGIGe

10
Wbl oga 3 4

2.0
= = _-;‘ o _113

Wbl aga 3 4

Motif ID: 6

Dataset #: 1 Motif name: Mycn

Original motif = Consensus sequence: HSCACGTGGC

Best Matches for Motif ID 6 (Highest to Lowest)

Dataset #: 1
Motif ID: 8
Motif name: Myc

Matching format of first motif: Reverse Complement

Matching format of second motif: Reverse Complement

Direction: Forward
Position number: 1
Number of overlap: 10
Similarity score: 0
Alignment:

DCCACGTGCV

GCCACGTGSD

Reverse complement motif = Consensus sequence: GCCACGTGSD

.0
1.0
C A -
ool = € e
5

bits
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Original motif

2.0

bits
5
- | -t

_CACG!

Consensus sequence: VGCACGTGGH

-_——

10
WL g 3

Reverse complement motif = Consensus sequence: DCCACGTGCV

-—_—-—QC QA—I— = 9_

WL ogo 3 4

Dataset #:

Motif I

D:

Motif name:

Matchi
Matchi
Directi

ng format of first motif:
ng format of second motif:
on:

Position number:

Number of overlap:

Similarity score:

Alignment:
BSCCCCGCGBS
—-GCCACGTGSD

Original motif

2.0

*_.cCCC CF

2

18

sscCCCGCGces
Reverse Complement
Original Motif
Backward

1

10

0.0654819

Consensus sequence: BSCCCCGCGBS

_
e ==
10

Wabiioga 3.4

Reverse complement motif = Consensus sequence: SBCGCGGGGSB

2.0
=10
= T -'r'——_-:r_.—_,
5 10

Wabiioga 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:
YDRCCASYAGRKGGCRSYV
————— HSCACGTGGC—-—---

1

16

CTCF

Original Motif
Original Motif
Forward

6

10
0.0679017

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:

2

24

ssCCCCGCSssk
Original Motif
Reverse Complement
Forward

2
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10
0.0704988

Number of overlap:
Similarity score:

Consensus sequence: BBSGGCGGGGBS

Reverse complement motif

Alignment:
BBSGGCGGGGBS
-HSCACGTGGC-

Original motif = Consensus sequence: SBCCCCGCCSBB
w00 L _acliieas .
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
10
0.0883224

Number of overlap:
Similarity score:

Alignment:
AGTGSWSCACTGTGAMAMCACAGTG

Consensus sequence:

Original motif
CACTGTGRTRTCACAGTGSWSCACT

Consensus sequence:

Reverse complement motif
AGTGSWSCACTGTGAMAMCACAGTG
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240

209

AC TolAc] e |UcAcUMOL U aCa_AUHLT
,AQ?.jIxWI :lAl;.r T%;,?QA“___QFE weadICTCY AApux.61J¥¥A ARI=FS N
Dataset #: 1
Motif ID: 3
Motif name: ESR1

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
MGGTCAGGGTGACCTRDBHV
———————— GCCACGTGSD--

Reverse Complement
Reverse Complement
Backward

3

10

0.089863

Original motif = Consensus sequence: VDBHMAGGTCACCCTGACCY

20

0.0

_ggAIPICAqgglkécgg

Weblaga 3.4

Reverse complement motif =~ Consensus sequence:
MGGTCAGGGTGACCTRDBHYV

oA T0a0Cr.

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:
ABCACAGTGGAGCACTG
-GCCACGTGSD-——--—-

Original motif = Consensus sequence: CAGTGCTCCACTGTGBT

20
CagTGCTCCACTGTGgT
Reverse Complement
Reverse Complement
Backward

7

10

0.0943014

Reverse complement motif = Consensus sequence:
ABCACAGTGGAGCACTG

oo IR r o CAOAGT s

Websiags 3.4 Websiags 3.4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:
Number of overlap:

1

1

HNF4A

Reverse Complement
Reverse Complement
Forward

2

10
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Similarity score: 0.0947124

Alignment:

TGMYCTTTGBCCK

-GCCACGTGSD--

Original motif = Consensus sequence: RGGBCAAAGKYCA Reverse complement motif = Consensus sequence: TGMYCTTTGBCCK
2.0 2.0

bits

00— o

LG cMAGLes  ThensCITIG .G

10
WabLogod 4 WabLogad 4

Dataset #: 2

Motif ID: 27

Motif name: AgTGCTCCACTGTGgTGTCACAgGT
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: 0.0949359

Alignment:

ACTGTGACACCACAGTGGAGCACT

————————— GCCACGTGSD-—----

Reverse complement motif = Consensus sequence:

Original motif = Consensus sequence: AGTGCTCCACTGTGGTGTCACAGT ACTGTGACACCACAGTGGAGCACT
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P 30 Ny

ltlellel: G GAGA.T

Wesloge 24

20

Wesloge 34

Dataset #: 1
Motif ID: 14
Motif name: PPARGRXRA

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

Direction: Backward
Position number: 5

Number of overlap: 10
Similarity score: 0.0954444
Alignment:

TGRCCTKTGHCCKAB

-GCCACGTGSD----

Original motif = Consensus sequence: BTRGGDCARAGGKCA

2.0

A C AA_.

0o EETECS R A e =K1 IS

5

bits

UrcA

Webiloga 34

Reverse Complement
Reverse Complement

Reverse complement motif

2.0

=10

aaC0Tx|

Consensus sequence: TGRCCTKTGHCCK

CC

-;-E"_I: CAoa—

0.0

15
Webiloga 34

Dataset #: 1 Motif ID: 7

Motif name: REST
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Original motif = Consensus sequence: TTCAGCACCATGGACAGCKCC

MIIQANQ ﬁgﬁéc ﬂgxgg

Webiloga 34

Best Matches for Motif ID 7 (Highest to Lowest)

Reverse complement motif ~ Consensus sequence:
GGYGCTGTCCATGGTGCTGAA

20

%m

=
0.0 e = 8 == Y e : =¥ ‘-‘3-*..?_- =

5 10 15 20
Wetiloga 34

Dataset #: 2

Motif ID: 27

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

Matching format of second motif: Original Motif

Direction: Backward

Position number: 6

Number of overlap: 19

Similarity score: 0.0605225

Alignment:

-—-AGTGCTCCACTGTGGTGTCACAGT
GGYGCTGTCCATGGTGCTGAA-—————

Original motif = Consensus sequence: AGTGCTCCACTGTGGTGTCACAGT

e

20
0
) I CTC g QA T
i DAT =] =Vila il ol w1l o | TLIC w oo
5 ' 15 20

Waslogo 34

ACTGTGACACCACAGTGGAGCACT

Reverse complement motif = Consensus sequence:
2.0
240 T T C C C
0.0 ?Qé!\ ——d 1= QA | S AT -.=I_\_-__gI
5 10 15 20

Weslago 34
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Dataset #: 1

Motif ID: 3

Motif name: ESR1
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Backward
Position number: 5

Number of overlap: 16

Similarity score: 1.56264
Alignment:

————— VDBHMAGGTCACCCTGACCY

TTCAGCACCATGGACAGCKCC—----

Reverse complement motif =~ Consensus sequence:
MGGTCAGGGTGACCTRDBHYV

20 20

ﬁ%EAIPICA‘?E‘?IxéCQE L« %:"‘;ICA“——"—‘Elﬂ_EéGQ;T-—;—\—— =

0.0

Original motif = Consensus sequence: VDBHMAGGTCACCCTGACCY

bits

Weblaga 3.4 Weblagn a4

Dataset #: 2

Motif ID: 20

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

Page 207 of 416



Position number: 4

Number of overlap: 14
Similarity score: 2.57032
Alignment:

——————— ABCACAGTGGAGCACTG

GGYGCTGTCCATGGTGCTGAA———

R lement motif  C :
Original motif ~ Consensus sequence: CAGTGCTCCACTGTGBT everse complement motif— onsensus sequence

ABCACAGTGGAGCACTG

20 20
“caTHUTCUACTENG 1 . CAoaclCegner

Dataset #: 2

Motif ID: 21

Motif name: AmMTGTGACACCACAGT

Matching format of first motif: Reverse Complement

Matching format of second motif: Reverse Complement

Direction: Forward

Position number: 3

Number of overlap: 14

Similarity score: 2.57054

Alignment:

ACTGTGGTGTCACART-—————--

-—-GGYGCTGTCCATGGTGCTGAA
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Original motif = Consensus sequence: AMTGTGACACCACAGT ACTGTGGTGTCACART

Reverse complement motif ~ Consensus sequence:

g:?QIAE‘AQAgQAgA%I

Weblogad 4

TalelaTe

Dataset #: 2

Motif ID: 23

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

Matching format of second motif: Original Motif

Direction: Forward

Position number: 12

Number of overlap: 13

Similarity score: 3.04841

Alignment:

TGGAGCACTGTGACAVCACAGTGG——=—==————
——————————— TTCAGCACCATGGACAGCKCC

Original motif = Consensus sequence: TGGAGCACTGTGACAVCACAGTGG

20 20

Reverse complement motif = Consensus sequence:
CCACTGTGVTGTCACAGTGCTCCA

) C T c Q Q i C
PRESS 5= gAA e el G W i ce—-—g L > L=
10 5

P W V=3 48
15 20

10
Werlogo 34

g | GCJcCh

Wetrlogo 34
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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: 6

Number of overlap: 13

Similarity score: 3.05156

Alignment:

BAGGYCABHBTGACCKHV—-====———

————— GGYGCTGTCCATGGTGCTGAA

Reverse complement motif = Consensus sequence:
BAGGYCABHBTGACCKHV

2.0 2.0

) T A IA?IQT_ lAGgea | ACQEI

i 0.0 = e
10
Wetiloga 3.4 Wetiloga 34

Original motif = Consensus sequence: VHRGGTCABDBTGMCCTB

bits

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: 1
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Number of overlap: 13
Similarity score: 3.06375

Alignment:
TGMYCTTTGBCCK-———————
GGYGCTGTCCATGGTGCTGAA

Original motif = Consensus sequence: RGGBCAAAGKYCA

20

LIET e S5 e

bits

Webilogod 4

Reverse complement motif

20

lgggCIl

Consensus sequence: TGMYCTTTGBCCK

e .C.

=3 =1 ——

0.

-
10

Webilogo 3 4

Dataset #: 1

Motif ID: 14

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

Number of overlap: 13

Similarity score: 3.06574
Alignment:

———————— BTRGGDCARAGGKCA

TTCAGCACCATGGACAGCKCC--

Original motif = Consensus sequence: BTRGGDCARAGGKCA

Reverse complement motif

Consensus sequence: TGRCCTKTGHCCK
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2.0 2.0

3 " AA TCA 2.0 ég ll

bits

o E=TE S A ol JCa '-AI-=TT€ . 3 e e
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: 14
Number of overlap: 12
Similarity score: 3.55903
Alignment:

AGTGSWSCACTGTGAMAMCACAGTG—=———————
————————————— TTCAGCACCATGGACAGCKCC

Original motif = Consensus sequence: Reverse complement motif = Consensus sequence:
CACTGTGRTRTCACAGTGSWSCACT AGTGSWSCACTGTGAMAMCACAGTG
AC cTobc] A | ARG [ aCa_GHURCT
c Ta T IAT = e A | _gn e TQTQ-“- EY- V- .5 AT _.$A =1 ==X
Dataset #: 2
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Motif ID: 25

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

Position number: 1

Number of overlap: 12

Similarity score: 3.56306

Alignment:

VDGACTRTGGDD-=-====———

GGYGCTGTCCATGGTGCTGAA

Original motif = Consensus sequence: DDCCAMAGTCHB Reverse complement motif = Consensus sequence: VDGACTRTGGDD
2.0 2.0
5 10 S toaniS 5 10 —_
Dataset #: 1 Motif ID: 8 Motif name: Myc
Original motif = Consensus sequence: VGCACGTGGH Reverse complement motif = Consensus sequence: DCCACGTGCV

20—

—— = B W —— o —— e T e e

———— — -
10

10
Wbl ogo 3 S Wbl ogo 3 a8
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Best Matches for Motif ID 8 (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:
HSCACGTGGC
VGCACGTGGH

1

6

Mycn

Original Motif
Original Motif
Backward

1

10

0

Original motif = Consensus sequence: HSCACGTGGC

2.0

Reverse complement motif = Consensus sequence: GCCACGTGSD

2.0

WACCAQ -

— — =G~ = WS vl =__
o T 5 T o T
Dataset #: 2
Motif ID: 18
Motif name: sscCCCGCGces

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

Reverse Complement

Original Motif
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Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
BSCCCCGCGBS
-DCCACGTGCV

Forward

2

10
0.064853

Original motif = Consensus sequence: BSCCCCGCGBS

2.0

* -cCCC

Reverse complement motif = Consensus sequence: SBCGCGGGGSB

2.0
m C
=10
o | CC(‘:‘:«::C:-::;
5 10

0.0 FT%
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:
SBCCCCGCCSEB
-DCCACGTGCV-
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Original motif = Consensus sequence: SBCCCCGCCSBB

%:?EQCQC QC?F*

Wekiloga A4

Reverse complement motif = Consensus sequence: BBSGGCGGGGBS

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:
YDRCCASYAGRKGGCRSYV

~-DCCACGTGCV--—--—~

1

16

CTCF

Reverse Complement
Original Motif
Backward

8

10

0.0754257

Original motif = Consensus sequence: YDRCCASYAGRKGGCRSYV

20

CAQE::

=

e

mzec Ag% ATV

5

15
WabiLogod 4

Reverse complement motif = Consensus sequence:
BMSMGCCYMCTKSTGGMHM

20

i
=

.J_u'-_f_\g:ggg 29 ec:l,,-,%EA

15

WabiLogod 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:

CACTGTGRTRTCACAGTGSWSCACT

Original motif
CACTGTGRTRTCACAGTGSWSCACT

Consensus sequence:

G| UeTelAel

2
22

CACTGTGrYrtCACAGTGswsCAcT

Reverse Complement
Original Motif
Backward

6

10

0.0888909

EIQAGTTTTAIQL

15

20 25
WabLagod 4

Reverse complement motif = Consensus sequence:
AGTGSWSCACTGTGAMAMCACAGTG

20

"D UAcUACL U UaGa, GAVACT

00 = TQTQ-_ Py C-B.E = ol === X
5 10 15 20 25
WablLagod 4

Dataset #:

Motif ID:

Motif name:

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

Position number:

1

1

HNF4A

Original Motif
Reverse Complement
Backward

1
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Number of overlap: 10

Similarity score: 0.0934488

Alignment:

TGMYCTTTGBCCK

-—--VGCACGTGGH

Original motif = Consensus sequence: RGGBCAAAGKYCA Reverse complement motif = Consensus sequence: TGMYCTTTGBCCK
:ﬂsT,_‘?gﬁAAAezmrzgé lésgglllﬁffgga

Dataset #: 1

Motif ID: 3

Motif name: ESR1

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: 0.0940438

Alignment:

MGGTCAGGGTGACCTRDBHV

———————— DCCACGTGCV--

Reverse complement motif = Consensus sequence:

Original motif = Consensus sequence: VDBHMAGGTCACCCTGACCY MGGTCAGGGTGACCTRDBHVY
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20

1.0

bits

ﬁE%AI%IQAggqlkéQE

Weblaga 34

20

oA, T6a0Cr.

Weblaga 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:
ABCACAGTGGAGCACTG
-DCCACGTGCV—-==—-——

2

20
CagTGCTCCACTGTGgT
Reverse Complement
Reverse Complement
Backward

7

10

0.0955234

Original motif = Consensus sequence: CAGTGCTCCACTGTGBT

L#Tﬂcc 16l 1

Webiiogo 3.4

Reverse complement motif
ABCACAGTGGAGCACTG

Consensus sequence:

QIT

Webiiogo 3.4

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:
VHRGGTCABDBTGMCCTB

——--VGCACGTGGH-—--

Original motif

2.0

Consensus sequence: VHRGGTCABDBTGMCCTB

9

ESR2

Original Motif
Original Motif
Forward

5

10
0.0968598

Reverse complement motif
BAGGYCABHBTGACCKHV

2.0

Consensus sequence:

2,6a__|UACez,

0.0 =— W = | — e 0.0 _—————
2 19 12 Webiloga 34 19 Webiloga 34
Dataset #: 2
Motif ID: 23
Motif name: TGGAGCACTGTGACACCACAGTGg

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:
Number of overlap:

Reverse Complement
Original Motif
Backward

11

10
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Similarity score: 0.0971125

Alignment:
TGGAGCACTGTGACAVCACAGTGG
-—-—-DCCACGTGCV—-====—=———

Reverse complement motif = Consensus sequence:
CCACTGTGVTGTCACAGTGCTCCA

20 20

Original motif =~ Consensus sequence: TGGAGCACTGTGACAVCACAGTGG

o w
: C T c Q c R C GA c CQA
s adAl ¥ e el I s s i 'e—-—g L= A A A NI T LA A AT
10 5 0 15 20

e -
1

Werlogo 34 Wetrlogo 34

5

Dataset #: 1 Motif ID: 9 Motif name: ESR2

Reverse complement motif = Consensus sequence:
BAGGYCABHBTGACCKHV

Original motif = Consensus sequence: VHRGGTCABDBTGMCCTB

Best Matches for Motif ID 9 (Highest to Lowest)

Dataset #: 2

Motif ID: 23

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

Direction: Forward
Position number: 7

Number of overlap: 18
Similarity score: 0.0717757
Alignment:

CCACTGTGVTGTCACAGTGCTCCA

—————— VHRGGTCABDBTGMCCTB

Reverse complement motif ~ Consensus sequence:
CCACTGTGVTGTCACAGTGCTCCA

A2 | G0 oA

Wesloge 34 Wesloge 34

Original motif = Consensus sequence: TGGAGCACTGTGACAVCACAGTGG

20

o
EWT C T c Q C
M"_IET“_?‘P-QAAQ = A ICAl IS S e
10

5 15 20

LA - W1

Dataset #: 2

Motif ID: 22

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

Matching format of second motif: Reverse Complement

Direction: Backward

Position number: 7

Number of overlap: 18

Similarity score: 0.0815903

Alignment:
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AGTGSWSCACTGTGAMAMCACAGTG
~VHRGGTCABDBTGMCCTB-—-———~

Original motif = Consensus sequence:
CACTGTGRTRTCACAGTGSWSCACT

CACT T Lot icTebhe]

WebLagod 4

Reverse complement motif

Consensus sequence:

AGTGSWSCACTGTGAMAMCACAGTG

20

’ T%$Q“ 0

S e

bits

GA WAVAUTc

A O A oW

L=

10

25
WebLagod 4

Dataset #: 1

Motif ID: 7

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

Number of overlap: 18

Similarity score: 0.0916961
Alignment:

GGYGCTGTCCATGGTGCTGAA
-VHRGGTCABDBTGMCCTB--

Original motif = Consensus sequence: TTCAGCACCATGGACAGCKCC

Reverse complement motif
GGYGCTGTCCATGGTGCTGAA

Consensus sequence:
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0.0—=

_Ac Cc cg

K

,TIQAWQ Vax

15

20
Webiloga 34

2.0

gm_f T :
g 2IWax A

.8 4 =Vi_-—-&

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:
VDBHMAGGTCACCCTGACCY-
—-——-VHRGGTCABDBTGMCCTB

1

3

ESR1

Original Motif
Original Motif
Forward

4

17

0.511812

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:
TGTGGTGTCACAGTGCTCC-
—--VHRGGTCABDBTGMCCTB

Original motif

20

17

TgTGgTGTCACAGTGCTCC

Original Motif
Original Motif
Forward

3

17

0.569595

Consensus sequence: TGTGGTGTCACAGTGCTCC

-_

u
=10 I ‘ C g
= =8 w 8 X e
; 5 10

3 WabiLaga 3.4

Reverse complement motif
GGAGCACTGTGACACCACA

20

Consensus sequence:

W

“GeheOheTeTeACA

cCAcA

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:
Number of overlap:

1

14
PPARGRXRA
Original Motif
Original Motif
Forward

1

15
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Similarity score: 1.56699

Alignment:
BTRGGDCARAGGKCA---
VHRGGTCABDBTGMCCTB

Original motif = Consensus sequence: BTRGGDCARAGGKCA

2.0

=10

T =S

A c_ﬁAszgé

WetiLoga 34

Reverse complement motif = Consensus sequence: TGRCCTKTGHCCK

2.0

Dataset #: 1

Motif ID: 2

Motif name: NR2F1
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Backward
Position number: 1

Number of overlap: 14

Similarity score: 2.08921
Alignment:

—-———-TGAMCTTTGMMCYT

VHRGGTCABDBTGMCCTB

Original motif = Consensus sequence: TGAMCTTTGMMCYT

Reverse complement motif = Consensus sequence: AKGYYCAAAGRTC
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T;QAAAMTIQé

20 20
210 C IIT | C 2.0
ao e A ’ AA%é—‘:‘—gl go ===
Dataset #: 1
Motif ID: 15
Motif name: Tcfcp2ll
Matching format of first motif: Reverse Complement
Matching format of second motif Original Motif
Direction: Backward
1
14
2.09109

Position number:
Number of overlap:
Similarity score:

Consensus sequence: CKGGDTBDMMCT(

Reverse complement motif

Alignment:
—-———-CCAGYYHVADCCRG
BAGGYCABHBTGACCKHV
Original motif = Consensus sequence: CCAGYYHVADCCRG
. Cg‘ﬂ.\_ =X e“?cgﬂ__ IVEXW. LT A~ LYW
Dataset #: 1
16
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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:

YDRCCASYAGRKGGCRSYV—-——-—-
—————— VHRGGTCABDBTGMCCTB

CTCF

Original Motif
Original Motif
Forward

7

13

2.58379

Original motif = Consensus sequence: YDRCCASYAGRKGGCRSYV

20

J - e-c AC% JVAT V=

5

: ACS=~

WebLognd 4

Reverse complement motif =~ Consensus sequence:
BMSMGCCYMCTKSTGGMHM

20

0
10

o4 .L?Q?IQ gg _:tE\-Cl o < _ A

I

15

O

Lagads

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
Backward

1

13

2.59263
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Alignment:
————— RGGBCAAAGKYCA
BAGGYCABHBTGACCKHV

Original motif = Consensus sequence: RGGBCAAAGKYCA

2.0

Reverse complement motif  Consensus sequence: TGMYCTTTGBCCK

2.0

| lAAECITLé”?CT

ol =T =8 —
5 10

Dataset #: 1 Motif ID: 10

Original motif = Consensus sequence: AAAGGTCAAAGGTCAAC

2.0

w
E1.0 A
0.0 = - o
5

Best Matches for Motif ID 10 (Highest to Lowest)

Watiloga 3.4

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

Matching format of first motif: Reverse Complement

Matching format of second motif: Reverse Complement

Direction: Forward

Motif name: NR1H2RXRA

Reverse complement motif = Consensus sequence:
GTTGACCTTTGACCTTI

IT

Watiloga 3.4
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Position number: 4

Number of overlap: 17
Similarity score: 0.0911991
Alignment:

GGYGCTGTCCATGGTGCTGAA
—-——GTTGACCTTTGACCTTT-

. . ] Reverse complement motif = Consensus sequence:
Original motif = Consensus sequence: TTCAGCACCATGGACAGCKCC GGYGCTGTCCATGGTGCTGAA

2.0

20
%m CA c AC %m T
" 1“1,;____*9 VALVVEEE ,,QIEQ JAa=K . =28 A L-9 S =V aéé
; 5 10 15 20 ' |

Weblaga 34

Dataset #: 1

Motif ID: 14

Motif name: PPARGRXRA
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Forward
Position number: 1

Number of overlap: 15

Similarity score: 1.05945
Alignment:

BTRGGDCARAGGKCA--

AAAGGTCAAAGGTCAAC
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Original motif = Consensus sequence: BTRGGDCARAGGKCA

2.0

it
5

=L (G A =1 IC

5

0.0

all ¢ AAAILQA

Webiloga 34

Reverse complement motif = Consensus sequence: TGRCCTKTGHCCK

2.0

ngﬁélelqﬁgcT

- AC D

15
Webiloga 34

Dataset #: 1

Motif ID: 3

Motif name: ESR1
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Backward
Position number: 8

Number of overlap: 13

Similarity score: 2.08514
Alignment:

—-—-——-VDBHMAGGTCACCCTGACCY
AAAGGTCAAAGGTCAAC-=——————

Original motif = Consensus sequence: VDBHMAGGTCACCCTGACCY

20

| _E%AIPIQAngl&éCQE

WebsLaga 3.4

Reverse complement motif = Consensus sequence:
MGGTCAGGGTGACCTRDBHV

20

00 1 %ﬂIgA-__ﬁxh—h;QQGQ%r—rﬁﬁ_- E

Webslaga 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:

AGTGCTCCACTGTGGTGTCACAGT
———————————— AAAGGTCAAAGGTCAAC

Original motif = Consensus sequence: AGTGCTCCACTGTGGTGTCACAGT

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

2

27
AgTGCTCCACTGTGgTGTCACAgT
Original Motif

Original Motif

Forward

13

12

2.59961

Reverse complement motif = Consensus sequence:
ACTGTGACACCACAGTGGAGCACT

20

— —— ~

B 1ol Ao heke e

AN | =
20

i

Werlogo 34 Wetrlogo 34

Dataset #:

Motif ID:

Motif name:

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

Position number:

2

21
AMTGTGACACCACAGT
Original Motif

Reverse Complement
Forward

5
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Number of overlap: 12
Similarity score: 2.59967

Alignment:
ACTGTGGTGTCACART————--
—-—-—-—-AAAGGTCAAAGGTCAAC

Original motif = Consensus sequence: AMTGTGACACCACAGT

g:?QIAE‘AgAgQAQA%I

Weblogad 4

Reverse complement motif
ACTGTGGTGTCACART

Consensus sequence:

Dataset #: 2

Motif ID: 20

Motif name: CagTGCTCCACTGTGgT
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Backward
Position number: 7

Number of overlap: 11

Similarity score: 3.09731
Alignment:

—————— CAGTGCTCCACTGTGBT
AAAGGTCAAAGGTCAAC—-————-
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Original motif = Consensus sequence: CAGTGCTCCACTGTGBT

{16

15

Webiiogo 3.4

Reverse complement motif
ABCACAGTGGAGCACTG

Consensus sequence:

JGAUCA g

Webiiogo 3.4

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: 3.56221

Alignment:

BAGGYCABHBTGACCKHV-——-=————

———————— GTTGACCTTTGACCTTT

Original motif = Consensus sequence: VHRGGTCABDBTGMCCTB

2.0

- -——‘}AITI A - tIAéggr%_

0.0——— e =

Wetiloga 3.4

Reverse complement motif
BAGGYCABHBTGACCKHV

2.0

0.0

Consensus sequence:

“ ageca |UACe
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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:
——————— BAACGTCCGC
AAAGGTCAAAGGTCAAC

1

13

MIZF

Original Motif
Original Motif
Backward

1

10

3.5855

Original motif = Consensus sequence: BAACGTCCGC

 ohTOCE

Wbl ogo 3 S

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:

1

2

NR2F1

Original Motif
Reverse Complement
Forward

6

9
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Similarity score: 4.07454

Alignment:
AKGYYCAAAGRTCA-———————-
————— AAAGGTCAAAGGTCAAC
Original motif = Consensus sequence: TGAMCTTTGMMCYT Reverse complement motif = Consensus sequence: AKGYYCAAAGRTC
2.0 2.0
T AC T C TCAAA TCA
- — A IIAAééigl O G‘g‘%__.__c—l"_—.— : T-::—-.r(::
5 10 5 10
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: 16
Number of overlap: 9
Similarity score: 4.09479
Alignment:
———————— TGGAGCACTGTGACAVCACAGTGG
GTTGACCTTTGACCTTT---—-———————————

Reverse complement motif = Consensus sequence:

Original motif  Consensus sequence: TGGAGCACTGTGACAVCACAGTGG CCACTGTGVTGTCACAGTGCTCCA

Page 236 0of 416



20

A T . T [

o IET‘?Q - Q!T\‘?* - Q ‘E-:Q g PP S W por CQ—-—Q L 3 B A --QA_E?-: éQJ \QQA

Dataset #: 1 Motif ID: 11 Motif name: NR4A2

Original motif = Consensus sequence: AAGGTCAC Reverse complement motif = Consensus sequence: GTGACCTT

Best Matches for Motif ID 11 (Highest to Lowest)

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: 9

Number of overlap: 8

Similarity score: 0.0167759
Alignment:

AAAGGTCAAAGGTCAAC

-AAGGTCAC--=-———--

Page 237 of 416



Original motif = Consensus sequence: AAAGGTCAAAGGTCAAC

20

w
=10 A
C o
0.0 —— ==
5

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:
VDBHMAGGTCACCCTGACCY
-—-—-—-AAGGTCAC-———————

ESR1

Original Motif
Original Motif
Forward

5

8

0.0195235

Original motif = Consensus sequence: VDBHMAGGTCACCCTGACCY

20

| _E%AIPIQAngl&éCQE

WebsLaga 3.4

Reverse complement motif = Consensus sequence:
MGGTCAGGGTGACCTRDBHV

20

aginOh.. TeaCr.

20
Webslaga 3.4
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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: 10

Number of overlap: 8

Similarity score: 0.0198372

Alignment:

BAGGYCABHBTGACCKHV

————————— GTGACCTT-

Reverse complement motif = Consensus sequence:
BAGGYCABHBTGACCKHV

2.0

Original motif = Consensus sequence: VHRGGTCABDBTGMCCTB

2.0

4 & I A %IAégQgr - A ﬁ?g&.ﬁ-- 1 ACQEI

== W = =3, 5 S 0 =1 —
5 10

bits

Wetiloga 3.4 Wetiloga 34

Dataset #: 1

Motif ID: 14

Motif name: PPARGRXRA
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Backward
Position number: 7
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Number of overlap: 8

Similarity score: 0.0495607

Alignment:

BTRGGDCARAGGKCA

-AAGGTCAC-————-—

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

2.0 2.0

it
5

Al ¢ AAAITCA Léggll < CCx.

P e o - —1 ==t oS
5

0.0
10 15

Webiloga 34

Dataset #: 2
Motif ID: 22

Motif name: CACTGTGrYrtCACAGTGswsCACT

Matching format of first motif: Original Motif

Matching format of second motif: Original Motif

Direction: Forward

Position number: 7

Number of overlap: 8

Similarity score: 0.0557243

Alignment:

CACTGTGRTRTCACAGTGSWSCACT

—————— AAGGTCAC-—————————~-

Original motif = Consensus sequence: Reverse complement motif = Consensus sequence:
CACTGTGRTRTCACAGTGSWSCACT AGTGSWSCACTGTGAMAMCACAGTG
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5 10 15

‘cleyc

WebLagad 4

209

2]
51.0—A

Dataset #:

Motif ID:

Motif name:

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

Position number:

Number of overlap:

Similarity score:

Alignment:
AKGYYCAAAGRTCA
—————— AAGGTCAC

Original motif

2.0

bits
=

1

2

NR2F1

Original Motif
Reverse Complement
Forward

7

8

0.0564874

Consensus sequence: TGAMCTTTGMMCYT

AEEIIIA%&Q%I

0.0

Welilogo 3.4

Reverse complement motif

=

2.0

2 40

Consensus sequence: AKGYYCAAAGRTC

0.0

ceéfégAAAmTIQA

Webilogo 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:
GGYGCTGTCCATGGTGCTGAA
--—--GTGACCTT--—-——————

Original motif

Consensus sequence: TTCAGCACCATGGACAGCKCC

REST

Reverse Complement
Reverse Complement
Forward

5

8

0.0594649

Reverse complement motif
GGYGCTGTCCATGGTGCTGAA

2.0

® -

Consensus sequence:

=D

—

() (- ——

5

TIQA clivyaxy AC “QIQQ

Weloga 34

Weiloga 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

23
TGGAGCACTGTGACACCACAGTGg
Original Motif

Reverse Complement

Forward

8

8

0.060729
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Alignment:
CCACTGTGVTGTCACAGTGCTCCA

Reverse complement motif ~ Consensus sequence:
CCACTGTGVTGTCACAGTGCTCCA

20 20

Original motif = Consensus sequence: TGGAGCACTGTGACAVCACAGTGG

2] 2] - -
CcCA

s IMAT“:‘P = CT o Q - C':Q gm mp S . GQ—-—Q - = “'"-r-z1 LA Q > ..‘l_'--;?.l \ S AT

Dataset #: 2

Motif ID: 21

Motif name: AMTGTGACACCACAGT

Matching format of first motif: Original Motif

Matching format of second motif: Reverse Complement

Direction: Forward

Position number: 6

Number of overlap: 8

Similarity score: 0.0645146

Alignment:

ACTGTGGTGTCACART

————— AAGGTCAC---

Reverse complement motif ~ Consensus sequence:

Original motif = Consensus sequence: AMTGTGACACCACAGT ACTGTGGTGTCACART
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2.0

bits
a

. T0| GACACCACALT

Weblogad 4

Dataset #: 2
Motif ID: 17
Motif name: TgTGgTGTCACAGTGCTCC
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Backward
Position number: 9
Number of overlap: 8
Similarity score: 0.0695512
Alignment:
TGTGGTGTCACAGTGCTCC
-—--AAGGTCAC-—-—-—-—-——~
. . ) Reverse complement motif = Consensus sequence:
Original motif = Consensus sequence: TGTGGTGTCACAGTGCTCC GGAGCACTGTGACACCACA
" l@lx% _ TIGAQA?__¢QIQQ 5 zéAagAQI;\IT L QQAQA
Dataset #: 1 Motif ID: 12 Motif name: RORA_1
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Original motif = Consensus sequence: AWVDAGGTCA Reverse complement motif = Consensus sequence: TGACCTDVWT

"z AU EA MCBL#I

WL g 3 WL ogo 3 4

bits

Best Matches for Motif ID 12 (Highest to Lowest)

Dataset #: 1
Motif ID: 4

Motif name: Esrrb

Matching format of first motif: Original Motif

Matching format of second motif: Original Motif

Direction: Backward

Position number: 1

Number of overlap: 10

Similarity score: 0.029401

Alignment:

VBBYCAAGGTCA

—-—AWVDAGGTCA

Original motif = Consensus sequence: VBBYCAAGGTCA Reverse complement motif  Consensus sequence: TGACCTTGMBBB

2.0

+.chUGTCA -

Wekiloga A4

bits
bits

10

T6ACCTTe.

Wekiloga A4
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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:
MGGTCAGGGTGACCTRDBHV
————————— TGACCTDVWT -

1

3

ESR1

Reverse Complement
Reverse Complement
Backward

2

10

0.0417851

Original motif = Consensus sequence: VDBHMAGGTCACCCTGACCY

20

bits

0.0

| ﬁ?gexgicéggqlkécgz

WebsLaga 3.4

Reverse complement motif = Consensus sequence:
MGGTCAGGGTGACCTRDBHV

20

il ToelCs.

Webslaga 3.4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:

1

10
NR1H2RXRA
Original Motif
Original Motif
Forward

6
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Number of overlap: 10
Similarity score: 0.05425

Alignment:
AAAGGTCAAAGGTCAAC
————— AWVDAGGTCA--

Reverse complement motif =~ Consensus sequence:

Original motif = Consensus sequence: AAAGGTCAAAGGTCAAC GTTGACCTTTGACCTTT

20

w
=10 A
C "<
0.0 —— x
5

Dataset #: 1
Motif ID: 2

Motif name: NR2F1

Matching format of first motif: Reverse Complement

Matching format of second motif: Original Motif

Direction: Forward

Position number: 5

Number of overlap: 10

Similarity score: 0.0654808

Alignment:

TGAMCTTTGMMCYT

—-———-TGACCTDVWT

Original motif = Consensus sequence: TGAMCTTTGMMCYT Reverse complement motif = Consensus sequence: AKGYYCAAAGRTC
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2.0

Lw E IIIAéég%l

0.0

Welsloge 34

2.0

Emc¢$T§QAAAmTIQA

0.0

Welloge 3.4

Dataset #: 1

Motif ID: 14

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

Number of overlap: 10

Similarity score: 0.06668
Alignment:

BTRGGDCARAGGKCA

————— AWVDAGGTCA

Original motif = Consensus sequence: BTRGGDCARAGGKCA

2.0

120G o AAAILQA

0o EETECS R A e =K1 IS

5

bits

Webiloga 34

Reverse complement motif = Consensus sequence: TGRCCTKTGHCCK

2.0

" ACQTTT CCT

0.0 "FE R —
; 15
Wetiloga 34

Dataset #: 1
Motif ID: 7
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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:
TTCAGCACCATGGACAGCKCC

Original motif

REST

Original Motif
Original Motif
Forward

7

10
0.0755608

Consensus sequence: TTCAGCACCATGGACAGCKCC

MIIQA clivvaxy AC “QIEQ

5

Weloga 34

Reverse complement motif

GGYGCTGTCCATGGTGCTGAA

2.0

® -

Consensus sequence:

==&

—

Weiloga 34

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
Original Motif
Original Motif
Forward

4

10
0.0803396
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Alignment:

RGGBCAAAGKYCA

—-——AWVDAGGTCA

Original motif = Consensus sequence: RGGBCAAAGKYCA Reverse complement motif  Consensus sequence: TGMYCTTTGBCCK
.0 .0
. _AT,i-?gAAAeIE_C'_e o —JE—%QECIIlﬁ::?QE

= 10 Wablagad 4 = 10 Wablogad s

Dataset #: 2

Motif ID: 17

Motif name: TgTGgTGTCACAGTGCTCC

Matching format of first motif: Reverse Complement

Matching format of second motif: Reverse Complement

Direction: Forward

Position number: 10

Number of overlap: 10

Similarity score: 0.0889306

Alignment:

GGAGCACTGTGACACCACA

————————— TGACCTDVWT

Reverse complement motif ~ Consensus sequence:

Original motif = Consensus sequence: TGTGGTGTCACAGTGCTCC GGAGCACTGTGACACCACA
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bits

e AGACQAQA

10
MIMITEI TCACA TAglcC Lo
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
10
0.09225

Number of overlap
Similarity score:

Alignment:
DDCCAMAGTCHB

—-AWVDAGGTCA-
Consensus sequence: DDCCAMAGTCHB

Original motif

_(CAsaCTc &

Consensus sequence: VDGACTRTGGDD

Reverse complement motif

2.0
A I =
10
Wekiloga A4

bits

Page 251 of 416

Dataset #:
Motif ID:



Motif name: ESR2

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

Position number: 4

Number of overlap: 10

Similarity score: 0.0988214

Alignment:

BAGGYCABHBTGACCKHV

————— AWVDAGGTCA---

Original motif = Consensus sequence: VHRGGTCABDBTGMCCTB

2.0

) ;:?:AITI A — __IAé%Q-rg_

Webilogo 3.4

Reverse complement motif
BAGGYCABHBTGACCKHV

2.0

it
5

0.0 e _——— -

Consensus sequence:

A 0A

Dataset #: 1 Motif ID: 13 Motif name: MIZF

Original motif = Consensus sequence: BAACGTCCGC

- aACGTCC,

Wabloga 3 4

ts

b

Reverse complement motif

Consensus sequence: GCGGACGTTV
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Best Matches for Motif ID 13 (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:
BAGGYCABHBTGACCKHV
———————— GCGGACGTTV

Original motif

2.0

1

9

ESR2

Reverse Complement
Reverse Complement
Backward

1

10

0.0605777

Consensus sequence: VHRGGTCABDBTGMCCTB

Reverse complement motif
BAGGYCABHBTGACCKHV

2.0

Consensus sequence:

—
D
»C D
O-

0.0 — ’.‘$ e e A i »

AGG, CA

Dataset #:

Motif ID:

Motif name:

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

ESR1
Original Motif
Original Motif
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Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
VDBHMAGGTCACCCTGACCY

~--BAACGTCCGC---—-—-

Backward
8

10
0.0614567

Original motif = Consensus sequence: VDBHMAGGTCACCCTGACCY

20

bits

0.0

| -qsgygjcsltl;£x€4gc?1lﬁééchgzg

WetsLaga 3.4

Reverse complement motif  Consensus sequence:
MGGTCAGGGTGACCTRDBHV

OHL%AIGAr__’:EElQéGQ%T, — g

Webslaga 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:
AAAGGTCAAAGGTCAAC
——————— BAACGTCCGC

1

10
NR1H2RXRA
Original Motif
Original Motif
Backward

1

10
0.0646071
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Original motif = Consensus sequence: AAAGGTCAAAGGTCAAC

20

w
=10 A
C "<
0.0 —— x
5

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:
GCGCGCSCGCG
BAACGTCCGC-

32
gCGCGCsCygsG
Original Motif
Original Motif
Forward

1

10

0.0651598

Original motif = Consensus sequence: GCGCGCSCGCG

2.0

o= * ECccggs

Webiioga 34

Reverse complement motif = Consensus sequence: CGCGSGCGCGC

2.0

oy
= <\1C
. gg—-—q::: ; == € —
5 10

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:
BMSMGCCYMCTKSTGGMHM
BAACGTCCGC—————————

1

16

CTCF

Original Motif
Reverse Complement
Backward

10

10

0.0697767

Original motif = Consensus sequence: YDRCCASYAGRKGGCRSYV

20

EZAG AC% AT V=

Agéf:

0.0 =
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:

1

7

REST

Original Motif
Reverse Complement
Backward

3
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Number of overlap:
Similarity score:

Alignment:
GGYGCTGTCCATGGTGCTGAA
————————— BAACGTCCGC--

10
0.0708149

Original motif = Consensus sequence: TTCAGCACCATGGACAGCKCC

o IIQA-,Q YALVY AC v QI‘EQ

Webiloga 34

Reverse complement motif =~ Consensus sequence:

GGYGCTGTCCATGGTGCTGAA

20

A

—_—=5

— — T e

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:
ATACTTTGGC
BAACGTCCGC

2

19

atactttggc
Original Motif
Original Motif
Backward

1

10
0.0803571

Original motif = Consensus sequence: ATACTTTGGC

Reverse complement motif

Consensus sequence: GCCAAAGTAT
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bits
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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:
VGCACGTGGH-
-GCGGACGTTV

Myc

Reverse Complement
Original Motif
Forward

2

9

0.555645

Original motif = Consensus sequence: VGCACGTGGH

2.0

| CAger

Reverse complement motif

2.0

e

o QC
O = -

Consensus sequence: DCCACGTGCV

CGTl.

_-_-E—_ N e, S —
20 - 10 5 - 10
Dataset #: 2
Motif ID: 29
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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:
CCGCGGRCACG-
-—-GCGGACGTTV

cCGCGGrCACG
Reverse Complement
Original Motif
Forward

3

9

0.560913

Original motif = Consensus sequence: CCGCGGRCACG

~lilicacacs

Wehiiogo 34

Reverse complement motif = Consensus sequence: CGTGKCCGCGG

~gararclilss

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:

1

6

Mycn

Reverse Complement
Original Motif
Forward

2

9

0.561179
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Alignment:

HSCACGTGGC-

-GCGGACGTTV

Original motif = Consensus sequence: HSCACGTGGC Reverse complement motif = Consensus sequence: GCCACGTGSD
GCAC IVG _QQA W1V

Dataset #: 1 Motif ID: 14 Motif name: PPARGRXRA

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

0.0
5 10 15
Wd.l_ogu as WetiLoga 34

0.0

Best Matches for Motif ID 14 (Highest to Lowest)

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: 3
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Number of overlap:
Similarity score:

Alignment:
AAAGGTCAAAGGTCAAC
BTRGGDCARAGGKCA--

15
0.0442974

Original motif = Consensus sequence: AAAGGTCAAAGGTCAAC

20

w
=10 A
C "<
0.0 —— ==
5

Reverse complement motif
GTTGACCTTTGACCTTT

Consensus sequence:

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
BTRGGDCARAGGKCA---

ESR2

Original Motif
Original Motif
Backward

4

15
0.0602408
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Original motif = Consensus sequence: VHRGGTCABDBTGMCCTB

Reverse complement motif ~ Consensus sequence:
BAGGYCABHBTGACCKHV

2.0

%W_AI _CA I ACQEI

0.0

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
VDBHMAGGTCACCCTGACCY
—-——-BTRGGDCARAGGKCA--

ESR1

Original Motif
Original Motif
Backward

3

15
0.0723092

Original motif = Consensus sequence: VDBHMAGGTCACCCTGACCY

20

| _Q%AIPIQAngl&éCQ§

WebsLaga 3.4

Reverse complement motif = Consensus sequence:
MGGTCAGGGTGACCTRDBHV

20

L %ﬂIGA'-—ﬂ‘ﬁ;QQGQ%Tﬂu— —

Webslaga 3.4
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Dataset #: 2

Motif ID: 22

Motif name: CACTGTGrYrtCACAGTGswsCACT
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Forward
Position number: 6

Number of overlap: 15

Similarity score: 0.0741352
Alignment:

CACTGTGRTRTCACAGTGSWSCACT

————— BTRGGDCARAGGKCA-—-——-

Original motif = Consensus sequence:
CACTGTGRTRTCACAGTGSWSCACT

EIQACTTTTAIQL HIIEY

15 20 25
WabLagod 4

Reverse complement motif = Consensus sequence:
AGTGSWSCACTGTGAMAMCACAGTG

20

"D UAcUACL U UaGa, GAVACT

00 = TQTQ-_ Py C-B.E = ol === X
5 10 15 20 25
WablLagod 4

Dataset #: 1

Motif ID: 16

Motif name: CTCF
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Forward
Position number: 2
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Number of overlap: 15

Similarity score: 0.0786357

Alignment:
YDRCCASYAGRKGGCRSYV

-BTRGGDCARAGGKCA---

Original motif = Consensus sequence: YDRCCASYAGRKGGCRSYV

20

. Lyhe,

(S AT _IQAEE:_’:

5 10 15

WebLagn 34

Reverse complement motif =~ Consensus sequence:
BMSMGCCYMCTKSTGGMHM

20

=1

00 A?QQIQ gg _:Acl ) T2

EI

15

O

Lagads

Dataset #: 1

Motif ID: 7

Motif name: REST
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Forward
Position number: 2

Number of overlap: 15

Similarity score: 0.0796159
Alignment:

TTCAGCACCATGGACAGCKCC
-BTRGGDCARAGGKCA-—-——-
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Original motif

“ 10A

Consensus sequence: TTCAGCACCATGGACAGCKCC

AC

Reverse complement motif
GGYGCTGTCCATGGTGCTGAA

2.0

2y0d
-ﬁ‘l.ﬂ

Consensus sequence:

ol ,;;'___,Fg VALY ) QI?_Q o X = A E=F.3 | =V ‘i‘*éé
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: 7
Number of overlap: 15
Similarity score: 0.0813414

Alignment:
CCACTGTGVTGTCACAGTGCTCCA
—————— BTRGGDCARAGGKCA---

Original motif

20

10

bits

Consensus sequence: TGGAGCACTGTGACAVCACAGTGG

bA CACA: s

0Ac]’

ey ‘
5 15

20
Werlogo 34

Reverse complement motif

20

.= 48

Consensus sequence:
CCACTGTGVTGTCACAGTGCTCCA

i

:E‘ICI
0 "'49—1—! ; 0 L=
) 7 -

10

g (] oA

Wetrlogo 34
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Dataset #: 2

Motif ID: 17

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

Number of overlap: 15

Similarity score: 0.0818655
Alignment:

TGTGGTGTCACAGTGCTCC

—-—-BTRGGDCARAGGKCA--

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

GGAGCACTGTGACACCACA
20 20
‘1T JOTCACACTeeTeg GeACACTETOACA A
2 10 8 WebLogad4 2 10 8 WebiLoga 34

Dataset #: 1
Motif ID: 2
Motif name: NR2F1
Matching format of first motif: Original Motif
Matching format of second motif: Reverse Complement
Direction: Forward
Position number: 1
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Number of overlap: 14

Similarity score: 0.536521
Alignment:
AKGYYCAAAGRTCA-
BTRGGDCARAGGKCA
Original motif = Consensus sequence: TGAMCTTTGMMCYT Reverse complement motif = Consensus sequence: AKGYYCAAAGRTC
[ AC T C TCAAA TCA
a0 - A v IIAA%éﬁgl a0 G%%T?—I"——-— - T-::—-—C
Dataset #: 1
Motif ID: 15
Motif name: Tcfecp2ll
Matching format of first motif: Reverse Complement
Matching format of second motif: Reverse Complement
Direction: Backward
Position number: 1
Number of overlap: 14
Similarity score: 0.584465
Alignment:
—CKGGDTBDMMCTGG
TGRCCTKTGHCCKAB
Original motif = Consensus sequence: CCAGYYHVADCCRG Reverse complement motif = Consensus sequence: CKGGDTBDMMCT
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2.0 2.0

- P, — W 0.0

" QA XX AACQA Eacég _Aasn le.:.

Dataset #: 1 Motif ID: 15 Motif name: Tcfcp2l1

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

2.0

Original motif

2.0

0.0 ge— k%g‘r—" AACQ&.._—

bits
=

Ees..:-;:-; s le.:.

— 0.0
10 5 10
Wehilogo 3.4 Wehilogo 3.4

Best Matches for Motif ID 15 (Highest to Lowest)

Dataset #: 1

Motif ID: 3

Motif name: ESR1
Matching format of first motif: Original Motif
Matching format of second motif: Reverse Complement
Direction: Forward
Position number: 4

Number of overlap: 14

Similarity score: 0.0453398
Alignment:

MGGTCAGGGTGACCTRDBHV

—-——CCAGYYHVADCCRG—---
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Original motif = Consensus sequence: VDBHMAGGTCACCCTGACCY

20

) ﬁEgAIPICAgngkéCQE

20
Weblaga 3.4

Reverse complement motif ~ Consensus sequence:
MGGTCAGGGTGACCTRDBHYV

20

LS 9:‘%IGA'-—’-‘-E;EQGQ%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
—-——-CCAGYYHVADCCRG--

1

16

CTCF

Original Motif
Original Motif
Forward

4

14
0.0491111

Original motif = Consensus sequence: YDRCCASYAGRKGGCRSYV

20

o OVAc Alse

AS~

WabiLogod 4

Reverse complement motif = Consensus sequence:
BMSMGCCYMCTKSTGGMHM

20

% 10 Q T
aéfﬁgx gg I=Callzs_2
= 5 10 1t

5

WabiLogod 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:
VHRGGTCABDBTGMCCTB
———-—-CKGGDTBDMMCTGG

Original motif

2.0

bits

Consensus sequence: VHRGGTCABDBTGMCCTB

= — 0.0

1

9

ESR2

Reverse Complement
Original Motif
Backward

1

14

0.0568174

Reverse complement motif
BAGGYCABHBTGACCKHV

2.0

bits

—_—— -

Consensus sequence:

AT AmﬂlAégﬁl AGG.CA

Wetiloga 3.4

[ aCez.

Wetiloga 34

10

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

1
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Number of overlap:
Similarity score:

Alignment:
TGRCCTKTGHCCKAB
—CKGGDTBDMMCTGG

Original motif

2.0

it
5

e N - |

Consensus sequence: BTRGGDCARAGGKCA

14
0.0569399

Reverse complement motif

2.0

EmIﬁélel

0.0

Consensus sequence: TGRCCTKTGHCCK

CCx.

e %

5

10 15
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:

Alignment:

ABCACAGTGGAGCACTG-
————-CKGGDTBDMMCTGG

Original motif

Consensus sequence: CAGTGCTCCACTGTGBT

20
CagTGCTCCACTGTGgT
Reverse Complement
Reverse Complement
Forward

5

13

0.551995

Reverse complement motif
ABCACAGTGGAGCACTG

Consensus sequence:
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Websiags 3.4

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:
CACTGTGRTRTCACAGTGSWSCACT--
————————————— CKGGDTBDMMCTGG

Original motif = Consensus sequence:

CACTGTGRTRTCACAGTGSWSCACT

cACTaT JiTuAVAu|icTe

2
22

CACTGTGrYrtCACAGTGswsCAcT

Reverse Complement
Original Motif
Forward

14

12

1.05046

15

25
WebLagod 4

Reverse complement motif =~ Consensus sequence:
AGTGSWSCACTGTGAMAMCACAGTG

204

Ao [UeAcUHCL U UaCa CHWACT

o - E Y- - - A =l ==X
5 10 15 20 25
WebLagod4

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:
-—-TTCAGCACCATGGACAGCKCC
CKGGDTBDMMCTGG—=—=—=—————

Original motif

0.0—==

7

REST

Reverse Complement
Original Motif
Backward

10

12

1.05111

Consensus sequence: TTCAGCACCATGGACAGCKCC

EWTIQAUQ ngﬂéc “QIEQ

Webiloga 34

Reverse complement motif
GGYGCTGTCCATGGTGCTGAA

g;,[ Vax! J1VA

20

Consensus sequence:

= =9 L--":“c_-'%

10

15
Wetiloga 34

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:
Number of overlap:

1

1

HNF4A

Reverse Complement
Reverse Complement
Forward

2

12
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Similarity score:

Alignment:
TGMYCTTTGBCCK--
—CKGGDTBDMMCTGG

1.05387

Original motif = Consensus sequence: RGGBCAAAGKYCA

2.0

bits

ﬂ,G—'

G cAAAG. ¢,

WabLogod 4

Reverse complement motif = Consensus sequence: TGMYCTTTGBCCK

2.0

l,&_ﬁQECIIléwggg

0.0

WabLogad 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:
CAHCACAGTGGAGCACT--
————— CKGGDTBDMMCTGG

2

26
CAcCACAGTGGAGCACct
Reverse Complement
Original Motif

Forward

6

12

1.05541

Original motif = Consensus sequence: CAHCACAGTGGAGCACT

Reverse complement motif = Consensus sequence:
AGTGCTCCACTGTGDTG
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e e

"o UGG bohCghes

Websiags 3.4

2.0

Dataset #: 1

Motif ID: 2

Motif name: NR2F1

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

Position number: 4

Number of overlap: 11

Similarity score: 1.55702

Alignment:

—-—--AKGYYCAAAGRTCA

CKGGDTBDMMCTGG——-

Original motif = Consensus sequence: TGAMCTTTGMMCYT

TAITTG e

Welilogo 3.4

ts

b

Reverse complement motif = Consensus sequence: AKGYYCAAAGRTC

bits

2.0

1.0

oG CARAUSTCA

0.0

Webilogo 3.4

Dataset #: 1 Motif ID: 16 Motif name: CTCF
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Original motif = Consensus sequence: YDRCCASYAGRKGGCRSYV

20

5 10

o5 L -e-c AF_:% AT _IQAQE:_’:

WebLagn 34

Best Matches for Motif ID 16 (Highest to Lowest)

Dataset #: 1

Motif ID: 3

Motif name: ESR1
Matching format of first motif: Original Motif
Matching format of second motif: Reverse Complement
Direction: Forward
Position number: 2

Number of overlap: 19

Similarity score: 0.0655511
Alignment:

MGGTCAGGGTGACCTRDBHV

—YDRCCASYAGRKGGCRSYV

Original motif = Consensus sequence: VDBHMAGGTCACCCTGACCY

20

; TE%AIQICA?EET é-gg

===
15

20
WebLaga 34

Reverse complement motif ~ Consensus sequence:
BMSMGCCYMCTKSTGGMHM

20

0
10

o *'—A‘-:?IQ gg _:ecl 1 ST

15

EI

O

Lagads

Reverse complement motif = Consensus sequence:
MGGTCAGGGTGACCTRDBHV

LCAICQ

Weblaga 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:

ACTGTGACACCACAGTGGAGCACT -
—————— YDRCCASYAGRKGGCRSYV

Original motif = Consensus sequence: AGTGCTCCACTGTGGTGTCACAGT

TCTc 01615 [ [UACA.T

&

2

27
AgTGCTCCACTGTGgTGTCACAQGT
Original Motif

Reverse Complement

Forward

7

18

0.563463

Reverse complement motif =~ Consensus sequence:
ACTGTGACACCACAGTGGAGCACT

p Tl ek bkl

her

e

10

Weslogo 34

-y v E Tl 1=
20

15
Weilogo 34

Dataset #:

Motif ID:

Motif name:

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

2

22
CACTGTGrYrtCACAGTGswsCACT
Reverse Complement

Reverse Complement

Backward
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Position number: 8

Number of overlap: 18
Similarity score: 0.566264
Alignment:

—AGTGSWSCACTGTGAMAMCACAGTG
BMSMGCCYMCTKSTGGMHM—-—-==————

Original motif = Consensus sequence:
CACTGTGRTRTCACAGTGSWSCACT

CACTﬁT LLATVAVA! 4cTc cT

15
ung:!

Reverse complement motif
AGTGSWSCACTGTGAMAMCACAGTG

20

’910
5

A

(

AQA

Y-,

Consensus sequence:

= —.—QTQ,_

10

Dataset #: 2

Motif ID: 20

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

Position number: 1

Number of overlap: 17

Similarity score: 1.05236

Alignment:

——ABCACAGTGGAGCACTG

YDRCCASYAGRKGGCRSYV
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Original motif = Consensus sequence: CAGTGCTCCACTGTGBT

“su T

15
Webiiogo 3.4

Reverse complement motif
ABCACAGTGGAGCACTG

Consensus sequence:

QIT

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:
—-——-—-CAHCACAGTGGAGCACT
YDRCCASYAGRKGGCRSYV—--

2

26
CAcCACAGTGGAGCACct
Original Motif

Original Motif
Backward

3

15

2.06184

Original motif = Consensus sequence: CAHCACAGTGGAGCACT

CAcr

i-;-w...—.—_

e LACAG.

Watiloga 3.4

Reverse complement motif
AGTGCTCCACTGTGDTG

Consensus sequence:

EA-

Wl Telle

]

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:
TGGAGCACTGTGACAVCACAGTGG—-—--
————————— YDRCCASYAGRKGGCRSYV

Original motif

20

o
" C T c Q c
- — altdoanl (Tl I=Al I S e
10

=Y =
5

Consensus sequence: TGGAGCACTGTGACAVCACAGTGG

2

23
TGGAGCACTGTGACACCACAGTGg
Original Motif

Original Motif

Forward

10

15

2.06698

Reverse complement motif

CCACTGTGVTGTCACAGTGCTCCA

20

15

Consensus sequence:

CJcCA

Werlogo 34

2
£10 Q
S =l S Ty
5

1

LA ¥ 1 1 ,_:Tf?:
0 15

Wetrlogo 34

Dataset #:

Motif ID:

Motif name:

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

Position number:

1

15

Tcfcp2l1
Original Motif
Original Motif
Backward

2
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Number of overlap: 13
Similarity score: 3.05613

Alignment:
—————— CCAGYYHVADCCRG

YDRCCASYAGRKGGCRSYV-

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

2.0 2.0

. QA- _352 e‘?cgﬂr o ‘Ee:::.—:_?-; o ‘?“z“ le.:
Dataset #: 1
Motif ID: 9
Motif name: ESR2
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Backward
Position number: 6
Number of overlap: 13
Similarity score: 3.06048
Alignment:
—————— VHRGGTCABDBTGMCCTB
YDRCCASYAGRKGGCRSYV—————

. . Reverse complement motif = Consensus sequence:

Original motif = Consensus sequence: VHRGGTCABDBTGMCCTB BAGGYCABHBTGACCKHY g
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2.0 2.0

1.0

S " aGe.ca JUalez.

10 15
WebLaga 3.4 WebLaga 3.4

bits

Dataset #: 1

Motif ID: 14

Motif name: PPARGRXRA

Matching format of first motif: Original Motif

Matching format of second motif: Original Motif

Direction: Backward

Position number: 3

Number of overlap: 13

Similarity score: 3.06565

Alignment:

—————— BTRGGDCARAGGKCA

YDRCCASYAGRKGGCRSYV——

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

” AA A CQTTT L

polE=T S A _-_9_ 1€ Axlg-_— . A ==X ==

Dataset #: 2

Motif ID: 24
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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:
SBCCCCGCCSBB——————-
BMSMGCCYMCTKSTGGMHM

ssCCCCGCSssk
Reverse Complement
Original Motif
Forward

1

12

3.56185

Original motif = Consensus sequence: SBCCCCGCCSBB

= coclice:

Wehilogo 34

Reverse complement motif = Consensus sequence: BBSGGCGGGGBS

2.0+

2 4o
5149

= < CX C—= <

0.0 =

Dataset #: 2 Motif ID: 17

Original motif = Consensus sequence: TGTGGTGTCACAGTGCTCC

20

10 I
AI = =

0.0 = e ——

bits

5

aTCACA:

N
e W e
15

Wablogod 4

Motif name: TgTGgTGTCACAGTGCTCC

Reverse complement motif = Consensus sequence:
GGAGCACTGTGACACCACA

20

ﬂ:leA&QAQIATTAQA%QAQA

Wablogod 4
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Best Matches for Motif ID 17 (Highest to Lowest)

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: 5

Number of overlap: 19

Similarity score: 0

Alignment:

TGGAGCACTGTGACAVCACAGTGG
-GGAGCACTGTGACACCACA--—--

Reverse complement motif  Consensus sequence:
CCACTGTGVTGTCACAGTGCTCCA

20 20

Original motif =~ Consensus sequence: TGGAGCACTGTGACAVCACAGTGG

n =
. IIET‘?’Q - 916 - g FfQ g B G = w CQ—.—Q LA LA —-GAE éGJ \QQA
5 10 15 20 o 5 10 15 20 i

Dataset #: 2
Motif ID: 22
Motif name: CACTGTGrYrtCACAGTGswsCACT
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: 19
Similarity score: 0.0217259

Alignment:
CACTGTGRTRTCACAGTGSWSCACT
—-—-TGTGGTGTCACAGTGCTCC—-—--

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

20

S R R NPV

= = 0 Y- -

15 2 25 5 10 15 A 25
WabLogod 4 WabLogod 4

Dataset #: 2

Motif ID: 27

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

Position number: 3

Number of overlap: 19

Similarity score: 0.074816

Alignment:

ACTGTGACACCACAGTGGAGCACT
--TGTGGTGTCACAGTGCTCC---
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Original motif = Consensus sequence: AGTGCTCCACTGTGGTGTCACAGT

20
| T CI
- C g g T
2= T = WAL Al o Ela | S0 o
5 10 15 20

Weslogo 34

Reverse complement motif
ACTGTGACACCACAGTGGAGCACT

e AN R E

Consensus sequence:

20
210 T T C C
it ?C L =l i< QA—
5 10

A Chr

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:
VDBHMAGGTCACCCTGACCY
-TGTGGTGTCACAGTGCTCC

1

3

ESR1

Original Motif
Original Motif
Forward

2

19
0.0857262

Original motif = Consensus sequence: VDBHMAGGTCACCCTGACCY

20

| _E%AIPIQAngl&éCQ§

WebsLaga 3.4

Reverse complement motif
MGGTCAGGGTGACCTRDBHV

20

Consensus sequence:

L %ﬂIgA'-—ﬂtﬁ;Qégg%—rﬁa_— —

Webslaga 3.4
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Dataset #: 1

Motif ID: 9

Motif name: ESR2
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Backward
Position number: 2

Number of overlap: 17

Similarity score: 1.08001
Alignment:

—-—-VHRGGTCABDBTGMCCTB

TGTGGTGTCACAGTGCTCC-

Original motif = Consensus sequence: VHRGGTCABDBTGMCCTB

2.0

i cf:_AI%I A = __I-Aéggl

bits

— e e

Wetiloga 3.4

Reverse complement motif = Consensus sequence:
BAGGYCABHBTGACCKHV

2.0

" aGe.ca  [UACer,

—_—— -

bits

0.0 =

10
Wetiloga 34

Dataset #: 2

Motif ID: 20

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

Position number: 1
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Number of overlap:
Similarity score:

Alignment:
CAGTGCTCCACTGTGBT--
TGTGGTGTCACAGTGCTCC

17
1.08847

Original motif = Consensus sequence: CAGTGCTCCACTGTGBT

o TOOTCUACTET 1

Reverse complement motif
ABCACAGTGGAGCACTG

- OloacTt

Consensus sequence:

TT:, QIT
Dataset #: 2
Motif ID: 21
Motif name: AMTGTGACACCACAGT

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
ACTGTGGTGTCACART---
GGAGCACTGTGACACCACA

Reverse Complement
Reverse Complement
Forward

1

16

1.59452
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Reverse complement motif ~ Consensus sequence:

Original motif = Consensus sequence: AMTGTGACACCACAGT ACTGTGGTGTCACART

Dataset #: 1

Motif ID: 14

Motif name: PPARGRXRA

Matching format of first motif: Reverse Complement

Matching format of second motif: Original Motif

Direction: Forward

Position number: 1

Number of overlap: 15

Similarity score: 2.10007

Alignment:

BTRGGDCARAGGKCA—-—-—-

GGAGCACTGTGACACCACA

Original motif = Consensus sequence: BTRGGDCARAGGKCA Reverse complement motif = Consensus sequence: TGRCCTKTGHCCK
20 20

"1 200 cHaAUG A EGQCTT CCx.

- -;I.....Q‘A — L L o q:ﬁ |
: 5 10 15 : 1'5
WetiLoga 34 WebiLoga 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:

————— CAHCACAGTGGAGCACT
TGTGGTGTCACAGTGCTCC———

Original motif

2

26
CAcCACAGTGGAGCACct
Original Motif

Original Motif
Backward

4

14

2.57554

Consensus sequence: CAHCACAGTGGAGCACT

e

20
00 géﬁ? AGT - L A=
5 10

Cher

Watiloga 3.4

Reverse complement motif
AGTGCTCCACTGTGDTG

TN .

Watiloga 3.4

Consensus sequence:

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
Backward

1
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Number of overlap: 12
3.58914

Similarity score:

Consensus sequence: TGACCTTGMBBB

Reverse complement motif

Alignment:
——————— VBBYCAAGGTCA
GGAGCACTGTGACACCACA
Original motif = Consensus sequence: VBBYCAAGGTCA
00 - = ' o g RS . — 1@
Dataset #: 2 Motif ID: 18 Motif name: sscCCCGCGcs
Original motif = Consensus sequence: BSCCCCGCGBS Reverse complement motif  Consensus sequence: SBCGCGGGGSB
2.0 2.0
o EEQCCC Cr———":% G E—_ _C CCCC:E#::
% Webtogaas % Wbioga s
Best Matches for Motif ID 18 (Highest to Lowest)
Dataset #: 2
Motif ID: 24
Motif name: ssCCCCGCSssk
Reverse Complement
Reverse Complement
Page 291 of 416

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



Direction: Backward
Position number: 1
Number of overlap: 11
Similarity score: 0
Alignment:

BBSGGCGGGGRBS

-SBCGCGGGGSB

Original motif = Consensus sequence: SBCCCCGCCSBB

- ceellce.

WatiLoga 3.4

bits

Reverse complement motif

2.0

Consensus sequence: BBSGGCGGGGBS

W<

Wetiiogo 3.4

Dataset #: 2
Motif ID: 32
Motif name: gCGCGCsCgsG

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

Direction: Forward
Position number: 1

Number of overlap: 11
Similarity score: 0.0417227
Alignment:

CGCGSGCGCGL

SBCGCGGGGSEB

Reverse Complement
Reverse Complement
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Original motif = Consensus sequence: GCGCGCSCGCG Reverse complement motif = Consensus sequence: CGCGSGCGCGC

240

0.0 -

bits

Weiloga 34 WekiLoga 34

Dataset #: 2

Motif ID: 28

Motif name: ssGCkTGCssk
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Forward
Position number: 1

Number of overlap: 11

Similarity score: 0.0523123
Alignment:

SSGCKTGCSSK

BSCCCCGCGRBS

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

2.0

il - “ ‘ Ccc = IACC Al ,CC
5 <1 § e yI'\C

10
wWetiiaga 3.4 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:
YDRCCASYAGRKGGCRSYV

--SBCGCGGGGSB—————-

1

16

CTCF

Reverse Complement
Original Motif
Backward

7

11

0.0564004

Original motif = Consensus sequence: YDRCCASYAGRKGGCRSYV

20

- E.,_ec Ag% IVAT Y=

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:

1

3

ESR1

Original Motif
Reverse Complement
Forward

1
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Number of overlap: 11
Similarity score: 0.0734979

Alignment:

MGGTCAGGGTGACCTRDBHV
BSCCCCGCGBS—====———-

Original motif = Consensus sequence: VDBHMAGGTCACCCTGACCY

20

| ﬁQEAIQICAqchkéCQE

0.0

bits

Weblaga 3.4

Reverse complement motif
MGGTCAGGGTGACCTRDBHV

Consensus sequence:

LCAICQ

Weblagn a4

Dataset #: 2

Motif ID: 29

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

Number of overlap: 11

Similarity score: 0.0757081
Alignment:

CCGCGGRCACG

BSCCCCGCGRBS

Original motif = Consensus sequence: CCGCGGRCACG

Reverse complement motif

Consensus sequence: CGTGKCCGCGG
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2.0

CGUVIGACACS

0.0

bits

Watiiaga 34

la]

~earercliles

Webilaga 34

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

Matching format of first motif: Reverse Complement

Matching format of second motif: Reverse Complement

Direction: Backward
Position number: 11
Number of overlap: 11
Similarity score: 0.0758097
Alignment:

GGYGCTGTCCATGGTGCTGAA
SBCGCGGGGSB————=—————

Original motif = Consensus sequence: TTCAGCACCATGGACAGCKCC

TlgAuq ﬁ;ﬂAC Ve.cC

{); (- ——

Webiloga 34

Reverse complement motif =~ Consensus sequence:

GGYGCTGTCCATGGTGCTGAA

20

1.0

=
= = W | =T & | =¥ ==&

5 10 15 20
Wetiloga 34

Dataset #: 1
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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:
-VGCACGTGGH
SBCGCGGGGSB

8

Myc

Reverse Complement
Original Motif
Backward

1

10

0.535606

Original motif = Consensus sequence: VGCACGTGGH

2.0

o
o CAC I =
—_——- 8 % = e
5

10

Wbl oga 3 4

Reverse complement motif = Consensus sequence: DCCACGTGCV

2.0
QCAC I -
P ——— B T e W ==
5 10

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:

1

6

Mycn

Reverse Complement
Original Motif
Backward

1

10

0.536235
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Alignment:
-HSCACGTGGC
SBCGCGGGGSB

Orlglnal motif  Consensus sequence: HSCACGTGGC

bits

a.0

-+ _CACGz

— -|____.--._

WL .—..gc.a -

Reverse complement motif

2.0

> B
0
<D

Consensus sequence: GCCACGTGSD

c(aClll.

5

10
Wbl oga 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:
KKTCGGKGTKS-
-SBCGCGGGGSB

2

33

srACyCCGAyr
Reverse Complement
Reverse Complement
Forward

2

10

0.571697

Original motif = Consensus sequence: SRACYCCGAYR

Reverse complement motif

Consensus sequence: KKTCGGKGTKS
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E%CAA“C““ ACA

Watiiaga 34

2.0

STICA

0.0

AN CC

Webilaga 34

Dataset #: 2 Motif ID: 19 Motif name: atactttggc

Original motif = Consensus sequence: ATACTTTGGC

2.0

bits
5

0.0
Wbl ogo 3 S

Best Matches for Motif ID 19 (Highest to Lowest)

Dataset #: 2

Motif ID: 25

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

Position number: 2

Number of overlap: 10

Similarity score: 0.0215909
Alignment:

DDCCAMAGTCHB

—-GCCAAAGTAT-

Reverse complement motif

2.0

bits

Consensus sequence: GCCAAAGTAT

Wbl ogo 3 a8
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Original motif = Consensus sequence: DDCCAMAGTCHB

2.0

- (ChealTe

Wekiloga A4

Reverse complement motif = Consensus sequence: VDGACTRTGGDD

2.0

en
£1.0
N
0 — ——— . A———F — -
5

0.
10
Wekiloga 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:
GGCATCGTTTA
GCCAAAGTAT-

2

30

taaacgatgcc

Reverse Complement
Reverse Complement
Backward

2

10

0.0375

Original motif = Consensus sequence: TAAACGATGCC

2.0

Webiioga 34

Reverse complement motif = Consensus sequence: GGCATCGTTTA

2.0

0.0

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:
AAAGGTCAAAGGTCAAC
-—-GCCAAAGTAT----

Original motif

2.0

1

10

NR1H2RXRA

Reverse Complement
Original Motif
Backward

5

10

0.0395

Consensus sequence: AAAGGTCAAAGGTCAAC

Ac

w
E1.0 A
00 =0 e
5

Watiloga 3.4

Reverse complement motif
GTTGACCTTTGACCTTTI

2.0

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

Reverse Complement
Backward

4
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Number of overlap: 10
Similarity score: 0.0472222

Alignment:
GGAGCACTGTGACACCACA
—————— ATACTTTGGC—---

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

GGAGCACTGTGACACCACA
Dataset #: 2
Motif ID: 22
Motif name: CACTGTGrYrtCACAGTGswsCACT
Matching format of first motif: Reverse Complement
Matching format of second motif: Original Motif
Direction: Forward
Position number: 10
Number of overlap: 10
Similarity score: 0.0474206
Alignment:
CACTGTGRTRTCACAGTGSWSCACT
————————— GCCAAAGTAT—————-
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Original motif

Consensus sequence:
CACTGTGRTRTCACAGTGSWSCACT

cACTﬁT Tizvtve:

Reverse complement motif ~ Consensus sequence:
AGTGSWSCACTGTGAMAMCACAGTG

20

cle el AU 1| UaCA |
x =CACXIIX = | T%Tgn ALY 1‘-5"T K $A2'ﬂ slle==x
Dataset #: 1

Motif ID: 1

Motif name: HNF4A

Matching format of first motif: Original Motif

Matching format of second motif: Reverse Complement

Direction: Forward

Position number: 3

Number of overlap: 10

Similarity score: 0.0483209

Alignment:
TGMYCTTTGBCCK
-—ATACTTTGGC-

Original motif

2.0

Consensus sequence: RGGBCAAAGKYCA

"G cAMAG. .c.

IIJ.GJ‘

WabLogod 4

Reverse complement motif

2.0

A ggcllléﬂggg

0.0

WabLogad 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:
TGAMCTTTGMMCYT
-ATACTTTGGC---

Original motif

Consensus sequence: TGAMCTTTGMMCYT

1

2

NR2F1
Original Motif
Original Motif
Forward

2

10
0.0490385

2.0

a.0

Reverse complement motif

Consensus sequence: AKGYYCAAAGRTC

MTAAE IIIAéég%I

Webiioga 3.4

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:

2

23
TGGAGCACTGTGACACCACAGTGg
Reverse Complement

Reverse Complement

Forward

11

10
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Similarity score:

Alignment:

CCACTGTGVTGTCACAGTGCTCCA

—————————— GCCAAAGTAT----

Original motif =~ Consensus sequence: TGGAGCACTGTGACAVCACAGTGG

CACTL 1 AGA. CACHG

20

8
E10
00-=

=Ny =
5

0.0493243

Reverse complement motif = Consensus sequence:
CCACTGTGVTGTCACAGTGCTCCA

20
w s

EIGQTQSA Las ~QAE éQ“QQA

15

20
Werlogo 34 Wetrlogo 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:
ACTGTGACACCACAGTGGAGCACT

Original motif = Consensus sequence: AGTGCTCCACTGTGGTGTCACAGT

2

27
AgTGCTCCACTGTGgTGTCACAQT
Reverse Complement

Reverse Complement

Forward

9

10

0.0498239

Reverse complement motif = Consensus sequence:
ACTGTGACACCACAGTGGAGCACT
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20

SOOI Tk Tik ek

L A L ey

15
Wesloge 24 Wesloge 34

Dataset #: 2

Motif ID: 26

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

Position number: 2

Number of overlap: 10

Similarity score: 0.0527344

Alignment:

AGTGCTCCACTGTGDTG

—————— ATACTTTGGC-

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

AGTGCTCCACTGTGDTG
Dataset #: 2 Motif ID: 20 Motif name: CagTGCTCCACTGTGgT
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Original motif = Consensus sequence: CAGTGCTCCACTGTGBT

en TOTGOAeTeTG

Webiiogo 3.4

Best Matches for Motif ID 20 (Highest to Lowest)

Dataset #: 1

Motif ID: 16

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

Number of overlap: 17

Similarity score: 0.0957051
Alignment:

BMSMGCCYMCTKSTGGMHM

--CAGTGCTCCACTGTGRBT

Original motif = Consensus sequence: YDRCCASYAGRKGGCRSYV

20

" X 4@ Ag% = AI _IQAEZ;'_:_’:

10

WebiLegad 4

Reverse complement motif

ABCACAGTGGAGCACTG

Consensus sequence:

QIT

A0l

Reverse complement motif

BMSMGCCYMCTKSTGGMHM

20

0.0

&A¢$IQ eVl

Webiiogo 3.4

Consensus sequence:

— A
.

15

? |.r|

madd
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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:
TTCAGCACCATGGACAGCKCC
—-ABCACAGTGGAGCACTG---

Original motif = Consensus sequence: TTCAGCACCATGGACAGCKCC

1

7

REST

Reverse Complement
Original Motif
Forward

2

17

0.0975871

Reverse complement motif =~ Consensus sequence:
GGYGCTGTCCATGGTGCTGAA

20

20

%m CA AC %m T
0 Ila—;._____.gc-_: = _é; haglh A | B & QIEQ Q—ﬂg = - - ’}—'I_:-:- =¥ -r_--‘i“'é'%
i 5 10 15 20 | f

Webiloga 34 Wetiloga 34

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

2

17
TgTGgTGTCACAGTGCTCC
Original Motif

Original Motif

Backward
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Position number: 3

Number of overlap: 17
Similarity score: 0.0980868
Alignment:

TGTGGTGTCACAGTGCTCC

CAGTGCTCCACTGTGRT--

R lement motif  C :
Original motif ~ Consensus sequence: TGTGGTGTCACAGTGCTCC everse complement motif: Lonsensus sequence

GGAGCACTGTGACACCACA
20 20
AMI T CACA T glgc ATATAQACI AfAGACQAcA

Dataset #: 2
Motif ID: 27
Motif name: AgTGCTCCACTGTGgTGTCACAgGT
Matching format of first motif: Reverse Complement
Matching format of second motif: Original Motif
Direction: Backward
Position number: 3
Number of overlap: 17
Similarity score: 0.099784
Alignment:
AGTGCTCCACTGTGGTGTCACAGT
————— ABCACAGTGGAGCACTG--
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Original motif = Consensus sequence: AGTGCTCCACTGTGGTGTCACAGT

L@Tc G161 G VAGA.T

Weslogo 34

Reverse complement motif ~ Consensus sequence:
ACTGTGACACCACAGTGGAGCACT

oAOAG | Aoy

Weilogo 34

Dataset #: 2

Motif ID: 22

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

Position number: 6

Number of overlap: 17

Similarity score: 0.104226

Alignment:

AGTGSWSCACTGTGAMAMCACAGTG

————— ABCACAGTGGAGCACTG---

Original motif = Consensus sequence:
CACTGTGRTRTCACAGTGSWSCACT

CACT T TiruACl icTcbhe

15 2 25
WablLagod 4

Reverse complement motif = Consensus sequence:
AGTGSWSCACTGTGAMAMCACAGTG

EY - - = =1 =

AclG1[aga. AT

10 15 20 25
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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:
TGGAGCACTGTGACAVCACAGTGG
—-——-ABCACAGTGGAGCACTG—----

Original motif =~ Consensus sequence: TGGAGCACTGTGACAVCACAGTGG

20

8
E10
00-=

2

23
TGGAGCACTGTGACACCACAGTGg
Reverse Complement

Original Motif

Backward

5

17

0.107548

Reverse complement motif = Consensus sequence:
CCACTGTGVTGTCACAGTGCTCCA

20

=Ny =
5 15

CACTL 1 AGA. CACHG

g:chgs*quéc "QAE éQAQQA

1
Werlogo 34 Wetrlogo 34

20

Dataset #:

Motif ID:

Motif name:

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

Position number:

2

26
CAcCACAGTGGAGCACct
Reverse Complement
Original Motif

Forward

2
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Number of overlap:
Similarity score:

Alignment:
CAHCACAGTGGAGCACT-
—-ABCACAGTGGAGCACTG

16
0.5

Original motif = Consensus sequence: CAHCACAGTGGAGCACT

o GGAG beCgher

Webiiogo 3.4

Reverse complement motif =~ Consensus sequence:
AGTGCTCCACTGTGDTG

TG 1.

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:
-AMTGTGACACCACAGT
CAGTGCTCCACTGTGBT

2

21
AMTGTGACACCACAGT
Original Motif

Original Motif
Backward

1

16

0.607943
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- . ) Reverse complement motif = Consensus sequence:
Original motif = Consensus sequence: AMTGTGACACCACAGT ACTGTGGTGTCACART

EZQEIAE‘AQAQQAQA%I QIQETETAIQ :

Weblogad 4 Weblogad 4

Dataset #: 1

Motif ID: 15

Motif name: Tcfcp2ll

Matching format of first motif: Reverse Complement

Matching format of second motif: Reverse Complement

Direction: Backward

Position number: 2

Number of overlap: 13

Similarity score: 2.1063

Alignment:

—-———-CKGGDTBDMMCTGG

ABCACAGTGGAGCACTG-

Original motif = Consensus sequence: CCAGYYHVADCCRG Reverse complement motif = Consensus sequence: CKGGDTBDMMCT
20 20

1.0

bits

" g‘i‘_ =L e%Cgﬂf XV L A~ l-«e».:

Webiloga 3.4 WabiLlogo .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:
VDGACTRTGGDD———---
ABCACAGTGGAGCACTG

2

25

wwCCAMAGTCmt
Reverse Complement
Reverse Complement
Forward

1

12

2.58308

Original motif = Consensus sequence: DDCCAMAGTCHB

. (CheACTC

WatiLoga 3.4

Reverse complement motif

2.0

(X

Consensus sequence: VDGACTRTGGDD

et A ———F —

- ol

10
Wetiiogo 3.4

Dataset #: 2 Motif ID: 21

Motif name: AMTGTGACACCACAGT

Original motif = Consensus sequence: AMTGTGACACCACAGT

Reverse complement motif
ACTGTGGTGTCACART

Consensus sequence:
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. T6|GACACCAGALT

Weblogad 4

Best Matches for Motif ID 21 (Highest to Lowest)

Dataset #: 2

Motif ID: 27

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

Position number: 1

Number of overlap: 16

Similarity score: 0

Alignment:

ACTGTGACACCACAGTGGAGCACT
AMTGTGACACCACAGT--=-————-

Reverse complement motif = Consensus sequence:
ACTGTGACACCACAGTGGAGCACT

Q_Q C V| v TQAQI

Original motif = Consensus sequence: AGTGCTCCACTGTGGTGTCACAGT

20

%m I C C c QA T
0.0 cé——T | . 4N A - o~ 1 -t F LI SN
5 10 15 20

p4Ep N

o S Ny, ey

5 10 15
Welogo 34 Weslogo 34

Page 315 0f 416



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
——ACTGTGGTGTCACART—————-

Original motif =~ Consensus sequence: TGGAGCACTGTGACAVCACAGTGG

20

8
E10
00-=

2

23
TGGAGCACTGTGACACCACAGTGg
Reverse Complement

Reverse Complement

Forward

3

16

0.00171837

Reverse complement motif = Consensus sequence:
CCACTGTGVTGTCACAGTGCTCCA

20

=Ny =
5 15

CACTL 1 AGA. CACHG

g:chgs*quéc "QAE AGAQQA

1
Werlogo 34 Wetrlogo 34

20

Dataset #:

Motif ID:

Motif name:

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

Position number:

2

22
CACTGTGrYrtCACAGTGswsCACT
Reverse Complement

Original Motif

Forward

2
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Number of overlap:
Similarity score:

Alignment:

CACTGTGRTRTCACAGTGSWSCACT
-ACTGTGGTGTCACART-——=————-—

Original motif

16
0.0197279

Consensus sequence:
CACTGTGRTRTCACAGTGSWSCACT

cACT T TIvhA

CIC QI

i = —

15

WebLagod 4

Reverse complement motif =~ Consensus sequence:
AGTGSWSCACTGTGAMAMCACAGTG

20

e UeAGUACL [ UaGa CAVKUT

o=l VCTCY| XA Y 1 Y2 <
: 5 10 15 20 25
Wablogod4

bits

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
ACTGTGGTGTCACART---

2

17
TgTGgTGTCACAGTGCTCC
Reverse Complement
Reverse Complement
Backward

4

16

0.0950937
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Original motif = Consensus sequence: TGTGGTGTCACAGTGCTCC

20

bits

5

1T TCACTeTes

Reverse complement motif
GGAGCACTGTGACACCACA

20

o _AA

Consensus sequence:

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
CAGTGCTCCACTGTGBT
-AMTGTGACACCACAGT

2

20
CagTGCTCCACTGTGgT
Original Motif

Original Motif
Backward

1

16

0.0988969

Original motif = Consensus sequence: CAGTGCTCCACTGTGBT

Reverse complement motif
ABCACAGTGGAGCACTG

Consensus sequence:

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:

AGTGCTCCACTGTGDTG
AMTGTGACACCACAGT-

Original motif

2

26
CAcCACAGTGGAGCACct
Original Motif

Reverse Complement
Backward

2

16

0.101875

Consensus sequence: CAHCACAGTGGAGCACT

igher

e B o

20
00 géﬁ? AGT - L A=
5 10

Watiloga 3.4

Reverse complement motif = Consensus sequence:

AGTGCTCCACTGTGDTG

TN .

Watiloga 3.4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:

1

3

ESR1

Original Motif
Reverse Complement
Backward

6
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Number of overlap: 15

Similarity score: 0.595092

Alignment:
-MGGTCAGGGTGACCTRDBHV
AMTGTGACACCACAGT-----

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: 7
Motif name: REST

Matching format of first motif: Reverse Complement

Matching format of second motif: Reverse Complement

Direction: Backward
Position number: 8
Number of overlap: 14
Similarity score: 1.1019
Alignment:

-—-GGYGCTGTCCATGGTGCTGAA
ACTGTGGTGTCACART-—-————-
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Original motif = Consensus sequence: TTCAGCACCATGGACAGCKCC

“ 10A

0.0—== ————

5

c _Q;H_Ac Ve,.cC

Webiloga 34

Reverse complement motif
GGYGCTGTCCATGGTGCTGAA

20

CT yox

= =¥

Consensus sequence:

e

_

10

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:
-—-—--BAGGYCABHBTGACCKHV

AMTGTGACACCACAGT--—-—~

1

9

ESR2

Original Motif
Reverse Complement
Backward

7

12

2.07799

Original motif = Consensus sequence: VHRGGTCABDBTGMCCTB

2.0

- -——%AITI A - tIAégQr%_

0.0

Wetiloga 3.4

Reverse complement motif
BAGGYCABHBTGACCKHV

bits

2.0

o

Consensus sequence:
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Dataset #: 1

Motif ID: 10

Motif name: NR1H2RXRA
Matching format of first motif: Original Motif
Matching format of second motif: Reverse Complement
Direction: Backward
Position number: 6

Number of overlap: 12

Similarity score: 2.10225
Alignment:

-———-GTTGACCTTTGACCTTT
AMTGTGACACCACAGT-=-——-

Reverse complement motif = Consensus sequence:
GTTGACCTTTGACCTTTI

2.0

Original motif = Consensus sequence: AAAGGTCAAAGGTCAAC

2.0

w
E1.0 A
C <
0.0 - e
5

Ac

WataLo, a4 19 1= WatsLo, a4
Dataset #: 2 Motif ID: 22 Motif name: CACTGTGrYrtCACAGTGswsCAcT
Original motif = Consensus sequence: Reverse complement motif  Consensus sequence:
CACTGTGRTRTCACAGTGSWSCACT AGTGSWSCACTGTGAMAMCACAGTG
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209

o ACAGTT IAT A\ 185 AC.AI.C _-9.,[ AeTg'Ar c¥ QA,M AQA%\ clgg

15 P % 5 10 15 2 %
WebLagod.4 WebLagod.4

Best Matches for Motif ID 22 (Highest to Lowest)

Dataset #: 2

Motif ID: 27

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

Matching format of second motif: Reverse Complement

Direction: Backward

Position number: 1

Number of overlap: 24

Similarity score: 0.0247168

Alignment:

—ACTGTGACACCACAGTGGAGCACT
CACTGTGRTRTCACAGTGSWSCACT

Reverse complement motif = Consensus sequence:
ACTGTGACACCACAGTGGAGCACT

|VAGA.T AORG GG Gher

"‘éﬂ LN

Original motif = Consensus sequence: AGTGCTCCACTGTGGTGTCACAGT

I CTc

"cL—— o B

15
Werlogo 34 Wetrlogo 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:
—-—-TGGAGCACTGTGACAVCACAGTGG
AGTGSWSCACTGTGAMAMCACAGTG-

Original motif =~ Consensus sequence: TGGAGCACTGTGACAVCACAGTGG

20

2

23
TGGAGCACTGTGACACCACAGTGg
Reverse Complement

Original Motif

Backward

2

23

0.500966

Reverse complement motif
CCACTGTGVTGTCACAGTGCTCCA

LA ¥ 1 1 ,_:Tf?:
0 15

20

Consensus sequence:

2
£10 Q
S =l S Ty
5

o
" C T c Q c
- — altdoanl (Tl I=Al I S e
10

=AY =
5 15

Werlogo 34

Dataset #:

Motif ID:

Motif name:

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

Position number:

1

3

ESR1

Original Motif
Reverse Complement
Forward

3
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Number of overlap: 18

Similarity score: 3.08246

Alignment:

MGGTCAGGGTGACCTRDBHV-——————
——CACTGTGRTRTCACAGTGSWSCACT

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: 16
Motif name: CTCF

Matching format of first motif: Reverse Complement

Matching format of second motif: Reverse Complement

Direction: Forward
Position number: 2
Number of overlap: 18
Similarity score: 3.08842
Alignment:

BMSMGCCYMCTKSTGGMHM-———-—~-

—AGTGSWSCACTGTGAMAMCACAGTG
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Original motif = Consensus sequence: YDRCCASYAGRKGGCRSYV

20

0.0 =

5 10

WebLagn 34

Reverse complement motif ~ Consensus sequence:
BMSMGCCYMCTKSTGGMHM

20

£10 G T
. .L:A}c;?;; gg IaCal -2
5 10 1

—
5

f

H

blogads

Dataset #: 2
Motif ID: 17
Motif name: TgTGgTGTCACAGTGCTCC

Original Motif
Reverse Complement

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

Direction: Forward
Position number: 2
Number of overlap: 18
Similarity score: 3.08984
Alignment:

GGAGCACTGTGACACCACA-——————

—CACTGTGRTRTCACAGTGSWSCACT

Original motif = Consensus sequence: TGTGGTGTCACAGTGCTCC

20

rTe JCTGACAT T

5

bits

WabiLogod 4

Reverse complement motif = Consensus sequence:
GGAGCACTGTGACACCACA

20

“GaheOAeTATEACA chca
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Dataset #: 2

Motif ID: 26

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

Position number: 1

Number of overlap: 17

Similarity score: 3.52449

Alignment:

———————— CAHCACAGTGGAGCACT

CACTGTGRTRTCACAGTGSWSCACT

Original motif = Consensus sequence: CAHCACAGTGGAGCACT

“ e UACAG bl Cher

e

Watiloga 3.4

Reverse complement motif = Consensus sequence:
AGTGCTCCACTGTGDTG

TN .

Watiloga 3.4

Dataset #: 2

Motif ID: 20

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

Position number: 2

Page 327 of 416



Number of overlap: 16
Similarity score: 4.02265

Alignment:
————————— CAGTGCTCCACTGTGBT
AGTGSWSCACTGTGAMAMCACAGTG-

Original motif = Consensus sequence: CAGTGCTCCACTGTGBT

ea TOTCRACTETG 1

Webiiogo 3.4

Reverse complement motif
ABCACAGTGGAGCACTG

- OloacTt

Consensus sequence:

QIT

Webiiogo 3.4

Dataset #: 1
Motif ID: 9

Motif name: ESR2
Matching format of first motif: Reverse Complement
Matching format of second motif: Original Motif
Direction: Forward
Position number: 6

Number of overlap: 13

Similarity score: 5.58301
Alignment:

VHRGGTCABDBTGMCCTB-——===—=—————

————— AGTGSWSCACTGTGAMAMCACAGTG
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Original motif = Consensus sequence: VHRGGTCABDBTGMCCTB

Reverse complement motif ~ Consensus sequence:
BAGGYCABHBTGACCKHV

2.0

“aGecA | Alez.

PSSP == TS W LE=——

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-—-=-==——————
—-——CACTGTGRTRTCACAGTGSWSCACT

21
AMTGTGACACCACAGT
Original Motif

Reverse Complement
Forward

4

13

5.58597

Original motif = Consensus sequence: AMTGTGACACCACAGT

EIQQIAE-AGAQQAQA%I

Wabiogad 4

Reverse complement motif = Consensus sequence:
ACTGTGGTGTCACART
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Dataset #: 1

Motif ID: 7

Motif name: REST

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

Position number: 10

Number of overlap: 12

Similarity score: 6.07826

Alignment:

————————————— GGYGCTGTCCATGGTGCTGAA
CACTGTGRTRTCACAGTGSWSCACT--—-———-———

Reverse complement motif = Consensus sequence:

Original motif =~ Consensus sequence: TTCAGCACCATGGACAGCKCC GGYGCTGTCCATGGTGCTGAA

2.0

2.0
%m CA c AC %m T
mrlA_MQ  Z-w ) AQIEQ megivlSlyaxy Q_L¢éé
5 10 15 20

WetiLoga 34 Wetiloga 34

Dataset #: 2 Motif ID: 23 Motif name: TGGAGCACTGTGACAcCCACAGTGg

Reverse complement motif  Consensus sequence:

Original motif  Consensus sequence: TGGAGCACTGTGACAVCACAGTGG CCACTGTGVTGTCACAGTGCTCCA
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20

GG L o) AGR.CACHG i “dhelcle ToToAGACTccToow

= = = \ S A

15 20 5 10 15 20
Wesloge 24 Wesloge 34

Best Matches for Motif ID 23 (Highest to Lowest)

Dataset #: 2

Motif ID: 22

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

Matching format of second motif: Original Motif

Direction: Forward

Position number: 3

Number of overlap: 23

Similarity score: 0.0136536

Alignment:

CACTGTGRTRTCACAGTGSWSCACT-
—-—CCACTGTGVTGTCACAGTGCTCCA

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

204

E R RS T W N (P

e ,,!-:;-._=..._.T_'_ Y SN - w e L

15 25 5 10 15 20 25
WebLaznd 4 WebLagod
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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
CCACTGTGVTGTCACAGTGCTCCA--

Original motif = Consensus sequence: AGTGCTCCACTGTGGTGTCACAGT

2

27
AgTGCTCCACTGTGgTGTCACAgGT
Reverse Complement

Reverse Complement

Backward

3

22

0.560082

Reverse complement motif
ACTGTGACACCACAGTGGAGCACT

20

| T T C
D'ICI
u"?gé!\_ — = QA_
5 10

«

Consensus sequence:

her

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

Werlogo 34

Wetrlogo 34

Dataset #:

Motif ID:

Motif name:

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

Position number:

1

9

ESR2

Original Motif
Reverse Complement
Backward

1
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Number of overlap: 18
Similarity score: 2.5833

Alignment:
—————— BAGGYCABHBTGACCKHV

TGGAGCACTGTGACAVCACAGTGG

Reverse complement motif =~ Consensus sequence:
BAGGYCABHBTGACCKHV

2.0

Original motif = Consensus sequence: VHRGGTCABDBTGMCCTB

Dataset #: 1

Motif ID: 3

Motif name: ESR1

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

Position number: 4

Number of overlap: 17

Similarity score: 3.10239

Alignment:

MGGTCAGGGTGACCTRDBHV-===———

———CCACTGTGVTGTCACAGTGCTCCA
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Reverse complement motif ~ Consensus sequence:
MGGTCAGGGTGACCTRDBHYV

20 20

o -—-‘E_QAIPICA‘?(.E‘?lkéCQE LS ?:ﬁ‘;ICA'—_“—*ﬁlﬂ_EéGQ;TG—H_- E

Weblaga 3.4 Weblagn a4

Original motif = Consensus sequence: VDBHMAGGTCACCCTGACCY

Dataset #: 2

Motif ID: 17

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

Position number: 4

Number of overlap: 16

Similarity score: 3.56015

Alignment:

GGAGCACTGTGACACCACA-——————~

—-——CCACTGTGVTGTCACAGTGCTCCA

Reverse complement motif = Consensus sequence:
GGAGCACTGTGACACCACA

20 20

1T GTCACASTeTee “oAOACTITiACA Ao

5

Original motif = Consensus sequence: TGTGGTGTCACAGTGCTCC

bits

WabiLogod 4 WabiLogod 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:

ABCACAGTGGAGCACTG-———————
—CCACTGTGVTGTCACAGTGCTCCA

Original motif = Consensus sequence: CAGTGCTCCACTGTGBT

2.0

2

20
CagTGCTCCACTGTGgT
Reverse Complement
Reverse Complement
Forward

2

16

3.58845

Reverse complement motif = Consensus sequence:
ABCACAGTGGAGCACTG

“eaTUTCUACTC 1 AN T s

10
Watiloga 3.4 Watiloga 3.4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:

2

26
CAcCACAGTGGAGCACct
Original Motif

Reverse Complement
Forward

3
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Number of overlap: 15
Similarity score: 4.07113

Alignment:
AGTGCTCCACTGTGDTG-=-=-==————-
-—-TGGAGCACTGTGACAVCACAGTGG

Original motif = Consensus sequence: CAHCACAGTGGAGCACT

A AGAL mé-wgégl

Webiiogo 3.4

Reverse complement motif
AGTGCTCCACTGTGDTG

Consensus sequence:

Ig

i

%II\T =
10

15

Webiiogo 3.4

Dataset #: 1

Motif ID: 16

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

Number of overlap: 15

Similarity score: 4.10183
Alignment:

————————— YDRCCASYAGRKGGCRSYV

TGGAGCACTGTGACAVCACAGTGG————
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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: Original Motif
Direction: Forward
Position number: 2

Number of overlap: 14

Similarity score: 4.60325
Alignment:

BTRGGDCARAGGKCA-—-————————

—-TGGAGCACTGTGACAVCACAGTGG

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

2.0 2.0

- =L e = 8 FC 0.0
10 15

5
WetiLoga 34

15
WetiLoga 34
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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: 9

Number of overlap: 13

Similarity score: 5.08033
Alignment:

——————————— TTCAGCACCATGGACAGCKCC
TGGAGCACTGTGACAVCACAGTGG————————

Reverse complement motif = Consensus sequence:

Original motif =~ Consensus sequence: TTCAGCACCATGGACAGCKCC GGYGCTGTCCATGGTGCTGAA
2.0

2.0
%m CA c AC %m T
a0 IIA_ C _;é;_ﬂ_ =t 3 QIEQ o Q—“:g ! S 4 e-’_'l_:-n == -r_.-“_**éé
10 15 20

e Tw - 0

5

WetiLoga 34 Wetiloga 34

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

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

Page 338 of 416



e oclrCe:

Wetiloga 34

Best Matches for 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

Number of overlap: 12

Similarity score: 0.063076

Alignment:

MGGTCAGGGTGACCTRDBHV

——————— BBSGGCGGGGBS-

Original motif = Consensus sequence: VDBHMAGGTCACCCTGACCY

20

" ﬁ?gexgicéggqlkécgz

WebsLaga 3.4

2]
=

o= —~ C—--<
5

Welaloga 34

Reverse complement motif = Consensus sequence:
MGGTCAGGGTGACCTRDBHV

20

il ToelCs.

Webslaga 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:
YDRCCASYAGRKGGCRSYV
-BBSGGCGGGGBS—————-

1

16

CTCF

Reverse Complement
Original Motif
Forward

2

12

0.0642087

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

Original Motif
Reverse Complement
Backward

3
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Number of overlap: 12

Similarity score: 0.0671548

Alignment:

TGRCCTKTGHCCKAB

-SBCCCCGCCSBB--

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: Original Motif

Matching format of second motif: Reverse Complement

Direction: Forward

Position number: 2

Number of overlap: 12

Similarity score: 0.0734481

Alignment:

BAGGYCABHBTGACCKHV

-SBCCCCGCCSBB-——----

Reverse complement motif = Consensus sequence:

Original motif = Consensus sequence: VHRGGTCABDBTGMCCTB BAGGYCABHBTGACCKHY
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2.0

2.0

AGUT 16,601 AGG.CA ACQT
o=l s W X5 - o3 00 t== I‘%%T?ﬁ-— S & io=—
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: 12
0.0751084

Similarity score:

Alignment:
TTCAGCACCATGGACAGCKCC

BBSGGCGGGGBS——==—=————

Original motif = Consensus sequence: TTCAGCACCATGGACAGCKCC

e _—= 9

{); (- ——

5 10

Reverse complement motif =~ Consensus sequence:
GGYGCTGTCCATGGTGCTGAA

2.0

£10] .

1 =
—a = - - =T & | =¥ =

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:

18

sscCCCGCGcs
Reverse Complement
Reverse Complement

Direction: Backward

Position number: 1

Number of overlap: 11

Similarity score: 0.5

Alignment:

-SBCGCGGGGSB

BBSGGCGGGGBS

Original motif = Consensus sequence: BSCCCCGCGBS Reverse complement motif

2.0

" =cCCC

Consensus sequence: SBCGCGGGGSB

2.0
e C
1.0 ‘
- = —_— ——— v Ccccﬂ'?_—_

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:

32

gCGCGCsCgsG
Reverse Complement
Reverse Complement
Backward

1

11

0.548902
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Alignment:
-CGCGSGCGCGC
BBSGGCGGGGBS

Original motif = Consensus sequence: GCGCGCSCGCG

Reverse complement motif

. ‘?g C 5 CCC2?9 6 gggcc

Consensus sequence: CGCGSGCGCGC

5

Wetiiaga 34

£ € —
10

Wekiiaga 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:
-YSSGCAYGCSS
BBSGGCGGGGBS

Original motif = Consensus sequence: SSGCKTGCSSK

2

28

ssGCkTGCssk
Reverse Complement
Reverse Complement
Backward

1

11

0.550852

Reverse complement motif

Consensus sequence: YSSGCAYGCSS
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£

B O o

CC

T

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:
CGTGKCCGCGG-
BBSGGCGGGGBS

2

29

cCGCGGrCACG
Reverse Complement
Reverse Complement
Forward

1

11

0.56634

Original motif = Consensus sequence: CCGCGGRCACG

240

bits

0.0

“<CUVIGACACE

Weiloga 34

Reverse complement motif

=8
=

2.0

1.0

0.0

Consensus sequence: CGTGKCCGCGG

Dataset #:
Motif ID:
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Esrrb

Motif name:
Reverse Complement

Matching format of first motif:

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

Number of overlap: 11

Similarity score: 0.571364
Alignment:

VBBYCAAGGTCA-

-BBSGGCGGGGBS

Reverse complement motif = Consensus sequence: TGACCTTGMBBB

Original motif = Consensus sequence: VBBYCAAGGTCA

-~ oMOGTCA - TealCTre.

its

bi

bits

WetiLogo 34

Wehilogo 34

Dataset #: 2 Motif ID: 25 Motif name: wwCCAMAGTCmt

Original motif = Consensus sequence: DDCCAMAGTCHB Reverse complement motif = Consensus sequence: VDGACTRTGGDD

 (CAcAGTC . GACTIGG .

Watiloga 3.4

bits

bits

Best Matches for Motif ID 25 (Highest to Lowest)

Page 346 of 416



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

Original motif
CACTGTGRTRTCACAGTGSWSCACT

Consensus sequence:

G| UeTelAel

2
22

CACTGTGrYrtCACAGTGswsCAcT

Original Motif
Original Motif
Forward

9

12
0.0263648

EIQAGTTTTAIQL

Reverse complement motif = Consensus sequence:
AGTGSWSCACTGTGAMAMCACAGTG

20

"D UAcUACL U UaGa, GAVACT

€)= 3= == .—-—QTQ-_ = Al U ilc=x
1 & Wau.ug%za 2 1 18 & Wau.ug%za
Dataset #: 2
Motif ID: 20
Motif name: CagTGCTCCACTGTGgT

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

Position number:

Reverse Complement
Reverse Complement
Backward

6
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Number of overlap: 12
Similarity score: 0.0282828

Alignment:
ABCACAGTGGAGCACTG
VDGACTRTGGDD———---

Original motif = Consensus sequence: CAGTGCTCCACTGTGBT

o TOOTCUACTET 1

—-——-—-=.-
15

Webiiogo 3.4

Reverse complement motif
ABCACAGTGGAGCACTG

Consensus sequence:

QIT

- OloacTt

Webiiogo 3.4

Dataset #: 2

Motif ID: 26

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

Position number: 6

Number of overlap: 12

Similarity score: 0.0291095

Alignment:

AGTGCTCCACTGTGDTG

————— VDGACTRTGGDD
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Reverse complement motif = Consensus sequence:
Original motif = Consensus sequence: CAHCACAGTGGAGCACT P a

AGTGCTCCACTGTGDTG
"cA AGA A CA L | CTC (T T I
0.0 Q“‘_—g —— - - QL—'““_%:QI 0.0 Z%:I’; == E-V- - —T—'Ee
Dataset #: 2
Motif ID: 27
Motif name: AgTGCTCCACTGTGgGTGTCACAGT
Matching format of first motif: Reverse Complement
Matching format of second motif: Original Motif
Direction: Forward
Position number: 6
Number of overlap: 12
Similarity score: 0.0301919
Alignment:
AGTGCTCCACTGTGGTGTCACAGT
————— VDGACTRTGGDD---—--~-

Reverse complement motif = Consensus sequence:
ACTGTGACACCACAGTGGAGCACT

20

EI¢QIATT Q QA_Q_T v ?QAQI

15
Werlogo 34 Wetrlogo 34

Original motif = Consensus sequence: AGTGCTCCACTGTGGTGTCACAGT

o TETRT T ek

=== LB
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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

2.0

.G _cAAAG

bits

2.0

CA o lﬂrigCIl_l_A%#:gQE

—-.-- e
0.0

ﬂ,G—'

WabLogod 4 WabLogad 4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:
Number of overlap:

2

23
TGGAGCACTGTGACACCACAGTGg
Original Motif

Reverse Complement

Forward

4

12
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Similarity score:

Alignment:

CCACTGTGVTGTCACAGTGCTCCA
~--DDCCAMAGTCHB--—--—-—-

Original motif =~ Consensus sequence: TGGAGCACTGTGACAVCACAGTGG

20

8
R C c
" = =lcaanl TR
10

0.0360702

=AY =
5 15

Werlogo 34

Reverse complement motif = Consensus sequence:
CCACTGTGVTGTCACAGTGCTCCA

20

Jid
E10 Q
i c':e—-— = & ¥
: .

| 6AGAs ook

Wetrlogo 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:
GGYGCTGTCCATGGTGCTGAA
—-—--DDCCAMAGTCHB-—-——--

1

7

REST

Original Motif
Reverse Complement
Forward

4

12

0.0391228

Original motif = Consensus sequence: TTCAGCACCATGGACAGCKCC

Reverse complement motif = Consensus sequence:
GGYGCTGTCCATGGTGCTGAA
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2.0

0.0—==

s S A A — AL TP N 00

10 15 20
Webiloga 34 Wetiloga 34

2 1.n—: !
vellYWax Ac ccl Mage cT ar\\ | sVIVAL
5

Dataset #: 2
Motif ID: 17
Motif name: TgTGgTGTCACAGTGCTCC
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Backward
Position number: 3
Number of overlap: 12
Similarity score: 0.0393782
Alignment:
TGTGGTGTCACAGTGCTCC
————— DDCCAMAGTCHB--
- . Reverse complement motif = Consensus sequence:
I f : TGTGGTGTCACAGTGCT
Original moti Consensus sequence: TGTGGTGTCACAGTGCTCC GGAGCACTGTGACACCACA
"Tel ITCACA Tc0 “GiACACT [ A
o l*—‘-' =1 8 = s _‘:—‘__-_—%Qr_—ugﬂ AL = e P P W EQ-QA
Dataset #: 1
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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:
VDBHMAGGTCACCCTGACCY

DDCCAMAGTCHB———————-
Original motif

20

0.0 =

3

ESR1

Original Motif
Original Motif
Forward

1

12
0.0407304

Consensus sequence: VDBHMAGGTCACCCTGACCY

?Eaxgicgggclhécgz

Weblaga 34

Reverse complement motif
MGGTCAGGGTGACCTRDBHV

Consensus sequence:

GALQ:—: IGA-—T ’_‘__,Elg AGQ%—-— o

Weblaga 34

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:
Number of overlap:

1

10
NR1H2RXRA
Original Motif
Original Motif
Backward

2

12
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Similarity score: 0.0463384

Alignment:
AAAGGTCAAAGGTCAAC
—-——--DDCCAMAGTCHB-

Reverse complement motif = Consensus sequence:
GTTGACCTTTGACCTTI

2.0

Original motif = Consensus sequence: AAAGGTCAAAGGTCAAC

aaAll)

2.0

Ac

Watiloga 3.4 Watiloga 3.4

Dataset #: 2 Motif ID: 26 Motif name: CAcCACAGTGGAGCAct

. . ] Reverse complement motif  Consensus sequence:
Original motif = Consensus sequence: CAHCACAGTGGAGCACT AGTGCTCCACTGTGDTG

; el AOAG G Geher L TCTCLACTET) 12

Websiags 3.4 Websiags 3.4

Best Matches for Motif ID 26 (Highest to Lowest)

Dataset #: 2

Motif ID: 27

Motif name: AgTGCTCCACTGTGgGTGTCACAGT
Matching format of first motif: Reverse Complement
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Matching format of second motif: Original Motif

Direction: Forward
Position number: 1

Number of overlap: 17
Similarity score: 0.00742502
Alignment:

AGTGCTCCACTGTGGTGTCACAGT
AGTGCTCCACTGTGDTG-——————

Reverse complement motif ~ Consensus sequence:
ACTGTGACACCACAGTGGAGCACT

SO ATk Teksks

e A = A 4 L ey P .

15

Original motif = Consensus sequence: AGTGCTCCACTGTGGTGTCACAGT

10
Wesloge 34 Wesloge 34

Dataset #: 2

Motif ID: 22

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

Matching format of second motif: Original Motif

Direction: Forward

Position number: 9

Number of overlap: 17

Similarity score: 0.0456803

Alignment:
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CACTGTGRTRTCACAGTGSWSCACT
———————— CAHCACAGTGGAGCACT

Original motif

Consensus sequence:
CACTGTGRTRTCACAGTGSWSCACT

CACT T Lot icTebhe]

WebLagod 4

Reverse complement motif

Consensus sequence:

AGTGSWSCACTGTGAMAMCACAGTG

20

’ T%$Qn 0

S e

bits

GA WAVAUTc

A O A oW

L=

10

25
WebLagod 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:

TTCAGCACCATGGACAGCKCC
—-—-CAHCACAGTGGAGCACT--

Original motif

1

7

REST

Original Motif
Original Motif
Forward

3

17
0.0894884

Consensus sequence: TTCAGCACCATGGACAGCKCC

Reverse complement motif
GGYGCTGTCCATGGTGCTGAA

Consensus sequence:
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2.0 2.&—_
o cA Ac 21e] T :
o6 :':ln__,gg VALVYLIEIY QIEQ n@—?gé A E=28 ) L-3.8 = J‘:‘*éé
: 5 10 15 ﬂqm ; 5 10 15 ﬂqm
Dataset #: 2
Motif ID: 17
Motif name: TgTGgTGTCACAGTGCTCC
Matching format of first motif: Original Motif
Matching format of second motif: Reverse Complement
Direction: Backward
Position number: 2
Number of overlap: 17
Similarity score: 0.0962536

Alignment:
GGAGCACTGTGACACCACA
-CAHCACAGTGGAGCACT-

Original motif = Consensus sequence: TGTGGTGTCACAGTGCTCC

20

GGAGCACTGTGACACCACA

20

Reverse complement motif =~ Consensus sequence:

0.0 =

r I T T0hoscTegTeg “GhOhTET:

EQAQA

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:
YDRCCASYAGRKGGCRSYV
-CAHCACAGTGGAGCACT-

Original motif

20

G - esc AQ% VATV

Consensus sequence: YDRCCASYAGRKGGCRSYV

C

16

CTCF

Original Motif
Original Motif
Forward

2

17
0.0978126

Reverse complement motif
BMSMGCCYMCTKSTGGMHM

20

bits

10

Consensus sequence:

*-_-"_*-r_:gxg gg ——"—"Gl i

> ‘E\Ag_grﬂ o6 = _—
2 1o 3 Wabloga 3.4 12 Wabloga 3.4
Dataset #: 2
Motif ID: 23
Motif name: TGGAGCACTGTGACACCACAGTGg

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:
Number of overlap:

Reverse Complement
Reverse Complement
Backward

3

17
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Similarity score:

Alignment:

0.106708

CCACTGTGVTGTCACAGTGCTCCA
————— AGTGCTCCACTGTGDTG--

Original motif

20

8
R C c
" = =lcaanl TR
10

Consensus sequence: TGGAGCACTGTGACAVCACAGTGG

Reverse complement motif = Consensus sequence:
CCACTGTGVTGTCACAGTGCTCCA

20

Jid
E10 Q
i c':e—-— = & ¥
: .

1 G1UACAG o0 obA

=AY =
5 15

20

Werlogo 34 Wetrlogo 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:

ABCACAGTGGAGCACTG-
-CAHCACAGTGGAGCACT

Original motif

Consensus sequence: CAGTGCTCCACTGTGBT

2

20
CagTGCTCCACTGTGgT
Original Motif

Reverse Complement
Forward

2

16

0.5

Reverse complement motif
ABCACAGTGGAGCACTG

Consensus sequence:
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(1l 1

Websiags 3.4

10

AU CACr

Websiags 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:
ACTGTGGTGTCACART-
CAHCACAGTGGAGCACT

2

21
AMTGTGACACCACAGT
Original Motif

Reverse Complement
Forward

1

16

0.610921

Original motif = Consensus sequence: AMTGTGACACCACAGT

Weblogad 4

Reverse complement motif =~ Consensus sequence:
ACTGTGGTGTCACART

Tl GelGTCACA +

15
Weblogad 4

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:
————— VDGACTRTGGDD
AGTGCTCCACTGTGDTG

Original motif

ts

bi

Consensus sequence: DDCCAMAGTCHB

- (ChsaCTe

25

wwCCAMAGTCmt
Reverse Complement
Reverse Complement
Backward

1

12

2.5839

1

bits

Wetiloga 34

Reverse complement motif

2.0

Consensus sequence: VDGACTRTGGDD

==& —

- cACT

0.

10

Welaloga 34

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
Reverse Complement
Backward

2

12

2.60332
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Alignment:

————— TGMYCTTTGBCCK

AGTGCTCCACTGTGDTG-

Original motif = Consensus sequence: RGGBCAAAGKYCA Reverse complement motif  Consensus sequence: TGMYCTTTGBCCK
- _AT,L-?QAAAEIE_C'_‘% — l%QECIIlé:_-:?QE

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

Reverse complement motif = Consensus sequence:
ACTGTGACACCACAGTGGAGCACT

Original motif = Consensus sequence: AGTGCTCCACTGTGGTGTCACAGT

20

20
o I CT w
E10 C g Q T E10 C C
i .gé__.Tn = Vilsilal . sl J1C v = .- ?Qé!\ 255 W E-0 QA HpuSpy Y A
5 10 15 20 5 10

2

i

Werlogo 34 Wetrlogo 34

Best Matches for Motif ID 27 (Highest to Lowest)

Dataset #: 2

Motif ID: 22

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

Matching format of second motif: Reverse Complement

Direction: Forward
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Position number: 2

Number of overlap: 24
Similarity score: 0.0409586
Alignment:

AGTGSWSCACTGTGAMAMCACAGTG
—AGTGCTCCACTGTGGTGTCACAGT

Original motif = Consensus sequence:
CACTGTGRTRTCACAGTGSWSCACT

CACT T LLATVAVA! 4cTc cT

15
ung:!

Reverse complement motif = Consensus sequence:

AGTGSWSCACTGTGAMAMCACAGTG

20

§ AclHC aCA_

[

—=_E

Je=LVCTcCY| X111 VET

10

25
Weblagod 4

Dataset #: 2
Motif ID: 23
Motif name: TGGAGCACTGTGACACCACAGTGg

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

Direction: Forward
Position number: 3
Number of overlap: 22
Similarity score: 1.06364
Alignment:

CCACTGTGVTGTCACAGTGCTCCA--
--ACTGTGACACCACAGTGGAGCACT

Reverse Complement
Reverse Complement
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Reverse complement motif ~ Consensus sequence:
CCACTGTGVTGTCACAGTGCTCCA

20 20

“TecheekeTo ek cle "lAeG1G.

Original motif = Consensus sequence: TGGAGCACTGTGACAVCACAGTGG

[ 0AGAs ook

VN
Weslogo 34 Weilogo 34

0 = :.-..E | | ".Ez% i mAA = - —w = '—‘An.‘é
5 10 15 20

Dataset #: 1

Motif ID: 7

Motif name: REST

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

Position number: 3

Number of overlap: 19

Similarity score: 2.59599

Alignment:

TTCAGCACCATGGACAGCKCC—==——
—-—-ACTGTGACACCACAGTGGAGCACT

Reverse complement motif = Consensus sequence:

Original motif =~ Consensus sequence: TTCAGCACCATGGACAGCKCC GGYGCTGTCCATGGTGCTGAA

2.04

0

ap
%1-” CA AC 51.&—: T \
0 Ilnfﬁg YALVYIAE ,‘QICQ . 4-,:%,—.. Vi lLyYvAT Y =V “-"‘éé
i 5 10 15 20 2 : !

5 10 15 20
Wabloga 34 Webilaga 3.4
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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: 2

Number of overlap: 18

Similarity score: 3.10123

Alignment:

—————— GGAGCACTGTGACACCACA

ACTGTGACACCACAGTGGAGCACT -

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

GGAGCACTGTGACACCACA

20 20

T JCTCACASTeTe hCACTOTCACAcAc
Dataset #: 1
Motif ID: 16
Motif name: CTCF
Matching format of first motif: Original Motif
Matching format of second motif: Reverse Complement
Direction: Backward
Position number: 2
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Number of overlap: 18
Similarity score: 3.10186

Alignment:
—————— BMSMGCCYMCTKSTGGMHM

AGTGCTCCACTGTGGTGTCACAGT -

Original motif = Consensus sequence: YDRCCASYAGRKGGCRSYV

20

L -e-c Ag% VAT _IQAQE:_’:

0.0 = T =
5 10
WebLagn 34

Reverse complement motif =~ Consensus sequence:
BMSMGCCYMCTKSTGGMHM

20

00 é?c-:gxg gg _:te ) T2

15

EI

O

Lagads

Dataset #: 2
Motif ID: 26
Motif name: CAcCACAGTGGAGCAct

Original Motif
Reverse Complement

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

Direction: Backward
Position number: 1
Number of overlap: 17
Similarity score: 3.50248
Alignment:

——————— AGTGCTCCACTGTGDTG

AGTGCTCCACTGTGGTGTCACAGT

Page 366 of 416



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

AGTGCTCCACTGTGDTG
eA_ AGA.E égAQI LLCTQ QLT g
Dataset #: 2
Motif ID: 20
Motif name: CagTGCTCCACTGTGgT
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Forward
Position number: 2
Number of overlap: 16
Similarity score: 4
Alignment:
CAGTGCTCCACTGTGBT-———————

—AGTGCTCCACTGTGGTGTCACAGT

Reverse complement motif = Consensus sequence:

Original motif = Consensus sequence: CAGTGCTCCACTGTGBT ABCACAGTGGAGCACTG

- et ANTSS
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Dataset #: 2

Motif ID: 21

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

Position number: 1

Number of overlap: 16

Similarity score: 4.0041

Alignment:

———————— AMTGTGACACCACAGT

ACTGTGACACCACAGTGGAGCACT

Original motif = Consensus sequence: AMTGTGACACCACAGT

“u.To[ GACGCACA:T

Wabiogad 4

Reverse complement motif
ACTGTGGTGTCACART

Consensus sequence:

Dataset #: 1

Motif ID: 3

Motif name: ESR1

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

Position number: 6
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Number of overlap: 15

Similarity score: 4.59996

Alignment:

MGGTCAGGGTGACCTRDBHV-——=——————
————— ACTGTGACACCACAGTGGAGCACT

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: 9
Motif name: ESR2
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Backward
Position number: 7
Number of overlap: 12

6.08041

Similarity score:

Alignment:
———————————— VHRGGTCABDBTGMCCTB

AGTGCTCCACTGTGGTGTCACAGT —-————
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Reverse complement motif Consensus sequence:
Original motif ~ Consensus sequence: VHRGGTCABDBTGMCCTB P 9

BAGGYCABHBTGACCKHV
AGG.CA ACQT
W re X i AR ACx.
Dataset #: 2 Motif ID: 28 Motif name: ssGCKkTGCssk
Original motif = Consensus sequence: SSGCKTGCSSK Reverse complement motif = Consensus sequence: YSSGCAYGCSS

2.0

- “ ‘ Ccc = IACC Al ,CcC
) 5 <1 8 S yIr'\C

10
Webilaga 34 Webilaga 3.4

Best Matches for Motif ID 28 (Highest to Lowest)

Dataset #: 2

Motif ID: 32

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

Number of overlap: 11

Similarity score: 0.00456539
Alignment:
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GCGCGCSCGLG

SSGCKTGCSSK

Original motif = Consensus sequence: GCGCGCSCGCG Reverse complement motif = Consensus sequence: CGCGSGCGCGC
2.0 2.0
- ?g C : Ccc.ﬁ.—g@ . gggc . F= %y

= iaaan = iaoan

Dataset #: 2

Motif ID: 24

Motif name: ssCCCCGCSssk

Matching format of first motif: Reverse Complement

Matching format of second motif: Reverse Complement

Direction: Forward

Position number: 2

Number of overlap: 11

Similarity score: 0.0176347

Alignment:

BBSGGCGGGGRBS

-YSSGCAYGCSS

Original motif = Consensus sequence: SBCCCCGCCSBB Reverse complement motif = Consensus sequence: BBSGGCGGGGBS
2.0 20—
a.0 e . - = . d'-_——-':"-?—"-:—QCA cﬁé_.;___—%

5 10 5 10

WehiLogo 34 WetiLogo A4
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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:
SBCGCGGGGSB
YSSGCAYGCSS

2

18

sscCCCGCGces
Reverse Complement
Reverse Complement
Backward

1

11

0.0190954

Original motif = Consensus sequence: BSCCCCGCGBS

20—

" cCCC

Reverse complement motif = Consensus sequence: SBCGCGGGGSB

2.0
m C
= 1.0
. CCG«::“EE-:-—;
5 10

0.0 P*;ﬂ:%
Dataset #: 2
Motif ID: 29
Motif name: cCGCGGrCACG
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Backward
Position number: 1
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Number of overlap: 11

Similarity score: 0.0276515

Alignment:
CCGCGGRCACG
SSGCKTGCSSK

Original motif = Consensus sequence: CCGCGGRCACG

~li0licacacs

Weiloga 34

Reverse complement motif = Consensus sequence: CGTGKCCGCGG

~gararcCilss

WekiLoga 34

Dataset #: 1

Motif ID: 16

Motif name: CTCF
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Forward
Position number: 8

Number of overlap: 11

Similarity score: 0.0349439
Alignment:

YDRCCASYAGRKGGCRSYV

——————— SSGCKTGCSSK-

Original motif = Consensus sequence: YDRCCASYAGRKGGCRSYV

Reverse complement motif = Consensus sequence:
BMSMGCCYMCTKSTGGMHM
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20

20

V1.l

15
WebiLagad4

[
£10 G
- -‘—-“:‘(;g:!: =
5

Mzég Ag%_ AT IQAEE&
2 19 3 WabiLoga 3.4
Dataset #: 1
Motif ID: 4
Motif name: Esrrb
Matching format of first motif: Reverse Complement
Matching format of second motif: Original Motif
Direction: Backward
Position number: 1
11
0.0358701

Number of overlap:
Similarity score:

Consensus sequence: TGACCTTGMBBB

Alignment:
VBBYCAAGGTCA
-YSSGCAYGCSS
Original motif = Consensus sequence: VBBYCAAGGTCA Reverse complement motif
2.0 B = } BTN %o = r = T
Dataset #: 1
9
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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

2.0 2.0

AGUTVR TG.G0T L AGG.cA  |UAVCT.

Original motif = Consensus sequence: VHRGGTCABDBTGMCCTB

bits

1.0

bits

—_— e - —— = 0.0 s

0.0
10 15

Webilogo 3.4

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

Similarity score: 0.0409322
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Alignment:
TTCAGCACCATGGACAGCKCC
-YSSGCAYGCSS——=——————

Original motif = Consensus sequence: TTCAGCACCATGGACAGCKCC

{); (= —_—

EWTIQAUQ CéEHAC “QIEQ

Webiloga 34

Reverse complement motif
GGYGCTGTCCATGGTGCTGAA

2.0

bits

D
)
P

T

0.0

1.0 T
F-28 A 238

Consensus sequence:

=~ = é_

en{ll

10

15
Watiloga 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:
BTRGGDCARAGGKCA
-—-YSSGCAYGCSS--

1

14

PPARGRXRA

Reverse Complement
Original Motif
Forward

3

11

0.041419

Original motif = Consensus sequence: BTRGGDCARAGGKCA

Reverse complement motif

Consensus sequence: TGRCCTKTGHCCK
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2.0

bits

e ———

" L:Ili‘f.'u-_x e 9_ .AAAITCA

15
Webiloga 3.4

2.0

Dataset #: 1

Motif ID: 1

Motif name: HNF4A
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: 0.0437981
Alignment:

RGGBCAAAGKYCA

--YSSGCAYGCSS

Original motif = Consensus sequence: RGGBCAAAGKYCA

20

- ,-E?QEAAAE:EEQA

P mE=—j-_= —

bits

Webilogod 4

Reverse complement motif  Consensus sequence: TGMYCTTTGBCCK

20

) l$22011l_&_”$g5

0.

Webilogo 3 4

Dataset #: 2 Motif ID: 29 Motif name: cCGCGGrCACG
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Original motif = Consensus sequence: CCGCGGRCACG

~li0licacacs

Weiloga 34

Best Matches for Motif ID 29 (Highest to Lowest)

Dataset #: 2

Motif ID: 32

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

Number of overlap: 11

Similarity score: 0.010473
Alignment:

GCGCGCSCGCG

CCGCGGRCACG

Original motif = Consensus sequence: GCGCGCSCGCG

?g C Cccagg

bitg

Reverse complement motif

Consensus sequence: CGTGKCCGCGG

~gararcCilss

Reverse complement motif

2.0

Cecll

e

WekiLoga 34

Consensus sequence: CGCGSGCGCGC

5

25 T —
10

Wekiiaga 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:
TTCAGCACCATGGACAGCKCC
——————— CCGCGGRCACG——--

1

7

REST

Original Motif
Original Motif
Backward

4

11
0.0484441

Original motif = Consensus sequence: TTCAGCACCATGGACAGCKCC

Hu 10 A cAl AC -

20
WetiLoga 34

Reverse complement motif = Consensus sequence:
GGYGCTGTCCATGGTGCTGAA

2.0

210
= : QI 6-’_!:-:- =7 “*‘Aé

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

Reverse Complement
Reverse Complement
Backward

3
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Number of overlap: 11
Similarity score: 0.0486581

Alignment:

MGGTCAGGGTGACCTRDBHV
——————— CGTGKCCGCGG--

Original motif = Consensus sequence: VDBHMAGGTCACCCTGACCY

20

| ﬁQEAIQICAqchkéCQE

0.0

bits

Weblaga 3.4

Reverse complement motif
MGGTCAGGGTGACCTRDBHV

Consensus sequence:

LCAICQ

Weblagn a4

Dataset #: 2

Motif ID: 28

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

Number of overlap: 11

Similarity score: 0.0503056
Alignment:

SSGCKTGCSSK

CCGCGGRCACG

Original motif = Consensus sequence: SSGCKTGCSSK

Reverse complement motif

Consensus sequence: YSSGCAYGCSS
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= CC CC
T

5 10
Weksiaga 34

CC

Webilaga 34

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

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

Direction: Backward
Position number: 2
Number of overlap: 11
Similarity score: 0.055777
Alignment:

BBSGGCGGGGBS

CGTGKCCGCGG-

Original motif = Consensus sequence: SBCCCCGCCSBB

2.0

Reverse Complement
Reverse Complement

Reverse complement motif

Consensus sequence: BBSGGCGGGGBS

Dataset #: 1
Motif ID: 16
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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:
YDRCCASYAGRKGGCRSYV
——————— CCGCGGRCACG-

CTCF

Original Motif
Original Motif
Backward

2

11
0.0588663

Original motif = Consensus sequence: YDRCCASYAGRKGGCRSYV

20

: ACS=~

J - e-c AC% JVAT V=

5

WebLognd 4

Reverse complement motif =~ Consensus sequence:
BMSMGCCYMCTKSTGGMHM

20

0
10

" -L‘?QQIQ gg __—eCl X o

I

15

O

Lagads

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

1

14

PPARGRXRA

Reverse Complement
Reverse Complement
Forward

4

11

0.0629476
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Alignment:
TGRCCTKTGHCCKAB
-——CGTGKCCGCGG-

Original motif = Consensus sequence: BTRGGDCARAGGKCA

20

it
5

e Y-

5

0.0

2GG_cRaAUG A

15
Webiloga 3.4

Reverse complement motif

‘ “TaalT]

0.0

Consensus sequence: TGRCCTKTGHCCK

CC

":‘RI QA

Wm;,ga a4

Dataset #: 2

Motif ID: 18

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

Number of overlap: 11

Similarity score: 0.0651451
Alignment:

BSCCCCGCGBS

CCGCGGRCACG

Original motif = Consensus sequence: BSCCCCGCGBS

Reverse complement motif

Consensus sequence: SBCGCGGGGSB
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EAEEQCQC

10
Watiiaga 34

- _ F=—— (-l @ — = —
5 10

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:
BAGGYCABHBTGACCKHV-
———————— CGTGKCCGCGG

Original motif = Consensus sequence: VHRGGTCABDBTGMCCTB

1

9

ESR2

Reverse Complement
Reverse Complement
Forward

9

10

0.551597

Reverse complement motif
BAGGYCABHBTGACCKHV

2.0

bits

AGG, CA

A X =

Consensus sequence:

| Angx

0.0 ——= T
5

10

Webilogo 3.4

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:
VGCACGTGGH--
-CGTGKCCGCGG

Original motif = Consensus sequence: VGCACGTGGH

2.0
o — e A e e e W
5

2.0

8

Myc

Reverse Complement
Original Motif
Forward

2

9

o
o CAC I -
—_—————- s = L A
s

1.0488

————

10

Wbl oga 3 4

Reverse complement motif

Consensus sequence: DCCACGTGCV

10
Wbl aga 3 4

Dataset #: 2

Original motif = Consensus sequence: TAAACGATGCC

2.0 2.0
s s
=10 =10

0.0 0.0

Motif ID: 30

Motif name: taaacgatgcc

Reverse complement motif

Consensus sequence: GGCATCGTTTA
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Best Matches for Motif ID 30 (Highest to Lowest)

Dataset #: 1

Motif ID: 10

Motif name: NR1H2RXRA
Matching format of first motif: Original Motif
Matching format of second motif: Reverse Complement
Direction: Backward
Position number: 3

Number of overlap: 11

Similarity score: 0.0511364
Alignment:

GTTGACCTTTGACCTTT

-—-—--TAAACGATGCC--

Reverse complement motif  Consensus sequence:

Original motif =~ Consensus sequence: AAAGGTCAAAGGTCAAC GTTGACCTTTGACCTT]

2.0

w
E1.0 A
C o=
00 =0 e
5

L.

10

Ac

Watiloga 3.4

Dataset #: 1

Motif ID: 2

Motif name: NR2F1
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
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Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
TGAMCTTTGMMCYT
TAAACGATGCC---

Forward

1

11
0.0563811

Original motif = Consensus sequence: TGAMCTTTGMMCYT

bits

TOAVIT] Gancen

Webiioga 3.4

Reverse complement motif = Consensus sequence: AKGYYCAAAGRTC

bits

2.0

1.0

0.0

G CARAUSTCA

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:
GCCAAAGTAT-
GGCATCGTTTA

2

19

atactttggc

Reverse Complement
Reverse Complement
Forward

1

10

0.5375
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Original motif = Consensus sequence: ATACTTTGGC

2.0

bits
5

a.0

WL g 3

Reverse complement motif

2.0

bits
5

Consensus sequence: GCCAAAGTAT

WL ogo 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:
-CGTCCGTATAG
GGCATCGTTTA-

2

31

ctatacggacg

Reverse Complement
Reverse Complement
Backward

2

10

0.5625

Original motif = Consensus sequence: CTATACGGACG

2.0
o
- GMIAC Ac
0.0 - = -
5 10

Webiioga 34

Reverse complement motif

2.0

0.0

Consensus sequence: CGTCCGTATAG

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:
ACTGTGACACCACAGTGGAGCACT---
———————————————— TAAACGATGCC

Original motif

Consensus sequence: AGTGCTCCACTGTGGTGTCACAGT

2

27
AgTGCTCCACTGTGgTGTCACAgT
Original Motif

Reverse Complement

Forward

17

8

1.55502

Reverse complement motif = Consensus sequence:
ACTGTGACACCACAGTGGAGCACT

20

— —— ~

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

B 1ol Ao heke e

AN | =
20

15
Werlogo 34 Wetrlogo 34

Dataset #:

Motif ID:

Motif name:

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

Position number:

2

21
AMTGTGACACCACAGT
Original Motif

Original Motif
Backward

9

Page 389 of 416



Number of overlap:
Similarity score:

Alignment:
—-——-AMTGTGACACCACAGT
TAAACGATGCC-——————~-

8

1.55908

Original motif = Consensus sequence: AMTGTGACACCACAGT

g:?QIAE‘AgAgQAQA%I

Weblogad 4

Reverse complement motif
ACTGTGGTGTCACART

20

=1.0

Consensus sequence:

0.0

gIAlI;T¢IQ (AT

Weblogad 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:
CGTGKCCGCGG——--
—-——-GGCATCGTTTA

2

29

cCGCGGrCACG
Reverse Complement
Reverse Complement
Forward

4

8

1.5625

Original motif = Consensus sequence: CCGCGGRCACG

Reverse complement motif

Consensus sequence: CGTGKCCGCGG
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bits
(w]

bits

ofilloacac: - oerarelil.

0.0

Watiiaga 34 Webilaga 34

Dataset #: 2

Motif ID: 33

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

Number of overlap: 7

Similarity score: 2.04464
Alignment:

—-—-——-SRACYCCGAYR

TAAACGATGCC——---

Original motif = Consensus sequence: SRACYCCGAYR Reverse complement motif = Consensus sequence: KKTCGGKGTKS
Dataset #: 1

Motif ID: 16

Page 391 of 416



Motif name:
Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
BMSMGCCYMCTKSTGGMHM—-—-—-—
———————————— TAAACGATGCC

CTCF

Original Motif
Reverse Complement
Forward

13

7

2.05416

Original motif = Consensus sequence: YDRCCASYAGRKGGCRSYV

20

0.0 = T
5

zhéc AC% AITCAEEQ

WebLognd 4

Reverse complement motif =~ Consensus sequence:
BMSMGCCYMCTKSTGGMHM

20

0
10

o4 .L?Q?IQ gg _:tE\-Cl o < _ A

I

15

O

Lagads

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

2

20
CagTGCTCCACTGTGgT
Original Motif

Original Motif
Backward

11

7

2.05952
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Alignment:
—-———-CAGTGCTCCACTGTGBT
TAAACGATGCC——————————

Reverse complement motif ~ Consensus sequence:
ABCACAGTGGAGCACTG

Original motif = Consensus sequence: CAGTGCTCCACTGTGBT

Dataset #: 2 Motif ID: 31 Motif name: ctatacggacg

Original motif = Consensus sequence: CTATACGGACG Reverse complement motif = Consensus sequence: CGTCCGTATAG
Best Matches for Motif ID 31 (Highest to Lowest)

Dataset #: 2

Motif ID: 33

Motif name: srACyCCGAyr

Matching format of first motif: Original Motif

Matching format of second motif: Original Motif

Direction: Backward
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Position number: 1

Number of overlap: 11
Similarity score: 0.0803571
Alignment:

SRACYCCGAYR

CTATACGGACG

Original motif = Consensus sequence: SRACYCCGAYR

2.0

= CAHMI ,C CA

0.0

Reverse complement motif

2.0

=ICA

0.0

Consensus sequence: KKTCGGKGTKS

A CC

10

2 i e = Wiebtoga 3.4
Dataset #: 2
Motif ID: 30
Motif name: taaacgatgcc
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Backward
Position number: 2
Number of overlap: 10
Similarity score: 0.580357
Alignment:
—-TAAACGATGCC
CTATACGGACG-

Original motif = Consensus sequence: TAAACGATGCC

Reverse complement motif

Consensus sequence: GGCATCGTTTA
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Webiioga 34

2.0

[alnl

Webiiaga 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:
GCGGACGTTV--
-CGTCCGTATAG

1

13

MIZF

Reverse Complement
Reverse Complement
Forward

2

9

1.0623

Original motif = Consensus sequence: BAACGTCCGC

ts

b

- alelTOCG,

L e

Reverse complement motif

Consensus sequence: GCGGACGTTV

Dataset #:
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Motif ID: 19

Motif name: atactttggc

Matching format of first motif: Original Motif

Matching format of second motif: Original Motif

Direction: Backward

Position number: 2

Number of overlap: 9

Similarity score: 1.06647

Alignment:

-—-ATACTTTGGC

CTATACGGACG-

Original motif = Consensus sequence: ATACTTTGGC Reverse complement motif  Consensus sequence: GCCAAAGTAT
2.0 2.0
e 5 S e 5 —

Dataset #: 2

Motif ID: 29

Motif name: cCGCGGrCACG

Matching format of first motif: Original Motif

Matching format of second motif: Original Motif

Direction: Backward

Position number: 3

Number of overlap: 9

Similarity score: 1.07758
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Alignment:
-—-CCGCGGRCACG
CTATACGGACG—--

Original motif = Consensus sequence: CCGCGGRCACG

- oGllcacacs

Wetiiaga 34

Reverse complement motif

2.0

O
=
P

0.0

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:
-—--SSGCKTGCSSK
CGTCCGTATAG---

2

28

ssGCkTGCssk
Reverse Complement
Original Motif
Backward

4

8

1.56473

Original motif = Consensus sequence: SSGCKTGCSSK

Reverse complement motif

Consensus sequence: YSSGCAYGCSS
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= CC CC
T

CC

Watiiaga 34 Webilaga 34

Dataset #: 2

Motif ID: 32

Motif name: gCGCGCsCgsG

Matching format of first motif: Reverse Complement

Matching format of second motif: Original Motif

Direction: Forward

Position number: 4

Number of overlap: 8

Similarity score: 1.57871

Alignment:

GCGCGCSCGCG---

-—-—-CGTCCGTATAG

Original motif = Consensus sequence: GCGCGCSCGCG Reverse complement motif = Consensus sequence: CGCGSGCGCGC
G ==y C . Cccég_—s‘— o gggc . r= Ny

Dataset #: 2

Motif ID: 24
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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:
BBSGGCGGGGBS-—---
————— CTATACGGACG

Original motif

ts

b

- ceellce.

ssCCCCGCSssk
Original Motif
Reverse Complement
Forward

6

7

2.06779

Consensus sequence: SBCCCCGCCSBB

WetiLogo 3.4

Reverse complement motif

2.0+

2 4o
5149

Consensus sequence: BBSGGCGGGGBS

Ce— =<

WeshiLogo 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:

1

8

Myc

Reverse Complement
Reverse Complement
Forward

5

6

2.54768
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Alignment:
DCCACGTGCV—-=—---
-——-CGTCCGTATAG

Original motif = Consensus sequence: VGCACGTGGH

2.0

. —

——

~__CACGI(

10
Wbl oga 3 4

Reverse complement motif

Consensus sequence: DCCACGTGCV

2.0
P ——— B T e ==
5

10
Wbl oga 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:
GCCACGTGSD-—---
-——-CGTCCGTATAG

1

6

Mycn

Reverse Complement
Reverse Complement
Forward

5

6

2.55363

Original motif = Consensus sequence: HSCACGTGGC

Reverse complement motif

Consensus sequence: GCCACGTGSD
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bits

ECACAL

a.0 - _.--._

[UTSTSE .—..gc.g 4

bits

”ACCA

0.0 = e = L

I -
5 10

Wbl aga 3 4

Dataset #: 2 Motif ID: 32

Original motif = Consensus sequence: GCGCGCSCGCG

el e

Wa_l_aguaa

bits

Motif name:

gCGCGCsCgsG

Reverse complement motif

2.0
: g—-—c:

5

Zh

WetiLogo 3.4

0.0

Best Matches for Motif ID 32 (Highest to Lowest)

Dataset #: 2

Motif ID: 29

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

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

Number of overlap: 11

Similarity score: 0.0131931
Alignment:

CCGCGGRCACG

GCGCGCSCGCG

Page 401 of 416
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Original motif = Consensus sequence: CCGCGGRCACG Reverse complement motif = Consensus sequence: CGTGKCCGCGG

240 2.0

*eGuliuGACACS “GEIGIC

bits

Dataset #: 2

Motif ID: 28

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

Number of overlap: 11

Similarity score: 0.0299395
Alignment:

SSGCKTGCSSK

GCGCGCSCGCG

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

2.0

il - “ ‘ Ccc = IACC Al ,CC
5 <1 § e yI'\C

10
wWetiiaga 3.4 wWebiiaga 3.4
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Dataset #: 2

Motif ID: 18

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

Number of overlap: 11

Similarity score: 0.0338798
Alignment:

BSCCCCGCGBS

GCGCGCSCGCG

Original motif = Consensus sequence: BSCCCCGCGBS

20—

Reverse complement motif = Consensus sequence: SBCGCGGGGSB

2.0
o C
E‘I.CI
_— P C ; CCC:‘E—ET———

10
Wabiioga 3.4 WatiLaga 3.4

" -cCCC

0.3

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:
Number of overlap:

2

24

ssCCCCGCSssk
Reverse Complement
Reverse Complement
Forward

2

11
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Similarity score:

Alignment:
BBSGGCGGGGBS
-CGCGSGCGCGC

0.0410595

Original motif = Consensus sequence: SBCCCCGCCSBB

2.0

ord

a.

e CGC QC?P,

WatiLoga 3.4

Reverse complement motif

2.0

2,40
510

pol==ar S CX

Consensus sequence: BBSGGCGGGGBS

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
BMSMGCCYMCTKSTGGMHM
—————— GCGCGCSCGCG--

1

16

CTCF

Original Motif
Reverse Complement
Forward

7

11

0.0537298

Original motif = Consensus sequence: YDRCCASYAGRKGGCRSYV

Reverse complement motif
BMSMGCCYMCTKSTGGMHM

Consensus sequence:
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AS=~

WebiLagad4

20

0
E‘l.ﬂ G T
- -L’:_\i;g}: gg I XCaVTIE 2
5 10

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
-—-—-GCGCGCSCGCG———-—-

1

3

ESR1

Original Motif
Reverse Complement
Backward

7

11

0.0651602

Original motif = Consensus sequence: VDBHMAGGTCACCCTGACCY

20

bits

0.0

| ﬁEgAIPICAgngﬁéCQg

Weblaga 3.4

Reverse complement motif =~ Consensus sequence:
MGGTCAGGGTGACCTRDBHYV

20

0.0 %ﬁrIcA‘-—ﬂ‘ﬁ;EéGQ%Tf_ﬁ_— ==

-
5
Weblagn a4

Dataset #:
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Motif ID: 13

Motif name: MIZF
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: 0.55601
Alignment:
BAACGTCCGC-
GCGCGCSCGCG
Original motif = Consensus sequence: BAACGTCCGC Reverse complement motif = Consensus sequence: GCGGACGTTV

2.0

$AQ TCC <

e S
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: 0.561823
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Alignment:

DCCACGTGCV-
GCGCGCSCGCG
Original motif = Consensus sequence: VGCACGTGGH Reverse complement motif = Consensus sequence: DCCACGTGCV
2.0 =0
— E‘EC QAI - = o0 l—— B o W T ==
= TR L = TR L
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 number: 1
Number of overlap: 10
Similarity score: 0.561904
Alignment:
-HSCACGTGGC
GCGCGCSCGCG
Original motif = Consensus sequence: HSCACGTGGC Reverse complement motif = Consensus sequence: GCCACGTGSD
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2.0 2.0
1.0

HQCAGAI G - L.CVA -

L —
— —— o.0 — e e, TS T . ——

10
Wbl oga 3 4 Wbl aga 3 4

bits
bits
s

.0

4]
-
(=]

Dataset #: 2

Motif ID: 31

Motif name: ctatacggacg

Matching format of first motif: Reverse Complement

Matching format of second motif: Original Motif

Direction: Backward

Position number: 4

Number of overlap: 8

Similarity score: 1.56956

Alignment:

-—-—CTATACGGACG

CGCGSGCGCGC—--

Original motif = Consensus sequence: CTATACGGACG Reverse complement motif = Consensus sequence: CGTCCGTATAG
OQMIAC E AQ 0.0 5 10

Dataset #: 2 Motif ID: 33 Motif name: srACyCCGAyr
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Original motif = Consensus sequence: SRACYCCGAYR

E%CAA“C““ ACA

Weiloga 34

Best Matches for Motif ID 33 (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: Forward
Position number: 2

Number of overlap: 11
Similarity score: 0.0287254
Alignment:

MGGTCAGGGTGACCTRDBHV
—-KKTCGGKGTKS——==-=-=—-——

Original motif = Consensus sequence: VDBHMAGGTCACCCTGACCY

20

| _QEAI%ICAgngkéCQ;

WebLaga 34

Reverse complement motif = Consensus sequence: KKTCGGKGTKS

2.0

CC

5 10
Weliiaga A4

SICA A

0.0

Reverse complement motif = Consensus sequence:

MGGTCAGGGTGACCTRDBHV

20

MQﬂIGA+¢Rl§éCQ%T@“

Weblaga 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:
CCACTGTGVTGTCACAGTGCTCCA
————————— KKTCGGKGTKS——-—

Original motif

20

Consensus sequence: TGGAGCACTGTGACAVCACAGTGG

2

23
TGGAGCACTGTGACACCACAGTGg
Reverse Complement

Reverse Complement

Backward

5

11

0.0316919

20

o
" C T c Q c
- — altdoanl (Tl I=Al I S e
10

=AY =
5 15

Reverse complement motif
CCACTGTGVTGTCACAGTGCTCCA

Consensus sequence:

CJcCA

Werlogo 34

2
£10 Q
S =l S Ty
5

1

LA ¥ 1 1 ,_:Tf?:
0 15

Wetrlogo 34

Dataset #:

Motif ID:

Motif name:

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

Position number:

1

9

ESR2

Original Motif
Reverse Complement
Backward

5
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Number of overlap: 11
Similarity score: 0.032424

Alignment:
BAGGYCABHBTGACCKHV
-—-—-SRACYCCGAYR----

Reverse complement motif =~ Consensus sequence:
BAGGYCABHBTGACCKHV

2.0

Original motif = Consensus sequence: VHRGGTCABDBTGMCCTB

Dataset #: 2

Motif ID: 17

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

Position number: 6

Number of overlap: 11

Similarity score: 0.0326389

Alignment:

GGAGCACTGTGACACCACA

————— SRACYCCGAYR---
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Original motif = Consensus sequence: TGTGGTGTCACAGTGCTCC

20

1T TCACTeTes

5

bits

Reverse complement motif ~ Consensus sequence:
GGAGCACTGTGACACCACA

20

o _AA

Dataset #: 2
Motif ID: 22

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

Position number: 7

Number of overlap: 11

Similarity score: 0.0342172

Alignment:

AGTGSWSCACTGTGAMAMCACAGTG

———————— SRACYCCGAYR-—=———-

Original motif = Consensus sequence:
CACTGTGRTRTCACAGTGSWSCACT

CACTT TiriA UeTobcT

15 25
WabLagod 4

Reverse complement motif = Consensus sequence:
AGTGSWSCACTGTGAMAMCACAGTG

20

N[ UacuAC [ vaCa CHVRCT

= —-—QTQ,‘ = A~ Do |CFA | El le=x
é 5 10 15 20 2
WablLagod 4

bits
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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
—————— KKTCGGKGTKS——-—

1

7

REST

Reverse Complement
Reverse Complement
Backward

5

11

0.0347246

Original motif = Consensus sequence: TTCAGCACCATGGACAGCKCC

Hu 10 A cAl AC -

20
WetiLoga 34

Reverse complement motif = Consensus sequence:
GGYGCTGTCCATGGTGCTGAA

2.0

%m
RS QI AT A

2 4 =W _ A

5 10 15 20
Webilaga 3.4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:

2

31
ctatacggacg
Original Motif
Original Motif
Forward

1
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Number of overlap: 11

Similarity score: 0.0430556

Alignment:

CTATACGGACG

SRACYCCGAYR

Original motif = Consensus sequence: CTATACGGACG Reverse complement motif = Consensus sequence: CGTCCGTATAG

240 2.0

bits
bits

0.0

0.0

Dataset #: 2

Motif ID: 25

Motif name: wwCCAMAGTCmt
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: 0.0430556

Alignment:

DDCCAMAGTCHB

-KKTCGGKGTKS

Original motif = Consensus sequence: DDCCAMAGTCHB Reverse complement motif = Consensus sequence: VDGACTRTGGDD
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2.0

bits
=

oACTS ]

10
Welaloga 34

: C
29 = 5 A A-:n" o ;QA 5
Dataset #: 2
Motif ID: 24
Motif name: ssCCCCGCSssk
Reverse Complement
Reverse Complement

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

Direction:
Position number:

Number of overlap:
Similarity score:

Forward

3

10
0.513889

Reverse complement motif

Consensus sequence: BBSGGCGGGGBS

Alignment:
BBSGGCGGGGBS-
--KKTCGGKGTKS
Original motif = Consensus sequence: SBCCCCGCCSBB
Dataset #: 2
18
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Motif ID:



Motif name: sscCCCGCGcs

Matching format of first motif: Reverse Complement

Matching format of second motif: Reverse Complement

Direction: Backward

Position number: 2

Number of overlap: 10

Similarity score: 0.535703

Alignment:

-SBCGCGGGGSB

KKTCGGKGTKS-

Original motif = Consensus sequence: BSCCCCGCGBS Reverse complement motif = Consensus sequence: SBCGCGGGGSB
20— 2.0
oG o . _— . CC o ==

5 10 5 10

WetiLoga 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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