MOTIFSIM - MOTIF SIMilarity Detection Tool

Version 2.2

INPUT

Input Parameters

Number of files: 5

Number of top significant motifs: 10

Number of best matches: 10

Similarity cutoff >= 0.75

Matching motif database: UniProbe Mus Musculus
Motif tree: Yes

Combined similar motifs: Yes

Output file type: All

Output file format: All

Input files and motif counts

File name Count of motifs Dataset number
MEME_DMO5.txt 46 1
MEME-ChIP_DMO05.txt 4 2
PScanChIP_DMO05.txt 16 3
RSAT_peak-motifs_DMO05.txt 17 4
W-ChIPMotifs_DMO05.txt 11 5
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RESULTS

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

Dataset #: 5 Motif ID: 84 Motif name: TFW3
Original motif = Consensus sequence: GCACTG Reverse complement motif = Consensus sequence: CAGTGC
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Best Matches for Top Significant Motif ID 84 (Highest to Lowest)

Dataset #: 4

Motif ID: 67

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: 6

Similarity score: 0

Alignment:

GGAGCACTGTGACACCACA

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

20

1T TCACTeTes

5
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Reverse complement motif ~ Consensus sequence:
GGAGCACTGTGACACCACA

20

o _AA

Dataset #: 4
Motif ID: 72

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

Direction: Forward

Position number: 7

Number of overlap: 6

Similarity score: 0.000794289

Alignment:

CACTGTGRTRTCACAGTGSWSCACT

—————— CAGTGC--——————————-

Original motif = Consensus sequence:
CACTGTGRTRTCACAGTGSWSCACT

CACTT TiriA UeTobcT

15 25
WabLagod 4

Reverse complement motif = Consensus sequence:
AGTGSWSCACTGTGAMAMCACAGTG

20
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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
--—--GCACTG-—-———————————~

Original motif =~ Consensus sequence: TGGAGCACTGTGACAVCACAGTGG

20

4
73
TGGAGCACTGTGACACCACAGTGg
Original Motif

Original Motif

Forward

5

6

0.00482436

Reverse complement motif = Consensus sequence:
CCACTGTGVTGTCACAGTGCTCCA
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Dataset #:

Motif ID:

Motif name:

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

Position number:

4
76
CAcCACAGTGGAGCACct
Original Motif

Reverse Complement
Backward

7

Page 4 of 79



Number of overlap:
Similarity score:

Alignment:
AGTGCTCCACTGTGDTG

6
0.0201914

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:
ABCACAGTGGAGCACTG
-—-—--CAGTGC-—————-

4
70
CagTGCTCCACTGTGgT
Reverse Complement
Reverse Complement
Backward

8

6

0.0205497
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Reverse complement motif ~ Consensus sequence:

ABCACAGTGGAGCACTG
_-?-A A4 QAQII

Webiiogo 3.4 Webiiogo 3.4

Original motif = Consensus sequence: CAGTGCTCCACTGTGBT

{16

15

Dataset #: 4

Motif ID: 77

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

Position number: 13

Number of overlap: 6

Similarity score: 0.0290883

Alignment:

ACTGTGACACCACAGTGGAGCACT

———————————— CAGTGC------

Reverse complement motif = Consensus sequence:
ACTGTGACACCACAGTGGAGCACT

20

EI¢QIATT Q QA_Q_T vy ?QAQI

15
Werlogo 34 Wetrlogo 34

Original motif = Consensus sequence: AGTGCTCCACTGTGGTGTCACAGT

o TETRT T ek

=== LB
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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
~CAGTGC-—--—-—=-————-

Original motif

3

57

REST

Reverse Complement
Original Motif
Backward

15

6

0.039883

Consensus sequence: TTCAGCACCATGGACAGCKCC

Hu _T A CAI AC ve.cC

wm_ng o34

Reverse complement motif

Consensus sequence:

GGYGCTGTCCATGGTGCTGAA

2.0
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20
Wetiloga 34

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:

3

65

Tcfcp2l1

Reverse Complement
Original Motif
Backward

2
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Number of overlap: 6

Similarity score: 0.0447224

Alignment:

CCAGYYHVADCCRG

——————— CAGTGC-

Original motif = Consensus sequence: CCAGYYHVADCCRG Reverse complement motif  Consensus sequence: CKGGDTBDMMCT(
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Dataset #: 1
Motif ID: 5

Motif name: Motif 5

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: 0.0459818

Alignment:

GAKAGKTGGCTCWG

GCACTG---—-—-—---

Original motif = Consensus sequence: CWGAGCCAYCTYTC Reverse complement motif = Consensus sequence: GAKAGKTGGCTCV
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Dataset #:

Motif ID:

Motif name:

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

4
75

wwCCAMAGTCmt
Original Motif
Reverse Complement

Direction: Forward

Position number: 6

Number of overlap: 6

Similarity score: 0.0587933

Alignment:

VDGACTRTGGDD

————— GCACTG-

Original motif = Consensus sequence: DDCCAMAGTCHB Reverse complement motif = Consensus sequence: VDGACTRTGGDD
Dataset #: 5 Motif ID: 85 Motif name: TFW1
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Original motif = Consensus sequence: TTGCGCAA
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Reverse complement motif

Consensus sequence: TTGCGCAA
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Best Matches for Top Significant Motif ID 85 (Highest to Lowest)

Dataset #: 1
Motif ID: 21
Motif name: Motif 21
Matching format of first motif: Original Motif
Matching format of second motif: Reverse Complement
Direction: Backward
Position number: 1
8
0.0195312

Number of overlap:
Similarity score:

Alignment:
TTYGGAAAGCAG
--—-TTGCGCAA
Original motif = Consensus sequence: CTGCTTTCCMAA
2.0
0.0
5 10 i toanis

Reverse complement motif
2.0
0.0 -
% 10 Wehilogo 34

Consensus sequence: TTYGGAAAGCAG

its

b
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Dataset #: 3

Motif ID: 52

Motif name: NR2F1

Matching format of first motif: Reverse Complement

Matching format of second motif: Reverse Complement

Direction: Forward

Position number: 1

Number of overlap: 8

Similarity score: 0.0276442

Alignment:

AKGYYCAAAGRTCA

TTGCGCAA--———-

Original motif = Consensus sequence: TGAMCTTTGMMCYT Reverse complement motif = Consensus sequence: AKGYYCAAAGRTC
20 20
TOARVIT] Geron s CARAE] A

5 10 3 10

Dataset #: 3

Motif ID: 64

Motif name: PPARGRXRA

Matching format of first motif: Reverse Complement

Matching format of second motif: Original Motif

Direction: Forward

Position number: 7

Number of overlap: 8
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Similarity score: 0.0277567

Alignment:

BTRGGDCARAGGKCA

—————— TTGCGCAA-

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

0.0 ";-I =~ 4"? e 0.0

15
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Dataset #: 1
Motif ID: 28

Motif name: Motif 28

Matching format of first motif: Original Motif

Matching format of second motif: Reverse Complement

Direction: Forward

Position number: 2

Number of overlap: 8

Similarity score: 0.0328125

Alignment:

TTTACTAAAT

-TTGCGCAA-

Original motif = Consensus sequence: ATTTAGTAAA Reverse complement motif = Consensus sequence: TTTACTAAAT
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Dataset #: 4
Motif ID: 76
Motif name: CAcCACAGTGGAGCACct
Matching format of first motif: Reverse Complement
Matching format of second motif: Original Motif
Direction: Forward
Position number: 2
Number of overlap: 8
Similarity score: 0.0336914
Alignment:
CAHCACAGTGGAGCACT
-TTGCGCAA--——————

Original motif = Consensus sequence: CAHCACAGTGGAGCACT

20
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Reverse complement motif
AGTGCTCCACTGTGDTG

Consensus sequence:

oGt

ﬁIAT_l$

15

Webiiogo 3.4

Dataset #: 4
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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
TTGCGCAA————————————————

Original motif = Consensus sequence: TGGAGCACTGTGACAVCACAGTGG

20

“TecAcchc

0.0

73
TGGAGCACTGTGACACCACAGTGg
Original Motif

Original Motif

Backward

17

8

0.0338471

Reverse complement motif = Consensus sequence:
CCACTGTGVTGTCACAGTGCTCCA
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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:

4
77
AgTGCTCCACTGTGGTGTCACAGT
Reverse Complement

Original Motif

Backward

2

8
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Similarity score:

Alignment:

AGTGCTCCACTGTGGTGTCACAGT
——————————————— TTGCGCAA-

Original motif = Consensus sequence: AGTGCTCCACTGTGGTGTCACAGT

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

0.034375

ACTGTGACACCACAGTGGAGCACT

Reverse complement motif = Consensus sequence:
2.0
0 Tl CheA ekl
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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:
CAGTGCTCCACTGTGBT
——————— TTGCGCAA--

Original motif = Consensus sequence: CAGTGCTCCACTGTGBT

4
70
CagTGCTCCACTGTGgT
Reverse Complement
Original Motif
Backward

3

8

0.0354167

Reverse complement motif = Consensus sequence:
ABCACAGTGGAGCACTG
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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
——————————————— TTGCGCAA--

Original motif = Consensus sequence:

CACTGTGRTRTCACAGTGSWSCACT

cACTﬁT W,

Original Motif

0.0407242

15

CACTGTGrYrtCACAGTGswsCACT
Original Motif

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:
TTTCCTCCA
-TTGCGCAA

41

Motif 41

Reverse Complement
Reverse Complement
Forward

2

8

0.0421875

Original motif = Consensus sequence: TGGAGGAAA

.0
£
R
a.0
5

Wiskal g a 34

Reverse complement motif = Consensus sequence: TTTCCTCCA

2.0
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Dataset #: 3 Motif ID: 55

Motif name: ZEB1

Original motif = Consensus sequence: CACCTD

--cACCT_

R P = I

Reverse complement motif = Consensus sequence: HAGGTG

= _
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P = ———1
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Best Matches for Top Significant Motif ID 55 (Highest to Lowest)

Dataset #: 2

Motif ID: 47

Motif name: Motif 47
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

Alignment:

YGCCACCTDSTGGY

-—-—-CACCTD-----

Original motif = Consensus sequence: YGCCACCTDSTGGY

g aclir.erlic,

Webiioga 3.4

Reverse complement motif

EjeQCACfA

Consensus sequence: KCCASDAGGTGG(

Tl

Webiloga 3.4

Dataset #: 1

Motif ID: 5

Motif name: Motif 5
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:
CWGAGCCAYCTYTC
—————— CACCTD--

Backward

3

6
0.00902841

Original motif = Consensus sequence: CWGAGCCAYCTYTC

2.0

o 0CeClere

Webiioga 3.4

Reverse complement motif = Consensus sequence: GAKAGKTGGCTCV

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:
TATKCTAAACCTAT

~CACCTD---—---

1

46

Motif 46

Original Motif
Reverse Complement
Backward

8

6

0.0285279
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Original motif = Consensus sequence: ATAGGTTTAGYATA

Welilogo 3.4

Reverse complement motif

2.0

it
=

A

0.0

Consensus sequence: TATKCTAAACCTAT

Webilogo 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:
TCCTCCTGGAA
-—-CACCTD---

1

20

Motif 20
Original Motif
Original Motif
Forward

3

6

0.0346255

Original motif = Consensus sequence: TCCTCCTGGAA

2.0

0.0

Webiioga 34

Reverse complement motif

2.0

Consensus sequence: TTCCAGGAGGA

0.0

Webiiaga 34
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Dataset #: 1
Motif ID: 12

Motif name: Motif 12

Matching format of first motif: Original Motif

Matching format of second motif: Original Motif

Direction: Backward

Position number: 2

Number of overlap: 6

Similarity score: 0.0376742

Alignment:

ACAACACATTT

--—-—-CACCTD-

Original motif = Consensus sequence: ACAACACATTT Reverse complement motif = Consensus sequence: AAATGTGTTGT

2.0

bifs

1.0

0O

2.0

ARATGTGTTET

oy
=10

Webiioga 34 Webiiaga 34

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:
Number of overlap:

1

34

Motif 34

Reverse Complement
Original Motif
Forward

2

6
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Similarity score: 0.0397068

Alignment:

AAAGATGA

-HAGGTG-

Original motif = Consensus sequence: AAAGATGA Reverse complement motif = Consensus sequence: TCATCTTT
=20 =20

% 1.0 % 1.0

o ] = W;:l_cl aa e = R =W P B

Dataset #: 1

Motif ID: 22

Motif name: Motif 22

Matching format of first motif: Reverse Complement

Matching format of second motif: Original Motif

Direction: Forward

Position number: 6

Number of overlap: 6

Similarity score: 0.0397068

Alignment:

TTTATGGTGAGCAT

————— HAGGTG---

Original motif = Consensus sequence: TTTATGGTGAGCAT Reverse complement motif = Consensus sequence: ATGCTCACCATAA
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Dataset #: 1
Motif ID: 17
Motif name: Motif 17
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Backward
Position number: 1
Number of overlap: 6
Similarity score: 0.0458043
Alignment:
CTTCTGACCTC
————— CACCTD
Original motif = Consensus sequence: CTTCTGACCTC Reverse complement motif = Consensus sequence: GAGGTCAGAAG
£10 £10 ! A ‘ ‘ !! ‘! !!
o 5 - 10 LR i - - 5 ] 10 -
Dataset #: 5
Motif ID: 92
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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:
CAMACACACACAYDCACACA

Original motif

TFM11
Original Motif
Original Motif
Backward

7

6

0.0461561

Consensus sequence: CAMACACACACAYDCACACA

ashohohCACse Chohe

Weblag 34

Reverse complement motif

Consensus sequence:

TGTGTGDKTGTGTGTGTRTG

20

%LLT&AI

10

]

T

15 20

Weblagn a4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

5

89

TFM1

Original Motif
Original Motif
Forward

7

6

0.0467843
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Alignment:
CACACACACACWCACACA

Reverse complement motif = Consensus sequence:
Original motif = Consensus sequence: CACACACACACWCACACA ver P ! . qu

) T(i;I'GTGWGTGTGTGTGTG
gﬂgAQACAQACQQQCéQAgW gﬁIQIAICLQITIZTGHT;ﬁ
Dataset #: 1 Motif ID: 3 Motif name: Motif 3
Oriiinal motif = Consensus sequence: HCAGRRVACASAG Re::arse complement motif = Consensus sequence: CTSTGTBKMCTGH
g:ﬁgéA?ﬁgggécéA %: I ITILEQ%IﬁA

WabLogod 4 WabLogad 4

Best Matches for Top Significant Motif ID 3 (Highest to Lowest)

Dataset #: 5

Motif ID: 93

Motif name: TFM12
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Forward
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Position number: 7

Number of overlap: 13
Similarity score: 0.00926418
Alignment:

RAGKGMAGVRRGSRCASAGV

—————— HCAGRRVACASAG-

R lement motif  C :
Original motif ~ Consensus sequence: RAGKGMAGVRRGSRCASAGV ceverse complement motil Lonsensus sequence

VCTSTGKSCMKBCTRCYCTK
20 20
ugéexgﬁéﬁ ﬁéégﬁgégéc " CI?EQE?QQZCLEQ$QIE
5 T 15 5 10 15 2

Dataset #: 3
Motif ID: 53
Motif name: ESR1
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: 0.0328703
Alignment:
VDBHMAGGTCACCCTGACCY
—-—-—HCAGRRVACASAG—-—---

Page 26 of 79



Original motif

20

Consensus sequence: VDBHMAGGTCACCCTGACCY

0.0

_ggexéICAggqlkécgg

Weblaga 3.4

Reverse complement motif ~ Consensus sequence:

MGGTCAGGGTGACCTRDBHV

M ngurA... T6a00r

_— e e

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:
AGTGSWSCACTGTGAMAMCACAGTG
—————————— HCAGRRVACASAG—-

Original motif = Consensus sequence:
CACTGTGRTRTCACAGTGSWSCACT

cACTT JibvA: ] Ue]e

4
72

CACTGTGrYrtCACAGTGswsCAcT

Original Motif
Reverse Complement
Backward

3

13

0.0400966

el

15

25
WabLagod 4

Reverse complement motif = Consensus sequence:
AGTGSWSCACTGTGAMAMCACAGTG

20

e UeAGUAGLU[UaCa CHVALT

. t:-'—_t,,TQTQ" =aal Vo =X
: 5 10 15 2 25
WabLogod 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:
GCAGAKGSAGGABDGHDG
—-—HCAGRRVACASAG—-—--

Original motif

2.0

5

90

TFM2

Original Motif
Reverse Complement
Forward

3

13

0.0435274

Consensus sequence: CHHCHBTCCTSCYTCTGC

Reverse complement motif

Consensus sequence:

GCAGAKGSAGGABDGHDG

2.0

00—

A "

" schgagle

10 15
Wetiloga 34

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:

CTCF

Original Motif
Original Motif
Forward

7
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Number of overlap:
Similarity score:

Alignment:
YDRCCASYAGRKGGCRSYV
—————— HCAGRRVACASAG

Original motif = Consensus sequence: YDRCCASYAGRKGGCRSYV

20

13
0.0448341

Reverse complement motif =~ Consensus sequence:
BMSMGCCYMCTKSTGGMHM

20

)

- -e-c AP% MVAT YV =

5 10

CAGTA . A’?QQIQ gg _:ecl 2

s Lot
15 15

O

WebLagn 34 Logadd

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

-—-CTSTGTBKMCTGH--=-==----

4
73
TGGAGCACTGTGACACCACAGTGg
Reverse Complement

Reverse Complement

Forward

4

13

0.045698
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Reverse complement motif ~ Consensus sequence:
CCACTGTGVTGTCACAGTGCTCCA

20 20

i (: ‘r c; (: (; i (:
ety e=ldoaal o T Il IS T nu£a51!;;;_z}?
5 10 5

Original motif = Consensus sequence: TGGAGCACTGTGACAVCACAGTGG

[ 0AGAs ook

Dataset #: 3

Motif ID: 64

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: 13

Similarity score: 0.0457253

Alignment:

BTRGGDCARAGGKCA

HCAGRRVACASAG—--

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

" A & CC+
e e -N ,_,9_ fq AIIQ-_- o s;_—eée cl_ =N X
5 10 15 5 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:

3

65

Tcfcp2ll

Reverse Complement
Reverse Complement

Direction: Backward

Position number: 2

Number of overlap: 13

Similarity score: 0.0477557

Alignment:

CKGGDTBDMMCTGG

CTSTGTBKMCTGH-

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

2.0

bits

1.0

" Cg{l_ =X __ ‘9“:Cgf_r LAV . L A~ lec

a.0

Webiioga 3.4 Webiloga 3.4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:
Number of overlap:

5

94

TFM13

Original Motif
Reverse Complement
Backward

4

13
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Similarity score: 0.0478998
Alignment:

WHAATTAAARAARAAAAAAA
—-——-HCAGRRVACASAG---

Reverse complement motif = Consensus sequence:
WHAATTAAARAARAAAAAAA

gﬁﬁ%ﬂé@lﬁg s

Webslaga 3.4

Original motif = Consensus sequence: TTTTTTTKTTKTTTAATTHW

Dataset #: 5

Motif ID: 88

Motif name: TFF11

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: 0.048132

Alignment:

HVCDBBDBCAGCAG

—-HCAGRRVACASAG

Original motif = Consensus sequence: CTGCTGBDBBDGBD Reverse complement motif = Consensus sequence: HVCDBBDBCAGC/
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2.0 2.0

bits
&

QI_ e e e e ——— ] S c-:;::.r-—--E . ’ ég
Dataset #: 2 Motif ID: 48 Motif name: Motif 48
Original motif = Consensus sequence: GCARRGGSAGS Reverse complement motif = Consensus sequence: SCTSCCKMTGC

0.0

WWehiiogo 34 Wabiiaga 34

Best Matches for Top Significant Motif ID 48 (Highest to Lowest)

Dataset #: 1

Motif ID: 1

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

Number of overlap: 11

Similarity score: 0

Alignment:

GCAGAGGSAKG

GCARRGGSAGS
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Original motif = Consensus sequence: CYTSCCTCTGC

Reverse complement motif = Consensus sequence: GCAGAGGSAKG

2.0

bit

CAA -

= .‘L %
0.1 T
5 10
Weliiaga 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:
GCAGAKGSAGGABDGHDG
GCARRGGSAGS—-———-—-——-

90

TFM2

Original Motif
Reverse Complement
Forward

1

11

0.000952693

Original motif = Consensus sequence: CHHCHBTCCTSCYTCTGC

2.0

bits

A,ﬁ_%Te_-_

0.0

CQ;QIE%

Wetiloga 3.4

Reverse complement motif = Consensus sequence:
GCAGAKGSAGGABDGHDG

2.0

| CécA CA

X TAcé\Ax,.._: o <=
15

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:
YDRCCASYAGRKGGCRSYV
—————— GCARRGGSAGS--

3

66

CTCF

Original Motif
Original Motif
Backward

3

11

0.033658

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:

5

88

TFF11

Reverse Complement
Original Motif
Forward

3
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11

Number of overlap:
Similarity score: 0.0410341
Alignment:
CTGCTGBDBBDGBD
-—-SCTSCCKMTGC-
Original motif = Consensus sequence: CTGCTGBDBBDGBD Reverse complement motif  Consensus sequence: HVCDBBDBCAGC/
I =AV . = .= ‘:-:_,_E,Iﬁ..f WYV r—
Dataset #: 5
Motif ID: 93
Motif name: TFM12
Matching format of first motif: Original Motif
Matching format of second motif Original Motif
Direction: Backward
Position number: 6
Number of overlap: 11
0.0422459
Consensus sequence:

Similarity score:
Reverse complement motif

VCTSTGKSCMKBCTRCYCTK
Page 36 of 79

Alignment:
RAGKGMAGVRRGSRCASAGV
—-—-—-GCARRGGSAGS
Consensus sequence: RAGKGMAGVRRGSRCASAGV

Original motif



20 20

o= . T— = Sy o = ey 0.0

3 10 12 We.u:zgd Weblogad4
Dataset #: 3
Motif ID: 65
Motif name: Tcfcp2ll
Matching format of first motif: Reverse Complement
Matching format of second motif: Original Motif
Direction: Forward
Position number: 1
Number of overlap: 11
Similarity score: 0.0533531
Alignment:
CCAGYYHVADCCRG
SCTSCCKMTGC---
Original motif = Consensus sequence: CCAGYYHVADCCRG Reverse complement motif = Consensus sequence: CKGGDTBDMMCT(
Mcgéuggn éecgﬂr VIV T aaVWIXY
Dataset #: 3
Motif ID: 57
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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
-——SCTSCCKMTGC-———-———

Original motif

REST

Reverse Complement
Reverse Complement
Forward

4

11

0.0578944

Consensus sequence: TTCAGCACCATGGACAGCKCC

() (- ——

5

TIQA clivyaxy AC “QIQQ

Weloga 34

Reverse complement motif
GGYGCTGTCCATGGTGCTGAA

2.0

Consensus sequence:

| QI A X AAé

=N = e -t

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:

3

53

ESR1

Original Motif
Original Motif
Forward

3

11
0.0620615
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Alignment:
VDBHMAGGTCACCCTGACCY
-—-GCARRGGSAGS————-—-

Original motif = Consensus sequence: VDBHMAGGTCACCCTGACCY

20

K ﬁ?EAIQICAgchhéCQE

WebLaga 3.4

Reverse complement motif

MGGTCAGGGTGACCTRDBHV

Consensus sequence:

quﬁIGA%ﬁﬁlgéQQ%Tﬁu

Weblaga 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:
HCAGRRVACASAG
GCARRGGSAGS--

1

3

Motif 3
Original Motif
Original Motif
Forward

1

11
0.0627554

Original motif = Consensus sequence: HCAGRRVACASAG

Reverse complement motif

Consensus sequence: CTSTGIBKMCTGH
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2.0

2.0

0.0

" Clelgs.

zcCle

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:

VHRGGTCABDBTGMCCTB
~--SCTSCCKMTGC—~~~

Original motif

59

ESR2

Reverse Complement
Original Motif
Backward

5

11

0.0646979

Consensus sequence: VHRGGTCABDBTGMCCTB

Reverse complement motif
BAGGYCABHBTGACCKHV

2.0

Consensus sequence:

0.0 ——=

i AIQTQQQHWI Acggx

Webilogo 3.4

Dataset #: 5

Motif ID: 87

Motif name: TFF1
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Original motif = Consensus sequence: AGGACAAAGAVV Reverse complement motif = Consensus sequence: VVTCTTTGTCCT

2.0 2.0

bits
o
bits

e e e
10

00—

Wekiloga A4 Wekiloga A4

Best Matches for Top Significant Motif ID 87 (Highest to Lowest)

Dataset #: 3

Motif ID: 51

Motif name: HNF4A

Matching format of first motif: Reverse Complement

Matching format of second motif: Reverse Complement

Direction: Forward

Position number: 2

Number of overlap: 12

Similarity score: 0.0111472

Alignment:

TGMYCTTTGBCCK

-VVTCTTTGTCCT

Original motif = Consensus sequence: RGGBCAAAGKYCA Reverse complement motif = Consensus sequence: TGMYCTTTGBCCK
20 20
o6 _AT,A-?QAAA%IEQQ' o6 l%QECII_l__é=:gQE

5 10 5 10

Wb agod 4 Wbl agod 4

Page 41 of 79



Dataset #: 3
Motif ID: 64

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: 12

Similarity score: 0.0210867

Alignment:

BTRGGDCARAGGKCA

-—-AGGACAAAGAVV-

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

2.0

A C AA_

e 8 BC

0.0 — == = —

2.0

UrcA ' QQTTTEEQQEA

0.0

5

15
WetiLoga 34 Wd.l_ogu as

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:
Number of overlap:

3

59

ESR2

Reverse Complement
Reverse Complement
Forward

5

12
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Similarity score: 0.0351633

Alignment:
BAGGYCABHBTGACCKHV
—-——=-VVTCTTTGTCCT--

Original motif = Consensus sequence: VHRGGTCABDBTGMCCTB

2.0

| -=«.=~A_I%I A - EIAégg-gr

bits

— e e

0.0 ———

Wetiloga 3.4

Reverse complement motif
BAGGYCABHBTGACCKHV

2.0

A

—_———

Consensus sequence:

[ aCes.

0.0 =

10

‘e-IgA
5

Wetiloga 34

Dataset #: 3
Motif ID: 53

Motif name: ESR1
Matching format of first motif: Reverse Complement
Matching format of second motif: Original Motif
Direction: Backward
Position number: 9

Number of overlap: 12

Similarity score: 0.039773
Alignment:

VDBHMAGGTCACCCTGACCY

VVICTTTGTCCT-———————

Original motif = Consensus sequence: VDBHMAGGTCACCCTGACCY

Reverse complement motif
MGGTCAGGGTGACCTRDBHV

Consensus sequence:
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20

) ﬁEgAI%ICAggglﬁécgg

Weblaga 34

20

£10 CA I
L %;—-—I_ 1S A
5 10

W

==

Weblaga 34

Dataset #: 3

Motif ID: 52

Motif name: NR2F1
Matching format of first motif: Original Motif
Matching format of second motif: Reverse Complement
Direction: Backward
Position number: 2

Number of overlap: 12

Similarity score: 0.0472374
Alignment:

AKGYYCAAAGRTCA

—-AGGACAAAGAVV-

Original motif = Consensus sequence: TGAMCTTTGMMCYT

2.0

LW E IIIAéég%l

0.0

Welilogo 3.4

Reverse complement motif

G&%TégAAAmTIQA

=

2.0

2 40

Consensus sequence: AKGYYCAAAGRTC

0.0

Webilogo 3.4

Dataset #: 3
Motif ID: 60
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Motif name: NR1H2RXRA

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

Position number: 4

Number of overlap: 12

Similarity score: 0.0472884

Alignment:

GTTGACCTTTGACCTTT

-——-VVTCTTTGTCCT--

Reverse complement motif =~ Consensus sequence:

Original motif = Consensus sequence: AAAGGTCAAAGGTCAAC GTTGACCTTTGACCTT]

2.0

w
=10 A
C Z<
0.0 = *
5

1T

Webiiogo 3.4

Dataset #: 4

Motif ID: 72

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

Matching format of second motif: Original Motif

Direction: Backward

Position number: 7

Number of overlap: 12

Similarity score: 0.0530556
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Alignment:
CACTGTGRTRTCACAGTGSWSCACT

Original motif = Consensus sequence:

CACTGTGRTRTCACAGTGSWSCACT

CACT T T Tl

Reverse complement motif

Consensus sequence:

AGTGSWSCACTGTGAMAMCACAGTG

20

bits

aa UHUACT:

L=

WebLagod 4

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:
TGGAGCACTGTGACAVCACAGTGG
———————————— AGGACAAAGAVV

Original motif = Consensus sequence: TGGAGCACTGTGACAVCACAGTGG

4
73
TGGAGCACTGTGACACCACAGTGg
Original Motif

Original Motif

Forward

13

12

0.0539204

Reverse complement motif

Consensus sequence:

CCACTGTGVTGTCACAGTGCTCCA
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Tkl

cAcl

20

C

(A

Wesloge 34

o T "
Dataset #: 3
Motif ID: 57
Motif name: REST
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Backward
Position number: 7
Number of overlap: 12
Similarity score: 0.0558379

Alignment:
TTCAGCACCATGGACAGCKCC
—-——-AGGACAAAGAVV-—————

Original motif = Consensus sequence: TTCAGCACCATGGACAGCKCC

IIQAHQ Vax

Reverse complement motif
GGYGCTGTCCATGGTGCTGAA

2.0

£ 10 T
p-S= B34 A L2984

Consensus sequence:

H

Wetiloga 34

Dataset #:
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Motif ID: 77

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

Matching format of second motif: Original Motif

Direction: Backward

Position number: 7

Number of overlap: 12

Similarity score: 0.0609269

Alignment:

AGTGCTCCACTGTGGTGTCACAGT

—————— VVTCTTTGTCCT-————-

Reverse complement motif = Consensus sequence:
ACTGTGACACCACAGTGGAGCACT

20 20
: T CIC c QA T : T T C C CA
por = AT 1 =Wiils 1A - A5 | 11 w3 6 '-?-Qéﬁ =1 = QA Al e | Ula -.=I_\_-__gI
5 10 15 20 5 10 20

£ 8w
15
Wesloge 24 Wesloge 34

Original motif = Consensus sequence: AGTGCTCCACTGTGGTGTCACAGT

Dataset #: 1 Motif ID: 37 Motif name: Motif 37
Original motif = Consensus sequence: ACTTTGG Reverse complement motif = Consensus sequence: CCAAAGT

W L o o T W L o o 3
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Best Matches for Top Significant Motif ID 37 (Highest to Lowest)

Dataset #: 4

Motif ID: 69

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: 7

Similarity score: 0

Alignment:

ATACTTTGGC

-—-ACTTTGG-

Original motif = Consensus sequence: ATACTTTGGC

2.0

=
=10

a0

Reverse complement motif

&=
=

2.0

1.0

0.0

Consensus sequence: GCCAAAGTAT

Wbl ogo 34

5 WL 1CI?]4
Dataset #: 4
Motif ID: 75
Motif name: wWWCCAMAGTCmt

Matching format of first motif:

Matching format of second motif: Original Motif

Reverse Complement
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Backward

4

Direction:
Position number:
7

Number of overlap:
Similarity score:

0.0275974

Consensus sequence: VDGACTRTGGDD

Reverse complement motif
2.0
1.0 A
0 _ S —_— = = —
5 10
WeabiLogo 34

Alignment:
DDCCAMAGTCHB
--CCAAAGT---
Original motif = Consensus sequence: DDCCAMAGTCHB
2.0
(e
=S CAA L .
Dataset #: 4
Motif ID: 77
Motif name: AgTGCTCCACTGTGgTGTCACAQT
Matching format of first motif: Reverse Complement
Matching format of second motif: Reverse Complement
Direction: Forward
10
7
0.056841

Position number:
Number of overlap:
Similarity score:

Alignment:
ACTGTGACACCACAGTGGAGCACT
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Original motif = Consensus sequence: AGTGCTCCACTGTGGTGTCACAGT

20

) T C C g
=AalT ¥ | XVIIX 1AL U
5 10

CA.T

Weslogo 34

Reverse complement motif ~ Consensus sequence:

ACTGTGACACCACAGTGGAGCACT

Cher

?QIATT g .%A_g_.x

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:
ACTGTGGTGTCACART
ACTTTGG-=====————

4
71
AMTGTGACACCACAGT
Original Motif

Reverse Complement
Forward

1

7

0.0597098

Original motif = Consensus sequence: AMTGTGACACCACAGT

Wabiogad 4

Reverse complement motif = Consensus sequence:

ACTGTGGTGTCACART

“AeTeTeTeTe

WabiLogad 4
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Dataset #: 4

Motif ID: 76

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

Position number: 9

Number of overlap: 7

Similarity score: 0.061942

Alignment:

AGTGCTCCACTGTGDTG

———————— ACTTTGG--

Original motif = Consensus sequence: CAHCACAGTGGAGCACT

e ACAG oA Cgher

e

Watiloga 3.4

Reverse complement motif = Consensus sequence:
AGTGCTCCACTGTGDTG

TN .

Watiloga 3.4

Dataset #: 4

Motif ID: 70

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

Position number: 2
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Number of overlap: 7
Similarity score: 0.0625

Alignment:
ABCACAGTGGAGCACTG
-CCAAAGT—————————

Original motif = Consensus sequence: CAGTGCTCCACTGTGBT

o TOOTCUACTET 1

—-——-—-=.-
15

20

Webiiogo 3.4

Reverse complement motif
ABCACAGTGGAGCACTG

- OloacTt

Consensus sequence:

QIT

Webiiogo 3.4

Dataset #: 3

Motif ID: 52

Motif name: NR2F1
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Forward
Position number: 4

Number of overlap: 7

Similarity score: 0.0686813
Alignment:

TGAMCTTTGMMCYT

-——-ACTTTGG———--

Original motif = Consensus sequence: TGAMCTTTGMMCYT

Reverse complement motif

Consensus sequence: AKGYYCAAAGRTC
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2.0

QU] ConCe s CARAUET CA

0.0

2.0

bits
=

0.0

Welsloge 34 Welloge 3.4

Dataset #: 4

Motif ID: 72

Motif name: CACTGTGrYrtCACAGTGswsCACT

Matching format of first motif: Original Motif

Matching format of second motif: Original Motif

Direction: Forward

Position number: 2

Number of overlap: 7

Similarity score: 0.0714286

Alignment:

CACTGTGRTRTCACAGTGSWSCACT

-ACTTTGG-———————————————~—

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

204

CACTT IAT Ay ﬁ(?Tc _-9.,[ AéTg;'AI'Q QAAM?QA%\N -___-?-lx

25
WebLagod 4

15 25 : 5 10
WabilLagod 4

Dataset #: 4
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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
——————————————— CCAAAGT--

Original motif = Consensus sequence: TGGAGCACTGTGACAVCACAGTGG

20

73
TGGAGCACTGTGACACCACAGTGg
Reverse Complement

Original Motif

Backward

3

7

0.0714286

Reverse complement motif = Consensus sequence:
CCACTGTGVTGTCACAGTGCTCCA

2.0
m &
1

LN
=

w
E”]T C T c Q C
nn"_IET‘?@-gﬁé Fe=0 8 A Sl I,
5 10

15

"lAe 315 1G1\AGAS cCoGA

5w
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:

3

60

NR1H2RXRA

Original Motif
Reverse Complement
Forward

6

7
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Similarity score: 0.0728571

Alignment:
GTTGACCTTTGACCTTT

Reverse complement motif = Consensus sequence:
GTTGACCTTTGACCTTI

2.0

Original motif = Consensus sequence: AAAGGTCAAAGGTCAAC

2.0

w
E1.0 A
00 =0 AR A
5

Ac

Watiloga 3.4 Watiloga 3.4

Dataset #: 2 Motif ID: 50 Motif name: Motif 50

Original motif = Consensus sequence: GGAAM Reverse complement motif = Consensus sequence: YTTCC

“JGGAAa -~ =TTCC

L e e e s e e T

s

Best Matches for Top Significant Motif ID 50 (Highest to Lowest)

Dataset #: 1

Motif ID: 41

Motif name: Motif 41

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

Position number: 5
Number of overlap: 5
Similarity score: 0.01875
Alignment:

TTTCCTCCA

YTTCC———-—

Original motif = Consensus sequence: TGGAGGAAA

Reverse complement motif

Consensus sequence: TTTCCTCCA

2.0 2.0
0.0 . .o

Dataset #: 1

Motif ID: 21

Motif name: Motif 21

Matching format of first motif: Reverse Complement

Matching format of second motif: Original Motif

Direction: Forward

Position number: 4

Number of overlap: 5

Similarity score: 0.01875

Alignment:

CTGCTTTCCMAA

-—=YTTCC----
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Original motif = Consensus sequence: CTGCTTTCCMAA Reverse complement motif = Consensus sequence: TTYGGAAAGCAG

2.0 2.0
o
) B CA
0.0 0.0 ‘ ‘ l 2 ' ‘ l‘ ll l
5 10

5 10
Wekiloga A4 Wekiloga A4

bits

Dataset #: 1

Motif ID: 43

Motif name: Motif 43

Matching format of first motif: Original Motif

Matching format of second motif: Original Motif

Direction: Forward

Position number: 3

Number of overlap: 5

Similarity score: 0.04375

Alignment:

AAKGAAAGGCA

--GGAAM----

Original motif = Consensus sequence: AAKGAAAGGCA Reverse complement motif =~ Consensus sequence: TGCCTTTCYTT
20 20

o oy
s10 =19 ﬂ

0.0 = = 0.0

Webiioga 34
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Dataset #: 1

Motif ID: 44

Motif name: Motif 44

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

Position number: 3

Number of overlap: 5

Similarity score: 0.05625

Alignment:

TTCTTYCATT

-—YTTCC——--

Original motif = Consensus sequence: AATGKAAGAA Reverse complement motif = Consensus sequence: TTCTTYCATT

2.0 2.0

bits

w2
1o

0.0

a0

Wbl ogo 34

Dataset #: 1

Motif ID: 9

Motif name: Motif 9

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

Position number: 1

Number of overlap: 5
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Similarity score: 0.06875

Alignment:
AACATATTTTCA

Original motif = Consensus sequence: AACATATTTTCA

2.0

Reverse complement motif

bits

2.0

1.0

0.0

Consensus sequence: TGAAAATATGTT

WetiLoga 34

210

o 3 10 WebiLoga 3.4
Dataset #: 1
Motif ID: 8
Motif name: Motif 8
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Backward
Position number: 6
Number of overlap: 5
Similarity score: 0.06875
Alignment:
TGAAAATSCTT
-GGAAM-———~-

Original motif = Consensus sequence: TGAAAATSCTT

Reverse complement motif

Consensus sequence: AAGSATTTTCA
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Watiiaga 34 Webilaga 34

Dataset #: 1

Motif ID: 28

Motif name: Motif 28

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

Position number: 6

Number of overlap: 5

Similarity score: 0.06875

Alignment:

TTTACTAAAT

YTTCC—————

Original motif ~ Consensus sequence: ATTTAGTAAA Reverse complement motif = Consensus sequence: TTTACTAAAT

2.0

bits
5

.0

WL g 3 WL ogo 3 4

Dataset #: 1
Motif ID: 19

Page 61 of 79



Motif name:
Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
AGAGAAAG
--GGAAM-

Motif 19
Original Motif
Original Motif
Forward

3

5

0.06875

Original motif = Consensus sequence: AGAGAAAG

Reverse complement motif

Consensus sequence: CTTTCTCT

=0 =0
Dataset #: 3
Motif ID: 57
Motif name: REST

Matching format of first motif:

Matching format of second motif:

Direction:

Position nhumber:
Number of overlap:
Similarity score:

Reverse Complement
Reverse Complement
Forward

6

5

0.0747947
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Alignment:
GGYGCTGTCCATGGTGCTGAA

Original motif = Consensus sequence: TTCAGCACCATGGACAGCKCC

MIIQAUQ cﬁEHAC ﬂgxgg

Webiloga 34

Reverse complement motif ~ Consensus sequence:

GGYGCTGTCCATGGTGCTGAA

2.0

210 T
— AT

[ =
po i N

A

—~ = —=VA -5

5 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:
ATGTWTTCATTMAT
————— YTTCC——--

1

23

Motif 23

Reverse Complement
Original Motif
Forward

6

5

0.075

Original motif = Consensus sequence: ATGTWTTCATTMAT

Reverse complement motif

Consensus sequence: ATYAATGAAWACA
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2.0 2.0

0.0

5 10
Welsloge 34 Welloge 3.4

0.0

Dataset #: 3 Motif ID: 61 Motif name: NR4A2
Original motif = Consensus sequence: AAGGTCAC Reverse complement motif = Consensus sequence: GTGACCTT

bits

| ;ZQA&QQ_I_;;

WetLago 3

bits
(]
Ll 1l ‘ bl ]

Best Matches for Top Significant Motif ID 61 (Highest to Lowest)

Dataset #: 1

Motif ID: 17

Motif name: Motif 17
Matching format of first motif: Reverse Complement
Matching format of second motif: Original Motif
Direction: Forward
Position number: 1

Number of overlap: 8

Similarity score: 0.0393171
Alignment:

CTTCTGACCTC

GTGACCTT---
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Original motif = Consensus sequence: CTTCTGACCTC Reverse complement motif = Consensus sequence: GAGGTCAGAAG

240 2.0

) . A

0.0 Laln) = - - -
5 10

Weiloga 34 WekiLoga 34

bits

Dataset #: 1
Motif ID: 15

Motif name: Motif 15

Matching format of first motif: Original Motif

Matching format of second motif: Original Motif

Direction: Forward

Position number: 2

Number of overlap: 8

Similarity score: 0.040519

Alignment:

AAAGRTMAAACTA

-AAGGTCAC----

Original motif = Consensus sequence: AAAGRTMAAACTA Reverse complement motif = Consensus sequence: TAGTTTYAKCTTT

2.0 2.0

AlA | C

0.0

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:
TTWATGWCTTT
-——-GTGACCTT

Original motif  Consensus sequence: AAAGWCATWAA

2.0

bifs

1.0

A

0O

1

24

Motif 24

Reverse Complement
Reverse Complement
Forward

4

8

0.0539119

2.0

[alnl

Reverse complement motif

A

Consensus sequence: TTWATGWCTTT

1A

wWebiiaga 3.4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:
Number of overlap:

72
CACTGTGrYrtCACAGTGswsCACT
Original Motif

Original Motif

Forward

7

8
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Similarity score: 0.0557243

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

20 240

CACT T I cebtc] AcURC1 U] VaGA T
(i == 1 TA__AE = e S =A L= ] 00 G%TQTQ-_ Y- - . --T_$A =1 I X
5 10 15 20 w«u.ug%za 5 10 15 20 w«u.ug%za

Dataset #: 1
Motif ID: 35
Motif name: Motif 35
Matching format of first motif: Reverse Complement
Matching format of second motif: Original Motif
Direction: Forward
Position number: 2
Number of overlap: 8
Similarity score: 0.0566591
Alignment:
AGATGYTCTTG
-GTGACCTT--
Original motif = Consensus sequence: AGATGYTCTTG Reverse complement motif = Consensus sequence: CAAGAKCATCT
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1.0

bits

0

2 Weitaaas e
Dataset #: 5
Motif ID: 93
Motif name: TFM12
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Forward
Position number: 10
Number of overlap: 8
Similarity score: 0.0584971
Alignment:
RAGKGMAGVRRGSRCASAGV

————————— AAGGTCAC---

Original motif = Consensus sequence: RAGKGMAGVRRGSRCASAGV

20

0.0-=—-F .
5 10 15 20

Reverse complement motif
VCTSTGKSCMKBCTRCYCTK

20

Consensus sequence:

ﬁ; CI?%QE?Q?zCl%Qg%lf

Weblagn a4

Dataset #: 4
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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:

73
TGGAGCACTGTGACACCACAGTGg
Original Motif

Reverse Complement

Forward

8

8

0.060729

CCACTGTGVTGTCACAGTGCTCCA

Original motif = Consensus sequ

20

Reverse complement motif = Consensus sequence:

ence: TGGAGCACTGTGACAVCACAGTGG CCACTGTGVTGTCACAGTGCTCCA

(o

VN

La

“
DWT C c
L=yl AA L R
5 10

15

20
2
F10 Q C
M5 T S d e P T-T 3 LA mn—L S o
5 15 20

20 10

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:

4

71
AMTGTGACACCACAGT
Original Motif

Reverse Complement
Forward

6

8
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Similarity score:

Alignment:
ACTGTGGTGTCACART
————— AAGGTCAC---

Original motif = Consensus sequence: AMTGTGACACCACAGT

5 T6|GACAGCACA.T

0.0645146

Reverse complement motif
ACTGTGGTGTCACART

2.0

0.0

Wabiogad 4

Consensus sequence:

elelGalC

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

1

22

Motif 22

Original Motif
Reverse Complement

Direction: Backward

Position number: 1

Number of overlap: 8

Similarity score: 0.0664462

Alignment:

ATGCTCACCATAAA

—————— AAGGTCAC

Original motif = Consensus sequence: TTTATGGTGAGCAT Reverse complement motif

Consensus sequence: ATGCTCACCATAA,
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2.0
%] ‘
) OMI A
0.0 -
5 10

2.0

bits

0.0

Welsloge 34

Welloge 3.4

Dataset #:

Motif ID:

Motif name:

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

1

18

Motif 18

Reverse Complement
Reverse Complement

Direction: Forward

Position number: 2

Number of overlap: 8

Similarity score: 0.0674765

Alignment:

GCTGGACTTTG

-GTGACCTT--

Original motif = Consensus sequence: CAAAGTCCAGC Reverse complement motif

240

Weiloga 34

Consensus sequence: GCTGGACTTTG

2.0
o
B0 ‘ ‘ ‘ ! ' ‘ ‘ ‘
0.0 - - A !
5 10

WekiLoga 34

Dataset #: 4 Motif ID: 79

Motif name: cCGCGGrCACG
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Consensus sequence: CGTGKCCGCGG

Original motif = Consensus sequence: CCGCGGRCACG Reverse complement motif
<C C ACAC CGI TCC c
o P GC -8 W e e e, O =

Weiloga 34

Best Matches for Top Significant Motif ID 79 (Highest to Lowest)

Dataset #: 5
Motif ID: 88
Motif name: TFF11
Matching format of first motif: Reverse Complement
Matching format of second motif: Reverse Complement
Direction: Forward
Position number: 4
Number of overlap: 11
Similarity score: 0.0478408
Alignment:
HVCDBBDBCAGCAG
---CGTGKCCGCGG
Original motif = Consensus sequence: CTGCTGBDBBDGBD Reverse complement motif = Consensus sequence: HVCDBBDBCAGC/
20
c ...  WNVVA=

bits

20
1.0
CA —_— gL
a0 == = = | —— == R = = ——
5 10 5
Webilogo 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:

TTCAGCACCATGGACAGCKCC
——————— CCGCGGRCACG——--

Original motif

3

57

REST

Original Motif
Original Motif
Backward

4

11
0.0484441

Consensus sequence: TTCAGCACCATGGACAGCKCC

Hu 10 A cAl AC -

20
WetiLoga 34

Reverse complement motif

Consensus sequence:

GGYGCTGTCCATGGTGCTGAA

2.0

! s;-‘I VALY =V AAé

e — s

20
Wetiloga 34

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:

3

53

ESR1

Reverse Complement
Reverse Complement
Backward

3
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Number of overlap:
Similarity score:

Alignment:
MGGTCAGGGTGACCTRDBHV
——————— CGTGKCCGCGG--

11
0.0486581

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
——————— CCGCGGRCACG-

3

66

CTCF

Original Motif
Original Motif
Forward

8

11
0.0588663
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Original motif = Consensus sequence: YDRCCASYAGRKGGCRSYV

20

0.0 =

5 10

WebLagn 34

Reverse complement motif
BMSMGCCYMCTKSTGGMHM

gg __e¢l t 2

=10
o4 -L‘.‘t;?}:
5

Consensus sequence:

f

5

H

blogads

Dataset #: 1

Motif ID: 3

Motif name: Motif 3
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: 0.0597806
Alignment:

HCAGRRVACASAG

-CCGCGGRCACG-

Original motif = Consensus sequence: HCAGRRVACASAG

Aggﬁéch

<A

n_c-ﬁ-&'q._lAdf_%_
5

WabLogod 4

Reverse complement motif

Consensus sequence: CTSTGTBKMCTGH
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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:
GTGTGTGTGTGTGT
-CGTGKCCGCGG--

Original motif

1

2

Motif 2

Reverse Complement
Reverse Complement
Backward

3

11

0.0624268

Consensus sequence: ACACACACACACAC

~AGAcACAGGalil

Webiioga 3.4

Reverse complement motif

2.

NIVIUT I TT

=
=

1

a

i}

Consensus sequence: GTGTGTGTGTGTG

Webiloga 3.4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:
Number of overlap:

5

93

TFM12
Original Motif
Original Motif
Backward

5

11
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Similarity score:

Alignment:
RAGKGMAGVRRGSRCASAGV
————— CCGCGGRCACG——---

Original motif  Consensus sequence: RAGKGMAGVRRGSRCASAGV

20

0.0625015

Reverse complement motif
VCTSTGKSCMKBCTRCYCTK

20

Consensus sequence:

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:
CACACACACACWCACACA
————— CCGCGGRCACG--

89

TFM1

Original Motif
Original Motif
Backward

3

11
0.0628056

Original motif = Consensus sequence: CACACACACACWCACACA

Reverse complement motif
TGTGTGWGTGTGTGTGTG

Consensus sequence:
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“oachChohne Caghe

WebLaga 3.4 WebLaga 3.4

Dataset #: 3

Motif ID: 64

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

Position number: 4

Number of overlap: 11

Similarity score: 0.0629476

Alignment:

TGRCCTKTGHCCKAB

-—-—-CGTGKCCGCGG-

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

bits

1 alG cHaAUG cA ' ACQTTT CCx

o T C S A =1 3G it ==K Co—
: 5 10 15 : 15
WebiLoga 34 Wetiloga 34

Dataset #: 5
Motif ID: 92
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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:

CAMACACACACAYDCACACA
——————— CCGCGGRCACG--

Original motif

TFM11
Original Motif
Original Motif
Backward

3

11
0.0634175

Consensus sequence: CAMACACACACAYDCACACA

ashohohCACse Chohe

Weblag 34

Reverse complement motif

Consensus sequence:

TGTGTGDKTGTGTGTGTRTG

=

20

1.0

0.0

| %LLT&AI

10

T6IGI6] e

15 20

Weblagn a4

Results created by MOTIFSIM on 06-18-2018 15:05:43

Runtime: 848.838 seconds

MOTIFSIM is written by Ngoc Tam L. Tran

Motif logo generated by weblogo
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