MOTIFSIM - MOTIF SIMilarity Detection Tool

Version 2.0

INPUT

Input Parameters

Number of files: 5
Number of top significant motifs: 10
Number of best matches: 10
Similarity cutoff >= 0.75
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_DMO5.txt 4 2
PScanChIP_DMO05.txt 16 3
RSAT_peak-motifs_DMO05.txt 17 4
W-ChIPMotifs_DMO05.txt 11 5

RESULTS

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

Dataset #: 5 Motif ID: 84 Motif name: TFW3
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Original motif = Consensus sequence: GCACTG Reverse complement motif = Consensus sequence: CAGTGC

_CaCT VAGTG.
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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: Reverse Complement
Matching format of second motif: Original Motif
Direction: Backward

Position number: 11

Number of overlap: 6

Similarity score: 0

Alignment:

TGTGGTGTCACAGTGCTCC

---CAGTGC--————-=-——-

Reverse complement motif = Consensus sequence:
GGAGCACTGTGACACCACA

20 20

T T GeACACTITEACA CAca

Original motif = Consensus sequence: TGTGGTGTCACAGTGCTCC

fi—=— -

10 15
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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:

4
72
CACTGTGrYrtCACAGTGswsCACT
Reverse Complement

Original Motif

Forward

7

6

0.000794289

Reverse complement motif

Consensus sequence:

AGTGSWSCACTGTGAMAMCACAGTG

20

\C Telc] AUNCL [ aSA GHUACT
" Q‘znTxTTAIA; B2 LN QA € __gn = .—-—QTQ,_ =A~L L ATAQA Flla=x
Dataset #: 4

Motif ID: 73

Motif name: TGGAGCACTGTGACACCACAGTGg

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

Reverse Complement
Reverse Complement
Backward
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Position number: 5

Number of overlap: 6

Similarity score: 0.00482436
Alignment:

CCACTGTGVTGTCACAGTGCTCCA

—————————————— CAGTGC----

Reverse complement motif = Consensus sequence:
CCACTGTGVTGTCACAGTGCTCCA

20

2
E10 Q
e ) o
5

Original motif = Consensus sequence: TGGAGCACTGTGACAVCACAGTGG

20
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19 e # Wealogo 3¢ ! WetLogo 34
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: 7
Number of overlap: 6
Similarity score: 0.0201914
Alignment:
CAHCACAGTGGAGCACT
—————— CAGTGC-—-——-—
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Original motif

Consensus sequence: CAHCACAGTGGAGCACT

e s

"o bkl

Cher

Webiiogo 3.4

Reverse complement motif
AGTGCTCCACTGTGDTG

Consensus sequence:

o TdlTe

il

e
5

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-------

Original motif

4
70
CagTGCTCCACTGTGgT
Reverse Complement
Reverse Complement
Forward

5

6

0.0205497

Consensus sequence: CAGTGCTCCACTGTGBT

Reverse complement motif
ABCACAGTGGAGCACTG

Consensus sequence:
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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

Original motif = Consensus sequence: AGTGCTCCACTGTGGTGTCACAGT

4
77
AgTGCTCCACTGTGgTGTCACAgT
Original Motif

Original Motif

Backward

13

6

0.0290883

Reverse complement motif
ACTGTGACACCACAGTGGAGCACT

20

Consensus sequence:

i

20
E10 C g Q T
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Werlogo 34

| T T C
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5 10

Wetrlogo 34

Dataset #:

Motif ID:

Motif name:

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

Position number:

3

57

REST

Reverse Complement
Original Motif
Backward

15
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Number of overlap: 6
Similarity score: 0.039883

Alignment:
TTCAGCACCATGGACAGCKCC
-CAGTGC——————————————

Original motif = Consensus sequence: TTCAGCACCATGGACAGCKCC

TICA AC Ve.cC

==

Wmag 034

Reverse complement motif =~ Consensus sequence:

GGYGCTGTCCATGGTGCTGAA

20

A

2 4 =V A

15 20
Wetiloga 34

Dataset #: 3

Motif ID: 65

Motif name: Tcfecp2ll
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: 0.0447224
Alignment:

CCAGYYHVADCCRG

——————— CAGTGC-

Original motif = Consensus sequence: CCAGYYHVADCCRG

Reverse complement motif

Consensus sequence: CKGGDTBDMMCT(
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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:
CWGAGCCAYCTYTC
———————— CAGTGC

Original motif

2.0

Consensus sequence: CWGAGCCAYCTYTC

1

5

Motif 5

Reverse Complement
Original Motif
Forward

9

6

0.0459818

ox.00AeC ez

Welilogo 3.4

Reverse complement motif

Consensus sequence: GAKAGKTGGCTCV

0.0

Webilogo 3.4

Dataset #:
Motif ID:

75
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wwCCAMAGTCmt
Original Motif

Motif name:
Matching format of first motif:
Matching format of second motif:

Direction: Forward
Position number: 6

Number of overlap: 6
Similarity score: 0.0587933
Alignment:

VDGACTRTGGDD

————— GCACTG-

Original motif = Consensus sequence: DDCCAMAGTCHB

- (ChealTe

Wehilogo 34

ts

b

Reverse Complement

Reverse complement motif = Consensus sequence: VDGACTRTGGDD

2.0

1 GACTelG0.

0.
10

bits

WetiLogo 34

Dataset #: 5 Motif ID: 85

Original motif = Consensus sequence: TTGCGCAA

=0
e
o c g
R ———
a0 e __ ; e TR N

Waebiiaoa 38

Motif name: TFW1

Reverse complement motif = Consensus sequence: TTGCGCAA

=0
1-‘] c g
e = = —

WaebLaoa @3E
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b

Best Matches for Top Significant Motif ID 85 (Highest to Lowest)
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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

Number of overlap: 8

Similarity score: 0.0195312
Alignment:

TTYGGAAAGCAG

-—-—-TTGCGCAA

Original motif = Consensus sequence: CTGCTTTCCMAA

2.0

bits

A

0.0

10
WatiLoga 3.4

Reverse complement motif = Consensus sequence: TTYGGAAAGCAG

bits

2.0

0.0

ARACA

Wetiiogo 3.4

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
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Similarity score: 0.0276442

Alignment:
AKGYYCAAAGRTCA
TTGCGCAA-—————
Original motif = Consensus sequence: TGAMCTTTGMMCYT Reverse complement motif = Consensus sequence: AKGYYCAAAGRTC
2.0 2.0
K T C TCAAA TCA
s — A IIAAééigl O ‘:%%Tc—l*_—.— z T-:::‘*r—c
5 10 5 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
Similarity score: 0.0277567
Alignment:
BTRGGDCARAGGKCA
—————— TTGCGCAA-
Original motif = Consensus sequence: BTRGGDCARAGGKCA Reverse complement motif = Consensus sequence: TGRCCTKTGHCCK
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5 10 15 5 10 15
Dataset #: 1
Motif ID: 28
Motif name: Motif 28
Matching format of first motif: Original Motif
Matching format of second motif: Reverse Complement
Direction: Backward
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
ﬁ‘lﬂ%!! | | | ‘! | ‘! ‘!‘! %1.0 ‘ | | ‘!‘ | ‘! ‘! ‘! ‘
oo 5 - 10 oo s 10
Dataset #: 4
Motif ID: 76
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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:
CAHCACAGTGGAGCACT
-TTGCGCAA-———————

Original motif = Consensus sequence: CAHCACAGTGGAGCACT

CAcCACAGTGGAGCACct
Reverse Complement
Original Motif

Forward

2

8

0.0336914

Reverse complement motif
AGTGCTCCACTGTGDTG

Consensus sequence:

A AGAL m_-vgégl

Webriogo 3.4

AT 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:

4
73
TGGAGCACTGTGACACCACAGTGg
Original Motif

Original Motif

Backward

17

8

0.0338471
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Alignment:
TGGAGCACTGTGACAVCACAGTGG
TTGCGCAA-———————————————

Reverse complement motif ~ Consensus sequence:
CCACTGTGVTGTCACAGTGCTCCA

20 20

Original motif = Consensus sequence: TGGAGCACTGTGACAVCACAGTGG

2] 2] - -
Az ] oC]cCA
00 IZ‘:ETTQ . 91‘3 - Q . ‘:‘:Q gm rare o GQ—-—Q - =3 T-—-ﬁ-z{éc LS -QTE‘: é?ﬂq \ L -:_3_
Dataset #: 4
Motif ID: 77
Motif name: AgTGCTCCACTGTGgGTGTCACAGT
Matching format of first motif: Reverse Complement
Matching format of second motif: Original Motif
Direction: Backward
Position number: 2
Number of overlap: 8
Similarity score: 0.034375
Alignment:
AGTGCTCCACTGTGGTGTCACAGT
——————————————— TTGCGCAA-

Reverse complement motif ~ Consensus sequence:

Original motif = Consensus sequence: AGTGCTCCACTGTGGTGTCACAGT ACTGTGACACCACAGTGGAGCACT
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Wesloge 24

Dataset #: 4

Motif ID: 70

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

Position number: 3

Number of overlap: 8

Similarity score: 0.0354167

Alignment:

CAGTGCTCCACTGTGBT

——————— TTGCGCAA--

Original motif = Consensus sequence: CAGTGCTCCACTGTGBT

en TOTGOAeTTE

Webiiogo 3.4

Reverse complement motif =~ Consensus sequence:
ABCACAGTGGAGCACTG

Chers

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:

CACTGTGRTRTCACAGTGSWSCACT
——————————————— TTGCGCAA-—

Original motif

Consensus sequence:
CACTGTGRTRTCACAGTGSWSCACT

cACT T TiruAuA | e

72
CACTGTGrYrtCACAGTGswsCACT
Original Motif

Original Motif

Backward

3

8

0.0407242

Reverse complement motif
AGTGSWSCACTGTGAMAMCACAGTG

20
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Consensus sequence:

AQA

L=

I
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25
WebLagad 4
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25
WebLagad 4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:
Number of overlap:

1

16

Motif 16

Original Motif
Reverse Complement
Forward

3

8
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Similarity score: 0.0421875

Alignment:
TWTTGACAYAGA
-—-TTGCGCAA--

Original motif = Consensus sequence: TCTKTGTCAAWA

2.0

bits

A

0.0

WatiLoga 3.4

Reverse complement motif = Consensus sequence: TWTTGACAYAGA

2.0

bits

1A A

0.0

Wetiiogo 3.4

Dataset #: 3 Motif ID: 55 Motif name: ZEB1

Original motif = Consensus sequence: CACCTD

--cACCT_

ks i cmey e TE

Reverse complement motif = Consensus sequence: HAGGTG

=_
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_— —
ﬂ-ﬂ =
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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: Forward
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Position number:
Number of overlap:
Similarity score:

Alignment:
YGCCACCTDSTGGY
-—--CACCTD-----

Original motif = Consensus sequence: YGCCACCTDSTGGY

Cﬁéc T STVGs

Webslogo 3.4

Reverse complement motif

ts

b

Consensus sequence: KCCASDAGGTGG(C

jeQCACfA

T

Weblogo 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:
CWGAGCCAYCTYTC
—————— CACCTD--

1

5

Motif 5
Original Motif
Original Motif
Forward

7

6
0.00902841

Original motif = Consensus sequence: CWGAGCCAYCTYTC

Reverse complement motif

Consensus sequence: GAKAGKTGGCTCV
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2.0

“erl [ Chtlers

Webiioga 3.4

Dataset #: 1
Motif ID: 46

Motif name: Motif 46

Matching format of first motif: Original Motif

Matching format of second motif: Reverse Complement

Direction: Backward

Position number: 8

Number of overlap: 6

Similarity score: 0.0285279

Alignment:

TATKCTAAACCTAT

-CACCTD-—————~

Original motif = Consensus sequence: ATAGGTTTAGYATA Reverse complement motif = Consensus sequence: TATKCTAAACCTAT

2.0

it
5

A

Webslogo 3.4 Weblogo 3.4

0.0

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:
TCCTCCTGGAA
—-—-CACCTD---

20

Motif 20
Original Motif
Original Motif
Forward

3

6

0.0346255

Original motif = Consensus sequence: TCCTCCTGGAA

2.0

0.0

Watiiaga 34

Reverse complement motif

bits

2.0

0.0

Consensus sequence: TTCCAGGAGGA

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:

1

12

Motif 12
Original Motif
Original Motif
Forward

5

6

0.0376742
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Alignment:
ACAACACATTT
-——-CACCTD-

Original motif =~ Consensus sequence: ACAACACATTT

240

Wetiiaga 34

Reverse complement motif = Consensus sequence: AAATGTGTTGT

- AAATGTGTTCT

weu_agaa4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
AAAGATGA
-HAGGTG-

1

34

Motif 34

Reverse Complement
Original Motif
Backward

2

6

0.0397068

Original motif = Consensus sequence: AAAGATGA

Reverse complement motif = Consensus sequence: TCATCTTT
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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:
TTTATGGTGAGCAT
————— HAGGTG---

1

22

Motif 22

Reverse Complement
Original Motif
Backward

4

6

0.0397068

Original motif = Consensus sequence: TTTATGGTGAGCAT

2.0

bits

0.0

Welilogo 3.4

Reverse complement motif

bits

2.0

0.0

Consensus sequence: ATGCTCACCATAA,

Webilogo 3.4

Dataset #:
Motif ID:

17
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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:
GAGGTCAGAAG
HAGGTG-----

Motif 17

Reverse Complement
Reverse Complement

Backward
6

6
0.0458043

Original motif = Consensus sequence: CTTCTGACCTC

2.0

bits

0.0

Wehiiogo 34

Reverse complement motif

bits

2.0

0.0

Consensus sequence: GAGGTCAGAAG

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:

5

92

TFM11
Original Motif
Original Motif
Backward

7

6

0.0461561
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Alignment:
CAMACACACACAYDCACACA

Original motif = Consensus sequence: CAMACACACACAYDCACACA

acleAchcha Gl

WebLaga 3.4

Reverse complement motif ~ Consensus sequence:
TGTGTGDKTGTGTGTGTRTG

Tt atTeTdlel.

5 10 15

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:
CACACACACACWCACACA

5

89

TFM1

Original Motif
Original Motif
Backward

7

6

0.0467843

Original motif = Consensus sequence: CACACACACACWCACACA

Reverse complement motif ~ Consensus sequence:
TGTGTGWGTGTGTGTGTG
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WebLaga 3.4 WebLaga 3.4

Dataset #: 1 Motif ID: 3 Motif name: Motif 3
Original motif = Consensus sequence: HCAGRRVACASAG Reverse complement motif = Consensus sequence: CTSTGITBKMCTGH

"L cAga_acACAG "Clelex xeCle

Wablogod s Wablogod 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
Position number: 7

Number of overlap: 13

Similarity score: 0.00926418
Alignment:

RAGKGMAGVRRGSRCASAGV

—————— HCAGRRVACASAG-
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Original motif = Consensus sequence: RAGKGMAGVRRGSRCASAGV

20

bits

A T‘ugéﬁ 2A= ___ATQA

P —
10

Wmmwa

Reverse complement motif

VCTSTGKSCMKBCTRCYCTK

20

Consensus sequence:

CICT zchz CT cgng

Wmawa

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—-—--

Original motif = Consensus sequence: VDBHMAGGTCACCCTGACCY

20

WebsLaga 3.4

Reverse complement motif

MGGTCAGGGTGACCTRDBHV

20

A IGA'_—’.H-_E;Q QGQ%T —

Consensus sequence:

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

Original motif
CACTGTGRTRTCACAGTGSWSCACT

Consensus sequence:

G| UeTelAel

4
72

CACTGTGrYrtCACAGTGswsCAcT

Original Motif
Reverse Complement
Backward

3

13

0.0400966

EIQAGTTTTAIQL

Reverse complement motif = Consensus sequence:
AGTGSWSCACTGTGAMAMCACAGTG

20

el Uead M1 U1 Uaga, UAUAT

X ) o )
Dataset #: 5
Motif ID: 90
Motif name: TFM2
Matching format of first motif: Original Motif
Matching format of second motif: Reverse Complement
Direction: Forward
Position number: 3
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Number of overlap: 13

Similarity score: 0.0435274
Alignment:
GCAGAKGSAGGABDGHDG
--HCAGRRVACASAG—---
. . ) Reverse complement motif = Consensus sequence:
Original motif = Consensus sequence: CHHCHBTCCTSCYTCTGC GCAGAKGSAGGABDGHDG

2.0 2.0

bits
bits

ISP 1) ¥ CCTCI ©

- '::._A-u% ey B T - e

0.0
Webilogo 3.4

Dataset #: 3

Motif ID: 66

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

Number of overlap: 13

Similarity score: 0.0448341
Alignment:

YDRCCASYAGRKGGCRSYV

—————— HCAGRRVACASAG
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Reverse complement motif ~ Consensus sequence:
BMSMGCCYMCTKSTGGMHM

20 20

E___-e.g , A_cg JVATE xQA?E:: . -'_-u‘_‘t;ggg gg __ecl 1 ST

0.0 = P e = -
5 5

Original motif = Consensus sequence: YDRCCASYAGRKGGCRSYV

f

H

WebLagn 34 blogodd

Dataset #: 4

Motif ID: 73

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

Position number: 4

Number of overlap: 13

Similarity score: 0.045698

Alignment:

CCACTGTGVTGTCACAGTGCTCCA
---CTSTGTBKMCTGH--=-==——-

Reverse complement motif = Consensus sequence:
CCACTGTGVTGTCACAGTGCTCCA

20 20

: C T c Q c : C
. b -1, QAA A L CALISI I A s i C%—-—Q L= 1 N —
10 5

Original motif = Consensus sequence: TGGAGCACTGTGACAVCACAGTGG

bits

| VAG: cc A

Werlogo 34 Wetrlogo 34

| -
=TSy = ‘ ‘ =t e - ¥ 11
5 15 20
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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

ELCI

e Y e |

0.0 — == = —

aGG cAaAUGcA Iﬁéggll < CCx

2.0

o

0.0

5

15
WetiLoga 34 WetiLoga 34

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:
Number of overlap:

3

65

Tcfcp2l1

Reverse Complement
Reverse Complement
Forward

1

13
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Similarity score: 0.0477557

Alignment:

CKGGDTBDMMCTGG
CTSTGTBKMCTGH-

Original motif = Consensus sequence: CCAGYYHVADCCRG

2.0

o gl_&_ XL ‘9“:Cgﬂr

10

Webiioga 3.4

Reverse complement motif

2.0

bits

1.0

- Enen..:-,i:-;

Consensus sequence: CKGGDTBDMMCTH

_aaYIYY

5

10

Dataset #: 5
Motif ID: 94
Motif name: TFM13

Matching format of first motif: Original Motif

Matching format of second motif:

Direction: Backward

Position number: 4

Number of overlap: 13

Similarity score: 0.0478998
Alignment:

WHAATTAAARAARAAAAAAA

————-HCAGRRVACASAG---

Original motif = Consensus sequence: TTTTTTTKTTKTTTAATTHW

Reverse Complement

Reverse complement motif
WHAATTAAARAARAAAAAAA

Consensus sequence:
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ﬁl | Tl her el AR

Weblaga 34 Weblaga 34

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/
% 1.0 % 1.0
T . A
a.0 EA_ L _g —_— = T';—_ ‘E_R_E--: 0.0l—— g—_-—-z—_— _;é—-_-f —— - y I"E
Dataset #: 2 Motif ID: 48 Motif name: Motif 48
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Original motif = Consensus sequence: GCARRGGSAGS Reverse complement motif = Consensus sequence: SCTSCCKMTGC

Gohotoke  esTenTi0
5 Q-A-E»?I—-— AC a5 g C . =15V

Weiloga 34 WekiLoga 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: Reverse Complement
Matching format of second motif: Original Motif
Direction: Backward

Position number: 1

Number of overlap: 11

Similarity score: 0

Alignment:

CYTSCCTCTGC

SCTSCCKMTGC

Original motif = Consensus sequence: CYTSCCTCTGC Reverse complement motif = Consensus sequence: GCAGAGGSAKG

2.0 2.0

bit

CAAc

5 10
Wshiaga 34

0.0
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Dataset #: 5
Motif ID: 90
Motif name: TFM2
Matching format of first motif: Original Motif

Matching format of second motif:

Direction: Forward
Position number: 1
Number of overlap: 11

Similarity score: 0.000952693

Alignment:

GCAGAKGSAGGABDGHDG
GCARRGGSAGS———————

Original motif = Consensus sequence: CHHCHBTCCTSCYTCTGC

2.0

Wetiloga 3.4

Reverse Complement

Reverse complement motif = Consensus sequence:
GCAGAKGSAGGABDGHDG

2.0

bits

cé._,___g—.—A& Iéﬁéﬁ:x? -
5 10 15

00—

Wetiloga 34

Dataset #: 3

Motif ID: 66

Motif name: CTCF
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: 11

Similarity score: 0.033658

Alignment:
YDRCCASYAGRKGGCRSYV
—————— GCARRGGSAGS—--

Original motif = Consensus sequence: YDRCCASYAGRKGGCRSYV

20

hxéc AC% AT TQA?EA

= — == e e i, gy — -_—

5 10 15

WebLagn 34

Reverse complement motif =~ Consensus sequence:
BMSMGCCYMCTKSTGGMHM

20

2
=1

g6 é?qug _gg _:ecl 1 ST

15

EI

O

Lagads

Dataset #: 5
Motif ID: 88

Motif name: TFF11
Matching format of first motif: Reverse Complement
Matching format of second motif: Original Motif
Direction: Forward
Position number: 3

Number of overlap: 11

Similarity score: 0.0410341
Alignment:

CTGCTGBDBBDGBD

--SCTSCCKMTGC-

Original motif = Consensus sequence: CTGCTGBDBBDGBD

Reverse complement motif = Consensus sequence: HVCDBBDBCAGC/
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2.0

2.0

bits
&

T A
=7-N A _ — 0.0 l== gf—e-rs-% — Wi 1Y f::?
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
Similarity score: 0.0422459
Alignment:
RAGKGMAGVRRGSRCASAGV
-—-——-GCARRGGSAGS-----

Original motif = Consensus sequence: RAGKGMAGVRRGSRCASAGV

20

g =
5 10 15 20

Reverse complement motif =~ Consensus sequence:

VCTSTGKSCMKBCTRCYCTK

20

1 CI(?%QE‘?Q%Z g Cl;;¢$¥1§

Weblagn a4

Dataset #: 3
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Motif ID: 65

Motif name: Tcfcp2l1

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(
20 20
" Cg{l_ _%g-__- ‘e?CQﬂ__ o, Ees.:.%; = ‘?‘? le.:.

Dataset #: 3

Motif ID: 57

Motif name: REST

Matching format of first motif: Reverse Complement

Matching format of second motif: Reverse Complement

Direction: Forward

Position number: 4

Number of overlap: 11

Similarity score: 0.0578944
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Alignment:
GGYGCTGTCCATGGTGCTGAA
-——SCTSCCKMTGC-——————

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:
VDBHMAGGTCACCCTGACCY
-—-GCARRGGSAGS——-——-—-

3

53

ESR1

Original Motif
Original Motif
Forward

3

11
0.0620615

Original motif = Consensus sequence: VDBHMAGGTCACCCTGACCY

Reverse complement motif
MGGTCAGGGTGACCTRDBHV

Consensus sequence:
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20

) ﬁEgAI%ICAggglﬁécgg

Weblaga 34

20

. QﬁIgA%ﬁ*ﬁ;Eégg%—rﬁa_- =

Weblaga 34

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: 1

Number of overlap: 11

Similarity score: 0.0627554
Alignment:

HCAGRRVACASAG

GCARRGGSAGS--

Original motif = Consensus sequence: HCAGRRVACASAG

592§QC$A

Webilogod 4

Reverse complement motif

Consensus sequence: CTSTGIBKMCTGH

Dataset #: 3
Motif ID: 59
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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:
VHRGGTCABDBTGMCCTB
-——SCTSCCKMTGC----

ESR2

Reverse Complement
Original Motif
Backward

5

11

0.0646979

Original motif = Consensus sequence: VHRGGTCABDBTGMCCTB

2.0

0.0

) f-lAI-TI A — __IAé%Q-rg_

Webilogo 3.4

Reverse complement motif =~ Consensus sequence:
BAGGYCABHBTGACCKHV

2.0

it
5

0.0

A

(6. CA

————— e Y ——

s

Dataset #: 5 Motif ID: 87

Motif name: TFF1

Original motif = Consensus sequence: AGGACAAAGAVV

2.0

bits
5

00—

Reverse complement motif = Consensus sequence: VVTCTTTGTCCT

bits

2.0

%;:(;;II__IG . l

0.0

WetiLogo 3.4
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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

2.0

N,
. —
ool = -—

bits

WabLogod 4

Reverse complement motif = Consensus sequence: TGMYCTTTGBCCK

2.0
o E%Qg - IC_C_-‘: I A=
5

a. P =

—

10

Dataset #: 3

Motif ID: 64

Motif name: PPARGRXRA
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: 12

Similarity score: 0.0210867

Alignment:

BTRGGDCARAGGKCA

--AGGACAAAGAVV-

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

2.0 2.0

1 Lalh cMARUGTCA IﬁéggllT%QQ;—gﬁﬂ

=L G - o=l S - = -
5 10 15 : 10 15
WetiLoga 34 WebiLoga 34

bits

0.0

Dataset #: 3

Motif ID: 59

Motif name: ESR2

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

Position number: 5

Number of overlap: 12

Similarity score: 0.0351633

Alignment:

BAGGYCABHBTGACCKHV

-——=-VVTCTTTGTCCT--
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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

VVICTTTGTCCT-———————

53

ESR1

Reverse Complement
Original Motif
Backward

9

12

0.039773

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 #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
AKGYYCAAAGRTCA
—-AGGACAAAGAVV-

3

52

NR2F1

Original Motif
Reverse Complement
Backward

2

12

0.0472374

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:

3

60

NR1H2RXRA

Reverse Complement
Reverse Complement
Backward

3

12
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Similarity score: 0.0472884

Alignment:
GTTGACCTTTGACCTTT
-——-VVTCTTTGTCCT--

Original motif = Consensus sequence: AAAGGTCAAAGGTCAAC

2.0

w
E1.0 A
00 =0 e
5

Ac

Watiloga 3.4

Reverse complement motif = Consensus sequence:
GTTGACCTTTGACCTTI

2.0

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
Alignment:

CACTGTGRTRTCACAGTGSWSCACT

Original motif = Consensus sequence:
CACTGTGRTRTCACAGTGSWSCACT

Reverse complement motif = Consensus sequence:
AGTGSWSCACTGTGAMAMCACAGTG
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240

,QAG ) lAT

JeTchel

209

@
F10q

WebLagad 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

20

Reverse complement motif
CCACTGTGVTGTCACAGTGCTCCA

Consensus sequence:

20
bl &

“TocheoheT Aok chokeTe, "cle | G16. 161 AGAs el oCA

15 20 10 15 20
WetrLogo 34 WetiLogo 34

e
'I

Dataset #: 3

Page 46 of 79



Motif ID: 57

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

Number of overlap: 12

Similarity score: 0.0558379
Alignment:

TTCAGCACCATGGACAGCKCC
-—-—-AGGACAAAGAVV—-—————

Reverse complement motif = Consensus sequence:
GGYGCTGTCCATGGTGCTGAA

20

2.0
MrlgAUQ CéEHAC HQIEQ = QI yax ! _hﬁﬂe
5 10 15 20

Original motif = Consensus sequence: TTCAGCACCATGGACAGCKCC

— =

5 10 15
Webiloga 34 Wetiloga 34

Dataset #: 4

Motif ID: 77

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

Matching format of second motif: Original Motif

Direction: Backward

Position number: 7

Number of overlap: 12
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Similarity score: 0.0609269

Alignment:
AGTGCTCCACTGTGGTGTCACAGT

Reverse complement motif = Consensus sequence:
ACTGTGACACCACAGTGGAGCACT

”'EJTQIQ HgA__Eq_A QA I nén Q~T = ';TQAQI

Original motif = Consensus sequence: AGTGCTCCACTGTGGTGTCACAGT

15 15
Werlogo 34 Wetrlogo 34

Dataset #: 1 Motif ID: 37 Motif name: Motif 37

Original motif = Consensus sequence: ACTTTGG Reverse complement motif = Consensus sequence: CCAAAGT
=0 =0
[ =8 ! o O

W ey e B W oy e

Best Matches for Top Significant Motif ID 37 (Highest to Lowest)

Dataset #: 4

Motif ID: 69

Motif name: atactttggc

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

Position number: 2
Number of overlap: 7
Similarity score: 0
Alignment:

GCCAAAGTAT

—-CCAAAGT--

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 #: 4

Motif ID: 75

Motif name: wwCCAMAGTCmt
Matching format of first motif:

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

Number of overlap: 7

Similarity score: 0.0275974
Alignment:

DDCCAMAGTCHB

-—-CCAAAGT---

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

GACT$ ]G0

10

2.0 2.0

-+ (CAzACTC

Wekiloga A4

bits
5

0.0

Wekiloga A4

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: 10

Number of overlap: 7

Similarity score: 0.056841

Alignment:

ACTGTGACACCACAGTGGAGCACT

————————— CCAAAGT------—-

Reverse complement motif = Consensus sequence:

Original motif = Consensus sequence: AGTGCTCCACTGTGGTGTCACAGT ACTGTGACACCACAGTGGAGCACT

20

20

o I CI w

E10 C g Q T E10 C
o 2 AT 1=VilS 1Al =11 11 L S G‘Fgé!\ — QA_I_T A
= 5 10 15 20 = 5 10 :

==
15

>CD

0O
=

4

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:
ACTGTGGTGTCACART
ACTTTGG—————————

4
71
AMTGTGACACCACAGT
Original Motif

Reverse Complement
Backward

10

7

0.0597098

Original motif = 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:

4
76
CAcCACAGTGGAGCACct
Original Motif

Reverse Complement
Forward

9
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Number of overlap:
Similarity score:

Alignment:
AGTGCTCCACTGTGDTG
———————— ACTTTGG--

7
0.061942

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
-CCAAAGT-———————-—

4
70
CagTGCTCCACTGTGgT
Reverse Complement
Reverse Complement
Forward

2

7

0.0625
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Original motif = Consensus sequence: CAGTGCTCCACTGTGBT

20

"o THTACTT

15
Webiiogo 3.4

Reverse complement motif ~ Consensus sequence:
ABCACAGTGGAGCACTG

GAUCACr

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:
TGAMCTTTGMMCYT
-—-ACTTTGG—-—---

3

52

NR2F1
Original Motif
Original Motif
Forward

4

7

0.0686813

Original motif = Consensus sequence: TGAMCTTTGMMCYT

2.0

0.0

LW E IIIAéég%l

Webiioga 3.4

Reverse complement motif = Consensus sequence: AKGYYCAAAGRTC

=

2.0

2 40

0.0

cﬁéTégAAAmTIQA

Webiloga 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:
CACTGTGRTRTCACAGTGSWSCACT
-ACTTTGG-——-———————————————

Original motif = Consensus sequence:
CACTGTGRTRTCACAGTGSWSCACT

4
72
CACTGTGrYrtCACAGTGswsCACT
Original Motif

Original Motif

Forward

2

7

0.0714286

Reverse complement motif

Consensus sequence:

AGTGSWSCACTGTGAMAMCACAGTG

20

20
iC Toyhe (1U[UaS_GAWKLT
" QT ATTTTAIA; e 1_»-9 € _9,__ == .—-—QTQ-_ = a2 1Y ATAQA ilc=x
5 10 15 20 un_ugiza 5 10 15 20 un_ugiza
Dataset #: 4
Motif ID: 73
Motif name: TGGAGCACTGTGACACCACAGTGg

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

Position number:

Reverse Complement
Original Motif
Backward

3
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Number of overlap:
Similarity score:

Alignment:

TGGAGCACTGTGACAVCACAGTGG
——————————————— CCAAAGT--

Original motif

20

Consensus sequence: TGGAGCACTGTGACAVCACAGTGG

7
0.0714286

Reverse complement motif =~ Consensus sequence:
CCACTGTGVTGTCACAGTGCTCCA

20

N w —

15

w
- C T c Q
et =yl AaAa l o - 17 i
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:
GTTGACCTTTGACCTTT
-———-ACTTTGG—-—————

3

60

NR1H2RXRA

Original Motif
Reverse Complement
Forward

5

7

0.0728571
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Reverse complement motif ~ Consensus sequence:

Original motif = Consensus sequence: AAAGGTCAAAGGTCAAC GTTGACCTTTGACCTTT

20

w
=10 A
C "<
0.0 —— x
5

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

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

=_ar

“GGAAa - =TTCC

=
= I = I

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

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:
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CTGCTTTCCMAA
—--YTTCC----

Original motif = Consensus sequence: CTGCTTTCCMAA

2.0

bits

| A

0.0

Reverse complement motif

2.0

bits

1.0

0.0

Consensus sequence: TTYGGAAAGCAG

5 10 WAk - as 1o Wk o a4
Dataset #: 1
Motif ID: 41
Motif name: Motif 41

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

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

TTTCCTCCA

YTTCC———--

Original motif = Consensus sequence: TGGAGGAAA

Z2.0

o
i — S

Wiestalogo 3

Reverse Complement
Reverse Complement

Reverse complement motif

bits

2.0

0.0

Consensus sequence: TTTCCTCCA

st logo 3
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Dataset #: 1

Motif ID: 43

Motif name: Motif 43

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

Position number: 5

Number of overlap: 5

Similarity score: 0.04375

Alignment:

TGCCTTTCYTT

-——=YTTCC--

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

bits

£
1.0 =10 ﬂ

0.0 g 0.0

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
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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
bits
5

A

.0

Dataset #: 1

Motif ID: 9

Motif name: Motif 9

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

Position number: 8

Number of overlap: 5

Similarity score: 0.06875

Alignment:

TGAAAATATGTT

——————— GGAAM

Original motif = Consensus sequence: AACATATTTTCA Reverse complement motif = Consensus sequence: TGAAAATATGTT
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Wetiloga 34

Welaloga 34

Dataset #: 1

Motif ID: 19

Motif 19

Reverse Complement

Motif name:
Matching format of first motif:

Matching format of second motif: Reverse Complement

Direction: Backward
Position number: 3
Number of overlap: 5
Similarity score: 0.06875
Alignment:

CTTTCTCT

-YTTCC—--

Original motif = Consensus sequence: AGAGAAAG

Reverse complement motif

Consensus sequence: CTTTCTCT

£ 1.0 £ 1.0 ‘ | | | ‘ | ‘ I
[ = o [ = o =

Dataset #: 1

Motif ID: 28
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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:
ATTTAGTAAA

Motif 28
Original Motif
Original Motif
Forward

6

5

0.06875

Original motif = Consensus sequence: ATTTAGTAAA

2.0

bits
5

.0

Reverse complement motif

bits

2.0

0.0

Consensus sequence: TTTACTAAAT

Wbl ogo 3 a8

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position nhumber:
Number of overlap:
Similarity score:

Motif 8

Reverse Complement
Reverse Complement
Forward

7

5

0.06875
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Alignment:
AAGSATTTTCA

Original motif = Consensus sequence: TGAAAATSCTT

240

1.0

bits

0.0

C

Wetiiaga 34

Reverse complement motif

2.0

bits

C

Consensus sequence: AAGSATTTTCA

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:
GGYGCTGTCCATGGTGCTGAA

3

57

REST

Reverse Complement
Reverse Complement
Forward

6

5

0.0747947

Original motif = Consensus sequence: TTCAGCACCATGGACAGCKCC

Reverse complement motif
GGYGCTGTCCATGGTGCTGAA

Consensus sequence:
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20

,TGQA cliV¥ax _AC c5cl HoeC cT Vax Vil | SV VA,

e, A —_ e o 0.0

% 1 ke - Vebtsgo s
Dataset #: 1
Motif ID: 23
Motif name: Motif 23
Matching format of first motif: Reverse Complement
Matching format of second motif: Original Motif
Direction: Backward
Position number: 5
Number of overlap: 5
Similarity score: 0.075
Alignment:
ATGTWTTCATTMAT
————— YTTCC—---
Original motif = Consensus sequence: ATGTWTTCATTMAT Reverse complement motif = Consensus sequence: ATYAATGAAWACA

2.0 2.0

bits
bits

i 1lA A i A

0.0 -
5 10 5 10
Welilogo 3.4 Webilogo 3.4

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

=20

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---

Original motif = Consensus sequence: CTTCTGACCTC Reverse complement motif = Consensus sequence: GAGGTCAGAAG
20 2.0
Es 5 10 0 5 10

Wetiiaga 34 Wekiiaga 34
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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

EWMA ATAAAAﬂA N

is

a | C

WabLogod 4 WabLogad 4

Dataset #: 1

Motif ID: 24

Motif name: Motif 24

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: 0.0539119

Alignment:

TTWATGWCTTT

-—--GTGACCTT

Original motif = Consensus sequence: AAAGWCATWAA Reverse complement motif = Consensus sequence: TTWATGWCTTT
2.0 2.0

bifs

A A =y A 1A

0O - [alnl

* L = LT
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: 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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240 209

QA,_T UL JATVAVAY ‘%‘? el A T&mc L

el 2GR _::‘Egh L . TAAE.L = = 1= ..__-?-W ?g:
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

bits

en
1.0 C E‘I.ﬂ

Weiloga 34 WekiLoga 34

Dataset #: 5
Motif ID: 93
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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:
RAGKGMAGVRRGSRCASAGV
————————— AAGGTCAC---

Original motif = Consensus sequence: RAGKGMAGVRRGSRCASAGV

20

TFM12

Original Motif
Original Motif
Forward

10

8

0.0584971

Reverse complement motif
VCTSTGKSCMKBCTRCYCTK

20

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:

73
TGGAGCACTGTGACACCACAGTGg
Original Motif

Reverse Complement

Forward

8

8

0.060729

CI?lgz?ggz segels

Page 68 of 79



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 #: 4

Motif ID: 71

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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Dataset #: 1

Motif ID: 22

Motif name: Motif 22
Matching format of first motif: Reverse Complement
Matching format of second motif: Original Motif
Direction: Backward
Position number: 7

Number of overlap: 8

Similarity score: 0.0664462
Alignment:

TTTATGGTGAGCAT

GTGACCTT——————-

Original motif = Consensus sequence: TTTATGGTGAGCAT

2.0

bits

0.0

Welilogo 3.4

Reverse complement motif

bits

2.0

0.0

Consensus sequence: ATGCTCACCATAA,

Webilogo 3.4

Dataset #: 1
Motif ID: 18
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Motif name: Motif 18

Matching format of first motif: Reverse Complement

Matching format of second motif: Reverse Complement

Direction: Forward

Position number: 2

Number of overlap: 8

Similarity score: 0.0674765

Alignment:

GCTGGACTTTG

-GTGACCTT--

Original motif = Consensus sequence: CAAAGTCCAGC Reverse complement motif = Consensus sequence: GCTGGACTTTG

2.0

2.0

=
5140

0.0

Wehiiogo 34 Wabiiaga 34

Dataset #: 4 Motif ID: 79 Motif name: cCGCGGrCACG

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

gﬂgg CECACAQA N GICgCC C%ﬁ

Webilaga 3.4

Webilaga 34

Best Matches for Top Significant Motif ID 79 (Highest to Lowest)
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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 20
McIMCT R < 1 e . _VAWVA-

2 10 Wehiioga 3.4 2 10 Wehiioga 3.4

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: 4

Number of overlap: 11
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Similarity score:

Alignment:
TTCAGCACCATGGACAGCKCC
——————— CCGCGGRCACG——--

Original motif = Consensus sequence: TTCAGCACCATGGACAGCKCC

0.0484441

Hu 10 A cAl AC -

20
WetiLoga 34

Reverse complement motif
GGYGCTGTCCATGGTGCTGAA

2.0

Consensus sequence:

2 4 =W _ A

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--

3

53

ESR1

Reverse Complement
Reverse Complement
Backward

3

11

0.0486581

Original motif = Consensus sequence: VDBHMAGGTCACCCTGACCY

Reverse complement motif
MGGTCAGGGTGACCTRDBHV

Consensus sequence:
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) ﬁEgAI%ICAggqlkéCQE

Weblaga 34

20

. QﬂIGA%ﬁ*ﬁlEéGQ%TQM_— =

Weblaga 34

Dataset #: 3

Motif ID: 66

Motif name: CTCF
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: 0.0588663
Alignment:

YDRCCASYAGRKGGCRSYV

——————— CCGCGGRCACG-

Original motif = Consensus sequence: YDRCCASYAGRKGGCRSYV

20

o5 ;:_%Q : Ag% JTATHY IQAEEEf_’:

5 10 15

WebLagn 34

Reverse complement motif =~ Consensus sequence:
BMSMGCCYMCTKSTGGMHM

20

%m G T
. -_1"_‘1:;91; gg LaCalzs_2
5 10 15

I

O

Lagads

Dataset #: 1
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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 Reverse complement motif  Consensus sequence: CTSTGTBKMCTGH

2.0

2.0

ACA,,,_ Y ITI_., E%I?Tgﬁf

0.0

10
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

Motif 2

Reverse Complement
Reverse Complement
Backward

3

11

0.0624268
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Consensus sequence: GTGTGTGTGTGTG

Reverse complement motif

Alignment:
GTGTGTGTGTGTGT
-CGTGKCCGCGG--
Original motif = Consensus sequence: ACACACACACACAC
2.0 2.0
- AQA TT‘:CAG o I AI T—'—
5 10 Saiserii 5 10 Saisarii
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: 5
Number of overlap: 11
0.0625015
Consensus sequence:

Similarity score:

Alignment:

RAGKGMAGVRRGSRCASAGV

CCGCGGRCACG——-—--

Consensus sequence: RAGKGMAGVRRGSRCASAGY Reverse complement motif
9 ' VCTSTGKSCMKBCTRCYCTK
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20 20

1]
10

Qo=

CI?%QE?Q%ZCL%Qz%If

5 10 15 20
Weblaga 34

Dataset #: 5

Motif ID: 89

Motif name: TFM1
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Backward
Position number: 3

Number of overlap: 11

Similarity score: 0.0628056
Alignment:

CACACACACACWCACACA

————— CCGCGGRCACG--

Reverse complement motif =~ Consensus sequence:
TGTGTGWGTGTGTGTGTG

" cacCAcACAc CACAS %jTQIAIC;QITIZTGTLA

Original motif = Consensus sequence: CACACACACACWCACACA

e
15

Webilogo 3.4 Webilogo 3.4

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

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
TGRCCTKTGHCCKAB
-—-—-CGTGKCCGCGG-

64
PPARGRXRA

Reverse Complement
Reverse Complement

Forward

4

11
0.0629476

Original motif = Consensus sequence: BTRGGDCARAGGKCA

2.0

=K (S =1 ¢

A C AA_

UrcA

15
Webiloga 3.4

Reverse complement motif

2.0

0.0

“TaallTx]

Consensus sequence: TGRCCTKTGHCCK

CC

":‘RI CoA—

W&.lmgcl a4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

5

92

TFM11
Original Motif
Original Motif
Forward

8

11
0.0634175
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Alignment:
CAMACACACACAYDCACACA
——————— CCGCGGRCACG--

Reverse complement motif ~ Consensus sequence:
TGTGTGDKTGTGTGTGTRTG

' TeTelelor

5 10 15

Original motif = Consensus sequence: CAMACACACACAYDCACACA

Weblaga 3.4

Results created by MOTIFSIM on 09-23-2015 12:07:36
Runtime: 137.654 seconds.

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