MOTIFSIM - MOTIF SIMilarity Detection Tool

Version 2.2

INPUT

Input Parameters
Number of files:

Number of top significant motifs:

Number of best matches:
Similarity cutoff >=
Matching motif database:
Motif tree:

Combined similar motifs:
Output file type:

Output file format:

Input files and motif counts
File name

DREME_DM230.txt
MEME_DM230.txt
PScanChIP_DM230.txt
RSAT_peak-motifs_DM230.txt
W-ChIPMotifs_DM230.txt

5

10

10

0.75

UniProbe Mus Musculus
Yes

Yes

All

All

Count of motifs
1

20

14

10

11

Dataset number
1
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RESULTS

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

Dataset #: 4 Motif ID: 45 Motif name: wbgTAAATAww
Original motif = Consensus sequence: DBGTAAATAHD Reverse complement motif = Consensus sequence: DHTATTTACBD
2.0 2.0

bifs

o JAAATA “ TATTTA

0.0

Webilaga 34 Webilaga 3.4

Best Matches for Top Significant Motif ID 45 (Highest to Lowest)

Dataset #: 5

Motif ID: 56

Motif name: TFM11

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

Position number: 15

Number of overlap: 11

Similarity score: 0.0192768

Alignment:

TWVHWWWYTTTYTTTTTHTTTVWBH

—————————————— DHTATTTACBD
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Original motif = Consensus sequence: Reverse complement motif = Consensus sequence:
HDWVAAAHAAAAAMAAAMWWWHBWA TWVHWWWYTTTYTTTTTHTTTVWBH

20 20

@
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A, st 1l

a JAAA Ana,

s

5 20
WebLagod 4 WebLagod 4

Dataset #: 2

Motif ID: 9

Motif name: Motif 9

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

Position number: 4

Number of overlap: 11

Similarity score: 0.0250541

Alignment:

AATHATATWTHAAA

DHTATTTACBD---

Original motif = Consensus sequence: AATHATATWTHAAA Reverse complement motif = Consensus sequence: TTTDAWATATHAT

2.0

Ml el

Webiioga 3.4

bit
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Dataset #: 2

Motif ID: 6

Motif name: Motif 6
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Backward
Position number: 1

Number of overlap: 11

Similarity score: 0.027895
Alignment:

AATTYDGAARTAWW

-—-—-DBGTAAATAHD

Original motif = Consensus sequence: AATTYDGAARTAWW Reverse complement motif = Consensus sequence: WWTAKTTCDKAA

2.0

0.0

MAETT X0 I

10
Wetiloga 3.4 Wetilogo 3.4

Dataset #:

Motif ID:

Motif name:

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

Position number:

Number of overlap:

5

52

TFM1

Original Motif
Reverse Complement
Forward

1

11
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Similarity score: 0.0283217

Alignment:
ABAAAAAAWHAAAAARAW
DBGTAAATAHD-—-—————

. . Reverse complement motif = Consensus sequence:
Original motif = Consensus sequence: WTKTTTTTHWTTTTTTBT P a

ABAAAAAAWHAAAAARAW
20 20
AT AL 1 ot M. sl by
3 10 15 5 T 15

Dataset #: 5
Motif ID: 53
Motif name: TFM3
Matching format of first motif: Original Motif
Matching format of second motif: Reverse Complement
Direction: Backward
Position number: 2
Number of overlap: 11
Similarity score: 0.0308097
Alignment:
TWAAWTTVTGAAAAAHWW
—————— DBGTAAATAHD-

Reverse complement motif = Consensus sequence:

Original motif = Consensus sequence: WWHTTTTTCABAAWTTWA TWAAWTTVTGAAAAAHWW
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2.0

EﬁTATTTTTQAA

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:
ATKAAWTTTTRMAABAHHTW
——————— DBGTAAATAHD--

Original motif

20

55

TFM13
Original Motif
Original Motif
Backward

3

11
0.0333874

Consensus sequence: ATKAAWTTTTRMAABAHHTW

Reverse complement motif
WAHHTVTTYKAAAAWTTRAT

ATTT

Consensus sequence:

T

AAT

ool S T =)\ ITAAAZ .
2 10 8 Wc:mgeg.-t 8 Webloga 34
Dataset #: 2
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Motif ID:
Motif name:
Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
AAAAWTTRCWT
DHTATTTACBD

4
Motif 4

Reverse Complement
Original Motif
Forward

1

11

0.0361187

Original motif = Consensus sequence: AAAAWTTRCWT Reverse complement motif = Consensus sequence: AWGKAAWTTTI

2.0 2.0

210 A 210
A Ag | A
" cTAIGTSA I AACI VY = 1.1
5 10 5 10

Dataset #: 2
Motif ID: 3
Motif name: Motif 3
Matching format of first motif: Reverse Complement
Matching format of second motif: Original Motif
Direction: Backward
Position number: 2
Number of overlap: 11
Similarity score: 0.0410381
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Alignment:
AWAAAWTWAAASWA
--DHTATTTACBD-

Original motif =~ Consensus sequence: AWAAAWTWAAASWA

WelsLage 3.4

Reverse complement motif

Consensus sequence: TWSTTTWAWTTT\

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
AWTAAATAYAATTT
-—--DHTATTTACBD

2

5

Motif 5

Reverse Complement
Original Motif
Backward

1

11

0.0477814

Original motif = Consensus sequence: AWTAAATAYAATTT

Reverse complement motif

Consensus sequence: AAATTKTATTTAW
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Welsloge 34

Welloge 3.4

Dataset #: 3

Motif ID: 31

Motif name: Pax5
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: 0.0512987
Alignment:

DGVBCABTGDWGCGKRRCSR

DBGTAAATAHD-—-——————-—

Original motif = Consensus sequence: DGVBCABTGDWGCGKRRCSR

20

Reverse complement motif
MSGKKRCGCWDCABTGBBCD

20

“eell_zal C

—.—TTEQTI - ---c I#‘E TT

Weblagn a4

Consensus sequence:

bits

0.0

Dataset #: 3 Motif ID: 24

Motif name: SP1
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2.0

ts
bits
5

i

Original motif = Consensus sequence: CCCCKCCCCC Reverse complement motif  Consensus sequence: GGGGGYGGGG
Sty W P S

-Ccle_¢Coce 3. GUG(

WL g 3 WL ogo 3 4

.0

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

Dataset #: 2
Motif ID: 7

Motif name: Motif 7

Matching format of first motif: Original Motif

Matching format of second motif: Original Motif

Direction: Backward

Position number: 2

Number of overlap: 10

Similarity score: 0.00451594

Alignment:

CSKCCCCGCCccesy

-—-—CCCCKCCCCC-

Original motif = Consensus sequence: CSKCCCCGCCCCSY Reverse complement motif = Consensus sequence: MSGGGGCGGGGY

2.0
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Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
BBGGGGCGGGGCVD
-GGGGGYGGGG——-

4
36

¢csGCCCCGCCCCsc
Reverse Complement
Reverse Complement
Backward

4

10

0.00965796

Original motif = Consensus sequence: HVGCCCCGCCCCBB

- 00000:006c

Webiioga 3.4

Reverse complement motif = Consensus sequence: BBGGGGCGGGGC

2.0

i
:E‘I.CI

A A, —

a0 e —_— e W

Webiloga 3.4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:
Number of overlap:

4
38
cccGCCCCGCCCCsb
Reverse Complement
Reverse Complement
Backward

5

10
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Similarity score: 0.0127292

Alignment:
BBGGGGCGGGGCGGB
-GGGGGYGGGG———-

Original motif = Consensus sequence: BCCGCCCCGCCCCBB

2.0

@
- c C CC
0.0 --T—;(_:_.}T =W —_— =
5 10 15

WetiLoga 34

Reverse complement motif = Consensus sequence:
BBGGGGCGGGGCGGB

2.0

51.0

_ = AR L 4 4 P~ ———

Dataset #: 5

Motif ID: 50

Motif name: TFF11
Matching format of first motif: Reverse Complement
Matching format of second motif: Original Motif
Direction: Forward
Position number: 4

Number of overlap: 10

Similarity score: 0.0174405
Alignment:

GGMGGRGGCGGVGC

-——-GGGGGYGGGG-

Original motif = Consensus sequence: GGMGGRGGCGGVGC

Reverse complement motif = Consensus sequence: GCVCCGCCMCCY(
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2.0

bits
B

CLG Ve

s

b

ZQC¢CC?CC$99199

. - =L —— 4
2 10 Weltags 3.4 Welstags 3.4

Dataset #: 5
Motif ID: 54
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: 10
Similarity score: 0.0301548
Alignment:
CYYCBBCYYYTCCHCCTYYY
—————— CCCCKCCCCC——---

Original motif = Consensus sequence: CYYCBBCYYYTCCHCCTYYY

20

bits

0.0

5995$Q§$?lgg?$gx$99

Weblaga 3.4

Reverse complement motif

KKKAGGDGGAKKMGBBGKMG

20

Consensus sequence:

=8

Weblagn a4

Dataset #: 5
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Motif ID: 51

Motif name: TFM2

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

Position number: 1

Number of overlap: 10

Similarity score: 0.0329167

Alignment:

RGRGGAGRRGGHGGDG

—————— GGGGGYGGGG

Reverse complement motif = Consensus sequence:
CHCCBCCKMCTCCKCM

2.0

"0.cC CVlecIClrce

Original motif = Consensus sequence: RGRGGAGRRGGHGGDG

8.0 -

Webloagad 4

Dataset #: 5

Motif ID: 49

Motif name: TFF1

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

Position number: 2

Number of overlap: 10
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0.0557738
Consensus sequence: GCVGCGGCBCCG

Similarity score:
Alignment:
GCVGCGGCRBCCG
—-CCCCKcCcceee-
Original motif = Consensus sequence: CGGVGCCGCVGC Reverse complement motif
2.0 2.0

ae = & E&-—QQ—F%Q,“E\ I;?EGEJT‘GICCL

V E 10 Weabiloga 3.4 = 10 Wabilogo 34
Dataset #: 2
Motif ID: 2

Motif name: Motif 2

Matching format of first motif: Original Motif

Matching format of second motif: Reverse Complement
Direction: Backward
Position number: 1
Number of overlap: 10
Similarity score: 0.0648214
Alignment:
MTMMTCMMTCTKCK
Reverse complement motif  Consensus sequence: MTMMTCMMTCTK(
Page 15 of 80

-—-——-CCCCKCCcCcCC
Consensus sequence: RGRAGARRGARRAR

Original motif



2.0 2.0

“nGahcAse. cRa% “¢1%e. SeIcl:Cr
Dataset #: 5
Motif ID: 48
Motif name: TFW3
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Backward
Position number: 1
Number of overlap: 10
Similarity score: 0.0762976
Alignment:
CGGCYBCGCG
CCCCKCCcccce
Original motif = Consensus sequence: CGGCYBCGCG Reverse complement motif  Consensus sequence: CGCGBMGCCG

2.0

ts

b

cucU_. UG
0.0 e e —— -

e
10
WL ogo 3 4

Dataset #: 4
Motif ID: 40
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Motif name: kcACCTGCAgc

Matching format of first motif: Reverse Complement
Matching format of second motif: Reverse Complement
Direction: Forward
Position number: 1
Number of overlap: 10
Similarity score: 0.0841987
Alignment:
GBTGCAGGTGRB
GGGGGYGGGG-
Original motif = Consensus sequence: BCACCTGCABC Reverse complement motif = Consensus sequence: GBTGCAGGTGB
2.0 2.0
0.0 oo == ‘ CA —
% Uiaasaa
Dataset #: 3 Motif ID: 32 Motif name: ArntAhr
Original motif = Consensus sequence: YGCGTG Reverse complement motif = Consensus sequence: CACGCM

=_r

=_

=2

= 1.0 -
e e - e —— . e

W s Loy S

bifs
:

W s Loy S

Best Matches for Top Significant Motif ID 32 (Highest to Lowest)
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Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
HVGCCCCGCCCCBB
-—-—-—-CACGCM----

4
36

¢csGCCCCGCCCCsc
Reverse Complement
Original Motif
Backward

5

6

0.0396403

Original motif = Consensus sequence: HVGCCCCGCCCCBB

- 00000:006c

Webiioga 3.4

Reverse complement motif = Consensus sequence: BBGGGGCGGGGC

2.0

i
:E‘I.CI

a0 e = _ = —— W W e, T O e T

Webiloga 3.4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:
Number of overlap:

1

1

Motif 1

Reverse Complement
Reverse Complement
Forward

3

6
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Similarity score: 0.040625
Alignment:

GCCCCGCC

--CACGCM

Original motif = Consensus sequence: GGCGGGGC

Reverse complement motif

Consensus sequence: GCCCCGCC

2.0 2.0
oo - -z:ﬂgﬂ“ 0.0 TC mﬁ wmm“ﬂ“

Dataset #: 4

Motif ID: 42

Motif name: SsSGTCACGTGACSs

Matching format of first motif: Original Motif

Matching format of second motif: Original Motif

Direction: Backward

Position number: 5

Number of overlap: 6

Similarity score: 0.0412037

Alignment:

SGGTCACGTGACCS

--—--YGCGTG----

Original motif = Consensus sequence: SGGTCACGTGACCS

Reverse complement motif

Consensus sequence: SGGTCACGTGACC
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2.0

%:?CEICACET?QCCT

Welsloge 34

2.0

70 cace.

Welloge 3.4

bits

Dataset #: 4

Motif ID: 38

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

Position number: 5

Number of overlap: 6

Similarity score: 0.0425089
Alignment:

BCCGCCCCGCCCCBB

————— CACGCM----

Original motif = Consensus sequence: BCCGCCCCGCCCCBB

2.0

- _loblacete.

Webiloga 34

Reverse complement motif =~ Consensus sequence:
BBGGGGCGGGGCGGB

2.0

0.0 —e - ' = = =

bits

Dataset #: 2
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7

Motif ID:
Motif name: Motif 7
Original Motif
Reverse Complement

Matching format of first motif:
Matching format of second motif

Direction:
Position number:

Number of overlap:
Similarity score:

Forward

0.0465867

Reverse complement motif

Consensus sequence: MSGGGGCGGGGY

Alignment:
MSGGGGCGGGGYSG
-—-—-YGCGTG----
Original motif = Consensus sequence: CSKCCCCGCCCCSY
2.0
0.0
Dataset #: 5
Motif ID: 47
Motif name: TFW2
Matching format of first motif: Original Motif
Matching format of second motif Original Motif
Forward
2
6

Direction:
Position number:

Number of overlap:
Similarity score:

0.0469722
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Alignment:
SCGCGCGG
-YGCGTG-

Original motif = Consensus sequence: SCGCGCGG

Reverse complement motif

bis

Consensus sequence: CCGCGCGS

“CcGCGCa.

ekl ago S

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
CGCGBMGCCG
CACGCM----

48

TFW3

Reverse Complement
Reverse Complement
Forward

1

6

0.0586806

Original motif = Consensus sequence: CGGCYBCGCG

Reverse complement motif

Consensus sequence: CGCGBMGCCG
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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:
BCACCTGCABC
-YGCGTG—---

Original motif = Consensus sequence: BCACCTGCABC

240

4
40
kcACCTGCAgc
Original Motif
Original Motif
Backward

5

6

0.0637286

Reverse complement motif  Consensus sequence: GBTGCAGGTGB

2.0
5=
5149

. — v =

10
WekiLoga 34

Dataset #:
Motif ID:
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Motif name:

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

Position number:

Number of overlap:

Similarity score:

Alignment:
GCvCCGCeMeeyYce
--CACGCM-———-—-

Original motif

2.0

bits
B

TFF11

Reverse Complement
Reverse Complement
Backward

7

6

0.066121

Consensus sequence: GGMGGRGGCGGVGC

C

Reverse complement motif

ts

b

Z¢C¢CC?CCQQQTQQ

P =l v (___—_"__
LY
Dataset #: 5
Motif ID: 46
Motif name: TEW1

Matching format of first motif:

Matching format of second motif:

Direction:

Position nhumber:
Number of overlap:
Similarity score:

Reverse Complement
Reverse Complement
Backward

1

6

0.0756826

Page 24 of 80
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Alignment:

CGCGAC

CACGCM

Original motif = Consensus sequence: GTCGCG Reverse complement motif  Consensus sequence: CGCGAC
=_ =_
PR ———— - - — G C_.-—-_ . q'.:—"-_-__—‘ﬁ_"‘

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

Original motif = Consensus sequence: GGCGGGGC Reverse complement motif = Consensus sequence: GCCCCGCC

=20

=20
e, e
= 1.0 = 1.0
o _-_

Wk oo Ed Wk oo T

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

Dataset #: 4

Motif ID: 36

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

Position number: 5
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Number of overlap: 8
Similarity score: 0

Alignment:
BBGGGGCGGGGCVD
-——-GGCGGGGC—--

Reverse complement motif = Consensus sequence: BBGGGGCGGGGC

2.0

2.0
2 2
=10 Q =10
a0 - e N e a0 =" — . = e e
5 10 10

Welilogo 3.4

Original motif = Consensus sequence: HVGCCCCGCCCCBB

Dataset #: 4
Motif ID: 38
Motif name: cccGCCCCGCCCCsb
Matching format of first motif: Reverse Complement
Matching format of second motif: Original Motif
Direction: Backward
Position number: 5
Number of overlap: 8
Similarity score: 0.00250079
Alignment:
BCCGCCCCGCCCCBB
---GCCCCGCC----
. . Reverse complement motif = Consensus sequence:
Original motif = Consensus sequence: BCCGCCCCGCCCCBB BBGGGGCGGGGCGGR
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2.0

T =T =
15

20
Dataset #: 2
Motif ID: 7
Motif name: Motif 7
Matching format of first motif: Original Motif
Matching format of second motif Reverse Complement
Direction: Forward
5
8
0.0149958

Position number:
Number of overlap:
Similarity score:

Alignment:
MSGGGGCGGGGYSG

-—-——-GGCGGGGC--
Consensus sequence: CSKCCCCGCCCCSsY

Reverse complement motif

Consensus sequence: MSGGGGCGGGGY

Original motif
MQETCQCCT CCQCE
5
50
Page 27 of 80

Dataset #:
Motif ID:



Motif name: TFF11

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: 0.0348969

Alignment:

GGMGGRGGCGGVGC

—————— GGCGGGGC

Original motif = Consensus sequence: GGMGGRGGCGGVGC Reverse complement motif = Consensus sequence: GCVCCGCCMCCY(
20 20
- Egégeﬁ-?cg —— 9 M._:C:_—;CC-_BCCQCQ—-—QC__

2 0 Webtogo 3.4 % 0 Webtogo a4

Dataset #: 3

Motif ID: 27

Motif name: KlIf4

Matching format of first motif: Original Motif

Matching format of second motif: Original Motif

Direction: Forward

Position nhumber: 3

Number of overlap: 8

Similarity score: 0.0349983
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Alignment:
DGGGYGKGGC
-—-GGCGGGGC

Original motif = Consensus sequence: DGGGYGKGGC

2.0

Reverse complement motif

Consensus sequence: GCCYCMCCCD

ZAQQRC%CCC%

£ @
oo s C I ‘e“:-TQ
= m-gu_c.gl?z - Wbl ogo 3.4
Dataset #: 3
Motif ID: 22
Motif name: Zfx

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
VAGGCCBBGGCVBB
-—-—-GCCCCGCC---

Reverse Complement
Reverse Complement
Forward

4

8

0.0708224

Original motif = Consensus sequence: BBVGCCBVGGCCTV

Reverse complement motif

Consensus sequence: VAGGCCBBGGCVE
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2.0

2.0

bits
&

e 0.0

Welsloge 34

5 10

Welloge 3.4

Dataset #:

Motif ID:

Motif name:

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

Position number:

Number of overlap:

Similarity score:

Alignment:
CGCGBMGCCG
-GCCCCGCC-

Original motif

Consensus sequence: CGGCYBCGCG

5

48

TFW3

Reverse Complement
Reverse Complement
Backward

2

8

0.071681

bits

Reverse complement motif

2.0

clcy_~UC
o - e - — :

1.
o

Consensus sequence: CGCGBMGCCG

e
10
WL ogo 3 4

Dataset #:
Motif ID:
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Motif name: TFF1
Matching format of first motif: Reverse Complement
Matching format of second motif: Original Motif
Direction: Backward
3
8
0.0803996

Position number:
Number of overlap:
Similarity score:

Reverse complement motif

Consensus sequence: GCVGCGGCBCCG

2.0
) —-—: — G CTCC
ol B e e T . W
: 5 10
Webiloga 34

Alignment:
CGGVGCCGCVGC
--GCCCCGCC--
Original motif = Consensus sequence: CGGVGCCGCVGC
2.0
_U0_GlcGe g
e - 5 o X WebiLoga 34
Dataset #: 3
Motif ID: 31
Motif name: Pax5
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Backward
3
8
0.0853847

Position nhumber:
Number of overlap:
Similarity score:
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Alignment:
DGVBCABTGDWGCGKRRCSR
—————————— GGCGGGGC--

Original motif = Consensus sequence: DGVBCABTGDWGCGKRRCSR

Reverse complement motif

MSGKKRCGCWDCABTGBBCD

Consensus sequence:

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:
YCGCCCACGCH
-—-—-GCCCCGCC

23

Egrl

Reverse Complement
Reverse Complement
Backward

1

8

0.0878731

Original motif = Consensus sequence: HGCGTGGGCGK

Reverse complement motif

Consensus sequence: YCGCCCACGCH
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bit

Watiiaga 34 Webilaga 34

Dataset #: 5

Motif ID: 51

Motif name: TFM2

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

Position number: 3

Number of overlap: 8

Similarity score: 0.0928252

Alignment:

CHCCBCCKMCTCCKCM

--GCCCCGCC—=———~—

Reverse complement motif =~ Consensus sequence:
CHCCBCCKMCTCCKCM

20

Original motif = Consensus sequence: RGRGGAGRRGGHGGDG

0.0 ‘FTT

“f.cCC TcCTQngg

Dataset #: 5 Motif ID: 46 Motif name: TFW1
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Reverse complement motif = Consensus sequence: CGCGAC

Consensus sequence: GTCGCG

Original motif
= =
% " C
c S

==

= 10
=
B =

i o ———
=

L e—————
" ks L cmoy e

(=R =

Best Matches for Top Significant Motif ID 46 (Highest to Lowest)

Dataset #: 4
Motif ID: 42
Motif name: sSGTCACGTGACSs
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Forward
Position number: 3
Number of overlap: 6
Similarity score: 0.0375102
Alignment:
SGGTCACGTGACCS
--GTCGCG————-—-
Consensus sequence: SGGTCACGTGACCS Reverse complement motif = Consensus sequence: SGGTCACGTGACC
20

Original motif

bits

aotthToaee, o corthCToace,

bits

Webslogo 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:
GCCACGTGSD
-—-—-—-GTCGCG

3

33

Mycn

Original Motif
Reverse Complement
Backward

1

6

0.0537993

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

2.0

_f.ECAGAl Ge ACCAQ -

o.0 — —— 0.0 - g | e = —

10
Wbl ogo 3 S Wbl ogo 34

Dataset #: 4

Motif ID: 36

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

Position number: 7

Number of overlap: 6
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Similarity score: 0.0539

Alignment:
HVGCCCCGCCCCBB
--GTCGCG————-—-
Original motif = Consensus sequence: HVGCCCCGCCCCBB Reverse complement motif = Consensus sequence: BBGGGGCGGGGC
2.0 2.0
"—?-_TT—-—CCQCACGCQ =_ _ =0 = = = = Acg—_— —
e 2 10 W_d‘.l_u a4 e - - 2 T ) 10 'h\'d.l_u_-r :4
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: 3
Number of overlap: 6
Similarity score: 0.0554263
Alignment:
GCCCCGCe
--GTCGCG
Original motif = Consensus sequence: GGCGGGGC Reverse complement motif = Consensus sequence: GCCCCGCC
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2.0 2.0
G QCCQ CC

Dataset #: 4

Motif ID: 38

Motif name: cccGCCCCGCCCCsb

Matching format of first motif: Original Motif

Matching format of second motif: Reverse Complement

Direction: Forward

Position number: 8

Number of overlap: 6

Similarity score: 0.0558733

Alignment:
BBGGGGCGGGGCGGB
——————— GTCGCG--

Original motif = Consensus sequence: BCCGCCCCGCCCCBB

2.0

- _ebelbacoce.

Webiloga 34

Reverse complement motif =~ Consensus sequence:
BBGGGGCGGGGCGGB

2.0

bits

0.0 —e - o The — A

Webiloga 34

Dataset #:
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7

Motif ID:

Motif name: Motif 7
Matching format of first motif: Reverse Complement
Matching format of second motif Original Motif

Direction: Backward
Position number: 7
6
0.0644512

Number of overlap:

Similarity score:
Consensus sequence: MSGGGGCGGGGY

Reverse complement motif

Alignment:
CSKCCCCGCCCCesy
--CGCGAC---—-—-
Original motif = Consensus sequence: CSKCCCCGCCCCSY
2.0
0.0
Dataset #: 3
Motif ID: 34
Motif name: Myc
Matching format of first motif: Original Motif
Matching format of second motif Reverse Complement
Direction: Forward
5
6
0.0664905
Page 38 of 80

Position number:
Number of overlap:
Similarity score:



Alignment:

DCCACGTGCV
-—-—-GTCGCG
Original motif = Consensus sequence: VGCACGTGGH Reverse complement motif = Consensus sequence: DCCACGTGCV
2.1]—_ =0
e _.--._EC Q I s o —— - = i A4S R AP
= TR L = TR L
Dataset #: 3
Motif ID: 28
Motif name: E2F1
Matching format of first motif: Reverse Complement
Matching format of second motif: Reverse Complement
Direction: Forward
Position number: 2
Number of overlap: 6
Similarity score: 0.0698654
Alignment:
GCGCSAAA
-CGCGAC-
Original motif = Consensus sequence: TTTSGCGC Reverse complement motif = Consensus sequence: GCGCSAAA
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Dataset #: 3

Motif ID: 22

Motif name: Zfx

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: 0.069909

Alignment:

BBVGCCBVGGCCTV

---GTCGCG-----

Original motif = Consensus sequence: BBVGCCBVGGCCTV Reverse complement motif  Consensus sequence: VAGGCCBBGGCVE
e T g_g__é T CC = = o ‘:A ) CC:EA%Q‘3=‘=

Dataset #: 3

Motif ID: 31
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Motif name: Pax5

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

Position number: 7

Number of overlap: 6

Similarity score: 0.072456

Alignment:

MSGKKRCGCWDCABTGBRBCD

—————— CGCGAC---————-

Reverse complement motif = Consensus sequence:
Original motif = Consensus sequence: DGVBCABTGDWGCGKRRCSR P 9

MSGKKRCGCWDCABTGBBCD
a C C
LA ca IG.A QAT_ﬁASA B ST%EéTI L.CA x1a. Y.
Dataset #: 5 Motif ID: 47 Motif nhame: TFW2
Original motif = Consensus sequence: SCGCGCGG Reverse complement motif = Consensus sequence: CCGCGCGS

=0

for
= C |
0.0 ‘:-':- -—— - e _— —
5

Waebiiaoa 38

its

b

“CcGCGCa.

WaebLaoa @3E
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Best Matches for Top Significant Motif ID 47 (Highest to Lowest)

Dataset #: 4

Motif ID: 36

Motif name: ¢csGCCCCGCCCCsc

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: 0.0456233

Alignment:

HVGCCCCGCCCCBB

-CCGCGCGS———-—-

Original motif = Consensus sequence: HVGCCCCGCCCCBB Reverse complement motif = Consensus sequence: BBGGGGCGGGGC
20 20
“ﬁf*cgcc“cgcgmw - ‘I*z“'f-ﬁcg:;

Dataset #: 4

Motif ID: 38

Motif name: cccGCCCCGCCCCsb

Matching format of first motif: Original Motif

Matching format of second motif: Reverse Complement
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Direction: Forward

Position number: 7
Number of overlap: 8
Similarity score: 0.045686
Alignment:
BBGGGGCGGGGCGGB
—————— SCGCGCGG-
. , Reverse complement motif = Consensus sequence:
Original motif =~ Consensus sequence: BCCGCCCCGCCCCBB BBGGGGCGGGGCGGR
20 20
- =‘.39TCQ C_,h Cccgr‘:ﬂ;z‘ o —— ; b 4 A o ?cg?i’_c;s;‘
Dataset #: 2
Motif ID: 7
Motif name: Motif 7
Matching format of first motif: Reverse Complement
Matching format of second motif: Original Motif
Direction: Backward
Position number: 6
Number of overlap: 8
Similarity score: 0.0504058
Alignment:
CSKCCCCGCCCcCesy
-CCGCGCGS——-—-
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Original motif = Consensus sequence: CSKCCCCGCCCCSY Reverse complement motif  Consensus sequence: MSGGGGCGGGGY

2.0

Dataset #: 3

Motif ID: 33

Motif name: Mycn

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: 0.0527532

Alignment:

HSCACGTGGC

-SCGCGCGG-

Original motif = Consensus sequence: HSCACGTGGC Reverse complement motif = Consensus sequence: GCCACGTGSD
2.0 2.0

- CAC . eaCiTE.

L =VAWTUce (=CVAWU U=

Wbl ogo 3 S Wbl ogo 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:
VGCACGTGGH
-SCGCGCGG-

3

34

Myc

Original Motif
Original Motif
Backward

2

8

0.0574543

Original motif = Consensus sequence: VGCACGTGGH

2.0

~__CACGa(

Reverse complement motif = Consensus sequence: DCCACGTGCV

_LEQQJ lQ_.:__I_ W=

a.o i —
i L
Dataset #: 3
Motif ID: 25
Motif name: TFAP2A
Matching format of first motif: Original Motif
Matching format of second motif: Reverse Complement
Direction: Backward
Position number: 1
Number of overlap: 8
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Similarity score: 0.0678925

Alignment:
SCMVBBGGC
-SCGCGCGG
Original motif = Consensus sequence: GCCBBVRGS Reverse complement motif = Consensus sequence: SCMVBBGGC
2.0 2.0
S _— e e e = _— E:G:—-— —_——
) = WL oo 3 = Wt Loy o 3
Dataset #: 3
Motif ID: 24
Motif name: SP1
Matching format of first motif: Reverse Complement
Matching format of second motif: Original Motif
Direction: Forward
Position number: 3
Number of overlap: 8
Similarity score: 0.07018
Alignment:
CCCCKCcccee
-—-CCGCGCGS
Original motif = Consensus sequence: CCCCKCCCCC Reverse complement motif = Consensus sequence: GGGGGYGGGG
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2.0

ts

b

“CClc

0
0
0

C [ ——
———— 0.0 AAAT N
10 10
WEsbLago 38

Dataset #: 3
Motif ID: 22

Motif name: Zfx

Matching format of first motif: Original Motif

Matching format of second motif: Original Motif

Direction: Forward

Position number: 3

Number of overlap: 8

Similarity score: 0.0710499

Alignment:

BBVGCCBVGGCCTV

--SCGCGCGG----

Original motif = Consensus sequence: BBVGCCBVGGCCTV Reverse complement motif  Consensus sequence: VAGGCCBBGGCVE

bits

2.0 20
% 1.0 =1.0
e — “;“qg___-:é - = = == 3 :ﬁ AQQE ==
: 10 o0 5 10

0.0
5
Webilogo 3.4

Welilogo 3.4

Dataset #: 3
Motif ID: 27
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Motif name:
Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
DGGGYGKGGC
-SCGCGCGG-

Original motif

2.0

KlIf4

Original Motif
Original Motif
Forward

2

8

0.0768965

Consensus sequence: DGGGYGKGGC

Reverse complement motif

bits

Consensus sequence: GCCYCMCCCD

;ﬂQQRCACCC$

= LWV TMMGC
& Sk v Vb B4

Dataset #: 3
Motif ID: 26
Motif name: MIZF
Matching format of first motif: Original Motif
Matching format of second motif: Reverse Complement
Direction: Backward
Position nhumber: 1
Number of overlap: 8
Similarity score: 0.0837414
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Alignment:
GCGGACGTTV
-—-SCGCGCGG

Original motif = Consensus sequence: BAACGTCCGC Reverse complement motif  Consensus sequence: GCGGACGTTV

Dataset #: 3 Motif ID: 29 Motif name: HIF1AARNT

Original motif = Consensus sequence: VBACGTGV Reverse complement motif = Consensus sequence: VCACGTBV

=20 =20

ot o
= 1.0 n = 1.0
- -—
O e = :5 ==

Wk oo Ed

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

Dataset #: 4

Motif ID: 40

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

Position number: 1

Page 49 of 80



Number of overlap: 8

Similarity score: 0.0295473

Alignment:

GBTGCAGGTGR

-—--VCACGTRV

Original motif = Consensus sequence: BCACCTGCABC Reverse complement motif = Consensus sequence: GBTGCAGGTGB

240

2.0
=
=10

P e . ===

Dataset #: 4
Motif ID: 42

Motif name: sSGTCACGTGACSs

Matching format of first motif: Reverse Complement

Matching format of second motif: Original Motif

Direction: Forward

Position number: 4

Number of overlap: 8

Similarity score: 0.0314837

Alignment:

SGGTCACGTGACCS

---VCACGTBV---

Original motif = Consensus sequence: SGGTCACGTGACCS Reverse complement motif  Consensus sequence: SGGTCACGTGACC
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2.0 2.0

g:?cEICACET?QCCf MCGEICACET?QCCT

0.0——=
Welsloge 34 Welloge 3.4

bits

Dataset #: 4
Motif ID: 44
Motif name: dhACATTCTkh
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: 0.0640024
Alignment:
DHACATTCTGH
VCACGTBV—---
Original motif = Consensus sequence: DHACATTCTGH Reverse complement motif = Consensus sequence: HCAGAATGTHD
£ 1.0 £ 1.0
— =
0.0 - - 0.0
Dataset #: 5
Motif ID: 47
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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:
CCGCGCGS
VBACGTGV

TFW2

Original Motif
Reverse Complement
Backward

1

8

0.0660185

Original motif = Consensus sequence: SCGCGCGG

= 0
i
il C
- - - — - . - —
5

WelLaogo 3

Reverse complement motif

“CcGCGla.

s

b

Consensus sequence: CCGCGCGS

WelLago 3

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position nhumber:
Number of overlap:
Similarity score:

5

50

TFF11

Reverse Complement
Reverse Complement
Backward

1

8

0.067219

Page 52 of 80



Alignment:
GCVCCGCeMeeYce
—————— VCACGTBV

Original motif = Consensus sequence: GGMGGRGGCGGVGC

2.0

Reverse complement motif

bits

Consensus sequence: GCVCCGCCMCCYC

.06 e

.= P -F - — 9
5 10 Watilaga 34 Watalaga 3.4

Dataset #: 5
Motif ID: 51
Motif name: TFM2
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Forward
Position number: 4
Number of overlap: 8
Similarity score: 0.0698117

Alignment:
RGRGGAGRRGGHGGDG
-—--VBACGTGV-—-—---

Original motif = Consensus sequence: RGRGGAGRRGGHGGDG

Reverse complement motif
CHCCBCCKMCTCCKCM

Consensus sequence:
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Dataset #:

36
¢csGCCCCGCCCCsc

Original Motif
Reverse Complement

Motif name:
Matching format of first motif:
Matching format of second motif
Direction: Backward
Position number: 4
8
0.0711168

Number of overlap:
Similarity score:

Consensus sequence: BBGGGGCGGGGC

Reverse complement motif

Page 54 of 80

Alignment:
BBGGGGCGGGGCVD
---VBACGTGV---
Original motif = Consensus sequence: HVGCCCCGCCCCBB
a0 ':TTCQQCACQGQ—— _
Dataset #: 4
38

Motif ID:



Motif name:
Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
BBGGGGCGGGGCGGB
-—--VBACGTGV-—-—--

cccGCCCCGCCCCsb
Original Motif
Reverse Complement
Forward

4

8

0.0735453

Original motif = Consensus sequence: BCCGCCCCGCCCCBB

2.0

bits

GOOVGEO0CE.

Webilogo 34

Reverse complement motif
BBGGGGCGGGGCGGB

2.0

Consensus sequence:

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:

5

54

TFM12

Original Motif
Reverse Complement
Backward

12

8

0.0757612
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Alignment:
KKKAGGDGGAKKMGBBGKMG
-VBACGTGV-——————————

Original motif = Consensus sequence: CYYCBBCYYYTCCHCCTYYY

20
0
1.0

=

0.0

599$Q§%¥lgg%ggx$99

WebLaga 3.4

Reverse complement motif
KKKAGGDGGAKKMGBBGKMG

Consensus sequence:

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
CSKCCCCGCCCCSsY
-—--VCACGTBV---

2

7

Motif 7

Reverse Complement
Original Motif
Backward

4

8

0.0775335

Original motif = Consensus sequence: CSKCCCCGCCCCSY

Reverse complement motif

Consensus sequence: MSGGGGCGGGGY
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Dataset #: 3 Motif ID: 25 Motif name: TFAP2A

Original motif = Consensus sequence: GCCBBVRGS Reverse complement motif = Consensus sequence: SCMVBBGGC

Z2.0 2.0

1

bits
]
bits

.a
S __

— P L e —

0.0 —
5

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

Dataset #: 5

Motif ID: 50

Motif name: TFF11
Matching format of first motif: Reverse Complement
Matching format of second motif: Original Motif
Direction: Forward
Position number: 1

Number of overlap: 9

Similarity score: 0.0415732
Alignment:

GGMGGRGGCGGVGC

SCMVBBGGC-----

st logo 3
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Original motif = Consensus sequence: GGMGGRGGCGGVGC Reverse complement motif  Consensus sequence: GCVCCGCCMCCY(

M CuG e Z¢C¢CC?069991QQ

et == P -G L =0 == Tic=
5 10

bits
(=]
bits

0.0
Webilogo 3.4

Dataset #: 5

Motif ID: 48

Motif name: TFW3

Matching format of first motif: Original Motif

Matching format of second motif: Original Motif

Direction: Backward

Position number: 1

Number of overlap: 9

Similarity score: 0.0552877

Alignment:

CGGCYBCGCG

—-GCCBBVRGS

Original motif = Consensus sequence: CGGCYBCGCG Reverse complement motif = Consensus sequence: CGCGBMGCCG
2.0 2.0

e = | - aolC=a == W __— o=
5 10 5

Wbl ogo 3 S
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Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
KKKAGGDGGAKKMGBBGKMG
-SCMVBBGGC-———=—=————

5

54

TFM12

Reverse Complement
Reverse Complement
Backward

11

9

0.0630429

Original motif = Consensus sequence: CYYCBBCYYYTCCHCCTYYY

20

o
:E‘I.CI

0.0

IGc $g§$9lgg?9

G

WebsLaga 3.4

Reverse complement motif
KKKAGGDGGAKKMGBBGKMG

20

A
AééAE,}AA'ééA cAS =85

= =

Consensus sequence:

A

5

10

15 20
Webslaga 3.4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:

5

49

TFF1

Reverse Complement
Reverse Complement
Forward

1
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Number of overlap:
Similarity score:

Alignment:
GCVGCGGCBCCG
SCMVBBGGC—---

9
0.0669772

Original motif = Consensus sequence: CGGVGCCGCVGC

2.0

bits
=

_\G_GcGe

Reverse complement motif = Consensus sequence: GCVGCGGCBCCG

bits

2.0

1.0

Ge_cCGC.CO.

a.0—-1"== ‘—'j“;“—"} 0.0
Dataset #: 5
Motif ID: 51
Motif name: TFM2

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
CHCCBCCKMCTCCKCM

SCMVBBGGC-—————-

Reverse Complement
Reverse Complement
Backward

8

9

0.069755

Original motif = Consensus sequence: RGRGGAGRRGGHGGDG

Reverse complement motif = Consensus sequence:
CHCCBCCKMCTCCKCM
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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:
MTMMTCMMTCTKCK
-——-SCMVBBGGC-

Motif 2

Reverse Complement
Reverse Complement
Backward

2

9

0.0715961

Original motif =~ Consensus sequence: RGRAGARRGARRAR

2.0

Reverse complement motif = Consensus sequence: MTMMTCMMTCTK(

2.0

B A%A&AAAééAAAA | ;Qgrggglglgcl
Dataset #: 4
Motif ID: 38
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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:
BBGGGGCGGGGCGGB
————— GCCBBVRGS-

cccGCCCCGCCCCsb
Original Motif
Reverse Complement
Backward

2

9

0.0719489

Original motif = Consensus sequence: BCCGCCCCGCCCCBB

2.0

_eelbacoce.

Webilogo 34

Reverse complement motif

BBGGGGCGGGGCGGB

2.0

bits

0.0 W W

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:

2

7

Motif 7

Reverse Complement
Original Motif
Backward

1

9

0.0781606
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Alignment:
CSKCCCCGCCCCsy
————— SCMVBBGGC

Original motif = Consensus sequence: CSKCCCCGCCCCSY

2.0

Reverse complement motif

Consensus sequence: MSGGGGCGGGGY

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
BBGGGGCGGGGCVD
————— GCCBBVRGS

36

¢csGCCCCGCCCCsc
Original Motif
Reverse Complement
Backward

1

9

0.0800026

Original motif = Consensus sequence: HVGCCCCGCCCCBB

Reverse complement motif

Consensus sequence: BBGGGGCGGGGC
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60000:00cc.

Welsloge 34

2.0

.0 == W e S, o AR AW e W e
5 10

Welloge 3.4

Dataset #:

Motif ID:

Motif name:

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

Position number:

Number of overlap:

Similarity score:

Alignment:
BCACCTGCABC
-—-GCCBBVRGS

4
40
kcACCTGCAgc
Original Motif
Original Motif
Backward

1

9

0.0857416

Original motif = Consensus sequence: BCACCTGCABC

240

Reverse complement motif  Consensus sequence: GBTGCAGGTGB

Lnl
o

2
=
=1

. — v =

10
WekiLoga 34

Dataset #: 4 Motif ID: 41

Motif name: wwAAATAATAtw
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Original motif = Consensus sequence: HDAAATAATADD

2.0

' ashlnaTh

0.0

i
f

Wekiloga A4

Reverse complement motif = Consensus sequence: DDTATTATTTDH

““ﬁnTAIIAI;~E

Wekiloga A4

Best Matches for Top Significant Motif ID 41 (Highest to Lowest)

Dataset #: 2

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: 12

Similarity score: 0.0536028
Alignment:

AWAAAWTWAAASWA

—-HDAAATAATADD-

Original motif = Consensus sequence: AWAAAWTWAAASWA

Reverse complement motif = Consensus sequence: TWSTTTWAWTTT\

2.0

ileTléleI#T

Weblogo 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:
WIKTTTTTHWTTTTTTBT
—————— DDTATTATTTDH

5

52

TFM1

Reverse Complement
Original Motif
Forward

7

12

0.0565705

Original motif = Consensus sequence: WTKTTTTTHWTTTTTTBT

L8\

—

E}QITIETII ;IIA

10

Wetiloga 3.4

Reverse complement motif
ABAAAAAAWHAAAAARAW

0.0

Consensus sequence:

al

TAééAQAAé

1

poh

Dataset #:

Motif ID:

Motif name:

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

Position number:

5

56

TFM11
Original Motif
Original Motif
Forward

3
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Number of overlap:
Similarity score:

Alignment:
HDWVAAAHAAAAAMAAAMWWWHBWA
--HDAAATAATADD-——————————

Original motif
HDWVAAAHAAAAAMAAAMWWWHBWA

20

Consensus sequence:

12
0.0575935

Reverse complement motif
TWVHWWWYTTTYTTTTTHTTTVWBH

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:

Alignment:
AATHATATWTHAAA
--DDTATTATTTDH

Original motif

Motif 9

Reverse Complement
Original Motif
Forward

3

12

0.0591821

Consensus sequence: AATHATATWTHAAA

Reverse complement motif

Consensus sequence: TTTDAWATATHAT
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2.0

%t ATA%IAIX

a.

10

Dataset #: 5

Motif ID: 55

Motif name: TFM13
Matching format of first motif: Original Motif
Matching format of second motif: Reverse Complement
Direction: Backward
Position number: 1

Number of overlap: 12

Similarity score: 0.0712963
Alignment:

WAHHTVTTYKAAAAWTTRAT

———————— HDAAATAATADD

Original motif = Consensus sequence: ATKAAWTTTTRMAABAHHTW

gLﬁLl:%#I;l’*éA&?Aé@I%

Weblaga 3.4

Reverse complement motif =~ Consensus sequence:

WAHHTVTTYKAAAAWTTRAT

ATTT

C =4 4
-

g:ﬁAzxLﬂTﬁé

: TQAA

aAT

Weblagn a4

Dataset #: 2
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Motif ID:
Motif name:
Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
AAATTKTATTTAWT
-DDTATTATTTDH-

5

Motif 5

Reverse Complement
Reverse Complement
Forward

2

12

0.0715278

Original motif = Consensus sequence: AWTAAATAYAATTT

2.0

w1
= c

0.0

Welsloge 34

Reverse complement motif

Consensus sequence: AAATTKTATTTAW-

Welloge 3.4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

5

53

TFM3

Reverse Complement
Original Motif
Backward

1

12

0.0733516
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Alignment:
WWHTTTTTCABAAWTTWA
—————— DDTATTATTTDH

Original motif = Consensus sequence: WWHTTTTTCABAAWTTWA

2.0

Reverse complement motif
TWAAWTTVTGAAAAAHWW

Consensus sequence:

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
TCAAAATKAWTTGT
--DDTATTATTTDH

16

Motif 16

Reverse Complement
Reverse Complement
Backward

1

12

0.0912037

Original motif = Consensus sequence: ACAAWTRATTTTGA

Reverse complement motif

Consensus sequence: TCAAAATKAWTTG
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Welsloge 34 Welloge 3.4

Dataset #: 2

Motif ID: 6

Motif name: Motif 6

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

Position number: 3

Number of overlap: 12

Similarity score: 0.0924576

Alignment:

WWTAKTTCDKAATT

DDTATTATTTDH--

Original motif = Consensus sequence: AATTYDGAARTAWW Reverse complement motif = Consensus sequence: WWTAKTTCDKAA’

%ILETT AR

10
Welilogo 3.4 Webilogo 3.4

Dataset #: 2
Motif ID: 8
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Motif name: Motif 8

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: 0.0989198

Alignment:

TGATTTTAWKATTT

-DDTATTATTTDH-

Original motif = Consensus sequence: AAATRWTAAAATCA Reverse complement motif = Consensus sequence: TGATTTTAWKATT

2.0

2.0

it
=

AC

10

0.0
Webilogo 3.4

Webilogo 3.4

Dataset #: 4 Motif ID: 37 Motif name: tkAAATAATAtw
Original motif = Consensus sequence: HDAAATAATAHW Reverse complement motif = Consensus sequence: WHTATTATTTDH
o e QAAIAA P ey o6 ‘?‘E‘*TAIIAAII_ =

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

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
TWSTTTWAWTTTWT
-WHTATTATTTDH-

2

3

Motif 3

Reverse Complement
Reverse Complement
Backward

2

12

0.0522317

Original motif = Consensus sequence: AWAAAWTWAAASWA

2.0

Reverse complement motif = Consensus sequence: TWSTTITWAWTTT\

TaT T onTeLeT

Webiloga 3.4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:
Number of overlap:

56

TFM11

Reverse Complement
Reverse Complement
Forward

12

12
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Similarity score: 0.0590505

Alignment:

TWVHWWWYTTTYTTTTTHTTTVWBH

——————————— WHTATTATTTDH--

Original motif = Consensus sequence: Reverse complement motif = Consensus sequence:
HDWVAAAHAAAAAMAAAMWWWHBWA TWVHWWWYTTTYTTTTTHTTTVWBH

240 20

&
-_E‘I.CI

g LY. ¢£iIII TT;llIAI L

25 25
WabLagod 4 WabLagod 4

Dataset #: 5

Motif ID: 52

Motif name: TFM1

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

Position number: 1

Number of overlap: 12

Similarity score: 0.0637702

Alignment:

ABAAAAAAWHAAAAARAW

HDAAATAATAHW—————-—

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

ABAAAAAAWHAAAAARAW
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2.0

2.0

(>
B
- —

S = N

Dataset #:

Motif ID:

Motif name:

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

Position number:

Number of overlap:

Similarity score:

Alignment:
AATHATATWTHAAA
-—-WHTATTATTTDH

Original motif

2.0

a.

“RaT JAIx

9

Motif 9

Reverse Complement
Original Motif
Backward

1

12

0.0641975

Consensus sequence: AATHATATWTHAAA

10

Reverse complement motif

Consensus sequence: TTTDAWATATHAT

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

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
WAHHTVTTYKAAAAWTTRAT
———————— HDAAATAATAHW

TFM13

Original Motif
Reverse Complement
Forward

9

12

0.0704475

Original motif = Consensus sequence: ATKAAWTTTTRMAABAHHTW

20

" AT -AAAT ITAAgA_

e I ~SALDC
5 10

LWL

Weblag 34

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

2

5

Motif 5

Reverse Complement
Reverse Complement
Backward

2

12

0.0704475

Reverse complement motif
WAHHTVTTYKAAAAWTTRAT

LT\AIILTTT?

Consensus sequence:
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Alignment:
AAATTKTATTTAWT
-WHTATTATTTDH-

Original motif = Consensus sequence: AWTAAATAYAATTT Reverse complement motif  Consensus sequence: AAATTKTATTTAW’

C

WelsLage 3.4 Wellage 3.4

Dataset #: 5

Motif ID: 53

Motif name: TFM3
Matching format of first motif: Reverse Complement
Matching format of second motif: Original Motif
Direction: Backward
Position number: 1

Number of overlap: 12

Similarity score: 0.0763819
Alignment:

WWHTTTTTCABAAWTTWA

—————— WHTATTATTTDH

Reverse complement motif ~ Consensus sequence:

Original motif =~ Consensus sequence: WWHTTTTTCABAAWTTWA TWAAWTTVTGAAAAAHWW

Page 77 of 80



2.0 2.0

o TTrarfh ATz Taha 1 T

WS LTS A~ rC T c=
2 10 3 WeiLaga 24

Dataset #: 2
Motif ID: 16
Motif name: Motif 16
Matching format of first motif: Reverse Complement
Matching format of second motif: Reverse Complement
Direction: Backward
Position number: 1
Number of overlap: 12
Similarity score: 0.0864198
Alignment:
TCAAAATKAWTTGT
-—-WHTATTATTTDH
Original motif  Consensus sequence: ACAAWTRATTTTGA Reverse complement motif = Consensus sequence: TCAAAATKAWTTG

2.0

bits

cla

0.0
5 10
Welilogo 3.4 Webilogo 3.4

Dataset #: 2
Motif ID: 6
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Motif name: Motif 6

Matching format of first motif: Reverse Complement

Matching format of second motif: Reverse Complement

Direction: Forward

Position number: 1

Number of overlap: 12

Similarity score: 0.09076

Alignment:

WWTAKTTCDKAATT

WHTATTATTTDH--

Original motif =~ Consensus sequence: AATTYDGAARTAWW Reverse complement motif = Consensus sequence: WWTAKTTCDKAA’

2.0

bits

MﬁETT x0 I

10
Webilogo 3.4 Webilogo 3.4

Dataset #: 2

Motif ID: 19

Motif name: Motif 19

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

Position nhumber: 2

Number of overlap: 12

Similarity score: 0.096142
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Alignment:
TWTAATCTAWGAA
WHTATTATTTDH-

Original motif = Consensus sequence: TTCWTAGATTAWA Reverse complement motif  Consensus sequence: TWTAATCTAWGA/
.0 .

A A

10

Webilagad 4

Webilogad 4

Results created by MOTIFSIM on 06-19-2018 08:41:08
Runtime: 819.17 seconds

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