MOTIFSIM - MOTIF SIMilarity Detection Tool

Version 2.2

INPUT

Input Parameters

Number of files: 5

Number of top significant motifs: 5

Number of best matches: 5

Similarity cutoff >= 0.75

Matching motif database: UniProbe Mus Musculus
Motif tree: Yes

Combined similar motifs: Yes

Output file type: All

Output file format: PDF

Input files and motif counts

File name Count of motifs Dataset number
DREME_DM230.txt 1 1
MEME_DM230.txt 20 2
PScanChIP_DM230.txt 14 3
RSAT_peak-motifs_DM230.txt 10 4
W-ChIPMotifs_DM230.txt 11 5
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RESULTS

Top 5 Significant Motifs - Global Matching (Highest to Lowest)
Dataset #: 3 Motif ID: 24 Motif name: SP1

Original motif = Consensus sequence: CCCCKCCCCC Reverse complement motif  Consensus sequence: GGGGGYGGGG
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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:

CSKCCCCGCCcCCsy

-——-CCCCKCCccC-

Original motif = Consensus sequence: CSKCCCCGCCCCSY Reverse complement motif  Consensus sequence: MSGGGGCGGGGY
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Dataset #: 4
Motif ID: 36
Motif name: ¢csGCCCCGCCCCsc
Matching format of first motif Original Motif
Matching format of second motif Original Motif
Direction: Forward
Position number: 4
Number of overlap 10
Similarity score: 0.00965796
Alignment:
HVGCCCCGCCCCBB
—-—-—-CCCCKCCccce—
Original motif = Consensus sequence: HVGCCCCGCCCCBB Reverse complement motif  Consensus sequence: BBGGGGCGGGGC
% IID CCCC CCCC E 1.0
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Dataset #: 4
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:
BCCGCCCCGCCCCBB
—-——-CCCCKCCCCC-

Original motif = Consensus sequence: BCCGCCCCGCCCCBB

20

cccGCCCCGCCCCsb
Original Motif
Original Motif
Forward

5

10

0.0127292

Reverse complement motif

20

BBGGGGCGGGGCGGB

-

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:

5

50

TFF11

Reverse Complement
Original Motif
Forward

4

10

0.0174405
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Alignment:
GGMGGRGGCGGVGC
-——GGGGGYGGGG-

Original motif = Consensus sequence: GGMGGRGGCGGVGC
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Reverse complement motif

bits

Consensus sequence: GCVCCGCCMCCYC
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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
—————— CCCCKcCCcCcC----

Original motif = Consensus sequence: CYYCBBCYYYTCCHCCTYYY

Reverse complement motif
KKKAGGDGGAKKMGBBGKMG

Consensus sequence:
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Dataset #: 4 Motif ID: 45 Motif name: wbgTAAATAwWwW

Original motif = Consensus sequence: DBGTAAATAHD Reverse complement motif = Consensus sequence: DHTATTTACBD
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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:
HDWVAAAHAAAAAMAAAMWWWHBWA

20

Reverse complement motif

Consensus sequence:

TWVHWWWYTTTYTTTTTHTTTVWBH
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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
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Reverse complement motif

20

Consensus sequence: TTTDAWATATHAT
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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
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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:

52

TFM1

Original Motif
Reverse Complement
Forward

1

11
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Similarity score: 0.0283217

Alignment:

ABAAAAAAWHAAAAARAW
DBGTAAATAHD--———-—-

Consensus sequence: WTKTTTTTHWTTTTTTBT
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Original motif
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Reverse complement motif
ABAAAAAAWHAAAAARAW

Consensus sequence:
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‘WebLoga 34

Dataset #: 5
Motif ID: 53
Motif name: TFM3

Original Motif
Reverse Complement

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

Direction: Backward
Position number: 2

Number of overlap: 11
Similarity score: 0.0308097
Alignment:

TWAAWTTVTGAAAAAHWW

—————— DBGTAAATAHD-

Original motif = Consensus sequence: WWHTTTTTCABAAWTTWA

Reverse complement motif
TWAAWTTVTGAAAAAHWW

Consensus sequence:
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Dataset #: 3 Motif ID: 27 Motif name: KiIf4

Original motif = Consensus sequence: DGGGYGKGGC Reverse complement motif = Consensus sequence: GCCYCMCCCD
e =— . g I e W — !‘En;-kA ,..-l:t~

Best Matches for Top Significant Motif ID 27 (Highest to Lowest)

Dataset #: 2

Motif ID: 7

Motif name: Motif 7

Matching format of first motif: Reverse Complement

Matching format of second motif: Original Motif

Direction: Forward

Position number: 3

Number of overlap: 10

Similarity score: 0.0152457

Alignment:

CSKCCCCGCCCCSsY

--GCCYCMCCCD--
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Original motif = Consensus sequence: CSKCCCCGCCCCSY Reverse complement motif  Consensus sequence: MSGGGGCGGGGY
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Dataset #: 4

Motif ID: 36

Motif name: ¢csGCCCCGCCCCsc

Matching format of first motif: Original Motif

Matching format of second motif: Reverse Complement

Direction: Backward

Position number: 3

Number of overlap: 10

Similarity score: 0.0160185

Alignment:

BBGGGGCGGGGCVD

--DGGGYGKGGC—--

Original motif = Consensus sequence: HVGCCCCGCCCCBB Reverse complement motif = Consensus sequence: BBGGGGCGGGGC
2.0 20
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Dataset #: 4

Motif ID: 38
cccGCCCCGCCCCsb
Original Motif
Reverse Complement

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

Direction: Forward
Position number: 3

Number of overlap: 10
Similarity score: 0.0194893
Alignment:

BBGGGGCGGGGCGGB

--DGGGYGKGGC—---

Original motif = Consensus sequence: BCCGCCCCGCCCCBB
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Reverse complement motif
BBGGGGCGGGGCGGB
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Consensus sequence:
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Dataset #: 5

Motif ID: 50

Motif name: TFF11
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Forward
Position number: 5
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Number of overlap: 10
Similarity score: 0.0402906

Alignment:

GGMGGRGGCGGVGC
-—-—--DGGGYGKGGC
Original motif = Consensus sequence: GGMGGRGGCGGVGC Reverse complement motif  Consensus sequence: GCVCCGCCMCCY(
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Dataset #: 5
Motif ID: 54
Motif name: TFM12
Matching format of first motif: Reverse Complement
Matching format of second motif: Original Motif
Direction: Backward
Position number: 7
Number of overlap: 10
Similarity score: 0.0556427
Alignment:
CYYCBBCYYYTCCHCCTYYY
--—--GCCYCMCCCD---—--~

. . Reverse complement motif = Consensus sequence:

Original motif = Consensus sequence: CYYCBBCYYYTCCHCCTYYY KKKAGGDGGAKKMGBBGKMG
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Dataset #: 4 Motif ID: 44 Motif name: dhACATTCTkh

Original motif = Consensus sequence: DHACATTCTGH Reverse complement motif = Consensus sequence: HCAGAATGTHD
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Best Matches for Top Significant Motif ID 44 (Highest to Lowest)

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: 8

Number of overlap: 11

Similarity score: 0.0217516
Alignment:

TWAAWTTVTGAAAAAHWW

DHACATTCTGH--————-—
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Original motif
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Consensus sequence: WWHTTTTTCABAAWTTWA
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Reverse complement motif
TWAAWTTVTGAAAAAHWW

241

Consensus sequence:
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Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

16

Motif 16

Reverse Complement
Reverse Complement

Direction: Backward
Position number: 4

Number of overlap: 11
Similarity score: 0.0258838
Alignment:

TCAAAATKAWTTGT

HCAGAATGTHD—-—--

Original motif = Consensus sequence: ACAAWTRATTTTGA

HGAs T

WebLoga 3 4

Reverse complement motif

20
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Consensus sequence: TCAAAATKAWTTG
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Dataset #: 5

Motif ID: 56

Motif name: TFM11
Matching format of first motif: Original Motif
Matching format of second motif: Reverse Complement
Direction: Backward
Position number: 11

Number of overlap: 11

Similarity score: 0.0307858
Alignment:

TWVHWWWYTTTYTTTTTHTTTVWBH
—-——-DHACATTCTGH----————-~-

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

20

e
=10

>=

0.0 — i e =
10

X n’,\%ITII ITIIT T

ED 2%
ietLogo3 4

Dataset #: 5

Motif ID: 55

Motif name: TFM13
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Backward
Position number: 9
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Number of overlap: 11
Similarity score: 0.0357323

Alignment:

ATKAAWTTTTRMAABAHHTW
~DHACATTCTGH--——-——~—

Original motif ~ Consensus sequence: ATKAAWTTTTRMAABAHHTW

20
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WebLaga 3.4

Reverse complement motif
WAHHTVTTYKAAAAWTTRAT

Consensus sequence:

oLt hTt

Webloga 3.4

Dataset #: 2

Motif ID: 6

Motif name: Motif 6
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: 0.0400884
Alignment:

AATTYDGAARTAWW

HCAGAATGTHD——--

Original motif = Consensus sequence: AATTYDGAARTAWW

Reverse complement motif

Consensus sequence: WWTAKTTCDKAA

Page 17 of 270



WeblLaoge 3 4

hits

Dataset #: 1 Motif ID: 1

Motif name: Motif 1

Original motif = Consensus sequence: GGCGGGGC
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Best Matches for Top Significant Motif ID 1 (Highest to Lowest)

Dataset #:

Motif ID:

Motif name:

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

Position number:

Number of overlap:

Similarity score:

Alignment:
BBGGGGCGGGGCVD
-——-GGCGGGGC--

4

36

¢csGCCCCGCCCCsc
Original Motif
Reverse Complement

Backward
3
8
0

Reverse complement motif

Consensus sequence: GCCCCGCC

WebEogo = 4
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Original motif = Consensus sequence: HVGCCCCGCCCCBB Reverse complement motif  Consensus sequence: BBGGGGCGGGGC
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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: 5

Number of overlap: 8

Similarity score: 0.00250079
Alignment:

BBGGGGCGGGGCGGR

--—-GGCGGGGC---

Reverse complement motif = Consensus sequence:

Original motif = Consensus sequence: BCCGCCCCGCCCCBB BBGGGGCGGGGCGGR
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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:
MSGGGGCGGGGYSG
-—-—-—-GGCGGGGC--

2

7

Motif 7

Original Motif
Reverse Complement
Forward

5

8

0.0149958

Original motif = Consensus sequence: CSKCCCCGCCCCSY

.
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Reverse complement motif = Consensus sequence: MSGGGGCGGGGY
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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:

5

50

TFF11

Reverse Complement
Reverse Complement
Backward

7

8
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Similarity score: 0.0348969

Alignment:
GCVCCGCCMCCYCC

GCCCCGCC—=————

Original motif = Consensus sequence: GGMGGRGGCGGVGC

20

C C

Reverse complement motif

20

Consensus sequence: GCVCCGCCMCCYC
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Dataset #: 3
Motif ID: 27
Motif name: KIf4
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: 0.0349983
Alignment:
DGGGYGKGGC
--GGCGGGGC

Original motif = Consensus sequence: DGGGYGKGGC

Reverse complement motif

Consensus sequence: GCCYCMCCCD
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Dataset #: 3
Motif ID: 22
Motif name: Zfx

Reverse Complement

Matching format of first motif:
Reverse Complement

Matching format of second motif:

Direction: Forward
Position number: 4

Number of overlap: 8
Similarity score: 0.0708224
Alignment:

VAGGCCBBGGCVBR

-—--GCCCCGCC---

Original motif = Consensus sequence: BBVGCCBVGGCCTV

Loecl o CCT

Weblogo 34
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Reverse complement motif  Consensus sequence: VAGGCCBBGGCVE
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Significant Motifs - Global and Local Matching (Highest to Lowest)
Dataset #: 3 Motif ID: 24 Motif name: SP1

Original motif = Consensus sequence: CCCCKCCCCC Reverse complement motif = Consensus sequence: GGGGGYGGGG
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Best Matches for Significant Motif ID 24 (Highest to Lowest)

Dataset #: 2

Motif ID: 7

Motif name: Motif 7

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

Position number: 4

Number of overlap: 10

Similarity score: 0.00451594
Alignment:

MSGGGGCGGGGYSG

-GGGGGYGGGG—--

Original motif = Consensus sequence: CSKCCCCGCCCCSY Reverse complement motif = Consensus sequence: MSGGGGCGGGGY
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Dataset #: 4
Motif ID: 36
Motif name: ¢csGCCCCGCCCCsc
Matching format of first motif Reverse Complement
Matching format of second motif Reverse Complement
Direction: Backward
Position number: 4
Number of overlap 10
Similarity score: 0.00965796
Alignment:
BBGGGGCGGGGCVD
-GGGGGYGGGG—--
Original motif = Consensus sequence: HVGCCCCGCCCCBB Reverse complement motif  Consensus sequence: BBGGGGCGGGGC
% IID CCCC CCCC E 1.0
—_—~ L‘f.._ - ; - — s —_— -~ =1 - s - W Jlﬂljlh.(_—_ﬂ—_— -
Dataset #: 4
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:
BCCGCCCCGCCCCBB
—-——-CCCCKCCCCC-

Original motif = Consensus sequence: BCCGCCCCGCCCCBB

20

cccGCCCCGCCCCsb
Original Motif
Original Motif
Forward

5

10

0.0127292

Reverse complement motif

20

BBGGGGCGGGGCGGB

-

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:

5

50

TFF11

Reverse Complement
Original Motif
Forward

4

10

0.0174405
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Alignment:
GGMGGRGGCGGVGC
-——GGGGGYGGGG-

Original motif = Consensus sequence: GGMGGRGGCGGVGC

20

<
0

Reverse complement motif

bits

Consensus sequence: GCVCCGCCMCCYC
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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
—————— CCCCKcCCcCcC----

Original motif = Consensus sequence: CYYCBBCYYYTCCHCCTYYY

Reverse complement motif
KKKAGGDGGAKKMGBBGKMG

Consensus sequence:
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Dataset #: 2 Motif ID: 21 Motif name: Motif 21

Original motif = Consensus sequence: ATAAAA Reverse complement motif = Consensus sequence: TTTTAT
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Best Matches for Significant Motif ID 21 (Highest to Lowest)

Dataset #: 2

Motif ID: 15

Motif name: Motif 15

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

Position number: 1

Number of overlap: 6

Similarity score: 0

Alignment:

TTTTATTGTYAT

TTTTAT-—-—-——-—
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Original motif = Consensus sequence: ATMACAATAAAA Reverse complement motif = Consensus sequence: TTTTATTGTYAT
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Dataset #: 2
Motif ID: 5
Motif name: Motif 5
Matching format of first motif: Reverse Complement
Matching format of second motif: Reverse Complement
Direction: Backward
Position number: 6
Number of overlap: 6
Similarity score: 0.0208333
Alignment:
AAATTKTATTTAWT
-——TTTTAT-----
Original motif =~ Consensus sequence: AWTAAATAYAATTT Reverse complement motif = Consensus sequence: AAATTKTATTTAW’
20 20
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WebLoge 3 4

Page 28 of 270



Dataset #: 2

Motif ID: 8

Motif name: Motif 8

Matching format of first motif: Original Motif

Matching format of second motif: Original Motif

Direction: Backward

Position number: 4

Number of overlap: 6

Similarity score: 0.0208333

Alignment:

AAATRWTAAAATCA

————— ATAAAA---

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

20 20

AA A
Dataset #: 2

Motif ID: 11

Motif name: Motif 11

Matching format of first motif: Reverse Complement

Matching format of second motif: Original Motif

Direction: Backward

Position number: 2

Number of overlap: 6
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Similarity score: 0.0208333

Alignment:
ATTTWATGAAA
-———TTTTAT-

Original motif = Consensus sequence: ATTTWATGAAA

2.0

O 0
o
wWebLogo 3 4

Reverse complement motif

2.0

oo

Consensus sequence: TTTCATWAAAT
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Dataset #: 2

Motif ID: 10

Motif name: Motif 10
Matching format of first motif: Reverse Complement
Matching format of second motif: Original Motif
Direction: Backward
Position number: 1

Number of overlap: 6

Similarity score: 0.0416667
Alignment:

TTTCATAAWT

—-——=TTTTAT

Original motif = Consensus sequence: TTTCATAAWT

Reverse complement motif

Consensus sequence: AWTTATGAAA
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Dataset #: 4 Motif ID: 45 Motif name: wbgTAAATAwWwW

Original motif = Consensus sequence: DBGTAAATAHD Reverse complement motif = Consensus sequence: DHTATTTACBD
2.0 20
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1 clAaATA

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

Dataset #: 4

Motif ID: 37

Motif name: tkAAATAATAtwW
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: 0.0162338
Alignment:

HDAAATAATAHW

-DBGTAAATAHD
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Original motif = Consensus sequence: HDAAATAATAHW
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Reverse complement motif = Consensus sequence: WHTATTATTTDH
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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:
DDTATTATTTDH
DHTATTTACBD-

41

WWAAATAATALw
Reverse Complement
Reverse Complement
Backward

2

11

0.0164863

Original motif = Consensus sequence: HDAAATAATADD

2.0
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Reverse complement motif = Consensus sequence: DDTATTATTTDH

ﬁ:AnTATIAIIlA

WeblLogo 54
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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:
TWVHWWWYTTTYTTTTTHTTTVWBH
—————————————— DHTATTTACBD

Original motif = Consensus sequence:

HDWVAAAHAAAAAMAAAMWWWHBWA

20

ppd=m== =

5

56

TFM11

Reverse Complement
Reverse Complement
Forward

15

11

0.0192768

ietLogo3 4

Reverse complement motif = Consensus sequence:
TWVHWWWYTTTYTTTTTHTTTVWBH

20

e
=10

>=

0.0 — e e =
10

X ’_",\%ITII ITIIT T

ED 2%
ietLogo3 4

Dataset #:

Motif ID:

Motif name:

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

Position number:

9

Motif 9

Reverse Complement
Original Motif
Backward

4
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Number of overlap:
Similarity score:

Alignment:
AATHATATWTHAAA
DHTATTTACBD---

11
0.0250541

Original motif =~ Consensus sequence: AATHATATWTHAAA

20

g ATAQIAII

A

0.0

1]

Weblogo 34

Reverse complement motif

20

0.0

Consensus sequence: TTTDAWATATHAT

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
AATTYDGAARTAWW
-—--DBGTAAATAHD

2

6

Motif 6
Original Motif
Original Motif
Backward

1

11

0.027895

Original motif = Consensus sequence: AATTYDGAARTAWW

Reverse complement motif

Consensus sequence: WWTAKTTCDKAA
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hits
5

"Weblogo 34

"Weblogo 34

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

Original motif = Consensus sequence: VBACGTGV Reverse complement motif = Consensus sequence: VCACGTBV
ool c : | = P L

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

Dataset #: 3

Motif ID: 33

Motif name: Mycn

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: 0.0123101

Alignment:

GCCACGTGSD

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

£10 ‘ A ‘ £ _c-—: ' I

P, — = Al -":% oo - = ‘:_-: I-EI

Dataset #: 3

Motif ID: 34

Motif name: Myc

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: 0.0144491

Alignment:

DCCACGTGCV

-VBACGTGV-

Original motif = Consensus sequence: VGCACGTGGH Reverse complement motif = Consensus sequence: DCCACGTGCV
2.0 2o

; J_ECACAI G_ - ,,QQAQAT = _

- 0.0
L] o
WL ogo S 4 WL ogo 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:
GBTGCAGGTGB
-——-VCACGTBV

4
40

kcACCTGCAgc
Reverse Complement
Reverse Complement
Backward

1

8

0.0295473

Original motif = Consensus sequence: BCACCTGCABC

20
ko]
=10
P — <
0.0 —
[ 10

Wiebbogo 3 4

Reverse complement motif = Consensus sequence: GBTGCAGGTGB

2.0

o o—L —

o
wWebLogo 3 4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:
Number of overlap:

4
42
SSGTCACGTGACSs
Reverse Complement
Original Motif
Forward

4

8
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Similarity score:

Alignment:
SGGTCACGTGACCS
-——-VCACGTBV—--—

0.0314837

Original motif = Consensus sequence: SGGTCACGTGACCS

Reverse complement motif

Consensus sequence: SGGTCACGTGACC

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
GCGGACGTTV
—--VCACGTBV

26

MIZF

Reverse Complement
Reverse Complement
Forward

3

8

0.0377204

Original motif = Consensus sequence: BAACGTCCGC

Reverse complement motif

Consensus sequence: GCGGACGTTV
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4 8 cGTCCO. L “AQTTL

WiieblL ogo 3.4

WieblL ogo 3.4

Dataset #: 3 Motif ID: 32 Motif name: ArntAhr

Original motif = Consensus sequence: YGCGTG Reverse complement motif = Consensus sequence: CACGCM

=Z.O = O
[
_— O = S ]
N,
oo - - —— oo T —
= =

B Y |

1§

B Y |

Best Matches for Significant Motif ID 32 (Highest to Lowest)

Dataset #: 3

Motif ID: 23

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

Number of overlap: 6

Similarity score: 0

Alignment:

HGCGTGGGCGK

YGCGTG-—----
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Original motif = Consensus sequence: HGCGTGGGCGK Reverse complement motif = Consensus sequence: YCGCCCACGCH

20 2D

oo

Dataset #: 3

Motif ID: 29

Motif name: HIF1AARNT

Matching format of first motif: Original Motif

Matching format of second motif: Original Motif

Direction: Backward

Position number: 2

Number of overlap: 6

Similarity score: 0.0112447

Alignment:

VBACGTGV

-YGCGTG-

Original motif = Consensus sequence: VBACGTGV Reverse complement motif = Consensus sequence: VCACGTBV
2.0 2.0

Z 10 Z 10 T

ool . = s - P = < = 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:
GCCACGTGSD
-—-YGCGTG--

3

33

Mycn

Original Motif
Reverse Complement
Forward

3

6

0.0377949

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

2.0 2.0
Z10 A Z10
C C L CVA -
popld=—=—_ W - e goplee— e o= = S = =
B -'»ebl_‘:-g!:h03 4 B -'»ebl_‘:-g!:D3 4
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: 5
Number of overlap: 6
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Similarity score: 0.0396403

Alignment:
HVGCCCCGCCCCBB
----CACGCM----
Original motif = Consensus sequence: HVGCCCCGCCCCBB Reverse complement motif = Consensus sequence: BBGGGGCGGGGC
2.0 2.0
% IID CCCC CCCC E 1.0 C
==—"m = e —_— o =—"W" = W W = ¥ W A q _ = —=_=
o B 1 WebbLo 34 r B 1 WebbLo 34
Dataset #: 3
Motif ID: 34
Motif name: Myc
Matching format of first motif: Original Motif
Matching format of second motif: Reverse Complement
Direction: Backward
Position number: 3
Number of overlap: 6
Similarity score: 0.0399214
Alignment:
DCCACGTGCV
--YGCGTG--
Original motif = Consensus sequence: VGCACGTGGH Reverse complement motif = Consensus sequence: DCCACGTGCV
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1 CACerGe.

(]
Wb ogo = 4

]
=

2.0

1 claCOTh.

(]
[ S

Best Matches for Each Motif (Highest to Lowest)

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

Original motif = Consensus sequence: GGCGGGGC

2.0

=
= 1.0

— - -

WebEogo =4

Best Matches for 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: Backward

Position number: 3

Number of overlap: 8

Reverse complement motif

bits

2.0

o0

Consensus sequence: GCCCCGCC

WebEogo =4

Page 43 of 270



Similarity score: 0

Alignment:
BBGGGGCGGGGCVD
-——-GGCGGGGC--
Original motif = Consensus sequence: HVGCCCCGCCCCBB Reverse complement motif = Consensus sequence: BBGGGGCGGGGC
2.0 2.0
% IID CCCC CCCC E 1.0 C
==—"m = e —_— o =—"W" = W W = ¥ W A q _ = —=_=
o B 1 WebbLo 34 r B 1 eblo 34
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: 5
Number of overlap: 8
Similarity score: 0.00250079
Alignment:
BBGGGGCGGGGCGGR
-——-GGCGGGGC—-—--

Reverse complement motif = Consensus sequence:

Original motif = Consensus sequence: BCCGCCCCGCCCCBB BBGGGGCGGGGCGER
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2.0

20
Z10 Z10
C
= e = - o == - i - PP e S St =
5 . B _-g- a 10 WeabL: 10534 s 5 10 = WeabL: 10534
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
Position number: 5
8
0.0149958

Number of overlap:

Similarity score:
Consensus sequence: MSGGGGCGGGGY

Reverse complement motif

Alignment:
MSGGGGCGGGGYSG
-——-GGCGGGGC--
Original motif = Consensus sequence: CSKCCCCGCCCCSY
£10 Q
p.o0-1= o X : _r—-A.:g(;_-n

bits

¢ Cc.
DDLST CTCC,TCQT% =

50
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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:
GCvCCGCeMeeyYce
GCCCCGCC—==——=

TFF11

Reverse Complement
Reverse Complement
Backward

7

8

0.0348969

Original motif = Consensus sequence: GGMGGRGGCGGVGC

20

Reverse complement motif = Consensus sequence: GCVCCGCCMCCYC

ts

b

Z C?CC%CCQQqJQC

= = =P L O == —4—9
5 10 b el

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 Reverse complement motif = Consensus sequence: GCCYCMCCCD
2.0 2.0
210 210
] C C FaN
P = C I — W — !‘:J'""-_;_—_'_'A _ _,,"-‘_k
2 'q'-l'sbl_:-glb03 4 2 'q'-':bl_:-gl:»D3 4
Dataset #: 3
Motif ID: 22
Motif name: Zfx
Matching format of first motif: Reverse Complement
Matching format of second motif: Reverse Complement
Direction: Forward
Position number: 4
Number of overlap: 8
Similarity score: 0.0708224
Alignment:
VAGGCCBBGGCVBB
-—--GCCCCGCC---
Original motif = Consensus sequence: BBVGCCBVGGCCTV Reverse complement motif = Consensus sequence: VAGGCCBBGGCVE
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2.0
210 CC 2y
Ss Q‘__é__ ‘ - i - AT -
5 1o 5 1o

"Weblogo 34

hits
g

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

Consensus sequence: RGRAGARRGARRAR Reverse complement motif = Consensus sequence: MTMMTCMMTCTK(

1$¢. S¢Tc 0T

WebLogo 3.4

Original motif

20

hits
z

hits

1.0

WebLogo 3.4

0.0

Best Matches for Motif ID 2 (Highest to Lowest)

Dataset #: 5

Motif ID: 51

Motif name: TFM2
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Backward
Position number: 1

Number of overlap: 14

Similarity score: 0.00948131
Alignment:

RGRGGAGRRGGHGGDG

—-—-RGRAGARRGARRAR
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Original motif = Consensus sequence: RGRGGAGRRGGHGGDG

20

hits

"66AUGAGGA

WIAASAACSAA C AA_-—
10 15

Wieblogo3 4

Reverse complement motif ~ Consensus sequence:
CHCCBCCKMCTCCKCM

0.6 dizeeTthzos

15
Weblogo3d

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
MSGKKRCGCWDCABTGBBCD
—————— MTMMTCMMTCTKCK

3

31

Pax5

Reverse Complement
Reverse Complement
Forward

7

14

0.047364

Original motif = Consensus sequence: DGVBCABTGDWGCGKRRCSR

20

L
E10

o =A = gé— IEI_\$ QATAA

QEA

WebLoga 34

Reverse complement motif = Consensus sequence:
MSGKKRCGCWDCABTGBBCD

bits

L?T‘T:(Eéga %.;:Qé Xf= %_0_

oo

WebLaga 34
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Dataset #:

Motif ID:

Motif name:

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

Position number:

Number of overlap:

Similarity score:

Alignment:
HDWVAAAHAAAAAMAAAMWWWHBWA
————————— RGRAGARRGARRAR--

Original motif = Consensus sequence:

HDWVAAAHAAAAAMAAAMWWWHBWA

20

ppd=m== =

5

56

TFM11
Original Motif
Original Motif
Backward

3

14
0.0541717

ietLogo3 4

Reverse complement motif = Consensus sequence:
TWVHWWWYTTTYTTTTTHTTTVWBH

20

e
=10

>=

0.0 — i e =
10

X n’,\%ITII ITIIT T

ED 2%
ietLogo3 4

Dataset #:

Motif ID:

Motif name:

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

Position number:

54

TFM12

Reverse Complement
Original Motif
Forward

7
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Number of overlap:
Similarity score:

Alignment:
CYYCBBCYYYTCCHCCTYYY
—————— MTMMTCMMTCTKCK

14
0.0545069

Original motif = Consensus sequence: CYYCBBCYYYTCCHCCTYYY

£10 C
LC =YxterVy cC .cc

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:
ABAAAAAAWHAAAAARAW
—-RGRAGARRGARRAR-—--

5

52

TFM1

Original Motif
Reverse Complement
Backward

4

14

0.0558935
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Reverse complement motif ~ Consensus sequence:

Original motif =~ Consensus sequence: WTKTTTTTHWTTTTTTBT ABAAAAAAWHAAAAARAW
LT AL ! A
£io £1o A
. III II .%-IIX“?A-A l | ééAéAAé ) ééc _ A&A%
Dataset #: 2 Motif ID: 3 Motif name: Motif 3
Original motif = Consensus sequence: AWAAAWTWAAASWA Reverse complement motif = Consensus sequence: TWSTTITWAWTTT\

20

oo

Best Matches for Motif ID 3 (Highest to Lowest)

Dataset #: 5

Motif ID: 56

Motif name: TFM11
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Forward
Position number: 7

Number of overlap: 14

Similarity score: 0.0137914
Alignment:

Page 52 of 270



HDWVAAAHAAAAAMAAAMWWWHBWA

—————— AWAAAWTWAAASWA-———-
Original motif = Consensus sequence: Reverse complement motif = Consensus sequence:
HDWVAAAHAAAAAMAAAMWWWHBWA TWVHWWWYTTTYTTTTTHTTTVWBH

0 20

bl
510

X A)\%ITTT TTA

.

A AJL

o

A

00 - = 1:»—.—_

20

S S

%
WikbLoge 3.4

Dataset #: 5

Motif ID: 52

Motif name: TFM1
Matching format of first motif: Original Motif
Matching format of second motif: Reverse Complement
Direction: Backward
Position number: 1

Number of overlap: 14

Similarity score: 0.0162962
Alignment:

ABAAAAAAWHAAAAARAW

—-———AWAAAWTWAAASWA

Reverse complement motif ~ Consensus sequence:

Original motif = Consensus sequence: WTKTTTTTHWTTTTTTBT ABAAAAAAWHAAAAARAW
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20
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‘WebLoga 34

0.0 C

4?:
o —
D

Dataset #: 5

Motif ID: 55

Motif name: TFM13
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Forward
Position number: 3

Number of overlap: 14

Similarity score: 0.037679
Alignment:

ATKAAWTTTTRMAABAHHTW

-—-AWAAAWTWAAASWA—-——-

Original motif = Consensus sequence: ATKAAWTTTTRMAABAHHTW

20

“TAMAT | 1TanlA A T

0.0

Reverse complement motif =~ Consensus sequence:

WAHHTVTTYKAAAAWTTRAT

]IAT ] TTreAMATITaAT

l'rbLDg'JSJ

0
=1

o

Dataset #: 2
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Motif ID: 8

Motif name: Motif 8

Matching format of first motif: Reverse Complement

Matching format of second motif: Reverse Complement

Direction: Backward

Position number: 1

Number of overlap: 14

Similarity score: 0.0423952

Alignment:

TGATTTTAWKATTT

TWSTTTWAWTTTWT

Original motif = Consensus sequence: AAATRWTAAAATCA Reverse complement motif = Consensus sequence: TGATTTTAWKATT
20 20

hits
o
hits
g

AA i

5 1o 5 1o
Weblogo 3 4 WebLogo 34

Dataset #: 5

Motif ID: 53

Motif name: TFM3

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

Position number: 5

Number of overlap: 14

Similarity score: 0.0456419
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Alignment:
TWAAWTTVTGAAAAAHWW
—-———AWAAAWTWAAASWA

Reverse complement motif ~ Consensus sequence:

Original motif = Consensus sequence: WWHTTTTTCABAAWTTWA TWAAWTTVTGAAAAAHWW

Dataset #: 2 Motif ID: 4 Motif name: Motif 4

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

2

ﬁi IAIBA%TTIT

Wiebbogo 3 4

Best Matches for Motif ID 4 (Highest to Lowest)

Dataset #: 5

Motif ID: 56

Motif name: TFM11
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Forward
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Position number: 14

Number of overlap: 11
Similarity score: 0.0718583
Alignment:
HDWVAAAHAAAAAMAAAMWWWHBWA
————————————— AAAAWTTRCWT -
Original motif = Consensus sequence: Reverse complement motif = Consensus sequence:
HDWVAAAHAAAAAMAAAMWWWHBWA TWVHWWWYTTTYTTTTTHTTTVWBH

20 20

||
R TAAAA&AL‘CAééfL‘A e X '-\:'\fITII IT,eI 1 ».1- : I .
5 10 15 20 '.'»hugzsa : 5 10 15 20 '.'»hugzsa :

Dataset #: 5
Motif ID: 55
Motif name: TFM13
Matching format of first motif: Reverse Complement
Matching format of second motif: Original Motif
Direction: Backward
Position number: 10
Number of overlap: 11
Similarity score: 0.0727073
Alignment:
ATKAAWTTTTRMAABAHHTW
AWGKAAWTTTT-————————
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Original motif = Consensus sequence: ATKAAWTTTTRMAABAHHTW

Reverse complement motif ~ Consensus sequence:
WAHHTVTTYKAAAAWTTRAT

i:],{AI.LTTT?A‘? MLLeAT

T{E\AAQ =

Webloga 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:
WIKTTTTTHWTTTTTTBT
—-——AWGKAAWTTTT----

Original motif = Consensus sequence: WTKTTTTTHWTTTTTTBT

. e oA

52

TFM1

Reverse Complement
Original Motif
Backward

5

11

0.0748297

Reverse complement motif = Consensus sequence:
ABAAAAAAWHAAAAARAW
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Dataset #: 2

Motif ID: 5

Motif name: Motif 5
Matching format of first motif: Original Motif
Matching format of second motif: Reverse Complement
Direction: Backward
Position number: 4

Number of overlap: 11

Similarity score: 0.0786484
Alignment:

AAATTKTATTTAWT

AAAAWTTRCWT ——-

Original motif  Consensus sequence: AWTAAATAYAATTT

20

*HA C

0.0

Reverse complement motif

20

o0

Consensus sequence: AAATTKTATTTAW

= 2 Webloge 34 Webloge 34
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
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Similarity score: 0.0820375

Alignment:

AATHATATWTHAAA

AWGKAAWTTTT---

Original motif = Consensus sequence: AATHATATWTHAAA Reverse complement motif = Consensus sequence: TTTDAWATATHAT
2.0 2.0

= luﬂ T TAT £10
o A ,-___E‘A LAA é -

5 L WeblLogo 3 4
Dataset #: 2 Motif ID: 5 Motif name: Motif 5
Original motif = Consensus sequence: AWTAAATAYAATTT Reverse complement motif = Consensus sequence: AAATTKTATTTAW

20 20

hits
o
hits
g

A C

5 1o
Weblogo 3 4 WebLogo 34

oD

Best Matches for Motif ID 5 (Highest to Lowest)

Dataset #: 2

Motif ID: 3

Motif name: Motif 3

Matching format of first motif: Reverse Complement
Matching format of second motif: Reverse Complement
Direction: Backward
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Position number:
Number of overlap:
Similarity score:

Alignment:
TWSTTTWAWTTTWT
AAATTKTATTTAWT

1
14

0.101648

Original motif = Consensus sequence: AWAAAWTWAAASWA

Reverse complement motif

20

oo

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:
TGATTTTAWKATTT
AAATTKTATTTAWT

Motif 8

Reverse Complement
Reverse Complement
Forward

1

14

0.107143

Original motif = Consensus sequence: AAATRWTAAAATCA

Reverse complement motif

Consensus sequence: TGATTTTAWKATT
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WebLoga 3 4

20

oo

WebLoge 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:
TWVHWWWYTTTYTTTTTHTTTVWBH

Original motif = Consensus sequence:
HDWVAAAHAAAAAMAAAMWWWHBWA

20

s AR Aaa o A

T = o =

Apax

TAL . %“
20

5

56

TFM11

Reverse Complement
Reverse Complement
Backward

6

14

0.109769

< _

5 0 15

i
Wieblogo3 4

Reverse complement motif = Consensus sequence:

TWVHWWWYTTTYTTTTTHTTTVWBH

Dataset #:
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Motif ID: 52
Motif name: TFM1
Matching format of first motif: Reverse Complement
Matching format of second motif: Original Motif
Direction: Backward
Position number: 4
Number of overlap: 14
Similarity score: 0.110348
Alignment:
WTKTTTTTHWTTTTTTBT
-AAATTRKTATTTAWT ——-
. . Reverse complement motif = Consensus sequence:
Original motif = Consensus sequence: WTKTTTTTHWTTTTTTBT ABAAAAAAWHAAAAARAW
20 35
LT 1L ! A
£io £1o A
ol oL 1 o ashAd. Ao
B 2 18 WabLoga 3.4 B 2 18 WabLoga 34
Dataset #: 2
Motif ID: 6
Motif name: Motif 6
Matching format of first motif: Reverse Complement
Matching format of second motif: Original Motif
Direction: Backward
Position number: 1
Number of overlap: 14
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0.111607
Consensus sequence: WWTAKTTCDKAA®

Reverse complement motif

Similarity score:

Alignment:
AATTYDGAARTAWW
AAATTKTATTTAWT
Original motif = Consensus sequence: AATTYDGAARTAWW
2.0
Z10
Dataset #: 2 Motif ID: 6 Motif name: Motif 6
Original motif = Consensus sequence: AATTYDGAARTAWW Reverse complement motif  Consensus sequence: WWTAKTTCDKAA
2.0 2.0
£Z10
0.0

"Weblogo 34

Best Matches for Motif ID 6 (Highest to Lowest)
5

Dataset #:
Motif ID: 53
Motif name: TFM3
Matching format of first motif: Reverse Complement
Matching format of second motif: Original Motif
Backward
Page 64 of 270
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Position number: 4

Number of overlap: 14
Similarity score: 0.0325081
Alignment:

WWHTTTTTCABAAWTTWA

-WWTAKTTCDKAATT---

Original motif = Consensus sequence: WWHTTTTTCABAAWTTWA

T%TETIZQ%,AA@%IXA

WebLogo 3.4

Reverse complement motif = Consensus sequence:
TWAAWTTVTGAAAAAHWW

aha, T] T0asaAR 44

WebLogo 34

It
[=]

oo

Dataset #: 5

Motif ID: 55

Motif name: TFM13
Matching format of first motif: Original Motif

Matching format of second motif: Original Motif
Direction: Forward
Position number: 5

Number of overlap: 14

Similarity score: 0.0349702
Alignment:

ATKAAWTTTTRMAABAHHTW

-———AATTYDGAARTAWW--
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Reverse complement motif = Consensus sequence:
Original motif = Consensus sequence: ATKAAWTTTTRMAABAHHTW P g

WAHHTVTTYKAAAAWTTRAT
L{A T TIrcAaRATIT
N TCAA AAI
WATmEC~GEG TS TAAA -

Dataset #: 5
Motif ID: 56
Motif name: TFM11
Matching format of first motif: Reverse Complement
Matching format of second motif: Reverse Complement
Direction: Backward
Position number: 9
Number of overlap: 14
Similarity score: 0.0626838
Alignment:
TWVHWWWYTTTYTTTTTHTTTVWBH
-——WWTAKTTCDKAATT-———————
Original motif = Consensus sequence: Reverse complement motif = Consensus sequence:
HDWVAAAHAAAAAMAAAMWWWHBWA TWVHWWWYTTTYTTTTTHTTTVWBH

20

N RTTNN

L —- e = -
10 15 i %
Weblogo3 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
-WWTAKTTCDKAATT---

Original motif = Consensus sequence: WTKTTTTTHWTTTTTTBT

5

52

TFM1

Reverse Complement
Original Motif
Forward

2

14

0.0667239

Reverse complement motif = Consensus sequence:
ABAAAAAAWHAAAAARAW

20

oo e

Tr s ath e bl be

‘WebLoga 3.4 ‘WebLoga 34

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:

Motif 5

Reverse Complement
Original Motif
Forward

1
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14
0.0741071
Consensus sequence: AAATTKTATTTAW

Number of overlap:

Similarity score:
Alignment:

AWTAAATAYAATTT

WWTAKTTCDKAATT

Original motif = Consensus sequence: AWTAAATAYAATTT Reverse complement motif
WA C A A
oo - s o o 10
Motif ID: 7 Motif name: Motif 7
Reverse complement motif = Consensus sequence: MSGGGGCGGGGY
2.0
1o

Weblogo 3 4

Dataset #: 2
Consensus sequence: CSKCCCCGCCCCSY

(C..

Original motif

DDLST Cg

Best Matches for Motif ID 7 (Highest to Lowest)

Weblogo 3 4

Dataset #: 4
Motif ID: 36
¢csGCCCCGCCCCsc
Original Motif
Original Motif
Page 68 of 270

Motif name:
Matching format of first motif:

Matching format of second motif:



Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
HVGCCCCGCCCCBB
CSKCCCCGCceesy

Original motif

hits

| 60000500ce

Forward
1

14

0

Consensus sequence: HVGCCCCGCCCCBB

WebLoga 3 4

Reverse complement motif

20

Consensus sequence: BBGGGGCGGGGC

e W A =

0.0

to

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:
BCCGCCCCGCCCCEB
-CSKCCCCGCCCCSsY

4
38
cccGCCCCGCCCCsb
Original Motif
Original Motif
Backward

1

14

0.0012818
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Original motif = Consensus sequence: BCCGCCCCGCCCCBB

2

= CQCCCC e

15
WeblLogo 3.4

Reverse complement motif ~ Consensus sequence:
BBGGGGCGGGGCGGB

2

=—m = —— = N g N e
5 1o 15
Webloga 34

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: 4

Number of overlap: 14

Similarity score: 0.0537802
Alignment:

CYYCBBCYYYTCCHCCTYYY
---CSKCCCCGCCCCSY—--

Original motif = Consensus sequence: CYYCBBCYYYTCCHCCTYYY

Reverse complement motif = Consensus sequence:
KKKAGGDGGAKKMGBBGKMG
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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:
DGVBCABTGDWGCGKRRCSR
—————— MSGGGGCGGGGYSG

Original motif

20

3

31

Pax5

Reverse Complement
Original Motif
Forward

7

14

0.0662825

Consensus sequence: DGVBCABTGDWGCGKRRCSR

1R .ea TG .a\CYIA

Lo

WebLoga 34

Reverse complement motif
MSGKKRCGCWDCABTGBBCD

Consensus sequence:

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:

5

51

TFM2

Original Motif
Reverse Complement
Forward

1
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Number of overlap: 14

Similarity score: 0.0758609
Alignment:
CHCCBCCKMCTCCKCM
CSKCCCCGCCCCSYy—--
. . Reverse complement motif = Consensus sequence:
I f : RGRGGAGRRGGHGGD
Original moti Consensus sequence: RGRGGAGRRGGHGGDG CHCCBCCKMCTCCKCM
£10 A
AUGA Qg CCT I
LAAGCAACAALDTC AA - T—-—c = o0 W
Dataset #: 2 Motif ID: 8 Motif name: Motif 8
Original motif = Consensus sequence: AAATRWTAAAATCA Reverse complement motif = Consensus sequence: TGATTTTAWKATT

20 20

AA AC

0.0 -
=) 1o 1=}
Weblogo 3 4 Weblogo 3 4

Best Matches for Motif ID 8 (Highest to Lowest)

Dataset #: 2

Motif ID: 3

Motif name: Motif 3

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

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
TWSTTTWAWTTTWT
TGATTTTAWKATTT

Reverse Complement
Backward

1

14

0.0961539

Original motif =~ Consensus sequence: AWAAAWTWAAASWA

Reverse complement motif

20

oD

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:

52

TFM1

Reverse Complement
Original Motif
Backward

4

14

0.10348
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WTKTTTTTHWTTTTTTBT

-TGATTTTAWKATTT---
Original motif =~ Consensus sequence: WTKTTTTTHWTTTTTTBT Reverse complement motif  Consensus sequence:
g g ' ABAAAAAAWHAAAAARAW
20
&=
£10 I II T
T xll«|Ir T
0o A AT AC :I_.-..: é‘F‘-AIA-x’,\I—A F=3
5 10 15 g
Dataset #: 2
Motif ID: 5
Motif name: Motif 5
Matching format of first motif: Reverse Complement
Matching format of second motif: Reverse Complement
Direction: Forward
Position number: 1
Number of overlap: 14
Similarity score: 0.107143
Alignment:
AAATTKTATTTAWT
TGATTTTAWKATTT
Original motif = Consensus sequence: AWTAAATAYAATTT Reverse complement motif = Consensus sequence: AAATTKTATTTAW’
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hits
2
hits
g

"Weblogo 34 "Weblogo 34

Dataset #: 5

Motif ID: 56

Motif name: TFM11

Matching format of first motif: Original Motif

Matching format of second motif: Original Motif

Direction: Backward

Position number: 7

Number of overlap: 14

Similarity score: 0.111345

Alignment:

HDWVAAAHAAAAAMAAAMWWWHBWA

————— AAATRWTAAAATCA-————-

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

20

0H==—== e T T T
5 10 15 0 2
WetLogo3 4 WetLogo3 4

Dataset #: 5
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55

TFM13
Reverse Complement

Reverse Complement

Motif ID:
Motif name:
Matching format of first motif:
Matching format of second motif
Direction: Backward
Position number: 4
Number of overlap: 14
Similarity score: 0.11369
Alignment:
WAHHTVTTYKAAAAWTTRAT
-——TGATTTTAWKATTT---
. . ] Reverse complement motif = Consensus sequence:
Original motif = Consensus sequence: ATKAAWTTTTRMAABAHHTW WAHHTVTTYKAAAAWTTRAT
20 20
Dataset #: 2 Motif ID: 9 Motif name: Motif 9
Original motif Consensus sequence: AATHATATWTHAAA Reverse complement motif Consensus sequence: TTTDAWATATHAT
20 20
£10
A |
Page 76 of 270

hits

ATAQIAIID

0.0



Best Matches for Motif ID 9 (Highest to Lowest)

Dataset #: 5

Motif ID: 55

Motif name: TFM13

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

Position number: 1

Number of overlap: 14

Similarity score: 0.0332341

Alignment:

WAHHTVTTYKAAAAWTTRAT

—————— TTTDAWATATHATT

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

WAHHTVTTYKAAAAWTTRAT
20 20
“Th T 1T
TeAARATTTLAT
oo TI-LC"‘ n$T u TAAAQ— ro
5 10 15 wml—oiﬂy
Dataset #: 5
Motif ID: 53
Motif name: TFM3
Matching format of first motif: Reverse Complement
Matching format of second motif: Original Motif
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Direction: Backward

Position number: 2

Number of overlap: 14
Similarity score: 0.0486562
Alignment:

WWHTTTTTCABAAWTTWA

-——TTTDAWATATHATT-

Reverse complement motif  Consensus sequence:

Original motif =~ Consensus sequence: WWHTTTTTCABAAWTTWA TWAAWTTVTGAAAAAHWW

20

}I TTTTIQA L 2l éégﬂnlﬁ%é& 44

‘WebLoga 34

‘WebLoga 3.4

Dataset #: 5
Motif ID: 52

Motif name: TFM1
Matching format of first motif: Reverse Complement
Matching format of second motif: Original Motif
Direction: Forward
Position number: 4

Number of overlap: 14

Similarity score: 0.0528083
Alignment:

WTKTTTTTHWTTTTTTBT

-——-TTTDAWATATHATT-
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Original motif =~ Consensus sequence: WTKTTTTTHWTTTTTTBT

E]KI:IETII IIII‘

Ir 1

Reverse complement motif ~ Consensus sequence:

ABAAAAAAWHAAAAARAW

241

W%AﬁééAéAAéhééAA%eéﬁ

S é .
Dataset #: 5

Motif ID: 56

Motif name: TFM11

Matching format of first motif: Reverse Complement

Matching format of second motif: Original Motif

Direction: Forward

Position number: 1

Number of overlap: 14

Similarity score: 0.054155

Alignment:
HDWVAAAHAAAAAMAAAMWWWHBWA
TTTDAWATATHATT---—-—-——-———-—

Original motif = Consensus sequence:
HDWVAAAHAAAAAMAAAMWWWHBWA

20

2 AR AnaA, iha

B — . L

"
éﬁf\a\,k %‘C\
20

10 15

2%
ietLogo3 4

Reverse complement motif = Consensus sequence:

TWVHWWWYTTTYTTTTTHTTTVWBH
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Dataset #: 2

Motif ID: 3

Motif name: Motif 3

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

Position number: 1

Number of overlap: 14

Similarity score: 0.0675748

Alignment:

TWSTTTWAWTTTWT

AATHATATWTHAAA

Original motif = Consensus sequence: AWAAAWTWAAASWA Reverse complement motif = Consensus sequence: TWSTTITWAWTTT\

Dataset #: 2 Motif ID: 10 Motif name: Motif 10
Original motif = Consensus sequence: TTTCATAAWT Reverse complement motif = Consensus sequence: AWTTATGAAA
2.0 2.0

hits
=]

]
n =10

o0 o0

WieblL ogo 3.4 WiieblL ogo 3.4
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Best Matches for Motif ID 10 (Highest to Lowest)

Dataset #: 2

Motif ID: 11

Motif name: Motif 11

Matching format of first motif: Original Motif

Matching format of second motif: Reverse Complement

Direction: Backward

Position number: 2

Number of overlap: 10

Similarity score: 0.01875

Alignment:

TTTCATWAAAT

TTTCATAAWT -

Original motif = Consensus sequence: ATTTWATGAAA Reverse complement motif = Consensus sequence: TTTCATWAAAT
2o 20

bits
bits

4 A A

[ ul . oo

B e B e
Dataset #: 2
Motif ID: 6
Motif name: Motif 6
Matching format of first motif: Reverse Complement
Matching format of second motif: Original Motif
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Forward

5
10

Direction:
0.0375

Position number:
Number of overlap:

Similarity score:
Consensus sequence: WWTAKTTCDKAA

Reverse complement motif

Alignment:
AATTYDGAARTAWW
-———AWTTATGAAA
Original motif = Consensus sequence: AATTYDGAARTAWW
2.0 2.0
% 1.0 % 1.0
0.0 0.0
Dataset #: 2
Motif ID: 8
Motif name: Motif 8
Matching format of first motif: Original Motif
Matching format of second motif: Reverse Complement
Direction: Backward
Position number: 4
Number of overlap: 10
Similarity score: 0.04375
Alignment:
TGATTTTAWKATTT
Page 82 of 270

-TTTCATAAWT---



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

20 20

hits
o
hits
&

AA A

Dataset #: 5

Motif ID: 53

Motif name: TFM3

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

Position number: 6

Number of overlap: 10

Similarity score: 0.0448864

Alignment:

TWAAWTTVTGAAAAAHWW

-——AWTTATGAAA-———-—

Reverse complement motif = Consensus sequence:

Original motif =~ Consensus sequence: WWHTTTTTCABAAWTTWA TWAAWTTVTGAAAAAHWW

20

1. Tz A, 2T “Taha, T Toanpth 28

‘WebLoga 3.4 ‘WebLoga 34
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Dataset #: 5

Motif ID: 55

Motif name: TFM13
Matching format of first motif: Reverse Complement
Matching format of second motif: Original Motif
Direction: Forward
Position number: 5

Number of overlap: 10

Similarity score: 0.0545833
Alignment:

ATKAAWTTTTRMAABAHHTW

-———AWTTATGAAA-—————

Reverse complement motif = Consensus sequence:
WAHHTVTTYKAAAAWTTRAT

]IAIﬂIﬂTTIﬁ;TA QHI@AI

WebLaga 34

Original motif = Consensus sequence: ATKAAWTTTTRMAABAHHTW

20

Dataset #: 2 Motif ID: 11 Motif name: Motif 11

Original motif = Consensus sequence: ATTTWATGAAA Reverse complement motif = Consensus sequence: TTTCATWAAAT
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2.0

hits
5
>

oo

o
Wb Logo 34

Best Matches for Motif ID 11 (Highest to Lowest)

Dataset #: 2

Motif ID: 5

Motif name: Motif 5

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: 0.0795455

Alignment:

AAATTKTATTTAWT

-——TTTCATWAAAT

Original motif = Consensus sequence: AWTAAATAYAATTT Reverse complement motif = Consensus sequence: AAATTKTATTTAW
20 20

£1o A C £1o A A

0.0 o0

WebLoga 3 4 WebLoge 3 4

Dataset #: 2
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8

Motif 8
Reverse Complement

Motif ID:
Motif name:
Matching format of first motif:
Matching format of second motif Original Motif
Direction: Forward
3
11
0.0795455

Position number:
Number of overlap:

Similarity score:
Consensus sequence: TGATTTTAWKATT

Reverse complement motif

Alignment:
AAATRWTAAAATCA
—-—-TTTCATWAAAT-
Original motif = Consensus sequence: AAATRWTAAAATCA
2.0 2.0
210 A A Z10 A
5 1o Weblogo 3 4 5 1o Weblogo 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: Forward
6
11
0.0991736
Page 86 of 270

Position number:
Number of overlap:
Similarity score:



Alignment:
WWHTTTTTCABAAWTTWA
————— TTTCATWAAAT--

Reverse complement motif ~ Consensus sequence:
TWAAWTTVTGAAAAAHWW

Original motif = Consensus sequence: WWHTTTTTCABAAWTTWA

Dataset #: 2

Motif ID: 18

Motif name: Motif 18

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

Position number: 1

Number of overlap: 11

Similarity score: 0.102273

Alignment:

TTATWAWCTAA

ATTTWATGAAA

Original motif = Consensus sequence: TTAGWTWATAA Reverse complement motif = Consensus sequence: TTATWAWCTAA
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bits

2.0

oo

Dataset #: 2

Motif ID: 15

Motif name: Motif 15
Matching format of first motif: Original Motif
Matching format of second motif: Reverse Complement
Direction: Forward
Position number: 1

Number of overlap: 11

Similarity score: 0.102273
Alignment:

TTTTATTGTYAT

ATTTWATGAAA-

Original motif =~ Consensus sequence: ATMACAATAAAA

2D

bits
[w]

A

oo
Weblogo 34

Reverse complement motif

bits

2D

oo

Consensus sequence: TTTTATTGTYAT

WieblLoge 34

Dataset #: 2

Motif ID: 12 Motif name: Motif 12
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Original motif = Consensus sequence: AAAACAAA Reverse complement motif = Consensus sequence: TTTGTTTT

20D 20D

]
= 1.0

hits
[w]

O.O O.O Pt
Best Matches for Motif ID 12 (Highest to Lowest)
Dataset #: 2
Motif ID: 15
Motif name: Motif 15
Matching format of first motif: Reverse Complement
Matching format of second motif: Reverse Complement
Direction: Backward
Position number: 4
Number of overlap: 8
Similarity score: 0.0625
Alignment:
TTTTATTGTYAT
-TTTGTTTT---
Original motif = Consensus sequence: ATMACAATAAAA Reverse complement motif = Consensus sequence: TTTTATTGTYAT
2.0 2.0
oo oo -
5 1o

Weblogo 34 Wieblogo 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:
AAAAATGAAT
—-AAAACAAA-

2

17

Motif 17
Original Motif
Original Motif
Backward

2

8

0.0625

Original motif = Consensus sequence: AAAAATGAAT

2.0

oo

to
WL ogo S 4

Reverse complement motif

2.0

[ ]

Consensus sequence: ATTCATTTTI

to
WL ogo 3.4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:
Number of overlap:

2

5

Motif 5
Original Motif
Original Motif
Backward

3

8
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Similarity score: 0.078125
Alignment:

AWTAAATAYAATTT

-—-——-AAAACAAA--

Original motif = Consensus sequence: AWTAAATAYAATTT

20

*HA C

0.0

Reverse complement motif

20

o0

Consensus sequence: AAATTKTATTTAW

5 1o WebLago 3 4 WebLogo 3 4
Dataset #: 2
Motif ID: 14
Motif name: Motif 14
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Backward
Position number: 1
Number of overlap: 8
Similarity score: 0.078125
Alignment:
AWAAATAA
AAAACAAA

Original motif = Consensus sequence: AWAAATAA

Reverse complement motif

Consensus sequence: TTATTTWT
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>
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(]
e Logo =4 e Logo =4

Dataset #: 2

Motif ID: 16

Motif name: Motif 16

Matching format of first motif: Original Motif

Matching format of second motif: Reverse Complement

Direction: Backward

Position number: 5

Number of overlap: 8

Similarity score: 0.078125

Alignment:

TCAAAATKAWTTGT

--AAAACAAA----

Original motif  Consensus sequence: ACAAWTRATTTTGA Reverse complement motif = Consensus sequence: TCAAAATKAWTTG
% lum CAAAl ‘ A | %1.0 C A

0o 5 . Lu} - 0o 5 Lu}

Dataset #: 2 Motif ID: 13 Motif name: Motif 13
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Original motif  Consensus sequence: AAAGATTT

20D

hits
[w]

o0

WiebhEbogo =4

Best Matches for Motif ID 13 (Highest to Lowest)

Dataset #: 2

Motif ID: 20

Motif name: Motif 20

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

Position number: 1

Number of overlap: 8

Similarity score: 0

Alignment:

AAATCTTTYAA

AAATCTTT---

Original motif = Consensus sequence: TTMAAAGATTT

Reverse complement motif

=

oits

Reverse complement motif

bits

2.0

oo

(]

o

Consensus sequence: AAATCTTT

WiebhEbogo =4

Consensus sequence: AAATCTTTYAA
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Dataset #: 2

Motif ID: 16

Motif name: Motif 16

Matching format of first motif: Original Motif

Matching format of second motif: Reverse Complement

Direction: Forward

Position number: 5

Number of overlap: 8

Similarity score: 0.0625

Alignment:

TCAAAATKAWTTGT

—-—-——-AAAGATTT--

Original motif = Consensus sequence: ACAAWTRATTTTGA Reverse complement motif = Consensus sequence: TCAAAATKAWTTG
20 20

AlA CHA

o 5 1o WebLogo 3.4 o B 1o WebLogo 3.4
Dataset #: 2
Motif ID: 8
Motif name: Motif 8
Matching format of first motif: Reverse Complement
Matching format of second motif: Original Motif
Direction: Backward
Position number: 1
Number of overlap: 8
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Similarity score: 0.0625

Alignment:

AAATRWTAAAATCA

—————— AAATCTTT

Original motif = Consensus sequence: AAATRWTAAAATCA Reverse complement motif = Consensus sequence: TGATTTTAWKATT
2.0 2.0

= =
=10 AA =10 A
00 - 0o - U

5 1o WebLago 3 4 B 1o WebLogo 3 4
Dataset #: 2
Motif ID: 19
Motif name: Motif 19
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Backward
Position number: 3
Number of overlap: 8
Similarity score: 0.078125
Alignment:
TTCWTAGATTAWA
-——-AAAGATTT--
Original motif = Consensus sequence: TTCWTAGATTAWA Reverse complement motif = Consensus sequence: TWTAATCTAWGA/
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Wbl ogo 3 4 Wbl ogo 3 4

Dataset #: 2

Motif ID: 5

Motif name: Motif 5

Matching format of first motif: Reverse Complement

Matching format of second motif: Reverse Complement

Direction: Forward

Position number: 1

Number of overlap: 8

Similarity score: 0.078125

Alignment:

AAATTKTATTTAWT

AAATCTTT-—-—-—-—-—

Original motif = Consensus sequence: AWTAAATAYAATTT Reverse complement motif = Consensus sequence: AAATTKTATTTAW’
i A C ﬁmm ‘ ‘ AT A

0o 5 Lu} ) 5 = Lu}

Dataset #: 2 Motif ID: 14 Motif name: Motif 14
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Original motif = Consensus sequence: AWAAATAA Reverse complement motif = Consensus sequence: TTATTTWT

| j“h | | .‘.lW[iﬁlh.l.
. . L 1T

WiebhEbogo =4 WiebhEbogo =4

hits
[w]
oits
[w]

Best Matches for Motif ID 14 (Highest to Lowest)

Dataset #: 2

Motif ID: 5

Motif name: Motif 5

Matching format of first motif: Reverse Complement

Matching format of second motif: Reverse Complement

Direction: Forward

Position number: 6

Number of overlap: 8

Similarity score: 0.046875

Alignment:

AAATTKTATTTAWT

————— TTATTTWT-

Original motif = Consensus sequence: AWTAAATAYAATTT Reverse complement motif = Consensus sequence: AAATTKTATTTAW
20 20

B A C } DM H AT A
oo = e 0.0 2 S o

‘Weblogo 34 "Weblogo 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:
AAAAATGAAT
AWAAATAA--

2

17

Motif 17
Original Motif
Original Motif
Forward

1

8

0.046875

Original motif = Consensus sequence: AAAAATGAAT

2.0

oo

to
WL ogo S 4

Reverse complement motif

2.0

[ ]

Consensus sequence: ATTCATTTTI

to
WL ogo 3.4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:
Number of overlap:

2

16

Motif 16

Reverse Complement
Reverse Complement
Backward

1

8
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Similarity score: 0.0625
Alignment:

TCAAAATKAWTTGT
—————— TTATTTWT

Original motif = Consensus sequence: ACAAWTRATTTTGA

20

AlA

0.0

Reverse complement motif

20

oo

Consensus sequence: TCAAAATKAWTTG

CHA

5 1o WebLago 3 4 B 1o WebLogo 3 4
Dataset #: 2
Motif ID: 15
Motif name: Motif 15
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Backward
Position number: 3
Number of overlap: 8
Similarity score: 0.0625
Alignment:
ATMACAATAAAA
—-—-AWAAATAA--

Original motif = Consensus sequence: ATMACAATAAAA

Reverse complement motif

Consensus sequence: TTTTATTGTYAT
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hits

20
oo
5 o

hits

TTTTATIGTEAT

WieblLogo 34

Ghikaan ik
Dataset #: 4

Motif ID: 41

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

Number of overlap: 8

Similarity score: 0.0636574

Alignment:
HDAAATAATADD
AWAAATAA--——-

Original motif

2D

Consensus sequence: HDAAATAATADD

ﬁ:TugaélﬂﬂlAJT

WeblLoga 34

Reverse complement motif

wn

=

Consensus sequence: DDTATTATTTDH

| TATTATxx

WieblLoge 34

Dataset #: 2

Motif ID: 15

Motif name: Motif 15
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Consensus sequence: TTTTATTGTYAT

Reverse complement motif

Original motif = Consensus sequence: ATMACAATAAAA
£10 A £10
oo oo -
B H Weblogo 34 B H Webloge 34
Best Matches for Motif ID 15 (Highest to Lowest)
Dataset #: 2
Motif ID: 8
Motif name: Motif 8
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Backward
Position number: 1
Number of overlap: 12
0.104167
Consensus sequence: TGATTTTAWKATT

Similarity score:
Reverse complement motif

Alignment:
AAATRWTAAAATCA
20 v

--ATMACAATAAAA
Original motif = Consensus sequence: AAATRWTAAAATCA
2.0
e B - 1 ‘Web Lo 34 e B 1 ‘Webh Lo 34
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Dataset #: 5
Motif ID: 56
Motif name: TFM11
Matching format of first motif:
Matching format of second motif:

Direction: Backward
Position number: 6
Number of overlap: 12
Similarity score: 0.109681
Alignment:

TWVHWWWYTTTYTTTTTHTTTVWBH

———————— TTTTATTGTYAT-----

Original motif = Consensus sequence:
HDWVAAAHAAAAAMAAAMWWWHBWA

20

ppd=m== =

ietLogo3 4

Reverse Complement
Reverse Complement

Reverse complement motif = Consensus sequence:
TWVHWWWYTTTYTTTTTHTTTVWBH

20

e
=10

>=

0.0 — i e =
10

X n’,\%ITII ITIIT T

ED 2%
ietLogo3 4

Dataset #: 2

Motif ID: 5

Motif name: Motif 5
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Backward
Position number: 2
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Number of overlap: 12
0.114583
Consensus sequence: AAATTKTATTTAW

Similarity score:
Reverse complement motif

Alignment:
AWTAAATAYAATTT
-ATMACAATAAAA-

Consensus sequence: AWTAAATAYAATTI

20

Weblogo 3.4

Original motif
A C
= o.o

hits
5

0.0

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: 1
Number of overlap: 12
0.114583
Consensus sequence: TWSTTTWAWTTT)

Similarity score:
Reverse complement motif

Alignment:
Page 103 of 270

AWAAAWTWAAASWA
ATMACAATAAAA—--
Consensus sequence: AWAAAWTWAAASWA

Original motif



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: 3
Number of overlap: 12
Similarity score: 0.115652
Alignment:
ABAAAAAAWHAAAAARAW
--ATMACAATAAAA—-——-
Original motif = Consensus sequence: WTKTTTTTHWTTTTTTBT Reverse complement motif  Consensus sequence:
S . ' ABAAAAAAWHAAAAARAW
Ca

£10 I II TT T £10 A AA AA

.ot o : II I(:AI I = é o :hc‘-‘-.- ACT%T é ' ééc .. | éA%

2 WebLoga 34 2 10 L WeblLoga 34

Dataset #: 2 Motif ID: 16 Motif name: Motif 16
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Original motif = Consensus sequence: ACAAWTRATTTTGA

ACHR:

Best Matches for Motif ID 16 (Highest to Lowest)

ts

b

Weblogo 34

Dataset #: 2

Motif ID: 5

Motif name: Motif 5
Matching format of first motif: Reverse Complement
Matching format of second motif: Original Motif
Direction: Backward
Position number: 1

Number of overlap: 14

Similarity score: 0.1

Alignment:

AWTAAATAYAATTT

TCAAAATKAWTTGT

Original motif = Consensus sequence: AWTAAATAYAATTT

20

hits
5

A C

oo
Weblago 3 4

Reverse complement motif

20

hits

Reverse complement motif

0.0

20

oo

Consensus sequence: TCAAAATKAWTTG

C

A

0
Webloga 3.4

Consensus sequence: AAATTKTATTTAW

"Weblogo 34
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Dataset #: 5

Motif ID: 55

Motif name: TFM13
Matching format of first motif: Reverse Complement
Matching format of second motif: Original Motif
Direction: Forward
Position number: 8

Number of overlap: 13

Similarity score: 0.599359
Alignment:

ATKAAWTTTTRMAABAHHTW-

——————— TCAAAATKAWTTGT

Reverse complement motif = Consensus sequence:
WAHHTVTTYKAAAAWTTRAT

20 20

“sTAMAT[Toeht A T The LTIt

Original motif = Consensus sequence: ATKAAWTTTTRMAABAHHTW

0.0

WebLaga 34

Dataset #: 2

Motif ID: 9

Motif name: Motif 9
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Backward
Position number: 3
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12
1.08264
Consensus sequence: TTTDAWATATHAT

Number of overlap:
Similarity score:
Reverse complement motif

Alignment:
-—-AATHATATWTHAAA

ACAAWTRATTTTGA--
Consensus sequence: AATHATATWTHAAA

20

Original motif

N ATAQIAIID A

0.0

20

Dataset #: 4
Motif ID: 37
Motif name: tkAAATAATAtwW
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: 1.08403
Alignment:
Reverse complement motif  Consensus sequence: WHTATTATTTDH
Page 107 of 270

-—-WHTATTATTTDH
TCAAAATKAWTTGT
Consensus sequence: HDAAATAATAHW

Original motif



20

ts

b

hits
[w]

3+eTAIIAIIT$A

WieblLogo 34

AAATAA

O O—l===s

Dataset #: 4
Motif ID: 41
Motif name: WWAAATAATAtw

Reverse Complement

Matching format of first motif:
Reverse Complement

Matching format of second motif:

Direction: Backward
Position number: 1
Number of overlap: 12
Similarity score: 1.08881
Alignment:
—-—-DDTATTATTTDH
TCAAAATKAWTTGT
Consensus sequence: DDTATTTATTTDH

Reverse complement motif

Original motif = Consensus sequence: HDAAATAATADD

2D

| aahlmerd o TamATor

WeblLoga 34

Dataset #: 2 Motif ID: 17 Motif name: Motif 17
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Original motif = Consensus sequence: AAAAATGAAT Reverse complement motif = Consensus sequence: ATTCATTTTI

20D 20D
IDMAM | IE}AmAm
0.0 - oo

& (] & To

Wbl ogo 3.4 Wbl ogo 3.4

bits
bits

Best Matches for Motif ID 17 (Highest to Lowest)

Dataset #: 2
Motif ID: 16

Motif name: Motif 16

Matching format of first motif: Reverse Complement

Matching format of second motif: Original Motif

Direction: Backward

Position number: 4

Number of overlap: 10

Similarity score: 0.05

Alignment:

ACAAWTRATTTTGA

-ATTCATTTTT---

Original motif = Consensus sequence: ACAAWTRATTTTGA Reverse complement motif = Consensus sequence: TCAAAATKAWTTG

ts

hi

}ACAAJ 3 ' ' 1

‘Weblogo 34 "Weblogo 34

bl_tls
o
O
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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:
AWTAAATAYAATTT
-——-AAAAATGAAT-

2

5

Motif 5
Original Motif
Original Motif
Forward

4

10

0.0875

Original motif  Consensus sequence: AWTAAATAYAATTT

20

*HA C

0.0

WebLoga 3 4

Reverse complement motif

20

o0

Consensus sequence: AAATTKTATTTAW

WebLoge 3 4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:
Number of overlap:

2

15

Motif 15
Original Motif
Original Motif
Forward

3

10
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Similarity score: 0.0875

Alignment:

ATMACAATAAAA

-—-AAAAATGAAT

Original motif = Consensus sequence: ATMACAATAAAA Reverse complement motif = Consensus sequence: TTTTATTGTYAT
2.0 2.0

= =
=10 ﬂ = 1.0

oo oo

5 1 WWeblLogo 54 B 1 WeblLoga 54
Dataset #: 2
Motif ID: 10
Motif name: Motif 10
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: 0.0875
Alignment:
AWTTATGAAA
AAAAATGAAT
Original motif = Consensus sequence: TTTCATAAWT Reverse complement motif = Consensus sequence: AWTTATGAAA
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2.0

hits
=]

o0

hits

WiieblL ogo 3.4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
AWGKAAWTTTT
-ATTCATTTTT

Original motif

20

Motif 4

Reverse Complement
Reverse Complement
Backward

1

10

0.0947369

Consensus sequence: AAAAWTTRCWT

Reverse complement motif

bits

o

2D

[ u

Consensus sequence: AWGKAAWTTTT

XAIBA%TTIT

WiebLogo 34

Dataset #: 2

Motif ID: 18

Motif name: Motif 18
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Consensus sequence: TTAGWTWATAA

Original motif
== A A
Best Matches for Motif ID 18 (Highest to Lowest)

Dataset #: 2
Motif ID: 6

Motif name: Motif 6

Matching format of first motif: Reverse Complement

Matching format of second motif: Original Motif
Direction: Forward
2
11

Position number:
0.09375

Number of overlap:
Similarity score:

Alignment:
AATTYDGAARTAWW

-TTATWAWCTAA--
Consensus sequence: AATTYDGAARTAWW

Original motif

20

oo

Reverse complement motif

2D

bits

[ u

JAN

Consensus sequence: TTATWAWCTAA

Consensus sequence: WWTAKTTCDKAA”

Reverse complement motif

20

hits

oo
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Dataset #: 2

Motif ID: 8

Motif name: Motif 8

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: 0.102273

Alignment:

AAATRWTAAAATCA

TTATWAWCTAA-——

Original motif = Consensus sequence: AAATRWTAAAATCA Reverse complement motif = Consensus sequence: TGATTTTAWKATT
20 20

= =
=10 AA =10 A
00 - 0o - U

1=} 1o 1=} 1o
WebLoga 3 4 WebLoge 3 4

Dataset #: 2

Motif ID: 11

Motif name: Motif 11

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

Position number: 1

Number of overlap: 11
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Similarity score: 0.102273

Alignment:
TTTCATWAAAT
TTAGWTWATAA

Original motif = Consensus sequence: ATTTWATGAAA

2.0

[ ul

o
wWebLogo 3 4

Reverse complement motif

2.0

o«
=10

oo

Consensus sequence: TTTCATWAAAT

A

=]
wWebLogo 3 4

Dataset #: 4

Motif ID: 37

Motif name: tkAAATAATAtwW
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: 0.102273
Alignment:

HDAAATAATAHW

TTAGWTWATAA-

Original motif = Consensus sequence: HDAAATAATAHW

Reverse complement motif

Consensus sequence: WHTATTATTTDH
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20

ts

b

hits
[w]

3+eTAIIAIIT$A

WieblLogo 34

AAATAA

O O—l===s

Dataset #: 4
Motif ID: 41
Motif name: WWAAATAATAtw

Reverse Complement

Matching format of first motif:
Reverse Complement

Matching format of second motif:

Direction: Backward
Position number: 1
Number of overlap: 11
Similarity score: 0.104798
Alignment:

DDTATTATTTDH

-TTATWAWCTAA

Reverse complement motif = Consensus sequence: DDTATTATTTDH

Original motif = Consensus sequence: HDAAATAATADD

2D

Laklath L TarhTor

WieblLoge 34

WeblLoga 34

Dataset #: 2 Motif ID: 19 Motif name: Motif 19
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Original motif = Consensus sequence: TTCWTAGATTAWA

TTCATACATTAA

Wbl ogo 3 4

Best Matches for Motif ID 19 (Highest to Lowest)

Dataset #: 2
Motif ID: 9
Motif name: Motif 9
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Forward
Position number: 2
Number of overlap: 13
0.0641025

Similarity score:

Alignment:
AATHATATWTHAAA

—-TTCWTAGATTAWA

Original motif = Consensus sequence: AATHATATWTHAAA

Nt TATs] Ao

1o
Weblago 3 4

Reverse complement motif

B

0.0

Reverse complement motif

20

oo

JA

Consensus sequence: TWTAATCTAWGA/

A
T

Wbl ogo 3 4

Consensus sequence: TTTDAWATATHAT
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Dataset #: 5

Motif ID: 55

Motif name: TFM13
Matching format of first motif: Original Motif

Matching format of second motif:

Reverse Complement

Direction: Forward
Position number: 7

Number of overlap: 13
Similarity score: 0.0762821
Alignment:

WAHHTVTTYKAAAAWTTRAT

—————— TTCWTAGATTAWA-

Reverse complement motif = Consensus sequence:
WAHHTVTTYKAAAAWTTRAT

20 20

“sTAMAT[Toeht A T The LTIt

Original motif = Consensus sequence: ATKAAWTTTTRMAABAHHTW

0.0

WebLaga 34

Dataset #: 5

Motif ID: 56

Motif name: TFM11

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

Position number: 12
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Number of overlap:
Similarity score:

Alignment:

HDWVAAAHAAAAAMAAAMWWWHBWA
- TWTAATCTAWGAA-——————————

Original motif = Consensus sequence:
HDWVAAAHAAAAAMAAAMWWWHBWA

20

B —

13
0.0810709

Reverse complement motif =~ Consensus sequence:

TWVHWWWYTTTYTTTTTHTTTVWBH

2D

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
TWAAWTTVTGAAAAAHWW
————— TTCWTAGATTAWA

53

TFM3

Original Motif
Reverse Complement
Backward

1

13

0.0815851
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Original motif = Consensus sequence: WWHTTTTTCABAAWTTWA

o Tt

WebLoge 3.4

Reverse complement motif
TWAAWTTVTGAAAAAHWW

241

Taha,J1 T

‘:I\—'——AA

Consensus sequence:

AnA

‘Webloga 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:
AATTYDGAARTAWW-
—-—TTCWTAGATTAWA

2

6

Motif 6
Original Motif
Original Motif
Forward

3

12

0.5625

Original motif = Consensus sequence: AATTYDGAARTAWW

20

WebLoga 3 4

Reverse complement motif

20

L
=10

0.0

Consensus sequence: WWTAKTTCDKAA”
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Dataset #: 2 Motif ID: 20 Motif name: Motif 20

Original motif = Consensus sequence: TTMAAAGATTT Reverse complement motif = Consensus sequence: AAATCTTTYAA

2.0 2.0

bits
5
bits
5

A

oo - oo

Weblogo 3 4 Weblogo 3 4

Best Matches for Motif ID 20 (Highest to Lowest)

Dataset #: 2

Motif ID: 19

Motif name: Motif 19

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: 0.0681818

Alignment:

TTCWTAGATTAWA

TTMAAAGATTT--

Original motif = Consensus sequence: TTCWTAGATTAWA Reverse complement motif = Consensus sequence: TWTAATCTAWGA/
20 20

] ]
= A =91 A A
oo a oo l
10

Wésbloge 3 4 Wésblogo 3 4
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2

8

Motif 8
Reverse Complement

Dataset #:
Motif ID:
Motif name:
Matching format of first motif:
Matching format of second motif Original Motif
Direction: Forward
Position number: 4
Number of overlap: 11
0.0681818
Consensus sequence: TGATTTTAWKATT

Similarity score:
Reverse complement motif

Alignment:
AAATRWTAAAATCA

-——-AAATCTTTYAA
Consensus sequence: AAATRWTAAAATCA
1.0 A

Original motif

Weblogo 34

=)

bits

20

bits
o
o

0.0

Dataset #: 2
16
Motif 16
Original Motif

Motif ID:
Original Motif

Motif name:
Matching format of first motif:
Forward

Matching format of second motif
1

Page 122 of 270

Direction:
Position number:



11

0.102273
Consensus sequence: TCAAAATKAWTTG

Number of overlap:

Similarity score:
Reverse complement motif

Alignment:
ACAAWTRATTTTGA
TTMAAAGATTT---
Original motif = Consensus sequence: ACAAWTRATTTTGA
AlA CHA
oo s s o 3 10
Dataset #: 2
Motif ID: 5
Motif name: Motif 5
Matching format of first motif: Original Motif
Matching format of second motif Original Motif
Direction: Backward
2
11
0.102273

Position number:
Number of overlap:

Similarity score:
Consensus sequence: AAATTKTATTTAW

Alignment:
Reverse complement motif
Page 123 of 270

AWTAAATAYAATTT
--TTMAAAGATTT-
Consensus sequence: AWTAAATAYAATTT

Original motif



2.0 2.0
i A C gmﬂAAUAT
0o 0o b

5 1o Weblogo 3 4 5 Weblogo 3 4
Dataset #: 2
Motif ID: 9
Motif name: Motif 9
Matching format of first motif: Original Motif
Matching format of second motif Reverse Complement
Backward
2
11
0.106061

Direction:
Position number:

Number of overlap:
Similarity score:

Alignment:

—-—-TTMAAAGATTT-

Original motif

20

ks
=10

o1 aJAIx]

TTTDAWATATHATT
Consensus sequence: AATHATATWTHAAA

A

Weblogo 34

0.0

Motif ID: 21

Reverse complement motif

20

Motif name: Motif 21

0.0

Consensus sequence: TTTDAWATATHAT
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Dataset #: 2



Original motif = Consensus sequence: ATAAAA

o e )

bis
[n]

oo
=

s B g e

Best Matches for Motif ID 21 (Highest to Lowest)

Dataset #: 2

Motif ID: 15

Motif name: Motif 15

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

Position number: 1

Number of overlap: 6

Similarity score: 0

Alignment:

TTTTATTGTYAT

TTTTAT-—————-

Original motif = Consensus sequence: ATMACAATAAAA

2.0

hits
o

A

oo
Weblogo 54

Reverse complement motif

=

E o]
= 1

Reverse complement motif

hits

()

2.0

oo

[}

-]

[

Consensus sequence: TTTTAT

s B g e

Consensus sequence: TTTTATTGTYAT

Wieblogo 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:
AAATTKTATTTAWT
-—-TTTTAT-----

2

5

Motif 5

Reverse Complement
Reverse Complement
Backward

6

6

0.0208333

Original motif  Consensus sequence: AWTAAATAYAATTT

20

*HA C

0.0

WebLoga 3 4

Reverse complement motif

20

o0

Consensus sequence: AAATTKTATTTAW

WebLoge 3 4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:
Number of overlap:

2

8

Motif 8
Original Motif
Original Motif
Backward

4

6
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Similarity score: 0.0208333
Alignment:

AAATRWTAAAATCA

————— ATAAAA---

Original motif = Consensus sequence: AAATRWTAAAATCA

20

0.0

Reverse complement motif

hits

20

oo

Consensus sequence: TGATTTTAWKATT

A
1T

1o
WebLoge 3 4

5 1o WebLago 3 4
Dataset #: 2
Motif ID: 11
Motif name: Motif 11
Matching format of first motif: Reverse Complement
Matching format of second motif: Original Motif
Direction: Backward
Position number: 2
Number of overlap: 6
Similarity score: 0.0208333
Alignment:
ATTTWATGAAA
—-——-TTTTAT-

Original motif = Consensus sequence: ATTTWATGAAA

Reverse complement motif

Consensus sequence: TTTCATWAAAT
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2.0

bits
5

oo

Dataset #: 2

Motif ID: 10

Motif name: Motif 10
Matching format of first motif: Reverse Complement
Matching format of second motif: Original Motif
Direction: Backward
Position number: 1

Number of overlap: 6

Similarity score: 0.0416667
Alignment:

TTTCATAAWT

—-——=TTTTAT

Original motif = Consensus sequence: TTTCATAAWT

20D

bits
(=]

A

Wbl ogo 3.4

0.0

Reverse complement motif

Consensus sequence: AWTTATGAAA

Wbl ogo 3.4

Dataset #: 3 Motif ID: 22 Motif name: Zfx
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Original motif = Consensus sequence: BBVGCCBVGGCCTV

Ny :..-_-c——l.:'kC e CCT-

0.0 = =~ —
=)

Weblogo 34

Best Matches for Motif ID 22 (Highest to Lowest)

Dataset #: 4

Motif ID: 38

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

Number of overlap: 14

Similarity score: 0.0514008
Alignment:

BCCGCCCCGCCCCRBB

BBVGCCBVGGCCTV-

Original motif = Consensus sequence: BCCGCCCCGCCCCBB

2.0

elb0ete

0.0 ~

bits

WeblLogo 3.4

Reverse complement motif = Consensus sequence: VAGGCCBBGGCVE

20

hits
5

0.0

Reverse complement motif = Consensus sequence:
BBGGGGCGGGGCGGB

2.0

bits
=

0.0 —
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Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
CHCCBCCKMCTCCKCM
-BBVGCCBVGGCCTV-

5

51

TFM2

Original Motif
Reverse Complement
Backward

2

14

0.0590031

Original motif = Consensus sequence: RGRGGAGRRGGHGGDG

2.0

“GeA(GAGGA

- ACHAASAA C AA -
10 158

Wieblogo3 4

Reverse complement motif
CHCCBCCKMCTCCKCM

2.0

LecIClrce

Consensus sequence:

15
Weblogo3 4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:

3

31

Pax5
Original Motif
Original Motif
Backward

5
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Number of overlap:
Similarity score:

Alignment:
DGVBCABTGDWGCGKRRCSR

--BBVGCCBVGGCCTV—-—---

14
0.0611182

Original motif = Consensus sequence: DGVBCABTGDWGCGKRRCSR

20

2
E10

A e IO 8 QATAAQEA

WebLaga 3.4

Reverse complement motif
MSGKKRCGCWDCABTGBBCD

Consensus sequence:

CA

—— =

C

== I —
0

20
£10 C
c C(-EA
oo = L - CT AL
5 10

15

Webloga 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:
KKKAGGDGGAKKMGBBGKMG
————— VAGGCCBBGGCVBB-

5

54

TFM12

Reverse Complement
Reverse Complement
Forward

6

14

0.0629383
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Original motif = Consensus sequence: CYYCBBCYYYTCCHCCTYYY

20

=10

0.0

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:
HVGCCCCGCCCCBB
VAGGCCBBGGCVBB

4
36

¢csGCCCCGCCCCsc
Reverse Complement
Original Motif
Forward

1

14

0.0654514

Original motif = Consensus sequence: HVGCCCCGCCCCBB

000ttt

WebLoga 3 4

Reverse complement motif

20

Consensus sequence: BBGGGGCGGGGC

e, ML N = - =

to
WebLoge 3 4
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Motif ID: 23 Motif name: Egrl

Dataset #: 3
Consensus sequence: HGCGTGGGCGK

Original motif

C\UE

.
o
Weblogo 3 4

Best Matches for Motif ID 23 (Highest to Lowest)

Dataset #: 5
Motif ID: 50

Motif name: TFF11

Matching format of first motif: Reverse Complement

Matching format of second motif: Reverse Complement

Direction: Forward

Position number: 4
11
0.0514701

Number of overlap:
Similarity score:

Alignment:
GCvCCcGceMeceycee
-—--YCGCCCACGCH
Original motif = Consensus sequence: GGMGGRGGCGGVGC
2.0
Z10 C
C
- - U e

Consensus sequence: YCGCCCACGCH

Reverse complement motif

Consensus sequence: GCVCCGCCMCCYC

Reverse complement motif

0 cfitC.ce o0

bits
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Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
CHCCBCCKMCTCCKCM
————— YCGCCCACGCH

5

51

TFM2

Reverse Complement
Reverse Complement
Forward

6

11

0.0698683

Original motif = Consensus sequence: RGRGGAGRRGGHGGDG

20

*"GeA(GAGGA

oo —

10 15

Wieblogo3 4

Reverse complement motif =~ Consensus sequence:
CHCCBCCKMCTCCKCM

20

"C.¢C CyZecTClree

0. p-
5 1D 15

Weblogo3d

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

5

54

TFM12

Original Motif
Reverse Complement
Backward
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Position number: 9

Number of overlap: 11
Similarity score: 0.0718056
Alignment:

KKKAGGDGGAKKMGBBGKMG
-HGCGTGGGCGK———————~

Original motif = Consensus sequence: CYYCBBCYYYTCCHCCTYYY

20

=10

oo

Weblaga 3 4

Reverse complement motif
KKKAGGDGGAKKMGBBGKMG

Consensus sequence:

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: 5

Number of overlap: 11

Similarity score: 0.0730967
Alignment:

BBGGGGCGGGGCGGB

————-HGCGTGGGCGK
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Original motif = Consensus sequence: BCCGCCCCGCCCCBB

2

0.0

15
WeblLogo 3.4

Reverse complement motif ~ Consensus sequence:
BBGGGGCGGGGCGGB

2

=—m = —— = N g N e
5 1o 15
Webloga 34

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: 2

Number of overlap: 11

Similarity score: 0.0764878
Alignment:

BBVGCCBVGGCCTV

--HGCGTGGGCGK-

Original motif = Consensus sequence: BBVGCCBVGGCCTV

B =‘-_r5':-(_:g‘__&_ v CCT-

0.0
B

WebLoga 3 4

Reverse complement motif = Consensus sequence: VAGGCCBBGGCVE

20

L
=10

0.0 —~— e = {I
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Dataset #: 3 Motif ID: 24 Motif name: SP1

Original motif = Consensus sequence: CCCCKCCCCC Reverse complement motif  Consensus sequence: GGGGGYGGGG

2.0

20O
| & N
oc| :- o A:;—__I_ -: sl oo

ts

b

o .
'-"a':bl_':-g!:v03 4 'q‘a':H_':-g!:D3 4
Best Matches for Motif ID 24 (Highest to Lowest)
Dataset #: 2
Motif ID: 7
Motif name: Motif 7
Matching format of first motif: Reverse Complement
Matching format of second motif: Reverse Complement
Direction: Backward
Position number: 4
Number of overlap: 10
Similarity score: 0.00451594
Alignment:
MSGGGGCGGGGYSG
-GGGGGYGGGG—--
Original motif = Consensus sequence: CSKCCCCGCCCCSY Reverse complement motif = Consensus sequence: MSGGGGCGGGGY

bits

bits

°°LETCQ;QCTCQQQ?E . MLEc'Als Q _n?.:g«;n

WebLogo 3.4 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:
BBGGGGCGGGGCVD
-GGGGGYGGGG——--

4
36

¢csGCCCCGCCCCsc
Reverse Complement
Reverse Complement
Backward

4

10

0.00965796

Original motif = Consensus sequence: HVGCCCCGCCCCBB

Reverse complement motif

Consensus sequence: BBGGGGCGGGGC

% IID CCCC CCCC % 1.0
pplE===—=u = S _ b4 e - = 22l
Dataset #: 4
Motif ID: 38
Motif name: cccGCCCCGCCCCsb
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Forward
Position number: 5
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Number of overlap: 10
Similarity score: 0.0127292

Alignment:
BCCGCCCCGCCCCEB
—-——-CCCCKCCCCC-

R | if :
Original motif = Consensus sequence: BCCGCCCCGCCCCBB everse complement moti Consensus sequence

BBGGGGCGGGGCGGB
210 Z10
C =
o === 3 g o = 15 o === ; — - ?Chiﬁqlé
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(

Page 139 of 270



2.0 20

Cut e ' LC-;CC.Lcc?CCQC

hits
o
hits
g

e ) Y T e - _ == T L= -

————

oo

5 1o
WebLogo 34

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——---

Reverse complement motif =~ Consensus sequence:

Original motif = Consensus sequence: CYYCBBCYYYTCCHCCTYYY KKKAGGDGGAKKMGBBGKMG

20

WebLaga 3.4

Webloga 3.4

Dataset #: 3 Motif ID: 25 Motif name: TFAP2A

Page 140 of 270



Consensus sequence: GCCBBVRGS

Original motif
— —_— —
Best Matches for Motif ID 25 (Highest to Lowest)
Dataset #: 3
Motif ID: 22
Motif name: Zfx
Matching format of first motif: Reverse Complement
Matching format of second motif: Original Motif
Direction: Backward
3
9
0.0131247

Position number:
Number of overlap:
Similarity score:

Consensus sequence: SCMVBBGGC

Reverse complement motif

2D

bits

1

e Loge 54

O
‘:C-_-—;—_—_
i - iy

oo

Consensus sequence: VAGGCCBBGGCVE

Reverse complement motif

Alignment:
BBVGCCBVGGCCTV
---SCMVBBGGC--
Original motif = Consensus sequence: BBVGCCBVGGCCTV
2.0 20
e = —— W . — i y I%A%A"f* ==
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Dataset #: 3
Motif ID: 30
Motif name: PLAG1
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Forward
Position number: 4
Number of overlap: 9
Similarity score: 0.0414588
Alignment:
GGGGCCCAAGGGGG
---GCCBBVRGS--
Original motif = Consensus sequence: GGGGCCCAAGGGGG Reverse complement motif  Consensus sequence: CCCCCTTGGGCCC

20
£10 CC A

0o S = | gTé’;“ - -

£ )

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
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Similarity score: 0.0415732

Alignment:
GGMGGRGGCGGVGC
SCMVBBGGC--—---
Original motif = Consensus sequence: GGMGGRGGCGGVGC Reverse complement motif  Consensus sequence: GCVCCGCCMCCY(
2.0 20
C C CC CC Cc.CC
e = =T =P O e - ,_.,9 - W = -— ,_sF s (;"_g- =
B 1 WeblLogo 3 4 B 1 WeblLogo 3 4
Dataset #: 3
Motif ID: 33
Motif name: Mycn
Matching format of first motif: Reverse Complement
Matching format of second motif: Original Motif
Direction: Forward
Position number: 2
Number of overlap: 9
Similarity score: 0.0550803
Alignment:
HSCACGTGGC
-SCMVBBGGC
Original motif = Consensus sequence: HSCACGTGGC Reverse complement motif = Consensus sequence: GCCACGTGSD
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2.0
1.0

hits

_(ACG

o e
A

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

20D

Consensus sequence: CGGCYBCGCG

6al.._CeCs

Wbl ogo 3.4

Reverse complement motif = Consensus sequence: CGCGBMGCCG

20D

ﬁlok C C
-:A
oo T e = g
[

Dataset #:

3 Motif ID: 26

Motif name: MIZF
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Original motif = Consensus sequence: BAACGTCCGC Reverse complement motif = Consensus sequence: GCGGACGTTV

Best Matches for Motif ID 26 (Highest to Lowest)

Dataset #: 3

Motif ID: 35

Motif name: GABPA

Matching format of first motif: Reverse Complement

Matching format of second motif: Original Motif

Direction: Forward

Position number: 1

Number of overlap: 10

Similarity score: 0.0459305

Alignment:

CCGGAAGTGVV

GCGGACGTTV-

Original motif = Consensus sequence: CCGGAAGTGVV Reverse complement motif = Consensus sequence: VVCACTTCCGG
zo 20
oo - R A;ﬂiﬁz - oo "-:CAQ ‘L‘ -

Wiehlogo 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:
BCACCTGCABC
BAACGTCCGC-

4
40
kcACCTGCAgc
Original Motif
Original Motif
Forward

1

10

0.0778314

Original motif = Consensus sequence: BCACCTGCABC

Reverse complement motif = Consensus sequence: GBTGCAGGTGB

i

2.0 20
= =
=10 =10
L — . < C=_ <
[ o] s —r— OO —— 2

o
wWebLogo 3 4 wWebLogo 3 4

Dataset #: 4

Motif ID: 44

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

Number of overlap: 10
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Similarity score: 0.0794339
Alignment:

DHACATTCTGH

BAACGTCCGC-

Original motif =~ Consensus sequence: DHACATTCTGH

2.0

[ ul

Reverse complement motif

2.0

Consensus sequence: HCAGAATGTHD

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: 2

Number of overlap: 10

Similarity score: 0.0804061
Alignment:

SGGTCACGTGACCS

---BAACGTCCGC-

Original motif = Consensus sequence: SGGTCACGTGACCS

Reverse complement motif

Consensus sequence: SGGTCACGTGACC

Page 147 of 270



20

hits
z

oo

Dataset #:

Motif ID:

Motif name:

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

Position number:

Number of overlap:

Similarity score:

Alignment:
GCvCCGCeMeeyYce

-BAACGTCCGC---

Original motif

20

50

TFF11

Original Motif
Reverse Complement
Forward

2

10

0.0861006

Consensus sequence: GGMGGRGGCGGVGC

Reverse complement motif

ts

b

3¢C?CC%CC$9q.Qc

Consensus sequence: GCVCCGCCMCCYC

Weblogo 3.4

Dataset #: 3 Motif ID: 27

Motif name: Kif4
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Original motif = Consensus sequence: DGGGYGKGGC Reverse complement motif = Consensus sequence: GCCYCMCCCD

e EVTEYC !‘QQECACCC:-‘

bits
(=]
bits

o0 —— e e = o0
& (]
Wbl ogo 3.4 Wbl ogeo 5.4

Best Matches for Motif ID 27 (Highest to Lowest)

Dataset #: 2
Motif ID: 7

Motif name: Motif 7

Matching format of first motif: Reverse Complement

Matching format of second motif: Original Motif

Direction: Forward

Position number: 3

Number of overlap: 10

Similarity score: 0.0152457

Alignment:

CSKCCCCGCCccesy

--GCCYCMCCCD--

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

hits
its

hi

oo

2.0

10 Q

B C - = ~ ,__A.:g(;:n
5 1n]

‘Weblogo 34 "Weblogo 34

i-gTCgCCTCCCQcE ‘
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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: 3

Number of overlap: 10

Similarity score: 0.0160185

Alignment:

BBGGGGCGGGGCVD

--DGGGYGKGGC--

Original motif = Consensus sequence: HVGCCCCGCCCCBB Reverse complement motif = Consensus sequence: BBGGGGCGGGGC
20 20

600006000 . C
SRR I e S A

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: 3

Number of overlap: 10
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Similarity score: 0.0194893

Alignment:
BBGGGGCGGGGCGGB
--DGGGYGKGGC—-—--

Original motif = Consensus sequence: BCCGCCCCGCCCCBB

2.0

E:qgicgcccc =

15
Weblogo 34

Reverse complement motif
BBGGGGCGGGGCGGB

2.0

oo —— - W i

Consensus sequence:

PP -

1o 15
Weblogo 34

Dataset #: 5

Motif ID: 50

Motif name: TFF11
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Forward
Position number: 5

Number of overlap: 10

Similarity score: 0.0402906
Alignment:

GGMGGRGGCGGVGC

-—-—--DGGGYGKGGC

Original motif = Consensus sequence: GGMGGRGGCGGVGC

Reverse complement motif

Consensus sequence: GCVCCGCCMCCYC(
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20

Cut e ' LC-;CC.Lcc?CCQC

——— e N« - - == - -
5 1{»]
Weblogo 3 4

20

hits
o
hits
g

oo

Dataset #: 5
Motif ID: 54
Motif name: TFM12
Matching format of first motif: Reverse Complement
Matching format of second motif: Original Motif
Direction: Backward
Position number: 7
Number of overlap: 10
Similarity score: 0.0556427
Alignment:
CYYCBBCYYYTCCHCCTYYY
--—--GCCYCMCCCD---—--~
- . Reverse complement motif = Consensus sequence:
Original motif = Consensus sequence: CYYCBBCYYYTCCHCCTYYY KKKAGGDGG?AKKMGBBGKMG g

20

=10

Webloga 3.4

0.0

WebLaga 3.4

Dataset #: 3 Motif ID: 28 Motif name: E2F1
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Original motif = Consensus sequence: TTTSGCGC

Z.0
=
= 1.0

o0
=
WiebhEbogo =4

Best Matches for Motif ID 28 (Highest to Lowest)

Dataset #: 3

Motif ID: 30

Motif name: PLAG1
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: 0.0568827
Alignment:

GGGGCCCAAGGGGG

-GCGCSAAA————~

Consensus sequence: GGGGCCCAAGGGGG

1CC.Aac

Original motif

20

hits
5

T S

‘Weblogo 34

oo -

Reverse complement motif

bits

o

Reverse complement motif

20D

20

oo

Consensus sequence: GCGCSAAA

ccAAA

WiebhEbogo =4

Consensus sequence: CCCCCTTGGGCCC
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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:
DCAGCCAATVR
-GCGCSAAA--

4
39

kCAGCCAATmr
Reverse Complement
Original Motif
Backward

3

8

0.0624791

Original motif = Consensus sequence: DCAGCCAATVR

2.0
ko]
=10
— e .
s 10

Wiebbogo 3 4

Reverse complement motif

2.0

Consensus sequence: MBATTGGCTGH

Wiebbogo 3 4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:
Number of overlap:

5

50

TFF11

Reverse Complement
Reverse Complement
Backward

4

8
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Similarity score: 0.0781129

Alignment:
GCVCCGCCMCceYyce
-—--GCGCSAAA---
Original motif = Consensus sequence: GGMGGRGGCGGVGC Reverse complement motif  Consensus sequence: GCVCCGCCMCCY(
2.0 2.0
C C CC CC Cc.CC
e = =T =P O e - ,_.,9 - W = -— ,_sF s (;"_g- =
B 1 WeblLogo 3 4 B 1 WeblLogo 3 4
Dataset #: 3
Motif ID: 23
Motif name: Egril
Matching format of first motif: Reverse Complement
Matching format of second motif: Reverse Complement
Direction: Backward
Position number: 4
Number of overlap: 8
Similarity score: 0.0784105
Alignment:
YCGCCCACGCH
GCGCSAAA-—-
Original motif = Consensus sequence: HGCGTGGGCGK Reverse complement motif = Consensus sequence: YCGCCCACGCH
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'-'Ia'eDbLo =4
Dataset #: 5
Motif ID: 49
Motif name: TFF1
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: 0.0798986
Alignment:
CGGVGCCGCVGC
--GCGCSAAA--
Original motif = Consensus sequence: CGGVGCCGCVGC Reverse complement motif = Consensus sequence: GCVGCGGCBCCG
o= — -_r;e"‘_é—'— o _ i = — —rF‘-_—Q_-;E—I-. e _— _-_9-—_—}: J—é—_ e S e
Motif ID: 29 Motif name: HIFLAARNT
Page 156 of 270
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Original motif = Consensus sequence: VBACGTGV Reverse complement motif = Consensus sequence: VCACGTBV

20 >0

Z 10 T
j hl(:: | -
— s = oo == . T

hits
[w]

o0

=
Wb Eogo =4

Best Matches for Motif ID 29 (Highest to Lowest)

Dataset #: 3

Motif ID: 33

Motif name: Mycn

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: 0.0123101

Alignment:

GCCACGTGSD

-VBACGTGV-

Original motif = Consensus sequence: HSCACGTGGC Reverse complement motif = Consensus sequence: GCCACGTGSD
20

oo

_CACGZG..

to o
Wie bl ogo S 4 Wiebl ogo 5 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:
DCCACGTGCV
-VBACGTGV-

Original motif

2.0

-4 _GACGx(

3

34

Myc

Original Motif
Reverse Complement
Backward

2

8

0.0144491

Consensus sequence: VGCACGTGGH

Reverse complement motif

=

2.0

1 cCaC

Consensus sequence: DCCACGTGCV

a w v
Wbl !:03-1 Wbl !:3-1

Dataset #: 4

Motif ID: 40

Motif name: kcACCTGCAgc

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:
Number of overlap:

Reverse Complement
Reverse Complement
Backward

1

8

Page 158 of 270



Similarity score: 0.0295473

Alignment:
GBTGCAGGTGB
-—-—-VCACGTRV
Original motif = Consensus sequence: BCACCTGCABC Reverse complement motif = Consensus sequence: GBTGCAGGTGB
2.0 20
210 Z10
= _ < s —
o B :'IJfD;LO =4 o __ L] '-‘J'eDbLo 34
Dataset #: 4
Motif ID: 42
Motif name: SsSGTCACGTGACSs
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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Dataset #: 3

Motif ID: 26

Motif name: MIZF

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: 0.0377204

Alignment:

GCGGACGTTV

--VCACGTRBV

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

Dataset #: 3 Motif ID: 30 Motif name: PLAG1
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Original motif = Consensus sequence: GGGGCCCAAGGGGG

_chﬁé?

Best Matches for Motif ID 30 (Highest to Lowest)

hits
5

£ - -

Weblogo 34

0.0

Dataset #: 5
Motif ID: 54

Motif name: TFM12
Matching format of first motif: Reverse Complement
Matching format of second motif: Original Motif
Direction: Backward
Position number: 6

Number of overlap: 14

Similarity score: 0.0876918
Alignment:

CYYCBBCYYYTCCHCCTYYY

-CCCCCTTGGGCCCC-——-—-~

Original motif = Consensus sequence: CYYCBBCYYYTCCHCCTYYY

20

hits

Weblaga 3 4

oo

Reverse complement motif

Consensus sequence: CCCCCTTGGGCCC

Reverse complement motif
KKKAGGDGGAKKMGBBGKMG

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:
CHCCBCCKMCTCCKCM
—-—CCCCCTTGGGCCCC

5

51

TFM2

Reverse Complement
Reverse Complement
Forward

3

14

0.0880716

Reverse complement motif = Consensus sequence:
CHCCBCCKMCTCCKCM

2.0 20

’ ﬁAAAAeAAmc AR 2 ?Qg EQ%IQQIQ?

Original motif = Consensus sequence: RGRGGAGRRGGHGGDG

1
Wieblogo3 4 Weblogo3 4

Dataset #: 3

Motif ID: 22

Motif name: Zfx

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

Position number: 1
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Number of overlap:
Similarity score:

Alignment:
VAGGCCBBGGCVEB
GGGGCCCAAGGGGG

14
0.0886295

Original motif = Consensus sequence: BBVGCCBVGGCCTV

hits
5

0.0 = =~

;4

e BECET

Weblogo 34

Reverse complement motif = Consensus sequence: VAGGCCBBGGCVE

20
= C = AC ===—_ =
1

hits
5

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
BCCGCCCCGCCCCRBB
CCCCCTTGGGCCCC

4
38
cccGCCCCGCCCCsb
Reverse Complement
Original Motif
Backward

2

14

0.0904945

Original motif = Consensus sequence: BCCGCCCCGCCCCBB

Reverse complement motif = Consensus sequence:
BBGGGGCGGGGCGGB
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10 Z10 C
c:C =
AN | - B 4 5 ——— | — - W — N g N e
& 1o 15

bits

0.0 —

WebLogo 3.4 WeblLogo 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: 14

Similarity score: 0.0943783
Alignment:

DGVBCABTGDWGCGKRRCSR

GGGGCCCAAGGGGG———-—~

Reverse complement motif =~ Consensus sequence:

Original motif = Consensus sequence: DGVBCABTGDWGCGKRRCSR MSGKKRCGCWDCABTGBBCD

0.0 "A = gé— IE’_\ﬁ QATAAQEA GL?T%EéQ‘!‘ é"'{:—gé—' I"\E gf’“‘f

1] T
15
Webloga 34 Webloge 34

Dataset #: 3 Motif ID: 31 Motif name: Pax5
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Original motif = Consensus sequence: DGVBCABTGDWGCGKRRCSR

20

A e IO 8 QATAAQgA

WebLaga 3.4

Best Matches for Motif ID 31 (Highest to Lowest)

Dataset #: 5

Motif ID: 54

Motif name: TFM12
Matching format of first motif: Original Motif
Matching format of second motif: Reverse Complement
Direction: Forward
Position number: 1

Number of overlap: 20

Similarity score: 0.0373929
Alignment:

KKKAGGDGGAKKMGBBGKMG

DGVBCABTGDWGCGKRRCSR

Original motif = Consensus sequence: CYYCBBCYYYTCCHCCTYYY

20

hits

oo

Weblaga 3 4

Reverse complement motif ~ Consensus sequence:
MSGKKRCGCWDCABTGBBCD

20

0.0

L?ﬁ%ég-‘—- .‘%f‘egé_ j::’.\ﬁ g:z—l;

Webloga 3.4

Reverse complement motif = Consensus sequence:
KKKAGGDGGAKKMGBBGKMG
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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:
HDWVAAAHAAAAAMAAAMWWWHBWA
DGVBCABTGDWGCGKRRCSR-—-—-—--

Original motif = Consensus sequence:

HDWVAAAHAAAAAMAAAMWWWHBWA

20

ppd=m=== = =

5

56

TFM11
Original Motif
Original Motif
Backward

6

20
0.0546306

Reverse complement motif =~ Consensus sequence:

TWVHWWWYTTTYTTTTTHTTTVWBH
[ |
£1p T T T
g,\,.ﬂTT _Jll T

2D %
WebLoge3 4

Dataset #:

Motif ID:

Motif name:

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

53

TFM3

Original Motif
Reverse Complement
Forward
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Position number: 2

Number of overlap: 17
Similarity score: 1.5457
Alignment:

TWAAWTTVTGAAAAAHWW———
—-DGVBCABTGDWGCGKRRCSR

R I t motif C :
Original motif = Consensus sequence: WWHTTTTTCABAAWTTWA everse complement motl onsensus sequence

TWAAWTTVTGAAAAAHWW
20
T1.xCA AA.x] “Tala, T| TCanAAR AA

T;TeTIZQD,AA@%AXA EAL IIIAAA A AT
Dataset #: 5
Motif ID: 51
Motif name: TFM2
Matching format of first motif: Reverse Complement
Matching format of second motif: Original Motif
Direction: Forward
Position number: 1
Number of overlap: 16
Similarity score: 2.0519
Alignment:
RGRGGAGRRGGHGGDG----
MSGKKRCGCWDCABTGBRBCD

Page 167 of 270



Reverse complement motif ~ Consensus sequence:

Original motif = Consensus sequence: RGRGGAGRRGGHGGDG CHCCBCCKMCTCCKCM

20

=
=10 n

AAAAA%A IVC Aflc Dock:zgg : CCEQQIQQI-QSI;

15
Wieblogo3 4 Weblogo3d

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
ABAAAAAAWHAAAAARAW-———
—-—-DGVBCABTGDWGCGKRRCSR

Original motif = Consensus sequence: WTKTTTTTHWTTTTTTBT

. e oA

5

52

TFM1

Original Motif
Reverse Complement
Forward

3

16

2.05456

Reverse complement motif = Consensus sequence:
ABAAAAAAWHAAAAARAW

1 ﬁ;:L_ééAéAAébééAA%aA%

15
‘WebLoga 34
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Dataset #: 3 Motif ID: 32

Original motif = Consensus sequence: YGCGTG

=Z.0
L
= ¥.0

[ ] = =1 =

=
P R |

Best Matches for Motif ID 32 (Highest to Lowest)

Dataset #: 3

Motif ID: 23

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

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

Number of overlap: 6

Similarity score: 0

Alignment:

HGCGTGGGCGK

YGCGTG—----

Original motif = Consensus sequence: HGCGTGGGCGK

20

Weblogo 3 4

Motif name: ArntAhr

Reverse complement motif

=Z.0

Reverse complement motif

Consensus sequence: CACGCM

T N,

=
P R |

Consensus sequence: YCGCCCACGCH

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:
VBACGTGV
-YGCGTG-

3

29
HIF1AARNT
Original Motif
Original Motif
Backward

2

6

0.0112447

Original motif = Consensus sequence: VBACGTGV

20D

Reverse complement motif

20D

Consensus sequence: VCACGTBV

I -
- .

oo e - == - . ]
Dataset #: 3
Motif ID: 33
Motif name: Mycn
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: 6

Similarity score: 0.0377949
Alignment:
GCCACGTGSD
--YGCGTG--
Original motif = Consensus sequence: HSCACGTGGC Reverse complement motif = Consensus sequence: GCCACGTGSD
CAC CAC I
P =, sm—— ; Al -":S—D--: Dol e o s '_'5_' — == C:_': |_|:|
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: 5
Number of overlap: 6
Similarity score: 0.0396403
Alignment:
HVGCCCCGCCCCBB
-—-—--CACGCM----
Original motif = Consensus sequence: HVGCCCCGCCCCBB Reverse complement motif = Consensus sequence: BBGGGGCGGGGC
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20

Lol Lo

"Weblogo 34 "Weblogo 34

Dataset #: 3

Motif ID: 34

Motif name: Myc

Matching format of first motif: Original Motif

Matching format of second motif: Reverse Complement

Direction: Backward

Position number: 3

Number of overlap: 6

Similarity score: 0.0399214

Alignment:

DCCACGTGCV

--YGCGTG--

Original motif = Consensus sequence: VGCACGTGGH Reverse complement motif = Consensus sequence: DCCACGTGCV
P ¥ T = W = ool = e -(:_:___

Dataset #: 3 Motif ID: 33 Motif name: Mycn
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Original motif = Consensus sequence: HSCACGTGGC Reverse complement motif = Consensus sequence: GCCACGTGSD

20D 2 D=
1.0

,,.,;CAGAL G E'”i,_.kgCAﬁ v] Aoy

(e
Wbl ogo 3.4 Wbl ogo 3.4

bits

0.0

Best Matches for Motif ID 33 (Highest to Lowest)

Dataset #: 3
Motif ID: 34

Motif name: Myc

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

Alignment:

VGCACGTGGH

HSCACGTGGC

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

2.0

Logat, ool

ts

b

T oo =
(fn] to
Wbl ogo S A Wbl oge = 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:
SGGTCACGTGACCS
-—-HSCACGTGGC--

4
42
SSGTCACGTGACSs
Original Motif
Original Motif
Backward

3

10

0.0628441

Original motif = Consensus sequence: SGGTCACGTGACCS

Reverse complement motif

Consensus sequence: SGGTCACGTGACC

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:
Number of overlap:

35

GABPA

Reverse Complement
Reverse Complement
Forward

1

10
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Similarity score: 0.0884396

Alignment:
VVCACTTCCGG
GCCACGTGSD-

Original motif = Consensus sequence: CCGGAAGTGVV

2.0

[ ul 2 — . —

Reverse complement motif

Consensus sequence: VVCACTTCCGG

g ?cAg‘ ‘CCTG

5 '-‘IJ'beLo =4 B '-‘Ia'beo =4
Dataset #: 3
Motif ID: 27
Motif name: KIf4
Matching format of first motif: Original Motif

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

Number of overlap: 10

Similarity score: 0.0893272
Alignment:

DGGGYGKGGC

HSCACGTGGC

Original motif = Consensus sequence: DGGGYGKGGC

Reverse complement motif

Consensus sequence: GCCYCMCCCD
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= VWWWEVTFMUG
2 A imkseae s

Dataset #: 5
Motif ID: 50
Motif name: TFF11
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Forward
Position number: 3
Number of overlap: 10
Similarity score: 0.0895444
Alignment:
GGMGGRGGCGGVGC
--HSCACGTGGC--
Original motif = Consensus sequence: GGMGGRGGCGGVGC Reverse complement motif  Consensus sequence: GCVCCGCCMCCY(

20

Bocn oo b L0.cftlce ot

—— e Y P - == U <
Weblogo 3 4

ts

b

Dataset #: 3 Motif ID: 34 Motif name: Myc

Page 176 of 270



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

2 O

1 CACGTGe. ~1 c0aCGTl.

T e _ S o.o =

o o
Wbl ogo 5.4 Wbl ogeo 5.4

bits

Best Matches for Motif ID 34 (Highest to Lowest)

Dataset #: 3

Motif ID: 33

Motif name: Mycn

Matching format of first motif: Reverse Complement

Matching format of second motif: Reverse Complement

Direction: Forward

Position number: 1

Number of overlap: 10

Similarity score: 0

Alignment:

GCCACGTGSD

DCCACGTGCV

Original motif = Consensus sequence: HSCACGTGGC Reverse complement motif = Consensus sequence: GCCACGTGSD
20

oo

_CACGZG..

to o
Wie bl ogo S 4 Wiebl ogo 5 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:
SGGTCACGTGACCS
—--DCCACGTGCV--

4
42
SSGTCACGTGACSs
Reverse Complement
Original Motif
Backward

3

10

0.0646601

Original motif = Consensus sequence: SGGTCACGTGACCS

Reverse complement motif

Consensus sequence: SGGTCACGTGACC

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:
Number of overlap:

35

GABPA

Reverse Complement
Reverse Complement
Backward

2

10
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Similarity score: 0.0840341

Alignment:
VVCACTTCCGG
DCCACGTGCV-

Original motif = Consensus sequence: CCGGAAGTGVV

2.0

[ ul 2 — . —

Reverse complement motif

Consensus sequence: VVCACTTCCGG

g ?cAg‘ ‘CCTG

B e WabLoga 3.4
Dataset #: 5
Motif ID: 50
Motif name: TFF11
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Forward
Position number: 3
Number of overlap: 10
Similarity score: 0.0851555
Alignment:
GGMGGRGGCGGVGC
--VGCACGTGGH--

Original motif = Consensus sequence: GGMGGRGGCGGVGC

Reverse complement motif

Consensus sequence: GCVCCGCCMCCYC(
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20

hits
2
hits

656200006 Ue ﬂcc?cC?chgg,gc

————— —

oo

5 1o
Weblogs 34 Weblogs 34

Dataset #: 3
Motif ID: 27
Motif name: Kif4
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: 0.0883745
Alignment:
DGGGYGKGGC
VGCACGTGGH
Original motif = Consensus sequence: DGGGYGKGGC Reverse complement motif = Consensus sequence: GCCYCMCCCD
£10 £10
] C C FaN
oo T g I —— W . !“-“"'“"-_._-__A . _‘,'-‘_‘
Dataset #: 3 Motif ID: 35 Motif name: GABPA
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Original motif = Consensus sequence: CCGGAAGTGVV

' jcg A_A_,\;ﬁ;

Wieblaogo 3 4

bits

Best Matches for Motif ID 35 (Highest to Lowest)

Dataset #: 5

Motif ID: 54

Motif name: TFM12
Matching format of first motif: Reverse Complement
Matching format of second motif: Original Motif
Direction: Forward
Position number: 5

Number of overlap: 11

Similarity score: 0.0360984
Alignment:

CYYCBBCYYYTCCHCCTYYY

-—-—-VVCACTTCCGG-----

Original motif = Consensus sequence: CYYCBBCYYYTCCHCCTYYY

20

hits

Weblaga 3 4

oo

Reverse complement motif

Reverse complement motif
KKKAGGDGGAKKMGBBGKMG

Consensus sequence: VVCACTTCCGG

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:
RGRGGAGRRGGHGGDG
-CCGGAAGTGVV———-

Original motif = Consensus sequence: RGRGGAGRRGGHGGDG

2.0

k)
=10 ﬂ

5

51

TFM2

Original Motif
Original Motif
Backward

5

11
0.0445566

Reverse complement motif = Consensus sequence:
CHCCBCCKMCTCCKCM

2.0

JraiBegfld 3o, L. CheeTChrce

15
Wieblogo3 4 Weblogo3 4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:

3

31

Pax5

Reverse Complement
Original Motif
Backward

3
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Number of overlap:
Similarity score:

Alignment:
DGVBCABTGDWGCGKRRCSR
——————— VVCACTTCCGG--

11
0.0446257

Original motif = Consensus sequence: DGVBCABTGDWGCGKRRCSR

20

Reverse complement motif
MSGKKRCGCWDCABTGBBCD

Consensus sequence:

20
£10 C
c C(-EA
0o = L~ CT VA LX
5 10

- A = ?é— IE’I.D‘$ QA-:-AfAAEEAD gé_ j::’-‘*E T:ET];
Dataset #: 3
Motif ID: 22
Motif name: Zfx
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: 0.0457327

Alignment:
BBVGCCBVGGCCTV

VVCACTTCCGG—-—-

Original motif = Consensus sequence: BBVGCCBVGGCCTV

Reverse complement motif

Consensus sequence: VAGGCCBBGGCVE
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20

20

hits
z

oo —

"Weblogo 34

Dataset #: 4
Motif ID: 40
Motif name: kcACCTGCAgc
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: 0.0483841
Alignment:
BCACCTGCABC
VVCACTTCCGG
Original motif = Consensus sequence: BCACCTGCABC Reverse complement motif = Consensus sequence: GBTGCAGGTGB
Z10 £Z10
-— _ S___ <=
D:0 5 _I EI_ e T 5 EI_
Dataset #: 4 Motif ID: 36 Motif name: csGCCCCGCCCCsc
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Original motif = Consensus sequence: HVGCCCCGCCCCBB Reverse complement motif  Consensus sequence: BBGGGGCGGGGC

20

C00Ga00cc 1 _oBHH0006EC

5 o

hits

20
1.0

= -
0.0 =
WebLogo 3.4 WebLogo 3.4

Best Matches for Motif ID 36 (Highest to Lowest)

Dataset #: 4

Motif ID: 38

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

Position number: 1

Number of overlap: 14

Similarity score: 0

Alignment:

BBGGGGCGGGGCGGR

BBGGGGCGGGGCVD-

Reverse complement motif = Consensus sequence:

Original motif = Consensus sequence: BCCGCCCCGCCCCBB BBGGGGCGGGGCGER

20 20

7'_:9 E CQCC_.,_CCCC‘_ == - - = — Ty A e

0.0 ~

bits

bits
=

WeblLogo 3.4
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Dataset #: 2

Motif ID: 7
Motif name: Motif 7
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Forward
Position number: 1
Number of overlap: 14
Similarity score: 0.0117332
Alignment:
CSKCCCCGCCCCeSsy
HVGCCCCGCCCCBB
Original motif = Consensus sequence: CSKCCCCGCCCCSY Reverse complement motif = Consensus sequence: MSGGGGCGGGGY
20 20
cLotlelee "1 =GR00C
oo 15N cTVY > QCE =l - ____A.:g‘;:n
5 1o WebLago 3 4 B 1o WebLogo 3 4
Dataset #: 3
Motif ID: 31
Motif name: Pax5
Matching format of first motif: Original Motif
Matching format of second motif: Reverse Complement
Direction: Backward
Position number: 1
Number of overlap: 14
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Similarity score:

Alignment:
MSGKKRCGCWDCABTGBBCD

—————— HVGCCCCGCCCCBB

Original motif = Consensus sequence: DGVBCABTGDWGCGKRRCSR

20

%)

E10

0.0747029

Reverse complement motif
MSGKKRCGCWDCABTGBBCD

Consensus sequence:

R e -3
:

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: 4
Number of overlap: 14
Similarity score: 0.0777991

Alignment:
CYYCBBCYYYTCCHCCTYYY
-—-—-HVGCCCCGCCCCBB---

Original motif = Consensus sequence: CYYCBBCYYYTCCHCCTYYY

Reverse complement motif
KKKAGGDGGAKKMGBBGKMG

Consensus sequence:
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20

Dataset #: 5
Motif ID: 51
Motif name: TFM2
Matching format of first motif: Reverse Complement
Matching format of second motif: Original Motif
Direction: Backward
Position number: 3
Number of overlap: 14
Similarity score: 0.0880609
Alignment:
RGRGGAGRRGGHGGDG
BBGGGGCGGGGCVD--
- . Reverse complement motif = Consensus sequence:
Original motif = Consensus sequence: RGRGGAGRRGGHGGDG CHCCBCCKMCTCCKEM

20 20

B A A A Y C_ A.&ﬁg - ?QQ E-lc-—-c—lggl—gg

A-SpaASAA ool .- :
) ) 1o 15

Weblogo3d

Wieblogo3 4

Dataset #: 4 Motif ID: 37 Motif name: tkAAATAATAtw
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Original motif = Consensus sequence: HDAAATAATAHW Reverse complement motif = Consensus sequence: WHTATTATTTDH

) AAATAA[A . ' LATAIIAIIT =

Best Matches for Motif ID 37 (Highest to Lowest)

hits
g
bits

oo =
1o
Weblogo 34 Weblogeo 34

Dataset #: 4

Motif ID: 41

Motif name: WWAAATAATAtw

Matching format of first motif: Original Motif

Matching format of second motif: Original Motif

Direction: Forward

Position number: 1

Number of overlap: 12

Similarity score: 0

Alignment:

HDAAATAATADD

HDAAATAATAHW

Original motif = Consensus sequence: HDAAATAATADD Reverse complement motif = Consensus sequence: DDTATTATTTDH
z0 20

hits
5

o o=

L ahlmath L TarrATor

Weblogo 34 Wieblogo 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:
TWSTTTWAWTTTWT
-WHTATTATTTDH-

2

3

Motif 3

Reverse Complement
Reverse Complement
Backward

2

12

0.0522317

Original motif = Consensus sequence: AWAAAWTWAAASWA

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:

56

TFM11

Reverse Complement
Reverse Complement
Backward

3

12
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Similarity score:

Alignment:
TWVHWWWYTTTYTTTTTHTTTVWBH
——————————— WHTATTATTTDH--

Original motif = Consensus sequence:

HDWVAAAHAAAAAMAAAMWWWHBWA

20

0.0590505

Reverse complement motif = Consensus sequence:
TWVHWWWYTTTYTTTTTHTTTVWBH

20

X AA%ITII LTI ]

L2 (0] BARA3ANRas 2 BX L SRTALL J{ .
2 * % W * H W

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

Page 191 of 270



20

20
ATl AL
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- I-'Il II %CAIA-xTS‘I-- l ool -
Vriisge i
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
1
12
0.0641975

Position number:
Number of overlap:

Similarity score:
Consensus sequence: TTTDAWATATHAT

Reverse complement motif

Alignment:
AATHATATWTHAAA

—-—-WHTATTATTTDH
Consensus sequence: AATHATATWTHAAA

20

Original motif

“AaT oJATx| Ra

Motif name: cccGCCCCGCCCCsb
Page 192 of 270
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Dataset #: 4 Motif ID: 38



Original motif = Consensus sequence: BCCGCCCCGCCCCBB

2

| _eCel0ote

0.0

WebLoge 5.4

Best Matches for Motif ID 38 (Highest to Lowest)

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: 3

Number of overlap: 15

Similarity score: 0.0773345
Alignment:

CYYCBBCYYYTCCHCCTYYY

--BCCGCCCCGCCCCBB---

Original motif = Consensus sequence: CYYCBBCYYYTCCHCCTYYY

20

hits

oo

Weblaga 3 4

Reverse complement motif
BBGGGGCGGGGCGGB

2

- .

0.0 — W -

Consensus sequence:

I-\_-:—J\L_q_-"-‘:_.l

Reverse complement motif
KKKAGGDGGAKKMGBBGKMG

1o 15
Weblogo 3.4

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:
RGRGGAGRRGGHGGDG
BBGGGGCGGGGCGGB-

5

51

TFM2

Reverse Complement
Original Motif
Backward

2

15

0.0869149

Original motif = Consensus sequence: RGRGGAGRRGGHGGDG

20

*"GeA(GAGGA

10 15

oo —

Wieblogo3 4

Reverse complement motif =~ Consensus sequence:
CHCCBCCKMCTCCKCM

20

"C.¢C CyZecTClree

oo
) 1o 15
Weblogo3d

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

3

31

Pax5

Reverse Complement
Reverse Complement
Forward
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Position number: 1

Number of overlap: 15
Similarity score: 0.0992376
Alignment:

MSGKKRCGCWDCABTGBBCD
BBGGGGCGGGGCGGB-——-—

Reverse complement motif = Consensus sequence:
MSGKKRCGCWDCABTGBBCD

20

Original motif = Consensus sequence: DGVYBCABTGDWGCGKRRCSR

20

F10 C F10 C
A _ge IE8 QAIAeAEQ T eCYWELCA T T

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: 1

Number of overlap: 14

Similarity score: 0.5

Alignment:

-HVGCCCCGCCCCBB

BCCGCCCCGCCCCRBB
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Original motif = Consensus sequence: HVGCCCCGCCCCBB

L CO000Ge

Weblogo 34

Reverse complement motif

20

Consensus sequence: BBGGGGCGGGGC

C

Py

0.0

0
Webloga 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:
-CSKCCCCGCCcceesy
BCCGCCCCGCCCCEB

2

7

Motif 7
Original Motif
Original Motif
Backward

1

14

0.513015

Original motif = Consensus sequence: CSKCCCCGCCCCSY

LST C(TEQCTCQQQCE

WebLoga 3 4

Reverse complement motif

20
L
=10
L | g
0.0-1=
[

Consensus sequence: MSGGGGCGGGGY

,‘A.:g(;—'_-n
1o

WebLoge 3 4
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Motif name: kCAGCCAATmMr
Reverse complement motif

Motif ID: 39

Dataset #: 4
Consensus sequence: DCAGCCAATVR

Original motif
2.0
oo e
=) 1o
Weblogo 3 4

Best Matches for Motif ID 39 (Highest to Lowest)

Dataset #: 4
Motif ID: 37
Motif name: tkAAATAATAtw
Matching format of first motif: Reverse Complement
Matching format of second motif: Reverse Complement
Direction: Forward
Position number: 2
11
0.0559269

Number of overlap:
Similarity score:

Alignment:
WHTATTATTTDH

-MBATTGGCTGH
Consensus sequence: HDAAATAATAHW

Original motif

HAAQIABIA;:

oo

bits
o

2.0

Consensus sequence: MBATTGGCTGH

Weblogo 3 4

Consensus sequence: WHTATTATTTDH

Reverse complement motif

}+ATAIIAIITMM
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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:
HCAGAATGTHD
DCAGCCAATVR

4

44

dhACATTCTkh
Original Motif
Reverse Complement
Backward

1

11

0.0588235

Original motif = Consensus sequence: DHACATTCTGH

20

0.0

Wieblaogo 3 4

Reverse complement motif

Consensus sequence: HCAGAATGTHD

Wieblago 3 4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:

4

41

WWAAATAATALw
Reverse Complement
Reverse Complement
Backward

1
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Number of overlap:
Similarity score:

Alignment:
DDTATTATTTDH
-MBATTGGCTGH

11
0.0597643

Original motif =~ Consensus sequence: HDAAATAATADD

2D

ﬁ:_ﬁgaélﬂﬂlgf?

WeblLoga 34

Reverse complement motif

L TarmATer

Consensus sequence: DDTATTATTTDH

WieblLoge 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:
BCACCTGCABC
MBATTGGCTGH

4
40

kcACCTGCAgc
Reverse Complement
Original Motif
Backward

1

11

0.0599548

Original motif = Consensus sequence: BCACCTGCABC

Reverse complement motif

Consensus sequence: GBTGCAGGTGB
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=10
e ) L =
5 1o
Weblogo 3 4

2.0
210
— T :
oo —r— [ u]
B '-I'eDbLogo34
Dataset #: 5
Motif ID: 50
Motif name: TFF11
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: 0.0614719

Alignment:

GCvCCcGceMeceycee
—--DCAGCCAATVR-
Original motif = Consensus sequence: GGMGGRGGCGGVGC Reverse complement motif  Consensus sequence: GCVCCGCCMCCY(
C ] C CC (C.cc.cC
= e . e __._9 - b= == ,msl: = c.: 'Q -
Motif ID: 40 Motif name: kcACCTGCAgc
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Dataset #: 4



Original motif = Consensus sequence: BCACCTGCABC

Wieblaogo 3 4

bits

Best Matches for Motif ID 40 (Highest to Lowest)

Dataset #: 4

Motif ID: 43

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

Number of overlap: 11

Similarity score: 0.0215284
Alignment:

DBTACWGTAVH

BCACCTGCABC

Original motif = Consensus sequence: HVTACWGTABD

2.0

hits
5
>

oo ——— —-

[m)
Wiehlogo 3 4

Reverse complement motif

bits

Reverse complement motif

bits

2D

oo

2.0

oo

Consensus sequence: GBTGCAGGTGB

{

o
Webbogo 3 4

Consensus sequence: DBTACWGTAVH
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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:
DHACATTCTGH
BCACCTGCABC

4
44
dhACATTCTkh
Original Motif
Original Motif
Backward

1

11

0.0254134

Original motif = Consensus sequence: DHACATTCTGH

2.0

[ ul

Reverse complement motif

2.0

oo

Consensus sequence: HCAGAATGTHD

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:
Number of overlap:

42
SSGTCACGTGACSs
Original Motif
Original Motif
Forward

4

11
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Similarity score:

Alignment:
SGGTCACGTGACCS
—-——-BCACCTGCABC

0.031338

Original motif = Consensus sequence: SGGTCACGTGACCS

Reverse complement motif

Consensus sequence: SGGTCACGTGACC

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
GCVCCGCCMCcCYcCe
BCACCTGCABC---

50

TFF11

Original Motif
Reverse Complement
Backward

4

11

0.034471

Original motif = Consensus sequence: GGMGGRGGCGGVGC

Reverse complement motif

Consensus sequence: GCVCCGCCMCCYC(
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hits
5

ChG_Ge ZLC.;CC?CCQGQ-QC

- '—?eﬁ?ﬁﬂ-—cn T o o S
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: 3

Number of overlap: 11

Similarity score: 0.0402518
Alignment:

HVGCCCCGCCCCBB

-BCACCTGCABC--

Reverse complement motif = Consensus sequence: BBGGGGCGGGGC

20

20
2 2
£10 C =10
= = — N, -_— W = =%
oo =M. - — . — -_—— oo e = - il . W w, = T
=) o =) o
Wieblaga 3 4

Weblogo 34

Original motif = Consensus sequence: HVGCCCCGCCCCBB

Dataset #: 4 Motif ID: 41 Motif name: wwAAATAATAtw
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Original motif = Consensus sequence: HDAAATAATADD Reverse complement motif = Consensus sequence: DDTATTATTTDH

2D

“aahlmath L TariATor

WieblLoge 34

WeblLoga 34

Best Matches for Motif ID 41 (Highest to Lowest)

Dataset #: 4
Motif ID: 37

Motif name: tkAAATAATAtwW

Matching format of first motif: Original Motif

Matching format of second motif: Original Motif

Direction: Forward

Position number: 1

Number of overlap: 12

Similarity score: 0

Alignment:

HDAAATAATAHW

HDAAATAATADD

Original motif = Consensus sequence: HDAAATAATAHW Reverse complement motif = Consensus sequence: WHTATTATTTDH

2.0

ts

hits
5
b

}4?TAIIAIIT

Wieblogo 34

[aRa}

AAATAA
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Dataset #: 2

Motif ID: 3

Motif name: Motif 3
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Backward
Position number: 2

Number of overlap: 12

Similarity score: 0.0536028
Alignment:

AWAAAWTWAAASWA

-HDAAATAATADD-

Original motif = Consensus sequence: AWAAAWTWAAASWA Reverse complement motif = Consensus sequence: TWSTTITWAWTTT\

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:
Number of overlap:

52

TFM1

Reverse Complement
Original Motif
Forward

7

12
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Similarity score: 0.0565705

Alignment:
WIKTTTTTHWTTTTTTBT
—————— DDTATTATTTDH

Original motif = Consensus sequence: WTKTTTTTHWTTTTTTBT

Reverse complement motif = Consensus sequence:

ABAAAAAAWHAAAAARAW

20

20
T |

Lo £Lio A

aLIT e LT 1 ‘a ot s aaAB Be
8 e 15 ebLoga 3.4 8 e 15 WeblLoga 3.4

Dataset #: 5

Motif ID: 56

Motif name: TFM11

Matching format of first motif: Original Motif

Matching format of second motif: Original Motif

Direction: Forward

Position number: 3

Number of overlap: 12

Similarity score: 0.0575935

Alignment:

HDWVAAAHAAAAAMAAAMWWWHBWA

——HDAAATAATADD-—————————~-

Original motif = Consensus sequence:
HDWVAAAHAAAAAMAAAMWWWHBWA

Reverse complement motif = Consensus sequence:

TWVHWWWYTTTYTTTTTHTTTVWBH
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20

Dataset #: 2

Motif ID: 9

Motif name: Motif 9
Matching format of first motif: Reverse Complement
Matching format of second motif: Original Motif
Direction: Forward
Position number: 3

Number of overlap: 12

Similarity score: 0.0591821
Alignment:

AATHATATWTHAAA

—-—-DDTATTATTTDH

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

20 20

“AsT_oIATx| A s

0.0

Weblogo 34

Dataset #: 4 Motif ID: 42 Motif name: sSGTCACGTGACSs
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Original motif = Consensus sequence: SGGTCACGTGACCS

20

Best Matches for Motif ID 42 (Highest to Lowest)

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: 7

Number of overlap: 14

Similarity score: 0.0518737
Alignment:

DGVBCABTGDWGCGKRRCSR

—————— SGGTCACGTGACCS

Original motif = Consensus sequence: DGVYBCABTGDWGCGKRRCSR

20

Reverse complement motif

20

0.0

Reverse complement motif
MSGKKRCGCWDCABTGBBCD

Consensus sequence: SGGTCACGTGACC

Consensus sequence:
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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: 1

Number of overlap: 14

Similarity score: 0.0539097

Alignment:

BBGGGGCGGGGCVD

SGGTCACGTGACCS

Original motif = Consensus sequence: HVGCCCCGCCCCBB Reverse complement motif = Consensus sequence: BBGGGGCGGGGC
20 20

- 6eeCeseeee . C
e T e e SRR I e

Dataset #: 4

Motif ID: 38

Motif name: cccGCCCCGCCCCsb

Matching format of first motif: Reverse Complement

Matching format of second motif: Original Motif

Direction: Forward

Position number: 1

Number of overlap: 14
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Similarity score: 0.0581955

Alignment:
BCCGCCCCGCCCCRBB
SGGTCACGTGACCS-

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

BBGGGGCGGGGCGGB
20 20
- ;_q:g_g_ - b 4 :A: — i = - - .4 N T N e
i L '-‘.febL':-gLSB 4 5 L Weblogo 34

Dataset #: 2
Motif ID: 7
Motif name: Motif 7
Matching format of first motif: Reverse Complement
Matching format of second motif: Reverse Complement
Direction: Backward
Position number: 1
Number of overlap: 14
Similarity score: 0.0634135
Alignment:
MSGGGGCGGGGYSG
SGGTCACGTGACCS
Original motif = Consensus sequence: CSKCCCCGCCCCSY Reverse complement motif = Consensus sequence: MSGGGGCGGGGY
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lo00a00oc...

20

CCcT g

hits
g

0.0== -

WeblLaoge 3 4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

5

50

TFF11

Reverse Complement
Reverse Complement

Direction: Backward

Position number: 3

Number of overlap: 12

Similarity score: 1.05855

Alignment:

--GCVCCGCceMeeyee

SGGTCACGTGACCS--

Original motif = Consensus sequence: GGMGGRGGCGGVGC Reverse complement motif

20

blts

Consensus sequence: GCVCCGCCMCCYC

b LC CC CC.cc.cc

WeblLoge 3 4

Dataset #: 4 Motif ID: 43 Motif name: wsTACwWGTAsw
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Original motif = Consensus sequence: HVTACWGTABD

) IA LA IA

Wieblaogo 3 4

bits

Best Matches for Motif ID 43 (Highest to Lowest)

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

Original Motif
Reverse Complement

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

Direction: Forward
Position number: 1

Number of overlap: 11
Similarity score: 0.0199592
Alignment:

GBTGCAGGTGB

HVTACWGTABD

Original motif = Consensus sequence: BCACCTGCABC

2.0

bits
5

(R al

Reverse complement motif = Consensus sequence: DBTACWGTAVH

2D

bits
5
>

Wieblago 3 4

Reverse complement motif = Consensus sequence: GBTGCAGGTGB

2.0

bits
5

oo —

to
Wiehlags 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:
DDTATTATTTDH
—HVTACWGTABD

4
41

WWAAATAATALtw
Original Motif
Reverse Complement
Forward

2

11

0.0309343

Original motif = Consensus sequence: HDAAATAATADD

2.0

1 anATAaTA

o

WeblLogo 34

Reverse complement motif = Consensus sequence: DDTATTATTTDH

ﬁ:AATATIAIIl-

WeblLogo 54

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:
Number of overlap:

4

37

tkAAATAATAtw
Reverse Complement
Original Motif
Forward

1

11
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Similarity score: 0.0337121

Alignment:
HDAAATAATAHW
DBTACWGTAVH-

Original motif = Consensus sequence: HDAAATAATAHW

“ AA@IAA.[A -

oo
L]

WeblLogo 34

Reverse complement motif

Consensus sequence: WHTATTATTTDH

L Thnm

WeblLogo 54

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: 4

Number of overlap: 11

Similarity score: 0.0353535
Alignment:

AATTYDGAARTAWW

HVTACWGTABD---

Original motif = Consensus sequence: AATTYDGAARTAWW

Reverse complement motif

Consensus sequence: WWTAKTTCDKAA"
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hits
o

oo

Dataset #: 4

Motif ID: 45

Motif name: wWbgTAAATAWW
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: 0.037518

Alignment:

DBGTAAATAHD

DBTACWGTAVH

Original motif = Consensus sequence: DBGTAAATAHD Reverse complement motif = Consensus sequence: DHTATTTACBD

20 2D

Dataset #: 4 Motif ID: 44 Motif name: dhACATTCTkh

Page 216 of 270



Original motif = Consensus sequence: DHACATTCTGH Reverse complement motif = Consensus sequence: HCAGAATGTHD

20 2D

0.0

= To
Wieblaogo 3 4

Best Matches for Motif ID 44 (Highest to Lowest)

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: 8

Number of overlap: 11

Similarity score: 0.0217516
Alignment:

TWAAWTTVTGAAAAAHWW

DHACATTCTGH--=-=———-

R | t tif C :
Original motif = Consensus sequence: WWHTTTTTCABAAWTTWA everse complement motl onsensus sequence

TWAAWTTVTGAAAAAHWW
Z10 A A

WebLogo 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:
BCACCTGCABC
DHACATTCTGH

4
40
kcACCTGCAgc
Original Motif
Original Motif
Backward

1

11

0.0238442

Original motif = Consensus sequence: BCACCTGCABC

20
ko]
=10
P — <
0.0 —
[ 10

Wiebbogo 3 4

Reverse complement motif = Consensus sequence: GBTGCAGGTGB

2.0

o o—L —

o
wWebLogo 3 4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:
Number of overlap:

2

16

Motif 16

Reverse Complement
Reverse Complement
Forward

1

11
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Similarity score: 0.0258838

Alignment:
TCAAAATKAWTTGT
HCAGAATGTHD---

Original motif = Consensus sequence: ACAAWTRATTTTGA

20

AlA

(RRN]
1=} 1o
WebLoga 3 4

Reverse complement motif

20

oo

Consensus sequence: TCAAAATKAWTTG

CHA

1o
WebLoge 3 4

Dataset #: 4
Motif ID: 41
Motif name:

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

Direction: Backward
Position number: 1

Number of overlap: 11
Similarity score: 0.0292508
Alignment:

DDTATTATTTDH

-HCAGAATGTHD

Original motif = Consensus sequence: HDAAATAATADD

WWAAATAATALtw
Reverse Complement
Reverse Complement

Reverse complement motif

Consensus sequence: DDTATTATTTDH
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WieblLogo 34

2.0

. TarTATer

WieblLogo 34

Dataset #: 5

Motif ID: 56

Motif name: TFM11
Matching format of first motif: Original Motif
Matching format of second motif: Reverse Complement
Direction: Backward
Position number: 11

Number of overlap: 11

Similarity score: 0.0307858
Alignment:

TWVHWWWYTTTYTTTTTHTTTVWBH
--—--DHACATTCTGH---—--—-——-

Original motif = Consensus sequence:
HDWVAAAHAAAAAMAAAMWWWHBWA

20

ppd=m=== = =

Reverse complement motif =~ Consensus sequence:

TWVHWWWYTTTYTTTTTHTTTVWBH

Dataset #: 4 Motif ID: 45 Motif name: wbgTAAATAww

Page 220 of 270



Original motif = Consensus sequence: DBGTAAATAHD

20
I A ‘ kA |
P == o > - - ——
= To
Wieblaogo 3 4

Best Matches for Motif ID 45 (Highest to Lowest)

bits

Dataset #: 4

Motif ID: 37

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

11
0.0162338

Number of overlap:
Similarity score:

Alignment:
HDAAATAATAHW

-DBGTAAATAHD
Consensus sequence: HDAAATAATAHW

Original motif

AAATAA

hits
o

[aRa}

Reverse complement motif

2D

bits

Consensus sequence: DHTATTTACBD

ATIIAQb?

il =
WiebLogo 34

[ u

!
I

5

Consensus sequence: WHTATTATTTDH

Reverse complement motif
2.0
o DL ‘?TA IITII e
5 3 Weblogo 34

Page 221 of 270

its

b




Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
DDTATTATTTDH
DHTATTTACBD-

4

41

WWAAATAATALw
Reverse Complement
Reverse Complement
Backward

2

11

0.0164863

Original motif = Consensus sequence: HDAAATAATADD

2.0

1 anATAaTA

o

WeblLogo 34

Reverse complement motif = Consensus sequence: DDTATTATTTDH

ﬁ:AATATIAIIg-

WeblLogo 54

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:
Number of overlap:

5

56

TFM11

Reverse Complement
Reverse Complement
Forward

15

11
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Similarity score:

Alignment:
TWVHWWWYTTTYTTTTTHTTTVWBH
—————————————— DHTATTTACBD

Original motif = Consensus sequence:

HDWVAAAHAAAAAMAAAMWWWHBWA

20

0.0192768

Reverse complement motif = Consensus sequence:
TWVHWWWYTTTYTTTTTHTTTVWBH

20
|

e
=10

X AA%ITII LTI ]

L& IS AARABA[INRaS a BL aATTALL 1 E
: < % W < H Wi
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
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Dataset #:
Motif ID: 6
Motif name: Motif 6
Matching format of first motif: Original Motif
Matching format of second motif Original Motif
Direction: Backward
1
11
0.027895

Position number:
Number of overlap:
Similarity score:

Alignment:
AATTYDGAARTAWW

Original motif

20

0.0

-—--DBGTAAATAHD
Consensus sequence: AATTYDGAARTAWW

Reverse complement motif

Motif name: TFW1

Consensus sequence: WWTAKTTCDKAA
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Motif ID: 46



Original motif = Consensus sequence: GTCGCG Reverse complement motif  Consensus sequence: CGCGAC

Z =
= | 1Dt C
. B — S
(] = —— — — - — ==

=
s B g e s B g e

bis

Best Matches for Motif ID 46 (Highest to Lowest)

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: 6

Similarity score: 0.0350356

Alignment:

CGGCYBCGCG

--—--GTCGCG

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

2.0

A C:Cz-r;c-::cc — | L —— _____‘____E“ C____

e bl ogo S 4 Wdebl ogo 5 4

Its

b
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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:
SGGTCACGTGACCS
--GTCGCG—————-—

4
42
SSGTCACGTGACSs
Original Motif
Original Motif
Forward

3

6

0.0375102

Original motif = Consensus sequence: SGGTCACGTGACCS

Reverse complement motif

Consensus sequence: SGGTCACGTGACC

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:
Number of overlap:

50

TFF11

Reverse Complement
Reverse Complement
Backward

5

6
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Similarity score: 0.0381641

Alignment:
GCVCCGCCMCceYyce
--—--CGCGAC----
Original motif = Consensus sequence: GGMGGRGGCGGVGC Reverse complement motif  Consensus sequence: GCVCCGCCMCCY(
2.0 2.0
C C CC CC Cc.CC
e = =T =P O e -—— = 7__79 " W — r_SF - (;_‘-_g_ _
B 1 WeblLogo 3 4 B 1 WeblLogo 3 4
Dataset #: 5
Motif ID: 49
Motif name: TFF1
Matching format of first motif: Reverse Complement
Matching format of second motif: Original Motif
Direction: Backward
Position number: 1
Number of overlap: 6
Similarity score: 0.0431161
Alignment:
CGGVGCCGCVGC
—————— CGCGAC
Original motif = Consensus sequence: CGGVGCCGCVGC Reverse complement motif = Consensus sequence: GCVGCGGCBCCG
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Dataset #: 5
Motif ID: 47
Motif name: TFW2
Matching format of first motif: Reverse Complement
Matching format of second motif: Reverse Complement
Direction: Backward
Position number: 2
Number of overlap: 6
Similarity score: 0.052047
Alignment:
CCGCGCGS
-CGCGAC-
Original motif = Consensus sequence: SCGCGCGG Reverse complement motif = Consensus sequence: CCGCGCGS
EZ10 Z10
C C -
L, ——————— f: — = oo = L -."5;‘__- : i
Dataset #: 5 Motif ID: 47 Motif name: TFW2
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Reverse complement motif = Consensus sequence: CCGCGCGS

Consensus sequence: SCGCGCGG

Original motif

LefCCet " CebeiCan

oits
(w]

WiebhEbogo =4

WiebhEbogo =4

Best Matches for 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——-—-

Reverse complement motif = Consensus sequence: BBGGGGCGGGGC

20

Original motif = Consensus sequence: HVYGCCCCGCCCCBB

00Ce00ee *|_GBRG0G%66C

‘Weblogo 34

2.0
2
E10

oo

-
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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:
BBGGGGCGGGGCGGB
—————— SCGCGCGG-

4
38
cccGCCCCGCCCCsb
Original Motif
Reverse Complement
Forward

7

8

0.045686

Original motif = Consensus sequence: BCCGCCCCGCCCCBB

2.0

=

- _ecCofC000e

WebLogo 5.4

Reverse complement motif
BBGGGGCGGGGCGGB

2.0

oo

PR

Consensus sequence:

N g N e

1o 15
Weblogo 34

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:

2

7

Motif 7

Reverse Complement
Original Motif
Backward

6
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Number of overlap: 8
Similarity score: 0.0504058

Alignment:
CSKCCCCGCCCCSsY
-CCGCGCGS——-—-

Original motif = Consensus sequence: CSKCCCCGCCCCSY

LellCCee...

(i

hits

20
1.0
,
-

oo —

Weblogo 34

Reverse complement motif

ts

b

Consensus sequence: MSGGGGCGGGGY

,—_A.:g‘%i—ﬁ
10

20
1.0
| Sty |
po-=
5

Weblogo 3.4

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
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2.0
1.0

hits

“gCAgAl:%

WieblL ogo 3.4

o0

Dataset #: 3
Motif ID: 34
Motif name: Myc
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Backward
Position number: 2
Number of overlap: 8
Similarity score: 0.0574543
Alignment:
VGCACGTGGH
-SCGCGCGG-
Original motif = Consensus sequence: VGCACGTGGH Reverse complement motif = Consensus sequence: DCCACGTGCV
= CAC T = CCAC
P —— ¥ 3 - = e g — ool = e --('E:_..._
Dataset #: 5 Motif ID: 48 Motif name: TFW3
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Original motif = Consensus sequence: CGGCYBCGCG Reverse complement motif  Consensus sequence: CGCGBMGCCG

| ;Zk, 4 CC%«;_C..::C‘D: | :kc g‘—:":;‘& CCt”

Wbl ogo 3.4

bits
bits

Wbl ogo 3.4

Best Matches for Motif ID 48 (Highest to Lowest)

Dataset #: 5

Motif ID: 49

Motif name: TFF1

Matching format of first motif: Original Motif

Matching format of second motif: Original Motif

Direction: Backward

Position number: 3

Number of overlap: 10

Similarity score: 0.0623879

Alignment:

CGGVGCCGCVGC

CGGCYBCGCG--

Original motif = Consensus sequence: CGGVGCCGCVGC Reverse complement motif = Consensus sequence: GCVGCGGCBCCG
z0 20
o= -_._—T—Qu—;-— e _J-‘_Q,m, ——— o.old== 9-_E~:S_C=~;L ‘.‘g:coc =

Weblogo 34 Wieblogo 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:
YCGCCCACGCH
CGGCYBCGCG-

3

23

Egrl

Original Motif
Reverse Complement
Backward

2

10

0.0630189

Original motif = Consensus sequence: HGCGTGGGCGK

2.0

cCuT

Reverse complement motif

2.0

Consensus sequence: YCGCCCACGCH

oo AX BN -

B e

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: 10
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Similarity score: 0.0645308

Alignment:
GGMGGRGGCGGVGC

CGCGBMGCCG————

Original motif = Consensus sequence: GGMGGRGGCGGVGC

20

£10 C
— p

Reverse complement motif

Consensus sequence: GCVCCGCCMCCYC

L0 il ge.cc

WebLoge 3 4

- ==« - -—
5 1o WebLogo 3.4
Dataset #: 3
Motif ID: 31
Motif name: Pax5
Matching format of first motif: Original Motif

Matching format of second motif: Reverse Complement

Direction: Forward
Position number: 11
Number of overlap: 10
Similarity score: 0.0714355
Alignment:

MSGKKRCGCWDCABTGBBCD

—————————— CGGCYBCGCG

Original motif = Consensus sequence: DGVYBCABTGDWGCGKRRCSR

Reverse complement motif
MSGKKRCGCWDCABTGBBCD

Consensus sequence:
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20

Dataset #: 2

Motif ID: 7

Motif name: Motif 7
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Forward
Position number: 1

Number of overlap: 10

Similarity score: 0.0717594
Alignment:

CSKCCCCGCCccesy

CGGCYBCGCG----

Consensus sequence: MSGGGGCGGGGY

,__A.:gf.l_-n
o

Weblogo 3.4

Consensus sequence: CSKCCCCGCCCCSsY Reverse complement motif

20
CQCE

Weblogo 34

Original motif

Lol

Dataset #: 5 Motif ID: 49 Motif name: TFF1

wy
E=

20
1.0
| e
-

oo ——
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Consensus sequence: GCVGCGGCBCCG

Reverse complement motif

Consensus sequence: CGGVGCCGCVGC
oo l==— Q--*E = —‘:-Q,_‘Cc ==

Original motif
£10 ‘ : .
p.p1== ___-_.:Te""_é—'—_..--.__n—-‘--_—g_-—lc—l-_‘e‘* ——
Best Matches for Motif ID 49 (Highest to Lowest)
Dataset #: 5
Motif ID: 50
Motif name: TFF11
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Backward
Position number: 1
Number of overlap: 12
Similarity score: 0.0292081
Alignment:
GGMGGRGGCGGVGC
-—-CGGVGCCGCVGC
Reverse complement motif = Consensus sequence: GCVCCGCCMCCY(

Consensus sequence: GGMGGRGGCGGVGC

ts

hi

Original motif

m 36006 (. ILC?CC?Cc%‘?:%E
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Dataset #: 4

Motif ID: 36

Motif name: ¢csGCCCCGCCCCsc

Matching format of first motif: Original Motif

Matching format of second motif: Original Motif

Direction: Forward

Position number: 1

Number of overlap: 12

Similarity score: 0.0542674

Alignment:

HVGCCCCGCCCCBB

CGGVGCCGCVGC--

Original motif = Consensus sequence: HVGCCCCGCCCCBB Reverse complement motif = Consensus sequence: BBGGGGCGGGGC
20 20

600006000 . C
SRR I e S A

Dataset #: 5

Motif ID: 54

Motif name: TFM12

Matching format of first motif: Original Motif

Matching format of second motif: Reverse Complement

Direction: Backward

Position number: 3

Number of overlap: 12
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Similarity score: 0.0543272

Alignment:
KKKAGGDGGAKKMGBBGKMG
—————— CGGVGCCGCVGC—--

Original motif = Consensus sequence: CYYCBBCYYYTCCHCCTYYY

£10 C
Lc <YxYeaVy CC .¢e

WebLoga 34

Reverse complement motif
KKKAGGDGGAKKMGBBGKMG

Consensus sequence:

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: 4

Number of overlap: 12

Similarity score: 0.0548371
Alignment:

BBGGGGCGGGGCGGB

-—-—-CGGVGCCGCVGC

Original motif = Consensus sequence: BCCGCCCCGCCCCBB

Reverse complement motif
BBGGGGCGGGGCGGB

Consensus sequence:
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10 Z10 C
c:C S >
AN | - B 4 5 ——— | — - W — N g N e
& 1o 15

bits

0.0 —

WebLogo 3.4 WeblLogo 3.4

Dataset #: 3

Motif ID: 31

Motif name: Pax5
Matching format of first motif: Reverse Complement
Matching format of second motif: Original Motif
Direction: Forward
Position number: 1

Number of overlap: 12

Similarity score: 0.0556962
Alignment:

DGVBCABTGDWGCGKRRCSR

GCVGCGGCBCCG-——————~

Reverse complement motif =~ Consensus sequence:

Original motif = Consensus sequence: DGVBCABTGDWGCGKRRCSR MSGKKRCGCWDCABTGBBCD

0.0 "A = S;é- IE’_\ﬁ QATAAQEA GL?T%EéQ‘!‘ é-;_{;_gé__ I"\E g:‘:

1] T
15
Webloga 34 Webloge 34

Dataset #: 5 Motif ID: 50 Motif name: TFF11
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Original motif = Consensus sequence: GGMGGRGGCGGVGC Reverse complement motif  Consensus sequence: GCVCCGCCMCCY(

20 20

< ' LC+CCLCCQCC .cC

—— e PN - = T e T

hits
u
hits
&

Weblogo 34 Weblogo 3.4

Best Matches for Motif ID 50 (Highest to Lowest)

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: 1

Number of overlap: 14

Similarity score: 0.033716
Alignment:

RGRGGAGRRGGHGGDG

GGMGGRGGCGGVGC--

Reverse complement motif = Consensus sequence:
CHCCBCCKMCTCCKCM

20 20

GACGASGAVG g U D ?Qg EQ%IQQIQQ

0.0 = s 0 ol

Original motif = Consensus sequence: RGRGGAGRRGGHGGDG

bits
=

1 15
Wiebloga3 4 Wiebloga3 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:
CYYCBBCYYYTCCHCCTYYY
————— GCVCCGCCMCCYCC-

5

54

TFM12

Reverse Complement
Original Motif
Forward

6

14

0.0386905

Original motif = Consensus sequence: CYYCBBCYYYTCCHCCTYYY

£10 C
Lc YxfsrVy CC .cc

WebLoga 34

Reverse complement motif
KKKAGGDGGAKKMGBBGKMG

Consensus sequence:

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:

4
38
cccGCCCCGCCCCsb
Original Motif
Reverse Complement
Backward

2
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Number of overlap: 14

Similarity score: 0.0548198
Alignment:
BBGGGGCGGGGCGGR
GGMGGRGGCGGVGC—-
. . Reverse complement motif = Consensus sequence:
I f : B BB
Original moti Consensus sequence: BCCGCCCCGCCCC BBGGGGCGGGGCGGR
210 Z10
C =
o === 3 g o = 15 o === ; — - ?‘:A-iﬁqﬁa
Dataset #: 3
Motif ID: 31
Motif name: Pax5
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Backward
Position number: 3
Number of overlap: 14
Similarity score: 0.0573129
Alignment:
DGVBCABTGDWGCGKRRCSR
-—-——-GGMGGRGGCGGVGC-~-
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Reverse complement motif = Consensus sequence:
Original motif = Consensus sequence: DGVBCABTGDWGCGKRRCSR P 9

MSGKKRCGCWDCABTGBBCD
£10
TA Ve c
. A = gé— IE’_‘$ QA : 8 A A TQECT-"—— Af—'—CA I""’— T::-::
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: 1
Number of overlap: 14
Similarity score: 0.0652173
Alignment:
BBGGGGCGGGGCVD
GGMGGRGGCGGVGC
Original motif = Consensus sequence: HVGCCCCGCCCCBB Reverse complement motif = Consensus sequence: BBGGGGCGGGGC
2.0 20
% IID CCCC CCCC E 1.0 C
DDL“ ] . . —_— o 0.0 =8 — ¥ ¥ - P ey e
& 1o [ 1o

WebLoga 3 4 WebLoge 3 4
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Dataset #: 5 Motif ID: 51 Motif name: TFM2

Original motif = Consensus sequence: RGRGGAGRRGGHGGDG

2.0

BeAUGAGGA

AAp ASAA C _AA-_-
3 10

WieblLogo34

bits

0.0

Best Matches for Motif ID 51 (Highest to Lowest)

Dataset #: 5

Motif ID: 54

Motif name: TFM12
Matching format of first motif: Reverse Complement
Matching format of second motif: Original Motif
Direction: Forward
Position number: 1

Number of overlap: 16

Similarity score: 0.0331473
Alignment:

CYYCBBCYYYTCCHCCTYYY
CHCCBCCKMCTCCKCM—-~---

Original motif = Consensus sequence: CYYCBBCYYYTCCHCCTYYY

Reverse complement motif
CHCCBCCKMCTCCKCM

2.0

Consensus sequence:

Reverse complement motif
KKKAGGDGGAKKMGBBGKMG

gl LIce

WebLogo3.d

Consensus sequence:
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| EFC <YEITFLVYY -:—(;:QI?%
: H " Lo

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: 2
Number of overlap: 16
Similarity score: 0.0668155
Alignment:
DGVBCABTGDWGCGKRRCSR
-RGRGGAGRRGGHGGDG--~-

Original motif = Consensus sequence: DGVBCABTGDWGCGKRRCSR

20

Reverse complement motif =~ Consensus sequence:

MSGKKRCGCWDCABTGBBCD

L T%ECTJ._ A__-_gé I,._.r_ g:—:

Webloga 3.4

Dataset #: 5
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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:
HDWVAAAHAAAAAMAAAMWWWHBWA
——————— RGRGGAGRRGGHGGDG--

Original motif = Consensus sequence:

56

TFM11
Original Motif
Original Motif
Forward

8

16
0.0794752

Reverse complement motif = Consensus sequence:

HDWVAAAHAAAAAMAAAMWWWHBWA TWVHWWWYTTTYTTTTTHTTTVWBH

20 20

r1

£10 A A A £10 T T

, # T TAAAAQE ééﬁxﬂ\A %é . l A,L%ITT = II,& A _All. z Z oo

5 10 15 25 20 25

Dataset #: 4
Motif ID: 38
Motif name: cccGCCCCGCCCCsb
Matching format of first motif: Reverse Complement
Matching format of second motif: Original Motif
Direction: Forward
Position number: 1
Number of overlap: 15
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Similarity score: 0.558405

Alignment:
BCCGCCCCGCCCCBB-
CHCCBCCKMCTCCKCM

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

BBGGGGCGGGGCGGB
20 20
- ;_q:g_g_ - b 4 :A: — i = - - .4 N T N e
2 LD el L'J-g1053 4 3 LD Wbl L':-g1053 4

Dataset #: 2
Motif ID: 2
Motif name: Motif 2
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Backward
Position number: 1
Number of overlap: 14
Similarity score: 1.01195
Alignment:
-—-RGRAGARRGARRAR
RGRGGAGRRGGHGGDG
Original motif = Consensus sequence: RGRAGARRGARRAR Reverse complement motif  Consensus sequence: MTMMTCMMTCTK(
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Dataset #: 5 Motif ID: 52 Motif name: TFM1

Reverse complement motif =~ Consensus sequence:

Original motif = Consensus sequence: WTKTTTTTHWTTTTTTIBT ABAAAAAAWHAAAAARAW

20

{}II_-ETII LT 1 L LRIN ééAA%ﬂA*

T 0.0
15

WebLogo 5.4 WebLogo 5.4

Best Matches for Motif ID 52 (Highest to Lowest)

Dataset #: 5

Motif ID: 56

Motif name: TFM11

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

Position number: 6

Number of overlap: 18

Similarity score: 0

Alignment:
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TWVHWWWYTTTYTTTTTHTTTVWBH
————— WTKTTTTTHWTTTTTTBT -—

Original motif = Consensus sequence:
HDWVAAAHAAAAAMAAAMWWWHBWA

0

Reverse complement motif ~ Consensus sequence:

TWVHWWWYTTTYTTTTTHTTTVWBH
20
B
210 T T
A
oo l ""‘TITT = I_}:é A_ALL- z‘“.’

0 %
WikbLoge 3.4

Dataset #: 5

Motif ID: 55

Motif name: TFM13
Matching format of first motif: Reverse Complement
Matching format of second motif: Original Motif
Direction: Backward
Position number: 3

Number of overlap: 18

Similarity score: 0.0364672
Alignment:

ATKAAWTTTTRMAABAHHTW

ABAAAAAAWHAAAAARAW--

Original motif = Consensus sequence: ATKAAWTTTTRMAABAHHTW

Reverse complement motif ~ Consensus sequence:

WAHHTVTTYKAAAAWTTRAT
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20

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
WWHTTTTTCABAAWTTWA
WIKTTTTTHWTTTTTTBT

53

TFM3

Original Motif
Original Motif
Backward

1

18
0.0456974

Original motif =~ Consensus sequence: WWHTTTTTCABAAWTTWA

éi %leTIZQ%,Aﬁagllﬁ

WebLoge 3.4

Reverse complement motif =~ Consensus sequence:
TWAAWTTVTGAAAAAHWW

241

2
=10

Toha, TT Toe-048.04

-

WebLoge 34

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

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
CYYCBBCYYYTCCHCCTYYY-
-——WITKTTTTTHWTTTTTTBT

54

TFM12
Original Motif
Original Motif
Forward

4

17

0.572783

Original motif = Consensus sequence: CYYCBBCYYYTCCHCCTYYY

20

1.0

hits

oo

WebLago 34

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:

3

31

Pax5

Original Motif
Reverse Complement
Backward

5

16
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Similarity score: 1.07322

Alignment:
-—-MSGKKRCGCWDCABTGBBCD

WTKTTTTTHWTTTTTTBT——--—

Original motif = Consensus sequence: DGVBCABTGDWGCGKRRCSR

20

bits

A .Qé-lgoﬁgATAAQEA

0o——== — = =

-
g
WebLoga 34

Reverse complement motif = Consensus sequence:

MSGKKRCGCWDCABTGBBCD

Dataset #: 5 Motif ID: 53

Original motif = Consensus sequence: WWHTTTTTCABAAWTTWA

Motif name: TFM3

Reverse complement motif = Consensus sequence:

TWAAWTTVTGAAAAAHWW

Best Matches for Motif ID 53 (Highest to Lowest)

Dataset #: 5
Motif ID: 55
Motif name: TFM13

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

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:

ATKAAWTTTTRMAABAHHTW
—-TWAAWTTVTGAAAAAHWW-

Original motif

20

Original Motif
Forward

2

18

0.013876

Consensus sequence: ATKAAWTTTTRMAABAHHTW

Reverse complement motif

Consensus sequence:

WAHHTVTTYKAAAAWTTRAT

20

oo

ko]

TT1eAafATT T AT

Weblogo 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:

56

TFM11

Original Motif
Reverse Complement
Forward

5

18

0.0402327
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TWVHWWWYTTTYTTTTTHTTTVWBH
————WWHTTTTTCABAAWTTWA—-—-

Original motif = Consensus sequence:
HDWVAAAHAAAAAMAAAMWWWHBWA

0

Reverse complement motif ~ Consensus sequence:
TWVHWWWYTTTYTTTTTHTTTVWBH

20

x ATTTT TT T T

,\,LTA AaA _Al]l A

0.0 = = 1:’-¢—_ P —
0 %
WikbLoge 3.4

bl
510

Dataset #: 5

Motif ID: 52

Motif name: TFM1
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Backward
Position number: 1

Number of overlap: 18

Similarity score: 0.0432207
Alignment:

WIKTTTTTHWTTTTTTBT

WWHTTTTTCABAAWTTWA

Original motif = Consensus sequence: WTKTTTTTHWTTTTTTBT

Reverse complement motif ~ Consensus sequence:
ABAAAAAAWHAAAAARAW
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20
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WebLogo 34

Dataset #: 3
Motif ID: 31
Motif name: Pax5

Matching format of first motif: Original Motif

Matching format of second motif: Reverse Complement

Direction: Backward
Position number: 4
Number of overlap: 17
Similarity score: 0.561883
Alignment:

-MSGKKRCGCWDCABTGBRBCD
WWHTTTTTCABAAWTTWA——-

Original motif = Consensus sequence: DGVBCABTGDWGCGKRRCSR

20

Reverse complement motif =~ Consensus sequence:

MSGKKRCGCWDCABTGBBCD

L Tci ECT-& éa—’:gé IA"’— T:-;:

Webloga 3.4

Dataset #: 2
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Motif ID: 3

Motif name: Motif 3

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

Position number: 1

Number of overlap: 14

Similarity score: 2.04564

Alignment:

———=—TWSTTTWAWTTTWT

WWHTTTTTCABAAWTTWA

Original motif = Consensus sequence: AWAAAWTWAAASWA Reverse complement motif  Consensus sequence: TWSTTITWAWTTT\

Dataset #: 5 Motif ID: 54 Motif name: TFM12

Reverse complement motif ~ Consensus sequence:

Original motif = Consensus sequence: CYYCBBCYYYTCCHCCTYYY KKKAGGDGGAKKMGBBGKMG

20
]
=10

=

0.0

ISc = % IQQ-.TI <F¥

ehLogoSJ
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Best Matches for Motif ID 54 (Highest to Lowest)

Dataset #: 3

Motif ID: 31

Motif name: Pax5
Matching format of first motif: Original Motif
Matching format of second motif: Reverse Complement
Direction: Forward
Position number: 1

Number of overlap: 20

Similarity score: 0.0458155
Alignment:

MSGKKRCGCWDCABTGBRBCD

CYYCBBCYYYTCCHCCTYYY

Reverse complement motif  Consensus sequence:

iginal tif C : DGVBCABTGDWGCGKRRCSR
Original moti onsensus sequence: DG GDWGCG MSGKKRCGCWDCABTGBBCD
20 20
210 %1.0
A C
LA wga TG UCRTA MK eV LAYGNT.CA <o Y.
g 10 15 20 5 10 15 20
Dataset #: 5
Motif ID: 56
Motif name: TFM11
Matching format of first motif: Original Motif
Matching format of second motif: Reverse Complement
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Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
TWVHWWWYTTTYTTTTTHTTTVWBH

CYYCBBCYYYTCCHCCTYYY-—-—-—-

Original motif = Consensus sequence:

HDWVAAAHAAAAAMAAAMWWWHBWA

20

Backward
6

20
0.0573204

Reverse complement motif  Consensus sequence:
TWVHWWWYTTTYTTTTTHTTTVWBH

20

C1

"o AR Aaa A [l.ro1]

ki é —rT AAAAA éé‘%zf.\,k %ﬁ . l A,LTATT - -I A T ol ] Z i

i 5 % % 7 %

Dataset #: 5
Motif ID: 52
Motif name: TFM1
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Backward
Position number: 2
Number of overlap: 17
Similarity score: 1.56255

Alignment:
———WTKTTTTTHWTTTTTTBT
CYYCBBCYYYTCCHCCTYYY-
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Reverse complement motif ~ Consensus sequence:

iginal if s WTKTTTTTHWTTTTTTBT

Original moti Consensus sequence ABAAAAAAWHAAAAARAW
=
£10 I II TT £10 A
1 T AA AA A A@

== == : 1--: ACAXI A:I: = £ 0o ——"*E:‘:Té_!— P - .::é': — =
Dataset #: 5
Motif ID: 51
Motif name: TFM2
Matching format of first motif: Reverse Complement
Matching format of second motif: Original Motif
Direction: Forward
Position number: 1
Number of overlap: 16
Similarity score: 2.01568
Alignment:
RGRGGAGRRGGHGGDG——--~

KKKAGGDGGAKKMGBBGKMG

Reverse complement motif = Consensus sequence:
CHCCBCCKMCTCCKCM

20 20

S S 0.0 iyt

Original motif = Consensus sequence: RGRGGAGRRGGHGGDG

Wieblogo3 4 'u'aebL‘J-goS 4
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Dataset #: 4

Motif ID: 38

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

Number of overlap: 15

Similarity score: 2.55221
Alignment:

————— BCCGCCCCGCCCCRBB

CYYCBBCYYYTCCHCCTYYY

Reverse complement motif = Consensus sequence:

Original motif =~ Consensus sequence: BCCGCCCCGCCCCBB BBGGGGCGGGGCGGR

20 20

;_?9 | CQCCCCCQ- == - é‘\-___g'ifuﬁ

oo = = -

i
WebLogo 5.4 WeblLogo 3.4

Dataset #: 5 Motif ID: 55 Motif name: TFM13

Reverse complement motif  Consensus sequence:

Original motif  Consensus sequence: ATKAAWTTTTRMAABAHHTW WAHHTVTTYKAAAAWTTRAT
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20

Best Matches for Motif ID 55 (Highest to Lowest)

Dataset #:

Motif ID:

Motif name:

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

Position number:

Number of overlap:

Similarity score:

Alignment:
TWVHWWWYTTTYTTTTTHTTTVWBH
—-———-WAHHTVTTYKAAAAWTTRAT -

Original motif = Consensus sequence:
HDWVAAAHAAAAAMAAAMWWWHBWA

20

X

BRI S b = -t =

5

56

TFM11

Reverse Complement
Reverse Complement
Forward

5

20

0.0352451

- 54

3 ] 15

s 1A Ban.a Mo,

2%
ietLogo3 4

20

Reverse complement motif = Consensus sequence:

TWVHWWWYTTTYTTTTTHTTTVWBH
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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:
TWAAWTTVTGAAAAAHWW-—
ATKAAWTTTTRMAABAHHTW

5

53

TFM3

Original Motif
Reverse Complement
Forward

1

18

1.02254

Original motif = Consensus sequence: WWHTTTTTCABAAWTTWA

%ﬁTlTIZQA,AAe%IXA

‘WebLoga 3.4

Reverse complement motif = Consensus sequence:

TWAAWTTVTGAAAAAHWW
=10 T A A
" ATA II:[AAA AA 1T

‘WebLoga 34

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:

5

52

TFM1

Reverse Complement
Original Motif
Forward

1
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Number of overlap:

18

Similarity score: 1.02868

Alignment:

WIKTTTTTHWTTTTTTBT —-

WAHHTVTTYKAAAAWTTRAT

Original motif = Consensus sequence: WTKTTTTTHWTTTTTTBT

Reverse complement motif
ABAAAAAAWHAAAAARAW

241

L VLR

Consensus sequence:

o0

égﬂAéﬁﬂe

WebLoge 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:
————— MSGKKRCGCWDCABTGBBCD
WAHHTVTTYKAAAAWTTRAT——-——-—

31

Pax5

Reverse Complement
Reverse Complement
Backward

6

15

2.56565
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Original motif = Consensus sequence: DGVBCABTGDWGCGKRRCSR

20

2
E10

LA = Qé-._.lgfgﬁ QATAAQSA

-
[

WebLaga 3.4

Reverse complement motif
MSGKKRCGCWDCABTGBBCD

20
£10 C
cV_IA
BT T OCCT WA L
5 10

Consensus sequence:

ca r.. ©

—_ =

I-’-‘-E T::-c
15 0

Webloga 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:
—————— TTTDAWATATHATT
WAHHTVTTYKAAAAWTTRAT

2

9

Motif 9

Reverse Complement
Reverse Complement
Backward

1

14

3.02278

Original motif = Consensus sequence: AATHATATWTHAAA

20

A

0.0

“PaT WJATx

WebLoga 3 4

Reverse complement motif

20

Consensus sequence: TTTDAWATATHAT
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Dataset #: 5

Original motif

20

Motif ID: 56

Consensus sequence:
HDWVAAAHAAAAAMAAAMWWWHBWA

Motif name: TFM11

Best Matches for Motif ID 56 (Highest to Lowest)

Dataset #:

Motif ID:

Motif name:

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

Position number:

Number of overlap:

Similarity score:

Alignment:

WAHHTVTTYKAAAAWTTRAT-———-—
TWVHWWWYTTTYTTTTTHTTTVWBH

Original motif

5

55

TFM13

Reverse Complement
Reverse Complement
Forward

1

20

0.0486765

Consensus sequence: ATKAAWTTTTRMAABAHHTW

Reverse complement motif
TWVHWWWYTTTYTTTTTHTTTVWBH

20

L
10

T AATATTT L T

= A _

00 _— = ' =

Consensus sequence:

Reverse complement motif
WAHHTVTTYKAAAAWTTRAT

1l

2%
Weblogo3 4

Consensus sequence:
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20

20

A &Ellgﬁg

Weblogo 34

Dataset #: 5

Motif ID: 54

Motif name: TFM12
Matching format of first motif: Original Motif
Matching format of second motif: Reverse Complement
Direction: Forward
Position number: 1

Number of overlap: 20

Similarity score: 0.0693284
Alignment:

KKKAGGDGGAKKMGBBGKMG——--—--

HDWVAAAHAAAAAMAAAMWWWHBWA

Original motif = Consensus sequence: CYYCBBCYYYTCCHCCTYYY

£10 C
E&c =yxferVe cC, .ce

WebLaga 3.4

Reverse complement motif
KKKAGGDGGAKKMGBBGKMG

Consensus sequence:

Dataset #: 3
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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: 20

Similarity score: 0.0750613
Alignment:

DGVBCABTGDWGCGKRRCSR———-—--

HDWVAAAHAAAAAMAAAMWWWHBWA

Reverse complement motif
MSGKKRCGCWDCABTGBBCD

Consensus sequence:

Original motif = Consensus sequence: DGVBCABTGDWGCGKRRCSR

20

1]
£10

10

JeA ea LOA QATAAgﬁa

20
WebLogo 34

cA x.. ©

. J&?‘r‘gigég x

10

Aaxxr Xee T
15 20

Weblogo 34

Dataset #: 5

Motif ID: 52

Motif name: TFM1
Matching format of first motif: Original Motif

Matching format of second motif:

Reverse Complement

Direction: Backward
Position number: 1
Number of overlap: 18
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Similarity score: 1.0232

Alignment:
——————— ABAAAAAAWHAAAAARAW
HDWVAAAHAAAAAMAAAMWWWHBWA

Original motif = Consensus sequence: WTKTTTTTHWTTTTTTBT

A0 e

Reverse complement motif
ABAAAAAAWHAAAAARAW

Consensus sequence:

DééAAéaéﬁ

L
e 15 WeblLoga 3.4 8 WeblLoga 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: Forward
Position number: 1
Number of overlap: 18
Similarity score: 1.05388
Alignment:
WWHTTTTTCABAAWTTWA-——————

TWVHWWWYTTTYTTTTTHTTTVWBH

Original motif = Consensus sequence: WWHTTTTTCABAAWTTWA

Reverse complement motif
TWAAWTTVTGAAAAAHWW

Consensus sequence:
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20

¢A5€TT [Gasnhn 44

0.0

10

WebLogo 34

Results created by MOTIFSIM on 06-24-2023 14:40:07
Runtime: 345.945 seconds

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