MOTIFSIM - MOTIF SIMilarity Detection Tool

Version 2.0

INPUT

Input Parameters

Number of files: 5
Number of top significant motifs: 10
Number of best matches: 10
Similarity cutoff >= 0.75
Output file type: All
Output file format: All

Input files and motif counts

File name Count of motifs Dataset number
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

RESULTS

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

Dataset #: 4 Motif ID: 45 Motif name: wbgTAAATAww
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Original motif =~ Consensus sequence: DBGTAAATAHD

240

- 4TAQAIAm_

Weiloga 34

Reverse complement motif = Consensus sequence: DHTATTTACBD

2.0

ﬁwIAlIIAQm*

0.0

WekiLoga 34

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
Original motif = Consensus sequence:
HDWVAAAHAAAAAMAAAMWWWHBWA

20

. A TANAAAeAé AQé@Xe} é&

5 10 15 20

Reverse complement motif = Consensus sequence:
TWVHWWWYTTTYTTTTTHTTTVWBH

20
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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

2.0

Nat_TAT] Aeh

a.

Welilogo 3.4

Reverse complement motif = Consensus sequence: TTTDAWATATHAT

E:HTT AéAT Ar A1l

Webilogo 3.4

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
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Number of overlap: 11

Similarity score: 0.027895

Alignment:

AATTYDGAARTAWW

—-——-DBGTAAATAHD

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

Welilogo 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: Forward
Position number: 1

Number of overlap: 11

Similarity score: 0.0283217
Alignment:

ABAAAAAAWHAAAAARAW

DBGTAAATAHD-—-—-——-—-—

Reverse complement motif = Consensus sequence:

Original motif =~ Consensus sequence: WTKTTTTTHWTTTTTTBT ABAAAAAAWHAAAAARAW
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Dataset #: 5

Motif ID: 53

Motif name: TFM3
Matching format of first motif: Original Motif
Matching format of second motif: Reverse Complement
Direction: Backward
Position number: 2

Number of overlap: 11

Similarity score: 0.0308097
Alignment:

TWAAWTTVTGAAAAAHWW

—————— DBGTAAATAHD-

Reverse complement motif = Consensus sequence:
Original motif =~ Consensus sequence: WWHTTTTTCABAAWTTWA P g

) TWAAWTTVTGAAAAAHWW
“T8.ITrexbA AL, 2TzA “Toba, TT TCasadl 44

Webilogo 3.4 Webilogo 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:
ATKAAWTTTTRMAABAHHTW
——————— DBGTAAATAHD--

55

TFM13
Original Motif
Original Motif
Forward

8

11
0.0333874

Original motif = Consensus sequence: ATKAAWTTTTRMAABAHHTW

20

Reverse complement motif = Consensus sequence:
WAHHTVTTYKAAAAWTTRAT

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:
Number of overlap:

Motif 4

Original Motif
Reverse Complement
Backward

1

11
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Similarity score: 0.0361187

Alignment:
AWGKAAWTTTT
DBGTAAATAHD
Original motif = Consensus sequence: AAAAWTTRCWT Reverse complement motif = Consensus sequence: AWGKAAWTTTI
2.0 2.0
£1.0 A £1.0
A Ag | A
5 10 5 10
Dataset #: 2
Motif ID: 3
Motif name: Motif 3
Matching format of first motif: Reverse Complement
Matching format of second motif: Original Motif
Direction: Backward
Position number: 2
Number of overlap: 11
Similarity score: 0.0410381
Alignment:
AWAAAWTWAAASWA
—--DHTATTTACBD-
Original motif = Consensus sequence: AWAAAWTWAAASWA Reverse complement motif = Consensus sequence: TWSTTTWAWTTT\
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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: Original Motif
Direction: Backward
Position number: 1

Number of overlap: 11

Similarity score: 0.0477814
Alignment:

AWTAAATAYAATTT

—-——-DHTATTTACBD

Original motif = Consensus sequence: AWTAAATAYAATTT

2.0

bits

il A C

0.0

Welilogo 3.4

Reverse complement motif

Consensus sequence: AAATTKTATTTAW

Webilogo 3.4

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

Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Backward
Position number: 10

Number of overlap: 11

Similarity score: 0.0512987
Alignment:

DGVBCABTGDWGCGKRRCSR

DBGTAAATAHD-—-———————

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

MSGKKRCGCWDCABTGBBCD
2.0 2.0
a( C C
oi=A _.;Qé“lgf\# .QAT aXGA . ST%IéTI gggé_ I8 T
= 5 10 15 20 = 5 10 15 20
Dataset #: 3 Motif ID: 24 Motif name: SP1
Original motif = Consensus sequence: CCCCKCCCCC Reverse complement motif  Consensus sequence: GGGGGYGGGG
2.0 2.0
o QQQQIQQT_A._Q .- = W N e T P
5 10 5 10

Wabloga 3 4 Wabloga 3.4
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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: Forward
Position number: 4

Number of overlap: 10

Similarity score: 0.00451594
Alignment:

CSKCCCCGCCCCSsy

-——-CCCCKCCcce-

Original motif = Consensus sequence: CSKCCCCGCCCCSY

2.0

Reverse complement motif

Consensus sequence: MSGGGGCGGGGY

10

Webiloga 3.4

Dataset #: 4

Motif ID: 36

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

Position number: 4
Number of overlap: 10

Similarity score: 0.00965796
Alignment:

HVGCCCCGCCCCBB

-——-CCCCKCCccC-

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

20 20
- Geeeo:C0ce | _GOUOLULGGC

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: 2

Number of overlap: 10

Similarity score: 0.0127292

Alignment:

BCCGCCCCGCCCCBB

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

2.0

bits

- _ee0ebbe0e0e.

15
Webiloga 34

Reverse complement motif ~ Consensus sequence:
BBGGGGCGGGGCGGB

2.0

= - 8 - = e —

5 10 15
WebiLoga 34

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
GGMGGRGGCGGVGC
-——-GGGGGYGGGG-

5

50

TFF11

Reverse Complement
Original Motif
Forward

4

10

0.0174405

Original motif = Consensus sequence: GGMGGRGGCGGVGC

2.0

2
510
=
.

Reverse complement motif = Consensus sequence: GCVCCGCCMCCY(

0t e

Webiloga 3.4
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Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
CYYCBBCYYYTCCHCCTYYY
—————— CCCCKCceeC—=—--

5

54

TFM12
Original Motif
Original Motif
Backward

5

10
0.0301548

Original motif = Consensus sequence: CYYCBBCYYYTCCHCCTYYY

20

o
:E‘I.CI

0.0

IGc $g§$9lgg?9

G

WebsLaga 3.4

Reverse complement motif
KKKAGGDGGAKKMGBBGKMG

20

A
AééAE,}AA'ééA cAS =85

= =

Consensus sequence:

A

5

10

15
Webslaga 3.4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:

5

51

TFM2

Reverse Complement
Original Motif
Backward

1
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Number of overlap: 10

Similarity score: 0.0329167
Alignment:
RGRGGAGRRGGHGGDG
—————— GGGGGYGGGG
. : Reverse complement motif = Consensus sequence:
I f : RGRGGAGRRGGHGGD
Original moti Consensus sequence: RGRGGAGRRGGHGGDG CHCCBCCKMCTCCKCM

20

0.0 CWTgcIClree

20

0.0
Weblogad 4

Dataset #: 5
Motif ID: 49

Motif name: TFF1

Matching format of first motif: Original Motif

Matching format of second motif: Reverse Complement

Direction: Backward

Position number: 2

Number of overlap: 10

Similarity score: 0.0557738

Alignment:

GCVGCGGCRBCCG

-CCCCKccceee-

Original motif = Consensus sequence: CGGVGCCGCVGC Reverse complement motif = Consensus sequence: GCVGCGGCBCCG
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2.0

1.0 c
e W Wl - VW Q e Q
5

bits

0.0

Wetiloga 34

2.

bits

L1]

—-—--..:

Dataset #:

Motif ID:

Motif name:

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

Position number:

Number of overlap:

Similarity score:

Alignment:
MTMMTCMMTCTKCK
—-——-CCCCKCCcCcCC

Original motif

2.0

2

2

Motif 2

Original Motif
Reverse Complement
Backward

1

10

0.0648214

Consensus sequence: RGRAGARRGARRAR

Reverse complement motif

2.0

Consensus sequence: MTMMTCMMTCTKI

Dataset #: 5
Motif ID: 48

Page 15 of 594



Motif name: TFW3

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: 0.0762976

Alignment:

CGGCYBCGCG

CCCCKCCcccee

Original motif = Consensus sequence: CGGCYBCGCG Reverse complement motif  Consensus sequence: CGCGBMGCCG
20 20
0.0 == *Gcl$c¢cc 0.0 ccg—-—*Eﬂ C _—

= Sk e = S oiria

Dataset #: 4

Motif ID: 40

Motif name: kcACCTGCAgc

Matching format of first motif: Reverse Complement

Matching format of second motif: Reverse Complement

Direction: Forward

Position nhumber: 1

Number of overlap: 10

Similarity score: 0.0841987
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Alignment:

GBTGCAGGTGB
GGGGGYGGGG-
Original motif = Consensus sequence: BCACCTGCABC Reverse complement motif = Consensus sequence: GBTGCAGGTGB
2.0 2.0
0.0 P = ‘ CA =
= iaoan
Dataset #: 3 Motif ID: 32 Motif name: ArntAhr
Original motif = Consensus sequence: YGCGTG Reverse complement motif = Consensus sequence: CACGCM

=_4

=0
K=, o
e = 1o
T e,
Pes — — —-— i — ey P — —

N s L cwcy o T N s L cwcy o T

Best Matches for Top Significant Motif ID 32 (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: 5
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Number of overlap:
Similarity score:

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

Original motif = Consensus sequence: HVGCCCCGCCCCBB

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

6
0.0396403

Reverse complement motif = Consensus sequence: BBGGGGCGGGGC

2.0

Welilogo 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:
GCCCCGCC
-—-CACGCM

Original motif = Consensus sequence: GGCGGGGC

1

1

Motif 1

Reverse Complement
Reverse Complement
Forward

3

6

0.040625

Reverse complement motif  Consensus sequence: GCCCCGCC
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2.0 2.0
G QCCQ CC

Dataset #: 4

Motif ID: 42

Motif name: sSGTCACGTGACSs

Matching format of first motif: Original Motif

Matching format of second motif: Original Motif

Direction: Forward

Position number: 5

Number of overlap: 6

Similarity score: 0.0412037

Alignment:
SGGTCACGTGACCS
-——-YGCGTG—----

Original motif = Consensus sequence: SGGTCACGTGACCS

2.0

6610 ACJ?A,CC:?

0.0

Welilogo 3.4

Reverse complement motif = Consensus sequence: SGGTCACGTGACC

bits

2.0

ce1oAC:Tcace.

0.0

Webilogo 3.4

Dataset #:
Motif ID:

38

Page 19 of 594



Motif name:

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

Position number:

Number of overlap:

Similarity score:

Alignment:
BCCGCCCCGCCCCBB
————— CACGCM----

cccGCCCCGCCCCsb
Reverse Complement
Original Motif
Forward

6

6

0.0425089

Original motif = Consensus sequence: BCCGCCCCGCCCCBB

2.0

_eelbacoce.

Webilogo 34

Reverse complement motif
BBGGGGCGGGGCGGB

bits

2.0

Consensus sequence:

0.0

Dataset #:

Motif ID:

Motif name:

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

Position number:

Number of overlap:

Similarity score:

2

7

Motif 7

Original Motif
Reverse Complement
Forward

5

6

0.0465867
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Alignment:
MSGGGGCGGGGYSG

--—--YGCGTG----
Consensus sequence: CSKCCCCGCCCCSsY

Original motif

2.0

Consensus sequence: MSGGGGCGGGGY

Reverse complement motif

0.0
Dataset #: 5
Motif ID: 47
Motif name: TFW2
Matching format of first motif: Original Motif
Matching format of second motif Original Motif
Direction: Forward
Position number: 2
Number of overlap: 6
Similarity score: 0.0469722
Alignment:
SCGCGCGG
-YGCGTG-
Consensus sequence: SCGCGCGG

Original motif

Reverse complement motif

Consensus sequence: CCGCGCGS
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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: 0.0586806

Alignment:
CGGCYBCGCG
-——-YGCGTG

Original motif = Consensus sequence: CGGCYBCGCG

Reverse complement motif = Consensus sequence: CGCGBMGCCG

2.0

cc\a_.\UC
0.0 L=—i——VS  —

ts

b

e
10
WL ogo 3 4

Dataset #:
Motif ID:
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Motif name: kcACCTGCAgc
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Backward

Position number: 5

Number of overlap: 6

Similarity score: 0.0637286
Alignment:

BCACCTGCABC

-YGCGTG-—---

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

2.0

o0
o

£
=
=1

P — ’ ==

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position nhumber:
Number of overlap:
Similarity score:

50

TFF11

Reverse Complement
Reverse Complement
Forward

3

6

0.066121
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Alignment:
GCVCCGCeMeeYce
--CACGCM————-—-

Original motif = Consensus sequence: GGMGGRGGCGGVGC

2.0

Reverse complement motif

bits

Consensus sequence: GCVCCGCCMCCYC

.06 e

.= P - =t == T =
3 10 Webiiage 3.4 Welbiiage 3.4
Dataset #: 5
Motif ID: 46
Motif name: TFW1
Matching format of first motif: Reverse Complement
Matching format of second motif: Reverse Complement
Direction: Backward
Position number: 1
Number of overlap: 6
Similarity score: 0.0756826
Alignment:
CGCGAC
CACGCM

Original motif = Consensus sequence: GTCGCG

Reverse complement motif

Consensus sequence: CGCGAC
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Dataset #: 1 Motif ID: 1 Motif name: Motif 1
Original motif = Consensus sequence: GGCGGGGC Reverse complement motif  Consensus sequence: GCCCCGCC

bits
o
bits

0.0

=20 =20
| _ 1l CC cc cc
™ -
T o
5 5
Wetiago 3 WetLago 3

Best Matches for Top Significant Motif ID 1 (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: Backward

Position number: 5

Number of overlap: 8

Similarity score: 0

Alignment:

HVGCCCCGCCCCBB

--GCCCCGCC—-—---
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Original motif = Consensus sequence: HVGCCCCGCCCCBB Reverse complement motif  Consensus sequence: BBGGGGCGGGGC

2.0

0.0 ==

Welilogo 3.4

Dataset #: 4

Motif ID: 38

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

Position number: 5

Number of overlap: 8

Similarity score: 0.00250079
Alignment:

BCCGCCCCGCCCCBB

---GCCCCGCC---~

R | t tif C :
Original motif = Consensus sequence: BCCGCCCCGCCCCBB everse comprement motl onsensus sequence

BBGGGGCGGGGCGGB
=?9TCQ C_,,_ Cccg-—_— e . AR L : ACQ?E—__

WetiLoga 34 WetiLoga 34
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Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
MSGGGGCGGGGYSG
-—-—-—-GGCGGGGC--

2

7

Motif 7

Original Motif
Reverse Complement
Forward

5

8

0.0149958

Original motif = Consensus sequence: CSKCCCCGCCCCSY

2.0

Reverse complement motif

Consensus sequence: MSGGGGCGGGGY

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:
Number of overlap:

50

TFF11
Original Motif
Original Motif
Forward

7

8
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Similarity score: 0.0348969
Alignment:

GGMGGRGGCGGVGC

—————— GGCGGGGC

Original motif = Consensus sequence: GGMGGRGGCGGVGC

2.0

E‘I.CI

Reverse complement motif

Consensus sequence: GCVCCGCCMCCYC

0.t e

. =P - 9
2 10 Wehiioga 3.4 Wehiioga 3.4

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: 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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2.0 2.0
- paVic CQECACCC
oo == T (—; ‘e“:-TQ = —— & — -~
= et = oL
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 Reverse complement motif  Consensus sequence: VAGGCCBBGGCVE

2.0 2.0
% 1.0 =40
_—— “;“qg___-:é b A = = == - ZEAQQE=‘_:_'
10 o0 5 10

Webilogo 3.4

bits

0.0 .5
Dataset #: 5
Motif ID: 48
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Motif name:
Matching format of first motif:

Matching format of second motif:

TFW3
Reverse Complement
Reverse Complement

Direction: Backward

Position number: 2

Number of overlap: 8

Similarity score: 0.071681

Alignment:

CGCGBMGCCG

-GCCCCGCC-

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

2.0

oo l—— .LCC%%

bits

2.0

(<Cc 1eGel_.\C

o

WL ogo 3 S Wbl ogo 3 a8

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position nhumber:
Number of overlap:
Similarity score:

49

TFF1

Reverse Complement
Original Motif
Forward

3

8

0.0803996
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Consensus sequence: GCVGCGGCBCCG

Alignment:
CGGVGCCGCVGC
--GCCCCGCC--
Original motif = Consensus sequence: CGGVGCCGCVGC Reverse complement motif
2.0 2.0
Cc C ¢ cl C CC
e R R
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: 8
Similarity score: 0.0853847
Reverse complement motif = Consensus sequence:
MSGKKRCGCWDCABTGBBCD

Alignment:
DGVBCABTGDWGCGKRRCSR
GGCGGGGC--
Consensus sequence: DGVBCABTGDWGCGKRRCSR
Page 31 of 594
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1.0

A wga L84 QATQAQCA QST%Eé-CrI £=CA 1o g‘;

Weblaga 34

bits

Dataset #: 3

Motif ID: 23

Motif name: Egrl

Matching format of first motif: Reverse Complement

Matching format of second motif: Reverse Complement

Direction: Backward

Position number: 1

Number of overlap: 8

Similarity score: 0.0878731

Alignment:

YCGCCCACGCH

-—-—-GCCCCGCC

Original motif = Consensus sequence: HGCGTGGGCGK Reverse complement motif = Consensus sequence: YCGCCCACGCH
O.0 %AC =V - W P I —_— o e ACAQ?

Dataset #: 5

Motif ID: 51
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Motif name: TFM2

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

Position number: 3

Number of overlap: 8

Similarity score: 0.0928252

Alignment:

CHCCBCCKMCTCCKCM

--GCCCCGCC-————--

Reverse complement motif =~ Consensus sequence:
CHCCBCCKMCTCCKCM

2.0

Original motif = Consensus sequence: RGRGGAGRRGGHGGDG

a.0——= .:'?‘:TT TCT
5 10 E_ma
Dataset #: 5 Motif ID: 46 Motif name: TFW1
Original motif = Consensus sequence: GTCGCG Reverse complement motif = Consensus sequence: CGCGAC
=_i =_i
I -_— —_—— . - C____ :__ - e
= =

W s Loy S W s Loy S
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Best Matches for Top Significant Motif ID 46 (Highest to Lowest)

Dataset #: 4

Motif ID: 42

Motif name: sSGTCACGTGACSs

Matching format of first motif: Original Motif

Matching format of second motif: Original Motif

Direction: Backward

Position number: 7

Number of overlap: 6

Similarity score: 0.0375102

Alignment:

SGGTCACGTGACCS

--GTCGCG—-—-——~

Original motif = Consensus sequence: SGGTCACGTGACCS Reverse complement motif = Consensus sequence: SGGTCACGTGACC
20 20
~ goTOACC Gace. - goTOACC Gace.

2 10 WetiLoga 3.4 2 10 WetiLoga 3.4

Dataset #: 3

Motif ID: 33

Motif name: Mycn

Matching format of first motif: Original Motif

Matching format of second motif: Reverse Complement
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Direction: Backward

Position number: 1

Number of overlap: 6
Similarity score: 0.0537993
Alignment:

GCCACGTGSD

--—--GTCGCG

Original motif = Consensus sequence: HSCACGTGGC

2.0

) ::QCAGAIT?‘EE

0.0

bits

Wbl ogo 3 S

Reverse complement motif

Consensus sequence: GCCACGTGSD

Dataset #: 4

Motif ID: 36

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

Number of overlap: 6

Similarity score: 0.0539
Alignment:

HVGCCCCGCCCCBB

--GTCGCG—————-
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Original motif = Consensus sequence: HVGCCCCGCCCCBB Reverse complement motif  Consensus sequence: BBGGGGCGGGGC

2.0

_Gene0e00e. "1 _GUUUOUUGEC

Welilogo 3.4

Dataset #: 1

Motif ID: 1

Motif name: Motif 1

Matching format of first motif: Original Motif

Matching format of second motif: Reverse Complement

Direction: Forward

Position number: 3

Number of overlap: 6

Similarity score: 0.0554263

Alignment:

GCCCCGCC

--GTCGCG

Original motif = Consensus sequence: GGCGGGGC Reverse complement motif = Consensus sequence: GCCCCGCC
2.0 2.0
[al s = L 0. gcmﬁ @

Wk oo Ed Wk oo T
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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: Backward

Position number: 3

Number of overlap: 6

Similarity score: 0.0558733
Alignment:

BBGGGGCGGGGCGGR

——————— GTCGCG--

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

BBGGGGCGGGGCGGB
20 20
Dataset #: 2
Motif ID: 7
Motif name: Motif 7
Matching format of first motif: Reverse Complement
Matching format of second motif: Original Motif
Direction: Backward
Position number: 7

Page 37 of 594



6
0.0644512

Number of overlap:
Similarity score:

Consensus sequence: MSGGGGCGGGGY

Reverse complement motif

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

Position number:
Number of overlap:
Similarity score:

Alignment:
DCCACGTGCV
--—--GTCGCG
Consensus sequence: VGCACGTGGH

Original motif

Reverse complement motif

Consensus sequence: DCCACGTGCV
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2.0 2.0

EEE_GACAI G o ﬂ_QGAgAI,Q

-— 0.0 l—= ——

10 5 10
Wbl oga 3 4 Wbl aga 3 4

Dataset #: 3

Motif ID: 28

Motif name: E2F1

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: 0.0698654

Alignment:

TTTSGCGC

-GTCGCG-

Original motif = Consensus sequence: TTTSGCGC Reverse complement motif = Consensus sequence: GCGCSAAA
a.0 3 = ool _— - AAA

Dataset #: 3

Motif ID: 22
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Motif name: Zfx
Matching format of first motif: Original Motif

Matching format of second motif: Original Motif

Direction: Backward

Position number: 6

Number of overlap: 6

Similarity score: 0.069909

Alignment:

BBVGCCBVGGCCTV

---GTCGCG-----

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

b CCT“ |

0.0
5

its

b

2.0

) A C —— o
— Qc

o= A S =

Webilogo 3.4 Webilogo 3.4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position nhumber:
Number of overlap:
Similarity score:

3

31

Pax5

Reverse Complement
Reverse Complement
Forward

7

6

0.072456
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Alignment:
MSGKKRCGCWDCABTGBBCD

. . ) Reverse complement motif = Consensus sequence:
Original motif = Consensus sequence: DGVBCABTGDWGCGKRRCSR MSGKKRCGCWDCABTGBBCD

20

=C 4G TAACCA

Dataset #: 5 Motif ID: 47 Motif name: TFW2

Original motif = Consensus sequence: SCGCGCGG Reverse complement motif = Consensus sequence: CCGCGCGS

2.0 2.0
= =
Lo L0
-
oo - — - . - .- ——— - - -—
5 )

Wk oo Ed

Wk oo T

Best Matches for Top Significant Motif ID 47 (Highest to Lowest)

Dataset #: 4

Motif ID: 36

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

Number of overlap: 8

Similarity score: 0.0456233

Alignment:

HVGCCCCGCCCCBB

-CCGCGCGS——-—-

Original motif = Consensus sequence: HVYGCCCCGCCCCBB Reverse complement motif = Consensus sequence: BBGGGGCGGGGC

2.0

2.0
. .
B Q B —
0.0 -— g . JApe.- A - % e 0.0 - - — = = SV e = s =
5 10 5 10

Weblogo 3.4

Webslogo 3.4

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: 7

Number of overlap: 8

Similarity score: 0.045686
Alignment:

BBGGGGCGGGGCGGR

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

BBGGGGCGGGGCGGB

0.0 QQQTCQ C_F-_ GC = = 0.0 = 4 E = A ?-:::A-?:%:—‘IIE—
Dataset #: 2
Motif ID: 7
Motif name: Motif 7
Matching format of first motif: Reverse Complement
Matching format of second motif: Original Motif
Direction: Backward
Position number: 6
Number of overlap: 8
Similarity score: 0.0504058
Alignment:
CSKCCCCGCCCCSsy
-CCGCGCGS——---
Original motif = Consensus sequence: CSKCCCCGCCCCSY Reverse complement motif  Consensus sequence: MSGGGGCGGGGY

2.0
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Dataset #: 3

Motif ID: 33

Motif name: Mych

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
20 20
o —:GCACAl—-—?E p— H}QQAQ AN N ‘:_: e

= i = L

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
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Similarity score:

Alignment:
VGCACGTGGH
-SCGCGCGG-

0.0574543

Original motif = Consensus sequence: VGCACGTGGH

~_CACGI(

Reverse complement motif = Consensus sequence: DCCACGTGCV

_LEQQJ lQ_.:__I_ Wie=__

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

Alignment:
SCMVBBGGC
-SCGCGCGG

Original motif = Consensus sequence: GCCBBVRGS

Reverse complement motif = Consensus sequence: SCMVBBGGC
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Dataset #: 3
Motif ID: 24
Motif name: SP1
Matching format of first motif: Reverse Complement
Matching format of second motif: Original Motif
Direction: Forward
Position number: 3
Number of overlap: 8
Similarity score: 0.07018
Alignment:
CCCCKcCcccee
--CCGCGCGS
Original motif = Consensus sequence: CCCCKCCCCC Reverse complement motif  Consensus sequence: GGGGGYGGGG

o0 —= QQQIQQQC_A-_Q 0.0 &TAAA‘EA- L
Dataset #: 3
Motif ID: 22
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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:
BBVGCCBVGGCCTV
--SCGCGCGG—-—--

Zfx

Original Motif
Original Motif
Forward

3

8

0.0710499

Original motif = Consensus sequence: BBVGCCBVGGCCTV

0.0
5

b CCT“

Webilogo 3.4

Reverse complement motif

2.0
1.0
—_—
0.0 —~— T =
5

ts

b

Consensus sequence: VAGGCCBBGGCVE

e AT —_
10

Webilogo 3.4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position nhumber:
Number of overlap:
Similarity score:

3

27

KlIf4

Original Motif
Original Motif
Forward

2

8

0.0768965
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Alignment:
DGGGYGKGGC
-SCGCGCGG-

Original motif = Consensus sequence: DGGGYGKGGC

2.0

Reverse complement motif

Consensus sequence: GCCYCMCCCD

ZAQQRC%CCC%

£ @
oo s C I ‘e“:-TQ
= m-gu_c.gl?z - Wbl ogo 3.4
Dataset #: 3
Motif ID: 26
Motif name: MIZF

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

Direction: Backward
Position number: 1

Number of overlap: 8
Similarity score: 0.0837414
Alignment:

GCGGACGTTV

-—-SCGCGCGG

Original motif = Consensus sequence: BAACGTCCGC

Original Motif
Reverse Complement

Reverse complement motif

Consensus sequence: GCGGACGTTV
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2.0

- I CC <
Dataset #: 3 Motif ID: 29 Motif name: HIF1AARNT
Original motif = Consensus sequence: VBACGTGV Reverse complement motif = Consensus sequence: VCACGTBV

bits
:

= aCGTG

Wetiago 3

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

Dataset #: 4

Motif ID: 40

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

Position number: 1

Number of overlap: 8

Similarity score: 0.0295473

Alignment:

GBTGCAGGTGR

—-——-VCACGTBV
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Original motif = Consensus sequence: BCACCTGCABC

240

Reverse complement motif = Consensus sequence: GBTGCAGGTGB

. JCOAGET

bits
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:
SGGTCACGTGACCS
-—-VCACGTBV—---

42
SSGTCACGTGACSs
Reverse Complement
Original Motif
Forward

4

8

0.0314837

Original motif = Consensus sequence: SGGTCACGTGACCS

2.0

“_oTONCA [ Gace.

Webiioga 3.4

Reverse complement motif  Consensus sequence: SGGTCACGTGACC

2.0

eTOACS e
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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
VCACGTBV---

4
44

dhACATTCTkh
Reverse Complement
Original Motif
Backward

4

8

0.0640024

Original motif = Consensus sequence: DHACATTCTGH

2.0

bifs

e

Reverse complement motif

2.0

Consensus sequence: HCAGAATGTHD

==
T T T
Dataset #: 5
Motif ID: 47
Motif name: TFW2
Matching format of first motif: Original Motif
Matching format of second motif: Reverse Complement
Direction: Backward
Position number: 1
Number of overlap: 8

Page 51 of 594



Similarity score:

Alignment:
CCGCGCGS
VBACGTGV

0.0660185

Original motif = Consensus sequence: SCGCGCGG

=0

g
= C
- ‘E—': -_— - e ——
5

Wk oo Ed

Reverse complement motif

Consensus sequence: CCGCGCGS

=0
-
S0
0.0 e — - 3
=]

Wk oo T

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
—————— VCACGTBV

5

50

TFF11

Reverse Complement
Reverse Complement
Backward

1

8

0.067219

Original motif = Consensus sequence: GGMGGRGGCGGVGC

Reverse complement motif

Consensus sequence: GCVCCGCCMCCYC(
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2.0

-

)

b

i

)

D

H

0

D

)
C_)
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C_>
C')
(_)
'(')
P

>O
Jilep

C
: o v P
Dataset #: 5
Motif ID: 51
Motif name: TFM2
Matching format of first motif: Reverse Complement
Matching format of second motif: Reverse Complement
Direction: Forward
Position number: 6
Number of overlap: 8
Similarity score: 0.0698117
Alignment:
CHCCBCCKMCTCCKCM
————— VCACGTBV—---

Reverse complement motif =~ Consensus sequence:
CHCCBCCKMCTCCKCM

20

Original motif = Consensus sequence: RGRGGAGRRGGHGGDG

0.0 ‘FTT

“f.cCC TcCngggg

Dataset #: 4
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Motif ID:
Motif name:
Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
BBGGGGCGGGGCVD
—-—--VBACGTGV---

36

¢csGCCCCGCCCCsc
Original Motif
Reverse Complement
Backward

4

8

0.0711168

Original motif = Consensus sequence: HVYGCCCCGCCCCBB

- ae000a000e.

Welsloge 34

Reverse complement motif  Consensus sequence: BBGGGGCGGGGC

2.0

0.0 = —— =

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

4
38
cccGCCCCGCCCCsb
Original Motif
Reverse Complement
Forward

4

8

0.0735453
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Alignment:
BBGGGGCGGGGCGGB
-—-—-VBACGTGV-—-—-—

Original motif = Consensus sequence: BCCGCCCCGCCCCBB

20

1 _o0oV0a000C.

Reverse complement motif ~ Consensus sequence:
BBGGGGCGGGGCGGB

20

0.0

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

Original Motif
Reverse Complement

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

Direction: Backward
Position number: 12
Number of overlap: 8
Similarity score: 0.0757612
Alignment:

KKKAGGDGGAKKMGBBGKMG
~VBACGTGV-—==-———————

Original motif = Consensus sequence: CYYCBBCYYYTCCHCCTYYY

Reverse complement motif ~ Consensus sequence:
KKKAGGDGGAKKMGBBGKMG
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20

20

AéﬁACAAAééA‘?A‘R =6,

Weblaga 34

Dataset #: 2

Motif ID: 7

Motif name: Motif 7
Matching format of first motif:

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

Number of overlap: 8
Similarity score: 0.0775335
Alignment:

CSKCCCCGCCccesy

---VCACGTBV---

Original motif = Consensus sequence: CSKCCCCGCCCCSY

a.0 QETCQCCT CCQCE

Welilogo 3.4

Reverse Complement

Reverse complement motif

Consensus sequence: MSGGGGCGGGGY

Dataset #: 3 Motif ID: 25

Motif name: TFAP2A
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Original motif = Consensus sequence: GCCBBVRGS Reverse complement motif = Consensus sequence: SCMVBBGGC

2.0 2.0

£ =2
= 1.0 =1

0
=

0.0 —— e == = 0.0 — ==

W oo 3 Wk Lo o 3

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

Dataset #: 5

Motif ID: 50

Motif name: TFF11

Matching format of first motif: Reverse Complement

Matching format of second motif: Original Motif

Direction: Forward

Position number: 1

Number of overlap: 9

Similarity score: 0.0415732

Alignment:

GGMGGRGGCGGVGC

SCMVBBGGC-----

Original motif = Consensus sequence: GGMGGRGGCGGVGC Reverse complement motif = Consensus sequence: GCVCCGCCMCCY(
20 20
ot Egéﬁgﬁch = 9 nﬂ-?C?CC-.:CC?cg:':gC.—

3 10 3 10

Webslogo 3.4 Weblogo 3.4
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Dataset #: 5

Motif ID: 48

Motif name: TFW3

Matching format of first motif: Original Motif

Matching format of second motif: Original Motif

Direction: Forward

Position number: 2

Number of overlap: 9

Similarity score: 0.0552877

Alignment:

CGGCYBCGCG

-GCCBBVRGS

Original motif = Consensus sequence: CGGCYBCGCG Reverse complement motif = Consensus sequence: CGCGBMGCCG
20 20
oo l—e GC£$C¢CC o Cq::g_,q“—c-—:ﬂ C =

= i = L

Dataset #: 5

Motif ID: 54

Motif name: TFM12

Matching format of first motif: Reverse Complement

Matching format of second motif: Reverse Complement

Direction: Backward

Position number: 11

Number of overlap: 9
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Similarity score: 0.0630429

Alignment:
KKKAGGDGGAKKMGBBGKMG

~SCMVBBGGC---——---—-

Reverse complement motif = Consensus sequence:

Original motif = Consensus sequence: CYYCBBCYYYTCCHCCTYYY KKKAGGDGGAKKMGBBGKMG
2.0 2.0
0.0 Egg —.C—QETQICQ'-—EQJZQQQ 0.0-15= Aéééﬁ’}AAééA?A% &é?
5 10 15 20 5 10 15
Dataset #: 5
Motif ID: 49
Motif name: TFF1
Matching format of first motif: Reverse Complement
Matching format of second motif: Reverse Complement
Direction: Forward
Position number: 1
Number of overlap: 9
Similarity score: 0.0669772
Alignment:
GCVGCGGCBCCG
SCMVBBGGC---
Original motif = Consensus sequence: CGGVGCCGCVGC Reverse complement motif = Consensus sequence: GCVGCGGCBCCG
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2.0 2.0

= W & = :A_,_-I.__Q o - —_—T_.: A . b
5 : ==

1.0

bits

>(')
O
O
<D

0.0

Wetiloga 34 Welaloga 34

Dataset #: 5

Motif ID: 51

Motif name: TFM2

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

Position number: 1

Number of overlap: 9

Similarity score: 0.069755

Alignment:

CHCCBCCKMCTCCKCM

SCMVBBGGC—-——————

Reverse complement motif =~ Consensus sequence:
CHCCBCCKMCTCCKCM

20

“f.cCC TcCngggg

Original motif = Consensus sequence: RGRGGAGRRGGHGGDG

0.0 ‘FTT

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

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
MTMMTCMMTCTKCK
-—-—-SCMVBBGGC-

Original motif

2.0

bits

1.0

0.0

2

Motif 2

Reverse Complement
Reverse Complement
Backward

2

9

0.0715961

Consensus sequence: RGRAGARRGARRAR

A%A?AAAE?QAAA

Welsloge 34

Reverse complement motif

s

b

Consensus sequence: MTMMTCMMTCTK(

2.0

“$1%e. 66TclzCr

Welloge 3.4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

4
38
cccGCCCCGCCCCsb
Original Motif
Reverse Complement
Backward

2

9

0.0719489
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Alignment:
BBGGGGCGGGGCGGB
————— GCCBBVRGS-

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

BBGGGGCGGGGCGGB
2.0 2.0
0.0 =?9TCQ C_,,_ CCCQ-—_— . 0.0 Y - . _’__‘-_q:%—"?:-é,;_*_l__
2 10 Wabtsatuk 2 10 Wabtoat ik

Dataset #: 2
Motif ID: 7
Motif name: Motif 7
Matching format of first motif: Original Motif
Matching format of second motif: Reverse Complement
Direction: Backward
Position number: 6
Number of overlap: 9
Similarity score: 0.0781606
Alignment:
MSGGGGCGGGGYSG
GCCBBVRGS————-
Original motif = Consensus sequence: CSKCCCCGCCCCSY Reverse complement motif  Consensus sequence: MSGGGGCGGGGY
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2.0

S

Welsloge 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:
BBGGGGCGGGGCVD
————— GCCBBVRGS

36

¢csGCCCCGCCCCsc
Original Motif
Reverse Complement
Backward

1

9

0.0800026

Original motif = Consensus sequence: HVGCCCCGCCCCBB

- ae000ac00e

Welilogo 3.4

Reverse complement motif

2.0

0.0

Consensus sequence: BBGGGGCGGGGC

Dataset #:
Motif ID:

40
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Motif name: kcACCTGCAgc

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: 0.0857416
Alignment:
BCACCTGCABC
—-—GCCBBVRGS
Original motif = Consensus sequence: BCACCTGCABC Reverse complement motif = Consensus sequence: GBTGCAGGTGB
2.0 2.0
0.0 oo == ‘ CA —
% Uiaasaa
Dataset #: 4 Motif ID: 41 Motif name: wwAAATAATAtw
Original motif = Consensus sequence: HDAAATAATADD Reverse complement motif = Consensus sequence: DDTATTATTTDH

2.0

aahTmTh L TamATo

00—

Watiloga 3.4 WetiLogo 3.4

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

2.0

0.0
5

¢£AAE%;§A5AEIQ gﬁlﬁﬁTlTléleléT

Webiioga 3.4 Webiloga 3.4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:
Number of overlap:

5

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

iiﬁuﬂﬂ LT 1

—_— —
10

Wetiloga 3.4

Reverse complement motif = Consensus sequence:

ABAAAAAAWHAAAAARAW

2.0

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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240

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

2.0

“RaT JAIx

a.

10

Reverse complement motif = Consensus sequence: TTTDAWATATHAT

Dataset #: 5
Motif ID: 55
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Motif name:
Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
WAHHTVTTYKAAAAWTTRAT
———————— HDAAATAATADD

TFM13

Original Motif
Reverse Complement
Backward

1

12

0.0712963

Original motif = Consensus sequence: ATKAAWTTTTRMAABAHHTW

20

" AT -AAAT ITAAgA_

e I ~SALDC
5 10

LWL

Weblag 34

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

2

5

Motif 5

Reverse Complement
Reverse Complement
Forward

2

12

0.0715278

Reverse complement motif
WAHHTVTTYKAAAAWTTRAT

LT\AIILTTT?

Consensus sequence:
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Alignment:
AAATTKTATTTAWT
-DDTATTATTTDH-

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

C

WelsLage 3.4 Wellage 3.4

Dataset #: 5

Motif ID: 53

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

Number of overlap: 12

Similarity score: 0.0733516
Alignment:

WWHTTTTTCABAAWTTWA

—————— DDTATTATTTDH

Reverse complement motif ~ Consensus sequence:

Original motif =~ Consensus sequence: WWHTTTTTCABAAWTTWA TWAAWTTVTGAAAAAHWW
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2.0 2.0

o TTrarfh ATz Taha 1 T

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

Dataset #: 2
Motif ID: 16
Motif name: Motif 16
Matching format of first motif: Reverse Complement
Matching format of second motif: Reverse Complement
Direction: Backward
Position number: 1
Number of overlap: 12
Similarity score: 0.0912037
Alignment:
TCAAAATKAWTTGT
—--DDTATTATTTDH
Original motif  Consensus sequence: ACAAWTRATTTTGA Reverse complement motif = Consensus sequence: TCAAAATKAWTTG

2.0

bits

cla

0.0
5 10
Welilogo 3.4 Webilogo 3.4

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

Matching format of first motif: Reverse Complement

Matching format of second motif: Reverse Complement

Direction: Forward

Position number: 1

Number of overlap: 12

Similarity score: 0.0924576

Alignment:

WWTAKTTCDKAATT

DDTATTATTTDH--

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

2.0

bits

MﬁETT x0 I

10
Webilogo 3.4 Webilogo 3.4

Dataset #: 2

Motif ID: 8

Motif name: Motif 8

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

Position nhumber: 2

Number of overlap: 12

Similarity score: 0.0989198
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Alignment:
TGATTTTAWKATTT
-DDTATTATTTDH-

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

2.0

it
2

AC

10

0.0

WelsLage 3.4

Wellage 3.4

Dataset #: 4 Motif ID: 37 Motif name: tkAAATAATAtw

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

2.0

T AAAIAATAI@ AHT AII ATTx

0.0 ——
5

10
WetiLoga 34 WetiLoga 34

Best Matches for Top Significant Motif ID 37 (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

Position number: 2
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12

Number of overlap
0.0522317
Consensus sequence: TWSTTTWAWTTT\

Similarity score:
Alignment:
TWSTTTWAWTTTWT
-WHTATTATTTDH-
Original motif = Consensus sequence: AWAAAWTWAAASWA Reverse complement motif
EGAQAAl AA cAt MTQEIITAQETllﬁT
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: 3
Number of overlap 12
0.0590505
Consensus sequence

Similarity score:
Alignment:
TWVHWWWYTTTYTTTTTHTTTVWBH
WHTATTATTTDH--
Reverse complement motif
TWVHWWWYTTTYTTTTTHTTTVWBH
Page 73 of 594

Original motif = Consensus sequence
HDWVAAAHAAAAAMAAAMWWWHBWA



240

20

Dataset #:

Motif ID:

Motif name:

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

52

TFM1

Original Motif
Reverse Complement

Direction: Forward

Position number: 1

Number of overlap: 12

Similarity score: 0.0637702
Alignment:

ABAAAAAAWHAAAAARAW

HDAAATAATAHW—-————-—

Original motif = Consensus sequence: WTKTTTTTHWTTTTTTBT

Ix 1

=N é

Webilogo 3.4

Consensus sequence:

uééAATééé

15

Reverse complement motif
ABAAAAAAWHAAAAARAW

2.0

| ﬂééAgAAé

1
Webilogo 3.4

Dataset #:
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Motif ID:

Motif name:

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

Position number:

Number of overlap:

Similarity score:

Alignment:
AATHATATWTHAAA
-—-WHTATTATTTDH

9

Motif 9

Reverse Complement
Original Motif
Backward

1

12

0.0641975

Original motif = Consensus sequence: AATHATATWTHAAA

2.0

[ Ak

“RaT_JAIx

a.

Welsloge 34

Reverse complement motif  Consensus sequence: TTTDAWATATHAT

ToT AeaTar_ oz

Welloge 3.4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

5

55

TFM13

Reverse Complement
Original Motif
Forward

1

12

0.0704475
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Alignment:
ATKAAWTTTTRMAABAHHTW
WHTATTATTTDH-——-———-——

Original motif = Consensus sequence: ATKAAWTTTTRMAABAHHTW

20

Reverse complement motif
WAHHTVTTYKAAAAWTTRAT

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:
AAATTKTATTTAWT
-WHTATTATTTDH-

Motif 5

Reverse Complement
Reverse Complement
Backward

2

12

0.0704475

Original motif = Consensus sequence: AWTAAATAYAATTT

Reverse complement motif

Consensus sequence: AAATTKTATTTAW
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Welloge 3.4

Welsloge 34

Dataset #: 5

Motif ID: 53

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

Number of overlap: 12

Similarity score: 0.0763819
Alignment:

WWHTTTTTCABAAWTTWA

—————— WHTATTATTTDH

Reverse complement motif =~ Consensus sequence:

Original motif =~ Consensus sequence: WWHTTTTTCABAAWTTWA TWAAWTTVTGAAAAAHWW

2.0+

gﬁT%ATETIlgéﬁgéagllé

Webilogo 3.4

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

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
TCAAAATKAWTTGT
-—-WHTATTATTTDH

16

Motif 16

Reverse Complement
Reverse Complement
Backward

1

12

0.0864198

Original motif = Consensus sequence: ACAAWTRATTTTGA

2.0

0.0

Welsloge 34

Reverse complement motif

bits

2.0

0.0

Consensus sequence: TCAAAATKAWTTG

C

A

10

Welloge 3.4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

2

6

Motif 6

Reverse Complement
Reverse Complement
Forward

1

12

0.09076
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Alignment:
WWTAKTTCDKAATT
WHTATTATTTDH--

Original motif = Consensus sequence: AATTYDGAARTAWW

Reverse complement motif

Consensus sequence: WWTAKTTCDKAA™

WelsLage 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:
TWTAATCTAWGAA
WHTATTATTTDH-

2

19

Motif 19

Reverse Complement
Reverse Complement
Backward

2

12

0.096142

Original motif = Consensus sequence: TTCWTAGATTAWA

Reverse complement motif

Consensus sequence: TWTAATCTAWGA/
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- A AHAAA -

Webilogad 4 Webiloga 3 4

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

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

bits

0. 0.0

L CJAMTA o TATTA.

Wetiioga 34 Watiiaga 3.4

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

Dataset #: 4

Motif ID: 37

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

Number of overlap: 11
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Similarity score: 0.0162338

Alignment:
HDAAATAATAHW
-DBGTAAATAHD

Original motif = Consensus sequence: HDAAATAATAHW

2.0

" aAATAAIA..

o0—=—=

bits

5 10

Reverse complement motif

0.0

Consensus sequence: WHTATTATTTDH

ﬁiqATAlIAAII_ﬁ

10
Wetiiogo 3.4

Dataset #: 4
Motif ID: 41
Motif name:

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

Direction: Backward
Position number: 2

Number of overlap: 11
Similarity score: 0.0164863
Alignment:

DDTATTATTTDH

DHTATTTACBD-

Original motif = Consensus sequence: HDAAATAATADD

WWAAATAATALtw
Reverse Complement
Reverse Complement

Reverse complement motif

Consensus sequence: DDTATTATTTDH
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Dataset #:

Motif ID:

Motif name:

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

56

TFM11

Reverse Complement
Reverse Complement

Direction: Forward
Position number: 15
Number of overlap: 11
Similarity score: 0.0192768
Alignment:
TWVHWWWYTTTYTTTTTHTTTVWBH
—————————————— DHTATTTACBD
Original motif = Consensus sequence: Reverse complement motif = Consensus sequence:
HDWVAAAHAAAAAMAAAMWWWHBWA TWVHWWWYTTTYTTTTTHTTTVWBH
%1.0 A A %1.0 T
L6 [n0 AAAA AAAsax,  2a 11 an LTI A 1
Dataset #: 2
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Motif ID:

Motif name:

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

Position number:

Number of overlap:

Similarity score:

Alignment:
AATHATATWTHAAA

DHTATTTACBD---

9
Motif 9

Reverse Complement

Original Motif
Backward

4

11
0.0250541

Original motif = Consensus sequence: AATHATATWTHAAA

2.0

- aTA%IAl;T AA

Welsloge 34

Reverse complement motif

HIT Aé&ilniéla

Welloge 3.4

bits

2.0

-
o

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:

2

6

Motif 6
Original Motif
Original Motif
Backward

1

11

0.027895
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Alignment:
AATTYDGAARTAWW
-——-DBGTAAATAHD

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

WelsLage 3.4 Wellage 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: Forward
Position number: 1

Number of overlap: 11

Similarity score: 0.0283217
Alignment:

ABAAAAAAWHAAAAARAW

DBGTAAATAHD-—-————-—

Reverse complement motif ~ Consensus sequence:

Original motif = Consensus sequence: WTKTTTTTHWTTTTTTBT ABAAAAAAWHAAAAARAW
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2.0

I 1T " obAs aefil A

WebLaga 3.4 WebLaga 3.4

Dataset #: 5

Motif ID: 53

Motif name: TFM3
Matching format of first motif: Original Motif
Matching format of second motif: Reverse Complement
Direction: Backward
Position number: 2

Number of overlap: 11

Similarity score: 0.0308097
Alignment:

TWAAWTTVTGAAAAAHWW

—————— DBGTAAATAHD-

Reverse complement motif = Consensus sequence:
Original motif =~ Consensus sequence: WWHTTTTTCABAAWTTWA P g

) TWAAWTTVTGAAAAAHWW
“T8.ITrexbA AL, 2TzA “Toba, TT TCasadl 44

Webilogo 3.4 Webilogo 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:
ATKAAWTTTTRMAABAHHTW
——————— DBGTAAATAHD--

55

TFM13
Original Motif
Original Motif
Backward

3

11
0.0333874

Original motif = Consensus sequence: ATKAAWTTTTRMAABAHHTW

20

Reverse complement motif = Consensus sequence:
WAHHTVTTYKAAAAWTTRAT

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:
Number of overlap:

Motif 4

Original Motif
Reverse Complement
Backward

1

11
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Similarity score: 0.0361187

Alignment:
AWGKAAWTTTT
DBGTAAATAHD
Original motif = Consensus sequence: AAAAWTTRCWT Reverse complement motif = Consensus sequence: AWGKAAWTTTI
2.0 2.0
£1.0 A £1.0
A Ag | A
5 10 5 10
Dataset #: 2
Motif ID: 3
Motif name: Motif 3
Matching format of first motif: Reverse Complement
Matching format of second motif: Original Motif
Direction: Backward
Position number: 2
Number of overlap: 11
Similarity score: 0.0410381
Alignment:
AWAAAWTWAAASWA
—--DHTATTTACBD-
Original motif = Consensus sequence: AWAAAWTWAAASWA Reverse complement motif = Consensus sequence: TWSTTTWAWTTT\
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hd LTIl

Welloge 3.4

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

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

2.0

1.0

bits

0.0

WetiLogo 3.4

Best Matches for 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 = Consensus sequence: WWHTTTTTCABAAWTTWA

2.0+

gﬁT%ATETxlgé¢AA¢%IIA

Webilogo 3.4

Reverse complement motif ~ Consensus sequence:
TWAAWTTVTGAAAAAHWW

A A

=C

"Taha, TT TGann

0 -:::A_h_ A ‘-=-

Webilogo 3.4

Dataset #: 4

Motif ID: 40

Motif name: kcACCTGCAgc
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: 0.0238442
Alignment:

BCACCTGCABC

DHACATTCTGH

Original motif = Consensus sequence: BCACCTGCABC

2.0

Reverse complement motif = Consensus sequence: GBTGCAGGTGB

2.0

—————— , 5 —

10
wWebiiaga 3.4

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:
TCAAAATKAWTTGT
HCAGAATGTHD---

2

16

Motif 16

Reverse Complement
Reverse Complement
Backward

4

11

0.0258838

Original motif = Consensus sequence: ACAAWTRATTTTGA

2.0

bits

ala

0.0

5

Webiioga 3.4

Reverse complement motif = Consensus sequence: TCAAAATKAWTTG

2.0

bits

cla

a.0

10

Webiloga 3.4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:
Number of overlap:

4
41

WWAAATAATALtw
Reverse Complement
Reverse Complement
Backward

1

11
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Similarity score: 0.0292508

Alignment:

DDTATTATTTDH

-HCAGAATGTHD

Original motif = Consensus sequence: HDAAATAATADD Reverse complement motif = Consensus sequence: DDTATTATTTDH
2.0 2.0
PR ——— L= éABIMlA — = 0.0 - AIIAIIl e -

= 10 Weabiloga 3.4 = 10 Wabilogo 34

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: 5

Number of overlap: 11

Similarity score: 0.0307858

Alignment:

TWVHWWWYTTTYTTTTTHTTTVWBH

~-—-DHACATTCTGH--—-=-—=-=--~

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

HDWVAAAHAAAAAMAAAMWWWHBWA TWVHWWWYTTTYTTTTTHTTTVWBH
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240

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:

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

Original motif

Consensus sequence: ATKAAWTTTTRMAABAHHTW

55

TFM13
Original Motif
Original Motif
Backward

9

11
0.0357323

Reverse complement motif

Consensus sequence:

WAHHTVTTYKAAAAWTTRAT
T (BTN Th L TrsbeeTTT
Dataset #: 4
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Motif ID:

Motif name:

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

Position number:

Number of overlap:

Similarity score:

Alignment:
WHTATTATTTDH
—-HCAGAATGTHD

37

tkAAATAATAtw
Reverse Complement
Reverse Complement
Forward

2

11

0.0364899

Reverse complement motif  Consensus sequence: WHTATTATTTDH

ZQeTALIAIIg_‘

Original motif = Consensus sequence: HDAAATAATAHW

2.0

ts

T —— —
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
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Alignment:
AATTYDGAARTAWW
HCAGAATGTHD---

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

WelsLage 3.4

Dataset #: 4

Motif ID: 39

Motif name: kCAGCCAATmMr
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: 0.0412582

Alignment:

MBATTGGCTGH

DHACATTCTGH

Original motif = Consensus sequence: DCAGCCAATVR Reverse complement motif = Consensus sequence: MBATTGGCTGH
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0.0 - —
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: 11
Similarity score: 0.0418896

Alignment:
CCGGAAGTGVV
HCAGAATGTHD

Original motif = Consensus sequence: CCGGAAGTGVV

240

bits

QA

Reverse complement motif = Consensus sequence: VVCACTTCCGG

bits
o

1.

0.0

Dataset #: 3 Motif ID: 24

Motif name: SP1
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Original motif = Consensus sequence: CCCCKCCCCC Reverse complement motif  Consensus sequence: GGGGGYGGGG

-Ccle_¢Coce

2.0

bits
bits
5

i Py W9 W ?ﬁ% ‘9__.:;_
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

2.0
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Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
HVGCCCCGCCCCBB
—-—-—-CCCCKCcccee-

4
36
¢csGCCCCGCCCCsc
Original Motif
Original Motif
Forward

4

10

0.00965796

Original motif = Consensus sequence: HVGCCCCGCCCCBB

- 00000:006c

Webiioga 3.4

Reverse complement motif = Consensus sequence: BBGGGGCGGGGC

2.0

i
:E‘I.CI

—— A A —

a0 e —_— e W

Webiloga 3.4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:
Number of overlap:

4
38
cccGCCCCGCCCCsb
Original Motif
Original Motif
Backward

2

10
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Similarity score: 0.0127292

Alignment:
BCCGCCCCGCCCCRBB
—-—-—-—-CCCCKCcCccCC-

Original motif = Consensus sequence: BCCGCCCCGCCCCBB

2.0

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

WetiLoga 34

Reverse complement motif = Consensus sequence:
BBGGGGCGGGGCGGB

2.0

51.0

_ = AR L 4 4 P~ ———

Dataset #: 5

Motif ID: 50

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

Number of overlap: 10

Similarity score: 0.0174405
Alignment:

GGMGGRGGCGGVGC

-——-GGGGGYGGGG-

Original motif = Consensus sequence: GGMGGRGGCGGVGC

Reverse complement motif = Consensus sequence: GCVCCGCCMCCY(
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2.0

bits
B

CUG Ve

s

b

ZQC¢CC?CC$99199

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

Dataset #: 5
Motif ID: 54
Motif name: TFM12
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Forward
Position number: 7
Number of overlap: 10
Similarity score: 0.0301548
Alignment:
CYYCBBCYYYTCCHCCTYYY
—————— CCCCKCCCCC——---

Original motif = Consensus sequence: CYYCBBCYYYTCCHCCTYYY

20

bits

0.0

5995$Q§$?lgg?$gx$99

Weblaga 3.4

Reverse complement motif =~ Consensus sequence:
KKKAGGDGGAKKMGBBGKMG

20

A
.7 AéeéEAAAééA cAS =AY

Weblagn a4

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:
RGRGGAGRRGGHGGDG
—————— GGGGGYGGGG

51

TFM2

Reverse Complement
Original Motif
Backward

1

10

0.0329167

Original motif = Consensus sequence: RGRGGAGRRGGHGGDG

Reverse complement motif

CHCCBCCKMCTCCKCM

2.0

8.0 -

Consensus sequence:

"0.cC CVlecIClrce

Webloagad 4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:
Number of overlap:

22

Zfx

Reverse Complement
Original Motif
Forward

5

10
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Similarity score:

Alignment:
BBVGCCBVGGCCTV
—-———-GGGGGYGGGG

0.0540825

Original motif = Consensus sequence: BBVGCCBVGGCCTV

2.0
o
=10
o S =
e — = — = — . = =
10

5

Webiioga 3.4

Reverse complement motif

Consensus sequence: VAGGCCBBGGCVE

2.0
i
=1 1.0
_—
a.0 = =
5

10

Webiloga 3.4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
GCVGCGGCBCCG
-CCCCKCcCcCC-

5

49

TFF1

Original Motif
Reverse Complement
Forward

2

10

0.0557738

Original motif = Consensus sequence: CGGVGCCGCVGC

Reverse complement motif

Consensus sequence: GCVGCGGCBCCG

Page 101 of 594



bits

Ge_cC.0¢.00.

2.0
0.0 = == _—
3 WabiLaga 3.4 Ll WebiLoga 34
Dataset #: 3
Motif ID: 30
Motif name: PLAG1
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 0.0600992
Alignment:
CCCCCTTGGGCCCC
-CCCCKcceee---
Original motif = Consensus sequence: GGGGCCCAAGGGGG Reverse complement motif  Consensus sequence: CCCCCTTGGGCCC
06 Fos é‘: - - =
Dataset #: 3
27
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Motif ID:



Motif name: Klf4

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: 0.0637183
Alignment:
GCCYCMCCCD
CCCCKCCcccee
Original motif = Consensus sequence: DGGGYGKGGC Reverse complement motif = Consensus sequence: GCCYCMCCCD

2.0 2.0

JIUVz\Us CQ&CACCC
oo = S (—; "E":-Tg = & ; i
& Sk v = Sk oiria
Dataset #: 3 Motif ID: 32 Motif name: ArntAhr
Original motif = Consensus sequence: YGCGTG Reverse complement motif = Consensus sequence: CACGCM
=_i =_i
=

W s Loy S W s Loy S

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

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
YCGCCCACGCH
————— CACGCM

3

23

Egrl

Reverse Complement
Reverse Complement
Backward

1

6

0

Original motif = Consensus sequence: HGCGTGGGCGK

2.0

C

Reverse complement motif = Consensus sequence: YCGCCCACGCH

2.0

O [ @= e ACAQ‘T‘

oo N >
* L = Webtogo 3.4

Dataset #: 3
Motif ID: 29
Motif name: HIF1AARNT
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Forward
Position number: 2
Number of overlap: 6
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Similarity score: 0.0112447

Alignment:
VBACGTGV
-YGCGTG-
Original motif = Consensus sequence: VBACGTGV Reverse complement motif = Consensus sequence: VCACGTBV
=20 =20
ool C _ e , e S ]
= W ek Locga 3 = W ek Loca 3
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
Number of overlap: 6
Similarity score: 0.0377949
Alignment:
GCCACGTGSD
--YGCGTG--
Original motif = Consensus sequence: HSCACGTGGC Reverse complement motif = Consensus sequence: GCCACGTGSD
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2.0
1.0

bits

_.—H_QCACAl—-—?E i —_— e e L e e —

Wbl aga 3 4

| :
0
D
>

D
—
|

.0

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
i ‘:‘fTCQQCACgGQ-_ _ ao =N = s ?GQ—.— =

Dataset #: 3

Motif ID: 34
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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:
DCCACGTGCV
--YGCGTG--

Myc

Original Motif
Reverse Complement
Backward

3

6

0.0399214

Original motif = Consensus sequence: VGCACGTGGH

20—

~__CACGI(

Reverse complement motif = Consensus sequence: DCCACGTGCV

-—'———‘—QQ QA—I— - 9_

- —
o — —
Dataset #: 1
Motif ID: 1
Motif name: Motif 1

Matching format of first motif:

Matching format of second motif:

Direction:

Position nhumber:
Number of overlap:
Similarity score:

Reverse Complement
Reverse Complement
Forward

3

6

0.040625
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Alignment:
GCCcCCGCe
-—-CACGCM

Original motif = Consensus sequence: GGCGGGGC

Reverse complement motif

Consensus sequence: GCCCCGCC

z.0 z.0
o0 = N Fa s gcmﬁ m

Dataset #: 4

Motif ID: 42

Motif name: sSGTCACGTGACSs

Matching format of first motif: Original Motif

Matching format of second motif: Original Motif

Direction: Forward

Position number: 5

Number of overlap: 6

Similarity score: 0.0412037

Alignment:
SGGTCACGTGACCS
-——-YGCGTG—----

Original motif = Consensus sequence: SGGTCACGTGACCS

Reverse complement motif

Consensus sequence: SGGTCACGTGACC
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2.0

%:?CEICACET?QCCT

Welsloge 34

2
=

.

2.0

t?CEIQACGT?éCCf

Welloge 3.4

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: 6

Number of overlap: 6

Similarity score: 0.0425089
Alignment:

BCCGCCCCGCCCCBB

————— CACGCM----

Original motif = Consensus sequence: BCCGCCCCGCCCCBB

2.0

- _loblacete.

Webiloga 34

Reverse complement motif

BBGGGGCGGGGCGGB

bits

2.0

1.0

0.0

——

Consensus sequence:

Dataset #: 2
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7

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

Matching format of first motif:
Matching format of second motif

Direction:
Position number:

Number of overlap:
Similarity score:

Forward

0.0465867

Reverse complement motif

Consensus sequence: MSGGGGCGGGGY

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

Direction:
Position number:

Number of overlap:
Similarity score:

0.0469722
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Alignment:
SCGCGCGG
-YGCGTG-

Original motif = Consensus sequence: SCGCGCGG Reverse complement motif = Consensus sequence: CCGCGCGS

=0 =0
ey %
= C C C o CC C C
L, ——
— - e — f— e ] —_ —— - - e
5 5

bis

ekl ago O

ekl ago S

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

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

2.0

2.0
L
=10
P e =— 4

5 10
wWetiiaga 3.4

Best Matches for Significant Motif ID 40 (Highest to Lowest)

Dataset #: 4

Motif ID: 43

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

Position number: 1

10
wWebiiaga 3.4
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Number of overlap: 11
Similarity score: 0.0215284

Alignment:
DBTACWGTAVH
BCACCTGCABC

Original motif = Consensus sequence: HVTACWGTABD

240

Weiloga 34

Reverse complement motif

2.0

Consensus sequence: DBTACWGTAVH

WekiLoga 34

Dataset #: 4

Motif ID: 44

Motif name: dhACATTCTkh
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: 0.0254134
Alignment:

DHACATTCTGH

BCACCTGCABC

Original motif = Consensus sequence: DHACATTCTGH

Reverse complement motif

Consensus sequence: HCAGAATGTHD
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2.0

1.0

bits

0.0 = =
2 Weitaaas e

Dataset #: 4
Motif ID: 42
Motif name: sSGTCACGTGACSs
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Forward
Position number: 4
Number of overlap: 11
Similarity score: 0.031338
Alignment:
SGGTCACGTGACCS
-—-—-BCACCTGCABC

Original motif = Consensus sequence: SGGTCACGTGACCS

2.0

- garoh0:Tcace.

0.0

Welilogo 3.4

Reverse complement motif

10 T
J=CZA

bits

CAC

-

Consensus sequence: SGGTCACGTGACC

[cace.

Webilogo 3.4

Dataset #: 5
Motif ID: 50
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Motif name:
Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
GCvCCGCeMeeyYce
BCACCTGCABC---

TFF11

Original Motif
Reverse Complement
Backward

4

11

0.034471

Original motif = Consensus sequence: GGMGGRGGCGGVGC

2.0

Reverse complement motif = Consensus sequence: GCVCCGCCMCCYC

its

bits
B
b

CuG_le Z¢C¢CC?CCQQQTQQ

—_——ea e B c = Vic=
LY 10

0.0
Webilogo 3.4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position nhumber:
Number of overlap:
Similarity score:

36
csGCCCCGCCCCsc
Original Motif
Original Motif
Forward

2

11

0.0402518
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Alignment:
HVGCCCCGCCCCBB
-BCACCTGCABC--

Original motif = Consensus sequence: HVGCCCCGCCCCBB

- ae000ac00e.

WelsLage 3.4

Reverse complement motif

2.0

Consensus sequence: BBGGGGCGGGGC

C

P - —

a.0 e e e

Wellage 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:
CSKCCCCGCCCCSsY
-BCACCTGCABC--

2

7

Motif 7
Original Motif
Original Motif
Forward

2

11
0.0411257

Original motif = Consensus sequence: CSKCCCCGCCCCSY

Reverse complement motif

Consensus sequence: MSGGGGCGGGGY
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QETCQCCT

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: 5

Number of overlap: 11

Similarity score: 0.0420218
Alignment:

DGVBCABTGDWGCGKRRCSR

--—--GBTGCAGGTGB-----

Original motif = Consensus sequence: DGVBCABTGDWGCGKRRCSR

20

Reverse complement motif =~ Consensus sequence:
MSGKKRCGCWDCABTGBBCD

20

bits
b

- CEAC %;CA p S=F g_};

ETxCCTx ==

Weblagn a4

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

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
CCGGAAGTGVV
GBTGCAGGTGB

Original motif

35

GABPA

Reverse Complement
Original Motif
Forward

1

11

0.0423275

Consensus sequence: CCGGAAGTGVV

2.0
£0
o C
a.0 - ey  —— — u
5 10

Watiiaga 34

Reverse complement motif

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

4
39

kCAGCCAATmMr
Reverse Complement
Original Motif
Forward

1

11

0.0439586

Page 117 of 594
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Alignment:
DCAGCCAATVR
GBTGCAGGTGB

Original motif = Consensus sequence: DCAGCCAATVR

240

Wetiiaga 34

Reverse complement motif

2.0

Consensus sequence: MBATTGGCTGH

Wekiiaga 34

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: 3

Number of overlap: 11

Similarity score: 0.0461444
Alignment:

BCCGCCCCGCCCCRBB

--BCACCTGCABC--

Original motif = Consensus sequence: BCCGCCCCGCCCCBB

Reverse complement motif
BBGGGGCGGGGCGGB

Consensus sequence:
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2.0 2.0

=?9TCQ C_H_ CCCG-_— =w - T W — écg?-ﬂi*_

0.0 0.0

bits

Webiloga 3.4 Webiloga 3.4

Dataset #: 4 Motif ID: 43 Motif name: wsTACWGTAsw

Original motif =~ Consensus sequence: HVTACWGTABD Reverse complement motif = Consensus sequence: DBTACWGTAVH

2.0 2.0

10
WWehiiogo 34 Wabiiaga 34

Best Matches for Significant Motif ID 43 (Highest to Lowest)

Dataset #: 4

Motif ID: 40

Motif name: kcACCTGCAgc
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: 0.0199592
Alignment:

GBTGCAGGTGR

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

20 2.0
B CA
a.0 T —————— = v & ’

10
WekiLoga 34

Dataset #: 4

Motif ID: 41

Motif name: WWAAATAATALtw
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: 0.0309343

Alignment:

DDTATTATTTDH

-HVTACWGTABD

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

2.0

E”JAAQTAALA-? g;AﬂTAIIAI;A

L

WetiLoga 34 WetiLoga 34
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Dataset #:

Motif ID:

Motif name:

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

Position number:

Number of overlap:

Similarity score:

Alignment:
WHTATTATTTDH
—HVTACWGTABD

4
37

tkAAATAATAtw
Original Motif
Reverse Complement
Backward

1

11

0.0337121

Original motif = Consensus sequence: HDAAATAATAHW

2.0

* pAATAA

Reverse complement motif

2.0

Consensus sequence: WHTATTATTTDH

T e _—'_;-2 0.0
3 WetiLoga 34
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
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Similarity score: 0.0353535

Alignment:
AATTYDGAARTAWW
HVTACWGTABD---

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

2.0 2.0

MAETT LAR| ]

10

0.0

Webiioga 3.4

Webiloga 3.4

Dataset #: 4

Motif ID: 45

Motif name: wbgTAAATAwWwW
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
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bits

m +TAQAIAmﬁ

Watiiaga 34

Dataset #: 2
Motif ID: 9
Motif name: Motif 9

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

Direction: Backward
Position number: 4

Number of overlap: 11
Similarity score: 0.0397727
Alignment:

TTTDAWATATHATT

DBTACWGTAVH---

Original motif =~ Consensus sequence: AATHATATWTHAAA

2.0

“RaT JAIx

a.

10

Reverse Complement
Reverse Complement

Reverse complement motif

Consensus sequence: TTTDAWATATHAT

Dataset #: 5
Motif ID: 53
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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:
TWAAWTTVTGAAAAAHWW
-—-—-HVTACWGTABD----

TFM3

Original Motif
Reverse Complement
Backward

5

11

0.0413797

Original motif =~ Consensus sequence: WWHTTTTTCABAAWTTWA

2.0+

gﬂT%ATgTIIQ%LAAe%IIQ

Webilogo 3.4

Reverse complement motif

TWAAWTTVTGAAAAAHWW
2.0
afa, ] ]

0.0

Consensus sequence:

(a0l 40

15
Webiloga 34

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

3

31

Pax5
Original Motif
Original Motif
Forward

6

11

0.042298
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Alignment:
DGVBCABTGDWGCGKRRCSR
————— HVTACWGTABD----

Original motif = Consensus sequence: DGVBCABTGDWGCGKRRCSR

Reverse complement motif

MSGKKRCGCWDCABTGBBCD

Consensus sequence:

ca 1S= T=

——

Weblaga 3.4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
ATKAAWTTTTRMAABAHHTW
——————— DBTACWGTAVH--

55

TFM13

Reverse Complement
Original Motif
Backward

3

11

0.0445707

Original motif = Consensus sequence: ATKAAWTTTTRMAABAHHTW

Reverse complement motif
WAHHTVTTYKAAAAWTTRAT

Consensus sequence:
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20

el AT T MrshrTes

15 20 20
Weblaga 34 Weblaga 34

Dataset #: 2

Motif ID: 19

Motif name: Motif 19

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

Position number: 3

Number of overlap: 11

Similarity score: 0.0460859

Alignment:

TTCWTAGATTAWA

DBTACWGTAVH--

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

A A = A A

0.0 = 0.0
5 10 5 10
Webilogod 4 Webilogo 3 4

Dataset #: 2 Motif ID: 21 Motif name: Motif 21
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Original motif = Consensus sequence: ATAAAA Reverse complement motif = Consensus sequence: TTTTAT

= i = i

=
= 1o

i
:

(= = (= =
E=1

.
" ks L cmoy e " ks L cmoy e

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-—————-

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

2.0 2.0

bits
(=]
bits
=

A

0.0 0.0

Wekiloga A4

Wekiloga A4
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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: 5

Number of overlap: 6

Similarity score: 0.0208333

Alignment:

TTTCATWAAAT

-ATAAAA-———

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

2.0 2.0

bifs
bifs

[alnl

0O

Dataset #: 2

Motif ID: 8

Motif name: Motif 8
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Forward
Position number: 6

Number of overlap: 6
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Similarity score: 0.0208333

Alignment:

AAATRWTAAAATCA

————— ATAAAA---

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

% 1.0 % 1.0 Ac
e Watila a4 e 2 10 Watiia a4

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
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Welsloge 34

Welloge 3.4

Dataset #:

Motif ID:

Motif name:

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

Position number:

Number of overlap:

Similarity score:

Alignment:
TTTCATAAWT
-——-TTTTAT

2

10

Motif 10

Reverse Complement
Original Motif
Backward

1

6

0.0416667

Original motif = Consensus sequence: TTTCATAAWT

2.0

bits
5

a.0

Reverse complement motif

.0

Consensus sequence: AWTTATGAAA

WL ogo 3 4

Dataset #:
Motif ID:
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Motif name:

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

Position number:

Number of overlap:

Similarity score:

Alignment:
AWAAATAA
ATAAAA--

Motif 14
Original Motif
Original Motif
Forward

1

6

0.0625

Original motif = Consensus sequence: AWAAATAA

=20

bits
5

A

0.0

WelLaogo 3

Reverse complement motif

TTATT Tl

bits
5

=20

0.0

Consensus sequence: TTATTTWT

WelLago 3

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position nhumber:
Number of overlap:
Similarity score:

2

19

Motif 19

Reverse Complement
Reverse Complement
Backward

8

6

0.0625
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Alignment:
TWTAATCTAWGAA
TTTTAT-——————

Original motif = Consensus sequence: TTCWTAGATTAWA

2.0

A A

Webilagad 4

Reverse complement motif

A

Consensus sequence: TWTAATCTAWGA/

P

10
Webilogad 4

Dataset #: 2

Motif ID: 20

Motif name: Motif 20
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Backward
Position number: 6

Number of overlap: 6

Similarity score: 0.0625
Alignment:

TTMAAAGATTT

ATAAAA-———-

Original motif = Consensus sequence: TTMAAAGATTT

Reverse complement motif

Consensus sequence: AAATCTTTYAA

Page 132 of 594



Watiiaga 34

Dataset #: 4

Motif ID: 41
Motif name: WWAAATAATAtwW
Matching format of first motif: Reverse Complement
Matching format of second motif: Reverse Complement
Direction: Forward
Position number: 3
Number of overlap: 6
Similarity score: 0.0632716
Alignment:
DDTATTATTTDH
--TTTTAT-—--
Original motif Consensus sequence: HDAAATAATADD Reverse complement motif Consensus sequence: DDTATTATTTDH
A ATAATA T A
P Té? — éT:'_—:—‘-‘E—‘— p——— = .___ e N
Dataset #:
Motif ID: 3

Page 133 of 594



Motif 3
Reverse Complement
Reverse Complement

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

Direction: Forward
Position number: 4

Number of overlap: 6
Similarity score: 0.0689103
Alignment:

TWSTTTWAWTTTWT

-——TTTTAT---—-

Original motif = Consensus sequence: AWAAAWTWAAASWA Reverse complement motif

2.0

its

b

el aMAA_A Te T TiLLT

Consensus sequence: TWSTTTWAWTTT\

Webilogo 3.4

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

Original motif = Consensus sequence: VBACGTGV

e aGGTG

Waebiiaoa 38

bifg
:

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

Reverse complement motif

Consensus sequence: VCACGTBV
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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
-VBACGTGV-

3

33

Mycn

Original Motif
Reverse Complement
Backward

2

8

0.0123101

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

20 20

- _CACGxGe. 1.claClTl.
= i = L

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
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Similarity score: 0.0144491

Alignment:
DCCACGTGCV
-VBACGTGV-
Original motif = Consensus sequence: VGCACGTGGH Reverse complement motif = Consensus sequence: DCCACGTGCV
2.0 2.0
‘EECACAI - == _—_—_QQ QA_I_ . _J E_.__
o B P o s St
Dataset #: 4
Motif ID: 40
Motif name: kcACCTGCAgc
Matching format of first motif: Reverse Complement
Matching format of second motif: Reverse Complement
Direction: Backward
Position number: 1
Number of overlap: 8
Similarity score: 0.0295473
Alignment:
GBTGCAGGTGRB
-—-—-VCACGTBV
Original motif = Consensus sequence: BCACCTGCABC Reverse complement motif = Consensus sequence: GBTGCAGGTGB
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2.0

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
SGGTCACGTGACCS
-—--VCACGTBV---

42
SSGTCACGTGACSs
Reverse Complement
Original Motif
Forward

4

8

0.0314837

Original motif = Consensus sequence: SGGTCACGTGACCS

2.0

ﬁ”?CEICACcT?ACCf

0.0

Welilogo 3.4

Reverse complement motif = Consensus sequence: SGGTCACGTGACC

2.0

- a6TOACS Gace.

a.0 - - —

Dataset #:
Motif ID:

26
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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:
GCGGACGTTV
--VCACGTBV

MIZF

Reverse Complement
Reverse Complement
Forward

3

8

0.0377204

Original motif = Consensus sequence: BAACGTCCGC

ts

b

- aACGTCCG,

WL ogo 3 S

Reverse complement motif

Consensus sequence: GCGGACGTTV

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position nhumber:
Number of overlap:
Similarity score:

3

31

Pax5

Reverse Complement
Reverse Complement
Backward

8

8

0.0556891
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Alignment:
MSGKKRCGCWDCABTGBBCD

Original motif = Consensus sequence: DGVBCABTGDWGCGKRRCSR

Reverse complement motif
MSGKKRCGCWDCABTGBBCD

Consensus sequence:

===

Weblaga 3.4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
DHACATTCTGH
VCACGTBV—-—--

44

dhACATTCTkh
Reverse Complement
Original Motif
Backward

4

8

0.0640024

Original motif = Consensus sequence: DHACATTCTGH

Reverse complement motif

Consensus sequence: HCAGAATGTHD
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2.0

1.0

bits

P —— -
0.0
3 \:IE:. Laga 34 Waekslaga 34
Dataset #: 3
Motif ID: 35
Motif name: GABPA
Matching format of first motif: Reverse Complement
Matching format of second motif: Original Motif
Direction: Backward
Position number: 2
Number of overlap: 8
Similarity score: 0.0648153
Alignment:
CCGGAAGTGVV
--VCACGTBV-
Original motif = Consensus sequence: CCGGAAGTGVV Reverse complement motif = Consensus sequence: VVCACTTCCGG
. Cc AA | ; C
cole=2 el Alé%— ool === ‘jg—‘-‘n
Dataset #: 5
Motif ID: 47
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Motif name:
Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
CCGCGCGS
VBACGTGV

TFW2

Original Motif
Reverse Complement
Backward

1

8

0.0660185

Original motif = Consensus sequence: SCGCGCGG

= 0
i
il C
- - - — - . - —
5

WelLaogo 3

Reverse complement motif

“CcGCGla.

s

b

Consensus sequence: CCGCGCGS

WelLago 3

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position nhumber:
Number of overlap:
Similarity score:

5

50

TFF11

Reverse Complement
Reverse Complement
Backward

1

8

0.067219
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Alignment:
GCVCCGCCMCeYCe

—————— VCACGTBV

Reverse complement motif  Consensus sequence: GCVCCGCCMCCY(

Original motif = Consensus sequence: GGMGGRGGCGGVGC

2.0

” CVG_Ve zchcc?CCQQGrQQ

e B - c === Vic=
WWatslage 3.4

bits

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

Reverse complement motif =~ Consensus sequence: GCCYCMCCCD

Original motif = Consensus sequence: DGGGYGKGGC

o 3 . __QQgCACCC%

= 5 B G
C=_ W OO ===
WesbLogo 3 4

0.0 ———— T
5 10
Wb Ogo 3 S

Best Matches for 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

3

Position number:
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Number of overlap:
Similarity score:

10
0.0152457

Consensus sequence: MSGGGGCGGGGY

Reverse complement motif

Alignment:
CSKCCCCGCceesy
--GCCYCMCCCD--
Original motif = Consensus sequence: CSKCCCCGCCCCSY
Dataset #: 4
Motif ID: 36
Motif name: ¢csGCCCCGCCCCsc
Matching format of first motif: Original Motif
Matching format of second motif: Reverse Complement
Direction: Forward
3
10
0.0160185

Position number:
Number of overlap:
Similarity score:

Alignment:
BBGGGGCGGGGCVD

--DGGGYGKGGC--
Original motif =~ Consensu

s sequence: HVGCCCCGCCCCBB

Reverse complement motif

Consensus sequence: BBGGGGCGGGGC
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- ae000a000e.

Welsloge 34

bits

2.0

W N, T

10

Welloge 3.4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
BBGGGGCGGGGCGGB
--DGGGYGKGGC—---

4
38
cccGCCCCGCCCCsb
Original Motif
Reverse Complement
Forward

3

10

0.0194893

Original motif = Consensus sequence: BCCGCCCCGCCCCBB

2.0

bits

0.0

<C0ol

(00

Webiloga 34

Reverse complement motif
BBGGGGCGGGGCGGB

bits

2.0

0.0

= —

o

Consensus sequence:

N —

10

Webiloga 34

Dataset #:
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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: GCVCCGCCMCCY(
20 20
o Egégéﬁfcg —= v 9 M.;:C:;;CC-_:CCS?CQ?:QQ

2 10 Weltags 3.4 2 10 Welstags 3.4

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
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Alignment:
CYYCBBCYYYTCCHCCTYYY
-—-—-GCCYCMCCCD-————-

Original motif = Consensus sequence: CYYCBBCYYYTCCHCCTYYY

20

Reverse complement motif ~ Consensus sequence:
KKKAGGDGGAKKMGBBGKMG

20

Vese obefeall c6.oc0
5 10 15 2
Dataset #: 5
Motif ID: 51
Motif name: TFM2

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
CHCCBCCKMCTCCKCM
-—-—-GCCYCMCCCD--

Reverse Complement
Reverse Complement
Forward

5

10

0.0606033

Original motif = Consensus sequence: RGRGGAGRRGGHGGDG

Reverse complement motif ~ Consensus sequence:
CHCCBCCKMCTCCKCM
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2.0

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
10
0.0623591

Number of overlap
Similarity score:

Consensus sequence: VAGGCCBBGGCVE

Reverse complement motif

Alignment:
BBVGCCBVGGCCTV
-GCCYCMCCCD---
Original motif = Consensus sequence: BBVGCCBVGGCCTV
ot =S g&_e = A CC -=Ac=¢-==-=
Dataset #: 3
24
Page 147 of 594
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Motif name: SP1

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: 0.0663136

Alignment:

GGGGGYGGGG

DGGGYGKGGC

Original motif = Consensus sequence: CCCCKCCCCC Reverse complement motif  Consensus sequence: GGGGGYGGGG
20 2.0
. QQQQIQQQQQ S W - - P&

= S e = Sk oiria

Dataset #: 3

Motif ID: 34

Motif name: Myc

Matching format of first motif: Original Motif

Matching format of second motif: Original Motif

Direction: Forward

Position nhumber: 1

Number of overlap: 10

Similarity score: 0.0686848
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Alignment:
VGCACGTGGH
DGGGYGKGGC

Original motif = Consensus sequence: VGCACGTGGH

2.0

~__CACGI(

Reverse complement motif

Consensus sequence: DCCACGTGCV

2.0
P ——— B T e ==
5

- i —— =
TR L TR L

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: 9

Number of overlap: 10

Similarity score: 0.06956

Alignment:
DGVBCABTGDWGCGKRRCSR
———————— DGGGYGKGGC--

Original motif = Consensus sequence: DGVBCABTGDWGCGKRRCSR

Reverse complement motif
MSGKKRCGCWDCABTGBBCD

Consensus sequence:
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20 20

bits
P

~ca 1548 QAT&AQEA TTTE C WLCA T gr

0 -“-"'A ——a==
Dataset #: 3 Motif ID: 35 Motif name: GABPA
Original motif = Consensus sequence: CCGGAAGTGVV Reverse complement motif =~ Consensus sequence: VVCACTTCCGG

2.0

GCC AAALE§ ) ?geg J

WetiLogo 3.4

[n]
WWehiiogo 34

Best Matches for Significant 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————-
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Reverse complement motif = Consensus sequence:
Original motif = Consensus sequence: CYYCBBCYYYTCCHCCTYYY P 9

KKKAGGDGGAKKMGBBGKMG
WESS : SYE %91 ggtt‘:%% e Aée%‘E@AA%éA?A% GRS h
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: 5
Number of overlap: 11
Similarity score: 0.0445566
Alignment:
RGRGGAGRRGGHGGDG
-CCGGAAGTGVV----

Reverse complement motif = Consensus sequence:
CHCCBCCKMCTCCKCM

0.0 CWlgcIClrce

0.0 -

Original motif = Consensus sequence: RGRGGAGRRGGHGGDG

10

WabiLogad 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:
DGVBCABTGDWGCGKRRCSR
——————— VVCACTTCCGG—--

3

31

Pax5

Reverse Complement
Original Motif
Forward

8

11

0.0446257

Original motif = Consensus sequence: DGVBCABTGDWGCGKRRCSR

20

Reverse complement motif = Consensus sequence:
MSGKKRCGCWDCABTGBBCD

20

510 S0 c

LA ca XG.4 QATﬁAQEA &Y QQT =CA xo. T,
5 10 15 T

Dataset #: 3

Motif ID: 22

Motif name: Zfx

Matching format of first motif: Reverse Complement

Matching format of second motif: Original Motif

Direction: Forward

Position number: 1
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Number of overlap:
Similarity score:

Alignment:
BBVGCCBVGGCCTV
VVCACTTCCGG-—-

11
0.0457327

Original motif = Consensus sequence: BBVGCCBVGGCCTV

bits
B

0.0

5

NQ¢¢¢Q¢QWCCT“

Welilogo 3.4

Reverse complement motif = Consensus sequence: VAGGCCBBGGCVE

bits

2.0

1.0

0.0

Webilogo 3.4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
BCACCTGCABC
VVCACTTCCGG

4
40

kcACCTGCAgc
Reverse Complement
Original Motif
Backward

1

11

0.0483841

Original motif = Consensus sequence: BCACCTGCABC

Reverse complement motif = Consensus sequence: GBTGCAGGTGB
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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:
DBGTAAATAHD
CCGGAAGTGVV

45
wWbgTAAATAWW
Original Motif
Original Motif
Backward

1

11

0.0492127

Original motif  Consensus sequence: DBGTAAATAHD

240

0.0

~ _AsATA

Weiloga 34

Reverse complement motif = Consensus sequence: DHTATTTACBD

=8
=

2.0

1.0

0.0

blAlIIAgmq

WekiLoga 34

Dataset #:
Motif ID:

44
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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:
DHACATTCTGH
VVCACTTCCGG

dhACATTCTkh
Reverse Complement
Original Motif
Forward

1

11

0.0495154

Original motif = Consensus sequence: DHACATTCTGH

2.0

Reverse complement motif

2.0

Consensus sequence: HCAGAATGTHD

=
10 L

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 nhumber: 2
Number of overlap: 11
Similarity score: 0.0504656
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Alignment:
GGMGGRGGCGGVGC
-CCGGAAGTGVV--

Reverse complement motif  Consensus sequence: GCVCCGCCMCCY(

C CC chcc cC

Original motif = Consensus sequence: GGMGGRGGCGGVGC

2.0

blts
i
(p
0
b\ts

.= P -F =L
3 10 Webiiage 3.4 Welbiiage 3.4
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: 0.0518418
Alignment:
AATTYDGAARTAWW
-—-—-CCGGAAGTGVV
Original motif =~ Consensus sequence: AATTYDGAARTAWW Reverse complement motif = Consensus sequence: WWTAKTTCDKAA’
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Welsloge 34

bits

2.0

0.0

A%TTQ;?AAII

Welloge 3.4

Dataset #:

Motif ID:

Motif name:

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

Position number:

Number of overlap:

Similarity score:

Alignment:
BCCGCCCCGCCCCEBB
-——-VVCACTTCCGG-

4
38
cccGCCCCGCCCCsb
Reverse Complement
Original Motif
Backward

2

11

0.0554249

Original motif = Consensus sequence: BCCGCCCCGCCCCBB

2

-« _oclallico0e.

Webiloga 34

Reverse complement motif
BBGGGGCGGGGCGGB

2.0

Consensus sequence:

0.0
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Best Matches for Each Motif (Highest to Lowest)
Dataset #: 1 Motif ID: 1 Motif name: Motif 1

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

s 1 : P T 1 gcmﬁ @

ekl ago O ekl ago S

bifs
o
its

b

Best Matches for Motif ID 1 (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: Backward

Position number: 5

Number of overlap: 8

Similarity score: 0

Alignment:

HVGCCCCGCCCCBB

--GCCCCGCC-—---

Original motif = Consensus sequence: HVGCCCCGCCCCBB Reverse complement motif = Consensus sequence: BBGGGGCGGGGC
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- ae000a000e.

Welsloge 34

bits

2.0

W N, T

10

Welloge 3.4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
BCCGCCCCGCCCCEBB
-—-—-GCCCCGCC-—-—--

4
38
cccGCCCCGCCCCsb
Reverse Complement
Original Motif
Backward

5

8

0.00250079

Original motif = Consensus sequence: BCCGCCCCGCCCCBB

2.0

bits

0.0

<C0ol

(00

Webiloga 34

Reverse complement motif
BBGGGGCGGGGCGGB

bits

2.0

e

o

Consensus sequence:

AEA-‘%‘:,%-: =

0.0

10

Webiloga 34

Dataset #:
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7

Motif ID:

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
2.0
0.0
Dataset #: 5
Motif ID: 50
Motif name: TFF11
Matching format of first motif: Original Motif
Matching format of second motif Original Motif
Direction: Forward
7
8
0.0348969
Page 160 of 594

Position number:
Number of overlap:
Similarity score:



Alignment:
GGMGGRGGCGGVGC
—————— GGCGGGGC

Original motif = Consensus sequence: GGMGGRGGCGGVGC

2.0

Reverse complement motif

bits

Consensus sequence: GCVCCGCCMCCYC

.06 e

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

Dataset #: 3
Motif ID: 27
Motif name: KlIf4
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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2.0 2.0
- paVic CQECACCC
oo == T (—; ‘e“:-TQ = —— & — -~
= et = oL
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 Reverse complement motif  Consensus sequence: VAGGCCBBGGCVE

2.0 2.0
% 1.0 =40
_—— “;“qg___-:é b A = = == - ZEAQQE=‘_:_'
10 o0 5 10

Webilogo 3.4

bits

0.0 .5
Dataset #: 5
Motif ID: 48

Page 162 of 594



Motif name:
Matching format of first motif:

Matching format of second motif:

TFW3
Reverse Complement
Reverse Complement

Direction: Backward

Position number: 2

Number of overlap: 8

Similarity score: 0.071681

Alignment:

CGCGBMGCCG

-GCCCCGCC-

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

2.0

oo l—— .LCC%%

bits

2.0

(<Cc 1eGel_.\C

o

WL ogo 3 S Wbl ogo 3 a8

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position nhumber:
Number of overlap:
Similarity score:

49

TFF1

Reverse Complement
Original Motif
Forward

3

8

0.0803996
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Consensus sequence: GCVGCGGCBCCG

Alignment:
CGGVGCCGCVGC
-—-GCCCCGCC~--
Original motif = Consensus sequence: CGGVGCCGCVGC Reverse complement motif
2.0 2.0
S — J c&?ggf—-_Q__-_I} Ig—_:écg:-’fgjcc—ﬂ—
5 10 Gitoanii 5 10 GiGitoan i
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: 8
Similarity score: 0.0853847
Alignment:
DGVBCABTGDWGCGKRRCSR
—————————— GGCGGGGC--
) Reverse complement motif = Consensus sequence:
Consensus sequence: DGVBCABTGDWGCGKRRCSR MSGKKRCGCWDCABTGBBCD
Page 164 of 594
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20 20

1.0

A wga L84 QATQAQCA QST%Eé-CrI £=CA 1o g‘;

Weblaga 34

bits

Dataset #: 3

Motif ID: 23

Motif name: Egrl

Matching format of first motif: Reverse Complement

Matching format of second motif: Reverse Complement

Direction: Backward

Position number: 1

Number of overlap: 8

Similarity score: 0.0878731

Alignment:

YCGCCCACGCH

-—-—-GCCCCGCC

Original motif = Consensus sequence: HGCGTGGGCGK Reverse complement motif = Consensus sequence: YCGCCCACGCH
O.0 %AC =V - W P I —_— o e ACAQ?

Dataset #: 5

Motif ID: 51
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Motif name: TFM2

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

Position number: 3

Number of overlap: 8

Similarity score: 0.0928252

Alignment:

CHCCBCCKMCTCCKCM

--GCCCCGCC-————--

Reverse complement motif

Original motif = Consensus sequence: RGRGGAGRRGGHGGDG CHCCBCCKMCTCCKCM

0.0 -

Consensus sequence:

CcCBCE

I¢Cxce

Dataset #: 2 Motif ID: 2 Motif name: Motif 2
Original motif = Consensus sequence: RGRAGARRGARRAR Reverse complement motif
2.0 2.0

bits
bns

AA AAAp-éAAAA

Consensus sequence: MTMMTCMMTCTK(

I?ngg-chQTTCI

0.0 =_—

Webiioga 3.4

Webiioga 3.4
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Best Matches for Motif ID 2 (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:
RGRGGAGRRGGHGGDG
—-—-RGRAGARRGARRAR

5

51

TFM2

Original Motif
Original Motif
Backward

1

14
0.00948131

Original motif = Consensus sequence: RGRGGAGRRGGHGGDG

Reverse complement motif  Consensus sequence:
CHCCBCCKMCTCCKCM

2.0

-
a.0 -

Dataset #:

Motif ID:

Motif name:

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

31

Pax5

Reverse Complement
Reverse Complement
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Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
MSGKKRCGCWDCABTGBBCD
—————— MTMMTCMMTCTKCK

Forward

7

14
0.047364

Original motif = Consensus sequence: DGVBCABTGDWGCGKRRCSR

20

Reverse complement motif  Consensus sequence:
MSGKKRCGCWDCABTGBBCD

20

bits

T xCCTx ==
5

Webslaga 3.4

Dataset #:

Motif ID:

Motif name:

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

Position number:

Number of overlap:

Similarity score:

Alignment:
HDWVAAAHAAAAAMAAAMWWWHBWA

————————— RGRAGARRGARRAR--

56

TFM11
Original Motif
Original Motif
Backward

3

14
0.0541717
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Original motif = Consensus sequence:
HDWVAAAHAAAAAMAAAMWWWHBWA

20

Reverse complement motif ~ Consensus sequence:
TWVHWWWYTTTYTTTTTHTTTVWBH

20

2
£10

mcl %Eixll TI;ILIAI

WebLagod 4 WebLagod 4

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: 7

Number of overlap: 14

Similarity score: 0.0545069
Alignment:

CYYCBBCYYYTCCHCCTYYY

—————— MTMMTCMMTCTKCK

Reverse complement motif = Consensus sequence:

Original motif = Consensus sequence: CYYCBBCYYYTCCHCCTYYY KKKAGGDGGAKKMGBBGKMG

20

o
:E‘I.CI

8995$Q§$?lg9%§91$9§

WebsLaga 3.4 Webslaga 3.4

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:
ABAAAAAAWHAAAAARAW
—-RGRAGARRGARRAR-—--

5

52

TFM1

Original Motif
Reverse Complement
Backward

4

14

0.0558935

Original motif = Consensus sequence: WTKTTTTTHWTTTTTTBT

L8\

—

E}QITIETII ;IIA

10

Wetiloga 3.4

Reverse complement motif
ABAAAAAAWHAAAAARAW

0.0

Consensus sequence:

al

TAééAQAAé

1

poh

Dataset #:

Motif ID:

Motif name:

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

Position number:

5

50

TFF11
Original Motif
Original Motif
Forward

1
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Number of overlap: 14
Similarity score: 0.0689626

Alignment:
GGMGGRGGCGGVGC
RGRAGARRGARRAR

Original motif = Consensus sequence: GGMGGRGGCGGVGC

2.0

Reverse complement motif

ts

b

Consensus sequence: GCVCCGCCMCCYC

ZQC¢CC?069991§Q

e E‘-“ég?ﬁ——_ﬁcn =T 9
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: 4
Number of overlap: 14
Similarity score: 0.0775356
Alignment:
TWAAWTTVTGAAAAAHWW
-RGRAGARRGARRAR---

Original motif = Consensus sequence: WWHTTTTTCABAAWTTWA

Reverse complement motif
TWAAWTTVTGAAAAAHWW

Consensus sequence:
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2.0

18 TIroxCA AD.TxA

2.0

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: 2

Number of overlap: 13

Similarity score: 0.57507
Alignment:

AWAAAWTWAAASWA-

—-RGRAGARRGARRAR

Original motif =~ Consensus sequence: AWAAAWTWAAASWA

GéAéééléééggxé

Welilogo 3.4

Reverse complement motif

Consensus sequence: TWSTTTWAWTTT\

Dataset #: 5
Motif ID: 55
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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:
ATKAAWTTTTRMAABAHHTW--
———————— MTMMTCMMTCTKCK

TFM13

Reverse Complement
Original Motif
Forward

9

12

1.0763

Original motif = Consensus sequence: ATKAAWTTTTRMAABAHHTW

20

P

e x o3= Bl ~SALDC
5 10

LWL

Weblag 34

Dataset #:

Motif ID:

Motif name:

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

Position number:

Number of overlap:

Similarity score:

2

7

Motif 7

Original Motif
Reverse Complement
Backward

4

11

1.57133

Reverse complement motif
WAHHTVTTYKAAAAWTTRAT

LT\AIILTTT?

Consensus sequence:
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Alignment:
-——-MSGGGGCGGGGYSG
RGRAGARRGARRAR---

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

2.0
Q w __._Acg‘?ﬁ

10

Wellage 3.4

Dataset #: 2 Motif ID: 3 Motif name: Motif 3

Original motif = Consensus sequence: AWAAAWTWAAASWA Reverse complement motif = Consensus sequence: TWSTTITWAWTTT\
MG;AAA%lTAAAEIt LARS ,TAéleléT

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
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Number of overlap:
Similarity score:

Alignment:
HDWVAAAHAAAAAMAAAMWWWHBWA

Original motif
HDWVAAAHAAAAAMAAAMWWWHBWA

20

Consensus sequence:

14
0.0137914

Reverse complement motif
TWVHWWWYTTTYTTTTTHTTTVWBH

20

2
S0

Consensus sequence:

LY ¢£i111 TI

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
—-———AWAAAWTWAAASWA

52

TFM1

Original Motif
Reverse Complement
Forward

5

14

0.0162962
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Original motif =~ Consensus sequence: WTKTTTTTHWTTTTTTBT

%II TITTT TIT—.- Tr T

Webilogo 3.4

Reverse complement motif ~ Consensus sequence:

ABAAAAAAWHAAAAARAW
d ﬂ@éAgAAé ééAAAé A

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
ATKAAWTTTTRMAABAHHTW
—-—AWAAAWTWAAASWA-—-——

5

55

TFM13
Original Motif
Original Motif
Forward

3

14

0.037679

Original motif = Consensus sequence: ATKAAWTTTTRMAABAHHTW

20

AAAT IAA

CcCt

AL

wq:_m;ua-a

Reverse complement motif = Consensus sequence:
WAHHTVTTYKAAAAWTTRAT

ﬁAMI TTTQ ATTTeAT

TAAA

Wm_uqu:]-t
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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: 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

2.0 2.0

bits
bits

AC

0.0 a.0

10
Wetiloga 3.4 Wetilogo 3.4

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
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Similarity score: 0.0456419

Alignment:
TWAAWTTVTGAAAAAHWW
—-———AWAAAWTWAAASWA

Original motif = Consensus sequence: WWHTTTTTCABAAWTTWA

2.0

gﬁTATTTﬂQA‘AA@ITTA

Reverse complement motif
TWAAWTTVTGAAAAAHWW

2.0

“Taha, TT TGan

-c:,:\_q-.._

Consensus sequence:

un-n_—

1

L]

Wetiloga 34

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: 0.0478896

Alignment:

AAATTKTATTTAWT

TWSTTTWAWTTTWT

Original motif = Consensus sequence: AWTAAATAYAATTT

Reverse complement motif

Consensus sequence: AAATTKTATTTAW
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Welsloge 34

Welloge 3.4

Dataset #:

Motif ID:

Motif name:

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

Position number:

Number of overlap:

Similarity score:

Alignment:
TTTDAWATATHATT
AWAAAWTWAAASWA

2

9

Motif 9

Original Motif
Reverse Complement
Backward

1

14

0.0624272

Original motif =~ Consensus sequence: AATHATATWTHAAA

2.0

a.

: $TA%IAII1

Reverse complement motif

Consensus sequence: TTTDAWATATHAT

Dataset #:
Motif ID:
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Motif name: Motif 6

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: 0.0702111

Alignment:

WWTAKTTCDKAATT

TWSTTTWAWTTTWT

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

2.0

bits

MﬁETT x0 I

10
Webilogo 3.4 Webilogo 3.4

Dataset #: 2

Motif ID: 2

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

Number of overlap: 13

Similarity score: 0.567825
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Alignment:
—RGRAGARRGARRAR
AWAAAWTWAAASWA-

Original motif =~ Consensus sequence: RGRAGARRGARRAR

2.0

Reverse complement motif

2.0

Consensus sequence: MTMMTCMMTCTKI

" A%A?AAAE%QAAA | I?QT QQTQT
Dataset #: 4
Motif ID: 41
Motif name: WWAAATAATALtw
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: 1.0432
Alignment:
HDAAATAATADD—-
AWAAAWTWAAASWA

Original motif =~ Consensus sequence: HDAAATAATADD

Reverse complement motif

Consensus sequence: DDTATTATTTDH
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Dataset #: 2 Motif ID: 4 Motif name: Motif 4
Original motif = Consensus sequence: AAAAWTTRCWT Reverse complement motif = Consensus sequence: AWGKAAWTTTI

bits

) XAEAQ%T

10
WetiLogo 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
Position number: 14

Number of overlap: 11

Similarity score: 0.0718583
Alignment:

HDWVAAAHAAAAAMAAAMWWWHBWA

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

20 20

'Ar A AAAAAé AAé@ Ao A D: X ,.:,_.cixll Tlg-grlIAI

WebLagod 4 WebLagod 4

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: 1

Number of overlap: 11

Similarity score: 0.0727073
Alignment:

ATKAAWTTTTRMAABAHHTW

AWGKAAWTTTT-—-———————

Reverse complement motif = Consensus sequence:

Original motif =~ Consensus sequence: ATKAAWTTTTRMAABAHHTW WAHHTVTTYKAAAAWTTRAT

20

ST TR (R (W & SN 1 A

wq:_m;u as Wm_uqu:]-t
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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
—-——AWGKAAWTTTT----

5

52

TFM1

Reverse Complement
Original Motif
Backward

5

11

0.0748297

Original motif = Consensus sequence: WTKTTTTTHWTTTTTTBT

L8\

—

E}QITIETII ;IIA

10

Wetiloga 3.4

Reverse complement motif
ABAAAAAAWHAAAAARAW

0.0

Consensus sequence:

al

TAééAQAAé

1

poh

Dataset #:

Motif ID:

Motif name:

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

Position number:

2

5

Motif 5

Original Motif
Reverse Complement
Backward

4
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Number of overlap:
Similarity score:

Alignment:
AAATTKTATTTAWT
AAAAWTTRCWT--—

11
0.0786484

Original motif = Consensus sequence: AWTAAATAYAATTT

C

Welilogo 3.4

Reverse complement motif

2.0

Consensus sequence: AAATTKTATTTAW

Webilogo 3.4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
AATHATATWTHAAA
AWGKAAWTTTT---

2

9

Motif 9

Reverse Complement
Original Motif
Backward

4

11

0.0820375

Original motif = Consensus sequence: AATHATATWTHAAA

Reverse complement motif

Consensus sequence: TTTDAWATATHAT
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2.0

f éTéglAll

bits

a.

10

Dataset #: 2

Motif ID: 8

Motif name: Motif 8

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: 0.083433

Alignment:

TGATTTTAWKATTT

———AWGKAAWTTTT

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

Welilogo 3.4 Webilogo 3.4

Dataset #: 2
Motif ID: 16
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Motif name: Motif 16
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: 0.0852273
Alignment:
ACAAWTRATTTTGA
AAAAWTTRCWT—-—-
Original motif = Consensus sequence: ACAAWTRATTTTGA Reverse complement motif = Consensus sequence: TCAAAATKAWTTG
20 20
A CHA
o P | o P
Dataset #: 5
Motif ID: 53
Motif name: TFM3
Matching format of first motif: Reverse Complement
Matching format of second motif: Original Motif
Direction: Backward
Position nhumber: 1
Number of overlap: 11
Similarity score: 0.0858797
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Alignment:
WWHTTTTTCABAAWTTWA
——————— AWGKAAWTTTT

Reverse complement motif ~ Consensus sequence:

Original motif = Consensus sequence: WWHTTTTTCABAAWTTWA TWAAWTTVTGAAAAAHWW

2.0

Dataset #: 4

Motif ID: 45

Motif name: wbgTAAATAWW
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: 0.086338

Alignment:

DHTATTTACRBD

AAAAWTTRCWT

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

Page 188 of 594



2.0

1 _[AaATA

Watiiaga 34

2.0

—
=
e
-
—
—
0

0.a——=— -

Dataset #:

Motif ID:

Motif name:

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

Position number:

Number of overlap:

Similarity score:

Alignment:

TWSTTTWAWTTTWT
——AWGKAAWTTTT-

Original motif

2

3

Motif 3

Reverse Complement
Reverse Complement
Backward

2

11

0.0867914

Consensus sequence: AWAAAWTWAAASWA

G£A$A¢;§AQA§IQ

Welilogo 3.4

Reverse complement motif = Consensus sequence: TWSTTTWAWTTT\

2.0

“TealllLaxlxlal

Webilogo 3.4

Dataset #: 2

Motif ID: 5

Motif name: Motif 5
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Original motif = Consensus sequence: AWTAAATAYAATTT

2.0

=l A C

0.0

Welilogo 3.4

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

Position number: 1

Number of overlap: 14

Similarity score: 0.101648

Alignment:

TWSTTTWAWTTTWT

AAATTKTATTTAWT

Original motif = Consensus sequence: AWAAAWTWAAASWA

?gAAAE%;-%A

Reverse complement motif

Consensus sequence: AAATTKTATTTAW

Reverse complement motif

Webilogo 3.4

Consensus sequence: TWSTTTWAWTTT\
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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: Reverse Complement
Direction: Forward

Position number: 1

Number of overlap: 14

Similarity score: 0.107143

Alignment:

TGATTTTAWKATTT

AAATTKTATTTAWT

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

2.0 2.0

bits
bits

AC

0.0 a.0

10
Wetiloga 3.4 Wetilogo 3.4

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: 6

Number of overlap: 14
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Similarity score: 0.109769

Alignment:

TWVHWWWYTTTYTTTTTHTTTVWBH

—————— AAATTKTATTTAWT —————

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

240 20

&
-_E‘I.CI

g LY. ¢£iIII TT;llIAI L

25 25
WabLagod 4 WabLagod 4

Dataset #: 5
Motif ID: 52

Motif name: TFM1

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

Position number: 4

Number of overlap: 14

Similarity score: 0.110348

Alignment:

WTKTTTTTHWTTTTTTBT

-AAATTKTATTTAWT ——-

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

ABAAAAAAWHAAAAARAW
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2.0 2.0

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

Similarity score: 0.111607

Alignment:

AATTYDGAARTAWW

AAATTKTATTTAWT

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

EH?ILJTQEA I

10
Welilogo 3.4 Webilogo 3.4

Dataset #: 5
Motif ID: 53
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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:
WWHTTTTTCABAAWTTWA
--AWTAAATAYAATTT--

TFM3

Original Motif
Original Motif
Backward

3

14

0.124188

Original motif =~ Consensus sequence: WWHTTTTTCABAAWTTWA

2.0+

gﬂT%ATgTIIQ%LAAe%IIQ

Webilogo 3.4

Reverse complement motif

TWAAWTTVTGAAAAAHWW
2.0
aba, JT TG

Consensus sequence:

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

2

16

Motif 16

Reverse Complement
Original Motif
Backward

1

14

0.125
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Alignment:
ACAAWTRATTTTGA
AAATTKTATTTAWT

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

2.0

CHA

A

10 10
WebiLoga 3.4 WebiLoga 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
Direction: Forward

Position number: 2

Number of overlap: 13

Similarity score: 0.596154

Alignment:

TTTDAWATATHATT-

-AWTAAATAYAATTT

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

a.

%t ATA%IAIX

10

Dataset #:

Motif ID:

Motif name:

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

Position number:

Number of overlap:

Similarity score:

Alignment:

WAHHTVTTYKAAAAWTTRAT--
———————— AWTAAATAYAATTT

Original motif

55

TFM13

Original Motif
Reverse Complement
Forward

9

12

1.11736

Consensus sequence: ATKAAWTTTTRMAABAHHTW

Djél:%‘%lcélﬂkéééi

A Jh

Weblaga 3.4

Reverse complement motif
WAHHTVTTYKAAAAWTTRAT

ATTT

Consensus sequence:

C =4 4
-

g:ﬁAzxLﬂTﬁé

: TQAA

2AT

Weblagn a4

Dataset #:
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Motif ID: 15
Motif name: Motif 15
Matching format of first motif:

Matching format of second motif:

Direction: Backward
Position number: 1
Number of overlap: 12
Similarity score: 1.125
Alignment:

-—-TTTTATTGTYAT

AAATTKTATTTAWT

Original motif

2.0

Consensus sequence: ATMACAATAAAA

bits

A

0.0

Wetiloga 34

Reverse Complement
Reverse Complement

Reverse complement motif

2.0

Consensus sequence: TTTTATTGTYAT

1.0

bits

0.0

Welaloga 34

Dataset #: 2 Motif ID: 6

Original motif

2.0

Consensus sequence: AATTYDGAARTAWW

Motif name: Motif 6

Reverse complement motif = Consensus sequence: WWTAKTTCDKAA’

Wehilogo 3.4
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Best Matches for Motif ID 6 (Highest to Lowest)

Dataset #: 5

Motif ID: 53

Motif name: TFM3
Matching format of first motif: Reverse Complement
Matching format of second motif: Original Motif
Direction: Backward
Position number: 4

Number of overlap: 14

Similarity score: 0.0325081
Alignment:

WWHTTTTTCABAAWTTWA

-WWTAKTTCDKAATT---

Reverse complement motif  Consensus sequence:
TWAAWTTVTGAAAAAHWW

2.0 2.0

“T8.ITrxxCA AN z]xA “Taha, TT TGana08 84

Wetiloga 3.4 Wetiloga 34

Original motif = Consensus sequence: WWHTTTTTCABAAWTTWA

Dataset #: 5

Motif ID: 55

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

Position number:
Number of overlap:
Similarity score:

Alignment:
ATKAAWTTTTRMAABAHHTW
—-———-AATTYDGAARTAWW-—

Original motif

20

Forward

5

14
0.0349702

Consensus sequence: ATKAAWTTTTRMAABAHHTW

Reverse complement motif
WAHHTVTTYKAAAAWTTRAT

ﬂ;iﬁA:ILTTT?éﬁ ileAr

Consensus sequence:

15
Webslaga 3.4

Dataset #:

Motif ID:

Motif name:

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

Position number:

Number of overlap:

Similarity score:

Alignment:
TWVHWWWYTTTYTTTTTHTTTVWBH
—-——-WWTAKTTCDKAATT-—-——————

56

TFM11

Reverse Complement
Reverse Complement
Backward

9

14

0.0626838
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Original motif = Consensus sequence:
HDWVAAAHAAAAAMAAAMWWWHBWA

20

Aé ‘ Aééﬁ Ao éé

o RA Aaa,

5 20
WebLagod 4

Reverse complement motif ~ Consensus sequence:
TWVHWWWYTTTYTTTTTHTTTVWBH

20

@
218

LY\ 4££III 1I;llIAI X

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: 2

Number of overlap: 14

Similarity score: 0.0667239
Alignment:

WIKTTTTTHWTTTTTTBT

-WWTAKTTCDKAATT---

Original motif = Consensus sequence: WTKTTTTTHWTTTTTTBT

iiﬁuﬂﬂ LT 1

s S g ——

Webilogo 3.4

Reverse complement motif = Consensus sequence:

ABAAAAAAWHAAAAARAW
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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: Original Motif
Direction: Forward
Position number: 1

Number of overlap: 14

Similarity score: 0.0741071
Alignment:

AWTAAATAYAATTT

WWTAKTTCDKAATT

Original motif  Consensus sequence: AWTAAATAYAATTT

2.0

bits

A C

0.0

Webiioga 3.4

Reverse complement motif

bits

2.0

Consensus sequence: AAATTKTATTTAW

Webiloga 3.4

Dataset #: 2

Motif ID: 8

Motif name: Motif 8

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

Position number: 1

Number of overlap: 14
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Similarity score: 0.0763393
Alignment:

TGATTTTAWKATTT

WWTAKTTCDKAATT

Original motif = Consensus sequence: AAATRWTAAAATCA

2.0

bits

AA

0.0

5
Webiioga 3.4

Reverse complement motif

2.0

bits

a.0

Consensus sequence: TGATTTTAWKATT

AC

10
Webiloga 3.4

Dataset #: 2
Motif ID: 9
Motif name: Motif 9

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

Direction: Backward
Position number: 1

Number of overlap: 14
Similarity score: 0.0852679
Alignment:

TTTDAWATATHATT

WWTAKTTCDKAATT

Original motif = Consensus sequence: AATHATATWTHAAA

Reverse Complement
Reverse Complement

Reverse complement motif

Consensus sequence: TTTDAWATATHAT
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2.0

0.0

i QTA%IAII

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
WWTAKTTCDKAATT

Motif 3

Reverse Complement
Reverse Complement
Backward

1

14

0.0864698

Original motif =~ Consensus sequence: AWAAAWTWAAASWA

ﬂﬁaAA;AAA AxA

Welilogo 3.4

Reverse complement motif = Consensus sequence: TWSTTTWAWTTT\

IaleléT

Webilogo 3.4

Dataset #:
Motif ID:

19
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Motif name: Motif 19

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: 1.06667

Alignment:

—-—TTCWTAGATTAWA

AATTYDGAARTAWW-

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

2.0 2.0

A A A

Wablogod s Wablogod 4

Dataset #: 4
Motif ID: 37

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

Position nhumber: 1

Number of overlap: 12

Similarity score: 1.07587
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Alignment:

WHTATTATTTDH--

WWTAKTTCDKAATT

Original motif  Consensus sequence: HDAAATAATAHW Reverse complement motif = Consensus sequence: WHTATTATTTDH
2.0 2.0
a0 l=— — o0 R TAIATAI o

Dataset #: 2 Motif ID: 7 Motif name: Motif 7

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

CulGug..

QETCQCCT chcg

Webiioga 3.4 Webiloga 3.4

Best Matches for Motif ID 7 (Highest to Lowest)

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
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Number of overlap: 14

Similarity score: 0

Alignment:

HVGCCCCGCCCCBB

CSKCCCCGCCCcesy

Original motif = Consensus sequence: HVGCCCCGCCCCBB Reverse complement motif  Consensus sequence: BBGGGGCGGGGC
i ";'E‘TCQQCACQGQ-- _ ao =5 - TS ?C-‘-g—-— =

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: 14

Similarity score: 0.0012818

Alignment:

BCCGCCCCGCCCCRBB

-CSKCCCCGCCceesy

Reverse complement motif = Consensus sequence:

Original motif = Consensus sequence: BCCGCCCCGCCCCBB BBGGGGCGGGGCGGR
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2.0

bits

2.0

hit

——

+_a0el0e0o0e .

Webiloga 3.4

Dataset #:

Motif ID:

Motif name:

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

Position number:

Number of overlap:

Similarity score:

Alignment:
CYYCBBCYYYTCCHCCTYYY

—-—--CSKCCCCGCCCCSY—-—--

Original motif = Consensus sequence: CYYCBBCYYYTCCHCCTYYY

20

5

54

TFM12
Original Motif
Original Motif
Forward

4

14
0.0537802

Reverse complement motif
KKKAGGDGGAKKMGBBGKMG

20

AéeA‘EAAAééA?A‘E =58,

Consensus sequence:

Weblagn a4

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

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
DGVBCABTGDWGCGKRRCSR
—————— MSGGGGCGGGGYSG

31

Pax5

Reverse Complement
Original Motif
Forward

7

14

0.0662825

Original motif = Consensus sequence: DGVBCABTGDWGCGKRRCSR

20

2
=10

AAQ?A

ol=A _-;gé—-lﬁ‘i‘é QATc

Weblaga 34

Reverse complement motif = Consensus sequence:
MSGKKRCGCWDCABTGBBCD

20

bits

) ST%EégI £=CA 1o gi

Weblaga 34

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:
Number of overlap:

5

51

TFM2

Original Motif
Reverse Complement
Forward

1

14
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Similarity score: 0.0758609

Alignment:
CHCCBCCKMCTCCKCM
CSKCCCCGCCceesy—-

Reverse complement motif = Consensus sequence:
CHCCBCCKMCTCCKCM

2.0

Original motif = Consensus sequence: RGRGGAGRRGGHGGDG

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: 1

Number of overlap: 14

Similarity score: 0.0829042

Alignment:

GCvCCcGeeMeceycee

CSKCCCCGCCCCsy

Original motif = Consensus sequence: GGMGGRGGCGGVGC Reverse complement motif = Consensus sequence: GCVCCGCCMCCY(
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2.0

" GG_g CUG e :¢C¢CC?CC$991gQ

its

b

3 10 Waksla a4 Wakala a4
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
Number of overlap: 14
Similarity score: 0.0912118
Alignment:
VAGGCCBBGGCVBR
CSKCCCCGCCCCsy
Original motif = Consensus sequence: BBVGCCBVGGCCTV Reverse complement motif  Consensus sequence: VAGGCCBBGGCVE
o lEmmmEa g__-:-’:"__ 9 CC — o6 -';*A CC:EA%Q‘3=G
Dataset #: 4
Motif ID: 42
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Motif name:
Matching format of first motif:

Matching format of second motif:

SSGTCACGTGACSs
Reverse Complement
Reverse Complement

Direction: Backward

Position number: 1

Number of overlap: 14

Similarity score: 0.0948838

Alignment:

SGGTCACGTGACCS

MSGGGGCGGGGYSG

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

2.0

bits

_geTOACa cace.

2.0

A0 cace.

0.0 o = W

bits

10

Webilogo 3.4 Webilogo 3.4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position nhumber:
Number of overlap:
Similarity score:

3

30

PLAG1

Original Motif
Reverse Complement
Forward

2

13

0.590412
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Consensus sequence: CCCCCTTGGGCCC

Reverse complement motif

Alignment:
CCCCCTTGGGCCCC-
-CSKCCCCGCCcceesy
Original motif = Consensus sequence: GGGGCCCAAGGGGG
20
- F= =L Qgé? - -
3 10
Dataset #: 5
Motif ID: 49
Motif name: TFF1
Matching format of first motif: Reverse Complement
Matching format of second motif Original Motif
Direction: Forward
1
12
1.07659

Position number:
Number of overlap:

Similarity score:
Consensus sequence: GCVGCGGCBCCG

Reverse complement motif

Alignment:
CGGVGCCGCVGC--

MSGGGGCGGGGYSG
Consensus sequence: CGGVGCCGCVGC
Page 212 of 594
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2.0 2.0

+ (36_GCeGe of "¢ 6Cc ic.CC

.0 e ——— - — = = P g
5 10 10

Wetiloga 34

bits

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

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

AT heskTTT

Wehilogo 3.4

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

Position number: 1

Number of overlap: 14

Similarity score: 0.0961539

Alignment:

TWSTTTWAWTTTWT

TGATTTTAWKATTT
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Original motif = Consensus sequence: AWAAAWTWAAASWA Reverse complement motif = Consensus sequence: TWSTTTWAWTTT\

G;Aaé¢;§AQAEIQ e ETléleléT

Welilogo 3.4 Webilogo 3.4

Dataset #:

Motif ID:

Motif name:

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

Position number:

Number of overlap:

Similarity score:

Alignment:
WIKTTTTTHWTTTTTTBT
-TGATTTTAWKATTT---

Original motif = Consensus sequence: WTKTTTTTHWTTTTTTBT

5

52

TFM1

Reverse Complement
Original Motif
Backward

4

14

0.10348

Reverse complement motif = Consensus sequence:
ABAAAAAAWHAAAAARAW

2.0

0.0

£ITHTE EIIIQII;'- ééAéAAT °ééAATéA%

1 15
Webilogo 3.4 Webilogo 3.4
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Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
AAATTKTATTTAWT
TGATTTTAWKATTT

2

5

Motif 5

Reverse Complement
Reverse Complement
Backward

1

14

0.107143

Original motif  Consensus sequence: AWTAAATAYAATTT

2.0

bits

0.0

A C

Webiioga 3.4

Reverse complement motif

bits

2.0

Consensus sequence: AAATTKTATTTAW

Webiloga 3.4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:
Number of overlap:

5

56

TFM11
Original Motif
Original Motif
Backward

7

14
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Similarity score: 0.111345

Alignment:

HDWVAAAHAAAAAMAAAMWWWHBWA

————— AAATRWTAAAATCA-—————

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

240 20

&
-_E‘I.CI

g LY. ¢£iIII TT;llIAI L

25 25
WabLagod 4 WabLagod 4

Dataset #: 5

Motif ID: 55

Motif name: TFM13

Matching format of first motif: Reverse Complement
Matching format of second motif: Reverse Complement
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
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el AT T MrshrTes

Weblaga 34 Weblaga 34

Dataset #: 2

Motif ID: 6

Motif name: Motif 6

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

Position number: 1

Number of overlap: 14

Similarity score: 0.113839

Alignment:

WWTAKTTCDKAATT

TGATTTTAWKATTT

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

=]

}?IT%TTQ;A I

Welilogo 3.4 Webilogo 3.4

Dataset #: 2
Motif ID: 9
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Motif name: Motif 9
Matching format of first motif: Original Motif

Matching format of second motif: Original Motif

Direction: Backward

Position number: 2

Number of overlap: 13

Similarity score: 0.625

Alignment:

—AATHATATWTHAAA

AAATRWTAAAATCA-

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

2.0

2.0

bits
&

a.

bl Al Tl heTaad

Webilogo 3.4 Webilogo 3.4

Dataset #:

Motif ID:

Motif name:

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

Position nhumber:

Number of overlap:

Similarity score:

2

19

Motif 19

Reverse Complement
Reverse Complement
Forward

2

12

1.10417
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Alignment:
TWTAATCTAWGAA--
-TGATTTTAWKATTT

Original motif = Consensus sequence: TTCWTAGATTAWA

2.0

Ja

A

Webilagad 4

Reverse complement motif

Consensus sequence: TWTAATCTAWGA/

P

10
Webilogad 4

Dataset #:

Motif ID:

Motif name:

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

Position number:

Number of overlap:

Similarity score:

Alignment:
TTTTATTGTYAT--
TGATTTTAWKATTT

2

15

Motif 15

Reverse Complement
Reverse Complement
Forward

1

12

1.10417

Original motif =~ Consensus sequence: ATMACAATAAAA

Reverse complement motif

Consensus sequence: TTTTATTGTYAT
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2.0 2.0

1.0

bits

0.0 0.0

Wetiloga 34 Welaloga 34

Dataset #: 2

Motif ID: 16

Motif name: Motif 16
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: 1.125
Alignment:

ACAAWTRATTTTGA--

-—-AAATRWTAAAATCA

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

Welilogo 3.4 Webilogo 3.4

Dataset #: 2 Motif ID: 9 Motif name: Motif 9
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Original motif = Consensus sequence: AATHATATWTHAAA Reverse complement motif = Consensus sequence: TTTDAWATATHAT

2.0

Welilogo 3.4 Webilogo 3.4

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:
WAHHTVTTYKAAAAWTTRAT

T AT T I Trees

15 20
ungua Weblaga 34

Original motif = Consensus sequence: ATKAAWTTTTRMAABAHHTW

20
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Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
WWHTTTTTCABAAWTTWA
—-——-TTTDAWATATHATT-

Original motif = Consensus sequence: WWHTTTTTCABAAWTTWA

2.0

“7a Trr,20h M

5

53

TFM3

Reverse Complement
Original Motif
Backward

2

14

0.0486562

Reverse complement motif = Consensus sequence:
TWAAWTTVTGAAAAAHWW

2.0

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:

52

TFM1

Reverse Complement
Original Motif
Forward

4
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Number of overlap:

14

Similarity score: 0.0528083
Alignment:

WIKTTTTTHWTTTTTTBT

—-——-TTTDAWATATHATT-

Original motif = Consensus sequence: WTKTTTTTHWTTTTTTBT

EﬂxITILTyz L1 1

Webilogo 3.4

Reverse complement motif
ABAAAAAAWHAAAAARAW

20
P
E10

aA

P

Consensus sequence:

!

Aa

0.0

B

1

ok

15

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

TTTDAWATATHATT-————-—-——————

5

56

TFM11

Reverse Complement
Original Motif
Forward

1

14

0.054155
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Original motif = Consensus sequence: Reverse complement motif = Consensus sequence:
HDWVAAAHAAAAAMAAAMWWWHBWA TWVHWWWYTTTYTTTTTHTTTVWBH

20 20

A A AAQAAé AAé%A pA %:cg ! 1I;llIAI

i 5
ool . LS A
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\

2.0

cééécéééAA CAt %: = EléleléT

5

2.0

Wehiloga 3.4 Webiloga 3.4
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Dataset #: 2

Motif ID: 6
Motif name: Motif 6
Matching format of first motif: Reverse Complement
Matching format of second motif: Reverse Complement
Direction: Backward
Position number: 1
Number of overlap: 14
Similarity score: 0.0741568
Alignment:
WWTAKTTCDKAATT
TTTDAWATATHATT
Original motif = Consensus sequence: AATTYDGAARTAWW Reverse complement motif = Consensus sequence: WWTAKTTCDKAA
20 20
ol AT
. - X LATAIAZ ]| 1¥x
WebiLogo 3.4 2 10 WebiLogo 3.4
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: 2
Number of overlap: 13
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Similarity score: 0.547543

Alignment:
-AAATTKTATTTAWT
AATHATATWTHAAA-

Original motif = Consensus sequence: AWTAAATAYAATTT

2.0

bits

A C

0.0

Reverse complement motif

2.0

Consensus sequence: AAATTKTATTTAW

2 10 Wehiioga 3.4 Wehiioga 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: 1
Number of overlap: 13
Similarity score: 0.557158
Alignment:
- TTCWTAGATTAWA
AATHATATWTHAAA

Original motif = Consensus sequence: TTCWTAGATTAWA

Reverse complement motif

Consensus sequence: TWTAATCTAWGA/
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Webilogad 4 Webiloga 3 4

Dataset #: 2

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: 2

Number of overlap: 13

Similarity score: 0.576389

Alignment:

—-TGATTTTAWKATTT

TTTDAWATATHATT-

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

Welilogo 3.4 Webilogo 3.4

Dataset #: 4
Motif ID: 41
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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:
-—-HDAAATAATADD
TTTDAWATATHATT

WWAAATAATALw
Reverse Complement
Original Motif
Backward

1

12

1.03318

Original motif = Consensus sequence: HDAAATAATADD

2.0

“ aaAlAATA

00—

Reverse complement motif = Consensus sequence: DDTATTATTTDH

. TarTATxx

Wehilogo 34

WetiLogo 34

Dataset #: 2 Motif ID: 10 Motif name:

Original motif = Consensus sequence: TTTCATAAWT

2.0

bits
s

AN

Wabloga 3 4

0.0

Best Matches for Motif ID 10 (Highest to Lowest)

Motif 10

bits

Reverse complement motif = Consensus sequence: AWTTATGAAA

A

Wabloga 3.4
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Dataset #: 2

Motif ID: 11

Motif name: Motif 11

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

Position number: 2

Number of overlap: 10

Similarity score: 0.01875

Alignment:

ATTTWATGAAA

-AWTTATGAAA

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

2.0 2.0

bifs
bifs

[alnl

0O

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

Position number: 5

Number of overlap: 10
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Similarity score: 0.0375

Alignment:
AATTYDGAARTAWW
—-———-AWTTATGAAA

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

2.0 2.0

N $§TT95A I

0.0 a.0
10

Webiioga 3.4 Webiloga 3.4

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

-TTTCATAAWT---

Original motif = Consensus sequence: AAATRWTAAAATCA Reverse complement motif = Consensus sequence: TGATTTTAWKATT
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Welloge 3.4

Welsloge 34

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

2.0+

gﬂT%ATETIIQéLAAQ%IIA

Webilogo 3.4

Dataset #: 5

Page 231 of 594



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

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
ATKAAWTTTTRMAABAHHTW
————AWTTATGAAA-—-——-—-

55

TFM13

Reverse Complement
Original Motif
Forward

5

10

0.0545833

Original motif = Consensus sequence: ATKAAWTTTTRMAABAHHTW

20

Reverse complement motif = Consensus sequence:

WAHHTVTTYKAAAAWTTRAT
a &A: . LTTT?Qﬂ MnéAI

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:
Number of overlap:

Motif 5

Reverse Complement
Original Motif
Backward

1

10
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Similarity score: 0.05625

Alignment:
AWTAAATAYAATTT
—-———-AWTTATGAAA

Original motif = Consensus sequence: AWTAAATAYAATTT

2.0

bits

A C

0.0

Reverse complement motif

2.0

Consensus sequence: AAATTKTATTTAW

5 10 Watila as Watila a4
Dataset #: 2
Motif ID: 17
Motif name: Motif 17

Matching format of first motif: Original Motif

Matching format of second motif:

Direction: Forward
Position number: 1
Number of overlap: 10
Similarity score: 0.05625
Alignment:

ATTCATTTTT

TTTCATAAWT

Original motif = Consensus sequence: AAAAATGAAT

Reverse Complement

Reverse complement motif

Consensus sequence: ATTCATTTTT
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Wbl oga 3 4

bits

Wbl aga 3 4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
TTTDAWATATHATT
-——-TTTCATAAWT

2

9

Motif 9

Original Motif
Reverse Complement
Backward

1

10

0.0604166

Original motif =~ Consensus sequence: AATHATATWTHAAA

2.0

a.

g $TA@IAII

10

Reverse complement motif

Consensus sequence: TTTDAWATATHAT

Dataset #:
Motif ID:
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Motif name:

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

Position number:

Number of overlap:

Similarity score:

Alignment:
ATMACAATAAAA
-—AWTTATGAAA

Motif 15

Reverse Complement
Original Motif
Backward

1

10

0.06875

Original motif =~ Consensus sequence: ATMACAATAAAA

2.0

£

Wehilogo 34

Reverse complement motif

bits

2.0

1.0

0.0

Consensus sequence: TTTTATTGTYAT

WetiLogo 34

Dataset #:

Motif ID:

Motif name:

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

Position nhumber:

Number of overlap:

Similarity score:

2

3

Motif 3

Reverse Complement
Original Motif
Forward

5

10

0.0706731
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Alignment:
AWAAAWTWAAASWA
-———-AWTTATGAAA

Original motif =~ Consensus sequence: AWAAAWTWAAASWA

Reverse complement motif  Consensus sequence: TWSTTTWAWTTT\

Dataset #: 2 Motif ID: 11

Original motif = Consensus sequence: ATTTWATGAAA

2.0

bifs

0.0

5

Webiioga 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: Original Motif
Direction: Forward

Position number: 3

Motif name: Motif 11

Reverse complement motif = Consensus sequence: TTTCATWAAAT

2.0

0.0

Webiiaga 34
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Number of overlap: 11

Similarity score: 0.0795455

Alignment:

AWTAAATAYAATTT

—-—TTTCATWAAAT-

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

2.0

C 5

Welilogo 3.4

Webilogo 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: Forward

Position number: 3

Number of overlap: 11

Similarity score: 0.0795455

Alignment:

AAATRWTAAAATCA

-—-TTTCATWAAAT-

Original motif = Consensus sequence: AAATRWTAAAATCA Reverse complement motif = Consensus sequence: TGATTTTAWKATT
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Welloge 3.4

Welsloge 34

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: 6

Number of overlap: 11

Similarity score: 0.0991736
Alignment:

WWHTTTTTCABAAWTTWA

————— TTTCATWAAAT--

Reverse complement motif =~ Consensus sequence:

Original motif =~ Consensus sequence: WWHTTTTTCABAAWTTWA TWAAWTTVTGAAAAAHWW

2.0+

gﬂT%ATETIIQéLAAQ%IIA

Webilogo 3.4

Dataset #: 2
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Motif ID: 18
Motif name: Motif 18
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:

TTATWAWCTAA

ATTTWATGAAA

Original motif = Consensus sequence: TTAGWTWATAA

2.0

bits

AlA

0.0

Watiiaga 34

Reverse complement motif

bits

2.0

0.0

A

Consensus sequence: TTATWAWCTAA

JAN

Webilaga 34

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

2

15

Motif 15

Original Motif
Reverse Complement
Forward

1

11

0.102273
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Alignment:
TTTTATTGTYAT
ATTTWATGAAA-

Original motif =~ Consensus sequence: ATMACAATAAAA

2.0

bits

A

0.0

Welaloga A4

Reverse complement motif

2.0

1.0

bits

0.0

Consensus sequence: TTTTATTGTYAT

Wekaloga A4

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: 1

Number of overlap: 11

Similarity score: 0.109848
Alignment:

AATHATATWTHAAA

-——ATTTWATGAAA

Original motif = Consensus sequence: AATHATATWTHAAA

Reverse complement motif

Consensus sequence: TTTDAWATATHAT
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2.0

] QTA%IAIE

a.

bits

10

Dataset #:

Motif ID:

Motif name:

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

Position number:

Number of overlap:

Similarity score:

Alignment:
AATTYDGAARTAWW
-ATTTWATGAAA--

Motif 6
Original Motif
Original Motif
Backward

3

11

0.113636

Original motif = Consensus sequence: AATTYDGAARTAWW

Welilogo 3.4

Reverse complement motif = Consensus sequence: WWTAKTTCDKAA’

ﬁH%ITé;TTQ;? I

Webilogo 3.4

Dataset #:
Motif ID:

19
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Motif name: Motif 19

Matching format of first motif: Reverse Complement
Matching format of second motif: Reverse Complement
Direction: Forward
Position number: 1
Number of overlap: 11
Similarity score: 0.113636
Alignment:
TWTAATCTAWGAA
TTTCATWAAAT--
Original motif = Consensus sequence: TTCWTAGATTAWA Reverse complement motif = Consensus sequence: TWTAATCTAWGA/
20
£10
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
Position nhumber: 1
Number of overlap: 11
Similarity score: 0.113636
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Alignment:
TWSTTTWAWTTTWT
—-——TTTCATWAAAT

Original motif =~ Consensus sequence: AWAAAWTWAAASWA

<A

=T\

WelsLage 3.4

Reverse complement motif

Consensus sequence: TWSTTTWAWTTT\

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: 4

Number of overlap: 11

Similarity score: 0.114394
Alignment:

ATKAAWTTTTRMAABAHHTW

-——-ATTTWATGAAA-—————

Original motif = Consensus sequence: ATKAAWTTTTRMAABAHHTW

Reverse complement motif
WAHHTVTTYKAAAAWTTRAT

Consensus sequence:
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20

el AT T MrshrTes

15 20 20
Weblaga 34

Weblaga 34

Dataset #: 2 Motif ID: 12 Motif name: Motif 12

Original motif = Consensus sequence: AAAACAAA Reverse complement motif = Consensus sequence: TTTGTTTT
= 0 =0
Lol n =

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: Forward

Position number: 2

Number of overlap: 8

Similarity score: 0.0625

Alignment:

TTTTATTGTYAT

-TTTGTTTT---
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Original motif = Consensus sequence: ATMACAATAAAA

2.0

bits

A

0.0

Wekiloga A4

Reverse complement motif

2.0

Consensus sequence: TTTTATTGTYAT

Wekiloga A4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:

AAAAATGAAT
—-AAAACAAA-

2.0

2

17

Motif 17
Original Motif
Original Motif
Forward

2

8

0.0625

Original motif =~ Consensus sequence: AAAAATGAAT

10
Wbl ogo 3 S

Reverse complement motif

2.0

Consensus sequence: ATTCATTTTI

10
Wbl ogo 34
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Dataset #: 2

Motif ID: 16

Motif name: Motif 16

Original Motif
Reverse Complement

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

Direction: Backward
Position number: 5
Number of overlap: 8
Similarity score: 0.078125
Alignment:

TCAAAATKAWTTGT

-—-AAAACAAA-——-

Original motif = Consensus sequence: ACAAWTRATTTTGA

2.0

bits

0.0

Webiioga 3.4

Reverse complement motif = Consensus sequence: TCAAAATKAWTTG

2.0

bits

cla

a.0

10

Webiloga 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: 3
Number of overlap: 8

Page 246 of 594



Similarity score: 0.078125

Alignment:
AAATTKTATTTAWT
--TTTGTTTT----

Original motif = Consensus sequence: AWTAAATAYAATTT

2.0

bits

A C

0.0

Reverse complement motif

2.0

Consensus sequence: AAATTKTATTTAW

2 10 Wehiioga 3.4 Wehiioga 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: Forward
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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bits

TTATT Tl

el ago @

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: 10

Number of overlap: 8

Similarity score: 0.0790441
Alignment:

HDWVAAAHAAAAAMAAAMWWWHBWA

————————— AAAACAAA-——————-

Original motif = Consensus sequence:
HDWVAAAHAAAAAMAAAMWWWHBWA

20

Reverse complement motif
TWVHWWWYTTTYTTTTTHTTTVWBH

Consensus sequence:

bits

@zixll 1I;llIAI

Dataset #: 2
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3

Motif ID:
Motif name: Motif 3
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: 0.0805288
Alignment:
AWAAAWTWAAASWA
--AAAACAAA-———
Original motif  Consensus sequence: AWAAAWTWAAASWA Reverse complement motif  Consensus sequence: TWSTTITWAWTTT\
. 20
(W SVITRPRR 01 S 1
| :.:EAAA%;T(: s ih JAgslll A X4
5 10 5 o
Dataset #: 5
Motif ID: 52
Motif name: TFM1
Matching format of first motif: Original Motif
Matching format of second motif Reverse Complement
Direction: Backward
6
8
0.0873397
Page 249 of 594

Position number:
Number of overlap:
Similarity score:



Alignment:
ABAAAAAAWHAAAAARAW

Reverse complement motif ~ Consensus sequence:
ABAAAAAAWHAAAAARAW

ngﬁééAQAAT ééAAAAQ%

0.0

Original motif = Consensus sequence: WTKTTTTTHWTTTTTTBT

Dataset #: 2

Motif ID: 18

Motif name: Motif 18

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

Position number: 4

Number of overlap: 8

Similarity score: 0.09375

Alignment:

TTAGWTWATAA

TTTGTTTT---

Original motif = Consensus sequence: TTAGWTWATAA Reverse complement motif = Consensus sequence: TTATWAWCTAA
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2.0

bits

0.0

Dataset #: 2

Motif ID: 8

Motif name: Motif 8
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: 0.09375
Alignment:

AAATRWTAAAATCA

--AAAACAAA----

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

2.0

bits

AC

0.0

5 10
Welilogo 3.4 Webilogo 3.4

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

Wit oo S

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: Backward

Position number: 4

Number of overlap: 8

Similarity score: 0

Alignment:

AAATCTTTYAA

AAATCTTT---

Original motif = Consensus sequence: TTMAAAGATTT

2.0

Wetiiaga 34

Reverse complement motif

=

oits

Reverse complement motif

bits

2.0

[ul

i

Consensus sequence: AAATCTTT

Wieda oo S

Consensus sequence: AAATCTTTYAA

Wekiiaga 34
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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: 1

Number of overlap: 8

Similarity score: 0.0625

Alignment:

AAATRWTAAAATCA

—————— AAATCTTT

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

2.0 2.0

bits
bits

AC

0.0 a.0

10
Wetiloga 3.4 Wetilogo 3.4

Dataset #: 2

Motif ID: 16

Motif name: Motif 16
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Backward
Position number: 4

Number of overlap: 8
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Similarity score: 0.0625

Alignment:
ACAAWTRATTTTGA
-——-AAAGATTT---

Original motif = Consensus sequence: ACAAWTRATTTTGA

2.0

bits

0.0

Reverse complement motif

2.0

bits

a.0

Consensus sequence: TCAAAATKAWTTG

CHA

10

2 10 Wehiioga 3.4 2 Wehiioga 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: Forward
Position number: 4
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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Webilogad 4

Webiloga 3 4

Dataset #:

Motif ID:

Motif name:

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

Position number:

Number of overlap:

Similarity score:

Alignment:
AAATTKTATTTAWT
AAATCTTT--—-——-

2

5

Motif 5

Reverse Complement
Reverse Complement
Backward

7

8

0.078125

Original motif = Consensus sequence: AWTAAATAYAATTT

2.0

bits

0.0

il A C

Welilogo 3.4

Reverse complement motif

Consensus sequence: AAATTKTATTTAW

Webilogo 3.4

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

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
AWGKAAWTTTT
-——-AAATCTTT

Original motif

2.0

Motif 4

Reverse Complement
Reverse Complement
Forward

4

8

0.0822369

Consensus sequence: AAAAWTTRCWT

Reverse complement motif

bits

2.0

1.0

xAlAQ%T

Consensus sequence: AWGKAAWTTTT

10
WetiLoga 3.4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position nhumber:
Number of overlap:
Similarity score:

2

17

Motif 17

Reverse Complement
Original Motif
Backward

1

8

0.09375
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Alignment:
AAAAATGAAT
-—-AAATCTTT

Original motif = Consensus sequence: AAAAATGAAT

2.0

bits

Wbl oga 3 4

Reverse complement motif

2.0

bits

Consensus sequence: ATTCATTTIT

Wbl oga 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: Backward
Position number: 4

Number of overlap: 8

Similarity score: 0.104167
Alignment:

DHACATTCTGH

AAAGATTT---

Original motif = Consensus sequence: DHACATTCTGH

Reverse complement motif

Consensus sequence: HCAGAATGTHD
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Watiiaga 34

Webilaga 34

Dataset #: 2

Motif ID: 14

Motif name: Motif 14
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Forward
Position number: 1

Number of overlap: 8

Similarity score: 0.109375
Alignment:

AWAAATAA

AAAGATTT

Original motif = Consensus sequence: AWAAATAA

Reverse complement motif

Consensus sequence: TTATTTWT

=il A S A
0.0 = 0. I
Dataset #: 4
Motif ID: 37

Page 258 of 594



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

Matching format of second motif: Original Motif

Direction: Backward

Position number: 3

Number of overlap: 8

Similarity score: 0.110417

Alignment:

HDAAATAATAHW

-—-AAATCTTT--

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

2.0

ﬁ”_gAAIAATAI¢ ghTAITAAII )

0.0

10
WetiLogo 34

Dataset #: 2 Motif ID: 14 Motif name: Motif 14

Original motif = Consensus sequence: AWAAATAA Reverse complement motif = Consensus sequence: TTATTTWT

=0

bifg
5

A

0O

bns

~TTATTTI

WaebLaoa @3E

Waebiiaoa 38

Best Matches for Motif ID 14 (Highest to Lowest)
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Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
ATTCATTTTT
—-—TTATTTWT

2

17

Motif 17

Reverse Complement
Reverse Complement
Forward

3

8

0.046875

Original motif = Consensus sequence: AAAAATGAAT

2.0

w2
1o

a0

Reverse complement motif

bits

2.0

0.0

Consensus sequence: ATTCATTTIT

Wbl ogo 34

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:
Number of overlap:

Motif 5

Reverse Complement
Reverse Complement
Backward

2

8
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Similarity score: 0.046875

Alignment:
AAATTKTATTTAWT
————— TTATTTWT -

Original motif = Consensus sequence: AWTAAATAYAATTT

2.0

bits

A C

0.0

Reverse complement motif

2.0

Consensus sequence: AAATTKTATTTAW

2 10 Wehiioga 3.4 Wehiioga 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: Forward
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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2.0 2.0

1.0

bits

0.0 0.0

Wetiloga 34 Welaloga 34

Dataset #: 2

Motif ID: 16

Motif name: Motif 16
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Forward
Position number: 1

Number of overlap: 8

Similarity score: 0.0625
Alignment:

ACAAWTRATTTTGA

AWAAATAA-————-

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

Welilogo 3.4 Webilogo 3.4

Dataset #: 4
Motif ID: 41

Page 262 of 594



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 = Consensus sequence: HDAAATAATADD Reverse complement motif = Consensus sequence: DDTATTATTTDH

2.0

00—

:- ‘QQQTQALA;? g;&ATATIAII;NA

Wehilogo 34 WetiLogo 34

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position nhumber:
Number of overlap:
Similarity score:

4
37

tkAAATAATAtw
Reverse Complement
Reverse Complement
Forward

5

8

0.0697917
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Alignment:

WHTATTATTTDH

-——-TTATTTWT

Original motif Consensus sequence: HDAAATAATAHW Reverse complement motif Consensus sequence: WHTATTATTTDH
2.0
aot=— = TAAIAA - TAITATI T

= 10 Walalaga 3.4 Wetalaga 34

Dataset #: 5

Motif ID: 52

Motif name: TFM1

Matching format of first motif: Reverse Complement

Matching format of second motif: Original Motif

Direction: Backward

Position number: 5

Number of overlap: 8

Similarity score: 0.078125

Alignment:

WTKTTTTTHWTTTTTTBT

—————— TTATTTWT———-

Reverse complement motif ~ Consensus sequence:

Original motif = Consensus sequence: WTKTTTTTHWTTTTTTBT ABAAAAAAWHAAAAARAW
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2.0 2.0

Dataset #: 2

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: 2

Number of overlap: 8

Similarity score: 0.078125

Alignment:

TGATTTTAWKATTT

————— TTATTTWT-

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

2.0

bits

AC

0.0

5 10
Welilogo 3.4 Webilogo 3.4

Dataset #: 2
Motif ID: 12
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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:
AAAACAAA
AWAAATAA

Motif 12
Original Motif
Original Motif
Backward

1

8

0.078125

Original motif =~ Consensus sequence: AAAACAAA

Reverse complement motif

Consensus sequence: TTTGTTTT

= 0 =0

£ 1.0 A2 10% I | | | | | I
Lol n = Lol s — =

Dataset #: 2

Motif ID: 18

Motif name: Motif 18

Matching format of first motif: Original Motif

Matching format of second motif: Original Motif

Direction: Backward

Position nhumber: 1

Number of overlap: 8

Similarity score: 0.078125
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Alignment:

TTAGWTWATAA

—-——AWAAATAA

Original motif = Consensus sequence: TTAGWTWATAA Reverse complement motif = Consensus sequence: TTATWAWCTAA
2.0 2.0

210 u n 210 u u
0.0 = = 0.0

Dataset #: 2 Motif ID: 15 Motif name: Motif 15

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

2.0 2.0

bits
5

o3
Z 1.0 n

0.0

0.0
10 5 10
WetiLoga 34 WetiLoga 34

Best Matches for Motif ID 15 (Highest to Lowest)

Dataset #: 2

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: 3
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Number of overlap: 12

Similarity score: 0.104167

Alignment:

TGATTTTAWKATTT

TTTTATTGTYAT--

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

2.0

AC

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: 6

Number of overlap: 12

Similarity score: 0.109681

Alignment:

TWVHWWWYTTTYTTTTTHTTTVWBH

———————— TTTTATTGTYAT-—---

Original motif = Consensus sequence: Reverse complement motif = Consensus sequence:
HDWVAAAHAAAAAMAAAMWWWHBWA TWVHWWWYTTTYTTTTTHTTTVWBH
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240

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:
AWTAAATAYAATTT
-ATMACAATAAAA-

Original motif = Consensus sequence: AWTAAATAYAATTT

2.0

bits

il A C

0.0

Motif 5
Original Motif
Original Motif
Backward

2

12

0.114583

Welilogo 3.4

Reverse complement motif = Consensus sequence: AAATTKTATTTAW’

Webilogo 3.4

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

Matching format of second motif: Original Motif

Direction: Backward

Position number: 3

Number of overlap: 12

Similarity score: 0.114583

Alignment:

AWAAAWTWAAASWA

ATMACAATAAAA--

Original motif =~ Consensus sequence: AWAAAWTWAAASWA Reverse complement motif = Consensus sequence: TWSTTTWAWTTT\

2.0

2.0

GQAAG AAA cAt %mTiﬁ IélIlI$T

0.0
5

Webilogo 3.4 Webilogo 3.4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position nhumber:
Number of overlap:
Similarity score:

5

52

TFM1

Original Motif
Reverse Complement
Forward

3

12

0.115652
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Alignment:
ABAAAAAAWHAAAAARAW
-—-ATMACAATAAAA-———

Original motif = Consensus sequence: WTKTTTTTHWTTTTTTBT

20

I 3

WetaLaga 3.4

0.0

Reverse complement motif
ABAAAAAAWHAAAAARAW

20

Consensus sequence:

Dataset #: 2

Motif ID: 6

Motif name: Motif 6

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

Position number: 1

Number of overlap: 12

Similarity score: 0.119792

Alignment:

WWTAKTTCDKAATT

TTTTATTGTYAT--

Original motif =~ Consensus sequence: AATTYDGAARTAWW

Reverse complement motif

Consensus sequence: WWTAKTTCDKAA
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Welsloge 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:
TTTDAWATATHATT
-TTTTATTGTYAT-

Original motif

2.0

a.

. éTA@IAII

2

9

Motif 9

Reverse Complement
Reverse Complement
Backward

2

12

0.121528

Consensus sequence: AATHATATWTHAAA

10

Reverse complement motif

Consensus sequence: TTTDAWATATHAT

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

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
WWHTTTTTCABAAWTTWA
—————— ATMACAATAAAA

TFM3

Original Motif
Original Motif
Forward

7

12

0.125

Original motif =~ Consensus sequence: WWHTTTTTCABAAWTTWA

2.0+

gﬂT%ATgTIIQ%LAAe%IIQ

Webilogo 3.4

Reverse complement motif

TWAAWTTVTGAAAAAHWW
2.0
aba, JT TG

Consensus sequence:

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

2

16

Motif 16

Original Motif
Reverse Complement
Backward

4

11

0.590909
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Alignment:
-TCAAAATKAWTTGT
ATMACAATAAAA-—-

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

2.0

A

CHA

10 10
WebiLoga 3.4 WebiLoga 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

Similarity score: 0.602273

Alignment:

TTTCATWAAAT-

ATMACAATAAAA

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

bits

1.0

bits

0.0

0.0

Dataset #: 2 Motif ID: 16 Motif name: Motif 16

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

2.0

2.0

ChA

10

AlA

5 10
Wehilogo 3.4 Wehilogo 3.4

Best Matches for Motif ID 16 (Highest to Lowest)

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

2.0

=l A C

0.0

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

Tl T T T reha T

_____ =
20
WebsLaga 3.4 Webslaga 3.4

Original motif = Consensus sequence: ATKAAWTTTTRMAABAHHTW
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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

Number of overlap: 12

Similarity score: 1.08264

Alignment:

—-—-AATHATATWTHAAA

ACAAWTRATTTTGA--

Original motif = Consensus sequence: AATHATATWTHAAA Reverse complement motif = Consensus sequence: TTTDAWATATHAT
20 20
" A AéA A-éli é 0o -____r —Al_ l‘.* I

2 10 Wehiioga 3.4 2 10 Wehiioga 3.4

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

Page 277 of 594



Similarity score: 1.08403

Alignment:
--WHTATTATTTDH
TCAAAATKAWTTGT

Original motif = Consensus sequence: HDAAATAATAHW

2.0

" aAATAAIA..

o0—=—=

bits

5 10

Reverse complement motif

0.0

Consensus sequence: WHTATTATTTDH

ﬁiqATAlIAAII_ﬁ

10
Wetiiogo 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: 12
Similarity score: 1.08881
Alignment:

—--DDTATTATTTDH

TCAAAATKAWTTGT

Original motif = Consensus sequence: HDAAATAATADD

WWAAATAATALtw
Reverse Complement
Reverse Complement

Reverse complement motif

Consensus sequence: DDTATTATTTDH
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5 W e 5 [
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: 3

Number of overlap: 12

Similarity score: 1.1

Alignment:

-—-AAATRWTAAAATCA

ACAAWTRATTTTGA--

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

Welilogo 3.4 Webilogo 3.4

Dataset #: 2
Motif ID: 15

Page 279 of 594



Motif name:

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

Position number:

Number of overlap:

Similarity score:

Alignment:
TTTTATTGTYAT---
—-ACAAWTRATTTTGA

Motif 15

Original Motif
Reverse Complement
Forward

2

11

1.56591

Original motif =~ Consensus sequence: ATMACAATAAAA

2.0

£

Wehilogo 34

Reverse complement motif

bits

2.0

1.0

0.0

Consensus sequence: TTTTATTGTYAT

WetiLogo 34

Dataset #:

Motif ID:

Motif name:

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

Position nhumber:

Number of overlap:

Similarity score:

2

6

Motif 6

Reverse Complement
Original Motif
Backward

4

11

1.56875
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Alignment:
—-——-AATTYDGAARTAWW
TCAAAATKAWTTGT---

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

WelsLage 3.4 Wellage 3.4

Dataset #: 2

Motif ID: 4

Motif name: Motif 4
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: 1.57667
Alignment:

AAAAWTTRCWT-—-—

ACAAWTRATTTTGA

Original motif = Consensus sequence: AAAAWTTRCWT Reverse complement motif = Consensus sequence: AWGKAAWTTTT
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bits

| IQEAQ%T

Dataset #: 2

Motif ID: 20

Motif name: Motif 20
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: 1.57727
Alignment:

TTMAAAGATTT---

ACAAWTRATTTTGA

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

20 2.0

bits

Weiloga 34 WekiLoga 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

2.0

bits
5

= 0.0
5 10 5 10
WL g 3 WL ogo 3 4

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: Forward

Position number: 2

Number of overlap: 10

Similarity score: 0.05

Alignment:

ACAAWTRATTTTGA

-ATTCATTTTT---

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

2.0

it
5

CHA

5 10
Webslogo 3.4 Weblogo 3.4

0.0
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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: 3

Number of overlap: 10

Similarity score: 0.0875

Alignment:

TTTTATTGTYAT

ATTCATTTTT--

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

2.0 2.0

bits
bits

1.0

A

0.0 0.0

WetiLoga 34 WetiLoga 34

Dataset #: 2

Motif ID: 10

Motif name: Motif 10

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

Position number: 1

Number of overlap: 10
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Similarity score: 0.0875
Alignment:

AWTTATGAAA

AAAAATGAAT

Original motif = Consensus sequence: TTTCATAAWT

2.0

w2
1o ﬂ

a0

Reverse complement motif

2.0

bits

0.0

Consensus sequence: AWTTATGAAA

= i = Nosmbi o3t 28
Dataset #: 2
Motif ID: 5
Motif name: Motif 5
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: 0.0875
Alignment:
AWTAAATAYAATTT
-—-—-AAAAATGAAT-

Original motif = Consensus sequence: AWTAAATAYAATTT

Reverse complement motif

Consensus sequence: AAATTKTATTTAW
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Welsloge 34 Welloge 3.4

Dataset #: 2

Motif ID: 4

Motif name: Motif 4

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

Position number: 1

Number of overlap: 10

Similarity score: 0.0947369

Alignment:

AWGKAAWTTTT

-ATTCATTTTT

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

bits

BasTAAST

10
WekiLoga 34

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

Matching format of first motif: Original Motif

Matching format of second motif: Original Motif

Direction: Forward

Position number: 2

Number of overlap: 10

Similarity score: 0.1

Alignment:

AAATRWTAAAATCA

-AAAAATGAAT—-—-

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

2.0 2.0

it
=

AC

0.0

10
Webilogo 3.4 Webilogo 3.4

Dataset #: 4

Motif ID: 44

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

Position nhumber: 2

Number of overlap: 10

Similarity score: 0.1
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Alignment:
DHACATTCTGH
ATTCATTTTT-

Original motif = Consensus sequence: DHACATTCTGH

240

bits

Reverse complement motif

2.0

Consensus sequence: HCAGAATGTHD

=

iaaan Webtoga 8.4
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: 11
Number of overlap: 10
Similarity score: 0.103333
Alignment:
ATKAAWTTTTRMAABAHHTW
ATTCATTTTT-—-—-——————-

Original motif = Consensus sequence: ATKAAWTTTTRMAABAHHTW

Reverse complement motif
WAHHTVTTYKAAAAWTTRAT

Consensus sequence:
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el AT T MrshrTes

Weblaga 34 Weblaga 34

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

Position number: 1

Number of overlap: 10

Similarity score: 0.104808

Alignment:

TWSTTTWAWTTTWT

—-———-ATTCATTTTT

Original motif =~ Consensus sequence: AWAAAWTWAAASWA Reverse complement motif = Consensus sequence: TWSTTTWAWTTT\
Dataset #: 5

Motif ID: 52
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Motif name: TFM1

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

Position number: 5

Number of overlap: 10

Similarity score: 0.105128

Alignment:

ABAAAAAAWHAAAAARAW

--—-—-AAAAATGAAT-—--

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

ABAAAAAAWHAAAAARAW
20 20
o Tl A1 “n ablMs 2t
5 i 5 - T 5
Dataset #: 2 Motif ID: 18 Motif name: Motif 18
Original motif = Consensus sequence: TTAGWTWATAA Reverse complement motif = Consensus sequence: TTATWAWCTAA

2.0 2.0

bitg
bitg

AlA

0.0

Al A

0.0

Wabhiiaga 3.4 Wabiiaga 3.4
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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: Backward

Position number: 3

Number of overlap: 11

Similarity score: 0.09375

Alignment:

AATTYDGAARTAWW

-TTATWAWCTAA--

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

2.0

7Lz TC.AMAIT

10
Webiioga 3.4 Webiloga 3.4

Dataset #: 2

Motif ID: 8

Motif name: Motif 8

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

Position number: 4

Number of overlap: 11

Similarity score: 0.102273

Alignment:

TGATTTTAWKATTT

—-——TTAGWTWATAA

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

2.0 2.0

AC

0.0

5 10
Webiioga 3.4 Webiloga 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

Similarity score: 0.102273
Alignment:

TTTCATWAAAT

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

240 2.1

bits
bits

0.0

0.0

Weiloga 34 WekiLoga 34

Dataset #: 4

Motif ID: 37

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

Position number: 2

Number of overlap: 11

Similarity score: 0.102273

Alignment:

WHTATTATTTDH

-TTATWAWCTAA

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

2.0

o AA_&IAATAﬂ %ATA;[IAAII )

0. - = = —

10
WetiLoga 34 WetiLoga 34
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Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
DDTATTATTTDH
—-TTATWAWCTAA

Original motif

2.0

4
41

WWAAATAATALw
Reverse Complement
Reverse Complement
Forward

2

11

0.104798

Consensus sequence: HDAAATAATADD

Reverse complement motif

. TarthTer

Wetiiogo 3.4

Consensus sequence: DDTATTATTTDH

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:
Number of overlap:

53

TFM3

Reverse Complement
Original Motif
Forward

8

11
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Similarity score: 0.108471

Alignment:
WWHTTTTTCABAAWTTWA
——————— TTATWAWCTAA

Reverse complement motif = Consensus sequence:

Original motif =~ Consensus sequence: WWHTTTTTCABAAWTTWA TWAAWTTVTGAAAAAHWW
2.0—_ 2.0
18 TTr.2CA A, 2]zA “Taa,TT TGasa8h 44
] . TIIQ 2 A _@I A 0o 1E= A ":=A—«-- .e é
10 15

Dataset #: 2
Motif ID: 9
Motif name: Motif 9
Matching format of first motif: Original Motif
Matching format of second motif: Reverse Complement
Direction: Backward
Position number: 3
Number of overlap: 11
Similarity score: 0.109848
Alignment:
TTTDAWATATHATT
-TTAGWTWATAA--
Original motif = Consensus sequence: AATHATATWTHAAA Reverse complement motif = Consensus sequence: TTTDAWATATHAT
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2.0

%t ATA%IAIX

a.

10

Dataset #: 5

Motif ID: 55

Motif name: TFM13
Matching format of first motif: Reverse Complement
Matching format of second motif: Original Motif
Direction: Backward
Position number: 4

Number of overlap: 11

Similarity score: 0.109848
Alignment:

ATKAAWTTTTRMAABAHHTW

—————— TTATWAWCTAA-—--

Original motif = Consensus sequence: ATKAAWTTTTRMAABAHHTW

gLﬁLl:%#I;l’*éA&?Aé@I%

Weblaga 3.4

Reverse complement motif =~ Consensus sequence:

WAHHTVTTYKAAAAWTTRAT

ATTT

C =4 4
-

g:ﬁAzxLﬂTﬁé

: TQAA

aAT

Weblagn a4

Dataset #: 2
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Motif ID: 15

Motif name: Motif 15

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: 0.113636

Alignment:

ATMACAATAAAA

—-TTAGWTWATAA

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

2.0 2.0

£ £10

A

0.0

0.0

Wetiloga 34 Welaloga 34

Dataset #:

Motif ID:

Motif name:

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

Position number:

Number of overlap:

Similarity score:

2

19

Motif 19

Reverse Complement
Original Motif
Backward

3

11

0.113636
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Alignment:
TTCWTAGATTAWA
TTATWAWCTAA--

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

2.0

A A

Webilagad 4 Webilogad 4

P

10

Dataset #: 2 Motif ID: 19 Motif name: Motif 19
Original motif = Consensus sequence: TTCWTAGATTAWA Reverse complement motif  Consensus sequence: TWTAATCTAWGA/

bits
bits

iy A “11A Py

0.0 = 0.0

10
WabLogod 4 WabLogad 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
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Number of overlap: 13
Similarity score: 0.0641025

Alignment:
AATHATATWTHAAA
-TTCWTAGATTAWA

Original motif =~ Consensus sequence: AATHATATWTHAAA

PaT Tl Aol

a.

Welilogo 3.4

Reverse complement motif

Consensus sequence: TTTDAWATATHAT

Tal AeaTararT

Webilogo 3.4

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-

Original motif = Consensus sequence: ATKAAWTTTTRMAABAHHTW

Reverse complement motif
WAHHTVTTYKAAAAWTTRAT

Consensus sequence:
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20

g:ﬁA:ILTTTiéé | %ﬂé@l

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

Number of overlap: 13

Similarity score: 0.0810709
Alignment:

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

Original motif = Consensus sequence:
HDWVAAAHAAAAAMAAAMWWWHBWA

20

Reverse complement motif =~ Consensus sequence:
TWVHWWWYTTTYTTTTTHTTTVWBH

20

@
218

L1 @zﬁxll 1I;lIIAI X

=] F . -

25
WebLagod 4

Dataset #: 5
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Motif ID: 53

Motif name: TFM3

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

Position number: 1

Number of overlap: 13

Similarity score: 0.0815851

Alignment:

TWAAWTTVTGAAAAAHWW

————— TTCWTAGATTAWA

Reverse complement motif = Consensus sequence:
TWAAWTTVTGAAAAAHWW

2.0 2.0

I8 TﬂTTTTTQA_AA 1lzA "Taba,TT TCant8

0.0

Original motif = Consensus sequence: WWHTTTTTCABAAWTTWA

WebLaga 3.4 WebLaga 3.4

Dataset #: 2

Motif ID: 6

Motif name: Motif 6
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Forward
Position number: 3

Number of overlap: 12
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Similarity score: 0.5625

Alignment:
AATTYDGAARTAWW-
—-—TTCWTAGATTAWA

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

ﬂﬂLETT LRI T

10
Webiioga 3.4 Webiloga 3.4

0.0

Dataset #: 2
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: 3

Number of overlap: 12

Similarity score: 0.5625

Alignment:

- TGATTTTAWKATTT

TWTAATCTAWGAA—--

Original motif = Consensus sequence: AAATRWTAAAATCA Reverse complement motif = Consensus sequence: TGATTTTAWKATT
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Welsloge 34

Welloge 3.4

Dataset #: 4
Motif ID: 37

Motif name: tkAAATAATAtw
Reverse Complement

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

Direction: Forward
Position number: 1
Number of overlap: 12
Similarity score: 0.577083
Alignment:

WHTATTATTTDH-

TWTAATCTAWGAA

Original motif = Consensus sequence: HDAAATAATAHW

2.0

%‘ AAAIAATAT%

0.0

Wekiloga A4

Reverse Complement

Reverse complement motif = Consensus sequence: WHTATTATTTDH

. Thonarr

Wekiloga A4

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

Matching format of first motif: Reverse Complement

Matching format of second motif: Reverse Complement

Direction: Forward

Position number: 1

Number of overlap: 12

Similarity score: 0.58179

Alignment:

DDTATTATTTDH-

TWTAATCTAWGAA

Original motif = Consensus sequence: HDAAATAATADD Reverse complement motif = Consensus sequence: DDTATTATTTDH
2.0 2.0

anAAATA TATTAT ™D

oo l=— T—-T == e 0.0 == £ = % — =

Dataset #: 2

Motif ID: 5

Motif name: Motif 5

Matching format of first motif: Original Motif

Matching format of second motif: Original Motif

Direction: Forward

Position nhumber: 3

Number of overlap: 12

Similarity score: 0.583333
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Alignment:
AWTAAATAYAATTT-
-—TTCWTAGATTAWA

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

C

WelsLage 3.4 Wellage 3.4

Dataset #: 2

Motif ID: 20

Motif name: Motif 20
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: 1.02652
Alignment:

TTMAAAGATTT--

TTCWTAGATTAWA

Original motif = Consensus sequence: TTMAAAGATTT Reverse complement motif = Consensus sequence: AAATCTTTYAA
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Watiiaga 34

Dataset #: 2

Motif ID: 20

Motif name: Motif 20

Original motif = Consensus sequence: TTMAAAGATTT

2.0

WWehiiogo 34

Best Matches for Motif ID 20 (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:
AAATRWTAAAATCA
—-——-AAATCTTTYAA

2

8

Motif 8

Reverse Complement
Original Motif
Forward

4

11

0.0681818

Reverse complement motif

bits

Consensus sequence: AAATCTTTYAA

WetiLogo 3.4
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Original motif = Consensus sequence: AAATRWTAAAATCA Reverse complement motif = Consensus sequence: TGATTTTAWKATT

2.0

it
=

AC

0.0

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/

2.0

Weblogod 4 Wablogod 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:
AAATTKTATTTAWT
—-AAATCTTTYAA-—

2

5

Motif 5

Reverse Complement
Reverse Complement
Backward

3

11

0.102273

Original motif  Consensus sequence: AWTAAATAYAATTT

2.0

bits

0.0

A C

Webiioga 3.4

Reverse complement motif

bits

2.0

Consensus sequence: AAATTKTATTTAW

Webiloga 3.4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:
Number of overlap:

2

16

Motif 16
Original Motif
Original Motif
Forward

1

11
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Similarity score: 0.102273

Alignment:

ACAAWTRATTTTGA

TTMAAAGATTT---

Original motif = Consensus sequence: ACAAWTRATTTTGA Reverse complement motif = Consensus sequence: TCAAAATKAWTTG
2.0 2.0

ts
bits
=

= AlA CHA

0.0 . - a.0

5 10 - 5 10 -
Dataset #: 2

Motif ID: 9

Motif name: Motif 9

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: 0.106061

Alignment:

TTTDAWATATHATT

-—-TTMAAAGATTT-

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

%t ATA%IAIX

a.

10

Dataset #: 5

Motif ID: 55

Motif name: TFM13

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

Position number: 2

Number of overlap: 11

Similarity score: 0.110606

Alignment:

WAHHTVTTYKAAAAWTTRAT

-AAATCTTTYAA-——————-

Original motif = Consensus sequence: ATKAAWTTTTRMAABAHHTW

gLﬁLl:%#I;l’*éA&?Aé@I%

Weblaga 3.4

Reverse complement motif =~ Consensus sequence:

WAHHTVTTYKAAAAWTTRAT

ATTT

C =4 4
-

g:ﬁAzxLﬂTﬁé

_'réyAJ\

aAT

Weblagn a4

Dataset #: 2
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Motif ID: 4

Motif name: Motif 4

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: 0.110646

Alignment:

AWGKAAWTTTT

TTMAAAGATTT

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

20 20

*AARAsTTAc. T B TAALT
Dataset #: 5

Motif ID: 53

Motif name: TFM3

Matching format of first motif: Original Motif

Matching format of second motif: Original Motif

Direction: Forward

Position number: 7

Number of overlap: 11

Similarity score: 0.113636
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Alignment:
WWHTTTTTCABAAWTTWA
—————— TTMAAAGATTT-

Original motif = Consensus sequence: WWHTTTTTCABAAWTTWA

2.0

Reverse complement motif
TWAAWTTVTGAAAAAHWW

Consensus sequence:

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
WHTATTATTTDH
-AAATCTTTYAA

37

tkAAATAATAtwW
Reverse Complement
Reverse Complement
Backward

1

11

0.124242

Original motif = Consensus sequence: HDAAATAATAHW

Reverse complement motif

Consensus sequence: WHTATTATTTDH
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Wetiloga 34

Dataset #: 2

Motif ID: 15

Motif name: Motif 15

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: 0.125

Alignment:

ATMACAATAAAA

-AAATCTTTYAA

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

2.0 2.0

1.0

bits
bits

A

0.0 0.0

Wekiloga A4 Wekiloga A4

Dataset #: 2 Motif ID: 21 Motif name: Motif 21
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Original motif = Consensus sequence: ATAAAA Reverse complement motif = Consensus sequence: TTTTAT

= i = i

i
:
i
:

(= = (= =
E=1

.
" ks L cmoy e " ks L cmoy 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 Reverse complement motif = Consensus sequence: TTTTATTGTYAT

2.0 2.0

bits
(=]
bits
=

A

0.0 0.0

Wekiloga A4

Wekiloga A4
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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: 5

Number of overlap: 6

Similarity score: 0.0208333

Alignment:

TTTCATWAAAT

-ATAAAA-———

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

2.0 2.0

bifs
bifs

[alnl

0O

Dataset #: 2

Motif ID: 8

Motif name: Motif 8
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Forward
Position number: 6

Number of overlap: 6
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Similarity score: 0.0208333

Alignment:

AAATRWTAAAATCA

————— ATAAAA---

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

% 1.0 % 1.0 Ac
e Watila a4 e 2 10 Watiia a4

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
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Welsloge 34

Welloge 3.4

Dataset #:

Motif ID:

Motif name:

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

Position number:

Number of overlap:

Similarity score:

Alignment:
TTTCATAAWT
-——-TTTTAT

2

10

Motif 10

Reverse Complement
Original Motif
Backward

1

6

0.0416667

Original motif = Consensus sequence: TTTCATAAWT

2.0

bits
5

a.0

Reverse complement motif

.0

Consensus sequence: AWTTATGAAA

WL ogo 3 4

Dataset #:
Motif ID:
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Motif name:

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

Position number:

Number of overlap:

Similarity score:

Alignment:
AWAAATAA
ATAAAA--

Motif 14
Original Motif
Original Motif
Forward

1

6

0.0625

Original motif = Consensus sequence: AWAAATAA

=20

bits
5

A

0.0

WelLaogo 3

Reverse complement motif

TTATT Tl

bits
5

=20

0.0

Consensus sequence: TTATTTWT

WelLago 3

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position nhumber:
Number of overlap:
Similarity score:

2

19

Motif 19

Reverse Complement
Reverse Complement
Backward

8

6

0.0625
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Alignment:
TWTAATCTAWGAA
TTTTAT-——————

Original motif = Consensus sequence: TTCWTAGATTAWA

2.0

A A

Webilagad 4

Reverse complement motif

A

Consensus sequence: TWTAATCTAWGA/

P

10
Webilogad 4

Dataset #: 2

Motif ID: 20

Motif name: Motif 20
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Backward
Position number: 6

Number of overlap: 6

Similarity score: 0.0625
Alignment:

TTMAAAGATTT

ATAAAA-———-

Original motif = Consensus sequence: TTMAAAGATTT

Reverse complement motif

Consensus sequence: AAATCTTTYAA
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Watiiaga 34

Dataset #: 4

Motif ID: 41
Motif name: WWAAATAATAtwW
Matching format of first motif: Reverse Complement
Matching format of second motif: Reverse Complement
Direction: Forward
Position number: 3
Number of overlap: 6
Similarity score: 0.0632716
Alignment:
DDTATTATTTDH
--TTTTAT-—--
Original motif Consensus sequence: HDAAATAATADD Reverse complement motif Consensus sequence: DDTATTATTTDH
A ATAATA T A
P Té? — éT:'_—:—‘-‘E—‘— p——— = .___ e N
Dataset #:
Motif ID: 3
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Motif name:
Matching format of first motif:

Motif 3
Reverse Complement

Reverse Complement

Matching format of second motif:

Direction: Forward

Position number: 4

Number of overlap: 6
0.0689103

Similarity score:

Alignment:
TWSTTTWAWTTTWT

~——TTTTAT-----
Consensus sequence: AWAAAWTWAAASWA

Reverse complement motif = Consensus sequence: TWSTTTWAWTTT\

Original motif

ol 80D cA TeeTTTle o]

Motif name: Zfx

ts

B —
-
b

Dataset #: 3 Motif ID: 22
Consensus sequence: VAGGCCBBGGCVE

Original motif = Consensus sequence: BBVGCCBVGGCCTV Reverse complement motif

2.0 2.0
n
s10 S1.0
_————a=C == W = ool= M _:'ﬁAQ:__:E__ _——
5 10 : 5 10
Wabiloga 3.4

Webiioga 3.4

bits

0.0

Best Matches for Motif ID 22 (Highest to Lowest)

Page 321 of 594



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: 2

Number of overlap: 14

Similarity score: 0.0514008
Alignment:

BCCGCCCCGCCCCBB

BBVGCCBVGGCCTV-

Original motif = Consensus sequence: BCCGCCCCGCCCCBB

2.0

LooUOMNLE..

WetiLoga 34

Reverse complement motif = Consensus sequence:
BBGGGGCGGGGCGGB

2.0

51.0

a0 —_—— = W e

Dataset #: 5

Motif ID: 51

Motif name: TFM2

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

Position number: 2
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Number of overlap:
Similarity score:

Alignment:
CHCCBCCKMCTCCKCM
-BBVGCCBVGGCCTV-

14
0.0590031

Original motif = Consensus sequence: RGRGGAGRRGGHGGDG

20

Reverse complement motif =~ Consensus sequence:

CHCCBCCKMCTCCKCM

20

=
£1.0

cL C

=0 ] _
5

LecIClrcs

0.0

Weblogad 4

Dataset #:

Motif ID:

Motif name:

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

Position number:

Number of overlap:

Similarity score:

Alignment:
DGVBCABTGDWGCGKRRCSR

--BBVGCCBVGGCCTV—-—-—--

31

Pax5

Original Motif
Original Motif
Backward

5

14
0.0611182
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Original motif = Consensus sequence: DGVBCABTGDWGCGKRRCSR

20

bits
b

IG. A QATAAQfA

Reverse complement motif ~ Consensus sequence:
MSGKKRCGCWDCABTGBBCD

20

bits

WA =ED _ CTxCCT= - =
Dataset #: 5
Motif ID: 54
Motif name: TFM12
Matching format of first motif: Reverse Complement
Matching format of second motif: Reverse Complement
Direction: Forward
Position number: 6
Number of overlap: 14
Similarity score: 0.0629383
Alignment:
KKKAGGDGGAKKMGBBGKMG
————— VAGGCCBBGGCVBB-

Original motif = Consensus sequence: CYYCBBCYYYTCCHCCTYYY

20

o
:E‘I.CI

5995$Q§$?1 9?ggx$99

20
WebsLaga 3.4

0.0

Reverse complement motif = Consensus sequence:
KKKAGGDGGAKKMGBBGKMG

20

A A
AééAﬁoAAééArA% =Aal

N e T
5 10 15 20
Webslaga 3.4
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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: 1

Number of overlap: 14

Similarity score: 0.0654514

Alignment:

HVGCCCCGCCCCBB

VAGGCCBBGGCVBR

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

Dataset #: 3

Motif ID: 30

Motif name: PLAG1

Matching format of first motif: Original Motif

Matching format of second motif: Reverse Complement

Direction: Forward

Position number: 1

Number of overlap: 14
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Similarity score: 0.0796879

Alignment:

CCCCCTTGGGCCcCC

BBVGCCBVGGCCTV

Original motif = Consensus sequence: GGGGCCCAAGGGGG Reverse complement motif  Consensus sequence: CCCCCTTGGGCCC
2.0 2.0

bits

1.0

- - N 0o

Webiioga 3.4

0.0 =

£10 GU\ QQQ__I_Aé?

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: 1

Number of overlap: 14

Similarity score: 0.0799116

Alignment:

MSGGGGCGGGGYSG

BBVGCCBVGGCCTV

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

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: 13

Similarity score: 0.583338

Alignment:

-GCVCCGCecMCeyYce

BBVGCCBVGGCCTV-

Original motif = Consensus sequence: GGMGGRGGCGGVGC Reverse complement motif  Consensus sequence: GCVCCGCCMCCY(
gl A = e 9 M'E‘—‘C*CC-.BCCQC(;:':QQ

Dataset #: 5

Motif ID: 49
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TFF1

Motif name:
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Forward
Position number: 2
Number of overlap: 11
Similarity score: 1.55068
Alignment:
CGGVGCCGCVGC---
-BBVGCCBVGGCCTV
Original motif = Consensus sequence: CGGVGCCGCVGC Reverse complement motif = Consensus sequence: GCVGCGGCBCCG
2.0 2.0
Cclc ¢ C::C.CO
T T
Dataset #: 3
Motif ID: 35
Motif name: GABPA
Matching format of first motif: Reverse Complement
Matching format of second motif: Original Motif
Direction: Forward
1
11
1.57592
Page 328 of 594

Position nhumber:
Number of overlap:
Similarity score:



Alignment:
CCGGAAGTGVV—-—--
VAGGCCBBGGCVBB

Original motif = Consensus sequence: CCGGAAGTGVV

240
2
E‘I-u C
I_.—-—-..___
0.0 £ . P

Reverse complement motif

?gégT cc A

Consensus sequence: VVCACTTCCGG

10
Wekiiaga 34

Dataset #: 3 Motif ID: 23 Motif name: Egrl

Original motif = Consensus sequence: HGCGTGGGCGK

2.0
5

PR e .

10
wWetiiaga 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

Reverse complement motif

Consensus sequence: YCGCCCACGCH

nn@c L ; ACAQ‘T‘

wWebiiaga 3.4
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11
0.0514701

Number of overlap:
Similarity score:
Reverse complement motif  Consensus sequence: GCVCCGCCMCCY(

Alignment:
GCvCCcGceMeceycee
---YCGCCCACGCH
Original motif = Consensus sequence: GGMGGRGGCGGVGC
.= P - O —= 9 GG¢C=FCC-?CC?CQ?:QQ
Dataset #: 5
Motif ID: 51
Motif name: TFM2
Matching format of first motif: Reverse Complement
Matching format of second motif Reverse Complement
Direction: Forward
Position number: 6
11
0.0698683

Number of overlap:

Similarity score:
Consensus sequence:

Reverse complement motif

Alignment:
CHCCBCCKMCTCCKCM

CHCCBCCKMCTCCKCM
YCGCCCACGCH

Consensus sequence: RGRGGAGRRGGHGGDG
Page 330 of 594
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2.0

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

Original Motif
Reverse Complement

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

Direction: Backward
Position number: 9

Number of overlap: 11
Similarity score: 0.0718056
Alignment:

KKKAGGDGGAKKMGBBGKMG
-HGCGTGGGCGK————-———~

Original motif = Consensus sequence: CYYCBBCYYYTCCHCCTYYY

20

bits

M 59953Q§$$lg9?291$99

Weblaga 3.4

Reverse complement motif =~ Consensus sequence:
KKKAGGDGGAKKMGBBGKMG

20

AzaAs AXBRAL NS Saf

Weblagn a4

Dataset #: 4
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Motif ID:
Motif name:
Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
BBGGGGCGGGGCGGB
-—-——-HGCGTGGGCGK

38
cccGCCCCGCCCCsb
Original Motif
Reverse Complement
Forward

5

11

0.0730967

Original motif = Consensus sequence: BCCGCCCCGCCCCBB

2.0

bits

-+ OeCE000C.

Webiloga 3.4

Reverse complement motif

BBGGGGCGGGGCGGB

2.0

0.0

Consensus sequence:

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:
Number of overlap:

3

22

Zfx

Original Motif
Original Motif
Backward

2

11
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Similarity score: 0.0764878

Alignment:
BBVGCCBVGGCCTV
-—-HGCGTGGGCGK-

Original motif = Consensus sequence: BBVGCCBVGGCCTV

e\ CCT“

0.0 = =
5

Webiioga 3.4

Reverse complement motif

Consensus sequence: VAGGCCBBGGCVE

2.0
m
:E‘I.l:l
— C
aol= v —_—=—— A =

10
Webiloga 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: Backward
Position number: 6

Number of overlap: 11

Similarity score: 0.0765783
Alignment:

DGVBCABTGDWGCGKRRCSR

--—--HGCGTGGGCGK-----

Original motif = Consensus sequence: DGVYBCABTGDWGCGKRRCSR

Reverse complement motif
MSGKKRCGCWDCABTGBBCD

Consensus sequence:
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LA ~ca 1G.4 QATQACEA Foy<Lh SCT =CA Lo= T
5 0 T 2 T

Dataset #: 2

Motif ID: 7

Motif name: Motif 7

Matching format of first motif: Reverse Complement

Matching format of second motif: Original Motif

Direction: Backward

Position number: 3

Number of overlap: 11

Similarity score: 0.0771215

Alignment:

CSKCCCCGCCccesy

-YCGCCCACGCH--

Original motif = Consensus sequence: CSKCCCCGCCCCSY

QETCQCCT CCQCE

Welilogo 3.4

Reverse complement motif

Consensus sequence: MSGGGGCGGGGY

Dataset #: 4
Motif ID: 36
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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: 11

Similarity score: 0.0825032

Alignment:

HVGCCCCGCCCCBB

-YCGCCCACGCH--

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

2.0

lets
o
LG

0.0

Webilogo 3.4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position nhumber:
Number of overlap:
Similarity score:

5

48

TFW3

Original Motif
Reverse Complement
Forward

1

10

0.550222
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Alignment:

CGCGBMGCCG-
HGCGTGGGCGK
Original motif = Consensus sequence: CGGCYBCGCG Reverse complement motif = Consensus sequence: CGCGBMGCCG
2.0 =0
C clac\_.UG
0.0 = *c.-.cl?C-: |, - 0.0 = =_—
= TR L = TR L
Dataset #: 3
Motif ID: 24
Motif name: SP1
Matching format of first motif: Original Motif
Matching format of second motif: Reverse Complement
Direction: Forward
Position number: 1
Number of overlap: 10
Similarity score: 0.572401
Alignment:
GGGGGYGGGG-
HGCGTGGGCGK
Original motif = Consensus sequence: CCCCKCCCCC Reverse complement motif = Consensus sequence: GGGGGYGGGG
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[UTSTSE .—..gc.g 4

bits

2.0

o0

E Sy - W

P e .

Wbl aga 3 4

Dataset #: 3 Motif ID: 24 Motif name: SP1

Original motif = Consensus sequence: CCCCKCCCCC

;QQCQTQQQQQ

10
Wbl ogo 3 S

bits

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—--

Reverse complement motif

bits

2.0

0.0

S W W

Consensus sequence: GGGGGYGGGG

o .

Wbl ogo 3 a8
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Original motif = Consensus sequence: CSKCCCCGCCCCSY Reverse complement motif  Consensus sequence: MSGGGGCGGGGY

2.0

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

-—-—-CCCCKCCcce-

Original motif = Consensus sequence: HVGCCCCGCCCCBB Reverse complement motif = Consensus sequence: BBGGGGCGGGGC
20 20
_GeeGo:C0ce 1 _GOUOLUUGGC

Webiioga 3.4 Webiloga 3.4
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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: 2

Number of overlap: 10

Similarity score: 0.0127292
Alignment:

BCCGCCCCGCCCCRBB

-—-—-CCCCKCcCCccCC-

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

BBGGGGCGGGGCGGB
20 20
ool Q CA Cccgﬂ_ oo = S V¥ W ¥ _,__x.,:g-;-,?
2 10 Witeot ik 2 10 Witea ia

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
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Number of overlap: 10

Similarity score: 0.0174405
Alignment:
GGMGGRGGCGGVGC

-——-GGGGGYGGGG-

Original motif = Consensus sequence: GGMGGRGGCGGVGC Reverse complement motif  Consensus sequence: GCVCCGCCMCCY(

i E-‘-‘éﬁéﬁch = 9 M-?Cq=cc-.zccgcg:':gc.—

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:
I tif : CYYCBBCYYYTCCHCCTYYY
Original moti Consensus sequence: CYYCBBC CCHCC KKKAGGDGGAKKMGBBGKMG
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0.0

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: 1

Number of overlap: 10

Similarity score: 0.0329167
Alignment:

RGRGGAGRRGGHGGDG

—————— GGGGGYGGGG

Reverse complement motif =~ Consensus sequence:
CHCCBCCKMCTCCKCM

CACC C gcTQCT

Original motif = Consensus sequence: RGRGGAGRRGGHGGDG

00—

blogad 4

Dataset #: 3
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Motif ID: 22
Motif name: Zfx

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: 0.0540825

Alignment:

BBVGCCBVGGCCTV

-——-GGGGGYGGGG

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

bits
B

0.0

M:¢‘¢¢QiémCCT“ |

5

its

b

2.0

1.0

. : :EAQQ‘?—=*_=:
; 5

10

Welsloge 34 Welloge 3.4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

5

49

TFF1

Original Motif
Reverse Complement
Forward

2

10

0.0557738
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Consensus sequence: GCVGCGGCBCCG

Alignment:
GCVGCGGCBCCG
—-CCCCKcCcccee-
Original motif = Consensus sequence: CGGVGCCGCVGC Reverse complement motif
2.0 2.0
S — J c&?ggf—-_Q__-_I} Ig—_:écg:-’fgjcc—ﬂ—
5 10 Gitoanii 5 10 GiGitoan i
Dataset #: 3
Motif ID: 30
Motif name: PLAG1
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: 0.0600992
Alignment:
CCCCCTTGGGCCCC
-CCCCKcceeee---
Consensus sequence: GGGGCCCAAGGGGG Reverse complement motif = Consensus sequence: CCCCCTTGGGCCC
Page 343 of 594
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bits
B

GUVCC. AaGUlLY

10

Welsloge 34 Welloge 3.4

Dataset #: 3

Motif ID: 27

Motif name: KlIf4

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: 0.0637183

Alignment:

GCCYCMCCCD

CCCCKCCcccce

Original motif = Consensus sequence: DGGGYGKGGC Reverse complement motif = Consensus sequence: GCCYCMCCCD

- ZIGF CQRCACCC

A2 MW Wiz W M e AN KN =

Dataset #: 3 Motif ID: 25 Motif name: TFAP2A
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Reverse complement motif  Consensus sequence: SCMVBBGGC

2.0

Original motif = Consensus sequence: GCCBBVRGS

2.0

|
0
ﬂ

Wk Lo o 3

0.0 =
5

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
Position number: 3

Number of overlap: 9

Similarity score: 0.0131247
Alignment:

BBVGCCBVGGCCTV

---SCMVBBGGC--

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

2.0 2.0
0
Z10 g =10
| - o s— -_— -_— - T -
e 1 | - nol= V- Ao
10 5 10
Webilogo 3.4
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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 20

2 1.0 C A 210
0.0 E=.3 - QQ_Té¢ - - 0.0

3 10

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 2.0
o6 Egéﬁgﬁch — 9 ”"-?-‘-C?CC-_:CCQCQZ':QQ
2 10 Watilogo 3.4 2 10 Watilogo 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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Wbl oga 3 4 Wbl aga 3 4

bits

.0

Dataset #: 5

Motif ID: 48

Motif name: TFW3
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Forward
Position number: 2

Number of overlap: 9

Similarity score: 0.0552877
Alignment:

CGGCYBCGCG

—-GCCBBVRGS

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

2.0

cucU_. UG
0.0 e e —— -

ts

b

e
10
WL ogo 3 4

Dataset #: 3
Motif ID: 31
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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:
MSGKKRCGCWDCABTGBBCD
——————— GCCBBVRGS—-—---

Original motif

20

Pax5

Original Motif
Reverse Complement
Forward

8

9

0.0581255

Consensus sequence: DGVBCABTGDWGCGKRRCSR

Reverse complement motif
MSGKKRCGCWDCABTGBBCD

20

Consensus sequence:

bits

o5 STQEéQI %;92_ i5¢ﬁ g?‘?

Weblagn a4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

34

Myc

Reverse Complement
Original Motif
Forward

2

9

0.0613455
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Alignment:
VGCACGTGGH
-SCMVBBGGC

Original motif = Consensus sequence: VGCACGTGGH

2.0

~__CACGI(

Reverse complement motif

Consensus sequence: DCCACGTGCV

2.0
P ——— B T e ==
5

. -
0.0 -_— ==
et oL
Dataset #: 5
Motif ID: 54
Motif name: TFM12

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

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

Reverse Complement
Reverse Complement
Backward

11

9

0.0630429

Original motif = Consensus sequence: CYYCBBCYYYTCCHCCTYYY

Reverse complement motif
KKKAGGDGGAKKMGBBGKMG

Consensus sequence:
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20 20

Dataset #: 5

Motif ID: 49

Motif name: TFF1

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

Position number: 1

Number of overlap: 9

Similarity score: 0.0669772

Alignment:

GCVGCGGCBCCG

SCMVBBGGC—---

Original motif = Consensus sequence: CGGVGCCGCVGC Reverse complement motif = Consensus sequence: GCVGCGGCBCCG

2.0 2.0

“40

.

.'. P

P )
D

= v e =

=
5

AA—J*;—;;__-F.;‘-‘* ool
10 :

Wekiloga A4

0.0

Dataset #: 5
Motif ID: 51
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Motif name: TFM2

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

Position number: 1

Number of overlap: 9

Similarity score: 0.069755

Alignment:

CHCCBCCKMCTCCKCM

SCMVBBGGC—-——————

Reverse complement motif =~ Consensus sequence:
CHCCBCCKMCTCCKCM

2.0

Original motif = Consensus sequence: RGRGGAGRRGGHGGDG

CcCBCE

0.0 -

I¢Cxce

Dataset #: 3 Motif ID: 26 Motif name: MIZF

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

eAQ 10CG.

bns

Wb .-_.gc.a 4 Wabloga 3.4
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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: Backward
Position number: 2

Number of overlap: 10

Similarity score: 0.0459305
Alignment:

CCGGAAGTGVV

GCGGACGTTV-

Original motif = Consensus sequence: CCGGAAGTGVV

2.0
=
o C
a0 2 ey . e
5 10

Webiioga 34

Reverse complement motif = Consensus sequence: VVCACTTCCGG

Dataset #: 4

Motif ID: 40

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

Position number: 1

Number of overlap: 10

Similarity score: 0.0778314

Alignment:

BCACCTGCABC

BAACGTCCGC-

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

2.0

2.0
£
510

0.0 =2 .

10
wWabiiaga 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

Similarity score: 0.0794339
Alignment:

DHACATTCTGH

BAACGTCCGC-
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Original motif = Consensus sequence: DHACATTCTGH

240

1.0

bits

Reverse complement motif = Consensus sequence: HCAGAATGTHD

2.0

— =

0.0 - - 0.0
Dataset #: 4
Motif ID: 42
Motif name: sSGTCACGTGACSs
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

2.0

oA ace.

Webiioga 3.4

Reverse complement motif  Consensus sequence: SGGTCACGTGACC

2.0

ﬁm?chCAC ACC_

0.0

Page 355 of 594



Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
GCVCCGCCMCCYCC
-BAACGTCCGC—---

Original motif

2.0

E‘I.CI

5

50

TFF11

Original Motif
Reverse Complement
Backward

4

10

0.0861006

Consensus sequence: GGMGGRGGCGGVGC

Reverse complement motif = Consensus sequence: GCVCCGCCMCCY(

0.t e

. =P - 9
2 10 WetiLoga 3.4 WetiLoga 3.4

Dataset #: 5
Motif ID: 54
Motif name: TFM12
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Backward
Position number: 6
Number of overlap: 10

Page 356 of 594



Similarity score: 0.0871006

Alignment:
CYYCBBCYYYTCCHCCTYYY

Original motif = Consensus sequence: CYYCBBCYYYTCCHCCTYYY

20

Reverse complement motif
KKKAGGDGGAKKMGBBGKMG

20

A
A=aAS ALBRAR NS GRE

00— =

Consensus sequence:

A

5 10

15
Webslaga 3.4

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: 10

Similarity score: 0.0877229
Alignment:

BCCGCCCCGCCCCRBB

BAACGTCCGC———-—-

Original motif = Consensus sequence: BCCGCCCCGCCCCBB

Reverse complement motif
BBGGGGCGGGGCGGB

Consensus sequence:
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2.0
_<C CQ C Cc =
0.0 = === T — = Aw; 1534 0.0 === = ; — - -
Dataset #: 3
Motif ID: 31
Pax5
Reverse Complement
Reverse Complement

Motif name:
Matching format of first motif:

Matching format of second motif:

Direction:
Position number:

Number of overlap:
Similarity score:

Alignment:
MSGKKRCGCWDCABTGBBCD

Backward

10

10
0.0877672

Consensus sequence:

Reverse complement motif
MSGKKRCGCWDCABTGBBCD

C

20

-GCGGACGTTV
Original motif = Consensus sequence: DGVBCABTGDWGCGKRRCSR
a C
é A = gé--lﬁﬂ*é QAT = SA ST%EéTI g;gé_ :Ef-":E T:-—:
4
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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: 0.0884513

Alignment:

HVGCCCCGCCCCBB

---BAACGTCCGC-

Original motif = Consensus sequence: HVYGCCCCGCCCCBB Reverse complement motif  Consensus sequence: BBGGGGCGGGGC
20 20
0.0 "—:'E‘TCQQCACQCQ_- = a0 =N < ; ' ¥ wiw ,:_q::g—_— T

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: 2

Number of overlap: 10

Similarity score: 0.0893149
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Alignment:

DBGTAAATAHD
GCGGACGTTV-
Original motif Consensus sequence: DBGTAAATAHD Reverse complement motif Consensus sequence: DHTATTTACBD
2.0 2.0
o= —_ - S — ool—— — —— S ——
= e = i
Dataset #: 3 Motif ID: 27 Motif name: Kif4
Original motif = Consensus sequence: DGGGYGKGGC Reverse complement motif = Consensus sequence: GCCYCMCCCD
=20 =0
. pabie CQECACCC
on e Q "E":-TQ = ; = i
5 mu_cgl?z =< & mu-u;l?] =
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
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Number of overlap:
Similarity score:

10
0.0152457

Consensus sequence: MSGGGGCGGGGY

Reverse complement motif

Alignment:
CSKCCCCGCceesy
--GCCYCMCCCD--
Original motif = Consensus sequence: CSKCCCCGCCCCSY
Dataset #: 4
Motif ID: 36
Motif name: ¢csGCCCCGCCCCsc
Matching format of first motif: Original Motif
Matching format of second motif: Reverse Complement
Direction: Forward
3
10
0.0160185

Position number:
Number of overlap:
Similarity score:

Alignment:
BBGGGGCGGGGCVD

--DGGGYGKGGC--
Original motif =~ Consensu

s sequence: HVGCCCCGCCCCBB

Reverse complement motif

Consensus sequence: BBGGGGCGGGGC
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Welloge 3.4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
BBGGGGCGGGGCGGB
--DGGGYGKGGC—---

4
38
cccGCCCCGCCCCsb
Original Motif
Reverse Complement
Forward

3

10

0.0194893

Original motif = Consensus sequence: BCCGCCCCGCCCCBB

2.0

bits

0.0

<C0ol

(00

Webiloga 34

Reverse complement motif
BBGGGGCGGGGCGGB

bits

2.0

0.0

= —

o

Consensus sequence:

N —

10

Webiloga 34

Dataset #:
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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: GCVCCGCCMCCY(
20 20
o Egégéﬁfcg —= v 9 M.;:C:;;CC-_:CCS?CQ?:QQ

2 10 Weltags 3.4 2 10 Welstags 3.4

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
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Alignment:
CYYCBBCYYYTCCHCCTYYY
-—-—-GCCYCMCCCD-————-

Original motif = Consensus sequence: CYYCBBCYYYTCCHCCTYYY

20

Reverse complement motif ~ Consensus sequence:
KKKAGGDGGAKKMGBBGKMG

20

Vese obefeall c6.oc0
5 10 15 2
Dataset #: 5
Motif ID: 51
Motif name: TFM2

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
CHCCBCCKMCTCCKCM
-—-—-GCCYCMCCCD--

Reverse Complement
Reverse Complement
Forward

5

10

0.0606033

Original motif = Consensus sequence: RGRGGAGRRGGHGGDG

Reverse complement motif ~ Consensus sequence:
CHCCBCCKMCTCCKCM
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2.0

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
10
0.0623591

Number of overlap
Similarity score:

Consensus sequence: VAGGCCBBGGCVE

Reverse complement motif

Alignment:
BBVGCCBVGGCCTV
-GCCYCMCCCD---
Original motif = Consensus sequence: BBVGCCBVGGCCTV
ot =S g&_e = A CC -=Ac=¢-==-=
Dataset #: 3
24
Page 365 of 594
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Motif name: SP1

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: 0.0663136

Alignment:

GGGGGYGGGG

DGGGYGKGGC

Original motif = Consensus sequence: CCCCKCCCCC Reverse complement motif  Consensus sequence: GGGGGYGGGG
20 2.0
. QQQQIQQQQQ S W - - P&

= S e = Sk oiria

Dataset #: 3

Motif ID: 34

Motif name: Myc

Matching format of first motif: Original Motif

Matching format of second motif: Original Motif

Direction: Forward

Position nhumber: 1

Number of overlap: 10

Similarity score: 0.0686848
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Alignment:
VGCACGTGGH
DGGGYGKGGC

Original motif = Consensus sequence: VGCACGTGGH

2.0

~__CACGI(

Reverse complement motif

Consensus sequence: DCCACGTGCV

2.0
P ——— B T e ==
5

- i —— =
TR L TR L

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: 9

Number of overlap: 10

Similarity score: 0.06956

Alignment:
DGVBCABTGDWGCGKRRCSR
———————— DGGGYGKGGC--

Original motif = Consensus sequence: DGVBCABTGDWGCGKRRCSR

Reverse complement motif
MSGKKRCGCWDCABTGBBCD

Consensus sequence:
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Weblaga 34

20

bits
P

gelazbolros xo &

Weblaga 34

Dataset #: 3 Motif ID: 28 Motif name: E2F1

Original motif = Consensus sequence: TTTSGCGC

=20

bits
:

o
Wetiago 3

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————~

Reverse complement motif = Consensus sequence: GCGCSAAA

b|ls

- 0lccAAA

WetLago 3
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Original motif = Consensus sequence: GGGGCCCAAGGGGG Reverse complement motif  Consensus sequence: CCCCCTTGGGCCC

CC_AaGUuY

Fe. - -
5

bits
B

0.0

Welilogo 3.4

Dataset #: 4
Motif ID: 39

Motif name: kCAGCCAATmr

Matching format of first motif: Reverse Complement

Matching format of second motif: Original Motif

Direction: Backward

Position number: 3

Number of overlap: 8

Similarity score: 0.0624791

Alignment:

DCAGCCAATVR

-GCGCSAAA--

Original motif = Consensus sequence: DCAGCCAATVR Reverse complement motif = Consensus sequence: MBATTGGCTGH

2.0 2.0

0.0 —

wWebiiaga 3.4
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Dataset #:

Motif ID:

Motif name:

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

Position number:

Number of overlap:

Similarity score:

Alignment:
GCVCCGCCMCCYCC
-—-—-GCGCSAAA---

5

50

TFF11

Reverse Complement
Reverse Complement
Backward

4

8

0.0781129

Original motif = Consensus sequence: GGMGGRGGCGGVGC

2.0

E‘I.CI

Reverse complement motif = Consensus sequence: GCVCCGCCMCCY(

0.t e

=P - b 4 9
5
Dataset #: 3
Motif ID: 23
Motif name: Egril

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

Position number:

Number of overlap:

Reverse Complement
Reverse Complement
Backward

4

8
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Similarity score: 0.0784105

Alignment:
YCGCCCACGCH
GCGCSAAA---
Original motif = Consensus sequence: HGCGTGGGCGK Reverse complement motif = Consensus sequence: YCGCCCACGCH
2.0 2.0
" %AC A % GJCECIACIQB:CAQ%
' = L ' = LT
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
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2.0

clic ¢ be_cCall
R B e
Dataset #: 2
Motif ID: 15
Motif name: Motif 15
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: 0.0836188

Alignment:
TTTTATTGTYAT
-—-TTTSGCGC-

Original motif =~ Consensus sequence: ATMACAATAAAA

2.0

bits

A

0.0

Wekiloga A4

Reverse complement motif

Consensus sequence: TTTTATTGTYAT

2.0
e
B OMAH LAI
0.0 =
5 10

Wekiloga A4

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

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
TTTCATWAAAT
-—-GCGCSAAA-

Motif 11

Reverse Complement
Reverse Complement
Backward

2

8

0.0836188

Original motif =~ Consensus sequence: ATTTWATGAAA

2.0

A

Wehiiogo 34

Reverse complement motif

bits

2.0

0.0

Consensus sequence: TTTCATWAAAT

&

WetiLoga 3.4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position nhumber:
Number of overlap:
Similarity score:

5

56

TFM11

Reverse Complement
Original Motif
Backward

19

7

0.569963

Page 373 of 594



Alignment:
-HDWVAAAHAAAAAMAAAMWWWHBWA
GCGCSAAA——————————————— ———

Original motif = Consensus sequence:

HDWVAAAHAAAAAMAAAMWWWHBWA

20

WebLagod 4

Reverse complement motif ~ Consensus sequence:
TWVHWWWYTTTYTTTTTHTTTVWBH

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
TTTSGCGC———=————

38
cccGCCCCGCCCCsb
Original Motif
Reverse Complement
Backward

9

7

0.571005

Original motif = Consensus sequence: BCCGCCCCGCCCCBB

Reverse complement motif ~ Consensus sequence:
BBGGGGCGGGGCGGB
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2. 2.0

=‘:—:9—-—C—C-— Cﬂ CCCQ-__ = . T VW Qc:g--:.?

0.0 0.0

Webiloga 3.4 Webiloga 3.4

bits

Dataset #: 5

Motif ID: 48

Motif name: TFW3

Matching format of first motif: Original Motif

Matching format of second motif: Original Motif

Direction: Forward

Position number: 4

Number of overlap: 7

Similarity score: 0.571119

Alignment:

CGGCYBCGCG-

-——-TTTSGCGC

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

C cacl_.\UC

l$C---r=== L - ool S == S =5 —= _

Dataset #: 3 Motif ID: 29 Motif name: HIFLAARNT
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Original motif = Consensus sequence: VBACGTGV Reverse complement motif = Consensus sequence: VCACGTBV

=20

=2
=10 ﬂ
-_— -—
B - ==

Wit oo S Wieda oo S

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 z0

g g AQ

o #:ECAGALT?% _— —'}gg_ = AT ‘E: 1_n'
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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-

3

34

Myc

Original Motif
Reverse Complement
Backward

2

8

0.0144491

Original motif = Consensus sequence: VGCACGTGGH

2.0

~__CACGa(

Reverse complement motif = Consensus sequence: DCCACGTGCV

_LEQQJ lQ_.:__I_ W=

_— = = =
o P St
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
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Similarity score: 0.0295473

Alignment:
GBTGCAGGTGB
-—-VCACGTBV

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

2.0
o
=19

oo ——— v ==

2.0

0.0

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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2.0

%:?CEICACET?QCCT

Welsloge 34

2.

!
=BT

.

L1}

610ACH T cace.

Welloge 3.4

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

;ﬂeAQTIQCT%

WL g 3

ts

b

Reverse complement motif

2.0

Consensus sequence: GCGGACGTTV

Dataset #: 3
Motif ID: 31
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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:
MSGKKRCGCWDCABTGBBCD

Original motif

20

Pax5

Reverse Complement
Reverse Complement
Backward

8

8

0.0556891

Consensus sequence: DGVBCABTGDWGCGKRRCSR

Reverse complement motif
MSGKKRCGCWDCABTGBBCD

20

Consensus sequence:

bits

o5 STQEéQI %;92_ i5¢ﬁ g?‘?

Weblagn a4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

44

dhACATTCTkh
Reverse Complement
Original Motif
Backward

4

8

0.0640024
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Alignment:
DHACATTCTGH
VCACGTBV---

Original motif = Consensus sequence: DHACATTCTGH

240

bits

Reverse complement motif

2.0

Consensus sequence: HCAGAATGTHD

=

iaaan iaoan
Dataset #: 3
Motif ID: 35
Motif name: GABPA
Matching format of first motif: Reverse Complement
Matching format of second motif: Original Motif
Direction: Backward
Position number: 2
Number of overlap: 8
Similarity score: 0.0648153
Alignment:
CCGGAAGTGVV
--VCACGTBV-

Original motif = Consensus sequence: CCGGAAGTGVV

Reverse complement motif

Consensus sequence: VVCACTTCCGG
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2.0

0.0 Cc _,A—AA;.—-':‘—E o0 :_:geg o

Watiiaga 34 Webilaga 34

bits

Dataset #: 5

Motif ID: 47

Motif name: TFW2

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

Position number: 1

Number of overlap: 8

Similarity score: 0.0660185

Alignment:

CCGCGCGS

VBACGTGV

Original motif = Consensus sequence: SCGCGCGG Reverse complement motif = Consensus sequence: CCGCGCGS
Dataset #: 5

Motif ID: 50
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Motif name: TFF11

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

Direction: Backward
Position number: 1
Number of overlap: 8
Similarity score: 0.067219
Alignment:

GCvCCcGceMeceycee

—————— VCACGTBV

Original motif

2.0

bits
B

Cﬁﬁ_c

P =l < =
5 10
Wetiloga 3.4

Reverse Complement
Reverse Complement

Consensus sequence: GGMGGRGGCGGVGC

Reverse complement motif

ts

b

Z¢C¢CC?CCQQQTQQ

Consensus sequence: GCVCCGCCMCCYC

Webilogo 3.4

Dataset #: 3 Motif ID: 30

Original motif

2.0

=N

0.0 =

Webiioga 3.4

Best Matches for Motif ID 30 (Highest to Lowest)

Motif name:

Consensus sequence: GGGGCCCAAGGGGG

Reverse complement motif

bits
5

HQQQQQIIIﬁQGCQC

Consensus sequence: CCCCCTTGGGCCC

Webiioga 3.4

Page 383 of 594



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
—-CCCCCTTGGGCCCC—=——~

5

54

TFM12

Reverse Complement
Original Motif
Backward

6

14

0.0876918

Original motif = Consensus sequence: CYYCBBCYYYTCCHCCTYYY

20

o
:E‘I.CI

0.0

IGc $g§$9lgg?9

G

WebsLaga 3.4

Reverse complement motif
KKKAGGDGGAKKMGBBGKMG

20

A
AééAE,}AA'ééA cAS =85

= =

Consensus sequence:

A

5

10

15 20
Webslaga 3.4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:

5

51

TFM2

Reverse Complement
Reverse Complement
Forward

3
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Number of overlap: 14
Similarity score: 0.0880716

Alignment:
CHCCBCCKMCTCCKCM
—-—CCCCCTTGGGCCCC

Reverse complement motif =~ Consensus sequence:
CHCCBCCKMCTCCKCM

20

0.0 CWTgcIClree

Original motif = Consensus sequence: RGRGGAGRRGGHGGDG

20

0.0

Weblogad 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

Number of overlap: 14

Similarity score: 0.0886295

Alignment:

VAGGCCBBGGCVBB

GGGGCCCAAGGGGG

Original motif = Consensus sequence: BBVGCCBVGGCCTV Reverse complement motif = Consensus sequence: VAGGCCBBGGCVE
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2.0

2.0

bits
&

e 0.0

Welsloge 34

5 10

Welloge 3.4

Dataset #:

Motif ID:

Motif name:

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

Position number:

Number of overlap:

Similarity score:

Alignment:
BCCGCCCCGCCCCEBB
CCCCCTTGGGCCCC-

Original motif

2.0

Consensus sequence: BCCGCCCCGCCCCBB

4
38
cccGCCCCGCCCCsb
Reverse Complement
Original Motif
Backward

2

14

0.0904945

Reverse complement motif
BBGGGGCGGGGCGGB

2.0

bits

Consensus sequence:

-_—
— T — P ¥ =

0.0

- _ebelbacoce.

Webiloga 34

Webiloga 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:
DGVBCABTGDWGCGKRRCSR

GGGGCCCAAGGGGG——————

31

Pax5

Original Motif
Original Motif
Forward

1

14
0.0943783

Original motif = Consensus sequence: DGVBCABTGDWGCGKRRCSR

20

2
=10

AAQ?A

ol=A _-;gé—-lﬁ‘i‘é QATc

Weblaga 34

Reverse complement motif = Consensus sequence:
MSGKKRCGCWDCABTGBBCD

20

bits

) ST%EégI £=CA 1o gi

Weblaga 34

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:
Number of overlap:

2

7

Motif 7

Original Motif
Reverse Complement
Backward

2

13
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Similarity score: 0.588053

Alignment:
-MSGGGGCGGGGYSG
GGGGCCCAAGGGGG-

Original motif = Consensus sequence: CSKCCCCGCCCCSY

2.0

Reverse complement motif

Consensus sequence: MSGGGGCGGGGY

Dataset #: 5
Motif ID: 50
Motif name: TFF11

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

Direction: Forward
Position number: 2
Number of overlap: 13
Similarity score: 0.589357
Alignment:

GCVCCGCCMCcCyYce-

—-CCCCCTTGGGCCCC

Original motif = Consensus sequence: GGMGGRGGCGGVGC

Reverse Complement
Reverse Complement

Reverse complement motif

Consensus sequence: GCVCCGCCMCCYC(
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2.0

E g a0 L C G_Ve _;Cs:_cc_ﬁccs.:cc_fgg

Welloge 3.4

bits

Dataset #: 4

Motif ID: 36

Motif name: ¢csGCCCCGCCCCsc

Matching format of first motif: Reverse Complement

Matching format of second motif: Original Motif

Direction: Backward

Position number: 2

Number of overlap: 13

Similarity score: 0.595227

Alignment:

-HVGCCCCGCCCCBB

CCCCCTTGGGCCCC-

Original motif = Consensus sequence: HVGCCCCGCCCCBB Reverse complement motif  Consensus sequence: BBGGGGCGGGGC
a0 -:TTCQQCACQGQ__ = 0.0 "fL: E = ?GQ—_— =

Dataset #: 5

Motif ID: 49
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Motif name: TFF1
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: 1.09276

Alignment:

CGGVGCCGCVGC--

GGGGCCCAAGGGGG

Original motif = Consensus sequence: CGGVGCCGCVGC Reverse complement motif = Consensus sequence: GCVGCGGCBCCG

2.0

bits
=

_\G_GlcGe

2.0

bits

= —- —- G CTCC
ey i - B e e . W e
: 5 10

0.0

10
Wehilogo 34 WetiLogo 34

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position nhumber:
Number of overlap:
Similarity score:

3

24

SP1

Original Motif
Reverse Complement
Backward

1

10

2.07807
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Alignment:
-——-GGGGGYGGGG
GGGGCCCAAGGGGG

Original motif = Consensus sequence: CCCCKCCCCC

CCCQTQQCQQ

10
Wbl oga 3 4

b\ts

Reverse complement motif

2.0

Consensus sequence:

GGGGGYGGGG

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

Original motif = Consensus sequence: DGVBCABTGDWGCGKRRCSR

20

WebsLaga 3.4

79
5

Best Matches for Motif ID 31 (Highest to Lowest)

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

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

Original Motif
Reverse Complement
Forward

Reverse complement motif

MSGKKRCGCWDCABTGBBCD
00 STT Qg?— 192 I‘""‘: Tf—:

Webslaga 3.4

Consensus sequence:
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Position number: 1

Number of overlap: 20
Similarity score: 0.0373929
Alignment:

KKKAGGDGGAKKMGBBGKMG
DGVBCABTGDWGCGKRRCSR

Original motif = Consensus sequence: CYYCBBCYYYTCCHCCTYYY

20

Reverse complement motif = Consensus sequence:
KKKAGGDGGAKKMGBBGKMG

20

Y&ESe fQEQQEGQ?QQxQQQ JAAmaAd AXBAALAS S2f
5 T 15 5 T 15
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: 6
Number of overlap: 20
Similarity score: 0.0546306
Alignment:
HDWVAAAHAAAAAMAAAMWWWHBWA
DGVBCABTGDWGCGKRRCSR————--
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Original motif = Consensus sequence:
HDWVAAAHAAAAAMAAAMWWWHBWA

20

Reverse complement motif ~ Consensus sequence:
TWVHWWWYTTTYTTTTTHTTTVWBH

20

@
£10

A, o st 1l

o A Awa,

5 20
WebLagod 4 WebLagod 4

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: 2

Number of overlap: 17

Similarity score: 1.5457
Alignment:

TWAAWTTVTGAAAAAHWW———

—-DGVBCABTGDWGCGKRRCSR

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

) TWAAWTTVTGAAAAAHWW
T8 I TraxCh Az “Toha, TT Toasatl 24

Webilogo 3.4 Webilogo 3.4
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Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:

RGRGGAGRRGGHGGDG----
MSGKKRCGCWDCABTGBBCD

Original motif

5

51

TFM2

Reverse Complement
Original Motif
Forward

1

16

2.0519

Consensus sequence: RGRGGAGRRGGHGGDG

Reverse complement motif
CHCCBCCKMCTCCKCM

2.0

Consensus sequence:

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:

52

TFM1

Original Motif
Reverse Complement
Forward

3
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Number of overlap: 16
Similarity score: 2.05456

Alignment:
ABAAAAAAWHAAAAARAW-—-—
-—-DGVBCABTGDWGCGKRRCSR

. . ) Reverse complement motif = Consensus sequence:
Original motif = Consensus sequence: WTKTTTTTHWTTTTTTBT ABAAAAAAWHAAAAARAW

gﬂIITIlTII %IIIAlle ngﬁéégéAAéuééAAAéA%

0.0
1 15

Webilogo 3.4

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: 15

Similarity score: 2.54483

Alignment:

BBGGGGCGGGGCGGB————~

MSGKKRCGCWDCABTGBBCD
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Original motif = Consensus sequence: BCCGCCCCGCCCCBB

- _oblacete.

Webiloga 34

Reverse complement motif
BBGGGGCGGGGCGGB

2.0

Consensus sequence:

0.0 —w e - W e = o ot

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

Matching format of first motif: Reverse Complement

Matching format of second motif: Reverse Complement

Direction: Forward
Position number: 6
Number of overlap: 15
Similarity score: 2.55478
Alignment:

WAHHTVTTYKAAAAWTTRAT-———-

————— MSGKKRCGCWDCABTGBBCD

Original motif = Consensus sequence: ATKAAWTTTTRMAABAHHTW

20

Reverse complement motif = Consensus sequence:

WAHHTVTTYKAAAAWTTRAT
.] &AI . LTTT?éé MH@AI
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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
DGVBCABTGDWGCGKRRCSR

Original motif

4
36

¢csGCCCCGCCCCsc
Original Motif
Reverse Complement
Backward

1

14

3.0203

Consensus sequence: HVGCCCCGCCCCBB

- 00000:006c

Webiioga 3.4

Reverse complement motif

a.0

—— A A —

C

Consensus sequence: BBGGGGCGGGGC

Webiloga 3.4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:
Number of overlap:

2

7

Motif 7

Reverse Complement
Original Motif
Backward

1

14
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Similarity score: 3.02361

Alignment:
—————— CSKCCCCGCCCCsY

MSGKKRCGCWDCABTGBBCD

Original motif = Consensus sequence: CSKCCCCGCCCCSY

2.0

Reverse complement motif

Consensus sequence: MSGGGGCGGGGY

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

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

Direction: Backward
Position number: 1
Number of overlap: 14
Similarity score: 3.02394
Alignment:

—————— MTMMTCMMTCTKCK
MSGKKRCGCWDCABTGBRBCD

Original motif = Consensus sequence: RGRAGARRGARRAR

Reverse Complement
Reverse Complement

Reverse complement motif

Consensus sequence: MTMMTCMMTCTK(
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2.0 2.0

afRcAgg e _ccTc]«Cr

o SSAGIEES C AAéééAéA " ; gj!fg CQEQ |

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

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

bis

= i = i
=
a0 1 e =
T e
Pes —— — i — Pes — = —_
L= L=

R P = I R P = I

Best Matches for Motif ID 32 (Highest to Lowest)

Dataset #: 3

Motif ID: 23

Motif name: Egrl

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

Position number: 1

Number of overlap: 6

Similarity score: 0

Alignment:

YCGCCCACGCH

————— CACGCM
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Original motif = Consensus sequence: HGCGTGGGCGK Reverse complement motif = Consensus sequence: YCGCCCACGCH

0.0 %Ac =Y . - % | QQJ@ACAQT

Weiloga 34 WekiLoga 34

bits

Dataset #: 3
Motif ID: 29

Motif name: HIF1AARNT

Matching format of first motif: Original Motif

Matching format of second motif: Original Motif

Direction: Forward

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

=20 =20

ot o
= 1.0 n = 1.0
L e—— —
O e = :5 e Fa e

Wk oo Ed
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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

- _CACGx(e. 1.c0aClTl.
= i = L

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
"—?-_TT—-—CCQCACGCQ =_ _ =0 = = = = Acg—_— —
e 2 10 W_d‘.l_u a4 e - - 2 T ) 10 Wd.l_u: :4
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

Page 402 of 594



-— oo ——
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Wbl oga 3 4 Wbl aga 3 4

EE.E_GACAI 1G_ .- F?QGAQAI_ <

Dataset #: 1

Motif ID: 1

Motif name: Motif 1

Matching format of first motif: Reverse Complement

Matching format of second motif: Reverse Complement

Direction: Forward

Position number: 3

Number of overlap: 6

Similarity score: 0.040625

Alignment:

GCCCCGCC

--CACGCM

Original motif = Consensus sequence: GGCGGGGC Reverse complement motif  Consensus sequence: GCCCCGCC
OO :'-1. S Ca i n . C@ @

Dataset #: 4

Motif ID: 42
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Motif name: SSGTCACGTGACSs

Matching format of first motif: Original Motif

Matching format of second motif: Original Motif

Direction: Forward

Position number: 5

Number of overlap: 6

Similarity score: 0.0412037

Alignment:

SGGTCACGTGACCS

-—-—-YGCGTG----

Original motif = Consensus sequence: SGGTCACGTGACCS Reverse complement motif  Consensus sequence: SGGTCACGTGACC
20 20

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 nhumber: 6

Number of overlap: 6

Similarity score: 0.0425089
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Alignment:
BCCGCCCCGCCCCEB
————— CACGCM----

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

BBGGGGCGGGGCGGB
2.0 2.0
o =‘.39TCQ C_,h CCCQ-__ : o6 —_— - a2 L PPN =
2 10 Wabtsatuk 2 10 Wabtoat ik

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
Number of overlap: 6
Similarity score: 0.0465867
Alignment:
MSGGGGCGGGGYSG
--—-YGCGTG----
Original motif = Consensus sequence: CSKCCCCGCCCCSY Reverse complement motif  Consensus sequence: MSGGGGCGGGGY
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2.0

S

Welsloge 34

Dataset #: 5

Motif ID: 47

Motif name: TFW2
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Forward
Position number: 2

Number of overlap: 6

Similarity score: 0.0469722
Alignment:

SCGCGCGG

-YGCGTG-

Original motif = Consensus sequence: SCGCGCGG

=0
£
e C
oo I — - = —
5

Wit oo S

Reverse complement motif

=0
1.0
C -
S e —— - e
5

s

b

Consensus sequence: CCGCGCGS

Wieda oo S

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

WL g 3

bits

a.0

Best Matches for Motif ID 33 (Highest to Lowest)

Dataset #: 3

Motif ID: 34

Motif name: Myc

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

Position number: 1

Number of overlap: 10

Similarity score: 0

Alignment:

DCCACGTGCV

GCCACGTGSD

Original motif = Consensus sequence: VGCACGTGGH

2.0

o 1
- CAC I .
=_— 8 F = — e ==
5

10
L e

Reverse complement motif = Consensus sequence: GCCACGTGSD

”ﬁggégﬂu -

0.0 == —
10
WL ogo 3 4

bits

Reverse complement motif = Consensus sequence: DCCACGTGCV

2.0
QCAC I <
= = _-;' S _1'0

Wbt aga 3 4
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Dataset #: 4

Motif ID: 42

Motif name: sSGTCACGTGACSs

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: 0.0628441

Alignment:

SGGTCACGTGACCS

--HSCACGTGGC--

Original motif = Consensus sequence: SGGTCACGTGACCS Reverse complement motif = Consensus sequence: SGGTCACGTGACC
20 20

2 10 Wehiioga 3.4 2 10 Wehiioga 3.4

Dataset #: 3

Motif ID: 35

Motif name: GABPA

Matching format of first motif: Reverse Complement

Matching format of second motif: Reverse Complement

Direction: Forward

Position number: 1

Number of overlap: 10
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Similarity score: 0.0884396

Alignment:
VVCACTTCCGG
GCCACGTGSD-
Original motif = Consensus sequence: CCGGAAGTGVV Reverse complement motif = Consensus sequence: VVCACTTCCGG
2.0 2.0
o Cc AAAI—JZ‘—&_'_ £ - "-:geg ‘ C C —wC =
= L = LT
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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LU= cC<0-00C..
SEMVVEVTXYS S 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

2.0

bits
B

Reverse complement motif = Consensus sequence: GCVCCGCCMCCYC

ts

b

Z¢C¢CC?009991QQ

=2 P-C T LT 9
Dataset #: 3
Motif ID: 22
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Motif name:
Matching format of first motif:

Matching format of second motif:

Zfx
Reverse Complement
Reverse Complement

Direction: Forward

Position number: 4

Number of overlap: 10

Similarity score: 0.0899944

Alignment:

VAGGCCBBGGCVBB

-—-—-GCCACGTGSD-

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

b CCT“ |

0.0 T ~
5

its

b

2.0

) A C —— o
— Qc

o= A S =

Webilogo 3.4

Webilogo 3.4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position nhumber:
Number of overlap:
Similarity score:

3

30

PLAG1

Original Motif
Reverse Complement
Forward

5

10

0.0921439
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Consensus sequence: CCCCCTTGGGCCC

Reverse complement motif

Alignment:
CCCCCTTGGGCCCC
-——-HSCACGTGGC
Original motif = Consensus sequence: GGGGCCCAAGGGGG
20
- F= =L Qgé? - -
3 10
Dataset #: 4
Motif ID: 36
Motif name: ¢csGCCCCGCCCCsc
Matching format of first motif: Reverse Complement
Matching format of second motif Original Motif
Direction: Backward
Position number: 3
10
0.093472

Number of overlap:

Similarity score:

Alignment:

HVGCCCCGCCCCBB
Reverse complement motif = Consensus sequence: BBGGGGCGGGGC

--GCCACGTGSD--
Consensus sequence: HVGCCCCGCCCCBB
Page 412 of 594

Original motif



Position number:
Number of overlap:
Similarity score:

Reverse complement motif

20 20
0.0 ‘:_'ETCCBCACGCQ—— = =K - FT F T O W e
5 To e = 5 To B
Dataset #: 2
Motif ID: 7
Motif name: Motif 7
Matching format of first motif: Original Motif
Matching format of second motif Reverse Complement
Direction: Backward
3
10
0.0964516

Consensus sequence: MSGGGGCGGGGY

Alignment:
MSGGGGCGGGGYSG
--HSCACGTGGC--
Original motif = Consensus sequence: CSKCCCCGCCCCSY
QETCQCCT CCQCE
4
38
Page 413 of 594

Dataset #:
Motif ID:



Motif name: cccGCCCCGCCCCsb

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

Position number: 3

Number of overlap: 10

Similarity score: 0.0979367

Alignment:

BCCGCCCCGCCCCBB

--—-GCCACGTGSD--

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

BBGGGGCGGGGCGGB
2.0 2.0
o TE S
Dataset #: 3 Motif ID: 34 Motif name: Myc
Original motif = Consensus sequence: VGCACGTGGH Reverse complement motif = Consensus sequence: DCCACGTGCV

2.0

1 %GAQAI G B ﬂQQAgAT e

bits

o0 — e ——
10 10
Wbl ogo 3 4 Wbl ogo 3 .4
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Best Matches for Motif ID 34 (Highest to Lowest)

Dataset #:

Motif ID:

Motif name:

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

Position number:

Number of overlap:

Similarity score:

Alignment:
HSCACGTGGC
VGCACGTGGH

3

33

Mycn

Original Motif
Original Motif
Backward

1

10

0

Original motif = Consensus sequence: HSCACGTGGC

2.0

Reverse complement motif

2.0

ACC

AC P ——
=S <= F W' B —
5

S ; A Lo -
= i L
Dataset #: 4
Motif ID: 42
Motif name: SsSGTCACGTGACSs
Matching format of first motif: Reverse Complement
Matching format of second motif: Original Motif

Page 415 of 594

Consensus sequence: GCCACGTGSD



Direction: Backward

Position number: 3

Number of overlap: 10

Similarity score: 0.0646601

Alignment:

SGGTCACGTGACCS

--DCCACGTGCV--

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

2.0 2.0

| cc1CACG Gace gaehCiGace.

Webiioga 3.4

Dataset #: 3

Motif ID: 35

Motif name: GABPA

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

Position number: 2

Number of overlap: 10

Similarity score: 0.0840341

Alignment:

VVCACTTCCGG

DCCACGTGCV-
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Original motif = Consensus sequence: CCGGAAGTGVV

2.0
=
o C
a.0 - ey ——— P w
5 10

Weiloga 34

Reverse complement motif = Consensus sequence: VVCACTTCCGG

?gﬂgT cc 4

WekiLoga 34

bits

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
GGMGGRGGCGGVGC
--VGCACGTGGH--

5

50

TFF11
Original Motif
Original Motif
Forward

3

10
0.0851555

Original motif = Consensus sequence: GGMGGRGGCGGVGC

2.0

i
:E‘I.CI
=
5

Reverse complement motif = Consensus sequence: GCVCCGCCMCCY(

0t e

Webiloga 3.4
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Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
DGGGYGKGGC
VGCACGTGGH

3

27

KlIf4

Original Motif
Original Motif
Forward

1

10
0.0883745

Original motif = Consensus sequence: DGGGYGKGGC

2.0

=
=10

Reverse complement motif = Consensus sequence: GCCYCMCCCD

000,

g o
oo = W Q I "E"‘:-TQ
7 = mu_cgl?z =< el oga 3 S
Dataset #: 3
Motif ID: 22
Motif name: Zfx

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:
Number of overlap:

Reverse Complement
Reverse Complement
Backward

2

10
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Similarity score:
Alignment:
VAGGCCBBGGCVBB
—-—--DCCACGTGCV-

Original motif

0.0 = =

0.0925451

Consensus sequence: BBVGCCBVGGCCTV

e\ CCT“

5

Webiioga 3.4

Reverse complement motif

Consensus sequence: VAGGCCBBGGCVE

2.0
i
=1 1.0
_—
a.0 = =
5

10

Webiloga 3.4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
HVGCCCCGCCCCBB
--DCCACGTGCV--

Original motif

4
36

¢csGCCCCGCCCCsc
Reverse Complement
Original Motif
Backward

3

10

0.0928504

Consensus sequence: HVGCCCCGCCCCBB

Reverse complement motif

Consensus sequence: BBGGGGCGGGGC
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2.0
- "—?-ETCCBCACGCQ__ = =8 - = = % Vi A= =
5 10 e 5 10 e
Dataset #: 3
Motif ID: 30
Motif name: PLAG1
Matching format of first motif: Original Motif
Matching format of second motif: Reverse Complement
Direction: Forward
Position number: 5
Number of overlap: 10
Similarity score: 0.0930375
Alignment:
CCCCCTTGGGCCCC
-—-—-VGCACGTGGH
Original motif = Consensus sequence: GGGGCCCAAGGGGG Reverse complement motif  Consensus sequence: CCCCCTTGGGCCC
06 Fos - TQ_Té? - -
Dataset #: 2
Page 420 of 594

Motif ID:



Motif 7
Original Motif
Reverse Complement

Motif name:
Matching format of first motif:
Matching format of second motif
Direction: Backward
Position number: 3
10
0.0941376

Number of overlap:
Consensus sequence: MSGGGGCGGGGY

Similarity score:
Reverse complement motif

Alignment:
MSGGGGCGGGGYSG
--VGCACGTGGH--
Original motif = Consensus sequence: CSKCCCCGCCCCSY
Q w J—-_A-.—-_--_gc-:ﬁ
Dataset #: 4
Motif ID: 38
Motif name: cccGCCCCGCCCCsb
Matching format of first motif: Reverse Complement
Matching format of second motif Original Motif
Direction: Backward
3
10
0.0974172
Page 421 of 594

Position nhumber:
Number of overlap:
Similarity score:



Alignment:
BCCGCCCCGCCCCEB
-——-DCCACGTGCV--

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

BBGGGGCGGGGCGGB
=?9TCQ C_,,_ CCCQ-— 0 AR LB J P e Y e N ik
Dataset #: 3 Motif ID: 35 Motif name: GABPA
Original motif = Consensus sequence: CCGGAAGTGVV Reverse complement motif = Consensus sequence: VVCACTTCCGG

2.0

10
wWetiiaga 3.4 wWebiiaga 3.4

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
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Position number: 5

Number of overlap: 11
Similarity score: 0.0360984
Alignment:

CYYCBBCYYYTCCHCCTYYY
-—-—-VVCACTTCCGG———-—--

Original motif = Consensus sequence: CYYCBBCYYYTCCHCCTYYY

Reverse complement motif = Consensus sequence:

KKKAGGDGGAKKMGBBGKMG
20 20
Y&ESe fQEQQEGQ?QQxQQQ JAAmaAd AXBAALAS S2f
5 T 15 5 T 15

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: 5
Number of overlap: 11
Similarity score: 0.0445566
Alignment:
RGRGGAGRRGGHGGDG
-CCGGAAGTGVV————
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Original motif = Consensus sequence: RGRGGAGRRGGHGGDG

Reverse complement motif ~ Consensus sequence:
CHCCBCCKMCTCCKCM

20

ﬁwcfggac Eg%lggl%g

0.0 -

Weblogad 4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

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

31

Pax5

Reverse Complement
Original Motif
Forward

8

11

0.0446257

Original motif = Consensus sequence: DGVBCABTGDWGCGKRRCSR

20

o
:E‘I.CI

5

LA wca 1G4 QATAAQSA

WebsLaga 3.4

Reverse complement motif = Consensus sequence:
MSGKKRCGCWDCABTGBBCD

20

bits

00 ST$§é"CI'I %;92_ 2E¢ﬁ g__z

Webslaga 3.4
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Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
BBVGCCBVGGCCTV
VVCACTTCCGG—---

Original motif

2.0

3

22

Zfx

Reverse Complement
Original Motif
Forward

1

11

0.0457327

Consensus sequence: BBVGCCBVGGCCTV

Webiioga 3.4

Reverse complement motif

2.0
i
=1 1.0
_—
a.0 = = =
5

Consensus sequence: VAGGCCBBGGCVE

10
Webiloga 3.4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:
Number of overlap:

4
40

kcACCTGCAgc
Reverse Complement
Original Motif
Backward

1

11
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Similarity score: 0.0483841
Alignment:

BCACCTGCABC
VVCACTTCCGG

Original motif = Consensus sequence: BCACCTGCABC

2.0

0.0

Reverse complement motif

2.0
o
=19
0o === 3

Consensus sequence: GBTGCAGGTGB

10
wWebiiaga 3.4

Dataset #: 4

Motif ID: 45

Motif name: wbgTAAATAwWwW
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: 0.0492127
Alignment:

DBGTAAATAHD

CCGGAAGTGVV

Original motif = Consensus sequence: DBGTAAATAHD

Reverse complement motif

Consensus sequence: DHTATTTACBD
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2.0 2.0

o TATA o TATITA

Watiiaga 34 Webilaga 34

Dataset #: 4

Motif ID: 44

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

Position number: 1

Number of overlap: 11

Similarity score: 0.0495154

Alignment:

DHACATTCTGH

VVCACTTCCGG

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

240 2.0

Weiloga 34 WekiLoga 34

Dataset #: 5
Motif ID: 50

Page 427 of 594



Motif name:

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

Position number:

Number of overlap:

Similarity score:

Alignment:
GGMGGRGGCGGVGC
-CCGGAAGTGVV--

TFF11
Original Motif
Original Motif
Forward

2

11
0.0504656

Original motif = Consensus sequence: GGMGGRGGCGGVGC

2.0

bits
B

C

Reverse complement motif

ts

b

Z¢C¢CC?CCQQQTQQ

- Egég?ﬁ—-_——cn 3. J 9
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 nhumber: 1
Number of overlap: 11

0.0518418

Similarity score:

Page 428 of 594

Consensus sequence: GCVCCGCCMCCYC



Alignment:
AATTYDGAARTAWW
-——CCGGAAGTGVV

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

WelsLage 3.4 Wellage 3.4

Dataset #: 4

Motif ID: 38

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

Position number: 2

Number of overlap: 11

Similarity score: 0.0554249
Alignment:

BCCGCCCCGCCCCBB

-—-VVCACTTCCGG-

Reverse complement motif ~ Consensus sequence:

Original motif = Consensus sequence: BCCGCCCCGCCCCBB BBGGGGCGGGGCGGR
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<C C = G
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5 10 15

Webiloga 3.4

Dataset #: 4 Motif ID: 36 Motif name: csGCCCCGCCCCsc

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

2.0

_60600c000e "L UL

Wehilogo 3.4

bits
&

Wehilogo 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-

Page 430 of 594



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

BBGGGGCGGGGCGGB

0.0 QQQTCQ C_,q_ GCCQ‘_— = 0.0 = 4 E = A ?-:::A-?:%:—‘IIE—
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:
CSKCCCCGCCCCSsy
HVGCCCCGCCCCBB
Original motif = Consensus sequence: CSKCCCCGCCCCSY Reverse complement motif  Consensus sequence: MSGGGGCGGGGY

2.0
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Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
MSGKKRCGCWDCABTGBBCD
—————— HVGCCCCGCCCCBB

3

31

Pax5

Original Motif
Reverse Complement
Backward

1

14

0.0747029

Original motif = Consensus sequence: DGVBCABTGDWGCGKRRCSR

20

Reverse complement motif = Consensus sequence:
MSGKKRCGCWDCABTGBBCD

20

510 S0 c

LA ca XG.4 QATﬁAQEA &Y QQT =CA xo. T,
5 10 15 T

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
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Number of overlap: 14

Similarity score: 0.0777991
Alignment:

CYYCBBCYYYTCCHCCTYYY

---HVGCCCCGCCCCBB---

. . Reverse complement motif = Consensus sequence:
I f : CYYCBBCYYYTCCHCCTYYY
Original moti Consensus sequence: CYYCBBC CCHCC KKKAGGDGGAKKMGBBGKMG
T . n
NEES $T§T9lg—r%9 Qgg JAAzaAS ALBAALLE SRS\

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--
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Original motif = Consensus sequence: RGRGGAGRRGGHGGDG

Reverse complement motif ~ Consensus sequence:

CHCCBCCKMCTCCKCM

20

ﬁwcfggac Eg%lggl%g

0.0 -

Weblogad 4

Dataset #: 3

Motif ID: 22

Motif name: Zfx

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: 0.0884848
Alignment:

BBVGCCBVGGCCTV

BBGGGGCGGGGCVD

Original motif = Consensus sequence: BBVGCCBVGGCCTV

2.0

G .\ CCT"

0.0
L]

Webiioga 3.4

Reverse complement motif = Consensus sequence: VAGGCCBBGGCVE

2.0
ﬂ
=10
- L ‘=AC¢‘:-='=
0.0 1= = == = =

Webiloga 3.4

Page 434 of 594



Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
GCVCCGCCMCCYCC
HVGCCCCGCCCCBB

5

50

TFF11

Original Motif
Reverse Complement
Forward

1

14

0.0937271

Original motif = Consensus sequence: GGMGGRGGCGGVGC

2.0

E‘I.CI

Reverse complement motif = Consensus sequence: GCVCCGCCMCCY(

0.t e

=P - h_J 9
3

Dataset #: 4
Motif ID: 42
Motif name: SsSGTCACGTGACSs
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: 0.0971132

Alignment:
SGGTCACGTGACCS
HVGCCCCGCCCCBB
Original motif = Consensus sequence: SGGTCACGTGACCS Reverse complement motif = Consensus sequence: SGGTCACGTGACC
2.0 2.0
2 10 Watilogo 3.4 2 10 Watilogo 3.4
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: 13
Similarity score: 0.609319
Alignment:
GGGGCCCAAGGGGG-
-BBGGGGCGGGGCVD
Original motif = Consensus sequence: GGGGCCCAAGGGGG Reverse complement motif = Consensus sequence: CCCCCTTGGGCCC
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2.0

bits
B

CC.Aa

0o e = = m -

Dataset #: 5

Motif ID: 49

Motif name: TFF1

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: 1.08016

Alignment:

CGGVGCCGCVGC--

HVGCCCCGCCCCBB

Original motif = Consensus sequence: CGGVGCCGCVGC Reverse complement motif = Consensus sequence: GCVGCGGCBCCG
o= gé-?— e -—"?';—Q__:E;-"-"" i II"—ZEQI“__‘*QIGC ==

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

2.0

Coammlh . T

o0—=—= 0.0

bits

10
Wekiloga A4 Wekiloga A4

Best Matches for Motif ID 37 (Highest to Lowest)

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
2.0 2.0

2>
3>

o —
q
=
=
=

—_— ==
———

10
Wekiloga A4 Wekiloga A4

EEES i =_= 0.0

- AIIAllxi
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Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
TWSTTTWAWTTTWT
-WHTATTATTTDH-

2

3

Motif 3

Reverse Complement
Reverse Complement
Backward

2

12

0.0522317

Original motif = Consensus sequence: AWAAAWTWAAASWA

2.0

Reverse complement motif = Consensus sequence: TWSTTITWAWTTT\

TaT T onTeLeT

Webiloga 3.4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:
Number of overlap:

56

TFM11

Reverse Complement
Reverse Complement
Forward

12

12
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Similarity score: 0.0590505

Alignment:

TWVHWWWYTTTYTTTTTHTTTVWBH

——————————— WHTATTATTTDH--

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

240 20

&
-_E‘I.CI

g LY. ¢£iIII TT;llIAI L

25 25
WabLagod 4 WabLagod 4

Dataset #: 5

Motif ID: 52

Motif name: TFM1

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

Position number: 1

Number of overlap: 12

Similarity score: 0.0637702

Alignment:

ABAAAAAAWHAAAAARAW

HDAAATAATAHW—————-—

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

ABAAAAAAWHAAAAARAW
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2.0

2.0

(>
B
- —

S = N

Dataset #:

Motif ID:

Motif name:

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

Position number:

Number of overlap:

Similarity score:

Alignment:
AATHATATWTHAAA
-—-WHTATTATTTDH

Original motif

2.0

a.

“RaT JAIx

9

Motif 9

Reverse Complement
Original Motif
Backward

1

12

0.0641975

Consensus sequence: AATHATATWTHAAA

10

Reverse complement motif

Consensus sequence: TTTDAWATATHAT

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

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
ATKAAWTTTTRMAABAHHTW
WHTATTATTTDH--——-———-

Original motif

20

" AT -AAAT ITAAgA_

ke [ 2 SALLC
5 10

TFM13

Reverse Complement
Original Motif
Forward

1

12

0.0704475

Consensus sequence: ATKAAWTTTTRMAABAHHTW

LWL

Weblag 34

Reverse complement motif

Consensus sequence:

WAHHTVTTYKAAAAWTTRAT

LT\AIILTTT?

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

2

5

Motif 5

Reverse Complement
Reverse Complement
Backward

2

12

0.0704475
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Alignment:
AAATTKTATTTAWT
-WHTATTATTTDH-

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

C

WelsLage 3.4 Wellage 3.4

Dataset #: 5

Motif ID: 53

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

Number of overlap: 12

Similarity score: 0.0763819
Alignment:

WWHTTTTTCABAAWTTWA

—————— WHTATTATTTDH

Reverse complement motif ~ Consensus sequence:

Original motif =~ Consensus sequence: WWHTTTTTCABAAWTTWA TWAAWTTVTGAAAAAHWW
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2.0 2.0

o TTrarfh ATz Taha 1 T

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

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

2.0

bits

cla

0.0
5 10
Welilogo 3.4 Webilogo 3.4

Dataset #: 2
Motif ID: 6
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Motif name:
Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
WWTAKTTCDKAATT
WHTATTATTTDH--

Motif 6

Reverse Complement
Reverse Complement
Forward

1

12

0.09076

Original motif =~ Consensus sequence: AATTYDGAARTAWW

2.0

Reverse complement motif = Consensus sequence: WWTAKTTCDKAA’

bits

i é;TTQ;?AAIl

Webilogo 3.4

Dataset #: 4 Motif ID: 38

Motif name: cccGCCCCGCCCCsb

Original motif = Consensus sequence: BCCGCCCCGCCCCBB

2.0

a.0 = ——

- _eelbacoce.

Webioga 34

Reverse complement motif = Consensus sequence:
BBGGGGCGGGGCGGB

2.0

_— _—
— e c I = A ——

5 10 15
Webiloga 34

0.0
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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---

Reverse complement motif  Consensus sequence:
KKKAGGDGGAKKMGBBGKMG

20 20

Original motif = Consensus sequence: CYYCBBCYYYTCCHCCTYYY

o
:E‘I.CI

A A
AsaAS _AXBAAS S S&

gl = o

599539§9$1gg%29x$%$ 5 : " 2

WebsLaga 3.4 Webslaga 3.4

0.0

Dataset #: 5

Motif ID: 51

Motif name: TFM2

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

Position number:
Number of overlap:
Similarity score:

Alignment:
RGRGGAGRRGGHGGDG
BBGGGGCGGGGCGGB-

Forward

1

15
0.0869149

Original motif = Consensus sequence: RGRGGAGRRGGHGGDG

Reverse complement motif
CHCCBCCKMCTCCKCM

2.0

“C

cC C

-?-TT

T0cTQ

Consensus sequence:

Crce

TorT

0.0

\Msuog CERY

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
BBGGGGCGGGGCGGB-—---

31

Pax5

Reverse Complement
Reverse Complement
Forward

1

15

0.0992376
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Reverse complement motif ~ Consensus sequence:
MSGKKRCGCWDCABTGBBCD

20 20

Original motif = Consensus sequence: DGVBCABTGDWGCGKRRCSR

2
H10

bits

1G4 QATAAQEA ) ST%Eégx L.CA xo. gﬁ

Weblaga 3.4 Weblagn a4

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

BCCGCCCCGCCCCBB

Original motif = Consensus sequence: HVGCCCCGCCCCBB Reverse complement motif = Consensus sequence: BBGGGGCGGGGC
20 20
__GeeCC:CCee | _GOUULUUGEC

Webiioga 3.4 Webiloga 3.4
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Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
-CSKCCCCGCcceesy
BCCGCCCCGCCCCEB

2

7

Motif 7
Original Motif
Original Motif
Backward

1

14

0.513015

Original motif = Consensus sequence: CSKCCCCGCCCCSY

2.0

Reverse complement motif

Consensus sequence: MSGGGGCGGGGY

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:
Number of overlap:

22

Zfx

Original Motif
Original Motif
Forward

1

14
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Similarity score: 0.574434

Alignment:
BBVGCCBVGGCCTV-
BCCGCCCCGCCCCEB

Original motif = Consensus sequence: BBVGCCBVGGCCTV Reverse complement motif = Consensus sequence: VAGGCCBBGGCVE
2.0

2.0
% 1.0 g 1.0 C
== ::—(?g_.!:‘ v — _— < :ﬁAQQ"?:*_::
10 2.2 5 10

0.0 = =
5

Webiioga 3.4 Webiloga 3.4

Dataset #: 5

Motif ID: 50

Motif name: TFF11

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: 0.58333

Alignment:
GCVCCGCCcMceYce-
BCCGCCCCGCCCCBB

Original motif = Consensus sequence: GGMGGRGGCGGVGC

Reverse complement motif

Consensus sequence: GCVCCGCCMCCYC(
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2.0

bits
(=]
bits

C & Z¢C¢CC?CC$99199

e A e Wi === Tic
5 10

0.0

Welsloge 34 Welloge 3.4

Dataset #: 4

Motif ID: 42

Motif name: sSGTCACGTGACSs

Matching format of first motif: Reverse Complement

Matching format of second motif: Original Motif

Direction: Forward

Position number: 1

Number of overlap: 14

Similarity score: 0.601399

Alignment:

SGGTCACGTGACCS-

BBGGGGCGGGGCGGR

Original motif = Consensus sequence: SGGTCACGTGACCS Reverse complement motif  Consensus sequence: SGGTCACGTGACC
a.0 ?CEICACET?AC ‘f a0 ?CEICACET?AC ::-:

Dataset #: 3

Motif ID: 30
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Motif name: PLAG1

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: 0.604586

Alignment:

GGGGCCCAAGGGGG-

BBGGGGCGGGGCGGR

Original motif = Consensus sequence: GGGGCCCAAGGGGG Reverse complement motif  Consensus sequence: CCCCCTTGGGCCC
20 20

510 CC A s10 Q T C C
001 WA WG TE_Té? = - " |QQ C C:rﬁ IA:—: ~C¥ CT C

Dataset #: 5

Motif ID: 49

Motif name: TFF1

Matching format of first motif: Original Motif

Matching format of second motif: Reverse Complement

Direction: Backward

Position nhumber: 1

Number of overlap: 12

Similarity score: 1.58073
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Consensus sequence: GCVGCGGCBCCG

Alignment:
-—--GCVGCGGCBCCG
BCCGCCCCGCCCCBB
Original motif = Consensus sequence: CGGVGCCGCVGC Reverse complement motif
2.0 2.0
=¥ -=£E-TQQAQJ~#.\G —-—g—-:E: > E—‘_—-—Q—r_‘_cc ==
5 10 Giiiteaniy 5 10 Giiiteanan
Dataset #: 4 Motif ID: 39 Motif name: kCAGCCAATmMr
Original motif = Consensus sequence: DCAGCCAATVR Reverse complement motif = Consensus sequence: MBATTGGCTGH
2.0 Z2.0
0.0 e 0.0
Best Matches for Motif ID 39 (Highest to Lowest)
Dataset #: 4
Motif ID: 37
Motif name: tkAAATAATAtwW
Matching format of first motif: Reverse Complement
Matching format of second motif: Reverse Complement
Direction: Forward
2
Page 453 of 594

Position number:



11

Number of overlap:
Similarity score: 0.0559269
Alignment:
WHTATTATTTDH
-MBATTGGCTGH
Original motif =~ Consensus sequence: HDAAATAATAHW Reverse complement motif = Consensus sequence: WHTATTATTTDH
aole=— — TAAIAA A_?__:‘ﬁk . %ATAITAI_ _I e
Dataset #: 4
Motif ID: 44
Motif name: dhACATTCTkh
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: 0.0588235
Alignment:
HCAGAATGTHD
DCAGCCAATVR
Reverse complement motif = Consensus sequence: HCAGAATGTHD
Page 454 of 594

Consensus sequence: DHACATTCTGH

Original motif



Watiiaga 34 Webilaga 34

Dataset #: 4

Motif ID: 41

Motif name: WWAAATAATALtw

Matching format of first motif: Reverse Complement

Matching format of second motif: Reverse Complement

Direction: Backward

Position number: 1

Number of overlap: 11

Similarity score: 0.0597643

Alignment:

DDTATTATTTDH

-MBATTGGCTGH

Original motif = Consensus sequence: HDAAATAATADD Reverse complement motif = Consensus sequence: DDTATTATTTDH
A ATAATA TATIA T

a—— TQT A _wr éT:-_-_-—E—— ool _-_._'5_ ____Ié —

Dataset #: 4

Motif ID: 40
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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:
BCACCTGCABC
MBATTGGCTGH

Original motif

2.0

kcACCTGCAgc
Reverse Complement
Original Motif
Forward

1

11

0.0599548

Consensus sequence: BCACCTGCABC

Reverse complement motif

)

=

=1
0.

0
o

0

A

Consensus sequence: GBTGCAGGTGB

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position nhumber:
Number of overlap:
Similarity score:

50

TFF11

Original Motif
Reverse Complement
Backward

2

11

0.0614719
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Alignment:
GCVCCGCeMeeYce
-—-DCAGCCAATVR-

Original motif = Consensus sequence: GGMGGRGGCGGVGC Reverse complement motif  Consensus sequence: GCVCCGCCMCCYC(

: C CC chcc cC

blts

i
(p
0

b\ts

.= P - =t == T =
3 10 Welitags 3.4 Welstags 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: Backward
Position number: 7
Number of overlap: 11
Similarity score: 0.0635027
Alignment:
HDWVAAAHAAAAAMAAAMWWWHBWA
———————— DCAGCCAATVR--—-—-—-
Original motif = Consensus sequence: Reverse complement motif = Consensus sequence:
HDWVAAAHAAAAAMAAAMWWWHBWA TWVHWWWYTTTYTTTTTHTTTVWBH
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240

20

Dataset #: 2

Motif ID: 18

Motif name: Motif 18
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: 0.0661765
Alignment:

TTAGWTWATAA

DCAGCCAATVR

Original motif = Consensus sequence: TTAGWTWATAA

20

Weiloga 34

Reverse complement motif = Consensus sequence: TTATWAWCTAA

2.1

bits

0.0

WekiLoga 34

Dataset #: 3
Motif ID: 35
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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:
-CCGGAAGTGVV
DCAGCCAATVR-

Original motif

GABPA
Original Motif
Original Motif
Backward

2

10

0.56089

Consensus sequence: CCGGAAGTGVV

2.0
=
" C
a.0 - e Ny —— P —
5 10

Wehiiogo 34

Reverse complement motif

=8
=

2.0

1.0

0.0

Consensus sequence: VVCACTTCCGG

?gégx_cc%g

WetiLoga 3.4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position nhumber:
Number of overlap:
Similarity score:

4
45

wWbgTAAATAwWwW
Reverse Complement
Reverse Complement
Forward

2

10

0.561975
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Alignment:

DHTATTTACBD-

-MBATTGGCTGH

Original motif = Consensus sequence: DBGTAAATAHD Reverse complement motif = Consensus sequence: DHTATTTACBD
2.0 2.0
0.0 TAQ IA 0.0 AI A

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: 5

Number of overlap: 10

Similarity score: 0.563709

Alignment:

VAGGCCBBGGCVBB-

—-—-—-DCAGCCAATVR

Original motif = Consensus sequence: BBVGCCBVGGCCTV Reverse complement motif = Consensus sequence: VAGGCCBBGGCVE
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B
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0.0 =
5

Welsloge 34

s

b

2.0

) A C pn_ —
-

aol= v S EHA%A =t

Welloge 3.4

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

Original motif = Consensus sequence: BCACCTGCABC

2.0

WWehiiogo 34

Best Matches for Motif ID 40 (Highest to Lowest)

Dataset #: 4

Motif ID: 43

Motif name: WSTACWGTAsSw
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

Reverse complement motif = Consensus sequence: GBTGCAGGTGB

2.0
£
=10

. — ’

10
WetiLogo 3.4
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Original motif = Consensus sequence: HVTACWGTABD

240

Weiloga 34

Reverse complement motif

2.0

Consensus sequence: DBTACWGTAVH

WekiLoga 34

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
DHACATTCTGH
BCACCTGCABC

4

44
dhACATTCTkh
Original Motif
Original Motif
Backward

1

11

0.0254134

Original motif = Consensus sequence: DHACATTCTGH

2.0

Webiioga 34

Reverse complement motif

2.0

Consensus sequence: HCAGAATGTHD

Webiiaga 34

Page 462 of 594



Dataset #: 4
Motif ID: 42

Motif name: sSGTCACGTGACSs

Matching format of first motif: Original Motif

Matching format of second motif: Original Motif

Direction: Forward

Position number: 4

Number of overlap: 11

Similarity score: 0.031338

Alignment:

SGGTCACGTGACCS

-—--BCACCTGCABC

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

2.0

2.0

-_— cq-- -

056V T- TR v ] 13

5 10
Webiioga 3.4 Webiloga 3.4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:
Number of overlap:

5

50

TFF11

Original Motif
Reverse Complement
Backward

4

11
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Similarity score: 0.034471
Alignment:

GCVCCGCCMCCYCC

BCACCTGCABC---

Original motif = Consensus sequence: GGMGGRGGCGGVGC

2.0

E‘I.CI

Reverse complement motif

Consensus sequence: GCVCCGCCMCCYC

0.t e

. =P - 9
2 10 Wehiioga 3.4 Wehiioga 3.4

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: 2
Number of overlap: 11
Similarity score: 0.0402518
Alignment:
HVGCCCCGCCCCBB
-BCACCTGCABC--

Original motif = Consensus sequence: HVYGCCCCGCCCCBB

Reverse complement motif

Consensus sequence: BBGGGGCGGGGC
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20 20
0.0 '.;'—?TCQBCACQCQ—— = — 0.0 =8 —— -5 == N e ‘E“:A‘
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
2
11
0.0411257

Position number:
Number of overlap:
Similarity score:

Alignment:
CSKCCCCGCCCCsY

-BCACCTGCABC--
Consensus sequence: CSKCCCCGCCCCSsY

Reverse complement motif

Consensus sequence: MSGGGGCGGGGY

Page 465 of 594

Original motif
MQETCQCCT CCQCE
Dataset #: 3

31

Motif ID:



Motif name:
Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
DGVBCABTGDWGCGKRRCSR
-—-—-GBTGCAGGTGB-—----

Original motif

20

Pax5

Reverse Complement
Original Motif
Forward

5

11

0.0420218

Consensus sequence: DGVBCABTGDWGCGKRRCSR

Reverse complement motif
MSGKKRCGCWDCABTGBBCD

20

Consensus sequence:

bits

o5 STQEéQI %;92_ i5¢ﬁ g?‘?

Weblagn a4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

35

GABPA

Reverse Complement
Original Motif
Forward

1

11

0.0423275
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Alignment:

CCGGAAGTGVV
GBTGCAGGTGB
Original motif = Consensus sequence: CCGGAAGTGVV Reverse complement motif = Consensus sequence: VVCACTTCCGG
2.0 2.0
_— [ c A;.—-—":‘-—E - -_ g C ‘ C C —— =
= 'u:li_agua-s Wd‘.l_agu-ﬂd-
Dataset #: 4
Motif ID: 39
Motif name: kCAGCCAATmMr
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: 0.0439586
Alignment:
DCAGCCAATVR
GBTGCAGGTGRB
Original motif = Consensus sequence: DCAGCCAATVR Reverse complement motif = Consensus sequence: MBATTGGCTGH
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0.0 - —
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: 3
Number of overlap: 11
Similarity score: 0.0461444

Alignment:
BCCGCCCCGCCCCEBB
-—-BCACCTGCABC--

Original motif = Consensus sequence: BCCGCCCCGCCCCBB

2

-« _oclallico0e.

Webiloga 34

Reverse complement motif

BBGGGGCGGGGCGGB

bits

2.0

0.0

——

Consensus sequence:

Dataset #: 4

Motif ID: 41

Motif name: wwAAATAATAtw

Page 468 of 594



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

2.0

" 1AAQIAALA;? EZARTAIIAIl~E

a0 = =

Wekiloga A4 Wekiloga A4

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 2.0
P EE— QAAIA_A =i ey o6 %eTAIIAAII —_—
5 10 5 10

Wekiloga A4 Wekiloga A4
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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: Forward

Position number: 2

Number of overlap: 12

Similarity score: 0.0536028

Alignment:

AWAAAWTWAAASWA

-HDAAATAATADD-

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

2.0

0.0
5

¢£AAE%;§AQAEI% gﬁlﬁﬁTlTléleléT

Webiioga 3.4 Webiloga 3.4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:
Number of overlap:

5

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

iiﬁuﬂﬂ LT 1

—_— —
10

Wetiloga 3.4

Reverse complement motif = Consensus sequence:

ABAAAAAAWHAAAAARAW

2.0

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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240

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

2.0

“RaT JAIx

a.

10

Reverse complement motif = Consensus sequence: TTTDAWATATHAT

Dataset #: 5
Motif ID: 55
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Motif name:
Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
WAHHTVTTYKAAAAWTTRAT
———————— HDAAATAATADD

TFM13

Original Motif
Reverse Complement
Backward

1

12

0.0712963

Original motif = Consensus sequence: ATKAAWTTTTRMAABAHHTW

20

" AT -AAAT ITAAgA_

e I ~SALDC
5 10

LWL

Weblag 34

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

2

5

Motif 5

Reverse Complement
Reverse Complement
Forward

2

12

0.0715278

Reverse complement motif
WAHHTVTTYKAAAAWTTRAT

LT\AIILTTT?

Consensus sequence:
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Alignment:
AAATTKTATTTAWT
-DDTATTATTTDH-

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

C

WelsLage 3.4 Wellage 3.4

Dataset #: 5

Motif ID: 53

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

Number of overlap: 12

Similarity score: 0.0733516
Alignment:

WWHTTTTTCABAAWTTWA

—————— DDTATTATTTDH

Reverse complement motif ~ Consensus sequence:

Original motif =~ Consensus sequence: WWHTTTTTCABAAWTTWA TWAAWTTVTGAAAAAHWW
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2.0 2.0

o TTrarfh ATz Taha 1 T

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

Dataset #: 2
Motif ID: 16
Motif name: Motif 16
Matching format of first motif: Reverse Complement
Matching format of second motif: Reverse Complement
Direction: Backward
Position number: 1
Number of overlap: 12
Similarity score: 0.0912037
Alignment:
TCAAAATKAWTTGT
—--DDTATTATTTDH
Original motif  Consensus sequence: ACAAWTRATTTTGA Reverse complement motif = Consensus sequence: TCAAAATKAWTTG

2.0

bits

cla

0.0
5 10
Welilogo 3.4 Webilogo 3.4

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

Matching format of first motif: Reverse Complement
Matching format of second motif: Reverse Complement
Direction: Backward
Position number: 3
Number of overlap: 12
Similarity score: 0.0924576
Alignment:
WWTAKTTCDKAATT
DDTATTATTTDH--
Original motif =~ Consensus sequence: AATTYDGAARTAWW Reverse complement motif = Consensus sequence: WWTAKTTCDKAA’
2.0 2.0
o élTTQ; AA‘I
: 13 10 e
Dataset #: 4 Motif ID: 42 Motif name: sSGTCACGTGACSs
Original motif = Consensus sequence: SGGTCACGTGACCS Reverse complement motif = Consensus sequence: SGGTCACGTGACC

2.0

 ceTCACEGace.

2.0

?CEIQACJ?QCC?J

0.0

bits

0.0

Webiioga 3.4 Webiioga 3.4

Best Matches for Motif ID 42 (Highest to Lowest)
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Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
DGVBCABTGDWGCGKRRCSR
—————— SGGTCACGTGACCS

3

31

Pax5
Original Motif
Original Motif
Forward

7

14
0.0518737

Original motif = Consensus sequence: DGVBCABTGDWGCGKRRCSR

20

Reverse complement motif = Consensus sequence:
MSGKKRCGCWDCABTGBBCD

20

510 5190 c

LA ca XG.4 QATﬁAQEA &Y QQT =CA xo. T,
5 10 15 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

Page 477 of 594



Number of overlap: 14

Similarity score: 0.0539097

Alignment:

BBGGGGCGGGGCVD

SGGTCACGTGACCS

Original motif = Consensus sequence: HVGCCCCGCCCCBB Reverse complement motif  Consensus sequence: BBGGGGCGGGGC
i "-?-E-—-—CQQCACQGQ_- - ao =8 < g = ?C:Q—_— =

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

Similarity score: 0.0581955

Alignment:

BCCGCCCCGCCCCRBB

SGGTCACGTGACCS-

Reverse complement motif = Consensus sequence:

Original motif = Consensus sequence: BCCGCCCCGCCCCBB BBGGGGCGGGGCGGR
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2.0

m=?9TCQ Cﬂcccg?ﬁ

0.0

bits

Webiloga 3.4

2.0

1.0

hits

0.0 == = = W : Py -

5 10 15
Webiloga 3.4

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

a.0 QETCQCCT CCQCE

Welilogo 3.4

Reverse complement motif = Consensus sequence: MSGGGGCGGGGY

Dataset #: 5
Motif ID: 50
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Motif name:
Matching format of first motif:

Matching format of second motif:

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

2 0 Webtogo 3.4 % 0 Webtogo a4

Dataset #: 5

Motif ID: 49

Motif name: TFF1

Matching format of first motif: Original Motif

Matching format of second motif: Reverse Complement

Direction: Backward

Position nhumber: 1

Number of overlap: 12

Similarity score: 1.06047
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Consensus sequence: GCVGCGGCBCCG

Alignment:
--GCVGCGGCBCCG
SGGTCACGTGACCS
Original motif = Consensus sequence: CGGVGCCGCVGC Reverse complement motif
2.0 2.0
S — J c&?ggf—-_Q__-_I} Ig—_:écg:-’fgjcc—ﬂ—
5 10 Gitoanii 5 10 GiGitoan i

Dataset #: 4
Motif ID: 40

Motif name: kcACCTGCAgc

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: 1.54742
Alignment:
-—--BCACCTGCABC
SGGTCACGTGACCS
Consensus sequence: BCACCTGCABC Reverse complement motif = Consensus sequence: GBTGCAGGTGB
Page 481 of 594

Original motif



1.0

bits

S ————

Dataset #: 5
Motif ID: 48
Motif name: TFW3
Matching format of first motif: Reverse Complement
Matching format of second motif: Reverse Complement
Direction: Backward
Position number: 1
Number of overlap: 10
Similarity score: 2.05201
Alignment:
--—--CGCGBMGCCG
SGGTCACGTGACCS
Original motif = Consensus sequence: CGGCYBCGCG Reverse complement motif  Consensus sequence: CGCGBMGCCG
cGeli .icC
2o T S ' KD

Dataset #: 3
Motif ID: 23
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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:
-—-—-YCGCCCACGCH
SGGTCACGTGACCS-

Egrl

Original Motif
Reverse Complement
Backward

2

10

2.06209

Original motif = Consensus sequence: HGCGTGGGCGK

2.0

Reverse complement motif = Consensus sequence: YCGCCCACGCH

QQ&JCACAQT

== A |
' 3 - L
Dataset #: 3
Motif ID: 30
Motif name: PLAG1

Matching format of first motif:

Matching format of second motif:

Direction:

Position nhumber:
Number of overlap:
Similarity score:

Reverse Complement
Reverse Complement
Forward

8

7

3.53253
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Alignment:
CCCCCTTGGGCCCC—===———
——————— SGGTCACGTGACCS

Original motif = Consensus sequence: GGGGCCCAAGGGGG

2.0

0.0

WelsLage 3.4

Reverse complement motif  Consensus sequence: CCCCCTTGGGCCC

Dataset #: 4 Motif ID: 43 Motif name: wsTACwWGTAsw

Original motif = Consensus sequence: HVTACWGTABD

2.0

10
wWetiiaga 3.4

Best Matches for Motif ID 43 (Highest to Lowest)

Dataset #: 4

Motif ID: 40

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

Position number: 1

Reverse complement motif = Consensus sequence: DBTACWGTAVH

wWebiiaga 3.4
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Number of overlap: 11

Similarity score: 0.0199592

Alignment:

GBTGCAGGTGR

HVTACWGTABD

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

240

2.0
=
=10

P e . ===

Dataset #: 4
Motif ID: 41

Motif name: WWAAATAATALtw
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: 0.0309343

Alignment:

DDTATTATTTDH

-HVTACWGTABD

Original motif = Consensus sequence: HDAAATAATADD Reverse complement motif = Consensus sequence: DDTATTATTTDH
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2.0
A AATA 3
P = TA T e 0.0 = == ==
5 10 Giiiteana 5
Dataset #: 4
Motif ID: 37
Motif name: tkAAATAATAtw
Matching format of first motif: Original Motif
Matching format of second motif: Reverse Complement
Direction: Backward
Position number: 1
11
0.0337121
Consensus sequence: WHTATTATTTDH

Number of overlap:
Similarity score:
Reverse complement motif

Alignment:
WHTATTATTTDH
-HVTACWGTABD
Original motif = Consensus sequence: HDAAATAATAHW
* aAATA - TA TATTT
e W -TA$A B PO i e — IA - -
Dataset #: 2
6
Page 486 of 594

Motif ID:



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’

2.0

bits

MﬁETT x0 I

10
Webilogo 3.4 Webilogo 3.4

Dataset #: 4

Motif ID: 45

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

Position nhumber: 1

Number of overlap: 11

Similarity score: 0.037518
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Alignment:

DBGTAAATAHD

DBTACWGTAVH

Original motif = Consensus sequence: DBGTAAATAHD Reverse complement motif = Consensus sequence: DHTATTTACBD
2.0 2.0
0.0 ‘ Aé IA 0.0 AI A

Dataset #: 2

Motif ID: 9

Motif name: Motif 9

Matching format of first motif: Reverse Complement

Matching format of second motif: Reverse Complement

Direction: Backward

Position number: 4

Number of overlap: 11

Similarity score: 0.0397727

Alignment:

TTTDAWATATHATT

DBTACWGTAVH---

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

Page 488 of 594



2.0

%t ATA%IAIX

a.

10

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: 5

Number of overlap: 11

Similarity score: 0.0413797
Alignment:

TWAAWTTVTGAAAAAHWW

—-——HVTACWGTABD—---

Reverse complement motif = Consensus sequence:
Original motif =~ Consensus sequence: WWHTTTTTCABAAWTTWA P g

) TWAAWTTVTGAAAAAHWW
IS “Toha, TT Tiasah 24

Webilogo 3.4

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

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
DGVBCABTGDWGCGKRRCSR
————— HVTACWGTABD—----

31

Pax5

Original Motif
Original Motif
Forward

6

11

0.042298

Original motif = Consensus sequence: DGVBCABTGDWGCGKRRCSR

20

2
=10

AAQ?A

ol=A _-;gé—-lﬁ‘i‘é QATc

Weblaga 34

Reverse complement motif = Consensus sequence:
MSGKKRCGCWDCABTGBBCD

20

bits

) ST%EégI £=CA 1o gi

Weblaga 34

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:
Number of overlap:

5

55

TFM13

Reverse Complement
Original Motif
Backward

3

11
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Similarity score: 0.0445707

Alignment:
ATKAAWTTTTRMAABAHHTW
——————— DBTACWGTAVH--

Original motif = Consensus sequence: ATKAAWTTTTRMAABAHHTW

20

"AT:AMT[1TaaBA A, 4

Wm_aqu:]d

Reverse complement motif
WAHHTVTTYKAAAAWTTRAT

“The I TrobobdTTTetr

Consensus sequence:

Dataset #: 2

Motif ID: 19

Motif name: Motif 19
Matching format of first motif: Reverse Complement
Matching format of second motif: Original Motif
Direction: Backward
Position number: 3

Number of overlap: 11

Similarity score: 0.0460859
Alignment:

TTCWTAGATTAWA

DBTACWGTAVH--

Original motif = Consensus sequence: TTCWTAGATTAWA

Reverse complement motif

Consensus sequence: TWTAATCTAWGA/
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Webilogad 4

Webiloga 3 4

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

Original motif = Consensus sequence: DHACATTCTGH Reverse complement motif

2.0 2.0

5 10
Webiioga 34

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--————-—

Consensus sequence: HCAGAATGTHD

WetiLogo 3.4
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Original motif = Consensus sequence: WWHTTTTTCABAAWTTWA

2.0+

gﬁT%ATETxlgé¢AA¢%IIA

Webilogo 3.4

Reverse complement motif ~ Consensus sequence:
TWAAWTTVTGAAAAAHWW

A A

=C

"Taha, TT TGann

0 -:::A_h_ A ‘-=-

Webilogo 3.4

Dataset #: 4

Motif ID: 40

Motif name: kcACCTGCAgc
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: 0.0238442
Alignment:

BCACCTGCABC

DHACATTCTGH

Original motif = Consensus sequence: BCACCTGCABC

2.0

Reverse complement motif = Consensus sequence: GBTGCAGGTGB

2.0

—————— , 5 —

10
wWebiiaga 3.4

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:
TCAAAATKAWTTGT
HCAGAATGTHD---

2

16

Motif 16

Reverse Complement
Reverse Complement
Backward

4

11

0.0258838

Original motif = Consensus sequence: ACAAWTRATTTTGA

2.0

bits

ala

0.0

5

Webiioga 3.4

Reverse complement motif = Consensus sequence: TCAAAATKAWTTG

2.0

bits

cla

a.0

10

Webiloga 3.4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:
Number of overlap:

4
41

WWAAATAATALtw
Reverse Complement
Reverse Complement
Backward

1

11
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Similarity score: 0.0292508

Alignment:

DDTATTATTTDH

-HCAGAATGTHD

Original motif = Consensus sequence: HDAAATAATADD Reverse complement motif = Consensus sequence: DDTATTATTTDH
2.0 2.0
PR ——— L= éABIMlA — = 0.0 - AIIAIIl e -

= 10 Weabiloga 3.4 = 10 Wabilogo 34

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: 5

Number of overlap: 11

Similarity score: 0.0307858

Alignment:

TWVHWWWYTTTYTTTTTHTTTVWBH

~-—-DHACATTCTGH--—-=-—=-=--~

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

HDWVAAAHAAAAAMAAAMWWWHBWA TWVHWWWYTTTYTTTTTHTTTVWBH
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240

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:

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

Original motif

Consensus sequence: ATKAAWTTTTRMAABAHHTW

55

TFM13
Original Motif
Original Motif
Backward

9

11
0.0357323

Reverse complement motif

Consensus sequence:

WAHHTVTTYKAAAAWTTRAT
T (BTN Th L TrsbeeTTT
Dataset #: 4
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Motif ID:

Motif name:

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

Position number:

Number of overlap:

Similarity score:

Alignment:
WHTATTATTTDH
—-HCAGAATGTHD

Original motif

2.0

37

tkAAATAATAtw
Reverse Complement
Reverse Complement
Forward

2

11

0.0364899

Consensus sequence: HDAAATAATAHW

Reverse complement motif

ts

Consensus sequence: WHTATTATTTDH

ZQeTALIAIIg_‘

T —— —
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
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Alignment:
AATTYDGAARTAWW
HCAGAATGTHD---

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

WelsLage 3.4

Dataset #: 4

Motif ID: 39

Motif name: kCAGCCAATmMr
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: 0.0412582

Alignment:

MBATTGGCTGH

DHACATTCTGH

Original motif = Consensus sequence: DCAGCCAATVR Reverse complement motif = Consensus sequence: MBATTGGCTGH
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0.0 - —
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: 11
Similarity score: 0.0418896

Alignment:
CCGGAAGTGVV
HCAGAATGTHD

Original motif = Consensus sequence: CCGGAAGTGVV

2.0
p) o3
= 1.0 C A i
_— = . Sy, W S a.0
5 10

2.0

bit

Reverse complement motif = Consensus sequence: VVCACTTCCGG

?QAQI*QQ%Q

Weiloga 34

WekiLoga 34

Dataset #: 4 Motif ID: 45

Motif name: wbgTAAATAww
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Consensus sequence: DHTATTTACBD

Original motif = Consensus sequence: DBGTAAATAHD Reverse complement motif
£1.0 A £10
] L e — E = oo t—-— ——4u € = = -
Best Matches for 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
Original motif = Consensus sequence: HDAAATAATAHW Reverse complement motif = Consensus sequence: WHTATTATTTDH
2.0 2.0
o e TAAIA_A =y o6 %eTAIIAAIA o
= 10 Washiloga 34 % 10 Wehilogo 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:
DDTATTATTTDH
DHTATTTACBD-

4

41

WWAAATAATALw
Reverse Complement
Reverse Complement
Backward

2

11

0.0164863

Original motif = Consensus sequence: HDAAATAATADD

2.0

Reverse complement motif = Consensus sequence: DDTATTATTTDH

| TarthTar

3 10 WetiLoga 34 WetiLoga 34
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

Page 501 of 594



Similarity score:

Alignment:

TWVHWWWY TTTYTTTTTHT TTVWBH
—————————————— DHTATTTACBD

Original motif

240

Consensus sequence:
HDWVAAAHAAAAAMAAAMWWWHBWA

0.0192768

« 38

25
WabLagod 4

Reverse complement motif

Consensus sequence:

TWVHWWWYTTTYTTTTTHTTTVWBH

20

&
-_E‘I.CI

LY ¢£iIII a
5 10

glllAI I

25
WabLagod 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:
AATHATATWTHAAA
DHTATTTACBD---

Original motif

9

Motif 9

Reverse Complement
Original Motif
Backward

4

11

0.0250541

Consensus sequence: AATHATATWTHAAA

Reverse complement motif

Consensus sequence: TTTDAWATATHAT
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2.0

] QTA%IAIE

a.

bits

10

Dataset #:

Motif ID:

Motif name:

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

Position number:

Number of overlap:

Similarity score:

Alignment:
AATTYDGAARTAWW
-—-—-DBGTAAATAHD

Motif 6
Original Motif
Original Motif
Backward

1

11

0.027895

Original motif = Consensus sequence: AATTYDGAARTAWW

Welilogo 3.4

Reverse complement motif = Consensus sequence: WWTAKTTCDKAA’

ﬁH%ITé;TTQ;? I

Webilogo 3.4

Dataset #:
Motif ID:

52

Page 503 of 594



Motif name:
Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

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

TFM1

Original Motif
Reverse Complement
Forward

1

11

0.0283217

Original motif = Consensus sequence: WTKTTTTTHWTTTTTTBT

T T

Reverse complement motif =~ Consensus sequence:

ABAAAAAAWHAAAAARAW
,ééAgAAé ééAAAéA%

Ir I A I
1 12 Wetiloga 34
Dataset #: 5
Motif ID: 53
Motif name: TFM3
Matching format of first motif: Original Motif
Matching format of second motif: Reverse Complement
Direction: Backward
Position number: 2
Number of overlap: 11
Similarity score: 0.0308097
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Alignment:
TWAAWTTVTGAAAAAHWW
—————— DBGTAAATAHD-

Original motif = Consensus sequence: WWHTTTTTCABAAWTTWA

2.0

Reverse complement motif
TWAAWTTVTGAAAAAHWW

Consensus sequence:

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

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

55

TFM13
Original Motif
Original Motif
Backward

3

11
0.0333874

Original motif = Consensus sequence: ATKAAWTTTTRMAABAHHTW

Reverse complement motif
WAHHTVTTYKAAAAWTTRAT

Consensus sequence:
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el AT T MrshrTes

Weblaga 34 Weblaga 34

Dataset #: 2

Motif ID: 4

Motif name: Motif 4

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: 0.0361187

Alignment:

AWGKAAWTTTT

DBGTAAATAHD

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

bits

| XAEAA%T

10
WekiLoga 34

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

Matching format of second motif:
Direction:

Position number:

Number of overlap:

Similarity score:

Alignment:
AWAAAWTWAAASWA

—-—-DHTATTTACBD-

Original motif

2.0

Motif 3
Reverse Complement
Original Motif
Backward

2

11

0.0410381

Consensus sequence: AWAAAWTWAAASWA

Reverse complement motif = Consensus sequence: TWSTTTWAWTTT\

Te T TiLeT

Webilogo 3.4

ts

b

Dataset #: 5 Motif ID: 46

Original motif

=_

Motif name:

Consensus sequence: GTCGCG

o
= 1.0
- — = - L — —
=

(= =
W s Loy S

Best Matches for Motif ID 46 (Highest to Lowest)

Reverse complement motif = Consensus sequence: CGCGAC

=_
= 1o ‘ C
N,
. e —  e——
=

W s Loy S

I
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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
20 20
oo l—e GC£$C¢CC o Cq::g_,q“—c-—:ﬂ C =

= i = L

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: 7

Number of overlap: 6
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Similarity score: 0.0375102

Alignment:
SGGTCACGTGACCS
--GTCGCG—————-—

Original motif = Consensus sequence: SGGTCACGTGACCS

2.0

?CEIQAC,____LAC%

Webiioga 3.4

Reverse complement motif

2.0

Consensus sequence: SGGTCACGTGACC

ACC_

-_— cq-- -

10
Webiloga 3.4

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: 5

Number of overlap: 6

Similarity score: 0.0381641

Alignment:

GCvCCcGceMeceycee

--—--CGCGAC----

Original motif = Consensus sequence: GGMGGRGGCGGVGC

Reverse complement motif

Consensus sequence: GCVCCGCCMCCYC(
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2.0

ZQC¢CC?CC$99199

i Egéﬁéﬁfgg —— 9
2 10 Weltags 3.4 Welstags 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: Forward
Position number: 7
Number of overlap: 6
0.0431161

Similarity score:

Alignment:
CGGVGCCGCVGC
—————— CGCGAC

Original motif

2.0

Consensus sequence: CGGVGCCGCVGC

Reverse complement motif

2.0

Consensus sequence: GCVGCGGCBCCG

- T W gé?ﬂgngfﬂ;l} Ig‘—:écx — .
Dataset #: 5
Motif ID: 47
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Motif name:
Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
CCGCGCGS
-CGCGAC-

TFW2

Reverse Complement
Reverse Complement
Backward

2

6

0.052047

Original motif = Consensus sequence: SCGCGCGG

= 0
i
il C
- - - — - . - —
5

WelLaogo 3

Reverse complement motif

“CcGCGla.

s

b

Consensus sequence: CCGCGCGS

WelLago 3

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position nhumber:
Number of overlap:
Similarity score:

3

33

Mycn

Original Motif
Reverse Complement
Backward

1

6

0.0537993
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Alignment:
GCCACGTGSD
-—-—-GTCGCG

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

”gCAGAl Ge ”ﬁggég“u =

bits
bits

a0 = — i 0.0 e —

10 10
Wbl oga 3 4 Wbl oga 3 4

Dataset #: 4

Motif ID: 36

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

Position number: 7

Number of overlap: 6

Similarity score: 0.0539

Alignment:
HVGCCCCGCCCCBB
--GTCGCG—-—-—-—--

Original motif = Consensus sequence: HVGCCCCGCCCCBB

Reverse complement motif = Consensus sequence: BBGGGGCGGGGC

Page 512 of 594



2.0

zafTCQCCACQCQU *1 _GOLULUGGC

5 10

bits

bLts
o
D

Welsloge 34 Welloge 3.4

Dataset #: 1

Motif ID: 1

Motif name: Motif 1

Matching format of first motif: Original Motif

Matching format of second motif: Reverse Complement

Direction: Forward

Position number: 3

Number of overlap: 6

Similarity score: 0.0554263

Alignment:

GCCCCGCC

--GTCGCG

Original motif = Consensus sequence: GGCGGGGC Reverse complement motif  Consensus sequence: GCCCCGCC
OO :'-1. S Ca i n . C@ @

Dataset #: 4

Motif ID: 38
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Motif name:

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

Position number:

Number of overlap:

Similarity score:

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

cccGCCCCGCCCCsb
Original Motif
Reverse Complement
Backward

3

6

0.0558733

Original motif = Consensus sequence: BCCGCCCCGCCCCBB

2.0

_eelbacoce.

Webilogo 34

Reverse complement motif

BBGGGGCGGGGCGGB

2.0

bits

0.0 W W

Consensus sequence:

Dataset #:

Motif ID:

Motif name:

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

Position number:

Number of overlap:

Similarity score:

2

7

Motif 7

Reverse Complement
Original Motif
Backward

7

6

0.0644512
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Consensus sequence: MSGGGGCGGGGY

Reverse complement motif

Alignment:
CSKCCCCGCCcCesy
--CGCGAC------
Original motif = Consensus sequence: CSKCCCCGCCCCSY
Motif ID: 47 Motif name: TFW2
Reverse complement motif  Consensus sequence: CCGCGCGS

Dataset #: 5
Consensus sequence: SCGCGCGG
S ——— - - : -—

Original motif

=20
e,
il C
0.0 C:A-:-_— -:l:; = e iy, R
5
W ek oo TR

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: Backward
6
Page 515 of 594

Position number:



Number of overlap:
Similarity score:

Alignment:
HVGCCCCGCCCCBB
-CCGCGCGS——-—-

8

0.0456233

Original motif = Consensus sequence: HVGCCCCGCCCCBB

- ae000ac0ee.

Welilogo 3.4

Reverse complement motif

2.0

Consensus sequence: BBGGGGCGGGGC

a.0 = —— =

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
BBGGGGCGGGGCGGB
—————— SCGCGCGG-

4
38
cccGCCCCGCCCCsb
Original Motif
Reverse Complement
Forward

7

8

0.045686

Original motif = Consensus sequence: BCCGCCCCGCCCCBB

Reverse complement motif
BBGGGGCGGGGCGGB

Consensus sequence:
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2.0

T =T =
15

hits

Webiloga 3.4

20
Dataset #: 2
Motif ID: 7
Motif name: Motif 7
Matching format of first motif: Reverse Complement
Matching format of second motif Original Motif
Direction: Backward
6
8
0.0504058

Position number:
Number of overlap:
Similarity score:

Reverse complement motif

Consensus sequence: MSGGGGCGGGGY

Alignment:
CSKCCCCGCCccesy
-CCGCGCGS——-—---
Original motif = Consensus sequence: CSKCCCCGCCCCSY
QETCQCCT CCQCE
3
33
Page 517 of 594

Dataset #:
Motif ID:



Motif name:
Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
HSCACGTGGC
-SCGCGCGG-

Original motif

Mycn

Original Motif
Original Motif
Forward

2

8

0.0527532

Consensus sequence: HSCACGTGGC

Reverse complement motif

Consensus sequence: GCCACGTGSD

20 2.0
aC
- =:ECAGA1—.—?% o _.__gg == 5 L= N = —
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 nhumber: 2
Number of overlap: 8
Similarity score: 0.0574543
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Alignment:
VGCACGTGGH
-SCGCGCGG-

Original motif = Consensus sequence: VGCACGTGGH

2.0

- |
g CAC I |
I—— g8 F = e
5

10
Wbl oga 3 4

Reverse complement motif

Consensus sequence: DCCACGTGCV

2.0
P ——— B T e ==
5

10
Wbl oga 3 4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
GCvCCGeeMeeycee
-—-—-CCGCGCGS—---

5

50

TFF11

Reverse Complement
Reverse Complement
Backward

4

8

0.0583967

Original motif = Consensus sequence: GGMGGRGGCGGVGC

Reverse complement motif

Consensus sequence: GCVCCGCCMCCYC
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2.0

bits
B

CVG_Ue

— o BN e———
5 10

0.0
Welsloge 34

bits

ZQC¢CC?CC$99199

Welloge 3.4

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: 5

Number of overlap: 8

Similarity score: 0.060966
Alignment:

CGGVGCCGCVGC

SCGCGCGG——---

Original motif = Consensus sequence: CGGVGCCGCVGC

2.0

bits
=

— R e e i —-—"";—Q—_w-—:":‘
10

0.0 =
5
Webiloga 34

Reverse complement motif  Consensus sequence: GCVGCGGCBCCG

2.0

Dataset #: 3
Motif ID: 25
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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:
SCMVBBGGC
-SCGCGCGG

Original motif

TFAP2A

Original Motif
Reverse Complement
Backward

1

8

0.0678925

Consensus sequence: GCCBBVRGS

Reverse complement motif

Consensus sequence: SCMVBBGGC

2.0 2o
o ——= S~ - — fcc— R

Dataset #: 3

Motif ID: 24

Motif name: SP1

Matching format of first motif: Original Motif

Matching format of second motif: Reverse Complement

Direction: Backward

Position nhumber: 3

Number of overlap: 8

Similarity score: 0.07018
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Alignment:
GGGGGYGGGG
SCGCGCGG—--

Original motif = Consensus sequence: CCCCKCCCCC

bits

;QQCQTQ

Cecc

Wbl oga 3 4

Reverse complement motif

2.0

Consensus sequence: GGGGGYGGGG

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
BBVGCCBVGGCCTV
--SCGCGCGG—-—--

3

22

Zfx

Original Motif
Original Motif
Forward

3

8

0.0710499

Original motif = Consensus sequence: BBVGCCBVGGCCTV

Reverse complement motif

Consensus sequence: VAGGCCBBGGCVE
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bits
B

M:¢¢¢QiémCCT“

a.0 = —

5
Welsloge 34

s

b

2.0

) -':-*A =AC =
C = C__

o= Vs :nA,ﬂ?n =

Welloge 3.4

Dataset #: 5 Motif ID: 48 Motif name: TFW3

Original motif = Consensus sequence: CGGCYBCGCG

Wbl ogo 3 S

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--

Reverse complement motif = Consensus sequence: CGCGBMGCCG

2.0

o
i C C
N C
a0 cﬁ_.——Al -_—
s

Wbl ogo 3 a8
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Original motif = Consensus sequence: CGGVGCCGCVGC Reverse complement motif = Consensus sequence: GCVGCGGCBCCG

- — J :&TQAAQ—;E—‘} G IIi-?&gI—‘_—-QIgC—H—
Dataset #: 3
Motif ID: 23
Motif name: Egrl
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: 0.0630189
Alignment:
YCGCCCACGCH
CGGCYBCGCG-
Original motif = Consensus sequence: HGCGTGGGCGK Reverse complement motif = Consensus sequence: YCGCCCACGCH
2.0 2.0
o %Ac EW_» P& Lt i : e CCAQ‘T‘
5 10 5 10

Webiioga 34 Webiiaga 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:
GGMGGRGGCGGVGC
CGCGBMGCCG———-

5

50

TFF11

Reverse Complement
Original Motif
Forward

1

10

0.0645308

Original motif = Consensus sequence: GGMGGRGGCGGVGC

2.0

E‘I.CI

Reverse complement motif = Consensus sequence: GCVCCGCCMCCY(

0.t e

=P - h_J 9
3

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
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Similarity score: 0.0714355

Alignment:
MSGKKRCGCWDCABTGBBCD
—————————— CGGCYBCGCG

Reverse complement motif = Conse equence:
Original motif =~ Consensus sequence: DGVBCABTGDWGCGKRRCSR verse comp o™ onsensus sequenc

MSGKKRCGCWDCABTGBBCD
2.0 2.0
a _xaC C
LA wca TG.AVCKIA. V=R ey GTT =CA xo. T,
5 10 15 20 10

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:
CSKCCCCGCceesy
CGGCYBCGCG----
Original motif = Consensus sequence: CSKCCCCGCCCCSY Reverse complement motif = Consensus sequence: MSGGGGCGGGGY
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2.0

S

Welsloge 34

Dataset #: 4

Motif ID: 36

Motif name: ¢csGCCCCGCCCCsc

Matching format of first motif: Original Motif

Matching format of second motif: Original Motif

Direction: Backward

Position number: 5

Number of overlap: 10

Similarity score: 0.0718771

Alignment:

HVGCCCCGCCCCBB

CGGCYBCGCG----

Original motif = Consensus sequence: HVGCCCCGCCCCBB Reverse complement motif  Consensus sequence: BBGGGGCGGGGC
i ‘:TTCQQCACQGQ-_ _ ao =N = s ?GQ—.— =

Dataset #: 4

Motif ID: 38
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Motif name:
Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
BCCGCCCCGCCCCBB
-CGGCYBCGCG———--

Original motif = Consensus sequence: BCCGCCCCGCCCCBB

2.0

bits

cccGCCCCGCCCCsb
Original Motif
Original Motif
Backward

5

10

0.0719604

Reverse complement motif =~ Consensus sequence:
BBGGGGCGGGGCGGB

2.0

1.0 c Cc C CCCC % i C
0.0 *T—;(;:_..-.._T i T B 4 —— 0.0 - - -_— Ac::A“-:E-_I._
5 10 15

Webilogo 34

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

3

22

Zfx

Original Motif
Reverse Complement
Backward

3

10

0.0766755
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Alignment:
VAGGCCBBGGCVEB
-—-CGGCYBCGCG—--

Original motif = Consensus sequence: BBVGCCBVGGCCTV

bits
B

0.0 =
5

N=¢‘¢¢Q¢QWCCT“

WelsLage 3.4

Reverse complement motif

ts

b

Consensus sequence: VAGGCCBBGGCVE

2.0

1.0

. VAT —
: 5

10
Wellage 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
—————————— CGCGBMGCCG

5

54

TFM12

Reverse Complement
Reverse Complement
Backward

1

10

0.0767689

Original motif = Consensus sequence: CYYCBBCYYYTCCHCCTYYY

Reverse complement motif
KKKAGGDGGAKKMGBBGKMG

Consensus sequence:
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NEEFE $Q§$9l 9%9919%% JaAzeaAS. AXSAALAS SAT
% 1 2 - % ¥ " Wioen .
Dataset #: 5
Motif ID: 51
Motif name: TFM2
Matching format of first motif: Original Motif
Matching format of second motif: Reverse Complement
Direction: Backward
Position number: 7
Number of overlap: 10
Similarity score: 0.0814831
Alignment:
CHCCBCCKMCTCCKCM
CGGCYBCGCG—=————

Reverse complement motif =~ Consensus sequence:
CHCCBCCKMCTCCKCM

20

Original motif = Consensus sequence: RGRGGAGRRGGHGGDG

0.0 ‘FTT

“f.cCC TcCngggg

Dataset #: 5 Motif ID: 49 Motif name: TFF1
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Consensus sequence: CGGVGCCGCVGC

Original motif

2.0

bits
=

e _,:EA -r_".';—Q__-—E-‘:‘
=
5 10
Webiloga 34

-|=-._

0.0

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
12
0.0292081

Number of overlap:
Similarity score:

Alignment:
GGMGGRGGCGGVGC

-—-CGGVGCCGCVGC
Consensus sequence: GGMGGRGGCGGVGC

Original motif

QUG Ve

— [ —— P,
e L= P - L =]

bits
5

5

0.0

bits

Consensus sequence: GCVGCGGCBCCG

Reverse complement motif

) —-—: —- G C___CC
ool e — e W e S =
5 10

Wekiloga A4

Consensus sequence: GCVCCGCCMCCYC(

Reverse complement motif

:chcc?CCQQQT%g

ts

b
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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

_Gene0e00ce ERCLLA

a0 e —_— e W

Webiioga 3.4 Webiloga 3.4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:
Number of overlap:

5

54

TFM12

Original Motif
Reverse Complement
Forward

7

12
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Similarity score: 0.0543272

Alignment:
KKKAGGDGGAKKMGBBGKMG

—————— CGGVGCCGLCVGC--

Original motif = Consensus sequence: CYYCBBCYYYTCCHCCTYYY

20

Reverse complement motif
KKKAGGDGGAKKMGBBGKMG

20

A
A=aAS ALBRAR NS GRE

Consensus sequence:

A

00— =

5 10

15
Webslaga 3.4

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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2.0

m=?9TCQ CﬁCCCQ?ﬁ

0.0

bits

Webiloga 3.4

2.0

1.0

hits

— e ey = S

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-——————~

Original motif = Consensus sequence: DGVBCABTGDWGCGKRRCSR

20

Reverse complement motif =~ Consensus sequence:
MSGKKRCGCWDCABTGBBCD

20

bits

= % CT= ————=
5

Weblagn a4

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:
CHCCBCCKMCTCCKCM
--GCVGCGGCBCCG--

51

TFM2

Reverse Complement
Reverse Complement
Backward

3

12

0.0594165

Original motif = Consensus sequence: RGRGGAGRRGGHGGDG

Reverse complement motif

CHCCBCCKMCTCCKCM

2.0

8.0 -

Consensus sequence:

"0.cC CVlecIClrce

Webloagad 4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:
Number of overlap:

2

7

Motif 7

Reverse Complement
Original Motif
Forward

1

12
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Similarity score: 0.0624366

Alignment:
CSKCCCCGCceeesy
GCVGCGGCBCCG—--

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

2.0

Dataset #: 4

Motif ID: 42

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

Position number: 1

Number of overlap: 12

Similarity score: 0.0777862

Alignment:

SGGTCACGTGACCS

--CGGVGCCGCVGC

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

~corohCCTcnce.

2.0

2
= 1.0
C‘:
——

TCACC ] Gace.

-

0.0

Welsloge 34

a

22

Dataset #:

Motif ID:

Motif name:
Matching format of first motif:

Matching format of second motif

Direction:
Position number:

Number of overlap:
Similarity score:

Zfx
Reverse Complement

Original Motif
Forward

2

12
0.0779228

Consensus sequence: VAGGCCBBGGCVE

Reverse complement motif

Alignment:
BBVGCCBVGGCCTV
-GCVGCGGCBCCG-
Original motif = Consensus sequence: BBVGCCBVGGCCTV
o lEmmmEa g__-:é AL . CCT—— o6 -';*A ; CC:EA%§E=G
Dataset #: 3
30
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Motif ID:



PLAG1

Motif name:

Matching format of first motif: Original Motif

Matching format of second motif: Original Motif

Direction: Forward

Position number: 1

Number of overlap: 12
0.0809608

Similarity score:

Alignment:
GGGGCCCAAGGGGG

CGGVGCCGCVGC--
Consensus sequence: CCCCCTTGGGCCC

Reverse complement motif

Original motif = Consensus sequence: GGGGCCCAAGGGGG
CC_A ] CCCC
=1 é% - - njggmgcAIéca - m

P - -
5

bits

0.0
Webilogo 3.4

Motif ID: 50 Motif name: TFF11

Dataset #: 5
Consensus sequence: GCVCCGCCMCCYC(

Original motif = Consensus sequence: GGMGGRGGCGGVGC Reverse complement motif

: C 0.l ce.cc

. =P O <=
5 10
Wabiloga 3.4 Wabiloga 3.4

its

b

bits
B

-

Best Matches for Motif ID 50 (Highest to Lowest)
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Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
RGRGGAGRRGGHGGDG
GGMGGRGGCGGVGC—--

5

51

TFM2

Original Motif
Original Motif
Backward

3

14

0.033716

Original motif = Consensus sequence: RGRGGAGRRGGHGGDG

Reverse complement motif
CHCCBCCKMCTCCKCM

2.0

Consensus sequence:

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

6
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Number of overlap:
Similarity score:

Alignment:
CYYCBBCYYYTCCHCCTYYY
————— GCVCCGCCcMCcCYCcC—-

14
0.0386905

Original motif = Consensus sequence: CYYCBBCYYYTCCHCCTYYY

20

Reverse complement motif =~ Consensus sequence:
KKKAGGDGGAKKMGBBGKMG

20

NEES $g§$9lgg%99~‘(ggg JAAzaAS ALBAAL LS SRS
Dataset #: 4
Motif ID: 38
Motif name: cccGCCCCGCCCCsb
Matching format of first motif: Original Motif
Matching format of second motif: Reverse Complement
Direction: Backward
Position number: 2
Number of overlap: 14
Similarity score: 0.0548198

Alignment:
BBGGGGCGGGGCGGB
GGMGGRGGCGGVGC-
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Consensus sequence: BCCGCCCCGCCCCBB

Reverse complement motif ~ Consensus sequence:

Original motif BBGGGGCGGGGCGGB
2.2 ;('SQTCQ C“ GC - 2.2 B R e
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
0.0573129

Similarity score:

Alignment:
DGVBCABTGDWGCGKRRCSR

—-—-——-GGMGGRGGCGGVGC—-

Original motif

20

Consensus sequence: DGVBCABTGDWGCGKRRCSR

0.0 ’-__A "‘gé‘ ‘I‘E‘?é QATAAQEA

WebsLaga 3.4

Reverse complement motif = Consensus sequence:

MSGKKRCGCWDCABTGBBCD

20

bits

" ST$§é'CI'I %;92_ iE#g g__s

Webslaga 3.4
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Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

4
36

¢csGCCCCGCCCCsc
Original 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

a0 e — e W —

_Gene0e00ce ERCLLA

Webiioga 3.4 Webiloga 3.4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:
Number of overlap:

2

7

Motif 7

Original Motif
Reverse Complement
Forward

1

14
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Similarity score: 0.0661275

Alignment:
MSGGGGCGGGGYSG
GGMGGRGGCGGVGC

Original motif = Consensus sequence: CSKCCCCGCCCCSY

2.0

Reverse complement motif

Consensus sequence: MSGGGGCGGGGY

Dataset #: 2

Motif ID: 2

Motif name: Motif 2
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: 0.0714286
Alignment:

RGRAGARRGARRAR

GGMGGRGGCGGVGC

Original motif = Consensus sequence: RGRAGARRGARRAR

Reverse complement motif

Consensus sequence: MTMMTCMMTCTK(
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2.0 2.0

ahoags Ce.$¢Te]0r
LJBASNSEAA=~KAAA T IY =TT eClE
5 10 5 10
Dataset #: 3
Motif ID: 30
Motif name: PLAG1
Matching format of first motif: Reverse Complement
Matching format of second motif: Reverse Complement
Direction: Backward
Position number: 2
Number of overlap: 13
Similarity score: 0.574939
Alignment:
-CCCCCTTGGGCCCC
GCvVCCGCccMccyYCce-
Original motif = Consensus sequence: GGGGCCCAAGGGGG Reverse complement motif  Consensus sequence: CCCCCTTGGGCCC
0.0 £ =3 - T%_Té? - -
Dataset #: 3
Motif ID: 22
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Motif name: Zfx

Matching format of first motif: Original Motif

Matching format of second motif: Reverse Complement

Direction: Forward

Position number: 2

Number of overlap: 13

Similarity score: 0.577861

Alignment:

VAGGCCBBGGCVBB-

-GGMGGRGGCGGVGC

Original motif = Consensus sequence: BBVGCCBVGGCCTV Reverse complement motif = Consensus sequence: VAGGCCBBGGCVE
20 20
ot -=~~._—_=—=-?g¢-f=‘ v CCT-- o ..-:_A G 2 :EA%(_!"_'?-=-_:_—

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 nhumber: 1

Number of overlap: 12

Similarity score: 1.02659
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Consensus sequence: GCVGCGGCBCCG

Reverse complement motif

Alignment:
-—-CGGVGCCGCVGC
2.0
5 10 GiGitoan i

GGMGGRGGCGGVGC
Original motif = Consensus sequence: CGGVGCCGCVGC
- -— &?CA —-— =____A
Dataset #: 5 Motif ID: 51 Motif name: TFM2
. . ) Reverse complement motif = Consensus sequence
Original motif = Consensus sequence: RGRGGAGRRGGHGGDG CHCCBCCKMCTCCKCM
C ClIceTClrcc
SgA 0.8 CVTeelClres
Best Matches for Motif ID 51 (Highest to Lowest)
Dataset #: 5
Motif ID: 54
Motif name: TFM12
i if: Reverse Complement
if: Original Motif
Forward
Page 546 of 594

Matching format of first motif
Matching format of second motif

Direction:



Position number:
Number of overlap:
Similarity score:

Alignment:
CYYCBBCYYYTCCHCCTYYY
CHCCBCCKMCTCCKCM—-—---

1
16
0.0331473

Original motif = Consensus sequence: CYYCBBCYYYTCCHCCTYYY

20

Reverse complement motif = Consensus sequence:
KKKAGGDGGAKKMGBBGKMG

20

Y&ESe fQEQQEGQ?QQxQQQ JAAmaAd AXBAALAS S2f
5 T 15 5 T 5
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---
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Original motif = Consensus sequence: DGVBCABTGDWGCGKRRCSR

20

=" — = e, T B

Weblaga 3.4

Reverse complement motif
MSGKKRCGCWDCABTGBBCD

20

Consensus sequence:

bits

m ET%EAC. l;92_1¢c c

(53 s

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: 8
Number of overlap: 16
Similarity score: 0.0794752
Alignment:
HDWVAAAHAAAAAMAAAMWWWHBWA
——————— RGRGGAGRRGGHGGDG--
Original motif = Consensus sequence:
HDWVAAAHAAAAAMAAAMWWWHBWA

20

1A AAAQGAAAééQXQA AA

5 0 % P

Reverse complement motif = Consensus sequence:
TWVHWWWYTTTYTTTTTHTTTVWBH

20

00 Cl ’-"zixl;\r TIEILI p AI
' 5 10 2
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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

Similarity score: 0.558405
Alignment:

BCCGCCCCGCCCCBB-

CHCCBCCKMCTCCKCM

Original motif = Consensus sequence: BCCGCCCCGCCCCBB

2.0

LooUOMNLE..

WetiLoga 34

Reverse complement motif = Consensus sequence:
BBGGGGCGGGGCGGB

2.0

51.0

a0 —_—— = W e

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
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Number of overlap:
Similarity score:

Alignment:
-—-RGRAGARRGARRAR
RGRGGAGRRGGHGGDG

14
1.01195

Original motif =~ Consensus sequence: RGRAGARRGARRAR

2.0

Reverse complement motif

2.0

Consensus sequence: MTMMTCMMTCTK(

*"aGaA ” cIcl<Cx
| A%n?AAAE%AA%A | l?gfgng?cété
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: 1
Number of overlap: 14
1.03372

Similarity score:

Alignment:
GGMGGRGGCGGVGC—--
RGRGGAGRRGGHGGDG

Original motif = Consensus sequence: GGMGGRGGCGGVGC

Reverse complement motif

Consensus sequence: GCVCCGCCMCCYC
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2.0

E g a0 L C G Ve _;Cs:_cc_ﬁccs.:cc_fgg

Welsloge 34 Welloge 3.4

bits

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: 1

Number of overlap: 14

Similarity score: 1.05908

Alignment:

MSGGGGCGGGGYSG—-

RGRGGAGRRGGHGGDG

Original motif = Consensus sequence: CSKCCCCGCCCCSY Reverse complement motif  Consensus sequence: MSGGGGCGGGGY
< CCCC CCQC

0.0 QAT _E_ = . = E
Dataset #: 4
Motif ID: 36
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Motif name: ¢csGCCCCGCCCCsc

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: 1.05955

Alignment:

HVGCCCCGCCCCBB--

CHCCBCCKMCTCCKCM

Original motif = Consensus sequence: HVGCCCCGCCCCBB Reverse complement motif = Consensus sequence: BBGGGGCGGGGC
20 20
_GeeGo:C0ce | _GOUOLUUGGC

Dataset #: 3

Motif ID: 30

Motif name: PLAG1

Matching format of first motif: Reverse Complement

Matching format of second motif: Reverse Complement

Direction: Backward

Position nhumber: 1

Number of overlap: 14

Similarity score: 1.07365
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Consensus sequence: CCCCCTTGGGCCC

Reverse complement motif

Alignment:
-—-CCCCCTTGGGCCCC
CHCCBCCKMCTCCKCM
Original motif = Consensus sequence: GGGGCCCAAGGGGG
20
- F= =L Qgé? - -
3 10
Dataset #: 3
Motif ID: 22
Motif name: Zfx
Matching format of first motif: Original Motif
Matching format of second motif Reverse Complement
Direction: Forward
3
12
2.06908

Position number:
Number of overlap:
Similarity score:

Alignment:
VAGGCCBBGGCVBB——---

Original motif

--RGRGGAGRRGGHGGDG
Consensus sequence: BBVGCCBVGGCCTV

Reverse complement motif

Consensus sequence: VAGGCCBBGGCVE
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2.0

Welsloge 34

blts

A C 3 -=AC=¢-:.--=-=

Welloge 3.4

Dataset #: 5 Motif ID: 52

Motif name: TFM1

Original motif = Consensus sequence: WTKTTTTTHWTTTTTTIBT

%II TITTT TITT Tr

11

Best Matches for Motif ID 52 (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:

5

56

TFM11

Original Motif
Reverse Complement
Forward

6

18

0

Reverse complement motif =~ Consensus sequence:
ABAAAAAAWHAAAAARAW

AAAAAA4 ééAAAaéé

R EET

0.0
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TWVHWWWYTTTYTTTTTHTTTVWBH
————— WTKTTTTTHWTTTTTTBT -—

Original motif = Consensus sequence:
HDWVAAAHAAAAAMAAAMWWWHBWA

20

WebLagod 4

Reverse complement motif ~ Consensus sequence:
TWVHWWWYTTTYTTTTTHTTTVWBH

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
WAHHTVTTYKAAAAWTTRAT

Consensus sequence:
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20

EI:%HIEE%AQ-LA@I% g:ﬁAzxLﬂTﬁA _ ﬂﬂgﬂ

=
20

Weblaga 34

15
Weblaga 34

Dataset #: 5
Motif ID: 53
Motif name: TFM3
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: 0.0456974
Alignment:
WWHTTTTTCABAAWTTWA
WTKTTTTTHWTTTTTTBT

- . ) Reverse complement motif = Consensus sequence:
Original motif =~ Consensus sequence: WWHTTTTTCABAAWTTWA TWAAWTTVTGAAAAAHWW

| A aBa | TGa.AA

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:
CYYCBBCYYYTCCHCCTYYY-
-——WITKTTTTTHWTTTTTTBT

54

TFM12
Original Motif
Original Motif
Forward

4

17

0.572783

Original motif = Consensus sequence: CYYCBBCYYYTCCHCCTYYY

20

2
=10

ZGc $g§$9lgg%991$%9

Weblaga 34

Reverse complement motif = Consensus sequence:
KKKAGGDGGAKKMGBBGKMG

20

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

LA =58 o=- > GEATA
5

WebsLaga 3.4

Reverse complement motif = Consensus sequence:

MSGKKRCGCWDCABTGBBCD

20

| =Y (;:g:-— 192 I--*= g—,-—:

Webslaga 3.4

Dataset #: 2
Motif ID: 3
Motif name: Motif 3

Original Motif
Reverse Complement

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

Direction: Backward
Position number: 1
Number of overlap: 14
Similarity score: 2.01877
Alignment:

————TWSTTTWAWTTTWT

WTIKTTTTTHWTTTTTTBT

Original motif = Consensus sequence: AWAAAWTWAAASWA

Reverse complement motif

Page 558 of 594

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:
-———-AATHATATWTHAAA
ABAAAAAAWHAAAAARAW

Motif 9

Reverse Complement
Original Motif
Backward

1

14

2.05025

Original motif =~ Consensus sequence: AATHATATWTHAAA

2.0

a.

: éTA%IAII1

Reverse complement motif

Consensus sequence: TTTDAWATATHAT

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

Motif 2
Original Motif
Reverse Complement

Direction: Forward

Position number: 1

Number of overlap: 14

Similarity score: 2.05187

Alignment:

MTMMTCMMTCTKCK—-——-

WTKTTTTTHWTTTTTTBT

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

2.0

bits

1.0

2.0

bits
=

;QQTQQQIQIEQL

0.0

0.0

Webilogo 3.4 Webilogo 3.4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position nhumber:
Number of overlap:
Similarity score:

2

6

Motif 6

Reverse Complement
Original Motif
Forward

1

14

2.0566
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Alignment:
AATTYDGAARTAWW-——-
ABAAAAAAWHAAAAARAW

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

WelsLage 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: Forward

Position number: 1

Number of overlap: 14

Similarity score: 2.07166

Alignment:

AAATRWTAAAATCA-——-

ABAAAAAAWHAAAAARAW

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

0.0

Welloge 3.4

Welsloge 34

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

Reverse complement motif =~ Consensus sequence:
TWAAWTTVTGAAAAAHWW

2.0+ 2.0

Original motif =~ Consensus sequence: WWHTTTTTCABAAWTTWA

=
—>>
—
—
—
-
D]
-I(')
:::.-
:l==-
i~
-U>
1Q—I
D=
: 10>
>
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>
e
—
—1
—
>
D>
0>
-
iy
3>
-

Best Matches for Motif ID 53 (Highest to Lowest)

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: 2

Number of overlap: 18

Similarity score: 0.013876

Alignment:
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ATKAAWTTTTRMAABAHHTW
—-TWAAWTTVTGAAAAAHWW-

Original motif = Consensus sequence: ATKAAWTTTTRMAABAHHTW

20

Reverse complement motif ~ Consensus sequence:

WAHHTVTTYKAAAAWTTRAT

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
————WWHTTTTTCABAAWTTWA-—-

Original motif =~ Consensus sequence:

HDWVAAAHAAAAAMAAAMWWWHBWA

56

TFM11

Original Motif
Reverse Complement
Forward

5

18

0.0402327

Reverse complement motif ~ Consensus sequence:

TWVHWWWYTTTYTTTTTHTTTVWBH
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240

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:
WIKTTTTTHWTTTTTTBT
WWHTTTTTCABAAWTTWA

52

TFM1
Original Motif
Original Motif
Backward

1

18
0.0432207

Reverse complement motif =~ Consensus sequence:

Original motif = Consensus sequence: WTK

Al s kb

[TTTTHWTTTTTTBT

2.0

ABAAAAAAWHAAAAARAW
ééA .\ .-_TJ%

10 15

Webilogo 3.4 Webilogo 3.4

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

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
-MSGKKRCGCWDCABTGBBCD
WWHTTTTTCABAAWTTWA——-

31

Pax5

Original Motif
Reverse Complement
Backward

4

17

0.561883

Original motif = Consensus sequence: DGVBCABTGDWGCGKRRCSR

20

2
=10

AAQ?A

= A - gé— = lgeé QATc

Weblaga 34

Reverse complement motif = Consensus sequence:
MSGKKRCGCWDCABTGBBCD

20

bits

) ST%EégI £=CA 1o gi

Weblaga 34

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:
Number of overlap:

2

3

Motif 3

Original Motif
Reverse Complement
Backward

1

14
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Similarity score: 2.04564

Alignment:
————TWSTTTWAWTTTWT
WWHTTTTTCABAAWTTWA

Original motif = Consensus sequence: AWAAAWTWAAASWA

?éAécééééééﬁxé

5

0.0

Webiioga 3.4

Reverse complement motif

Consensus sequence: TWSTTTWAWTTT)

TaT T onTeLeT

Webiloga 3.4

Dataset #: 2

Motif ID: 6

Motif name: Motif 6

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

Position number: 1

Number of overlap: 14

Similarity score: 2.04628

Alignment:

WWTAKTTCDKAATT———-

TWAAWTTVTGAAAAAHWW

Original motif = Consensus sequence: AATTYDGAARTAWW

Reverse complement motif

Consensus sequence: WWTAKTTCDKAA"
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i $§TTQ;? I

Welloge 3.4

Welsloge 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: Forward

Position number: 1

Number of overlap: 14

Similarity score: 2.04784

Alignment:

AATHATATWTHAAA----

WWHTTTTTCABAAWTTWA

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

2.0

g éTA@IAII

a.

10

Dataset #: 2
Motif ID: 2
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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:
————— RGRAGARRGARRAR
TWAAWTTVTGAAAAAHWW-

Motif 2

Reverse Complement
Original Motif
Backward

2

13

2.56928

Original motif = Consensus sequence: RGRAGARRGARRAR

2.0

Reverse complement motif = Consensus sequence: MTMMTCMMTCTK(

2.0

| A%A?AAAé%AAéA | ;QQngglglégl
Dataset #: 2
Motif ID: 19
Motif name: Motif 19
Matching format of first motif: Original Motif
Matching format of second motif: Reverse Complement
Direction: Backward
Position nhumber: 1
Number of overlap: 13
Similarity score: 2.56949
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Alignment:
————— TWTAATCTAWGAA
WWHTTTTTCABAAWTTWA

Original motif = Consensus sequence: TTCWTAGATTAWA

2.0

Ja

A

Webilagad 4

Reverse complement motif

A

Consensus sequence: TWTAATCTAWGA/

P

10
Webilogad 4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
—————— HDAAATAATADD

TWAAWTTVTGAAAAAHWW

4
41

WWAAATAATALw
Reverse Complement
Original Motif
Backward

1

12

3.0422

Original motif =~ Consensus sequence: HDAAATAATADD

Reverse complement motif

Consensus sequence: DDTATTATTTDH
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2.0

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

Original motif = Consensus sequence: CYYCBBCYYYTCCHCCTYYY

20

pii}
=10

5995$Q§$?1gg%$91$9?

Weblagn 34

0.0

Best Matches for Motif ID 54 (Highest to Lowest)

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

Original Motif
Reverse Complement

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

Direction: Forward
Position number: 1

Number of overlap: 20
Similarity score: 0.0458155

Alignment:

Reverse complement motif =~ Consensus sequence:

KKKAGGDGGAKKMGBBGKMG
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MSGKKRCGCWDCABTGBBCD
CYYCBBCYYYTCCHCCTYYY

Original motif = Consensus sequence: DGVBCABTGDWGCGKRRCSR

Reverse complement motif ~ Consensus sequence:
MSGKKRCGCWDCABTGBBCD

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
CYYCBBCYYYTCCHCCTYYY—-———~

Original motif =~ Consensus sequence:

HDWVAAAHAAAAAMAAAMWWWHBWA

56

TFM11

Original Motif
Reverse Complement
Backward

6

20

0.0573204

Reverse complement motif ~ Consensus sequence:

TWVHWWWYTTTYTTTTTHTTTVWBH
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240

20

M-_ugi _T=T=A X = i =A <é§£1;41 -I];;ll;= A -E;_¢
‘ “ # = wts : " # -
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-

Reverse complement motif =~ Consensus sequence:

Original motif = Consensus sequence: WTK

gﬂEIrIlTII %llxé

=N

Ir

ITTTTHWTTTTTTBT ABAAAAAAWHAAAAARAW

ﬂééAgAAé A

AR_Aa

15

-~

L

po

&

Webilogo 3.4 Webilogo 3.4

Dataset #:
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Motif ID: 51

Motif name: TFM2

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

Position number: 1

Number of overlap: 16

Similarity score: 2.01568

Alignment:

RGRGGAGRRGGHGGDG----

KKKAGGDGGAKKMGBBGKMG

Reverse complement motif = Consensus sequence:
CHCCBCCKMCTCCKCM

2.0

"0.cC CVlecIClrce

Original motif = Consensus sequence: RGRGGAGRRGGHGGDG

8.0 -

Webloagad 4

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
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Similarity score: 2.55221

Alignment:
————— BCCGCCCCGCCCCRBB
CYYCBBCYYYTCCHCCTYYY

Original motif = Consensus sequence: BCCGCCCCGCCCCBB

2.0

LooUOMNLE..

WetiLoga 34

Reverse complement motif = Consensus sequence:
BBGGGGCGGGGCGGB

2.0

51.0

_ ————— = W — P~ ———

Dataset #: 2

Motif ID: 2

Motif name: Motif 2
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: 3.0395
Alignment:

—————— RGRAGARRGARRAR

KKKAGGDGGAKKMGBBGKMG

Original motif = Consensus sequence: RGRAGARRGARRAR

Reverse complement motif = Consensus sequence: MTMMTCMMTCTK(
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2.0

2.0

“nGahcAse. cRa% “¢1%e. SeIcl:Cr
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: 1
Number of overlap: 14
Similarity score: 3.04463
Alignment:
—————— CSKCCCCGCCcCesy

CYYCBBCYYYTCCHCCTYYY

Original motif = Consensus sequence: CSKCCCCGCCCCSY

QSTCQCCT CCQCE

Welilogo 3.4

Reverse complement motif

Consensus sequence: MSGGGGCGGGGY

Dataset #: 4
Motif ID: 36
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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:
—————— BBGGGGCGGGGCVD
KKKAGGDGGAKKMGBBGKMG

¢csGCCCCGCCCCsc
Reverse Complement
Reverse Complement
Backward

1

14

3.05024

Original motif = Consensus sequence: HVGCCCCGCCCCBB

" en000tee:

Webilogo 3.4

Reverse complement motif

bits

2.0

0.0

Consensus sequence: BBGGGGCGGGGC

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position nhumber:
Number of overlap:
Similarity score:

5

50

TFF11

Reverse Complement
Original Motif
Forward

1

14

3.0542
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Alignment:

GGMGGRGGCGGVGC———--~

KKKAGGDGGAKKMGBBGKMG

Original motif = Consensus sequence: GGMGGRGGCGGVGC Reverse complement motif  Consensus sequence: GCVCCGCCMCCYC(
2.0 2.0
ﬂﬂﬁeﬂréégEéééaq.c:(; sszﬁrsg neQF(:ﬁ;(:(:ﬁr(:(;SF(:Q;TTQ;(;

5 10 Saiserii 5 10 Saisarii

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: 1

Number of overlap: 14

Similarity score: 3.06074

Alignment:

GGGGCCCAAGGGGG———----

KKKAGGDGGAKKMGBBGKMG

Original motif = Consensus sequence: GGGGCCCAAGGGGG Reverse complement motif = Consensus sequence: CCCCCTTGGGCCC
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2.0

bits
B

CCQJAéA

0.0 Et = =g, ‘- - -
5 10

Welsloge 34 Welloge 3.4

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

. : ) Reverse complement motif = Consensus sequence:
Original motif = Consensus sequence: ATKAAWTTTTRMAABAHHTW WAHHTVTTYKAAAAWTTRAT

20

ST S YT R (W & SN 1

15 20
Wm_agua Weblagn a4

Best Matches for Motif ID 55 (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: 5

Number of overlap: 20

Similarity score: 0.0352451

Alignment:
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TWVHWWWYTTTYTTTTTHTTTVWBH

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

20

WebLagod 4 WebLagod 4

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: 1

Number of overlap: 18

Similarity score: 1.02254
Alignment:

TWAAWTTVTGAAAAAHWW-—

ATKAAWTTTTRMAABAHHTW

Reverse complement motif ~ Consensus sequence:

Original motif =~ Consensus sequence: WWHTTTTTCABAAWTTWA TWAAWTTVTGAAAAAHWW
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2.0

2.0

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: 1

Number of overlap: 18

Similarity score: 1.02868

Alignment:

WTKTTTTTHWTTTTTTBT —-

WAHHTVTTYKAAAAWTTRAT

Original motif = Consensus sequence: WTKTTTTTHWTTTTTTBT

TI-_.T

-\

—A

Webilogo 3.4

Reverse complement motif =~ Consensus sequence:

ABAAAAAAWHAAAAARAW
“ oM As ashtA As

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

31

Pax5

Reverse Complement
Reverse Complement
Backward

6

15

2.56565

Original motif = Consensus sequence: DGVBCABTGDWGCGKRRCSR

20

2
=10

AAQ?A

= A - gé— = lgeé QATc

Weblaga 34

Reverse complement motif = Consensus sequence:
MSGKKRCGCWDCABTGBBCD

20

bits

) ST%EégI £=CA 1o gi

Weblaga 34

Dataset #:

Motif ID:

Motif name:

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

Position number:

Number of overlap:

2

9

Motif 9

Reverse Complement
Reverse Complement
Backward

1

14
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Similarity score: 3.02278

Alignment:
—————— TTTDAWATATHATT
WAHHTVTTYKAAAAWTTRAT

Original motif = Consensus sequence: AATHATATWTHAAA

2.0

. ATA@IAlgy AéA

Webiioga 3.4

Reverse complement motif

2.0

bits
(=]

1

Consensus sequence: TTTDAWATATHAT

jHIT Aé&_égiélﬁ

Webiloga 3.4

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: 14

Similarity score: 3.04317
Alignment:

AWAAAWTWAAASWA-—————

ATKAAWTTTTRMAABAHHTW

Original motif = Consensus sequence: AWAAAWTWAAASWA

Reverse complement motif

Consensus sequence: TWSTTTWAWTTT\
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Dataset #: 2

Motif ID: 6

Motif name: Motif 6

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

Position number: 1

Number of overlap: 14

Similarity score: 3.05135

Alignment:

WWTAKTTCDKAATT-—————

WAHHTVTTYKAAAAWTTRAT

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

%ILETT AR

10
Welilogo 3.4 Webilogo 3.4

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

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

Position number: 1

Number of overlap: 13

Similarity score: 3.56273

Alignment:

TTCWTAGATTAWA-——————

WAHHTVTTYKAAAAWTTRAT

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

2.0

Jii)

10

A Py

Wablogod s Wablogod 4

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 nhumber: 2

Number of overlap: 13

Similarity score: 3.56529
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Alignment:
——————— ACAAWTRATTTTGA
WAHHTVTTYKAAAAWTTRAT-

Original motif

A

Consensus sequence: ACAAWTRATTTTGA

WelsLage 3.4

Reverse complement motif

2.0

Consensus sequence: TCAAAATKAWTTG

CHA

10

Wellage 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:

HDAAATAATAHW-———————
WAHHTVTTYKAAAAWTTRAT

Original motif

4
37

tkAAATAATAtwW
Reverse Complement
Original Motif
Forward

1

12

4.03399

Consensus sequence: HDAAATAATAHW

Reverse complement motif

Consensus sequence: WHTATTATTTDH
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bits

" aAATAAIA.. -

o=

5 10
Wetiloga 34

Dataset #: 5 Motif ID: 56 Motif name: TFM11
Original motif =~ Consensus sequence: Reverse complement motif = Consensus sequence:
HDWVAAAHAAAAAMAAAMWWWHBWA TWVHWWWYTTTYTTTTTHTTTVWBH

20 20

”$_TA“AA$eAé Aééﬁe éé hcl qgiIII TIELLIAI B

10
WebLagod 4 WebLagod 4

Best Matches for Motif ID 56 (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: Forward

Position number: 1

Number of overlap: 20

Similarity score: 0.0486765

Alignment:
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WAHHTVTTYKAAAAWTTRAT-———-
TWVHWWWYTTTYTTTTTHTTTVWBH

Original motif = Consensus sequence: ATKAAWTTTTRMAABAHHTW

20

Reverse complement motif
WAHHTVTTYKAAAAWTTRAT

Consensus sequence:

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

Reverse complement motif
KKKAGGDGGAKKMGBBGKMG

Consensus sequence:
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1.0

bits

0.0

T995$Q§$f2g -ngc%g

W&Jgua

20

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: 20

Similarity score: 0.0750613
Alignment:

DGVBCABTGDWGCGKRRCSR——---

HDWVAAAHAAAAAMAAAMWWWHBWA

Reverse complement motif =~ Consensus sequence:

Original motif = Consensus sequence: DGVBCABTGDWGCGKRRCSR MSGKKRCGCWDCABTGBBCD
i Ao C
=A== gé--lﬁ‘?‘é QAT = EA 0 STT QTT -._-"-c I#‘Fv‘r T—=
Dataset #: 5
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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

Similarity score: 1.0232

Alignment:

——————— ABAAAAAAWHAAAAARAW

HDWVAAAHAAAAAMAAAMWWWHBWA

Reverse complement motif = Consensus sequence:

Original motif = Consensus sequence: WTKTTTTTHWTTTTTTBT ABAAAAAAWHAAAAARAW
20 20
LT LT o oAl Ms aebid e
2 19 12 Webloga 3.4 2 19 12 WetiLaga 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
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Similarity score: 1.05388

Alignment:
WWHTTTTTCABAAWTTWA-——-————
TWVHWWWYTTTYTTTTTHTTTVWBH

Original motif = Consensus sequence: WWHTTTTTCABAAWTTWA

2.0

gﬁTATTTﬂQA‘AA@ITTA

Reverse complement motif
TWAAWTTVTGAAAAAHWW

2.0

“Taha, TT TGan

-c:,:\_q-.._

un-n_—

Consensus sequence:

1

L]

Wetiloga 34

Dataset #: 2

Motif ID: 3

Motif name: Motif 3

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: 3.04236

Alignment:

TWSTTTWAWTTTWT-—-—-—-———————

TWVHWWWYTTTYTTTTTHTTTVWBH

Original motif = Consensus sequence: AWAAAWTWAAASWA

Reverse complement motif

Consensus sequence: TWSTTTWAWTTT\
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Welloge 3.4

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: 3.05212

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

Original motif =~ Consensus sequence: RGRAGARRGARRAR

2.0

=2

AAA?AAAS%AAAA

0.0 — ==

Welilogo 3.4

Reverse complement motif

2.0

=1.0

0.0

l$9?99$1915g£

Webilogo 3.4

Dataset #: 2
Motif ID: 9
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Motif name:
Matching format of first motif:

Motif 9
Reverse Complement

Matching format of second motif: Original Motif

Direction: Forward

Position number: 1

Number of overlap: 14

Similarity score: 3.05326

Alignment:

AATHATATWTHAAA-——————————

TWVHWWWYTTTYTTTTTHTTTVWBH

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

2.0

2.0

bits
&

a.

bl Al Tl heTaad

Webilogo 3.4 Webilogo 3.4

Dataset #:

Motif ID:

Motif name:

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

Position nhumber:

Number of overlap:

Similarity score:

2

6

Motif 6

Reverse Complement
Reverse Complement
Forward

1

14

3.06919

Page 592 of 594



Alignment:
WWTAKTTCDKAATT——————=—————
TWVHWWWYTTTYTTTTTHTTTVWBH

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

WelsLage 3.4

Dataset #: 4

Motif ID: 41

Motif name: WWAAATAATALtw
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: 4.03464
Alignment:

HDAAATAATADD--——————————-

HDWVAAAHAAAAAMAAAMWWWHBWA

Original motif =~ Consensus sequence: HDAAATAATADD Reverse complement motif = Consensus sequence: DDTATTATTTDH
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Results created by MOTIFSIM on 09-23-2015 12:50:42
Runtime: 75.0307 seconds.

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

Page 594 of 594


http://weblogo.berkeley.edu/

	MOTIFSIM - MOTIF SIMilarity Detection Tool
	INPUT
	RESULTS
	Top 10 Significant Motifs - Global Matching (Highest to Lowest)
	Significant Motifs - Global and Local Matching (Highest to Lowest)
	Best Matches for Each Motif (Highest to Lowest)


