MOTIFSIM - MOTIF SIMilarity Detection Tool

Version 2.2

INPUT

Input Parameters
Number of files:

Number of top significant motifs:

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

Combined similar motifs:
Output file type:

Output file format:

Input files and motif counts
File name

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

5

10

10

0.75

UniProbe Mus Musculus
Yes

Yes

All

All

Count of motifs
1

20

14

10

11

Dataset number
1
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RESULTS

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

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

bifs

o JAAATA “ TATTTA

0.0

Webilaga 34 Webilaga 3.4

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

Dataset #: 5

Motif ID: 56

Motif name: TFM11

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

Position number: 15

Number of overlap: 11

Similarity score: 0.0192768

Alignment:

TWVHWWWYTTTYTTTTTHTTTVWBH

—————————————— DHTATTTACBD

Page 2 of 594



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

20 20

@
£10

A, st 1l

a JAAA Ana,

s

5 20
WebLagod 4 WebLagod 4

Dataset #: 2

Motif ID: 9

Motif name: Motif 9

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

Position number: 4

Number of overlap: 11

Similarity score: 0.0250541

Alignment:

AATHATATWTHAAA

DHTATTTACBD---

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

2.0

Ml el

Webiioga 3.4

bit
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Dataset #: 2

Motif ID: 6

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

Number of overlap: 11

Similarity score: 0.027895
Alignment:

AATTYDGAARTAWW

-—-—-DBGTAAATAHD

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

2.0

0.0

MAETT X0 I

10
Wetiloga 3.4 Wetilogo 3.4

Dataset #:

Motif ID:

Motif name:

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

Position number:

Number of overlap:

5

52

TFM1

Original Motif
Reverse Complement
Forward

1

11
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Similarity score: 0.0283217

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

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

ABAAAAAAWHAAAAARAW
20 20
2 10 18 WetiLoga 3.4 2 10 18 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
Alignment:
TWAAWTTVTGAAAAAHWW
—————— DBGTAAATAHD-

Reverse complement motif = Consensus sequence:

Original motif = Consensus sequence: WWHTTTTTCABAAWTTWA TWAAWTTVTGAAAAAHWW
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2.0

EﬁTATTTTTQAA

2.0

Dataset #:

Motif ID:

Motif name:

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

Position number:

Number of overlap:

Similarity score:

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

Original motif

20

55

TFM13
Original Motif
Original Motif
Backward

3

11
0.0333874

Consensus sequence: ATKAAWTTTTRMAABAHHTW

Reverse complement motif
WAHHTVTTYKAAAAWTTRAT

ATTT

Consensus sequence:

T

AAT

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

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
AAAAWTTRCWT
DHTATTTACBD

4
Motif 4

Reverse Complement
Original Motif
Forward

1

11

0.0361187

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

2.0 2.0

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

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

Original motif =~ Consensus sequence: AWAAAWTWAAASWA

WelsLage 3.4

Reverse complement motif

Consensus sequence: TWSTTTWAWTTT\

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
AWTAAATAYAATTT
-—--DHTATTTACBD

2

5

Motif 5

Reverse Complement
Original Motif
Backward

1

11

0.0477814

Original motif = Consensus sequence: AWTAAATAYAATTT

Reverse complement motif

Consensus sequence: AAATTKTATTTAW
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Welsloge 34

Welloge 3.4

Dataset #: 3

Motif ID: 31

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

Number of overlap: 11

Similarity score: 0.0512987
Alignment:

DGVBCABTGDWGCGKRRCSR

DBGTAAATAHD-—-——————-—

Original motif = Consensus sequence: DGVBCABTGDWGCGKRRCSR

20

Reverse complement motif
MSGKKRCGCWDCABTGBBCD

20

“eell_zal C

—.—TTEQTI - ---c I#‘E TT

Weblagn a4

Consensus sequence:

bits

0.0

Dataset #: 3 Motif ID: 24

Motif name: SP1
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2.0

ts
bits
5

i

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

-Ccle_¢Coce 3. GUG(

WL g 3 WL ogo 3 4

.0

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

Dataset #: 2
Motif ID: 7

Motif name: Motif 7

Matching format of first motif: Original Motif

Matching format of second motif: Original Motif

Direction: Backward

Position number: 2

Number of overlap: 10

Similarity score: 0.00451594

Alignment:

CSKCCCCGCCccesy

-—-—CCCCKCCCCC-

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

2.0
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Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
BBGGGGCGGGGCVD
-GGGGGYGGGG——-

4
36

¢csGCCCCGCCCCsc
Reverse Complement
Reverse Complement
Backward

4

10

0.00965796

Original motif = Consensus sequence: HVGCCCCGCCCCBB

- 00000:006c

Webiioga 3.4

Reverse complement motif = Consensus sequence: BBGGGGCGGGGC

2.0

i
:E‘I.CI

A A, —

a0 e —_— e W

Webiloga 3.4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:
Number of overlap:

4
38
cccGCCCCGCCCCsb
Reverse Complement
Reverse Complement
Backward

5

10
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Similarity score: 0.0127292

Alignment:
BBGGGGCGGGGCGGB
-GGGGGYGGGG———-

Original motif = Consensus sequence: BCCGCCCCGCCCCBB

2.0

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

WetiLoga 34

Reverse complement motif = Consensus sequence:
BBGGGGCGGGGCGGB

2.0

51.0

_ = AR L 4 4 P~ ———

Dataset #: 5

Motif ID: 50

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

Number of overlap: 10

Similarity score: 0.0174405
Alignment:

GGMGGRGGCGGVGC

-——-GGGGGYGGGG-

Original motif = Consensus sequence: GGMGGRGGCGGVGC

Reverse complement motif = Consensus sequence: GCVCCGCCMCCY(
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2.0

bits
B

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: 51

Motif name: TFM2

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

Position number: 1

Number of overlap: 10

Similarity score: 0.0329167

Alignment:

RGRGGAGRRGGHGGDG

—————— GGGGGYGGGG

Reverse complement motif = Consensus sequence:
CHCCBCCKMCTCCKCM

2.0

"0.cC CVlecIClrce

Original motif = Consensus sequence: RGRGGAGRRGGHGGDG

8.0 -

Webloagad 4

Dataset #: 5

Motif ID: 49

Motif name: TFF1

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

Position number: 2

Number of overlap: 10
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0.0557738
Consensus sequence: GCVGCGGCBCCG

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

ae = & E&-—QQ—F%Q,“E\ I;?EGEJT‘GICCL

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

Motif name: Motif 2

Matching format of first motif: Original Motif

Matching format of second motif: Reverse Complement
Direction: Backward
Position number: 1
Number of overlap: 10
Similarity score: 0.0648214
Alignment:
MTMMTCMMTCTKCK
Reverse complement motif = Consensus sequence: MTMMTCMMTCTK(
Page 15 of 594

-—-——-CCCCKCCcCcCC
Consensus sequence: RGRAGARRGARRAR

Original motif



2.0 2.0

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

2.0

ts

b

cucU_. UG
0.0 e e —— -

e
10
WL ogo 3 4

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

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

=_r

=_

=2

= 1.0 -
e e - e —— . e

W s Loy S

bifs
:

W s Loy S

Best Matches for Top Significant Motif ID 32 (Highest to Lowest)
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Dataset #: 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: 6

Similarity score: 0.0396403

Alignment:

HVGCCCCGCCCCBB

----CACGCM----

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

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
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Similarity score: 0.040625
Alignment:

GCCCCGCC

--CACGCM

Original motif = Consensus sequence: GGCGGGGC

Reverse complement motif

Consensus sequence: GCCCCGCC

2.0 2.0
oo - -z:ﬂgﬂ“ 0.0 TC mﬁ wmm“ﬂ“

Dataset #: 4

Motif ID: 42

Motif name: SsSGTCACGTGACSs

Matching format of first motif: Original Motif

Matching format of second motif: Original Motif

Direction: Backward

Position number: 5

Number of overlap: 6

Similarity score: 0.0412037

Alignment:

SGGTCACGTGACCS

--—--YGCGTG----

Original motif = Consensus sequence: SGGTCACGTGACCS

Reverse complement motif

Consensus sequence: SGGTCACGTGACC
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2.0

%:?CEICACET?QCCT

2.0

bits

Welsloge 34

70 cace.

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
————— CACGCM----

Original motif = Consensus sequence: BCCGCCCCGCCCCBB

2.0

4
38
cccGCCCCGCCCCsb
Reverse Complement
Original Motif
Backward

5

6

0.0425089

Reverse complement motif
BBGGGGCGGGGCGGB

2.0

1.0

it

a0 ——

Consensus sequence:

+_0ob0e000C. "

Webiloga 34

Dataset #:
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7

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

Matching format of first motif:
Matching format of second motif

Direction:
Position number:

Number of overlap:
Similarity score:

Forward

0.0465867

Reverse complement motif

Consensus sequence: MSGGGGCGGGGY

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

Direction:
Position number:

Number of overlap:
Similarity score:

0.0469722
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Alignment:
SCGCGCGG
-YGCGTG-

Original motif = Consensus sequence: SCGCGCGG

Reverse complement motif

bis

Consensus sequence: CCGCGCGS

“CcGCGCa.

ekl ago S

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
CGCGBMGCCG
CACGCM----

48

TFW3

Reverse Complement
Reverse Complement
Forward

1

6

0.0586806

Original motif = Consensus sequence: CGGCYBCGCG

Reverse complement motif

Consensus sequence: CGCGBMGCCG
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Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
BCACCTGCABC
-YGCGTG—---

Original motif = Consensus sequence: BCACCTGCABC

240

4
40
kcACCTGCAgc
Original Motif
Original Motif
Backward

5

6

0.0637286

Reverse complement motif  Consensus sequence: GBTGCAGGTGB

2.0
5=
5149

. — v =

10
WekiLoga 34

Dataset #:
Motif ID:
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Motif name:

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

Position number:

Number of overlap:

Similarity score:

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

Original motif

2.0

bits
B

TFF11

Reverse Complement
Reverse Complement
Backward

7

6

0.066121

Consensus sequence: GGMGGRGGCGGVGC

C

Reverse complement motif

ts

b

Z¢C¢CC?CCQQQTQQ

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

Matching format of first motif:

Matching format of second motif:

Direction:

Position nhumber:
Number of overlap:
Similarity score:

Reverse Complement
Reverse Complement
Backward

1

6

0.0756826

Page 24 of 594
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Alignment:

CGCGAC

CACGCM

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

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

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

=20

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

Wk oo Ed Wk oo T

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

Dataset #: 4

Motif ID: 36

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

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

Alignment:
BBGGGGCGGGGCVD
-——-GGCGGGGC—--

Reverse complement motif = Consensus sequence: BBGGGGCGGGGC

2.0

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

Welilogo 3.4

Original motif = Consensus sequence: HVGCCCCGCCCCBB

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

T =T =
15

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

Position number:
Number of overlap:
Similarity score:

Alignment:
MSGGGGCGGGGYSG

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

Reverse complement motif

Consensus sequence: MSGGGGCGGGGY

Original motif
MQETCQCCT CCQCE
5
50
Page 27 of 594

Dataset #:
Motif ID:



Motif name: TFF11

Matching format of first motif: Original Motif

Matching format of second motif: Original Motif

Direction: Forward

Position number: 7

Number of overlap: 8

Similarity score: 0.0348969

Alignment:

GGMGGRGGCGGVGC

—————— GGCGGGGC

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

2 0 Webtogo 3.4 % 0 Webtogo a4

Dataset #: 3

Motif ID: 27

Motif name: KlIf4

Matching format of first motif: Original Motif

Matching format of second motif: Original Motif

Direction: Forward

Position nhumber: 3

Number of overlap: 8

Similarity score: 0.0349983
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Alignment:
DGGGYGKGGC
-—-GGCGGGGC

Original motif = Consensus sequence: DGGGYGKGGC

2.0

Reverse complement motif

Consensus sequence: GCCYCMCCCD

ZAQQRC%CCC%

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

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

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

Reverse Complement
Reverse Complement
Forward

4

8

0.0708224

Original motif = Consensus sequence: BBVGCCBVGGCCTV

Reverse complement motif

Consensus sequence: VAGGCCBBGGCVE
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2.0

2.0

bits
&

e 0.0

Welsloge 34

5 10

Welloge 3.4

Dataset #:

Motif ID:

Motif name:

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

Position number:

Number of overlap:

Similarity score:

Alignment:
CGCGBMGCCG
-GCCCCGCC-

Original motif

Consensus sequence: CGGCYBCGCG

5

48

TFW3

Reverse Complement
Reverse Complement
Backward

2

8

0.071681

bits

Reverse complement motif

2.0

clcy_~UC
o - e - — :

1.
o

Consensus sequence: CGCGBMGCCG

e
10
WL ogo 3 4

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

Position number:
Number of overlap:
Similarity score:

Reverse complement motif

bits

Consensus sequence: GCVGCGGCBCCG

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

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

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

Original motif = Consensus sequence: DGVBCABTGDWGCGKRRCSR

Reverse complement motif

MSGKKRCGCWDCABTGBBCD

Consensus sequence:

Weblaga 3.4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
YCGCCCACGCH
-—-—-GCCCCGCC

23

Egrl

Reverse Complement
Reverse Complement
Backward

1

8

0.0878731

Original motif = Consensus sequence: HGCGTGGGCGK

Reverse complement motif

Consensus sequence: YCGCCCACGCH
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Watiiaga 34 Webilaga 34

Dataset #: 5

Motif ID: 51

Motif name: TFM2

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

Position number: 3

Number of overlap: 8

Similarity score: 0.0928252

Alignment:

CHCCBCCKMCTCCKCM

--GCCCCGCC—=———~—

Reverse complement motif =~ Consensus sequence:
CHCCBCCKMCTCCKCM

20

Original motif = Consensus sequence: RGRGGAGRRGGHGGDG

0.0 ‘FTT

“f.cCC TcCTQngg

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

Consensus sequence: GTCGCG

Original motif
= =
% " C
c S

==

= 10
=
B =

i o ———
=

L e—————
" ks L cmoy e

(=R =

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

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

Original motif

bits

aotthToaee, o corthCToace,

bits

Webslogo 3.4

Page 34 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:
GCCACGTGSD
-—-—-—-GTCGCG

3

33

Mycn

Original Motif
Reverse Complement
Backward

1

6

0.0537993

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

2.0

_f.ECAGAl Ge ACCAQ -

o.0 — —— 0.0 - g | e = —

10
Wbl ogo 3 S Wbl ogo 34

Dataset #: 4

Motif ID: 36

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

Position number: 7

Number of overlap: 6
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Similarity score: 0.0539

Alignment:
HVGCCCCGCCCCBB
--GTCGCG————-—-
Original motif = Consensus sequence: HVGCCCCGCCCCBB Reverse complement motif = Consensus sequence: BBGGGGCGGGGC
2.0 2.0
"—?-_TT—-—CCQCACGCQ =_ _ =0 = = = = Acg—_— —
e 2 10 W_d‘.l_u a4 e - - 2 T ) 10 'h\'d.l_u_-r :4
Dataset #: 1
Motif ID: 1
Motif name: Motif 1
Matching format of first motif: Original Motif
Matching format of second motif: Reverse Complement
Direction: Forward
Position number: 3
Number of overlap: 6
Similarity score: 0.0554263
Alignment:
GCCCCGCe
--GTCGCG
Original motif = Consensus sequence: GGCGGGGC Reverse complement motif = Consensus sequence: GCCCCGCC
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2.0 2.0
G QCCQ CC

Dataset #: 4

Motif ID: 38

Motif name: cccGCCCCGCCCCsb

Matching format of first motif: Original Motif

Matching format of second motif: Reverse Complement

Direction: Forward

Position number: 8

Number of overlap: 6

Similarity score: 0.0558733

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

Original motif = Consensus sequence: BCCGCCCCGCCCCBB

2.0

- _ebelbacoce.

Webiloga 34

Reverse complement motif
BBGGGGCGGGGCGGB

bits

2.0

0.0

—

o

Consensus sequence:

N A, _

10

Webiloga 34

Dataset #:
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7

Motif ID:

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

Direction: Backward
Position number: 7
6
0.0644512

Number of overlap:

Similarity score:
Consensus sequence: MSGGGGCGGGGY

Reverse complement motif

Alignment:
CSKCCCCGCCCCesy
--CGCGAC---—-—-
Original motif = Consensus sequence: CSKCCCCGCCCCSY
2.0
0.0
Dataset #: 3
Motif ID: 34
Motif name: Myc
Matching format of first motif: Original Motif
Matching format of second motif Reverse Complement
Direction: Forward
5
6
0.0664905
Page 38 of 594

Position number:
Number of overlap:
Similarity score:



Alignment:
DCCACGTGCV
-—-—-GTCGCG

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 #: 3
Motif ID: 28
Motif name: E2F1

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
GCGCSAAA
-CGCGAC-

Reverse Complement
Reverse Complement
Forward

2

6

0.0698654

Original motif = Consensus sequence: TTTSGCGC

Reverse complement motif = Consensus sequence: GCGCSAAA
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Dataset #: 3

Motif ID: 22

Motif name: Zfx

Matching format of first motif: Original Motif

Matching format of second motif: Original Motif

Direction: Backward

Position number: 6

Number of overlap: 6

Similarity score: 0.069909

Alignment:

BBVGCCBVGGCCTV

---GTCGCG-----

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

Dataset #: 3

Motif ID: 31
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Motif name: Pax5

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

Position number: 7

Number of overlap: 6

Similarity score: 0.072456

Alignment:

MSGKKRCGCWDCABTGBRBCD

—————— CGCGAC---————-

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

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

=0

for
= C |
0.0 ‘:-':- -—— - e _— —
5

Waebiiaoa 38

its

b

“CcGCGCa.

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

Dataset #: 4

Motif ID: 36

Motif name: ¢csGCCCCGCCCCsc

Matching format of first motif: Reverse Complement

Matching format of second motif: Original Motif

Direction: Forward

Position number: 2

Number of overlap: 8

Similarity score: 0.0456233

Alignment:

HVGCCCCGCCCCBB

-CCGCGCGS———-—-

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

Dataset #: 4

Motif ID: 38

Motif name: cccGCCCCGCCCCsb

Matching format of first motif: Original Motif

Matching format of second motif: Reverse Complement
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Direction: Forward

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

2.0

Dataset #: 3

Motif ID: 33

Motif name: Mycn

Matching format of first motif: Original Motif

Matching format of second motif: Original Motif

Direction: Forward

Position number: 2

Number of overlap: 8

Similarity score: 0.0527532

Alignment:

HSCACGTGGC

-SCGCGCGG-

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

- CAC . eaCiTE.

L =VAWTUce (=CVAWU U=

Wbl ogo 3 S Wbl ogo 34
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Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
VGCACGTGGH
-SCGCGCGG-

3

34

Myc

Original Motif
Original Motif
Backward

2

8

0.0574543

Original motif = Consensus sequence: VGCACGTGGH

2.0

~__CACGa(

Reverse complement motif = Consensus sequence: DCCACGTGCV

_LEQQJ lQ_.:__I_ W=

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

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

ts

b

“CClc

0
0
0

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

Dataset #: 3
Motif ID: 22

Motif name: Zfx

Matching format of first motif: Original Motif

Matching format of second motif: Original Motif

Direction: Forward

Position number: 3

Number of overlap: 8

Similarity score: 0.0710499

Alignment:

BBVGCCBVGGCCTV

--SCGCGCGG----

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

bits

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

0.0
5
Webilogo 3.4

Welilogo 3.4

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

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
DGGGYGKGGC
-SCGCGCGG-

Original motif

2.0

KlIf4

Original Motif
Original Motif
Forward

2

8

0.0768965

Consensus sequence: DGGGYGKGGC

Reverse complement motif

bits

Consensus sequence: GCCYCMCCCD

;ﬂQQRCACCC$

= LWV TMMGC
& Sk v Vb B4

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

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

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

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

=20 =20

ot o
= 1.0 n = 1.0
- -—
O e = :5 ==

Wk oo Ed

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

Dataset #: 4

Motif ID: 40

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

Position number: 1
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Number of overlap: 8

Similarity score: 0.0295473

Alignment:

GBTGCAGGTGR

-—--VCACGTRV

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

240

2.0
=
=10

P e . ===

Dataset #: 4
Motif ID: 42

Motif name: sSGTCACGTGACSs

Matching format of first motif: Reverse Complement

Matching format of second motif: Original Motif

Direction: Forward

Position number: 4

Number of overlap: 8

Similarity score: 0.0314837

Alignment:

SGGTCACGTGACCS

---VCACGTBV---

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

g:?cEICACET?QCCf MCGEICACET?QCCT

0.0——=
Welsloge 34 Welloge 3.4

bits

Dataset #: 4
Motif ID: 44
Motif name: dhACATTCTkh
Matching format of first motif: Reverse Complement
Matching format of second motif: Original Motif
Direction: Forward
Position number: 1
Number of overlap: 8
Similarity score: 0.0640024
Alignment:
DHACATTCTGH
VCACGTBV—---
Original motif = Consensus sequence: DHACATTCTGH Reverse complement motif = Consensus sequence: HCAGAATGTHD
£ 1.0 £ 1.0
— =
0.0 - - 0.0
Dataset #: 5
Motif ID: 47

Page 51 of 594



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:
GCVCCGCeMeeYce
—————— VCACGTBV

Original motif = Consensus sequence: GGMGGRGGCGGVGC

2.0

Reverse complement motif

bits

Consensus sequence: GCVCCGCCMCCYC

.06 e

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

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

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

Original motif = Consensus sequence: RGRGGAGRRGGHGGDG

Reverse complement motif
CHCCBCCKMCTCCKCM

Consensus sequence:
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Dataset #:

36
¢csGCCCCGCCCCsc

Original Motif
Reverse Complement

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

Number of overlap:
Similarity score:

Consensus sequence: BBGGGGCGGGGC

Reverse complement motif

Page 54 of 594

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

Motif ID:



Motif name:
Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

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

cccGCCCCGCCCCsb
Original Motif
Reverse Complement
Forward

4

8

0.0735453

Original motif = Consensus sequence: BCCGCCCCGCCCCBB

2.0

bits

GOOVGEO0CE.

Webilogo 34

Reverse complement motif
BBGGGGCGGGGCGGB

2.0

Consensus sequence:

0.0

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

5

54

TFM12

Original Motif
Reverse Complement
Backward

12

8

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

Original motif = Consensus sequence: CYYCBBCYYYTCCHCCTYYY

20
0
1.0

=

0.0

599$Q§%¥lgg%ggx$99

WebLaga 3.4

Reverse complement motif
KKKAGGDGGAKKMGBBGKMG

Consensus sequence:

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
CSKCCCCGCCCCSsY
-—--VCACGTBV---

2

7

Motif 7

Reverse Complement
Original Motif
Backward

4

8

0.0775335

Original motif = Consensus sequence: CSKCCCCGCCCCSY

Reverse complement motif

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

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

Z2.0 2.0

1

bits
]
bits

.a
S __

— P L e —

0.0 —
5

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

Dataset #: 5

Motif ID: 50

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

Number of overlap: 9

Similarity score: 0.0415732
Alignment:

GGMGGRGGCGGVGC

SCMVBBGGC-----

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

M CuG e Z¢C¢CC?069991QQ

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

bits
(=]
bits

0.0
Webilogo 3.4

Dataset #: 5

Motif ID: 48

Motif name: TFW3

Matching format of first motif: Original Motif

Matching format of second motif: Original Motif

Direction: Backward

Position number: 1

Number of overlap: 9

Similarity score: 0.0552877

Alignment:

CGGCYBCGCG

—-GCCBBVRGS

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

e = | - aolC=a == W __— o=
5 10 5

Wbl ogo 3 S
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Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

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

5

54

TFM12

Reverse Complement
Reverse Complement
Backward

11

9

0.0630429

Original motif = Consensus sequence: CYYCBBCYYYTCCHCCTYYY

20

o
:E‘I.CI

0.0

IGc $g§$9lgg?9

G

WebsLaga 3.4

Reverse complement motif
KKKAGGDGGAKKMGBBGKMG

20

A
AééAE,}AA'ééA cAS =85

= =

Consensus sequence:

A

5

10

15 20
Webslaga 3.4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:

5

49

TFF1

Reverse Complement
Reverse Complement
Forward

1
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Number of overlap:
Similarity score:

Alignment:
GCVGCGGCBCCG
SCMVBBGGC—---

9
0.0669772

Original motif = Consensus sequence: CGGVGCCGCVGC

2.0

bits
=

_\G_GcGe

Reverse complement motif = Consensus sequence: GCVGCGGCBCCG

bits

2.0

1.0

Ge_cCGC.CO.

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

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
CHCCBCCKMCTCCKCM

SCMVBBGGC-—————-

Reverse Complement
Reverse Complement
Backward

8

9

0.069755

Original motif = Consensus sequence: RGRGGAGRRGGHGGDG

Reverse complement motif = Consensus sequence:
CHCCBCCKMCTCCKCM
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2.0

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
MTMMTCMMTCTKCK
-——-SCMVBBGGC-

Motif 2

Reverse Complement
Reverse Complement
Backward

2

9

0.0715961

Original motif =~ Consensus sequence: RGRAGARRGARRAR

2.0

Reverse complement motif = Consensus sequence: MTMMTCMMTCTK(

2.0

B A%A&AAAééAAAA | ;Qgrggglglgcl
Dataset #: 4
Motif ID: 38
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Motif name:

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

Position number:

Number of overlap:

Similarity score:

Alignment:
BBGGGGCGGGGCGGB
————— GCCBBVRGS-

cccGCCCCGCCCCsb
Original Motif
Reverse Complement
Backward

2

9

0.0719489

Original motif = Consensus sequence: BCCGCCCCGCCCCBB

2.0

_eelbacoce.

Webilogo 34

Reverse complement motif

BBGGGGCGGGGCGGB

2.0

bits

0.0 W W

Consensus sequence:

Dataset #:

Motif ID:

Motif name:

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

Position number:

Number of overlap:

Similarity score:

2

7

Motif 7

Reverse Complement
Original Motif
Backward

1

9

0.0781606
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Alignment:
CSKCCCCGCCCCsy
————— SCMVBBGGC

Original motif = Consensus sequence: CSKCCCCGCCCCSY

2.0

Reverse complement motif

Consensus sequence: MSGGGGCGGGGY

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
BBGGGGCGGGGCVD
————— GCCBBVRGS

36

¢csGCCCCGCCCCsc
Original Motif
Reverse Complement
Backward

1

9

0.0800026

Original motif = Consensus sequence: HVGCCCCGCCCCBB

Reverse complement motif

Consensus sequence: BBGGGGCGGGGC
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60000:00cc.

Welsloge 34

2.0

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

Welloge 3.4

Dataset #:

Motif ID:

Motif name:

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

Position number:

Number of overlap:

Similarity score:

Alignment:
BCACCTGCABC
-—-GCCBBVRGS

4
40
kcACCTGCAgc
Original Motif
Original Motif
Backward

1

9

0.0857416

Original motif = Consensus sequence: BCACCTGCABC

240

Reverse complement motif  Consensus sequence: GBTGCAGGTGB

Lnl
o

2
=
=1

. — v =

10
WekiLoga 34

Dataset #: 4 Motif ID: 41

Motif name: wwAAATAATAtw
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Original motif = Consensus sequence: HDAAATAATADD

2.0

' ashlnaTh

0.0

i
f

Wekiloga A4

Reverse complement motif = Consensus sequence: DDTATTATTTDH

““ﬁnTAIIAI;~E

Wekiloga A4

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

Dataset #: 2

Motif ID: 3

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

Number of overlap: 12

Similarity score: 0.0536028
Alignment:

AWAAAWTWAAASWA

—-HDAAATAATADD-

Original motif = Consensus sequence: AWAAAWTWAAASWA

Reverse complement motif = Consensus sequence: TWSTTTWAWTTT\

2.0

ileTléleI#T

Weblogo 3.4
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Dataset #:

Motif ID:

Motif name:

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

Position number:

Number of overlap:

Similarity score:

Alignment:
WIKTTTTTHWTTTTTTBT
—————— DDTATTATTTDH

5

52

TFM1

Reverse Complement
Original Motif
Forward

7

12

0.0565705

Original motif = Consensus sequence: WTKTTTTTHWTTTTTTBT

L8\

—

E}QITIETII ;IIA

10

Wetiloga 3.4

Reverse complement motif
ABAAAAAAWHAAAAARAW

0.0

Consensus sequence:

al

TAééAQAAé

1

poh

Dataset #:

Motif ID:

Motif name:

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

Position number:

5

56

TFM11
Original Motif
Original Motif
Forward

3
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Number of overlap:
Similarity score:

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

Original motif
HDWVAAAHAAAAAMAAAMWWWHBWA

20

Consensus sequence:

12
0.0575935

Reverse complement motif
TWVHWWWYTTTYTTTTTHTTTVWBH

20

Consensus sequence:

Dataset #:

Motif ID:

Motif name:

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

Position number:

Number of overlap:

Similarity score:

Alignment:
AATHATATWTHAAA
--DDTATTATTTDH

Original motif

Motif 9

Reverse Complement
Original Motif
Forward

3

12

0.0591821

Consensus sequence: AATHATATWTHAAA

Reverse complement motif

Consensus sequence: TTTDAWATATHAT
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2.0

%t ATA%IAIX

a.

10

Dataset #: 5

Motif ID: 55

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

Number of overlap: 12

Similarity score: 0.0712963
Alignment:

WAHHTVTTYKAAAAWTTRAT

———————— HDAAATAATADD

Original motif = Consensus sequence: ATKAAWTTTTRMAABAHHTW

gLﬁLl:%#I;l’*éA&?Aé@I%

Weblaga 3.4

Reverse complement motif =~ Consensus sequence:

WAHHTVTTYKAAAAWTTRAT

ATTT

C =4 4
-

g:ﬁAzxLﬂTﬁé

: TQAA

aAT

Weblagn a4

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

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
AAATTKTATTTAWT
-DDTATTATTTDH-

5

Motif 5

Reverse Complement
Reverse Complement
Forward

2

12

0.0715278

Original motif = Consensus sequence: AWTAAATAYAATTT

2.0

w1
= c

0.0

Welsloge 34

Reverse complement motif

Consensus sequence: AAATTKTATTTAW-

Welloge 3.4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

5

53

TFM3

Reverse Complement
Original Motif
Backward

1

12

0.0733516
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Alignment:
WWHTTTTTCABAAWTTWA
—————— DDTATTATTTDH

Original motif = Consensus sequence: WWHTTTTTCABAAWTTWA

2.0

Reverse complement motif
TWAAWTTVTGAAAAAHWW

Consensus sequence:

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
TCAAAATKAWTTGT
--DDTATTATTTDH

16

Motif 16

Reverse Complement
Reverse Complement
Backward

1

12

0.0912037

Original motif = Consensus sequence: ACAAWTRATTTTGA

Reverse complement motif

Consensus sequence: TCAAAATKAWTTG
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Welsloge 34 Welloge 3.4

Dataset #: 2

Motif ID: 6

Motif name: Motif 6

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

Position number: 3

Number of overlap: 12

Similarity score: 0.0924576

Alignment:

WWTAKTTCDKAATT

DDTATTATTTDH--

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

%ILETT AR

10
Welilogo 3.4 Webilogo 3.4

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

Matching format of first motif: Reverse Complement

Matching format of second motif: Reverse Complement

Direction: Forward

Position number: 2

Number of overlap: 12

Similarity score: 0.0989198

Alignment:

TGATTTTAWKATTT

-DDTATTATTTDH-

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

2.0

2.0

it
=

AC

10

0.0
Webilogo 3.4

Webilogo 3.4

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

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

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
TWSTTTWAWTTTWT
-WHTATTATTTDH-

2

3

Motif 3

Reverse Complement
Reverse Complement
Backward

2

12

0.0522317

Original motif = Consensus sequence: AWAAAWTWAAASWA

2.0

Reverse complement motif = Consensus sequence: TWSTTITWAWTTT\

TaT T onTeLeT

Webiloga 3.4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:
Number of overlap:

56

TFM11

Reverse Complement
Reverse Complement
Forward

12

12
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Similarity score: 0.0590505

Alignment:

TWVHWWWYTTTYTTTTTHTTTVWBH

——————————— WHTATTATTTDH--

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

240 20

&
-_E‘I.CI

g LY. ¢£iIII TT;llIAI L

25 25
WabLagod 4 WabLagod 4

Dataset #: 5

Motif ID: 52

Motif name: TFM1

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

Position number: 1

Number of overlap: 12

Similarity score: 0.0637702

Alignment:

ABAAAAAAWHAAAAARAW

HDAAATAATAHW—————-—

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

ABAAAAAAWHAAAAARAW
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2.0

2.0

(>
B
- —

S = N

Dataset #:

Motif ID:

Motif name:

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

Position number:

Number of overlap:

Similarity score:

Alignment:
AATHATATWTHAAA
-—-WHTATTATTTDH

Original motif

2.0

a.

“RaT JAIx

9

Motif 9

Reverse Complement
Original Motif
Backward

1

12

0.0641975

Consensus sequence: AATHATATWTHAAA

10

Reverse complement motif

Consensus sequence: TTTDAWATATHAT

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

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

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

TFM13

Original Motif
Reverse Complement
Forward

9

12

0.0704475

Original motif = Consensus sequence: ATKAAWTTTTRMAABAHHTW

20

" AT -AAAT ITAAgA_

e I ~SALDC
5 10

LWL

Weblag 34

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

2

5

Motif 5

Reverse Complement
Reverse Complement
Backward

2

12

0.0704475

Reverse complement motif
WAHHTVTTYKAAAAWTTRAT

LT\AIILTTT?

Consensus sequence:
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Alignment:
AAATTKTATTTAWT
-WHTATTATTTDH-

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

C

WelsLage 3.4 Wellage 3.4

Dataset #: 5

Motif ID: 53

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

Number of overlap: 12

Similarity score: 0.0763819
Alignment:

WWHTTTTTCABAAWTTWA

—————— WHTATTATTTDH

Reverse complement motif ~ Consensus sequence:

Original motif =~ Consensus sequence: WWHTTTTTCABAAWTTWA TWAAWTTVTGAAAAAHWW
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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: Motif 6

Matching format of first motif: Reverse Complement

Matching format of second motif: Reverse Complement

Direction: Forward

Position number: 1

Number of overlap: 12

Similarity score: 0.09076

Alignment:

WWTAKTTCDKAATT

WHTATTATTTDH--

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

2.0

bits

MﬁETT x0 I

10
Webilogo 3.4 Webilogo 3.4

Dataset #: 2

Motif ID: 19

Motif name: Motif 19

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

Position nhumber: 2

Number of overlap: 12

Similarity score: 0.096142
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Alignment:
TWTAATCTAWGAA
WHTATTATTTDH-

Original motif = Consensus sequence: TTCWTAGATTAWA

Reverse complement motif  Consensus sequence: TWTAATCTAWGA/
2.0

A A

A JAN

10

Webilagad 4

Webilogad 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
2.0

2.0

e +TAAAIAN_ ﬁ”lAlTIAgm*

[alnl

Webiioga 34

wWebiiaga 3.4

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

Dataset #:
Motif ID:

4
37
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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
AAATAA TAITATIT
oot N =W A 5= W = P — == a1 —— - e
5 R 3 (R
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 nhumber: 2
Number of overlap: 11
Similarity score: 0.0164863
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Alignment:

DDTATTATTTDH
DHTATTTACBD-
Original motif = Consensus sequence: HDAAATAATADD Reverse complement motif = Consensus sequence: DDTATTATTTDH
2.0 2.0
a0 = — TQBIL&AF— = 0.0 = == = IA_IIQ - =
5 10 Gitoanii 5 10 GiGitoan i
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: Reverse complement motif = Consensus sequence:
HDWVAAAHAAAAAMAAAMWWWHBWA 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: Backward
Position number: 4

Number of overlap: 11

Similarity score: 0.0250541
Alignment:

AATHATATWTHAAA

DHTATTTACBD---

Original motif =~ Consensus sequence: AATHATATWTHAAA

2.0

“RaT JAIx

a.

10

Reverse complement motif = Consensus sequence: TTTDAWATATHAT

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

Matching format of first motif: Original Motif

Matching format of second motif: Original Motif

Direction: Backward

Position number: 1

Number of overlap: 11

Similarity score: 0.027895

Alignment:

AATTYDGAARTAWW

-—--DBGTAAATAHD

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

2.0

;}iﬂl&;h 10 I

10
Webilogo 3.4 Webilogo 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 nhumber: 1

Number of overlap: 11

Similarity score: 0.0283217
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Alignment:
ABAAAAAAWHAAAAARAW
DBGTAAATAHD-—-————-

Original motif = Consensus sequence: WTKTTTTTHWTTTTTTBT

Reverse complement motif ~ Consensus sequence:
ABAAAAAAWHAAAAARAW

g”TﬁééAgAAé ééAAéAéé

0.0

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
TWAAWTTVTGAAAAAHWW
—————— DBGTAAATAHD-

Original motif =~ Consensus sequence: WWHTTTTTCABAAWTTWA

53

TFM3

Original Motif
Reverse Complement
Backward

2

11

0.0308097

Reverse complement motif ~ Consensus sequence:
TWAAWTTVTGAAAAAHWW
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2.0

EﬁTATTTTTQAA

2.0

Dataset #:

Motif ID:

Motif name:

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

Position number:

Number of overlap:

Similarity score:

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

Original motif

20

55

TFM13
Original Motif
Original Motif
Forward

8

11
0.0333874

Consensus sequence: ATKAAWTTTTRMAABAHHTW

Reverse complement motif
WAHHTVTTYKAAAAWTTRAT

ATTT

Consensus sequence:

T

AAT

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

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
AAAAWTTRCWT
DHTATTTACBD

4
Motif 4

Reverse Complement
Original Motif
Forward

1

11

0.0361187

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

2.0 2.0

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

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

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

AxA

10

WelsLage 3.4 Wellage 3.4

Dataset #: 4 Motif ID: 44 Motif name: dhACATTCTkh
Original motif = Consensus sequence: DHACATTCTGH Reverse complement motif = Consensus sequence: HCAGAATGTHD

bifs

o3
1.0 210

0.0 0.0

Webiioga 34 Webiiaga 34

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
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Number of overlap: 11

Similarity score: 0.0217516

Alignment:
TWAAWTTVTGAAAAAHWW
DHACATTCTGH---——-——

Original motif = Consensus sequence: WWHTTTTTCABAAWTTWA

2.0+

18 TIm26h M.2TxA

Webilogo 3.4

Reverse complement motif =~ Consensus sequence:
TWAAWTTVTGAAAAAHWW

2.0

0.0

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

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

Motif ID: 16

Motif name: Motif 16

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: 0.0258838

Alignment:

TCAAAATKAWTTGT

HCAGAATGTHD——--

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

bits

2.0 5 ' 10 " o0 5 10
Dataset #: 4
Motif ID: 41

Page 90 of 594



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

WWAAATAATALw
Reverse Complement
Reverse Complement

Direction: Backward

Position number: 1

Number of overlap: 11

Similarity score: 0.0292508

Alignment:

DDTATTATTTDH

-HCAGAATGTHD

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:

5

56

TFM11

Original Motif
Reverse Complement
Forward

5

11

0.0307858
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Alignment:
TWVHWWWYTTTYTTTTTHTTTVWBH

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

20

WebLagod 4 WebLagod 4

Dataset #: 5

Motif ID: 55

Motif name: TFM13
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Backward
Position number: 9

Number of overlap: 11

Similarity score: 0.0357323
Alignment:

ATKAAWTTTTRMAABAHHTW

-DHACATTCTGH-—-—-—=——-

Reverse complement motif ~ Consensus sequence:

Original motif = Consensus sequence: ATKAAWTTTTRMAABAHHTW WAHHTVTTYKAAAAWTTRAT
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AA A A

Weblaga 34

TTT HATT] AT
“The T TrshebbTTTet

Weblaga 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:
WHTATTATTTDH
-HCAGAATGTHD

4
37

tkAAATAATAtw
Reverse Complement
Reverse Complement
Backward

1

11

0.0364899

Original motif = Consensus sequence: HDAAATAATAHW

2.0

0.0

" AAAIAATAT¢

Wekiloga A4

Reverse complement motif = Consensus sequence: WHTATTATTTDH

. Thotarrr

Wekiloga A4

Dataset #:
Motif ID:
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Motif name: Motif 6

Matching format of first motif: Reverse Complement

Matching format of second motif: Original Motif

Direction: Backward

Position number: 4

Number of overlap: 11

Similarity score: 0.0400884

Alignment:

AATTYDGAARTAWW

HCAGAATGTHD——-

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

20 20
£ L1o A T
| o .jil]léETT p.S
Wetiloga 34 2 10 Webiloga 3.4
Dataset #: 4
Motif ID: 39
Motif name: kCAGCCAATmr
Matching format of first motif: Original Motif
Matching format of second motif: Reverse Complement
Direction: Backward
Position nhumber: 1
Number of overlap: 11
Similarity score: 0.0412582
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Alignment:
MBATTGGCTGH
DHACATTCTGH

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

240 2.0

Wekiiaga 34

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 Reverse complement motif =~ Consensus sequence: VVCACTTCCGG
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2.0
1

e AAA;EE - ?QAQT ¢

10
Webilaga 34

bits
lw]

Watiiaga 34

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

Original motif = Consensus sequence: CCCCKCCCCC Reverse complement motif  Consensus sequence: GGGGGYGGGG
a.0 —-—QQQIQQT—A-—Q 0.0 &TAA .A‘E% o .

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——-
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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: Reverse Complement

Matching format of second motif: Reverse Complement

Direction: Backward

Position number: 4

Number of overlap: 10

Similarity score: 0.00965796

Alignment:

BBGGGGCGGGGCVD

-GGGGGYGGGG---

Original motif = Consensus sequence: HVGCCCCGCCCCBB Reverse complement motif = Consensus sequence: BBGGGGCGGGGC
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: Forward
Position number: 5

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(

0.0 E“-“"égéﬁ—?cg -——= 9 nﬂ-.SC?CC-_:CC?cg:':gC._

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: 5

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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20 20

1.0

bits

Gerlg
£&C $Q§T9l -ggxcgg JERmaAE AXBAALLAS SRS

W&Jgua

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: Backward

Position number: 1

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
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2.0

bits
B

CCQJAé?

0.0 £ e P = - N
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
CCCCKCcccee

Original motif

2.0

-
<=

Consensus sequence: DGGGYGKGGC

T WG

10
WL g 3

bits

Reverse complement motif

2.0

.0

Consensus sequence: GCCYCMCCCD

“ﬂQQSCACCC$

WL ogo 3 4

Dataset #: 3

Motif ID: 32

Motif name: ArntAhr
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Original motif = Consensus sequence: YGCGTG Reverse complement motif = Consensus sequence: CACGCM

= 0 =0
g R
e = 1.0
—
— — — -
=

(= = (= =

" ks L cmoy e " ks L cmoy e

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

Dataset #: 3

Motif ID: 23

Motif name: Egril

Matching format of first motif: Reverse Complement

Matching format of second motif: Reverse Complement

Direction: Backward

Position number: 1

Number of overlap: 6

Similarity score: 0

Alignment:

YCGCCCACGCH

————— CACGCM

Original motif = Consensus sequence: HGCGTGGGCGK Reverse complement motif = Consensus sequence: YCGCCCACGCH
20 2.0
0.0 EAC TAA % 0o S W 2= ACAQ‘:“

5 10 5 10

Wetiiaga 34 Wekiiaga 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:
VBACGTGV
-YGCGTG-

3

29
HIF1AARNT
Original Motif
Original Motif
Backward

2

6

0.0112447

Original motif = Consensus sequence: VBACGTGV

Reverse complement motif

Consensus sequence: VCACGTBV

2.0 2.0

P - AC _ - l*_, 2
s i e s e

Dataset #: 3

Motif ID: 33

Motif name: Mycn

Matching format of first motif: Original Motif

Matching format of second motif: Reverse Complement

Direction: Forward

Position number: 3

Number of overlap: 6
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Similarity score: 0.0377949

Alignment:

GCCACGTGSD

--YGCGTG--

Original motif = Consensus sequence: HSCACGTGGC Reverse complement motif = Consensus sequence: GCCACGTGSD
2.0 2.0
o o 5 T o s P

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: 6

Similarity score: 0.0396403

Alignment:

HVGCCCCGCCCCBB

----CACGCM----

Original motif = Consensus sequence: HVYGCCCCGCCCCBB Reverse complement motif = Consensus sequence: BBGGGGCGGGGC
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2.0

Ladb b

Welsloge 34

bits
bits
&

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
o l=—== - gAI- I"%—— P ——— i ‘{A_ _— J ———_:;_

Dataset #: 1

Motif ID: 1
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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:
GCCCCGCe
-—-CACGCM

Motif 1

Reverse Complement
Reverse Complement
Forward

3

6

0.040625

Original motif = Consensus sequence: GGCGGGGC

Reverse complement motif

Consensus sequence: GCCCCGCC

2.0 2.0
.5 -(:cCCCCCC

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 nhumber: 5

Number of overlap: 6

Similarity score: 0.0412037
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Consensus sequence: SGGTCACGTGACC

Reverse complement motif

Alignment:
SGGTCACGTGACCS
-——-YGCGTG---~
Original motif = Consensus sequence: SGGTCACGTGACCS
2.0

0.0

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----
) Reverse complement motif = Consensus sequence:
Consensus sequence: BCCGCCCCGCCCCBB BBGGGGCGGGGCGGR
Page 109 of 594
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2.0

T =T =
15

20
Dataset #: 2
Motif ID: 7
Motif name: Motif 7
Matching format of first motif: Original Motif
Matching format of second motif Reverse Complement
Direction: Forward
5
6
0.0465867

Position number:
Number of overlap:
Similarity score:

Alignment:
MSGGGGCGGGGYSG

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

Reverse complement motif

Consensus sequence: MSGGGGCGGGGY

Original motif
MQETCQCCT CCQCE
5
47
Page 110 of 594

Dataset #:
Motif ID:



Motif name: TFW?2

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 Reverse complement motif =~ Consensus sequence: CCGCGCGS
= 0 = 0
- %‘:-‘-_A-:: -——— e - _— - ——— - — - e
= el aga 3E = WL aga 3E
Dataset #: 4 Motif ID: 40 Motif name: kcACCTGCAgc
Original motif = Consensus sequence: BCACCTGCABC Reverse complement motif = Consensus sequence: GBTGCAGGTGB

2.0

2.0
o
=10

o0 Im——— ’ ===

Webilaga 34 Webilaga 3.4

Best Matches for Significant Motif ID 40 (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:
DBTACWGTAVH
BCACCTGCABC

4
43

WSTACWGTAsw
Original Motif
Reverse Complement
Forward

1

11

0.0215284

Original motif = Consensus sequence: HVTACWGTABD

2.0

0.0

Webiioga 34

Reverse complement motif

2.0

[alnl

Consensus sequence: DBTACWGTAVH

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:
Number of overlap:

4
44
dhACATTCTkh
Original Motif
Original Motif
Backward

1

11
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Similarity score: 0.0254134

Alignment:
DHACATTCTGH
BCACCTGCABC

Original motif =~ Consensus sequence: DHACATTCTGH

2.0

bifs

e

Reverse complement motif

2.0

Consensus sequence: HCAGAATGTHD

3 1 S 1 S
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
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2.0 2.0

E:?CEICACET?QCCf E”ECEICACDTGQCCf

0.0 -
10

Welsloge 34 Welloge 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: Backward

Position number: 4

Number of overlap: 11

Similarity score: 0.034471

Alignment:

GCvCCcGceMeceycee

BCACCTGCABC---

Original motif = Consensus sequence: GGMGGRGGCGGVGC Reverse complement motif  Consensus sequence: GCVCCGCCMCCY(
. a2 P-C DL — 9 M-:=C=-—=CC-_=CCQC(;:':QQ

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:
HVGCCCCGCCCCBB
-BCACCTGCABC--

¢csGCCCCGCCCCsc
Original Motif
Original Motif
Backward

3

11

0.0402518

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

2.0

“_GO00CE006e "Gl

lets
o
<D

Webilogo 3.4

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 nhumber: 2

Number of overlap: 11
0.0411257

Similarity score:
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Consensus sequence: MSGGGGCGGGGY

Reverse complement motif

Alignment:
CSKCCCCGCCCCsy

-BCACCTGCABC--
Consensus sequence: CSKCCCCGCCCCSsY

Original motif

2.0

0.0
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
0.0420218
Consensus sequence:

Similarity score:
Reverse complement motif
MSGKKRCGCWDCABTGBBCD

Alignment:
DGVBCABTGDWGCGKRRCSR
--—--GBTGCAGGTGB
Consensus sequence: DGVBCABTGDWGCGKRRCSR

Page 116 of 594
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20 20

210 £10 C C

LA ~ga 1G4 QATQAQEA SV LAYGVILCA o Y.
% 1 2 Wetaen . : - e -

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: 0.0423275

Alignment:

CCGGAAGTGVV

GBTGCAGGTGB

Original motif = Consensus sequence: CCGGAAGTGVV

2.0

1.0

bits

Reverse complement motif

Consensus sequence: VVCACTTCCGG

2.0
=
= 1.0 C A i
a.0 - . Sy, W S 0.0
5 10

Weiloga 34

?QAQI_QQ%Q

WekiLoga 34

Dataset #: 4
Motif ID: 39
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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:
DCAGCCAATVR
GBTGCAGGTGB

kCAGCCAATmMr
Reverse Complement
Original Motif
Forward

1

11

0.0439586

Original motif = Consensus sequence: DCAGCCAATVR

2.0

It
5

0.0 T

Wehiiogo 34

Reverse complement motif

2.0

Consensus sequence: MBATTGGCTGH

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
38
cccGCCCCGCCCCsb
Original Motif
Original Motif
Forward

3

11

0.0461444
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Alignment:
BCCGCCCCGCCCCEB
-—-BCACCTGCABC--

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

BBGGGGCGGGGCGGB
=?9TCQ C_,q_ CCCQ-— g ' T W A — N e
Dataset #: 4 Motif ID: 43 Motif name: wsTACWGTAsw
Original motif = Consensus sequence: HVTACWGTABD Reverse complement motif = Consensus sequence: DBTACWGTAVH

2.0

5 10
wWetiiaga 3.4 wWebiiaga 3.4

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: Backward
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Position number: 1

Number of overlap: 11
Similarity score: 0.0199592
Alignment:

GBTGCAGGTGB

HVTACWGTABD

Original motif = Consensus sequence: BCACCTGCABC

2.0

Reverse complement motif

2.0
o
=10

P e — 5

Consensus sequence: GBTGCAGGTGB

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

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

Direction: Backward
Position number: 1

Number of overlap: 11
Similarity score: 0.0309343
Alignment:

DDTATTATTTDH

-HVTACWGTABD

Original motif = Consensus sequence: HDAAATAATADD

Original Motif
Reverse Complement

Reverse complement motif

Consensus sequence: DDTATTATTTDH
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"L AaR|AAT __IATTAIxT _

=== = 0o === = W — S

S T e W e - 5 -
Dataset #: 4
Motif ID: 37
Motif name: tkAAATAATAtwW
Matching format of first motif: Original Motif
Matching format of second motif: Reverse Complement
Direction: Forward
Position number: 2
Number of overlap: 11
Similarity score: 0.0337121
Alignment:
WHTATTATTTDH
-HVTACWGTABD
Original motif = Consensus sequence: HDAAATAATAHW Reverse complement motif = Consensus sequence: WHTATTATTTDH

2.0

" aAAT

0. —

ts

@
=

b

;+eTAIIAAIIﬁ

10

5
Wekiloga A4

Wekiloga A4

Dataset #: 2

Page 121 of 594



Motif ID: 6

Motif name: Motif 6
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Backward
Position number: 4

Number of overlap: 11

Similarity score: 0.0353535
Alignment:

AATTYDGAARTAWW

HVTACWGTABD---

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

s

b

MﬁETT 6 1

10
Welsloge 34 Welloge 3.4

Dataset #: 4

Motif ID: 45

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

Position number: 1

Number of overlap: 11

Similarity score: 0.037518
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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
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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 #: 2 Motif ID: 21 Motif name: Motif 21

Original motif = Consensus sequence: ATAAAA Reverse complement motif

= i

= i

bis
.
bis

[ = = (=]

R P = I

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: Backward

Position number: 7

Number of overlap: 6

Similarity score: 0

Alignment:

TTTTATTGTYAT

TTTTAT-—————-—

o

Consensus sequence: TTTTAT

R P = I
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Original motif = Consensus sequence: ATMACAATAAAA Reverse complement motif = Consensus sequence: TTTTATTGTYAT

2.0 2.0

% 1.0 A % 1.0
0.0 0.0
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

o3
S ﬂ

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:
AAATTKTATTTAWT
-—-TTTTAT-----

2

5

Motif 5

Reverse Complement
Reverse Complement
Forward

4

6

0.0208333

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

8

Motif 8

Reverse Complement
Reverse Complement
Backward

6

6

Page 129 of 594



Similarity score: 0.0208333

Alignment:
TGATTTTAWKATTT
-—-TTTTAT-----

Original motif = Consensus sequence: AAATRWTAAAATCA

2.0

bits

0.0

Webiioga 3.4

Reverse complement motif

bits

2.0

a.0

Consensus sequence: TGATTTTAWKATT

AC

10
Webiloga 3.4

Dataset #: 2

Motif ID: 10

Motif name: Motif 10
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: 0.0416667
Alignment:

TTTCATAAWT

—-——=TTTTAT

Original motif = Consensus sequence: TTTCATAAWT

Reverse complement motif

Consensus sequence: AWTTATGAAA
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2.0

bits
5
)

.0

bits

2 T L
Dataset #: 2
Motif ID: 14
Motif name: Motif 14
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Backward
Position number: 3
Number of overlap: 6
Similarity score: 0.0625
Alignment:
AWAAATAA
ATAAAA--

Original motif = Consensus sequence: AWAAATAA

Reverse complement motif

Consensus sequence: TTATTTWT

=il A S A
0.0 = 0. I
Dataset #: 2
Motif ID: 20
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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:
TTMAAAGATTT
ATAAAA-————

Motif 20
Original Motif
Original Motif
Forward

1

6

0.0625

Original motif = Consensus sequence: TTMAAAGATTT

2.0

bits

0.0

Wehiiogo 34

Reverse complement motif

2.0

Consensus sequence: AAATCTTTYAA

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

19

Motif 19
Original Motif
Original Motif
Forward

8

6

0.0625
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Alignment:
TTCWTAGATTAWA

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:
DDTATTATTTDH
--TTTTAT----

4
41

WWAAATAATALw
Reverse Complement
Reverse Complement
Forward

3

6

0.0632716

Original motif =~ Consensus sequence: HDAAATAATADD

Reverse complement motif

Consensus sequence: DDTATTATTTDH
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% 10 WesbiLoga 34 3 Ll WebLogo 34
Dataset #: 2
Motif ID: 3
Motif name: Motif 3

Matching format of first motif:

Matching format of second motif:

Reverse Complement
Reverse Complement

Direction: Forward

Position number: 4

Number of overlap: 6

Similarity score: 0.0689103

Alignment:

TWSTTTWAWTTTWT

-——TTTTAT-----

Original motif = Consensus sequence: AWAAAWTWAAASWA Reverse complement motif

G£A$A¢;§AQA§IQ

2.0

Welilogo 3.4

Consensus sequence: TWSTTTWAWTTT\

“TealllLaxlxlal

Webilogo 3.4

Dataset #: 3 Motif ID: 29

Motif name: HIF1AARNT
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Original motif = Consensus sequence: VBACGTGV Reverse complement motif = Consensus sequence: VCACGTBV

=20

=2
=10 ﬂ
-_— -—
B - ==

Wit oo S

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

Dataset #: 3

Motif ID: 33

Motif name: Mycn

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

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

2.0

'n
L
n—
)

(=i

|

()

10
L e Wbt aga 3 4

a.0 = = = M E— o0

”ﬁggégﬁl -
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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
Forward

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:
Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
GCvCCGCeMeeyYce
—————— VCACGTBV

TFF11

Reverse Complement
Reverse Complement
Backward

1

8

0.067219

Original motif = Consensus sequence: GGMGGRGGCGGVGC

2.0

bits
B

CUG_Ve

—_——ea e B = T

0.0
5

Reverse complement motif = Consensus sequence: GCVCCGCCMCCYC

Z¢C¢CC?CCQQQTQQ

Webilogo 3.4

ts

b

Dataset #: 3 Motif

ID: 27 Motif name: Kif4

Original motif = Consensus sequence: DGGGYGKGGC

2.0

T
=N | &=

TYYG

5

10
Wabloga 3 4

Reverse complement motif = Consensus sequence: GCCYCMCCCD

;AQQRC%CCC%

Wabloga 3.4

bits

Best Matches for Significant Motif ID 27 (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:
CSKCCCCGCceceesy
--GCCYCMCCCD--

2

7

Motif 7

Reverse Complement
Original Motif
Forward

3

10

0.0152457

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:

36

¢csGCCCCGCCCCsc
Original Motif
Reverse Complement
Forward

3

10
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Similarity score: 0.0160185

Alignment:

BBGGGGCGGGGCVD

--DGGGYGKGGC--

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

Dataset #: 4

Motif ID: 38

Motif name: cccGCCCCGCCCCsb

Matching format of first motif: Original Motif

Matching format of second motif: Reverse Complement

Direction: Forward

Position number: 3

Number of overlap: 10

Similarity score: 0.0194893

Alignment:

BBGGGGCGGGGCGGR

--DGGGYGKGGC---

Reverse complement motif = Consensus sequence:

Original motif = Consensus sequence: BCCGCCCCGCCCCBB BBGGGGCGGGGCGER
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2.0

2.0
0.0 =?9TCQ C_H_ Cc — —— 00 - - —— Pt e e e
2 10 Wabtsat ik 2 10 Wabtsat ik
Dataset #: 5
Motif ID: 50
Motif name: TFF11
Matching format of first motif: Original Motif
Matching format of second motif Original Motif
Direction: Forward
Position number: 5
Number of overlap: 10
Similarity score: 0.0402906
Alignment:
GGMGGRGGCGGVGC
-—-—--DGGGYGKGGC
Original motif = Consensus sequence: GGMGGRGGCGGVGC Reverse complement motif  Consensus sequence: GCVCCGCCMCCY(
gl A = e 9 M'E‘—‘C*CC-.BCCQC(;:':QQ
Dataset #: 5
54
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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
-—-—-GCCYCMCCCD-=———-

TFM12

Reverse Complement
Original Motif
Backward

7

10

0.0556427

Reverse complement motif =~ Consensus sequence:
KKKAGGDGGAKKMGBBGKMG

20 20

Original motif = Consensus sequence: CYYCBBCYYYTCCHCCTYYY

2
210

AG R A A
LJaAAzaAsS AANSAAD A Saf

EQQ$Q§¥$EGQ?EQI$%9 |

Weblag 34 Weblagn a4

0.0

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

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Reverse Complement
Reverse Complement
Backward

3

10

0.0606033
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Alignment:
CHCCBCCKMCTCCKCM
-——-GCCYCMCCCD--

Reverse complement motif ~ Consensus sequence:
CHCCBCCKMCTCCKCM

2.0

"0.cC CVlecIClrce

a.0 -

Original motif = Consensus sequence: RGRGGAGRRGGHGGDG

Webiloagad 4

Dataset #: 3

Motif ID: 22

Motif name: Zfx

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

Position number: 4

Number of overlap: 10

Similarity score: 0.0623591

Alignment:

BBVGCCBVGGCCTV

-GCCYCMCCCD---

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

|

|

I

)
0
1O
!

;

0.0 = R - = 0.0

5 10

Welsloge 34 Welloge 3.4

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 number: 1

Number of overlap: 10

Similarity score: 0.0663136

Alignment:

GGGGGYGGGG

DGGGYGKGGC

Original motif = Consensus sequence: CCCCKCCCCC Reverse complement motif  Consensus sequence: GGGGGYGGGG
Dataset #: 3

Motif ID: 34

Page 148 of 594



Motif name:
Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
VGCACGTGGH
DGGGYGKGGC

Myc

Original Motif
Original Motif
Backward

1

10
0.0686848

Original motif = Consensus sequence: VGCACGTGGH

20—

~__CACGI(

Reverse complement motif = Consensus sequence: DCCACGTGCV

-—'———‘—QQ QA—I— - 9_

= —
oo T -
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 nhumber: 9
Number of overlap: 10
Similarity score: 0.06956
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Alignment:
DGVBCABTGDWGCGKRRCSR
———————— DGGGYGKGGC--

Reverse complement motif ~ Consensus sequence:

Original motif =~ Consensus sequence: DGVBCABTGDWGCGKRRCSR MSGKKRCGCWDCABTGBBCD

Dataset #: 3 Motif ID: 35 Motif name: GABPA

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

2.0 2.0
B =
10 C 10
ok , Ale_—;, — C——w—
: L = :
5 10 5

0.0 L]

Webiioga 34 Webiiaga 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
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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 #: 3

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

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

Number of overlap: 11

Similarity score: 0.0457327
Alignment:

BBVGCCBVGGCCTV

VVCACTTCCGG---

Original motif = Consensus sequence: BBVGCCBVGGCCTV

2.0

i
:E‘I.CI
: .
i — —=— A = =

Webiioga 3.4

Reverse Complement

Reverse complement motif = Consensus sequence: VAGGCCBBGGCVE

2.0
i
=1 1.0
_—
a.0 = = =
5

10
Webiloga 3.4

Dataset #: 4

Motif ID: 40

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

Position number: 1

Number of overlap: 11
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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: Backward

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
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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:
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 156 of 594
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Alignment:
AATTYDGAARTAWW
-——CCGGAAGTGVV

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

WelsLage 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: 4

Number of overlap: 11

Similarity score: 0.0554249
Alignment:

BCCGCCCCGCCCCRBB

-—-VVCACTTCCGG-

Reverse complement motif ~ Consensus sequence:

Original motif = Consensus sequence: BCCGCCCCGCCCCBB BBGGGGCGGGGCGGR
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2.0

- oCeCeee.

bits

Webiloga 3.4

2.0

0.0

Best Matches for Each Motif (Highest to Lowest)

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

Original motif = Consensus sequence: GGCGGGGC

=20

bits
:

o
[al s

Wetiiago 3

Best Matches for Motif ID 1 (Highest to Lowest)

Dataset #: 4

Motif ID: 36

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

Position number: 5

Number of overlap: 8

Reverse complement motif  Consensus sequence: GCCCCGCC

bits

=20

&
&

cCCCGCC

Wetiiaga @
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Similarity score: 0

Alignment:

BBGGGGCGGGGCVD

-——-GGCGGGGC--

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

Dataset #: 4

Motif ID: 38

Motif name: cccGCCCCGCCCCsb

Matching format of first motif: Reverse Complement

Matching format of second motif: Original Motif

Direction: Backward

Position number: 5

Number of overlap: 8

Similarity score: 0.00250079

Alignment:

BCCGCCCCGCCCCBB

-—-—-GCCCCGCC———-—

Reverse complement motif = Consensus sequence:

Original motif = Consensus sequence: BCCGCCCCGCCCCBB BBGGGGCGGGGCGER
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2.0

T =T =
15

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

Position number:
Number of overlap:
Similarity score:

Alignment:
MSGGGGCGGGGYSG

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

Reverse complement motif

Consensus sequence: MSGGGGCGGGGY

Original motif
MQETCQCCT CCQCE
5
50
Page 160 of 594
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Motif ID:



Motif name: TFF11

Matching format of first motif: Original Motif

Matching format of second motif: Original Motif

Direction: Forward

Position number: 7

Number of overlap: 8

Similarity score: 0.0348969

Alignment:

GGMGGRGGCGGVGC

—————— GGCGGGGC

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

2 0 Webtogo 3.4 % 0 Webtogo a4

Dataset #: 3

Motif ID: 27

Motif name: KlIf4

Matching format of first motif: Original Motif

Matching format of second motif: Original Motif

Direction: Forward

Position nhumber: 3

Number of overlap: 8

Similarity score: 0.0349983
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Alignment:
DGGGYGKGGC
-—-GGCGGGGC

Original motif = Consensus sequence: DGGGYGKGGC

2.0

Reverse complement motif

Consensus sequence: GCCYCMCCCD

ZAQQRC%CCC%

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

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

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

Reverse Complement
Reverse Complement
Forward

4

8

0.0708224

Original motif = Consensus sequence: BBVGCCBVGGCCTV

Reverse complement motif

Consensus sequence: VAGGCCBBGGCVE
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2.0

2.0

bits
&

e 0.0

Welsloge 34

5 10

Welloge 3.4

Dataset #:

Motif ID:

Motif name:

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

Position number:

Number of overlap:

Similarity score:

Alignment:
CGCGBMGCCG
-GCCCCGCC-

Original motif

Consensus sequence: CGGCYBCGCG

5

48

TFW3

Reverse Complement
Reverse Complement
Backward

2

8

0.071681

bits

Reverse complement motif

2.0

clcy_~UC
o - e - — :

1.
o

Consensus sequence: CGCGBMGCCG

e
10
WL ogo 3 4

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

Position number:
Number of overlap:
Similarity score:

Reverse complement motif

bits

Consensus sequence: GCVGCGGCBCCG

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

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

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

Original motif = Consensus sequence: DGVBCABTGDWGCGKRRCSR

Reverse complement motif

MSGKKRCGCWDCABTGBBCD

Consensus sequence:

Weblaga 3.4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
YCGCCCACGCH
-—-—-GCCCCGCC

23

Egrl

Reverse Complement
Reverse Complement
Backward

1

8

0.0878731

Original motif = Consensus sequence: HGCGTGGGCGK

Reverse complement motif

Consensus sequence: YCGCCCACGCH
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Watiiaga 34 Webilaga 34

Dataset #: 5

Motif ID: 51

Motif name: TFM2

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

Position number: 3

Number of overlap: 8

Similarity score: 0.0928252

Alignment:

CHCCBCCKMCTCCKCM

--GCCCCGCC—=———~—

Reverse complement motif =~ Consensus sequence:
CHCCBCCKMCTCCKCM

20

Original motif = Consensus sequence: RGRGGAGRRGGHGGDG

0.0 ‘FTT

“f.cCC TcCTQngg

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

2.0 2.0

bits
blts

A%A?AAAé%AAAA S1%e. < Clglagl

Welilogo 3.4 Webilogo 3.4

0.0

Best Matches for Motif ID 2 (Highest to Lowest)

Dataset #: 5

Motif ID: 51

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

Number of overlap: 14

Similarity score: 0.00948131
Alignment:

RGRGGAGRRGGHGGDG

—-—-RGRAGARRGARRAR

Reverse complement motif = Consensus sequence:
CHCCBCCKMCTCCKCM

2.0

.06 lzeeTthrcs

Original motif = Consensus sequence: RGRGGAGRRGGHGGDG

0.0 -

,ag 634
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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
—————— MTMMTCMMTCTKCK

3

31

Pax5

Reverse Complement
Reverse Complement
Forward

7

14

0.047364

Original motif = Consensus sequence: DGVBCABTGDWGCGKRRCSR

20

Reverse complement motif = Consensus sequence:
MSGKKRCGCWDCABTGBBCD

20

10 S0 c

LA ca XG.4 QATﬁAQEA &Y QQT =CA xo. T,
; 10 s T

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: 3
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Number of overlap:
Similarity score:

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

Original motif
HDWVAAAHAAAAAMAAAMWWWHBWA

20

Consensus sequence:

14
0.0541717

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:
CYYCBBCYYYTCCHCCTYYY
—————— MTMMTCMMTCTKCK

54

TFM12

Reverse Complement
Original Motif
Forward

7

14

0.0545069
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Original motif

20

£1.0

Consensus sequence: CYYCBBCYYYTCCHCCTYYY

95$T§$flgg%§gxggf

0.0

Weblaga 3.4

Reverse complement motif ~ Consensus sequence:
KKKAGGDGGAKKMGBBGKMG

Dataset #: 5

Motif ID: 52

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

Number of overlap: 14

Similarity score: 0.0558935
Alignment:

ABAAAAAAWHAAAAARAW

-RGRAGARRGARRAR---

Original motif

Consensus sequence: WTKTTTTTHWTTTTTTBT

Reverse complement motif = Consensus sequence:

ABAAAAAAWHAAAAARAW
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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
RGRAGARRGARRAR

5

50

TFF11
Original Motif
Original Motif
Forward

1

14
0.0689626

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 #: 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
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Similarity score:

Alignment:
TWAAWTTVTGAAAAAHWW

—RGRAGARRGARRAR---

Original motif = Consensus sequence: WWHTTTTTCABAAWTTWA

2.0

w

“7a Trr,20h M

0.0775356

Reverse complement motif
TWAAWTTVTGAAAAAHWW

2.0

“Taha, TT TGan

-c:,:\_q-.._

un-n_—

Consensus sequence:

1

L]

Wetiloga 34

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
AWAAAWTWAAASWA-
—RGRAGARRGARRAR

Motif 3
Original Motif
Original Motif
Forward

2

13

0.57507

Original motif = Consensus sequence: AWAAAWTWAAASWA

Reverse complement motif

Consensus sequence: TWSTTTWAWTTT\
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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:
ATKAAWTTTTRMAABAHHTW--
———————— MTMMTCMMTCTKCK

55

TFM13

Reverse Complement
Original Motif
Forward

9

12

1.0763

Original motif = Consensus sequence: ATKAAWTTTTRMAABAHHTW

Ll{ %A T TAAAC_ _A.%elé

Weblaga 3.4

Reverse complement motif
WAHHTVTTYKAAAAWTTRAT

“Tho ] Theb

Consensus sequence:

ATTT

TAAA

AA_T

Wm_ugua4

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:
-——-MSGGGGCGGGGYSG
RGRAGARRGARRAR---

7

Motif 7

Original Motif
Reverse Complement
Backward

4

11

1.57133

Original motif = Consensus sequence: CSKCCCCGCCCCSY

2.0

Reverse complement motif  Consensus sequence: MSGGGGCGGGGY

Dataset #: 2 Motif ID: 3

Motif name: Motif 3

Original motif =~ Consensus sequence: AWAAAWTWAAASWA

2.0

bits

0.0

mcééééééééégﬁxé

Wehilogo 3.4

Reverse complement motif = Consensus sequence: TWSTTTWAWTTT\

TocTT LaxToLLT

Wehilogo 3.4
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Best Matches for Motif ID 3 (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:
HDWVAAAHAAAAAMAAAMWWWHBWA

Original motif = Consensus sequence:
HDWVAAAHAAAAAMAAAMWWWHBWA

240

5

56

TFM11
Original Motif
Original Motif
Forward

7

14
0.0137914

Reverse complement motif  Consensus sequence:
TWVHWWWYTTTYTTTTTHTTTVWBH

20

E1

TI . I%TTT TI.

Dataset #:

Motif ID:

Motif name:

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

52

TFM1

Original Motif
Reverse Complement
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Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
ABAAAAAAWHAAAAARAW
—-———-AWAAAWTWAAASWA

Forward

5

14
0.0162962

Original motif = Consensus sequence: WTKTTTTTHWTTTTTTBT

gﬂIITIlTTI %IIIAlle

I

Webiloga 3

Reverse complement motif
ABAAAAAAWHAAAAARAW

ﬁééégAAé

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
——AWAAAWTWAAASWA-—-—-

5

55

TFM13
Original Motif
Original Motif
Forward

3

14

0.037679
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Reverse complement motif =~ Consensus sequence:
Original motif = Consensus sequence: ATKAAWTTTTRMAABAHHTW P g

WAHHTVTTYKAAAAWTTRAT
%1.0 %1-0
L;_ AMAT [ Tonht A JA ﬁA ] TTrcAaRATIT AT

" EI-A; , TA.:;A.....QCC:,‘:' aSAT AT E=CGGC $TT TAAAS A
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

AC

0.0

5 10
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:

TWAAWTTVTGAAAAAHWW
—-———AWAAAWTWAAASWA

Original motif

2.0

"o ITrexCh

5

53

TFM3

Original Motif
Reverse Complement
Forward

5

14

0.0456419

Consensus sequence: WWHTTTTTCABAAWTTWA

Reverse complement motif
TWAAWTTVTGAAAAAHWW

2.0

Consensus sequence:

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:

Motif 5

Reverse Complement
Reverse Complement
Backward

1
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Number of overlap: 14

Similarity score: 0.0478896

Alignment:

AAATTKTATTTAWT

TWSTTTWAWTTTWT

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

2.0

wr
C E‘In

Welilogo 3.4 Webilogo 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: Backward

Position number: 1

Number of overlap: 14

Similarity score: 0.0624272

Alignment:

TTTDAWATATHATT

AWAAAWTWAAASWA

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

: QTA%IAIX

a.

10

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: 0.0702111

Alignment:

WWTAKTTCDKAATT

TWSTTTWAWTTTWT

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

%ILETT <AAR |1

10
Welilogo 3.4 Webilogo 3.4

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

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: 0.567825

Alignment:

—-RGRAGARRGARRAR

AWAAAWTWAAASWA-

Original motif = Consensus sequence: RGRAGARRGARRAR Reverse complement motif = Consensus sequence: MTMMTCMMTCTK(
20 20
| A%A?AAAé%AAéA | ;QQngglglégl

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 nhumber: 1

Number of overlap: 12

Similarity score: 1.0432

Page 181 of 594



Alignment:

HDAAATAATADD--
AWAAAWTWAAASWA
Original motif = Consensus sequence: HDAAATAATADD Reverse complement motif = Consensus sequence: DDTATTATTTDH
2.0 2.0
A ATAATA TATIAI ) |
oo = — T&Tﬁ_ s e 0.0 = == — - ____Ié- . —
2 o Webilaga 3.4 & 10 Webiloaga 34
Dataset #: 2 Motif ID: 4 Motif name: Motif 4
Original motif = Consensus sequence: AAAAWTTRCWT Reverse complement motif  Consensus sequence: AWGKAAWTTTI

2.0

10
wWebiiaga 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: Backward
Position number: 2
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Number of overlap:
Similarity score:

Alignment:
HDWVAAAHAAAAAMAAAMWWWHBWA
————————————— AAAAWTTRCWT -

Original motif
HDWVAAAHAAAAAMAAAMWWWHBWA

20

Consensus sequence:

11
0.0718583

Reverse complement motif
TWVHWWWYTTTYTTTTTHTTTVWBH

20

2
S0

Consensus sequence:

hcl ¢£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:
ATKAAWTTTTRMAABAHHTW

AWGKAAWTTTT-—-—--————-—

55

TFM13

Reverse Complement
Original Motif
Backward

10

11

0.0727073
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Reverse complement motif = Consensus sequence:
Original motif = Consensus sequence: ATKAAWTTTTRMAABAHHTW P g

WAHHTVTTYKAAAAWTTRAT
L0 10
*AT-ABAT [ TaafA ﬂ TTrcAaHATTT.A
EIITT'AI'AI;%AéAC_;-A%QI% leI::lﬁ .T?Té _ TiA[AAé-.._%
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: 11
Similarity score: 0.0748297
Alignment:
WIKTTTTTHWTTTTTTBT
-——AWGKAAWTTTT—-—---

Reverse complement motif = Consensus sequence:

Original motif = Consensus sequence: WTKTTTTTHWTTTTTTBT ABAAAAAAWHAAAAARAW

2.0

Al AL e ok sty

Webilogo 3.4 Webilogo 3.4
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Dataset #: 2

Motif ID: 5

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

Number of overlap: 11

Similarity score: 0.0786484
Alignment:

AAATTKTATTTAWT

AAAAWTTRCWT ——-

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: 9

Motif name: Motif 9

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

Position number: 4

Number of overlap: 11
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Similarity score: 0.0820375

Alignment:
AATHATATWTHAAA
AWGKAAWTTTT---
Original motif = Consensus sequence: AATHATATWTHAAA Reverse complement motif = Consensus sequence: TTTDAWATATHAT
2.0 2.0
% 1.0 T TAT % 1.0
c K A AT
" $ ,g,éA oWy é o -____r B | | l‘:! o =~
2 10 Watilogo 3.4 2 10 Watilogo 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: 4
Number of overlap: 11
Similarity score: 0.083433
Alignment:
TGATTTTAWKATTT
—-——AWGKAAWTTTT
Original motif = Consensus sequence: AAATRWTAAAATCA Reverse complement motif = Consensus sequence: TGATTTTAWKATT
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Welsloge 34 Welloge 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: 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

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
——————— AWGKAAWTTTT

Original motif =~ Consensus sequence: WWHTTTTTCABAAWTTWA

2.0+

TFM3

Reverse Complement
Original Motif
Backward

1

11

0.0858797

Reverse complement motif =~ Consensus sequence:
TWAAWTTVTGAAAAAHWW

2.0

c:A_.r.._

Tt el TabeTT Tin

0.0

15
Webilogo 3.4 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:

4
45

wWbgTAAATAwWwW
Original Motif
Reverse Complement
Backward

1

11

0.086338
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Alignment:

DHTATTTACBD

AAAAWTTRCWT

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

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

Number of overlap: 11

Similarity score: 0.0867914

Alignment:

TWSTTTWAWTTTWT

—-—AWGKAAWTTTT-

Original motif =~ Consensus sequence: AWAAAWTWAAASWA Reverse complement motif = Consensus sequence: TWSTTTWAWTTT\
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Dataset #: 2 Motif ID: 5 Motif name: Motif 5

Original motif =~ Consensus sequence: AWTAAATAYAATTT

2.0

)
ik C

Wehilogo 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

Reverse complement motif

Consensus sequence: AAATTKTATTTAW

Wehilogo 3.4
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Original motif = Consensus sequence: AWAAAWTWAAASWA Reverse complement motif = Consensus sequence: TWSTTTWAWTTT\

AxhahexaBAA. A 1) PPV

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: 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

AC

0.0

10
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:
TWVHWWWYTTTYTTTTTHTTTVWBH

Original motif = Consensus sequence:
HDWVAAAHAAAAAMAAAMWWWHBWA

240

5

56

TFM11

Reverse Complement
Reverse Complement
Backward

6

14

0.109769

Reverse complement motif = Consensus sequence:
TWVHWWWYTTTYTTTTTHTTTVWBH

20

&
-_E‘I.CI

= == B —

MGL ¢£3III TlgllIAI A
5 10 15 20

25
WabLagod 4

Dataset #:

Motif ID:

Motif name:

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

Position number:

52

TFM1

Reverse Complement
Original Motif
Backward

4
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Number of overlap:

14

Similarity score: 0.110348
Alignment:
WTKTTTTTHWTTTTTTBT
-AAATTKTATTTAWT ———
Original motif = Consensus sequence: WTKTTTTTHWTTTTTTBT Reverse complement motif  Consensus sequence:
9 g ; ABAAAAAAWHAAAAARAW
%IITAI I T:I.zl glll I-ér N Tﬁéé—AéAAﬁ ééA 3 ééé
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
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Welsloge 34 Welloge 3.4

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: 3

Number of overlap: 14

Similarity score: 0.124188
Alignment:

WWHTTTTTCABAAWTTWA

—-—AWTAAATAYAATTT--

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

) TWAAWTTVTGAAAAAHWW
IS “Toha, TT Tiasah 24

Webilogo 3.4 Webilogo 3.4

Dataset #: 2
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Motif ID: 16

Motif name: Motif 16

Matching format of first motif: Reverse Complement

Matching format of second motif: Original Motif

Direction: Backward

Position number: 1

Number of overlap: 14

Similarity score: 0.125

Alignment:

ACAAWTRATTTTGA

AAATTKTATTTAWT

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

AlA CHA
0.0 - - w;mﬂ 0.0 - - —

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
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Consensus sequence: TTTDAWATATHAT

Reverse complement motif

Alignment:
TTTDAWATATHATT-
—-AWTAAATAYAATTT
Original motif =~ Consensus sequence: AATHATATWTHAAA
2.0
AAIA AT
MM ATT ’Llﬂl.:g
: 5 10 e
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: 9
Number of overlap: 12
1.11736
Consensus sequence:

Similarity score:
Alignment:
WAHHTVTTYKAAAAWTTRAT--
AWTAAATAYAATTT
Reverse complement motif
WAHHTVTTYKAAAAWTTRAT

Consensus sequence: ATKAAWTTTTRMAABAHHTW
Page 196 of 594
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20

EI:%HIEE‘?&A&A%@I% g:ﬁAzxLﬂTﬁA _ ﬂﬂggl

=

20

15
Weblaga 34

Weblaga 34

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: 2

Number of overlap: 12

Similarity score: 1.125

Alignment:

——TTCWTAGATTAWA

AWTAAATAYAATTT-

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

20 20

A A = A A

0.0 = 0.0
5 10 5 10

Webilogod 4 Webilogo 3 4

Dataset #: 2 Motif ID: 6 Motif name: Motif 6
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Original motif =~ Consensus sequence: AATTYDGAARTAWW Reverse complement motif  Consensus sequence: WWTAKTTCDKAA’

}?IL;TTQ;A I

Webilogo 3.4

=]

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---

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

TWAAWTTVTGAAAAAHWW
2.0—7 2.0
AAA TT T A A
0.0=— GA‘“— 1T C

Webloga 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:
ATKAAWTTTTRMAABAHHTW
—-———-AATTYDGAARTAWW-—

Original motif

20

5

55

TFM13
Original Motif
Original Motif
Forward

5

14
0.0349702

Consensus sequence: ATKAAWTTTTRMAABAHHTW

AT%

2SA

EIEI:$$$Ic£lﬁéAétA

5

WebsLaga 3.4

Reverse complement motif
WAHHTVTTYKAAAAWTTRAT

L Mt

Consensus sequence:

1
Webslaga 3.4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:

5

56

TFM11

Reverse Complement
Reverse Complement
Backward

9
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Number of overlap:
Similarity score:

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

Original motif
HDWVAAAHAAAAAMAAAMWWWHBWA

20

Consensus sequence:

14
0.0626838

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:
WIKTTTTTHWTTTTTTBT
-WWTAKTTCDKAATT---

52

TFM1

Reverse Complement
Original Motif
Forward

2

14

0.0667239
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Original motif =~ Consensus sequence: WTKTTTTTHWTTTTTTBT

2.0

“UT Tl I T 1

0.0 ——

Reverse complement motif ~ Consensus sequence:
ABAAAAAAWHAAAAARAW

2.0

0.0—=

=3

ﬁééAgAAﬁmééAAAééé

15
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:
AWTAAATAYAATTT
WWTAKTTCDKAATT

2

5

Motif 5

Reverse Complement
Original Motif
Forward

1

14

0.0741071

Original motif = Consensus sequence: AWTAAATAYAATTT

2.0

wr
:61.0 C

0.0

Webiioga 3.4

Reverse complement motif = Consensus sequence: AAATTKTATTTAW’

bits

2.0

Webiloga 3.4
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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: 0.0763393

Alignment:

TGATTTTAWKATTT

WWTAKTTCDKAATT

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

2.0 2.0

bits
bits

AC

0.0 a.0

10
Webiioga 3.4 Webiloga 3.4

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: 1

Number of overlap: 14
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Similarity score: 0.0852679

Alignment:
TTTDAWATATHATT
WWTAKTTCDKAATT
Original motif = Consensus sequence: AATHATATWTHAAA Reverse complement motif = Consensus sequence: TTTDAWATATHAT
2.0 2.0
% 1.0 T TAT % 1.0
c K A AT
" $ ,g,éA oWy é o -____r B | | l‘:! o =~
2 10 Watilogo 3.4 2 10 Watilogo 3.4
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: 0.0864698
Alignment:
TWSTTTWAWTTTWT
WWTAKTTCDKAATT
Original motif = Consensus sequence: AWAAAWTWAAASWA Reverse complement motif = Consensus sequence: TWSTTTWAWTTT\
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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: 2

Number of overlap: 12

Similarity score: 1.06667
Alignment:

——TTCWTAGATTAWA

AATTYDGAARTAWW-

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

Webilogod 4 Webilogo 3 4

Dataset #: 4
Motif ID: 37
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tkAAATAATAtwW
Reverse Complement
Reverse Complement

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

Direction: Forward
Position number: 1
Number of overlap: 12
Similarity score: 1.07587
Alignment:

WHTATTATTTDH--

WWTAKTTCDKAATT

Reverse complement motif = Consensus sequence: WHTATTATTTDH

Original motif = Consensus sequence: HDAAATAATAHW

PR e —_—— _—'"—‘4 0.0
Dataset #: 2 Motif ID: 7 Motif name: Motif 7

Reverse complement motif  Consensus sequence: MSGGGGCGGGGY

CulGug..

10

Original motif = Consensus sequence: CSKCCCCGCCCCSY

QETCQCCT chcg

Webiioga 3.4

Webiioga 3.4

Best Matches for Motif ID 7 (Highest to Lowest)
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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: 14

Similarity score: 0

Alignment:

HVGCCCCGCCCCBB

CSKCCCCGCCcCesy

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

bits

a0 e = —— e —— W W e, = D ==

- 6e000eC00e 000060

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:

4
38
cccGCCCCGCCCCsb
Original Motif
Original Motif
Backward

1

14
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Similarity score: 0.0012818

Alignment:
BCCGCCCCGCCCCRBB
—-CSKCCCCGCCCCsY

Original motif = Consensus sequence: BCCGCCCCGCCCCBB

2.0

<O

WetiLoga 34

Reverse complement motif = Consensus sequence:
BBGGGGCGGGGCGGB

2.0

51.0

————— = W 4 P~ ———

0.0

Dataset #: 5

Motif ID: 54

Motif name: TFM12
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Forward
Position number: 4

Number of overlap: 14

Similarity score: 0.0537802
Alignment:

CYYCBBCYYYTCCHCCTYYY

-—-—-CSKCCCCGCCCCSY-—-

Original motif = Consensus sequence: CYYCBBCYYYTCCHCCTYYY

Reverse complement motif = Consensus sequence:
KKKAGGDGGAKKMGBBGKMG
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20

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: Reverse Complement
Matching format of second motif: Original Motif
Direction: Forward
Position number: 7

Number of overlap: 14

Similarity score: 0.0662825
Alignment:

DGVBCABTGDWGCGKRRCSR

—————— MSGGGGCGGGGYSG

Original motif = Consensus sequence: DGVBCABTGDWGCGKRRCSR

20

Reverse complement motif =~ Consensus sequence:

MSGKKRCGCWDCABTGBBCD
=\ zaboli C
" —.—TT QTT K== c: I:-;:-,:-.: T-F:

Weblagn a4

Dataset #: 5
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Motif ID: 51

Motif name: TFM2

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

Position number: 3

Number of overlap: 14

Similarity score: 0.0758609

Alignment:

CHCCBCCKMCTCCKCM

CSKCCCCGCCCCSY—--

Reverse complement motif = Consensus sequence:
CHCCBCCKMCTCCKCM

2.0

"0.cC CVlecIClrce

Original motif = Consensus sequence: RGRGGAGRRGGHGGDG

8.0 -

Webloagad 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
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Similarity score: 0.0829042

Alignment:
GCVCCGCCMCceYyce
CSKCCCCGCCCCsy
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: 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:
VAGGCCBBGGCVBB
CSKCCCCGCCcCCsy
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:
SGGTCACGTGACCS
MSGGGGCGGGGYSG

Original motif

2.0

Consensus sequence: SGGTCACGTGACCS

4
42
SSGTCACGTGACSs
Reverse Complement
Reverse Complement
Backward

1

14

0.0948838

2.0

- grohCioace. -

0.0

0.0

Welilogo 3.4

Reverse complement motif

Consensus sequence: SGGTCACGTGACC

seTohCTeace.

Webilogo 3.4

Dataset #:
Motif ID:

30
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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:
CCCCCTTGGGCCCC-
-CSKCCCCGCCCCSsY

Original motif

2.0

bits
B

PLAG1

Original Motif
Reverse Complement
Forward

2

13

0.590412

Consensus sequence: GGGGCCCAAGGGGG

1CC_AnG

Reverse complement motif

ts

b

Consensus sequence: CCCCCTTGGGCCC

(Gl

jQQCQQIIIA?

0.0 2 = -
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 nhumber: 1
Number of overlap: 12
Similarity score: 1.07659
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Alignment:

CGGVGCCGCVGC—--
MSGGGGCGGGGYSG
Original motif = Consensus sequence: CGGVGCCGCVGC Reverse complement motif = Consensus sequence: GCVGCGGCBCCG
2.0 2.0
0 = W :&?Qgc—ﬁ-—g—nm@c - II?EGE—‘:—'—QICC —
5 10 Gitoanii 5 10 GiGitoan i
Dataset #: 2 Motif ID: 8 Motif name: Motif 8
Original motif = Consensus sequence: AAATRWTAAAATCA Reverse complement motif = Consensus sequence: TGATTTTAWKATT

its

T, & ™

5
Webiioga 3.4 Webiloga 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
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Number of overlap: 14
Similarity score: 0.0961539

Alignment:
TWSTTTWAWTTTWT
TGATTTTAWKATTT

Original motif = Consensus sequence: AWAAAWTWAAASWA

cﬂﬂaAA;AAA AxA

Welilogo 3.4

Reverse complement motif

bits

2.0

TA(:;

0.0

c‘_-_‘

Consensus sequence: TWSTTTWAWTTT\

TlTléleléT

Webilogo 3.4

Dataset #: 5
Motif ID: 52
Motif name: TFM1

Matching format of first motif:

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

Number of overlap: 14

Similarity score: 0.10348
Alignment:

WIKTTTTTHWTTTTTTBT

-TGATTTTAWKATTT---

Original motif

Reverse Complement

Consensus sequence: WTKTTTTTHWTTTTTTBT

Reverse complement motif

Consensus sequence:

ABAAAAAAWHAAAAARAW
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2.0

2.0

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: 1

Number of overlap: 14

Similarity score: 0.107143

Alignment:

AAATTKTATTTAWT

TGATTTTAWKATTT

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 #: 5
Motif ID: 56
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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:
HDWVAAAHAAAAAMAAAMWWWHBWA

Original motif
HDWVAAAHAAAAAMAAAMWWWHBWA

20

Consensus sequence:

TFM11
Original Motif
Original Motif
Backward

7

14

0.111345

Reverse complement motif
TWVHWWWYTTTYTTTTTHTTTVWBH

20

[2]
=1

ull ¢EQITI TI;ILIII

0 S —

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:

55

TFM13

Reverse Complement
Reverse Complement
Backward

4

14

0.11369
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Alignment:
WAHHTVTTYKAAAAWTTRAT
-——TGATTTTAWKATTT---

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:
WWTAKTTCDKAATT
TGATTTTAWKATTT

Motif 6

Reverse Complement
Reverse Complement
Forward

1

14

0.113839

Original motif =~ Consensus sequence: AATTYDGAARTAWW

Reverse complement motif

Consensus sequence: WWTAKTTCDKAA
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Welsloge 34 Welloge 3.4

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: 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

g éTA@IAII

a.

10

Dataset #: 2
Motif ID: 15
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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
AAATRWTAAAATCA

Motif 15
Original Motif
Original Motif
Backward

1

12

1.10417

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

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

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:
ACAAWTRATTTTGA--
-—-AAATRWTAAAATCA

2

16

Motif 16
Original Motif
Original Motif
Forward

3

12

1.125

Original motif = Consensus sequence: ACAAWTRATTTTGA

Reverse complement motif

Consensus sequence: TCAAAATKAWTTG
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Welsloge 34

Welloge 3.4

Dataset #: 2 Motif ID: 9

Original motif = Consensus sequence: AATHATATWTHAAA

Motif name: Motif 9

MaT T Aol

Best Matches for Motif ID 9 (Highest to Lowest)

Dataset #:

Motif ID:

Motif name:

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

Position number:

Number of overlap:

Similarity score:

Alignment:
WAHHTVTTYKAAAAWTTRAT
—————— TTTDAWATATHATT

Wehilogo 3.4

5
55

TFM13
Reverse Complement
Reverse Complement

Backward
1

14
0.0332341

Reverse complement motif

bits
-3

Consensus sequence: TTTDAWATATHAT
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Reverse complement motif = Consensus sequence:
Original motif = Consensus sequence: ATKAAWTTTTRMAABAHHTW P g

WAHHTVTTYKAAAAWTTRAT
L0 10
*AT-ABAT [ TaafA ﬂ TTrcAaHATTT.A
EIITT'AI'AI;%AéAC_;-A%QI% leI::lﬁ .T?Té _ TiA[AAé-.._%
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: 2
Number of overlap: 14
Similarity score: 0.0486562
Alignment:
WWHTTTTTCABAAWTTWA
-——-TTTDAWATATHATT-

Reverse complement motif = Consensus sequence:
TWAAWTTVTGAAAAAHWW

2.0+ 2.0

“7 TT120A AA. 2T “Taha, TT TCaqntf 48

Original motif = Consensus sequence: WWHTTTTTCABAAWTTWA
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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:

WTKTTTTTHWTTTTTTBT
—-—-TTTDAWATATHATT-

Original motif

5

52

TFM1

Reverse Complement
Original Motif
Forward

4

14

0.0528083

Consensus sequence: WTKTTTTTHWTTTTTTBT

db

L8\

—

gﬁtLIﬂu

10

Wetiloga 3.4

Reverse complement motif
ABAAAAAAWHAAAAARAW

0.0

Consensus sequence:

TAééAQAAé

1

aoh b

Dataset #:

Motif ID:

Motif name:

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

Position number:

5

56

TFM11

Reverse Complement
Original Motif
Forward

1
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Number of overlap:
Similarity score:

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

Original motif
HDWVAAAHAAAAAMAAAMWWWHBWA

20

Consensus sequence:

14
0.054155

Reverse complement motif
TWVHWWWYTTTYTTTTTHTTTVWBH

20

Consensus sequence:

Dataset #:

Motif ID:

Motif name:

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

Position number:

Number of overlap:

Similarity score:

Alignment:

TWSTTTWAWTTTWT
AATHATATWTHAAA

Original motif

Motif 3

Original Motif
Reverse Complement
Backward

1

14

0.0675748

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: 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’

%ILETT AR

10
Welilogo 3.4 Webilogo 3.4

Dataset #:
Motif ID: 5
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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:
-AAATTKTATTTAWT
AATHATATWTHAAA-

Motif 5

Original Motif
Reverse Complement
Backward

2

13

0.547543

Original motif = Consensus sequence: AWTAAATAYAATTT

2.0

C

Webilogo 3.4

Reverse complement motif

Consensus sequence: AAATTKTATTTAW

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
Original Motif
Original Motif
Backward

1

13

0.557158
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Alignment:
-TTCWTAGATTAWA
AATHATATWTHAAA

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

2.0

A A

10

A A

Webilagad 4

Webilogad 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
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2.0

bits

0.0

Welsloge 34 Welloge 3.4

Dataset #: 4

Motif ID: 41

Motif name: WWAAATAATALtw
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: 1.03318

Alignment:

-—-HDAAATAATADD

TTTDAWATATHATT

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

2.0

|
!

00—

“ aaAlAATA

_TartATar

Wekiloga A4 Wekiloga A4

Dataset #: 2 Motif ID: 10

Motif name: Motif 10
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Original motif = Consensus sequence: TTTCATAAWT Reverse complement motif  Consensus sequence: AWTTATGAAA

2.0

bits
5

A

WL g 3 WL ogo 3 4

a.0

Best Matches for Motif ID 10 (Highest to Lowest)

Dataset #: 2

Motif ID: 11

Motif name: Motif 11

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

Position number: 1

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

bitg
bits

0.0

0.0

Wetiiaga 34 Wekiiaga 34
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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: Original Motif
Direction: Forward
Position number: 5
Number of overlap: 10
Similarity score: 0.0375
Alignment:
AATTYDGAARTAWW
—-———AWTTATGAAA
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: 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
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Similarity score: 0.04375

Alignment:
TGATTTTAWKATTT
-TTTCATAAWT-——

Original motif = Consensus sequence: AAATRWTAAAATCA

2.0

bits

0.0

Webiioga 3.4

Reverse complement motif

2.0

bits

a.0

Consensus sequence: TGATTTTAWKATT

AC

10
Webiloga 3.4

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

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

Direction: Backward
Position number: 6

Number of overlap: 10
Similarity score: 0.0448864
Alignment:

TWAAWTTVTGAAAAAHWW

-——AWTTATGAAA-———-

Original motif = Consensus sequence: WWHTTTTTCABAAWTTWA

Reverse Complement
Reverse Complement

Reverse complement motif
TWAAWTTVTGAAAAAHWW

Consensus sequence:
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2.0

2.0

Dataset #:

Motif ID:

Motif name:

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

Position number:

Number of overlap:

Similarity score:

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

Original motif

20

55

TFM13

Reverse Complement
Original Motif
Forward

5

10

0.0545833

Consensus sequence: ATKAAWTTTTRMAABAHHTW

Reverse complement motif
WAHHTVTTYKAAAAWTTRAT

ATTT

Consensus sequence:

= 4
-

T

: TQAA

AAT

Weblagn a4

Dataset #:
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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: 10

Similarity score: 0.05625

Alignment:

AWTAAATAYAATTT

—-———AWTTATGAAA

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

2.0

w1
= c

0.0

Welsloge 34 Welloge 3.4

Dataset #: 2

Motif ID: 17

Motif name: Motif 17

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: 0.05625
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Alignment:
ATTCATTTTT
TTTCATAAWT

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

2.0 2.0

bits
bits

TR L = TR L
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: 1
Number of overlap: 10
Similarity score: 0.0604166
Alignment:
TTTDAWATATHATT
—-——-TTTCATAAWT
Original motif = Consensus sequence: AATHATATWTHAAA Reverse complement motif = Consensus sequence: TTTDAWATATHAT
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2.0

f éTéglAll

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:
ATMACAATAAAA
-—AWTTATGAAA

2

15

Motif 15

Reverse Complement
Original Motif
Forward

3

10

0.06875

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:
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Motif name: Motif 3

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: 0.0706731

Alignment:

AWAAAWTWAAASWA

-———AWTTATGAAA

Original motif =~ Consensus sequence: AWAAAWTWAAASWA

Reverse complement motif = Consensus sequence: TWSTTTWAWTTT\

2.0

- ileTléleléT

0.0

Webilogo 3.4

Dataset #: 2 Motif ID: 11 Motif name:

Original motif = Consensus sequence: ATTTWATGAAA

2.0

bitg

0.0

5

Wabhiiaga 3.4

Motif 11

Reverse complement motif = Consensus sequence: TTTCATWAAAT

2.0

bitg

0.0

Best Matches for Motif ID 11 (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:
AAATTKTATTTAWT
—-——-TTTCATWAAAT

2

5

Motif 5

Reverse Complement
Reverse Complement
Forward

4

11

0.0795455

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

8

Motif 8

Reverse Complement
Original Motif
Forward

3

11
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Similarity score: 0.0795455

Alignment:
AAATRWTAAAATCA
—-—TTTCATWAAAT-

Original motif = Consensus sequence: AAATRWTAAAATCA

2.0

bits

0.0

Webiioga 3.4

Reverse complement motif

bits

2.0

a.0

Consensus sequence: TGATTTTAWKATT

AC

10
Webiloga 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: 6

Number of overlap: 11

Similarity score: 0.0991736
Alignment:

WWHTTTTTCABAAWTTWA

————— TTTCATWAAAT--

Original motif = Consensus sequence: WWHTTTTTCABAAWTTWA

Reverse complement motif
TWAAWTTVTGAAAAAHWW

Consensus sequence:
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2.0

“78 11208 M, 1TxA

2.0

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: 0.102273
Alignment:

ATMACAATAAAA

—-TTTCATWAAAT

Original motif =~ Consensus sequence: ATMACAATAAAA

2.0

bits

A

0.0

Wekiloga A4

Reverse complement motif

2.0

Consensus sequence: TTTTATTGTYAT

Wekiloga A4

Dataset #: 2
Motif ID: 18
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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 Reverse complement motif = Consensus sequence: TTATWAWCTAA

2.0 2.0

bits
bits

AlA Amb

0.0 0.0

& Lo N tanan
Dataset #: 2
Motif ID: 9
Motif name: Motif 9
Matching format of first motif: Reverse Complement
Matching format of second motif: Reverse Complement
Direction: Forward
Position nhumber: 1
Number of overlap: 11
Similarity score: 0.109848
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Alignment:
TTTDAWATATHATT
TTTCATWAAAT---

Original motif =~ Consensus sequence: AATHATATWTHAAA

Reverse complement motif

Consensus sequence: TTTDAWATATHAT

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
TTCWTAGATTAWA
—-—ATTTWATGAAA

19

Motif 19
Original Motif
Original Motif
Forward

3

11

0.113636

Original motif = Consensus sequence: TTCWTAGATTAWA

Reverse complement motif

Consensus sequence: TWTAATCTAWGA/
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Webilogad 4 Webiloga 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: 3

Number of overlap: 11

Similarity score: 0.113636
Alignment:

AATTYDGAARTAWW

-ATTTWATGAAA--

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

%ITézTTQ;A I

Welilogo 3.4 Webilogo 3.4

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
ATTTWATGAAA-—-

Motif 3
Original Motif
Original Motif
Forward

1

11

0.113636

Original motif =~ Consensus sequence: AWAAAWTWAAASWA

2.0

GQAAG AAA A

0.0
5

Webilogo 3.4

Reverse complement motif

IéleI#T

2.0

Consensus sequence: TWSTTTWAWTTT\

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

55

TFM13
Original Motif
Original Motif
Forward

4

11

0.114394
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Alignment:
ATKAAWTTTTRMAABAHHTW
-——ATTTWATGAAA-—————

Reverse complement motif ~ Consensus sequence:

Original motif = Consensus sequence: ATKAAWTTTTRMAABAHHTW WAHHTVTTYKAAAAWTTRAT

20

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

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

=20 =20

= =
A= 1.0 2= 1.0 | | | I
0.0 0.0 —
5

Wk oo Ed

Wk oo T

Best Matches for Motif ID 12 (Highest to Lowest)

Dataset #: 2

Motif ID: 17

Motif name: Motif 17
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Backward
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Position number: 2

Number of overlap: 8
Similarity score: 0.0625
Alignment:

AAAAATGAAT

—-AAAACAAA-

Original motif = Consensus sequence: AAAAATGAAT

2.0

Reverse complement motif

2.0

Consensus sequence: ATTCATTTTI

o0 OO
2z ST eat o 2z ST ea o
Dataset #: 2
Motif ID: 15
Motif name: Motif 15

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

Direction: Backward
Position number: 4
Number of overlap: 8
Similarity score: 0.0625
Alignment:

TTTTATTGTYAT

-TTTGTTTT---

Original motif =~ Consensus sequence: ATMACAATAAAA

Reverse Complement
Reverse Complement

Reverse complement motif

Consensus sequence: TTTTATTGTYAT
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2.0 2.0

w
=10

0.0 0.0

WetiLoga 34 WetiLoga 34

Dataset #: 2

Motif ID: 16

Motif name: Motif 16
Matching format of first motif: Original Motif
Matching format of second motif: Reverse Complement
Direction: Forward
Position number: 3

Number of overlap: 8

Similarity score: 0.078125
Alignment:

TCAAAATKAWTTGT

——AAAACAAA-——-

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

Webslogo 3.4 Weblogo 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:
AWTAAATAYAATTT
—-—-—-AAAACAAA--

5

Motif 5
Original Motif
Original Motif
Forward

5

8

0.078125

Original motif = Consensus sequence: AWTAAATAYAATTT

2.0

w1
= c

0.0

Welsloge 34

Reverse complement motif

Consensus sequence: AAATTKTATTTAW-

Welloge 3.4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

2

14

Motif 14
Original Motif
Original Motif
Forward

1

8

0.078125
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Alignment:
AWAAATAA
AAAACAAA

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

=0

: TTATTTST

bits
5
b
:

A

ekl ago O ekl ago 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: 10

Number of overlap: 8

Similarity score: 0.0790441

Alignment:

HDWVAAAHAAAAAMAAAMWWWHBWA

————————— AAAACAAA-——————-—

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

20

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: 3

Number of overlap: 8

Similarity score: 0.0805288
Alignment:

AWAAAWTWAAASWA

--AAAACAAA-——-

Reverse complement motif = Consensus sequence: TWSTTTWAWTTT\

1611114T

Webilogo 3.4

Original motif =~ Consensus sequence: AWAAAWTWAAASWA

GQAAAA;AAA AxA

Welilogo 3.4

Dataset #: 5
Motif ID: 52
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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:
ABAAAAAAWHAAAAARAW

TFM1

Original Motif
Reverse Complement
Backward

6

8

0.0873397

Original motif = Consensus sequence: WTKTTTTTHWTTTTTTBT

T T

Reverse complement motif =~ Consensus sequence:
ABAAAAAAWHAAAAARAW

ngﬁéééggAé ééAAAééé

Tl .
1 12 Wetiloga 34
Dataset #: 2
Motif ID: 18
Motif name: Motif 18
Matching format of first motif: Original Motif
Matching format of second motif: Reverse Complement
Direction: Backward
Position number: 1
Number of overlap: 8
Similarity score: 0.09375
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Alignment:
TTATWAWCTAA
-——AAAACAAA

Original motif =~ Consensus sequence: TTAGWTWATAA

240

1.0

bits

0.0

AlA

Reverse complement motif

2.0

bits

0.0

Consensus sequence: TTATWAWCTAA

ARA

Wekiiaga 34

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
TGATTTTAWKATTT
—————— TTTGTTTT

Motif 8

Reverse Complement
Reverse Complement
Backward

1

8

0.09375

Original motif =~ Consensus sequence: AAATRWTAAAATCA

Reverse complement motif

Consensus sequence: TGATTTTAWKATT
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2.0

bits

0.0

Welloge 3.4

Welsloge 34

Dataset #: 2 Motif ID: 13 Motif name: Motif 13

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

=20

=20

bits

WetLago 3

Wetiago 3

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---
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Original motif = Consensus sequence: TTMAAAGATTT

20

10
Weiloga 34

Reverse complement motif

2.0

Consensus sequence: AAATCTTTYAA

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:
AAATRWTAAAATCA
—————— AAATCTTT

2

8

Motif 8

Reverse Complement
Original Motif
Forward

7

8

0.0625

Original motif =~ Consensus sequence: AAATRWTAAAATCA

2.0

Webiioga 3.4

Reverse complement motif

bits

2.0

1.0

Consensus sequence: TGATTTTAWKATT

Webiloga 3.4
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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: Forward
Position number: 5
Number of overlap: 8
Similarity score: 0.0625
Alignment:

TCAAAATKAWTTGT

—-—-——-AAAGATTT--

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: 19
Motif name: Motif 19

Matching format of first motif: Reverse Complement

Matching format of second motif: Reverse Complement

Direction: Forward
Position number: 3
Number of overlap: 8
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Similarity score: 0.078125

Alignment:

TWTAATCTAWGAA

-—-AAATCTTT—---

Original motif = Consensus sequence: TTCWTAGATTAWA Reverse complement motif = Consensus sequence: TWTAATCTAWGA/
2.0 2.0

bits
is

i) A 1A i)

0.0 - 0.0

e 10 WabLogad g e 10 WabLogad s
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: 7
Number of overlap: 8
Similarity score: 0.078125
Alignment:
AAATTKTATTTAWT
AAATCTTT————-—-
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: Forward

Position number: 4

Number of overlap: 8

Similarity score: 0.0822369

Alignment:

AWGKAAWTTTT

-——AAATCTTT

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

bits

BasTAAST

10
WekiLoga 34

Dataset #: 2
Motif ID: 17
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Motif name:

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

Position number:

Number of overlap:

Similarity score:

Alignment:
AAAAATGAAT
AAAGATTT--

Motif 17
Original Motif
Original Motif
Forward

1

8

0.09375

Original motif =~ Consensus sequence: AAAAATGAAT

2.0

bits

WL ogo 3 S

Reverse complement motif

2.0

bits

Consensus sequence: ATTCATTTTI

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:

4
44
dhACATTCTkh
Original Motif
Original Motif
Forward

1

8

0.104167
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Alignment:
DHACATTCTGH
AAAGATTT---

Original motif = Consensus sequence: DHACATTCTGH

240

bits

Reverse complement motif

2.0

Consensus sequence: HCAGAATGTHD

=

iaaan Webtoga 8.4
Dataset #: 2
Motif ID: 14
Motif name: Motif 14
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Backward
Position number: 1
Number of overlap: 8
Similarity score: 0.109375
Alignment:
AWAAATAA
AAAGATTT

Original motif = Consensus sequence: AWAAATAA

Reverse complement motif

Consensus sequence: TTATTTWT
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bits

% | GMTAT
| 1T

el ago @ ek ago @

Dataset #: 4

Motif ID: 37

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

bits

0.0

: AAAIAAT

" EiéeTAIIAIngﬁ

10
Wekiloga A4 Wekiloga A4

Dataset #: 2 Motif ID:

14 Motif name: Motif 14
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Original motif = Consensus sequence: AWAAATAA Reverse complement motif = Consensus sequence: TTATTTWT

| A | ) MTAT

Wit oo S Wieda oo S

oits
5

oits
(]

Best Matches for Motif ID 14 (Highest to Lowest)

Dataset #: 2

Motif ID: 17

Motif name: Motif 17
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Backward
Position number: 3

Number of overlap: 8

Similarity score: 0.046875
Alignment:

AAAAATGAAT

AWAAATAA--

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

2.0 2.0

bits
5

o0

L e Wbt aga 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
————— TTATTTWT -

2

5

Motif 5

Reverse Complement
Reverse Complement
Backward

2

8

0.046875

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

8
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Similarity score: 0.0625

Alignment:
ACAAWTRATTTTGA
AWAAATAA-—-———-

Original motif = Consensus sequence: ACAAWTRATTTTGA

2.0

bits

ala

0.0 .
5 10

Reverse complement motif

2.0

bits

a.0

Consensus sequence: TCAAAATKAWTTG

CHA

10

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 #: 4

Motif ID: 41
Motif name: WWAAATAATALtw
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Backward
Position number: 5
Number of overlap: 8
Similarity score: 0.0636574
Alignment:
HDAAATAATADD
AWAAATAA----—
Original motif = Consensus sequence: HDAAATAATADD Reverse complement motif = Consensus sequence: DDTATTATTTDH
A ATAATA T A
e——— Té? - éT:-_-:——E——— = - .___ s =
Dataset #: 4
Motif ID: 37
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Motif name: tkAAATAATAtwW

Matching format of first motif: Reverse Complement
Matching format of second motif: Reverse Complement
Direction: Forward
Position number: 5
Number of overlap: 8
Similarity score: 0.0697917
Alignment:
WHTATTATTTDH
-———TTATTTWT
Original motif = Consensus sequence: HDAAATAATAHW Reverse complement motif = Consensus sequence: WHTATTATTTDH
2.0 2.0
AAATAA TAITATIT
oot N =W A 5= W = P — == a1 —— - e
5 R 3 (R
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 nhumber: 5
Number of overlap: 8
Similarity score: 0.078125
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Alignment:
WIKTTTTTHWTTTTTTBT
—————— TTATTTWT-———

Original motif = Consensus sequence: WTKTTTTTHWTTTTTTBT

Reverse complement motif
ABAAAAAAWHAAAAARAW

)y hééAgAA

S
0.0

L

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:
AAATRWTAAAATCA
—————— AWAAATAA

Motif 8
Original Motif
Original Motif
Forward

7

8

0.078125

Original motif = Consensus sequence: AAATRWTAAAATCA

Reverse complement motif

Consensus sequence: TGATTTTAWKATT
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Welsloge 34 Welloge 3.4

Dataset #: 2

Motif ID: 18

Motif name: Motif 18
Matching format of first motif: Reverse Complement
Matching format of second motif: Original Motif
Direction: Forward
Position number: 1

Number of overlap: 8

Similarity score: 0.078125
Alignment:

TTAGWTWATAA

TTATTTWT——-

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

20 2.1

bits

ARA

0.0

Weiloga 34 WekiLoga 34

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

AAAACAAA

AWAAATAA

Original motif =~ Consensus sequence: AAAACAAA

=20

bits
5

o
WWesbhLogo 3%

Reverse complement motif =~ Consensus sequence: TTTGTTTT

=20

bits
5

o
WL ogo @3S

Dataset #: 2 Motif ID: 15 Motif name:

Original motif = Consensus sequence: ATMACAATAAAA

2.0

A

10
Wetiloga 34

Motif 15

Reverse complement motif = Consensus sequence: TTTTATTGTYAT

2.0

1.0

bits

0.0 -
10
Wetiloga 34

Best Matches for Motif ID 15 (Highest to Lowest)
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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: 3

Number of overlap: 12

Similarity score: 0.104167

Alignment:

TGATTTTAWKATTT

TTTTATTGTYAT--

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: 12

Page 268 of 594



Similarity score:

Alignment:
TWVHWWWYTTTYTTTTTHTTTVWBH

Original motif = Consensus sequence:
HDWVAAAHAAAAAMAAAMWWWHBWA

240

0.109681

Reverse complement motif

Consensus sequence:

TWVHWWWYTTTYTTTTTHTTTVWBH

20

&
-_E‘I.CI

LY ¢£iIII a
5 10

glllAI I

25
WabLagod 4

Dataset #: 2

Motif ID: 5

Motif name: Motif 5
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Forward
Position number: 2

Number of overlap: 12

Similarity score: 0.114583
Alignment:

AWTAAATAYAATTT

-ATMACAATAAAA-

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:
AWAAAWTWAAASWA
ATMACAATAAAA--

2

3

Motif 3
Original Motif
Original Motif
Forward

1

12

0.114583

Original motif =~ Consensus sequence: AWAAAWTWAAASWA

Reverse complement motif = Consensus sequence: TWSTTTWAWTTT\

IaleléT

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:
ABAAAAAAWHAAAAARAW
-—-ATMACAATAAAA-———

TFM1

Original Motif
Reverse Complement
Forward

3

12

0.115652

Original motif = Consensus sequence: WTKTTTTTHWTTTTTTBT

T T

Reverse complement motif =~ Consensus sequence:

ABAAAAAAWHAAAAARAW
TﬁééAgAAé ééAAAéA4

T 4 'él' 0
e 10 15 —
Dataset #: 2
Motif ID: 6
Motif name: Motif 6

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Reverse Complement
Reverse Complement
Backward

3

12

0.119792
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Alignment:
WWTAKTTCDKAATT
TTTTATTGTYAT--

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

WelsLage 3.4 Wellage 3.4

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: 2

Number of overlap: 12

Similarity score: 0.121528

Alignment:

TTTDAWATATHATT

-TTTTATTGTYAT-

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: 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: 12

Similarity score: 0.125
Alignment:

WWHTTTTTCABAAWTTWA

—————— ATMACAATAAAA

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

) TWAAWTTVTGAAAAAHWW
IS “Toha, TT Tiasah 24

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
ATMACAATAAAA---

Original motif

2.0

AlA

0.0

16

Motif 16

Original Motif
Reverse Complement
Backward

4

11

0.590909

Consensus sequence: ACAAWTRATTTTGA

Welsloge 34

Reverse complement motif

2.0

%]
H10

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

11

Motif 11

Reverse Complement
Original Motif
Backward

1

11

0.602273
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Alignment:
-ATTTWATGAAA
TTTTATTGTYAT

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

240 2.0

bits
bits

0.0

0.0

5

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

2.0 2.0
oy oy
310}!!‘ i!!! u ‘ ! !! ‘ ‘ ‘ ‘ !! 310}“ i!!! !! !! ‘Ci! H ‘ ‘ ‘
0.0 e 2 0.0 )
5 10 5 10

Webiioga 3.4 Webiloga 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
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Number of overlap: 14
Similarity score: 0.1

Alignment:
AWTAAATAYAATTT
TCAAAATKAWTTGT

Original motif = Consensus sequence: AWTAAATAYAATTT

C

Welilogo 3.4

Reverse complement motif

2.0

Consensus sequence: AAATTKTATTTAW

Webilogo 3.4

Dataset #: 5
Motif ID: 55

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

Number of overlap: 13

Similarity score: 0.599359
Alignment:

ATKAAWTTTTRMAABAHHTW-

——————— TCAAAATKAWTTGT

Original motif = Consensus sequence: ATKAAWTTTTRMAABAHHTW

Reverse complement motif
WAHHTVTTYKAAAAWTTRAT

Consensus sequence:
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%ﬁH%II;IAéC

AA A A

Weblaga 34

“Tho ] Throh

éIAAéAI

Weblaga 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--
-—-TCAAAATKAWTTGT

Original motif

2.0

bits

0.0

Rat_JATx|

2

9

Motif 9

Reverse Complement
Reverse Complement
Forward

3

12

1.08264

Consensus sequence: AATHATATWTHAAA

Reverse complement motif

Consensus sequence: TTTDAWATATHAT

Dataset #:
Motif ID:
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Motif name: tkAAATAATAtwW

Matching format of first motif: Reverse Complement
Matching format of second motif: Reverse Complement
Direction: Backward
Position number: 1
Number of overlap: 12
Similarity score: 1.08403
Alignment:
—-—-WHTATTATTTDH
TCAAAATKAWTTGT
Original motif = Consensus sequence: HDAAATAATAHW Reverse complement motif = Consensus sequence: WHTATTATTTDH
2.0 2.0
AAATAA TAITATIT
oot N =W A 5= W = P — == a1 —— - e
5 R 3 (R
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 nhumber: 1
Number of overlap: 12
Similarity score: 1.08881
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Consensus sequence: DDTATTATTTDH

Reverse complement motif

Alignment:
--DDTATTATTTDH
TCAAAATKAWTTGT
Original motif = Consensus sequence: HDAAATAATADD
2.0 2.0
oo = — TQBIL&AF— — 0.0 e ——, ; IA_IIQ s — =
5 10 Gitoanii 5 10 GiGitoan i
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: 3
Number of overlap: 12
Similarity score: 1.1
Alignment:
TGATTTTAWKATTT--
—-—-TCAAAATKAWTTGT
Consensus sequence: AAATRWTAAAATCA Reverse complement motif = Consensus sequence: TGATTTTAWKATT
Page 279 of 594
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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:
TTTTATTGTYAT---
—-ACAAWTRATTTTGA

2

15

Motif 15

Original Motif
Reverse Complement
Forward

2

11

1.56591

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:
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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:
———-AATTYDGAARTAWW
TCAAAATKAWTTGT---

Original motif

2.0

Motif 6

Reverse Complement

Original Motif
Backward

4

11

1.56875

Consensus sequence: AATTYDGAARTAWW

Webilogo 3.4

Reverse complement motif

2.0

w
=10

0.0

Consensus sequence: WWTAKTTCDKAA

X

- _—

A

alszlT

10

I

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

4

Motif 4
Original Motif
Original Motif
Forward

1

11

1.57667
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Alignment:
AAAAWTTRCWT-—--
ACAAWTRATTTTGA

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

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
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Watiiaga 34

Dataset #: 2 Motif ID: 17 Motif name: Motif 17

Original motif = Consensus sequence: AAAAATGAAT

2.0

10
Wbl ogo 3 S

Best Matches for Motif ID 17 (Highest to Lowest)

Dataset #: 2

Motif ID: 16

Motif name: Motif 16

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

Position number: 4

Number of overlap: 10

Similarity score: 0.05

Alignment:
ACAAWTRATTTTGA
-ATTCATTTTT---

Reverse complement motif

bits

2.0

0.0

Consensus sequence: ATTCATTTTT

Wbl ogo 3 a8
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Original motif = Consensus sequence: ACAAWTRATTTTGA

Reverse complement motif

Consensus sequence: TCAAAATKAWTTG

Welilogo 3.4

Webilogo 3.4

Dataset #: 2

Motif ID: 5

Motif name: Motif 5
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Backward
Position number: 2

Number of overlap: 10

Similarity score: 0.0875
Alignment:

AWTAAATAYAATTT

-—-—-AAAAATGAAT-

Original motif =~ Consensus sequence: AWTAAATAYAATTT

2.0

wr
:61.0 C

Webiioga 3.4

Reverse complement motif

bits

2.0

Consensus sequence: AAATTKTATTTAW

Webiloga 3.4
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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: Forward

Position number: 1

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: Backward

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

5 WL 1CI?].4 5 WL [-Rc %
Dataset #: 2
Motif ID: 4
Motif name: Motif 4

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

Direction: Forward
Position number: 2

Number of overlap: 10
Similarity score: 0.0947369
Alignment:

AWGKAAWTTTT

—-ATTCATTTTT

Original motif = Consensus sequence: AAAAWTTRCWT

Reverse Complement
Reverse Complement

Reverse complement motif

Consensus sequence: AWGKAAWTTTT

Page 286 of 594



bits

) xézﬂﬂ%T

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: 2

Number of overlap: 10

Similarity score: 0.1

Alignment:

AAATRWTAAAATCA

-AAAAATGAAT-—--

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

Welilogo 3.4 Webilogo 3.4

Dataset #: 4
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
ATTCATTTTT-

dhACATTCTkh
Reverse Complement
Original Motif
Forward

1

10

0.1

Original motif = Consensus sequence: DHACATTCTGH

2.0

Reverse complement motif

2.0

Consensus sequence: HCAGAATGTHD

=

10 e
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 nhumber: 11
Number of overlap: 10
Similarity score: 0.103333
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Alignment:
WAHHTVTTYKAAAAWTTRAT

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:
TWSTTTWAWTTTWT
—-———ATTCATTTTT

Motif 3

Reverse Complement
Reverse Complement
Backward

1

10

0.104808

Original motif =~ Consensus sequence: AWAAAWTWAAASWA

Reverse complement motif

Consensus sequence: TWSTTTWAWTTT\
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2.0

i QEIITI$ZILI¢T

0.0

bits

Welloge 3.4

Dataset #: 5
Motif ID: 52
Motif name: TFM1
Matching format of first motif: Original Motif
Matching format of second motif: Reverse Complement
Direction: Backward
Position number: 5
Number of overlap: 10
Similarity score: 0.105128
Alignment:
ABAAAAAAWHAAAAARAW
-———-AAAAATGAAT----
Original motif = Consensus sequence: WTKTTTTTHWTTTTTTBT Reverse complement motif  Consensus sequence:
S . ' ABAAAAAAWHAAAAARAW
TII T T T A AA A A
0.0 =AC L= éAAIAAI-#é 0.0 :‘éETéT“T p Céc CHE—
Dataset #: 2 Motif ID: 18 Motif name: Motif 18
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Original motif = Consensus sequence: TTAGWTWATAA Reverse complement motif = Consensus sequence: TTATWAWCTAA

Best Matches for Motif ID 18 (Highest to Lowest)

Dataset #: 2

Motif ID: 6

Motif name: Motif 6

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

Position number: 2

Number of overlap: 11

Similarity score: 0.09375

Alignment:

AATTYDGAARTAWW

- TTATWAWCTAA--

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

AZ ;A T

Weblogo 3.4
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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: 1

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

bits
bits

AC

0.0 a.0

10
Wetiloga 3.4 Wetilogo 3.4

Dataset #: 2

Motif ID: 11

Motif name: Motif 11

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

Position number: 1

Number of overlap: 11
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Similarity score: 0.102273

Alignment:
TTTCATWAAAT
TTAGWTWATAA

Original motif = Consensus sequence: ATTTWATGAAA

2.0

bifs

0O

Reverse complement motif

2.0

o3
S

[alnl

Consensus sequence: TTTCATWAAAT

&

* L Webtogo 3.4
Dataset #: 4
Motif ID: 37
Motif name: tkAAATAATAtwW
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Backward
Position number: 2
Number of overlap: 11
Similarity score: 0.102273
Alignment:
HDAAATAATAHW
TTAGWTWATAA-

Original motif = Consensus sequence: HDAAATAATAHW

Reverse complement motif

Consensus sequence: WHTATTATTTDH
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Wetiloga 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: 0.104798
Alignment:
DDTATTATTTDH
—-TTATWAWCTAA
Original motif = Consensus sequence: HDAAATAATADD Reverse complement motif = Consensus sequence: DDTATTATTTDH
. ATAATA T A
P Téﬂ—r#_ s éT:'_—:-‘-‘E—‘— p——— = .___ = =
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
-—-TTAGWTWATAA-—-——-

TFM3

Original Motif
Original Motif
Forward

3

11

0.108471

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

9

Motif 9

Original Motif
Reverse Complement
Forward

2

11

0.109848
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Alignment:
TTTDAWATATHATT

Original motif

-TTAGWTWATAA--
Consensus sequence: AATHATATWTHAAA

Consensus sequence: TTTDAWATATHAT

Reverse complement motif

M A#ITA%_.-AQ{

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
TTATWAWCTAA-—-—

Original motif

55

TFM13

Original Motif

Reverse Complement

Backward

4

11
0.109848

Consensus sequence: ATKAAWTTTTRMAABAHHTW

Reverse complement motif
WAHHTVTTYKAAAAWTTRAT

Consensus sequence:
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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: Forward

Position number: 1

Number of overlap: 11

Similarity score: 0.113636

Alignment:

TTCWTAGATTAWA

TTATWAWCTAA--

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

Webilogod 4 Webilogo 3 4

Dataset #: 2
Motif ID: 15
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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

Consensus sequence: ATMACAATAAAA

Original motif

2.0

£

Wehilogo 34

Reverse complement motif = Consensus sequence: TTTTATTGTYAT

2.0

1.0

bits

0.0
WetiLogo 34

Dataset #: 2 Motif ID: 19

Original motif = Consensus sequence: TTCWTAGATTAWA

2.0

bits

& A

Wablogod 4

Motif name: Motif 19

Reverse complement motif = Consensus sequence: TWTAATCTAWGA/

2.0

=1 A A

0.0

10
Wablogod 4

Best Matches for Motif ID 19 (Highest to Lowest)
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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: Forward

Position number: 2

Number of overlap: 13

Similarity score: 0.0641025

Alignment:

AATHATATWTHAAA

- TTCWTAGATTAWA

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

2.0

$-|-A§IAI£T AéA HIT AéAL—ALILélA

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

55

TFM13

Original Motif
Reverse Complement
Forward

7

13
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Similarity score:

Alignment:
WAHHTVTTYKAAAAWTTRAT
—————— TTCWTAGATTAWA-

Original motif

20

Consensus sequence: ATKAAWTTTTRMAABAHHTW

0.0762821

Reverse complement motif
WAHHTVTTYKAAAAWTTRAT

=

g;&AkLTTT#A MTléAI

Consensus sequence:

10

15 20
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
-TWTAATCTAWGAA-——————————

Original motif
HDWVAAAHAAAAAMAAAMWWWHBWA

Consensus sequence:

56

TFM11

Reverse Complement
Original Motif
Backward

12

13

0.0810709

Reverse complement motif
TWVHWWWYTTTYTTTTTHTTTVWBH

Consensus sequence:
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240

20

= wts -
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: 6
Number of overlap: 13

0.0815851

Similarity score:

Alignment:
TWAAWTTVTGAAAAAHWW
————— TTCWTAGATTAWA

Original motif

2.0+

:

Consensus sequence: WWHTTTTTCABAAWTTWA

=== W

gﬂT%ATETIlgé

Azl

Webilogo 3.4

Reverse complement motif

TWAAWTTVTGAAAAAHWW
AAAIIInT

Consensus sequence:

Dataset #:
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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

Similarity score: 0.5625
Alignment:

AATTYDGAARTAWW-

——TTCWTAGATTAWA

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

EjﬂLJT AR 11

10
Welsloge 34 Welloge 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: 3

Number of overlap: 12

Similarity score: 0.5625
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Alignment:
-TGATTTTAWKATTT
TWTAATCTAWGAA--

Original motif = Consensus sequence: AAATRWTAAAATCA

WelsLage 3.4

Reverse complement motif

2.0

it
2

0.0

Consensus sequence: TGATTTTAWKATT

AC

10

Wellage 3.4

Dataset #: 4

Motif ID: 37

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

Position number: 1

Number of overlap: 12

Similarity score: 0.577083

Alignment:

WHTATTATTTDH-

TWTAATCTAWGAA

Original motif = Consensus sequence: HDAAATAATAHW

Reverse complement motif

Consensus sequence: WHTATTATTTDH
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Wetiloga 34

Dataset #: 4

Motif ID: 41
Motif name: WWAAATAATALtw
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
. ATAATA T A
P Té? —_ éT:'_—:-‘-‘E—‘— — = = .___ F- ==
Dataset #:
Motif ID: 5
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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:
-AAATTKTATTTAWT
TWTAATCTAWGAA--

Motif 5

Reverse Complement
Reverse Complement
Backward

3

12

0.583333

Original motif = Consensus sequence: AWTAAATAYAATTT

2.0

C

Webilogo 3.4

Reverse complement motif

Consensus sequence: AAATTKTATTTAW

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

20

Motif 20
Original Motif
Original Motif
Forward

1

11

1.02652
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Alignment:
TTMAAAGATTT--
TTCWTAGATTAWA

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

240 2.0

bits
bits

0.0

Wetiiaga 34

Dataset #: 2 Motif ID: 20 Motif name: Motif 20

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

2.0 2.0

bifs

w3
1.0 E = 1.0

0.0 0.0

Wabiioga 3.4 Wabiioga 3.4

Best Matches for Motif ID 20 (Highest to Lowest)

Dataset #: 2

Motif ID: 19

Motif name: Motif 19
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Forward
Position number: 1
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Number of overlap:
Similarity score:

Alignment:
TTCWTAGATTAWA
TTMAAAGATTT--

11
0.0681818

Original motif = Consensus sequence: TTCWTAGATTAWA

TG TACATTASA

Webilogod 4

Reverse complement motif

20

bits

| A

0.0

Consensus sequence: TWTAATCTAWGA/

JAN

10
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:
AAATRWTAAAATCA
-——-AAATCTTTYAA

2

8

Motif 8

Reverse Complement
Original Motif
Backward

1

11

0.0681818

Original motif = Consensus sequence: AAATRWTAAAATCA

Reverse complement motif

Consensus sequence: TGATTTTAWKATT
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Welsloge 34

Welloge 3.4

Dataset #: 2

Motif ID: 5

Motif name: Motif 5
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Backward
Position number: 2

Number of overlap: 11

Similarity score: 0.102273
Alignment:

AWTAAATAYAATTT

-—-TTMAAAGATTT-

Original motif = Consensus sequence: AWTAAATAYAATTT

2.0

wr

0.0

Welilogo 3.4

Reverse complement motif

2.0

Consensus sequence: AAATTKTATTTAW

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: 0.102273

Alignment:

ACAAWTRATTTTGA

TTMAAAGATTT---

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

2.0

2.0

CHA

A

10 1o
Webiiaga 3.4 Webiiaga 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: Backward

Position nhumber: 2

Number of overlap: 11

Similarity score: 0.106061
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Alignment:
TTTDAWATATHATT

Original motif

--TTMAAAGATTT-
Consensus sequence: AATHATATWTHAAA

Consensus sequence: TTTDAWATATHAT

Reverse complement motif

M A#ITA%_.-AQ{

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
-AAATCTTTYAA-———————

Original motif

55

TFM13

Reverse Complement
Reverse Complement

Forward

2

11
0.110606

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: 0.110646

Alignment:

AWGKAAWTTTT

TTMAAAGATTT

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

bits

| XAEAA%T

10
WekiLoga 34

Dataset #: 5
Motif ID: 53
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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
Alignment:

WWHTTTTTCABAAWTTWA

—————— TTMAAAGATTT-

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

TWAAWTTVTGAAAAAHWW
20, 20
“T8.ITranCA A TA “Taha, T TGanphh &
;TTﬁ ATII B AR TAXA HARAL L) A ééT¢¢T%
10 5
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: 11
Similarity score: 0.124242
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Alignment:
WHTATTATTTDH
-AAATCTTTYAA

Original motif  Consensus sequence: HDAAATAATAHW

2.0

Reverse complement motif

Consensus sequence: WHTATTATTTDH

TAITATITﬁ

" AAATAAIA..
= 10 Welilaga a4 Welilaga a4

Dataset #: 2
Motif ID: 15
Motif name: Motif 15
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: 0.125
Alignment:
ATMACAATAAAA
-AAATCTTTYAA

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: 21 Motif name: Motif 21

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

= i = i

bis
.
bis
.

[ = =

[ = =

R P = I R P = I

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: Backward

Position number: 7

Number of overlap: 6

Similarity score: 0

Alignment:

TTTTATTGTYAT

TTTTAT-—————-—
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Original motif = Consensus sequence: ATMACAATAAAA Reverse complement motif = Consensus sequence: TTTTATTGTYAT

2.0 2.0

% 1.0 A % 1.0
0.0 0.0
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

o3
S ﬂ

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:
AAATTKTATTTAWT
-—-TTTTAT-----

2

5

Motif 5

Reverse Complement
Reverse Complement
Forward

4

6

0.0208333

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

8

Motif 8

Reverse Complement
Reverse Complement
Backward

6

6
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Similarity score: 0.0208333

Alignment:
TGATTTTAWKATTT
-—-TTTTAT-----

Original motif = Consensus sequence: AAATRWTAAAATCA

2.0

bits

0.0

Webiioga 3.4

Reverse complement motif

bits

2.0

a.0

Consensus sequence: TGATTTTAWKATT

AC

10
Webiloga 3.4

Dataset #: 2

Motif ID: 10

Motif name: Motif 10
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: 0.0416667
Alignment:

TTTCATAAWT

—-——=TTTTAT

Original motif = Consensus sequence: TTTCATAAWT

Reverse complement motif

Consensus sequence: AWTTATGAAA
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2.0

bits
5
)

.0

bits

2 T L
Dataset #: 2
Motif ID: 14
Motif name: Motif 14
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Backward
Position number: 3
Number of overlap: 6
Similarity score: 0.0625
Alignment:
AWAAATAA
ATAAAA--

Original motif = Consensus sequence: AWAAATAA

Reverse complement motif

Consensus sequence: TTATTTWT

=il A S A
0.0 = 0. I
Dataset #: 2
Motif ID: 20
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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:
TTMAAAGATTT
ATAAAA-————

Motif 20
Original Motif
Original Motif
Forward

1

6

0.0625

Original motif = Consensus sequence: TTMAAAGATTT

2.0

bits

0.0

Wehiiogo 34

Reverse complement motif

2.0

Consensus sequence: AAATCTTTYAA

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

19

Motif 19
Original Motif
Original Motif
Forward

8

6

0.0625

Page 319 of 594



Alignment:
TTCWTAGATTAWA

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:
DDTATTATTTDH
--TTTTAT----

4
41

WWAAATAATALw
Reverse Complement
Reverse Complement
Forward

3

6

0.0632716

Original motif =~ Consensus sequence: HDAAATAATADD

Reverse complement motif

Consensus sequence: DDTATTATTTDH
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0.0 = e i St 0o === i - ~le—
% 10 WesbiLoga 34 3 Ll WebLogo 34
Dataset #: 2
Motif ID: 3
Motif name: Motif 3

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
TWSTTTWAWTTTWT
-——TTTTAT---—-

Reverse Complement
Reverse Complement
Forward

4

6

0.0689103

Original motif =~ Consensus sequence: AWAAAWTWAAASWA

GéAAA%;éééAEIQ

Welilogo 3.4

Reverse complement motif = Consensus sequence: TWSTTTWAWTTT\

2.0

%: %GTITléleléT

Webilogo 3.4

Dataset #: 3 Motif ID: 22

Motif name: Zfx
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Original motif = Consensus sequence: BBVGCCBVGGCCTV

2.0

=2
S 1.0
— =
e — —_— i -
5 10

0.0

Welilogo 3.4

Best Matches for Motif ID 22 (Highest to Lowest)

Dataset #: 4

Motif ID: 38

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

Number of overlap: 14

Similarity score: 0.0514008
Alignment:

BCCGCCCCGCCCCRBB

BBVGCCBVGGCCTV-

Original motif = Consensus sequence: BCCGCCCCGCCCCBB

2.0

LoLUOMNLE.

Webilaga 34

Reverse complement motif

bits

Reverse complement motif

2.0

1.0

Consensus sequence: VAGGCCBBGGCVE

0.0

c‘l\ (:(::fﬁﬂlkg;szf?::—

BBGGGGCGGGGCGGB

2.0

Webilogo 3.4

Consensus sequence:
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Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
CHCCBCCKMCTCCKCM
-BBVGCCBVGGCCTV-

5

51

TFM2

Original Motif
Reverse Complement
Backward

2

14

0.0590031

Original motif = Consensus sequence: RGRGGAGRRGGHGGDG

2.0

Reverse complement motif
CHCCBCCKMCTCCKCM

Consensus sequence:

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:

31

Pax5
Original Motif
Original Motif
Backward

5
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Number of overlap: 14
Similarity score: 0.0611182

Alignment:
DGVBCABTGDWGCGKRRCSR
--BBVGCCBVGGCCTV----

Original motif = Consensus sequence: DGVBCABTGDWGCGKRRCSR

20

Reverse complement motif =~ Consensus sequence:

MSGKKRCGCWDCABTGBBCD

20

TA Cc SM C c
=A== gé--lﬁ = % QA SGEATA (;:TT Igé I“": T=
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-
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Reverse complement motif = Consensus sequence:
Original motif = Consensus sequence: CYYCBBCYYYTCCHCCTYYY P 9

KKKAGGDGGAKKMGBBGKMG
C Cer\C s
WESS $T§TQIGT%EQ‘(—‘¥99 JAAza AL AXSAALA S SA%
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
VAGGCCBBGGCVBB
Original motif = Consensus sequence: HVGCCCCGCCCCBB Reverse complement motif = Consensus sequence: BBGGGGCGGGGC
2.0 2.0
";':TCCQCACGCQ_ = =" - = = = Ac::g— e
2.9 — 5 10 - 2.0 - 5 10 =

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:
CCCCCTTGGGCCCC
BBVGCCBVGGCCTV

3

30

PLAG1

Original Motif
Reverse Complement
Forward

1

14

0.0796879

Original motif = Consensus sequence: GGGGCCCAAGGGGG

2.0

gro G CQQ_&é?

Reverse complement motif

bits

2.0

1.0

Consensus sequence: CCCCCTITGGGCCC

0.0 = - - 00
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
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Similarity score: 0.0799116

Alignment:
MSGGGGCGGGGYSG
BBVGCCBVGGCCTV

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

2.0

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:

-GCVCCGCeMeeycee

BBVGCCBVGGCCTV-

Original motif = Consensus sequence: GGMGGRGGCGGVGC Reverse complement motif = Consensus sequence: GCVCCGCCMCCY(
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:chcc?ccggngg

20
i Egéﬁéﬁfgg —— 9
2 10 Weltags 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: Forward
2
11
1.55068

Position number:
Number of overlap:
Similarity score:

Reverse complement motif

Consensus sequence: GCVGCGGCBCCG

fie_oe0C.00.

Alignment:
CGGVGCCGCVGC---

-BBVGCCBVGGCCTV

Original motif = Consensus sequence: CGGVGCCGCVGC

MV VVCVYC G VG CLGUL

20 - ? = — _‘ICI_ = 5 = _‘ICI_

Dataset #: 3

Page 328 of 594

Motif ID:



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: 1.57592

Alignment:

CCGGAAGTGVV—-——

VAGGCCBBGGCVEB

Original motif = Consensus sequence: CCGGAAGTGVV

2.0
=
" C
a.0 = e Ny ——
5 10

Wehiiogo 34

Reverse complement motif = Consensus sequence: VVCACTTCCGG

-;QAQT cc >4

WetiLoga 3.4

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

Original motif = Consensus sequence: HGCGTGGGCGK

2.0

Best Matches for Motif ID 23 (Highest to Lowest)

Reverse complement motif = Consensus sequence: YCGCCCACGCH

na%c e ; ACAQ?

Webilaga 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
—-——-YCGCCCACGCH

5

50

TFF11

Reverse Complement
Reverse Complement
Forward

4

11

0.0514701

Original motif = Consensus sequence: GGMGGRGGCGGVGC

2.0

E‘I.CI

Reverse complement motif = Consensus sequence: GCVCCGCCMCCY(

0.t e

=P - — 9
2 10 Watilogo 3.4 Watilogo 3.4
Dataset #: 5
Motif ID: 51
Motif name: TFM2

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

Position number:

Number of overlap:

Reverse Complement
Reverse Complement
Forward

6

11
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Similarity score: 0.0698683

Alignment:
CHCCBCCKMCTCCKCM
————— YCGCCCACGCH

Original motif = Consensus sequence: RGRGGAGRRGGHGGDG

Reverse complement motif
CHCCBCCKMCTCCKCM

2.0

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: 2

Number of overlap: 11

Similarity score: 0.0718056
Alignment:

KKKAGGDGGAKKMGBBGKMG

-HGCGTGGGCGK--—-—--——-

Original motif = Consensus sequence: CYYCBBCYYYTCCHCCTYYY

Reverse complement motif
KKKAGGDGGAKKMGBBGKMG

Consensus sequence:
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20

20

% 1 2 P % P
Dataset #: 4
Motif ID: 38
Motif name: cccGCCCCGCCCCsb
Matching format of first motif: Original Motif
Matching format of second motif: Reverse Complement
Direction: Forward
Position number: 5
Number of overlap: 11
Similarity score: 0.0730967

Alignment:
BBGGGGCGGGGCGGB
-—-—-HGCGTGGGCGK

Original motif = Consensus sequence: BCCGCCCCGCCCCBB

2.0

bits

0.0

=<.=9TCQ Yy

(00

Webiloga 34

Reverse complement motif
BBGGGGCGGGGCGGB

bits

2.0

e,

o

Consensus sequence:

N —

0.0

10

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:
BBVGCCBVGGCCTV
-—-HGCGTGGGCGK-

22

Zfx

Original Motif
Original Motif
Backward

2

11
0.0764878

Original motif = Consensus sequence: BBVGCCBVGGCCTV

bits
B

0.0

5

M:¢‘¢¢QiémCCT“

Welsloge 34

Reverse complement motif

2.0
1.0
-_—
0.0 — = =
5

s

b

Consensus sequence: VAGGCCBBGGCVE

= ACSE —

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:

3

31

Pax5

Original Motif
Original Motif
Backward

6

11
0.0765783
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Alignment:
DGVBCABTGDWGCGKRRCSR
-—-—-HGCGTGGGCGK—-—-—--

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:
CSKCCCCGCCCCSsY
-YCGCCCACGCH--

Motif 7

Reverse Complement
Original Motif
Forward

2

11

0.0771215

Original motif = Consensus sequence: CSKCCCCGCCCCSY

Reverse complement motif

Consensus sequence: MSGGGGCGGGGY
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20
gc
0.0 im e
Dataset #:
Motif ID: 36
Motif name: ¢csGCCCCGCCCCsc
Matching format of first motif: Reverse Complement
Matching format of second motif Original Motif
Direction: Forward
2
11
0.0825032

Position number:
Number of overlap:
Similarity score:

Reverse complement motif

Consensus sequence: BBGGGGCGGGGC

Alignment:
HVGCCCCGCCCCBB
-YCGCCCACGCH--
Original motif = Consensus sequence: HVGCCCCGCCCCBB
a.0 "-?-fTCQQCACgan__ e 0.0 =N - ?GA—"—
5
Page 335 of 594

Dataset #:
Motif ID:



Motif name: TFW3

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: 0.550222

Alignment:

CGCGBMGCCG-

HGCGTGGGCGK

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 #: 3

Motif ID: 24

Motif name: SP1

Matching format of first motif: Original Motif

Matching format of second motif: Reverse Complement

Direction: Forward

Position nhumber: 1

Number of overlap: 10

Similarity score: 0.572401
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Alignment:
GGGGGYGGGG-
HGCGTGGGCGK

Original motif = Consensus sequence: CCCCKCCCCC

CCCQTQQQQQ

WL .—..gc.a -

b\ts

Reverse complement motif

2.0

Consensus sequence: GGGGGYGGGG

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

Original motif = Consensus sequence: CCCCKCCCCC

~0clc_cCocc

Wbl ogo 3 S

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

Reverse complement motif

2.0

Consensus sequence: GGGGGYGGGG

— % o - .
o0 == — — z - T P,

Wbl ogo 34
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Number of overlap:
Similarity score:

10
0.00451594

Consensus sequence: MSGGGGCGGGGY

Reverse complement motif

Alignment:
MSGGGGCGGGGYSG
-GGGGGYGGGG—--
Original motif = Consensus sequence: CSKCCCCGCCCCSY
Dataset #: 4
Motif ID: 36
Motif name: ¢csGCCCCGCCCCsc
Matching format of first motif: Reverse Complement
Matching format of second motif: Reverse Complement
Direction: Backward
4
10
0.00965796

Position number:
Number of overlap:
Similarity score:

Alignment:
BBGGGGCGGGGCVD

-GGGGGYGGGG—--
Original motif =~ Consensu

s sequence: HVGCCCCGCCCCBB

Reverse complement motif

Consensus sequence: BBGGGGCGGGGC

Page 338 of 594



- ae000a000e.

Welsloge 34

bits

2.0

e

S

I
{

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
—-——-CCCCKCCCCC-

4
38
cccGCCCCGCCCCsb
Original Motif
Original Motif
Forward

5

10

0.0127292

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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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-

Original motif

2.0

50

TFF11

Reverse Complement
Original Motif
Forward

4

10

0.0174405

Consensus sequence: GGMGGRGGCGGVGC

Reverse complement motif

s

Consensus sequence: GCVCCGCCMCCY(

Z¢C¢CC?CCg991gQ

. Egégéﬁfcg === 9
2 10 WebLaga 2.4 WebLaga 2.4

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: 5
Number of overlap: 10
Similarity score: 0.0301548
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Alignment:
CYYCBBCYYYTCCHCCTYYY
—————— CCCCKCCccCC—-——--

Original motif = Consensus sequence: CYYCBBCYYYTCCHCCTYYY

20
0
1.0

=

0.0

599$Q§$¥lgg%99x$99

WebLaga 3.4

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:
Similarity score:

Alignment:
RGRGGAGRRGGHGGDG
—————— GGGGGYGGGG

5

51

TFM2

Reverse Complement
Original Motif
Backward

1

10

0.0329167

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: 1
10
0.0540825

Number of overlap
Similarity score:

Consensus sequence: VAGGCCBBGGCVE

Reverse complement motif

Alignment:
BBVGCCBVGGCCTV
-—-——-GGGGGYGGGG
Original motif = Consensus sequence: BBVGCCBVGGCCTV
ot =S g&_e = A CC -=Ac=¢-==-=
Dataset #: 5
49
Page 342 of 594

Motif ID:



TFF1
Original Motif
Reverse Complement

Motif name:
Matching format of first motif:
Matching format of second motif:
Direction: Forward
Position number: 2
Number of overlap: 10
Similarity score: 0.0557738
Alignment:
GCVGCGGCBCCG
-CCCCKccceee-
Original motif = Consensus sequence: CGGVGCCGCVGC Reverse complement motif = Consensus sequence: GCVGCGGCBCCG
2.0 2.0
Cctc ¢ C::C.CO
“E"Eé?*g*'ﬁiw T
Dataset #: 3
Motif ID: 30
Motif name: PLAG1
Matching format of first motif: Original Motif
Matching format of second motif: Reverse Complement
Direction: Backward
4
10
0.0600992
Page 343 of 594

Position nhumber:
Number of overlap:
Similarity score:



Consensus sequence: CCCCCTTGGGCCC

Reverse complement motif

Alignment:
CCCCCTTGGGCCCC
-CCCCKCcCcceC—---
Original motif = Consensus sequence: GGGGCCCAAGGGGG
20
- F= =L Qgé? - -
3 10
Dataset #: 3
Motif ID: 27
Motif name: KlIf4
Matching format of first motif: Original Motif
Matching format of second motif Reverse Complement
Direction: Backward
1
10
0.0637183

Position number:
Number of overlap:

Similarity score:
Consensus sequence: GCCYCMCCCD

Reverse complement motif

Alignment:
GCCYCMCCCD
CCCCKCCcccee
Consensus sequence: DGGGYGKGGC
Page 344 of 594
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bits
B
bits

10
Wbl oga 3 4 Wbl aga 3 4

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

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

Z2.0 2.0

1

bits
]
bits

.a
—C__

0.0 P = ——=——__—=— = =8 0.0

st logo 3

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--
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Original motif = Consensus sequence: BBVGCCBVGGCCTV

bits
B

0.0
5

NQ:%ﬁqgéemCCT“

Welilogo 3.4

Reverse complement motif

bits

Consensus sequence: VAGGCCBBGGCVE

20

=1.0
. < :EAQQE:-—E
: 5

10
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:
GGGGCCCAAGGGGG
-—-—-GCCBBVRGS--

3

30

PLAG1
Original Motif
Original Motif
Forward

4

9

0.0414588

Original motif = Consensus sequence: GGGGCCCAAGGGGG

2.0

P

210 : GQQ__I_Aé?

Webiioga 3.4

Reverse complement motif

Consensus sequence: CCCCCTTGGGCCC
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Dataset #:

Motif ID:

Motif name:

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

Position number:

Number of overlap:

Similarity score:

Alignment:

GGMGGRGGCGGVGC
SCMVBBGGC—-——-—-

Original motif

2.0

E‘I.CI

5

50

TFF11

Reverse Complement
Original Motif
Forward

1

9

0.0415732

Consensus sequence: GGMGGRGGCGGVGC

Reverse complement motif

0.t e

. =P - 9
2 10 WetiLoga 3.4 WetiLoga 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

Page 347 of 594

Consensus sequence: GCVCCGCCMCCYC



Similarity score: 0.0550803
Alignment:

HSCACGTGGC

-SCMVBBGGC

Original motif = Consensus sequence: HSCACGTGGC

a0

10
Wbl ogo 3 S

Reverse complement motif

0.0

Consensus sequence: GCCACGTGSD

ﬁ”qgQAQ“I -

10
Wbl ogo 34

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
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- CCE$C¢CC - C-::-:C..__Eﬁ =
% T L % T L
Dataset #: 3
Motif ID: 31
Motif name: Pax5
Matching format of first motif: Original Motif

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
MSGKKRCGCWDCABTGBBCD

——————— GCCBBVRGS-—--

Original motif

20

G2 QATAACCA

Reverse Complement
Forward

8

9

0.0581255

Consensus sequence: DGVBCABTGDWGCGKRRCSR

e, T

0.0
5 10

20
Weblaga 3.4

Reverse complement motif
MSGKKRCGCWDCABTGBBCD

20

2
H10

Consensus sequence:

CA

==

C

I_‘.._E I —_—
15 20

SngégI %;

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:
VGCACGTGGH
-SCMVBBGGC

34

Myc

Reverse Complement
Original Motif
Forward

2

9

0.0613455

Original motif = Consensus sequence: VGCACGTGGH

2.0

o
o CAC I =
—_——- 8 % = e
5

10

Wbl oga 3 4

Reverse complement motif = Consensus sequence: DCCACGTGCV

2.0
QCAC I -
P ——— B T e W ==
5 10

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:

5

54

TFM12

Reverse Complement
Reverse Complement
Backward

11

9

0.0630429
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Alignment:
KKKAGGDGGAKKMGBBGKMG
-SCMVBBGGC-—————————

Original motif = Consensus sequence: CYYCBBCYYYTCCHCCTYYY

20
0
1.0

=

0.0

599$Q§%¥lgg%ggx$99

WebLaga 3.4

Reverse complement motif
KKKAGGDGGAKKMGBBGKMG

Consensus sequence:

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
GCVGCGGCBCCG
SCMVBBGGC—---

5

49

TFF1

Reverse Complement
Reverse Complement
Forward

1

9

0.0669772

Original motif = Consensus sequence: CGGVGCCGCVGC

Reverse complement motif

Consensus sequence: GCVGCGGCBCCG
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2.0 2.0

= U = :A_,_-I.__Q e o6 —_—T—.: o i Agle o = b ==
= : —

1.0

bits

>(')
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: Backward

Position number: 8

Number of overlap: 9

Similarity score: 0.069755

Alignment:

CHCCBCCKMCTCCKCM

SCMVBBGGC—-——————

Reverse complement motif =~ Consensus sequence:
CHCCBCCKMCTCCKCM

20

Original motif = Consensus sequence: RGRGGAGRRGGHGGDG

0.0 ‘FTT

“f.cCC TcCTQngg

Dataset #: 3 Motif ID: 26 Motif name: MIZF
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Original motif = Consensus sequence: BAACGTCCGC Reverse complement motif = Consensus sequence: GCGGACGTTV

:ﬂéAQTIQ Vie

10
WL g 3

bits

Best Matches for Motif ID 26 (Highest to Lowest)

Dataset #: 3

Motif ID: 35

Motif name: GABPA

Matching format of first motif: Reverse Complement

Matching format of second motif: Original Motif

Direction: Forward

Position number: 1

Number of overlap: 10

Similarity score: 0.0459305

Alignment:

CCGGAAGTGVV

GCGGACGTTV-

Original motif = Consensus sequence: CCGGAAGTGVV Reverse complement motif = Consensus sequence: VVCACTTCCGG
20 2.0
( AAAzg? ) ?QAQT CCTQ

Wetiiaga 34
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Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
BCACCTGCABC
BAACGTCCGC-

4
40
kcACCTGCAgc
Original Motif
Original Motif
Forward

1

10

0.0778314

Original motif = Consensus sequence: BCACCTGCABC

2.0

0.0

Reverse complement motif

Consensus sequence: GBTGCAGGTGB

2.0
o
=19
0o === 3

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:
Number of overlap:

44
dhACATTCTkh
Original Motif
Original Motif
Backward

2

10
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Similarity score: 0.0794339

Alignment:
DHACATTCTGH
BAACGTCCGC-

Original motif =~ Consensus sequence: DHACATTCTGH

2.0

bifs

e

Reverse complement motif

2.0

Consensus sequence: HCAGAATGTHD

3 1 S 1 S
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

Reverse complement motif

Consensus sequence: SGGTCACGTGACC
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- CEICACGT?QCEi

2.0
5 10 e
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: 4
Number of overlap: 10
Similarity score: 0.0861006
Alignment:
GCvCCcGceMeceycee
-BAACGTCCGC---
Original motif = Consensus sequence: GGMGGRGGCGGVGC Reverse complement motif  Consensus sequence: GCVCCGCCMCCY(
.= P - - — 9 nn':‘;C‘;;CC-.ECC?c(;:':QQ
Dataset #: 5
54
Page 356 of 594
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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:
CYYCBBCYYYTCCHCCTYYY

TFM12
Original Motif
Original Motif
Forward

6

10
0.0871006

Original motif = Consensus sequence: CYYCBBCYYYTCCHCCTYYY

20

=10

0.0

10

899$Q§99lgg?

O.<55

Weblag 34

Reverse complement motif =~ Consensus sequence:
KKKAGGDGGAKKMGBBGKMG

20

a0 5= Aé = éA—t‘-—AA éA = AJ:\ =& ol
5 10 15 20
Webtoga a4

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
Original Motif
Forward

1

10

0.0877229
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Alignment:
BCCGCCCCGCCCCEB
BAACGTCCGC————-

Original motif = Consensus sequence: BCCGCCCCGCCCCBB

20

- _a0efr0oce.

Webiloga 3.4

Reverse complement motif
BBGGGGCGGGGCGGB

20

0.0 — e = —

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:
MSGKKRCGCWDCABTGBBCD
-GCGGACGTTV-====———~

3

31

Pax5

Reverse Complement
Reverse Complement
Backward

10

10

0.0877672

Original motif = Consensus sequence: DGVBCABTGDWGCGKRRCSR

Reverse complement motif
MSGKKRCGCWDCABTGBBCD

Consensus sequence:
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bits

1.0

§égI €

C

CA

WA =Eh c=- > <A " 93—,—% 2o 18- T=
% 1 2 - " Weods
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: 0.0884513
Alignment:
HVGCCCCGCCCCBB
---BAACGTCCGC-

Original motif = Consensus sequence: HVGCCCCGCCCCBB

2.0

Reverse complement motif

Consensus sequence: BBGGGGCGGGGC

0.0

_60000:00ce.

Welilogo 3.4

Dataset #:

Motif ID: 45
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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

Alignment:

DBGTAAATAHD

GCGGACGTTV-

Original motif

2.0

o <lAnaTA,

Wehiiogo 34

Consensus sequence: DBGTAAATAHD

Reverse complement motif

en

Consensus sequence: DHTATTTACBD

2.0

DWIAlIIAgmﬂ

0.0

WetiLoga 3.4

Dataset #: 3 Motif ID: 27 Motif name: Kif4

Original motif

2.0

Consensus sequence: DGGGYGKGGC

a.0 I—--— é T“E"‘:-TQ

Wabloga 3 4

Best Matches for Motif ID 27 (Highest to Lowest)

Reverse complement motif

bits

Consensus sequence: GCCYCMCCCD

;AQQEC%CCC%

Wabloga 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:
CSKCCCCGCceceesy
--GCCYCMCCCD--

2

7

Motif 7

Reverse Complement
Original Motif
Forward

3

10

0.0152457

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:

36

¢csGCCCCGCCCCsc
Original Motif
Reverse Complement
Forward

3

10
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Similarity score: 0.0160185

Alignment:

BBGGGGCGGGGCVD

--DGGGYGKGGC--

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

Dataset #: 4

Motif ID: 38

Motif name: cccGCCCCGCCCCsb

Matching format of first motif: Original Motif

Matching format of second motif: Reverse Complement

Direction: Forward

Position number: 3

Number of overlap: 10

Similarity score: 0.0194893

Alignment:

BBGGGGCGGGGCGGR

--DGGGYGKGGC---

Reverse complement motif = Consensus sequence:

Original motif = Consensus sequence: BCCGCCCCGCCCCBB BBGGGGCGGGGCGER
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2.0
0.0 =?9TCQ C_H_ Cc — —— 00 - - —— Pt e e e
2 10 Wabtsat ik 2 10 Wabtsat ik
Dataset #: 5
Motif ID: 50
Motif name: TFF11
Matching format of first motif: Original Motif
Matching format of second motif Original Motif
Direction: Forward
Position number: 5
Number of overlap: 10
Similarity score: 0.0402906
Alignment:
GGMGGRGGCGGVGC
-—-—--DGGGYGKGGC
Original motif = Consensus sequence: GGMGGRGGCGGVGC Reverse complement motif  Consensus sequence: GCVCCGCCMCCY(
gl A = e 9 M'E‘—‘C*CC-.BCCQC(;:':QQ
Dataset #: 5
54
Page 363 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:
CYYCBBCYYYTCCHCCTYYY
-—-—-GCCYCMCCCD-=———-

TFM12

Reverse Complement
Original Motif
Backward

7

10

0.0556427

Reverse complement motif =~ Consensus sequence:
KKKAGGDGGAKKMGBBGKMG

20 20

Original motif = Consensus sequence: CYYCBBCYYYTCCHCCTYYY

2
210

AG R A A
LJaAAzaAsS AANSAAD A Saf

EQQ$Q§¥$EGQ?EQI$%9 |

Weblag 34 Weblagn a4

0.0

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

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Reverse Complement
Reverse Complement
Backward

3

10

0.0606033
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Alignment:
CHCCBCCKMCTCCKCM
-——-GCCYCMCCCD--

Reverse complement motif ~ Consensus sequence:
CHCCBCCKMCTCCKCM

2.0

"0.cC CVlecIClrce

a.0 -

Original motif = Consensus sequence: RGRGGAGRRGGHGGDG

Webiloagad 4

Dataset #: 3

Motif ID: 22

Motif name: Zfx

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

Position number: 4

Number of overlap: 10

Similarity score: 0.0623591

Alignment:

BBVGCCBVGGCCTV

-GCCYCMCCCD---

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

|
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I
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0
1O
!

;

0.0 = R - = 0.0

5 10

Welsloge 34 Welloge 3.4

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 number: 1

Number of overlap: 10

Similarity score: 0.0663136

Alignment:

GGGGGYGGGG

DGGGYGKGGC

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

Myc

Original Motif
Original Motif
Backward

1

10
0.0686848

Original motif = Consensus sequence: VGCACGTGGH

20—

~__CACGI(

Reverse complement motif = Consensus sequence: DCCACGTGCV

-—'———‘—QQ QA—I— - 9_

= —
oo T -
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 nhumber: 9
Number of overlap: 10
Similarity score: 0.06956
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Alignment:
DGVBCABTGDWGCGKRRCSR
———————— DGGGYGKGGC--

Reverse complement motif ~ Consensus sequence:

Original motif =~ Consensus sequence: DGVBCABTGDWGCGKRRCSR MSGKKRCGCWDCABTGBBCD

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

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

=20

=20
e, =2
= 1.0 = 1.0 c
.0 o o= _= =

Wk oo Ed

Wk oo T

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
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Position number: 2

Number of overlap: 8

Similarity score: 0.0568827
Alignment:
GGGGCCCAAGGGGG
-GCGCSAAA————~
Original motif = Consensus sequence: GGGGCCCAAGGGGG Reverse complement motif = Consensus sequence: CCCCCTTGGGCCC
2.0 2.0
a.0 E-=.3 — Tg—-l é? WS nn@m@ché?Q&c
Dataset #: 4
Motif ID: 39
Motif name: kCAGCCAATmr
Matching format of first motif: Original Motif
Matching format of second motif: Reverse Complement
Direction: Forward
Position number: 3
Number of overlap: 8
Similarity score: 0.0624791
Alignment:
MBATTGGCTGH
--TTTSGCGC-

Reverse complement motif = Consensus sequence: MBATTGGCTGH

Original motif = Consensus sequence: DCAGCCAATVR
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wWebiiaga 3.4

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

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

Direction: Backward
Position number: 4

Number of overlap: 8
Similarity score: 0.0781129
Alignment:

GCVCCGCCcMceeyYce

-—-—-GCGCSAAA-—-

Consensus sequence: GGMGGRGGCGGVGC

c.chc_

e L O = = e
5 10

Original motif

2.0

bits
5

0.0
Webslogo 3.4

Reverse Complement
Reverse Complement

Reverse complement motif

ts

b

Consensus sequence: GCVCCGCCMCCYC(

Z¢C¢CC?CC$991§Q

Weblogo 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:
YCGCCCACGCH
GCGCSAAA---

23

Egrl

Reverse Complement
Reverse Complement
Backward

4

8

0.0784105

Original motif = Consensus sequence: HGCGTGGGCGK

2.0

Reverse complement motif = Consensus sequence: YCGCCCACGCH

QQ@ACAQT

et 5 \:,1:: ra—
Dataset #: 5
Motif ID: 49
Motif name: TFF1
Matching format of first motif: Reverse Complement
Matching format of second motif: Original Motif
Direction: Backward
Position number: 3
Number of overlap: 8
Similarity score: 0.0798986
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Consensus sequence: GCVGCGGCBCCG

Alignment:
CGGVGCCGCVGC
--GCGCSAAA--
Original motif = Consensus sequence: CGGVGCCGCVGC Reverse complement motif
2.0 2.0
S — J c&?gg——mgf“} Ig—_:écg:-’f‘-g:_—-_cc—“—
5 10 Gitoanii 5 10 GiGitoan i
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: 4
Number of overlap: 8
Similarity score: 0.0836188
Alignment:
ATMACAATAAAA
-GCGCSAAA---
Consensus sequence: ATMACAATAAAA Reverse complement motif = Consensus sequence: TTTTATTGTYAT
Page 372 of 594
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2.0 2.0

1.0

bits

0.0 0.0

Wetiloga 34 Welaloga 34

Dataset #: 2

Motif ID: 11

Motif name: Motif 11
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: 0.0836188
Alignment:

ATTTWATGAAA

-TTTSGCGC--

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

240 2.1

bits

0.0

Weiloga 34 WekiLoga 34

Dataset #: 5
Motif ID: 56
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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:
-HDWVAAAHAAAAAMAAAMWWWHBWA
GCGCSAADA——————————————————

Original motif
HDWVAAAHAAAAAMAAAMWWWHBWA

20

Consensus sequence:

TFM11

Reverse Complement
Original Motif
Backward

19

7

0.569963

Reverse complement motif
TWVHWWWYTTTYTTTTTHTTTVWBH

20

[2]
=1

ull ¢EQITI TI;ILIII

0 S —

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:

38
cccGCCCCGCCCCsb
Original Motif
Reverse Complement
Backward

9

7

0.571005
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Alignment:
-BBGGGGCGGGGCGGR
TTTSGCGC————————

Original motif = Consensus sequence: BCCGCCCCGCCCCBB

20

L

Reverse complement motif
BBGGGGCGGGGCGGB

20

0.0 — e o

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:
CGGCYBCGCG-
-—-TTTSGCGC

48

TFW3
Original Motif
Original Motif
Forward

4

7

0.571119

Original motif = Consensus sequence: CGGCYBCGCG

Reverse complement motif

Consensus sequence: CGCGBMGCCG
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Wbl oga 3 4

O
O
|

)
S

o.0 e

10
Wbl aga 3 4

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

Original motif = Consensus sequence: VBACGTGV

=20

£
=10 ﬂ
- _—
B T ——

Wetiago 3

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: Forward
Position number: 2

Number of overlap: 8

Similarity score: 0.0123101
Alignment:

GCCACGTGSD

-VBACGTGV-

Reverse complement motif

Consensus sequence: VCACGTBV
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Original motif = Consensus sequence: HSCACGTGGC

Reverse complement motif = Consensus sequence: GCCACGTGSD

5 ? AG
o0 JEQCAGAI—-—EE G ,}gg_ T = = s

Dataset #: 3

Motif ID: 34

Motif name: Myc

Matching format of first motif: Original Motif

Matching format of second motif: Reverse Complement

Direction: Forward

Position number: 2

Number of overlap: 8

Similarity score: 0.0144491

Alignment:
DCCACGTGCV
-VBACGTGV-

Original motif = Consensus sequence: VGCACGTGGH

20—

[ -

=

~__CACGT

10
Wbl ogo 3 S

Reverse complement motif = Consensus sequence: DCCACGTGCV

Z.0
2 E
o Q
P ——— = . W =
5 10

Wbl ogo 34
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Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
GBTGCAGGTGB
-——-VCACGTBV

Original motif

2.0

0.0

4
40

kcACCTGCAgc
Reverse Complement
Reverse Complement
Backward

1

8

0.0295473

Consensus sequence: BCACCTGCABC

Reverse complement motif

2.0
o
=19

0o === 3

Consensus sequence: GBTGCAGGTGB

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:
Number of overlap:

42
SSGTCACGTGACSs
Reverse Complement
Original Motif
Forward

4

8
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Similarity score:

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

0.0314837

Original motif = Consensus sequence: SGGTCACGTGACCS

2.0

?CEIQAC,____LAC%

Webiioga 3.4

Reverse complement motif

2.0

Consensus sequence: SGGTCACGTGACC

ACC_

-_— cq-- -

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:
GCGGACGTTV
—--VCACGTBV

3

26

MIZF

Reverse Complement
Reverse Complement
Forward

3

8

0.0377204

Original motif = Consensus sequence: BAACGTCCGC

Reverse complement motif

Consensus sequence: GCGGACGTTV

Page 379 of 594



2.0

2.0

— 0.0
Dataset #: 3
Motif ID: 31
Motif name: Pax5

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
MSGKKRCGCWDCABTGBBCD

Reverse Complement
Reverse Complement
Backward

8

8

0.0556891

Original motif = Consensus sequence: DGVBCABTGDWGCGKRRCSR

20

Reverse complement motif =~ Consensus sequence:

MSGKKRCGCWDCABTGBBCD
. —.—TTEQ-CrT -_-"-c I#‘E‘r T:T:

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:
DHACATTCTGH
VCACGTBV---

44

dhACATTCTkh
Reverse Complement
Original Motif
Backward

4

8

0.0640024

Original motif = Consensus sequence: DHACATTCTGH

2.0

bits

Reverse complement motif

2.0

Consensus sequence: HCAGAATGTHD

—a =
0.0 0.0
2 Weitaaas e
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

Page 381 of 594



Consensus sequence: VVCACTTCCGG

Reverse complement motif
> -

Alignment:
CCGGAAGTGVV
--VCACGTBV-
Original motif = Consensus sequence: CCGGAAGTGVV
2.0 20
Rt AAALE? .
Dataset #: 5
Motif ID: 47
Motif name: TFW2
Matching format of first motif: Original Motif
Matching format of second motif: Reverse Complement
Direction: Backward
1
8
0.0660185

Position number:
Number of overlap:
Similarity score:

Alignment:
CCGCGCGS
VBACGTGV

Consensus sequence: SCGCGCGG

Original motif

Consensus sequence: CCGCGCGS

Reverse complement motif
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Dataset #: 5
Motif ID: 50
Motif name: TFF11
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: 0.067219
Alignment:
GCvCCcGceMeceycee
—————— VCACGTBV
Original motif = Consensus sequence: GGMGGRGGCGGVGC Reverse complement motif  Consensus sequence: GCVCCGCCMCCY(
i E-‘-‘éggﬁ—_:cg = 9 M'?—‘C*CC-.BCCQC(;:':QQ
Dataset #: 3 Motif ID: 30 Motif name: PLAG1
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Original motif = Consensus sequence: GGGGCCCAAGGGGG

CCQJAé

o T
5

bits
B

= Gy~

10

0.0

Welilogo 3.4

Best Matches for Motif ID 30 (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: Backward
Position number: 6

Number of overlap: 14

Similarity score: 0.0876918
Alignment:

CYYCBBCYYYTCCHCCTYYY

-CCCCCTTGGGCCCC-——-—-~

Original motif = Consensus sequence: CYYCBBCYYYTCCHCCTYYY

20

“‘E‘Il]
=

LEC $Q§$9lgg%ggxggg

WebLaga 34

0.0

Reverse complement motif  Consensus sequence: CCCCCTTGGGCCC

HQQCCQIIIA?QCQC

Webilogo 3.4

bits

Reverse complement motif = Consensus sequence:
KKKAGGDGGAKKMGBBGKMG

20
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Dataset #: 5

Motif ID: 51

Motif name: TFM2

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

Position number: 3

Number of overlap: 14

Similarity score: 0.0880716

Alignment:

CHCCBCCKMCTCCKCM

--CCCCCTTGGGCCCC

Reverse complement motif = Consensus sequence:
CHCCBCCKMCTCCKCM

2.0

"0.¢C CVTecIClrce

0.0 -.:'?‘:TT T

Original motif = Consensus sequence: RGRGGAGRRGGHGGDG

10 15
WabiLogad 4

Dataset #: 3

Motif ID: 22

Motif name: Zfx

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

Position number: 1
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Number of overlap:
Similarity score:

Alignment:
VAGGCCBBGGCVEB
GGGGCCCAAGGGGG

14
0.0886295

Original motif = Consensus sequence: BBVGCCBVGGCCTV

bits
B

_———— == —

0.0
5

| chtémCCT“

Welilogo 3.4

Reverse complement motif

2.0

bits

Consensus sequence: VAGGCCBBGGCVE

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:
BCCGCCCCGCCCCRBB
CCCCCTTGGGCCCC

4
38
cccGCCCCGCCCCsb
Reverse Complement
Original Motif
Backward

2

14

0.0904945

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

- —
- . AC:‘B—_J-%—*—-—

0.0 —_— =
5 10 15
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: Forward
Position number: 1

Number of overlap: 14

Similarity score: 0.0943783
Alignment:

DGVBCABTGDWGCGKRRCSR
GGGGCCCAAGGGGG———-—~

Original motif = Consensus sequence: DGVBCABTGDWGCGKRRCSR

20

Reverse complement motif =~ Consensus sequence:
MSGKKRCGCWDCABTGBBCD

20

bits

= % CT= ————=
5

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:
-MSGGGGCGGGGYSG
GGGGCCCAAGGGGG-

7

Motif 7

Original Motif
Reverse Complement
Backward

2

13

0.588053

Original motif = Consensus sequence: CSKCCCCGCCCCSY

2.0

Reverse complement motif

Consensus sequence: MSGGGGCGGGGY

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

50

TFF11

Reverse Complement
Reverse Complement
Forward

2

13

0.589357
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Alignment:
GCVCCGCeMeeYcee-
—-CCCCCTTGGGCCCC

Original motif = Consensus sequence: GGMGGRGGCGGVGC

2.0

WelsLage 3.4

Reverse complement motif

bits

Consensus sequence: GCVCCGCCMCCYC

.06 e

Wellage 3.4

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
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2.0

-+ 00000e000e 60006660

5 10

bits

Welsloge 34 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: 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 2.0

“40

4

)
-
<D

AA—J*;—;;__.-F.;J} T T
10 z

— e T . =
D 5 . A
Dataset #: 3
Motif ID: 24
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Motif name: SP1
Original Motif
Reverse Complement

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

Direction: Backward
Position number: 1
Number of overlap: 10
Similarity score: 2.07807
Alignment:

-——-GGGGGYGGGG

GGGGCCCAAGGGGG

Original motif = Consensus sequence: CCCCKCCCCC

MCCCQ Clecc

WL ogo 3 S

b|ts

Reverse complement motif = Consensus sequence: GGGGGYGGGG

2.0

bits
5

0.0

Wbl ogo 3 a8

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

Original motif = Consensus sequence: DGVBCABTGDWGCGKRRCSR

20

LCA_ CQAé Ca T CS_

Wm_uguad

Reverse complement motif = Consensus sequence:

MSGKKRCGCWDCABTGBBCD

20

| =Y ggjr 192 I--‘= g—,-—:

Webtlaga 3.4

bits
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Best Matches for Motif ID 31 (Highest to Lowest)

Dataset #: 5

Motif ID: 54

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

Number of overlap: 20

Similarity score: 0.0373929
Alignment:

KKKAGGDGGAKKMGBBGKMG

DGVBCABTGDWGCGKRRCSR

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: 56

Motif name: TFM11
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:

HDWVAAAHAAAAAMAAAMWWWHBWA
DGVBCABTGDWGCGKRRCSR-——-—--

Original motif = Consensus sequence:
HDWVAAAHAAAAAMAAAMWWWHBWA

240

Backward
6

20
0.0546306

Reverse complement motif

TWVHWWWYTTTYTTTTTHTTTVWBH

5

20

[2]
1.0

0.0

o &

Consensus sequence:

TT
Al A

5 10

LI |

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:
TWAAWTTVTGAAAAAHWW-——
—-DGVBCABTGDWGCGKRRCSR

53

TFM3

Original Motif
Reverse Complement
Forward

2

17

1.5457
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Original motif = Consensus sequence: WWHTTTTTCABAAWTTWA

2.0+

gﬂT%ATETILQé¢AA¢%IIA

Webilogo 3.4

Reverse complement motif ~ Consensus sequence:
TWAAWTTVTGAAAAAHWW

2.0

“Taha,TT JCanah 44

.-:-.._

10 15
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:
RGRGGAGRRGGHGGDG----
MSGKKRCGCWDCABTGBRBCD

5

51

TFM2

Reverse Complement
Original Motif
Forward

1

16

2.0519

Original motif = Consensus sequence: RGRGGAGRRGGHGGDG

Reverse complement motif = Consensus sequence:
CHCCBCCKMCTCCKCM

2.0

0.0

C CC C gcTQCT

\Msnog CERY
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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-———
—-—-DGVBCABTGDWGCGKRRCSR

5

52

TFM1

Original Motif
Reverse Complement
Forward

3

16

2.05456

Original motif = Consensus sequence: WTKTTTTTHWTTTTTTBT

L8\

s —

g}llTIlTII ;IIA

10

Wetiloga 3.4

Reverse complement motif
ABAAAAAAWHAAAAARAW

0.0

Consensus sequence:

al

TAééAQAAé

1

pok

Dataset #:

Motif ID:

Motif name:

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

Position number:

4
38
cccGCCCCGCCCCsb
Reverse Complement
Reverse Complement
Forward

1
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Number of overlap: 15
Similarity score: 2.54483

Alignment:
BBGGGGCGGGGCGGB-—---
MSGKKRCGCWDCABTGBBCD

Original motif = Consensus sequence: BCCGCCCCGCCCCBB

2.0

_aelbacoce.

Webiloga 34

Reverse complement motif

BBGGGGCGGGGCGGB

2.0

=10

—_—

Consensus sequence:

0.0

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

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

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

WAHHTVTTYKAAAAWTTRAT-———-

————— MSGKKRCGCWDCABTGBBCD

Reverse Complement
Reverse Complement
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Reverse complement motif ~ Consensus sequence:

Original motif = Consensus sequence: ATKAAWTTTTRMAABAHHTW WAHHTVTTYKAAAAWTTRAT

20

L AAT] Taslh A oJA glﬁ&A:IIﬁTTT?AA W1

- =1 =Y.\

Weblaga 3.4

Dataset #: 4

Motif ID: 36

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

Position number: 1

Number of overlap: 14

Similarity score: 3.0203

Alignment:

—————— BBGGGGCGGGGCVD

DGVBCABTGDWGCGKRRCSR

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

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:
—————— CSKCCCCGCceeesy
MSGKKRCGCWDCABTGBRBCD

2

7

Motif 7

Reverse Complement
Original Motif
Backward

1

14

3.02361

Original motif = Consensus sequence: CSKCCCCGCCCCSY

2.0

cC
o= 1 W-W

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:

Motif 2

Reverse Complement
Reverse Complement
Backward

1

14
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Similarity score: 3.02394

Alignment:
—————— MTMMTCMMTCTKCK

MSGKKRCGCWDCABTGBBCD

Original motif = Consensus sequence: RGRAGARRGARRAR

2.0

AA AAAAéAAAA

0.0
Webiioga 3.4

Reverse complement motif = Consensus sequence: MTMMTCMMTCTK(

Fxfe. < QQTQTTCI

Webiloga 3.4

Dataset #: 3 Motif ID: 32

Original motif = Consensus sequence: YGCGTG

=

—_——— — -
L=

i
ks i cmey e TE

Best Matches for Motif ID 32 (Highest to Lowest)

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

Reverse Complement
Reverse Complement
Backward

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

Direction:

Motif name: ArntAhr

Reverse complement motif = Consensus sequence: CACGCM

=_

b
:

[ = =
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Position number: 1

Number of overlap: 6
Similarity score: 0
Alignment:

YCGCCCACGCH

————— CACGCM

Original motif = Consensus sequence: HGCGTGGGCGK

2.0

o CT c\s

Reverse complement motif

Consensus sequence: YCGCCCACGCH

GG@ACAQT

- P —
2 i e Wiebtoga 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: Backward
Position number: 2
Number of overlap: 6
Similarity score: 0.0112447
Alignment:
VBACGTGV
-YGCGTG-

Original motif = Consensus sequence: VBACGTGV

Reverse complement motif

Consensus sequence: VCACGTBV
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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

2.0

b
L
m—
|

|

()

:¢QCAQ

Dataset #: 4
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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: 6

Similarity score: 0.0396403

Alignment:

HVGCCCCGCCCCBB

----CACGCM----

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

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
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Alignment:
DCCACGTGCV
-—-YGCGTG--

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:
GCCcCaee
--CACGCM

1

1

Motif 1

Reverse Complement
Reverse Complement
Forward

3

6

0.040625

Original motif = Consensus sequence: GGCGGGGC

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

Dataset #: 4

Motif ID: 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
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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
————— 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

Page 405 of 594



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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b

“CcGCGCa.

ek ago @

=0
Lo
il C |
0.0 e - - e i — i, “——]
5

el ago @

Dataset #: 3 Motif ID: 33 Motif name: Mycn
Original motif = Consensus sequence: HSCACGTGGC Reverse complement motif = Consensus sequence: GCCACGTGSD
== ECACAI—-—TE po— “:‘gg e e ? —_

: -
10 5 10
Wbl ogo 3 a8

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
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Original motif = Consensus sequence: VGCACGTGGH

2.0

~__CACGx(

e

10
WL g 3

Reverse complement motif = Consensus sequence: DCCACGTGCV

2.0
== E
o Q
a.0 i - TA— e e s
E 5 10

WL ogo 3 4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
SGGTCACGTGACCS
-—-GCCACGTGSD--

4
42
SSGTCACGTGACSs
Reverse Complement
Original Motif
Forward

3

10

0.0628441

Original motif = Consensus sequence: SGGTCACGTGACCS

2.0

“_oTONCA [ Gace.

Webiioga 3.4

Reverse complement motif  Consensus sequence: SGGTCACGTGACC

2.0

“_goTONCA Gace.

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:
VVCACTTCCGG
GCCACGTGSD-

3

35

GABPA

Reverse Complement
Reverse Complement
Forward

1

10

0.0884396

Original motif = Consensus sequence: CCGGAAGTGVV

2.0
=
o C
a0 = ey P
5 10

Webiioga 34

Reverse complement motif = Consensus sequence: VVCACTTCCGG

bifs

2.0

[alnl

01005

wWebiiaga 3.4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:
Number of overlap:

3

27

Kif4

Original Motif
Original Motif
Forward

1

10
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Similarity score: 0.0893272
Alignment:

DGGGYGKGGC

HSCACGTGGC

Original motif = Consensus sequence: DGGGYGKGGC

2.0

=
=10

Reverse complement motif

Consensus sequence: GCCYCMCCCD

000,

AV WM PMMGE
= i Nosmbi o3t 28

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

Original motif = Consensus sequence: GGMGGRGGCGGVGC

Reverse complement motif

Consensus sequence: GCVCCGCCMCCYC(
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:chcc?ccggngg

20
i Egéﬁéﬁfgg —— 9
2 10 Weltags 3.4
Dataset #: 3
Motif ID: 22
Motif name: Zfx
Matching format of first motif: Reverse Complement
Matching format of second motif Reverse Complement
Direction: Forward
Position number: 4
10
0.0899944

Number of overlap:
Consensus sequence: VAGGCCBBGGCVE

Similarity score:
Reverse complement motif

Alignment:
VAGGCCBBGGCVBR
-—-—-GCCACGTGSD-
Original motif = Consensus sequence: BBVGCCBVGGCCTV
o lEmmmEa g__-:-’:"__ 9 CCT—- o6 -';*A CC:EA%Q‘3=G
3
30
Page 411 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:
CCCCCTTGGGCCCC
—-——-HSCACGTGGC

Original motif

2.0

bits
B

PLAG1

Original Motif
Reverse Complement
Forward

5

10

0.0921439

Consensus sequence: GGGGCCCAAGGGGG

1CC_AnG

Reverse complement motif

ts

b

Consensus sequence: CCCCCTTGGGCCC

(Gl

jQQCQQIIIA?

0.0 2 = -
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 nhumber: 3
Number of overlap: 10
Similarity score: 0.093472
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Alignment:

HVGCCCCGCCCCBB
-—-GCCACGTGSD—-
Original motif = Consensus sequence: HVGCCCCGCCCCBB Reverse complement motif = Consensus sequence: BBGGGGCGGGGC
2.0 2.0
- -'—‘:—-E-—-—CCQCACGCQ-- . ao =8 - = = 5 W ¥ Ac:...-g-_,— -
5 10 Saiserii 5 10 Saisarii
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: 3
Number of overlap: 10
Similarity score: 0.0964516
Alignment:
MSGGGGCGGGGYSG
--HSCACGTGGC--

Original motif = Consensus sequence: CSKCCCCGCCCCSY Reverse complement motif  Consensus sequence: MSGGGGCGGGGY
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2.0

S

Welsloge 34

CUlGue..

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
-——GCCACGTGSD--

38
cccGCCCCGCCCCsb
Reverse Complement
Original Motif
Backward

3

10

0.0979367

Original motif = Consensus sequence: BCCGCCCCGCCCCBB

2

-« _oclallico0e.

Webiloga 34

Reverse complement motif =~ Consensus sequence:
BBGGGGCGGGGCGGB

2.0

bits

o —=w v = W : PPN e

Dataset #: 3 Motif ID: 34

Motif name: Myc
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Original motif = Consensus sequence: VGCACGTGGH Reverse complement motif = Consensus sequence: DCCACGTGCV

CAC IVG_ QCAC I .
—— = 5 W e s oo l—— - - e W T e

10 10
WsbL g o 3 4 sl ogo 3 4

bits
5
- | -t

Best Matches for Motif ID 34 (Highest to Lowest)

Dataset #: 3

Motif ID: 33

Motif name: Mycn

Matching format of first motif: Reverse Complement

Matching format of second motif: Reverse Complement

Direction: Forward

Position number: 1

Number of overlap: 10

Similarity score: 0

Alignment:

GCCACGTGSD

DCCACGTGCV

Original motif = Consensus sequence: HSCACGTGGC Reverse complement motif = Consensus sequence: GCCACGTGSD
20 z0

bits
bits

- _CACCxlen 1. c0aClTh.

.0
10

L e Wbt aga 3 4
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Dataset #: 4

Motif ID: 42

Motif name: sSGTCACGTGACSs

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: 0.0646601

Alignment:

SGGTCACGTGACCS

--DCCACGTGCV--

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: Backward

Position number: 2

Number of overlap: 10
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Similarity score: 0.0840341
Alignment:

VVCACTTCCGG

DCCACGTGCV-

Original motif = Consensus sequence: CCGGAAGTGVV

2.0
=
o C
a0 = ey P
5 10

Webiioga 34

Reverse complement motif

Consensus sequence: VVCACTTCCGG

c_:gAgT cc >4

wWebiiaga 3.4

Dataset #: 5

Motif ID: 50

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

Number of overlap: 10

Similarity score: 0.0851555
Alignment:

GGMGGRGGCGGVGC

--VGCACGTGGH--

Original motif = Consensus sequence: GGMGGRGGCGGVGC

Reverse complement motif

Consensus sequence: GCVCCGCCMCCYC(
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2.0

o.co. 6ol 0.cleCC.ce e

0.0
5 10

bits
bits

Welsloge 34 Welloge 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: Backward

Position number: 1

Number of overlap: 10

Similarity score: 0.0883745

Alignment:

DGGGYGKGGC

VGCACGTGGH

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

o ZVFIc CQRCACCCA

0.0 W % N o T S O B : =

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: Backward

Position number: 2

Number of overlap: 10

Similarity score: 0.0925451

Alignment:

VAGGCCBBGGCVBB

-—-—-DCCACGTGCV-

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:

4
36

csGCCCCGCCCCsc
Reverse Complement
Original Motif
Backward

3

10

0.0928504
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Alignment:

HVGCCCCGCCCCBB
--DCCACGTGCV-~-
Original motif = Consensus sequence: HVGCCCCGCCCCBB Reverse complement motif = Consensus sequence: BBGGGGCGGGGC
2.0 2.0
- "—?'E‘TCCQCACGCQ_- = o =8 - = = 5 W ¥ Aq:..-g-_,— o
5 10 Saiserii 5 10 Saisarii
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:
CCCCCTTGGGCCcCC
-—-—--VGCACGTGGH

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

bits

“NGUuGC A
- Fo =< Tgé? - -
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
0.0941376

Position number:
Number of overlap:
Similarity score:

Reverse complement motif

Consensus sequence: MSGGGGCGGGGY

Alignment:

MSGGGGCGGGGYSG

--VGCACGTGGH--
Original motif = Consensus sequence: CSKCCCCGCCCCSY
QETCQCCT CCQCE
4
38

Page 421 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: 0.0974172

Alignment:

BCCGCCCCGCCCCBB

-—--DCCACGTGCV--

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

BBGGGGCGGGGCGGB
2.0 2.0
e A L
Dataset #: 3 Motif ID: 35 Motif name: GABPA
Original motif = Consensus sequence: CCGGAAGTGVV Reverse complement motif = Consensus sequence: VVCACTTCCGG

oo Cc A—'—'—AAléﬂh 0.0 ?QAQTL:

Webilaga 34 Webilaga 3.4
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Best Matches for Motif ID 35 (Highest to Lowest)

Dataset #: 5
Motif ID: 54

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

Number of overlap: 11

Similarity score: 0.0360984
Alignment:

CYYCBBCYYYTCCHCCTYYY

-—-—-VVCACTTCCGG-----

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: Original Motif
Matching format of second motif: Original Motif
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Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
RGRGGAGRRGGHGGDG
-CCGGAAGTGVV———-

Backward
5

11
0.0445566

Original motif = Consensus sequence: RGRGGAGRRGGHGGDG

Reverse complement motif
CHCCBCCKMCTCCKCM

2.0

0.0

“C

cC C

-?-TT

T0cTQ

Consensus sequence:

Crce

TorT

\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:
DGVBCABTGDWGCGKRRCSR
——————— VVCACTTCCGG--

31

Pax5

Reverse Complement
Original Motif
Forward

8

11

0.0446257
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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 #: 3
Motif ID: 22
Motif name: Zfx
Matching format of first motif: Reverse Complement
Matching format of second motif: Original Motif
Direction: Backward
Position number: 4
Number of overlap: 11

0.0457327

Similarity score:

Alignment:
BBVGCCBVGGCCTV
VVCACTTCCGG——-—

Original motif = Consensus sequence: BBVGCCBVGGCCTV

0.0
L]

Webiioga 3.4

Reverse complement motif = Consensus sequence: VAGGCCBBGGCVE

20
o
S0

_ L ..=A(__:¢..: =
00— T ——— ==

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:
BCACCTGCABC
VVCACTTCCGG

Original motif

2.0

0.0

4

40

kcACCTGCAgc
Reverse Complement
Original Motif
Forward

1

11

0.0483841

Consensus sequence: BCACCTGCABC

Reverse complement motif

2.0
o
=19
0o === 3

Consensus sequence: GBTGCAGGTGB

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:
Number of overlap:

45
wbgTAAATAwWwW
Original Motif
Original Motif
Backward

1

11
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Similarity score: 0.0492127

Alignment:
DBGTAAATAHD
CCGGAAGTGVV
Original motif = Consensus sequence: DBGTAAATAHD Reverse complement motif = Consensus sequence: DHTATITTACBD
2.0 2.0
P —— ——— - I.: e ootl=——— .=I A < == B — . ———w
= L = LT
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 number: 1
Number of overlap: 11
Similarity score: 0.0495154
Alignment:
DHACATTCTGH
VVCACTTCCGG
Original motif = Consensus sequence: DHACATTCTGH Reverse complement motif = Consensus sequence: HCAGAATGTHD

Page 427 of 594



2.0

1.0

bits

0.0 = =
2 Weitaaas e

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

Original motif = Consensus sequence: GGMGGRGGCGGVGC

2.0

bits

Reverse complement motif = Consensus sequence: GCVCCGCCMCCYC

ettt

o=t B Ve == ¥ 9
Dataset #: 2
Motif ID: 6
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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’

2.0

bits

a}iﬂl&;h 10 I

10
Webilogo 3.4 Webilogo 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 nhumber: 4

Number of overlap: 11

Similarity score: 0.0554249
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Alignment:
BCCGCCCCGCCCCEB
-——VVCACTTCCGG-

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

BBGGGGCGGGGCGGB
=?9TCQ C_ﬂ_ CCCQ'— ——a = W J\_GQ?&__
Dataset #: 4 Motif ID: 36 Motif name: csGCCCCGCCCCsc
Original motif = Consensus sequence: HVGCCCCGCCCCBB Reverse complement motif = Consensus sequence: BBGGGGCGGGGC

2.0

OO0t Ol

Webiioga 3.4

e, W A, e
10

Webiloga 3.4

Best Matches for Motif ID 36 (Highest to Lowest)

Dataset #: 4

Motif ID: 38

Motif name: cccGCCCCGCCCCsb
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Backward
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Position number:
Number of overlap:
Similarity score:

Alignment:
BCCGCCCCGCCCCEB
-HVGCCCCGCCCCBB

14

Original motif = Consensus sequence: BCCGCCCCGCCCCBB

2.0

bits

~_0ebiCe

(L.

Webilaga 34

Reverse complement motif
BBGGGGCGGGGCGGB

hits

2.0

g

=

Consensus sequence:

P e N S i =

0.0

10

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:

Alignment:
CSKCCCCGCCCCsy
HVGCCCCGCCCCBB

2

7

Motif 7
Original Motif
Original Motif
Forward

1

14
0.0117332
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Original motif = Consensus sequence: CSKCCCCGCCCCSY

2.0

Reverse complement motif = Consensus sequence: MSGGGGCGGGGY

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
MSGKKRCGCWDCABTGBBCD
—————— HVGCCCCGCCCCBB

31

Pax5

Original Motif
Reverse Complement
Backward

1

14

0.0747029

Original motif = Consensus sequence: DGVBCABTGDWGCGKRRCSR

20

LCA CEAé Ca TA CC

Wm_aqu:]d

Reverse complement motif = Consensus sequence:

MSGKKRCGCWDCABTGBBCD
00 STT G‘CI'T 192 I‘""‘: TT—:

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:
CYYCBBCYYYTCCHCCTYYY
—-——-HVGCCCCGCCCCBB---

5

54

TFM12
Original Motif
Original Motif
Backward

4

14
0.0777991

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
Original Motif
Backward

3
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Number of overlap: 14

Similarity score: 0.0880609
Alignment:
RGRGGAGRRGGHGGDG
BBGGGGCGGGGCVD-~
. : Reverse complement motif = Consensus sequence:
: RGRGGAGRRGGHGGD
Original motif = Consensus sequence: RGRGGAGRRGGHGGDG CHCCBCCKMCTCCKCM

20

0.0 CWTgcIClree

20

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 Reverse complement motif = Consensus sequence: VAGGCCBBGGCVE
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2.0

2.0

bits
&

e 0.0

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:

Alignment:
GCvCCGCeMeeyYce
HVGCCCCGCCCCBB

Original motif

2.0

Consensus sequence: GGMGGRGGCGGVGC

5

50

TFF11

Original Motif
Reverse Complement
Forward

1

14

0.0937271

Reverse complement motif

=4 Z¢C¢CC?009991QQ

a0 — e = N e
Dataset #: 4
Motif ID: 42
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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:
SGGTCACGTGACCS
HVGCCCCGCCCCBB

Original motif

2.0

bits

SSGTCACGTGACSs
Original Motif
Reverse Complement
Backward

1

14

0.0971132

Consensus sequence: SGGTCACGTGACCS

_geTOACa cace.

Webilogo 3.4

Reverse complement motif

2.

_66TOACC Gace

.

8
a1

Consensus sequence: SGGTCACGTGACC

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:

3

30

PLAG1

Reverse Complement
Original Motif
Forward

2

13

0.609319
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Consensus sequence: CCCCCTTGGGCCC

Reverse complement motif

Alignment:
GGGGCCCAAGGGGG-
-BBGGGGCGGGGCVD
Original motif = Consensus sequence: GGGGCCCAAGGGGG
20
- F= =L Qgé? - -
3 10
Dataset #: 5
Motif ID: 49
Motif name: TFF1
Matching format of first motif: Original Motif
Matching format of second motif Original Motif
Direction: Forward
1
12
1.08016

Position number:
Number of overlap:

Similarity score:
Consensus sequence: GCVGCGGCBCCG

Reverse complement motif

Alignment:
CGGVGCCGCVGC--

HVGCCCCGCCCCBB
Consensus sequence: CGGVGCCGCVGC
Page 437 of 594
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2.0 2.0

g CC C T T
= 0 5 = W A_,_-I.._Q _ ool T w. W W
5 : ==

0.0

bits

4
>(')
O
O
<D

Wetiloga 34

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

Original motif Consensus sequence: HDAAATAATAHW Reverse complement motif Consensus sequence: WHTATTATTTDH
2.0
e TATAAA -~ - 5 %ATAITT I e

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
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Original motif = Consensus sequence: HDAAATAATADD

2.0

00—

“ aaAlAATA

Wekiloga A4

Reverse complement motif

2.0

Consensus sequence: DDTATTATTTDH

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:
TWSTTTWAWTTTWT
-WHTATTATTTDH-

2

3

Motif 3

Reverse Complement
Reverse Complement
Backward

2

12

0.0522317

Original motif = Consensus sequence: AWAAAWTWAAASWA

2.0

5

A AG%QAQAEIQ

Webiioga 3.4

Reverse complement motif

Consensus sequence: TWSTTTWAWTTT\
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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

Similarity score: 0.0590505

Alignment:

TWVHWWWYTTTYTTTTTHTTTVWBH

——————————— WHTATTATTTDH--

Original motif = Consensus sequence:
HDWVAAAHAAAAAMAAAMWWWHBWA

240

Reverse complement motif = Consensus sequence:
TWVHWWWYTTTYTTTTTHTTTVWBH

20

&
-_E‘I.CI

= == B —

MGL ¢£3III TlgllIAI A
5 10 15 20

25
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
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Number of overlap: 12

Similarity score: 0.0637702
Alignment:
ABAAAAAAWHAAAAARAW
HDAAATAATAHW-—-———-—
Original motif = Consensus sequence: WTKTTTTTHWTTTTTTBT Reverse complement motif  Consensus sequence:
g g ' ABAAAAAAWHAAAAARAW
IIT" TIT T 55 AA AAA A AAA &@
jIITA 3 R éAAIAf\I-?é " T_ﬁ_éz—ré ik Géc ST
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: 1
Number of overlap: 12
Similarity score: 0.0641975
Alignment:
AATHATATWTHAAA
--WHTATTATTTDH

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

Number of overlap: 12

Similarity score: 0.0704475
Alignment:

WAHHTVTTYKAAAAWTTRAT

———————— HDAAATAATAHW

Original motif = Consensus sequence: ATKAAWTTTTRMAABAHHTW

gLﬁLl:%#I;l’*éA&?Aé@I%

Weblaga 3.4

Reverse complement motif =~ Consensus sequence:

WAHHTVTTYKAAAAWTTRAT

ATTT

C =4 4
-

g:ﬁAzxLﬂTﬁé

: TQAA

aAT

Weblagn a4

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

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
AAATTKTATTTAWT
-WHTATTATTTDH-

5

Motif 5

Reverse Complement
Reverse Complement
Backward

2

12

0.0704475

Original motif = Consensus sequence: AWTAAATAYAATTT

2.0

w1
= c

0.0

Welsloge 34

Reverse complement motif

Consensus sequence: AAATTKTATTTAW-

Welloge 3.4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

5

53

TFM3

Reverse Complement
Original Motif
Backward

1

12

0.0763819
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Alignment:
WWHTTTTTCABAAWTTWA
—————— WHTATTATTTDH

Original motif = Consensus sequence: WWHTTTTTCABAAWTTWA

2.0

Reverse complement motif
TWAAWTTVTGAAAAAHWW

Consensus sequence:

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
TCAAAATKAWTTGT
--WHTATTATTTDH

16

Motif 16

Reverse Complement
Reverse Complement
Backward

1

12

0.0864198

Original motif = Consensus sequence: ACAAWTRATTTTGA

Reverse complement motif

Consensus sequence: TCAAAATKAWTTG
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Welsloge 34 Welloge 3.4

Dataset #: 2

Motif ID: 6

Motif name: Motif 6

Matching format of first motif: Reverse Complement

Matching format of second motif: Reverse Complement

Direction: Forward

Position number: 1

Number of overlap: 12

Similarity score: 0.09076

Alignment:

WWTAKTTCDKAATT

WHTATTATTTDH--

Original motif = Consensus sequence: AATTYDGAARTAWW Reverse complement motif = Consensus sequence: WWTAKTTCDKAA’
o0 I T% ; 10

Dataset #: 4 Motif ID: 38 Motif name: cccGCCCCGCCCCsb
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Original motif = Consensus sequence: BCCGCCCCGCCCCBB

2.0

- _oolellr0ete

0.0

Webiloga 34

Best Matches for Motif ID 38 (Highest to Lowest)

Dataset #: 5

Motif ID: 54

Motif name: TFM12
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Forward
Position number: 3

Number of overlap: 15

Similarity score: 0.0773345
Alignment:

CYYCBBCYYYTCCHCCTYYY

--BCCGCCCCGCCCCBB---

Original motif = Consensus sequence: CYYCBBCYYYTCCHCCTYYY

20

=

Vzse $Q§$91gg?ggxg%$

WebLaga 34

Reverse complement motif ~ Consensus sequence:
BBGGGGCGGGGCGGB

2.0

0.0 — = % SR = = =

Reverse complement motif = Consensus sequence:
KKKAGGDGGAKKMGBBGKMG

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:

RGRGGAGRRGGHGGDG
BBGGGGCGGGGCGGB-

Original motif

5

51

TFM2

Reverse Complement
Original Motif
Backward

2

15

0.0869149

Consensus sequence: RGRGGAGRRGGHGGDG

Reverse complement motif
CHCCBCCKMCTCCKCM

20

0.0

"C

cl C

-?-TT

Consensus sequence:

LecTClree

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

31

Pax5

Reverse Complement
Reverse Complement
Forward
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Position number: 1

Number of overlap: 15
Similarity score: 0.0992376
Alignment:

MSGKKRCGCWDCABTGBBCD
BBGGGGCGGGGCGGB-——-—

Original motif = Consensus sequence: DGVYBCABTGDWGCGKRRCSR

20

0.0 _-_"-A e . =

5 10

ca TG A QATﬁAQSA

WebLaga 34

Reverse complement motif

MSGKKRCGCWDCABTGBBCD

bits

20

C

20\

<;=T:r

Consensus sequence:

~CA Igs

“‘G

C

T=

Weblaga 34

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

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: 0.5
Alignment:

BBGGGGCGGGGCVD-

BBGGGGCGGGGCGGB
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Original motif = Consensus sequence: HVGCCCCGCCCCBB

. 60000:00ce.

Welilogo 3.4

Reverse complement motif  Consensus sequence: BBGGGGCGGGGC

2.0

a.0 =K - = e, W e, =

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
-CSKCCCCGCCcceesy
BCCGCCCCGCCCCEB

2

7

Motif 7
Original Motif
Original Motif
Backward

1

14

0.513015

Original motif = Consensus sequence: CSKCCCCGCCCCSY

2.0

Reverse complement motif  Consensus sequence: MSGGGGCGGGGY
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Dataset #: 3

Motif ID: 22

Motif name: Zfx

Matching format of first motif: Original Motif

Matching format of second motif: Original Motif

Direction: Forward

Position number: 1

Number of overlap: 14

Similarity score: 0.574434

Alignment:

BBVGCCBVGGCCTV-

BCCGCCCCGCCCCBB

Original motif = Consensus sequence: BBVGCCBVGGCCTV Reverse complement motif = Consensus sequence: VAGGCCBBGGCVE
20 20
oo = ’:—qg_z-f:‘ v == . .:A CC:ﬁAQQ‘?—==

2 10 Wehiioga 3.4 2 10 Wehiioga 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
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Similarity score: 0.58333

Alignment:
GCVCCGCCMCCyYCcC-
BCCGCCCCGCCCCBB
Original motif = Consensus sequence: GGMGGRGGCGGVGC Reverse complement motif  Consensus sequence: GCVCCGCCMCCY(
2.0 2.0
o6 Egéﬁeﬁch — 9 ”"-?-‘-C?CC-_:CCQCQZ':QQ
2 10 Watilogo 3.4 2 10 Watilogo 3.4
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: 1
Number of overlap: 14
Similarity score: 0.601399
Alignment:
SGGTCACGTGACCS-
BBGGGGCGGGGCGGR
Original motif = Consensus sequence: SGGTCACGTGACCS Reverse complement motif = Consensus sequence: SGGTCACGTGACC
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2.0

%:?CEICACDT?QCCT

Welsloge 34

2.0

++ goroACeTcace.

0.0 o ——
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:
GGGGCCCAAGGGGG-
BBGGGGCGGGGCGGB

3

30

PLAG1

Reverse Complement
Original Motif
Forward

1

14

0.604586

Original motif = Consensus sequence: GGGGCCCAAGGGGG

2.0

Reverse complement motif = Consensus sequence: CCCCCTTGGGCCC

0.0 £ =3 - <= é? - -
Dataset #: 5
Motif ID: 49
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TFF1
Original Motif
Reverse Complement

Motif name:
Matching format of first motif:
Matching format of second motif:
Direction: Backward
Position number: 1
Number of overlap: 12
Similarity score: 1.58073
Alignment:
---GCVGCGGCBCCG
BCCGCCCCGCCCCBB
Original motif = Consensus sequence: CGGVGCCGCVGC Reverse complement motif = Consensus sequence: GCVGCGGCBCCG
2.0 2.0
& — v %é? AQAQJH_J}G :—;;-—_:_-GI——_——QICC ———
5 10 it oae i 5 10 it oaei
Dataset #: 4 Motif ID: 39 Motif name: kCAGCCAATmMr
Original motif = Consensus sequence: DCAGCCAATVR Reverse complement motif = Consensus sequence: MBATTGGCTGH
2.0 2.0
. 0.0
Page 453 of 594
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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
-MBATTGGCTGH

4
37

tkAAATAATAtwW
Reverse Complement
Reverse Complement
Forward

2

11

0.0559269

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 #: 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
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Similarity score: 0.0588235

Alignment:
HCAGAATGTHD
DCAGCCAATVR

Original motif =~ Consensus sequence: DHACATTCTGH

2.0

bifs

e

Reverse complement motif

2.0

Consensus sequence: HCAGAATGTHD

e 5 T -
Dataset #: 4
Motif ID: 41
Motif name: WWAAATAATAtw

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

Direction: Backward
Position number: 1

Number of overlap: 11
Similarity score: 0.0597643
Alignment:

DDTATTATTTDH

-MBATTGGCTGH

Original motif = Consensus sequence: HDAAATAATADD

Reverse Complement
Reverse Complement

Reverse complement motif

Consensus sequence: DDTATTATTTDH
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2]
1.

£.10 £.10
AAA | AAT ATTAITT
oo l=—— W W = T W == ————= = == ¥ S £ . =
5 W e 5 [

Dataset #: 4
Motif ID: 40
Motif name: kcACCTGCAgc
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: 0.0599548

Alignment:
BCACCTGCABC
MBATTGGCTGH

Original motif = Consensus sequence: BCACCTGCABC

240

Reverse complement motif  Consensus sequence: GBTGCAGGTGB

2.0
o ‘
B CA
a0 S ———— = v & ’ ==

10
WekiLoga 34

Dataset #:
Motif ID:
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Motif name: TFF11

Matching format of first motif: Original Motif

Matching format of second motif: Reverse Complement

Direction: Backward

Position number: 2

Number of overlap: 11

Similarity score: 0.0614719
Alignment:

GCvCCcGceMeceycee

—--DCAGCCAATVR-

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

20 20
- Egégeﬁ-?cg — 9 M._:C:_—;CC-_BCCQCQ—-—QC__
2 0 Webtogo 3.4 % 0 Webtogo a4

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 nhumber: 7

Number of overlap: 11

Similarity score: 0.0635027
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Alignment:
HDWVAAAHAAAAAMAAAMWWWHBWA

Original motif = Consensus sequence:

HDWVAAAHAAAAAMAAAMWWWHBWA

20

g

25
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:
TTAGWTWATAA
DCAGCCAATVR

18

Motif 18
Original Motif
Original Motif
Backward

1

11
0.0661765

Original motif =~ Consensus sequence: TTAGWTWATAA

Reverse complement motif

Consensus sequence: TTATWAWCTAA
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2.0

1.0

bits

0.0

bits

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:

Alignment:
-CCGGAAGTGVV
DCAGCCAATVR-

3

35

GABPA
Original Motif
Original Motif
Backward

2

10

0.56089

Original motif = Consensus sequence: CCGGAAGTGVV

240

bits

QA

Reverse complement motif

=8
=

2.0

1.0

0.0

?Q‘}g

Consensus sequence: VVCACTTCCGG

WekiLoga 34

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

Matching format of second motif:

wWbgTAAATAWW
Reverse Complement
Reverse Complement

Direction: Forward

Position number: 2

Number of overlap: 10

Similarity score: 0.561975

Alignment:

DHTATTTACBD-

-MBATTGGCTGH

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

2.0

2.0

0.0

<l 4TAQAIAm E”lAlIIA§m~

Wehiiogo 34 Wabiiaga 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

22

Zfx

Original Motif
Reverse Complement
Forward

5

10

0.563709
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Consensus sequence: VAGGCCBBGGCVE

Reverse complement motif

Alignment:
VAGGCCBBGGCVBB-

—-——-DCAGCCAATVR
Consensus sequence: BBVGCCBVGGCCTV

Original motif

bits

WelsLage 3.4

bits

-

AL —
5

5

2.0
1.0 A CC ! “‘ :[::
b — - - - -
0.0 S —— e e ==
10
Wellage 3.4

Motif name: kcACCTGCAgc

Consensus sequence: GBTGCAGGTGB

Motif ID: 40

Dataset #: 4
Consensus sequence: BCACCTGCABC

Original motif

2.0

10
wWetiiaga 3.4

0.9 =
Best Matches for Motif ID 40 (Highest to Lowest)
Dataset #: 4
Motif ID: 43
Motif name: WSTACWGTAsw
Matching format of first motif: Original Motif
Matching format of second motif: Reverse Complement
Direction: Forward
1

Position number:

Reverse complement motif
2.0
B ‘ CA ‘
: e

—————

0.0
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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
Backward

3

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
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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

=¢:—:QICQ C—H— CCCQ'.— T W A, A écg?-ﬂi*—-—

Webiloga 3.4

2.0

bits
hits

Webiloga 3.4

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

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

2.0

Original motif

2.0

MATA TA _ . ATIAII;! =

00—

WehiLogo 34 WetiLogo 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
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Original motif = Consensus sequence: HDAAATAATAHW Reverse complement motif = Consensus sequence: WHTATTATTTDH

2.0

a.

bits

Wekiloga A4 Wekiloga A4

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: TWSTTTWAWTTT\

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:
WIKTTTTTHWTTTTTTBT
—————— DDTATTATTTDH

5

52

TFM1

Reverse Complement
Original Motif
Forward

7

12

0.0565705

Original motif = Consensus sequence: WTKTTTTTHWTTTTTTBT

L8\

—

E}QITIETII ;IIA

10

Wetiloga 3.4

Reverse complement motif
ABAAAAAAWHAAAAARAW

0.0

Consensus sequence:

al

TAééAQAAé

1

poh

Dataset #:

Motif ID:

Motif name:

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

Position number:

5

56

TFM11
Original Motif
Original Motif
Forward

3
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Number of overlap:
Similarity score:

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

Original motif
HDWVAAAHAAAAAMAAAMWWWHBWA

20

Consensus sequence:

12
0.0575935

Reverse complement motif
TWVHWWWYTTTYTTTTTHTTTVWBH

20

Consensus sequence:

Dataset #:

Motif ID:

Motif name:

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

Position number:

Number of overlap:

Similarity score:

Alignment:
AATHATATWTHAAA
--DDTATTATTTDH

Original motif

Motif 9

Reverse Complement
Original Motif
Forward

3

12

0.0591821

Consensus sequence: AATHATATWTHAAA

Reverse complement motif

Consensus sequence: TTTDAWATATHAT
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2.0

%t ATA%IAIX

a.

10

Dataset #: 5

Motif ID: 55

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

Number of overlap: 12

Similarity score: 0.0712963
Alignment:

WAHHTVTTYKAAAAWTTRAT

———————— HDAAATAATADD

Original motif = Consensus sequence: ATKAAWTTTTRMAABAHHTW

gLﬁLl:%#I;l’*éA&?Aé@I%

Weblaga 3.4

Reverse complement motif =~ Consensus sequence:

WAHHTVTTYKAAAAWTTRAT

ATTT

C =4 4
-

g:ﬁAzxLﬂTﬁé

: TQAA

aAT

Weblagn a4

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

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
AAATTKTATTTAWT
-DDTATTATTTDH-

5

Motif 5

Reverse Complement
Reverse Complement
Forward

2

12

0.0715278

Original motif = Consensus sequence: AWTAAATAYAATTT

2.0

w1
= c

0.0

Welsloge 34

Reverse complement motif

Consensus sequence: AAATTKTATTTAW-

Welloge 3.4

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

5

53

TFM3

Reverse Complement
Original Motif
Backward

1

12

0.0733516
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Alignment:
WWHTTTTTCABAAWTTWA
—————— DDTATTATTTDH

Original motif = Consensus sequence: WWHTTTTTCABAAWTTWA

2.0

Reverse complement motif
TWAAWTTVTGAAAAAHWW

Consensus sequence:

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
TCAAAATKAWTTGT
--DDTATTATTTDH

16

Motif 16

Reverse Complement
Reverse Complement
Backward

1

12

0.0912037

Original motif = Consensus sequence: ACAAWTRATTTTGA

Reverse complement motif

Consensus sequence: TCAAAATKAWTTG
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Welsloge 34 Welloge 3.4

Dataset #: 2

Motif ID: 6

Motif name: Motif 6

Matching format of first motif: Reverse Complement

Matching format of second motif: Reverse Complement

Direction: 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’
o0 I T% ; 10

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

2.0

~cTOACS Gace.

Welilogo 3.4

bits

Best Matches for Motif ID 42 (Highest to Lowest)

Dataset #: 3

Motif ID: 31

Motif name: Pax5
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Forward
Position number: 7

Number of overlap: 14

Similarity score: 0.0518737
Alignment:

DGVBCABTGDWGCGKRRCSR

—————— SGGTCACGTGACCS

Original motif = Consensus sequence: DGVYBCABTGDWGCGKRRCSR

20

LA wca 1G4 QATﬁAQEA

5

WebLaga 34

Reverse complement motif  Consensus sequence: SGGTCACGTGACC

2.0

gf?cEICAccT?ACCﬁ

o.

Webilogo 3.4

Reverse complement motif = Consensus sequence:
MSGKKRCGCWDCABTGBBCD

20

bits
s

Weblaga 34
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Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:

Position number:
Number of overlap:
Similarity score:

Alignment:
BBGGGGCGGGGCVD
SGGTCACGTGACCS

Original motif

4
36

¢csGCCCCGCCCCsc
Original Motif
Reverse Complement
Forward

1

14

0.0539097

Consensus sequence: HVGCCCCGCCCCBB

- 00000:006c

Webiioga 3.4

Reverse complement motif

bits

1.0

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:

4

38
cccGCCCCGCCCCsb
Reverse Complement
Original Motif
Forward

1

14
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Similarity score: 0.0581955

Alignment:
BCCGCCCCGCCCCRBB
SGGTCACGTGACCS-

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

BBGGGGCGGGGCGGB

2.0 2.0

_— =€=9TCQ C,k CCCQ-—_— 00 = AR L 4 e _’__\EQ"?’_—%—
Dataset #: 2
Motif ID: 7
Motif name: Motif 7
Matching format of first motif: Reverse Complement
Matching format of second motif: Reverse Complement
Direction: Backward
Position number: 1
Number of overlap: 14
Similarity score: 0.0634135
Alignment:
MSGGGGCGGGGYSG
SGGTCACGTGACCS
Original motif = Consensus sequence: CSKCCCCGCCCCSY Reverse complement motif = Consensus sequence: MSGGGGCGGGGY
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QETCQCCT

Dataset #: 5

Motif ID: 50

Motif name: TFF11

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: 1.05855

Alignment:

--GCVCCGCceMeeyee

SGGTCACGTGACCS--

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
Original Motif
Reverse Complement

Motif name:
Matching format of first motif:
Matching format of second motif:
Direction: Backward
1
12
1.06047

Position number:
Number of overlap:
Similarity score:

Consensus sequence: GCVGCGGCBCCG

Reverse complement motif

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

Alignment:
--GCVGCGGCBCCG
SGGTCACGTGACCS
Original motif = Consensus sequence: CGGVGCCGCVGC
2.0
— E&___CQJ—EQ____ .
e T 5 o ECN T p—,
Dataset #: 4
Motif ID: 40
Motif name: kcACCTGCAgc
Matching format of first motif: Original Motif
Matching format of second motif: Original Motif
Direction: Backward
1
11
1.54742

Position nhumber:
Number of overlap:
Similarity score:
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Alignment:
-—-—-BCACCTGCABC
SGGTCACGTGACCS

Original motif = Consensus sequence: BCACCTGCABC

240

Reverse complement motif

. TCOAGET.

Consensus sequence: GBTGCAGGTGB

Wd.l_agﬂ:}id-

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
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(cCe

Wbl oga 3 4

10
Wbl aga 3 4

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

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

Direction: Backward
Position number: 2
Number of overlap: 10
Similarity score: 2.06209
Alignment:

--—--YCGCCCACGCH

SGGTCACGTGACCS-

Original motif = Consensus sequence: HGCGTGGGCGK

240

! GOUT c\s

PR = g — —
5 10
Welilaga 34

Original Motif
Reverse Complement

Reverse complement motif

bits

2.0

1.0

0.0

N

Consensus sequence: YCGCCCACGCH

abcc.

10
WekiLoga 34

Dataset #: 3
Motif ID: 30
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Motif name: PLAG1

Matching format of first motif: Reverse Complement

Matching format of second motif: Reverse Complement

Direction: Forward

Position number: 8

Number of overlap: 7

Similarity score: 3.53253

Alignment:

CCCCCTTGGGCCCC————=—~

——————— SGGTCACGTGACCS

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

2.0

bits
B

1CC_AnG

0.0 2 = -
Dataset #: 4 Motif ID: 43 Motif name: wsTACwWGTAsw
Original motif = Consensus sequence: HVTACWGTABD Reverse complement motif = Consensus sequence: DBTACWGTAVH

2.0

2.0

10

Webilaga 34 Webilaga 3.4

Best Matches for Motif ID 43 (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:
GBTGCAGGTGB
HVTACWGTABD

Original motif

2.0

0.0

4
40

kcACCTGCAgc
Original Motif
Reverse Complement
Backward

1

11

0.0199592

Consensus sequence: BCACCTGCABC

Reverse complement motif

2.0
o
=19
0o === 3

Consensus sequence: GBTGCAGGTGB

Dataset #:

Motif ID:

Motif name:

Matching format of first motif:

Matching format of second motif:

Direction:
Position number:
Number of overlap:

41

WWAAATAATALtw
Original Motif
Reverse Complement
Backward

1

11
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0.0309343
Consensus sequence: DDTATTATTTDH

S